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Supplementary Table 1. Clinical characteristics and sequencing strategies of 112 cervical cancer patients, 69 CIN samples and 25 normal cervical samples
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1 CC-C001/CC-H004 43 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS&WES&HPCS Complete Genomics & Hiseq 2000 12 HPV16 WT

2 CC-C002 40 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WGS Complete Genomics NA. NA. WT

3 CC-C003 36 Female Chinese Squamous cell carcinoma ⅡA1 Unknown T2a1N0M0 No Positive HPV16 WGS Complete Genomics NA. NA. WT

4 CC-C004 50 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WGS Complete Genomics NA. NA. WT

5 CC-C005 48 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N1M0 Yes Positive HPV16 WGS Complete Genomics NA. NA. WT

6 CC-C006 40 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Complete Genomics NA. NA. WT

7 CC-C007 40 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Complete Genomics NA. NA. WT

8 CC-H001 44 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 4 HPV16 WT

9 CC-H002 39 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 3 HPV16 WT

10 CC-H003 49 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 9 HPV16 WT

11 CC-H005 54 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1bN0M0 No Positive HPV16 WES&HPCS Hiseq 2000 10 HPV16 WT

12 CC-H006/CC-P001 46 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 & Ion proton 30 HPV16 WT

13 CC-H007 44 Female Chinese Squamous cell carcinoma ⅠB1 Poorly differentiated T1b1N0M0 No Positive HPV18 WES&HPCS Hiseq 2000 3 HPV16, 18 WT

14 CC-H008 44 Female Chinese Squamous cell carcinoma ⅡA1 Poorly differentiated T2a1N0M0 No Positive HPV18 WES&HPCS Hiseq 2000 6 HPV16, 18 WT

15 CC-H009 37 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N1M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 23 HPV16 WT

16 CC-H010 42 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 20 HPV16 WT

17 CC-H011 38 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 127 HPV16 WT

18 CC-H012 43 Female Chinese Squamous cell carcinoma ⅠB1 Poorly differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 69 HPV16 WT

19 CC-H013 43 Female Chinese Adenosquamous carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV16,18 WES&HPCS Hiseq 2000 4 HPV18 WT

20 CC-H014 38 Female Chinese Squamous cell carcinoma ⅠB1 Well differentiated T1b1N0M0 No Positive HPV33 WES&HPCS Hiseq 2000 18 HPV16, 33 WT

21 CC-H015 48 Female Chinese Adenosquamous carcinoma ⅠB1 Unknown T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 14 HPV16 WT

22 CC-H016 42 Female Chinese Squamous cell carcinoma ⅠA2 Unknown T1a2N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 33 HPV16 WT

23 CC-H017 50 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 43 HPV16 WT

24 CC-H018 46 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 97 HPV16 WT

25 CC-H019 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 25 HPV16 WT

26 CC-H020 46 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 2 HPV16 WT

27 CC-H021 41 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 4 HPV16 WT

28 CC-H022 56 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV18 WES&HPCS Hiseq 2000 505 HPV18 WT

29 CC-H023 48 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N1M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 13 HPV16, 18 WT

30 CC-H024 46 Female Chinese Squamous cell carcinoma ⅡB Unknown Unknown Unknown Positive HPV16 WES&HPCS&RNAseq Hiseq 2000 9 HPV16 WT

31 CC-H025 40 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 6 HPV16 WT

32 CC-H027 59 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated Unknown Yes Positive HPV16 WES&HPCS&RNAseq Hiseq 2000 10 HPV16 WT

33 CC-H028 45 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 20 HPV16 WT

34 CC-H029 49 Female Chinese Squamous cell carcinoma ⅡA1 Poorly differentiated T2a1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 3 HPV16 WT

35 CC-H030 43 Female Chinese Squamous cell carcinoma ⅡA2 Moderately differentiated T2a2N1M0 Yes Negative NA. WES&HPCS Hiseq 2000 5 HPV26 WT

36 CC-H031 47 Female Chinese Squamous cell carcinoma Ⅱa1 Moderately differentiated T2M0N0 No Positive HPV16 WES&HPCS Hiseq 2000 153 HPV16, 18 WT

37 CC-H032 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 7 HPV16 WT

38 CC-H033 39 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV58 WES&HPCS Hiseq 2000 6 HPV58 WT

39 CC-H034 47 Female Chinese Squamous cell carcinoma ⅠB1 Well differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 2 HPV16 WT

40 CC-H035 42 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2aN0M0 No Positive HPV16 WES&HPCS Hiseq 2000 2 HPV16 WT

41 CC-H036 37 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 28 HPV16 Mutated

42 CC-H037 49 Female Chinese Adenosquamous carcinoma ⅡA1 Unknown T2a1N1M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 3 HPV16 WT

43 CC-H038 48 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N2M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 163 HPV16 WT

44 CC-H039 43 Female Chinese Squamous cell carcinoma ⅠB1 Unknown T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 270 HPV16 WT

45 CC-H040 37 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 16 HPV16 WT

46 CC-H041 67 Female Chinese Adenocarcinoma ⅠB1 Well differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 0 null WT

47 CC-H042 46 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N1M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 9 HPV16 WT

48 CC-H043 46 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV33 WES&HPCS Hiseq 2000 6 HPV16, 33 WT

49 CC-H044 42 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T2a2N0M0 Yes Positive HPV16 WES&HPCS Hiseq 2000 6 HPV16 WT

50 CC-H046 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 71 HPV16 WT

51 CC-H047 59 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV16 WES&HPCS Hiseq 2000 7 HPV16 WT

52 CC-H048 52 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV31 WES Hiseq 2000 NA. NA. WT

53 CC-H049 38 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

54 CC-H050 40 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

55 CC-H051 70 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

56 CC-H052 41 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16,35 WES Hiseq 2000 NA. NA. WT

57 CC-H053 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

58 CC-H054 46 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

59 CC-H055 42 Female Chinese Squamous cell carcinoma ⅠB1 Unknown T1b1N0M0 No Positive HPV45 WES Hiseq 2000 NA. NA. WT

60 CC-H056 51 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Hiseq 2000 NA. NA. WT

61 CC-H057 44 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV58 WES Hiseq 2000 NA. NA. WT

62 CC-H058 46 Female Chinese Squamous cell carcinoma ⅡB Moderately differentiated T2bN1M0 Yes Positive HPV58 WES Hiseq 2000 NA. NA. WT

63 CC-H059 33 Female Chinese Squamous cell carcinoma ⅡB Unknown Unknown Yes Positive HPV16 WES Hiseq 2000 NA. NA. WT

64 CC-H060 38 Female Chinese Squamous cell carcinoma ⅡB Poorly differentiated T2bN1M0 Yes Positive HPV16,45 WES Hiseq 2000 NA. NA. WT

65 CC-H061 44 Female Chinese Squamous cell carcinoma ⅡB Moderately differentiated T2b1N1M0 No Positive HPV18 WES Hiseq 2000 NA. NA. WT

66 CC-P002 Unknown Female Chinese Squamous cell carcinoma Unknown Unknown Unknown Unknown Negative NA. WES Ion proton NA. NA. WT

67 CC-P003 64 Female Chinese Adenosquamous carcinoma ⅡB Unknown T2bN0M0 No Positive HPV16 WES Ion proton NA. NA. WT

68 CC-P004 27 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N1M0 Yes Negative NA. WES Ion proton NA. NA. WT

69 CC-P005 Unknown Female Chinese Squamous cell carcinoma Unknown Unknown Unknown Unknown Positive HPV16 WES Ion proton NA. NA. WT

70 CC-P006 54 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Ion proton NA. NA. WT

71 CC-P007 41 Female Chinese Adenosquamous carcinoma ⅡA2 Unknown T2a2N0M0 No Positive HPV16,58 WES Ion proton NA. NA. WT

72 CC-P008 29 Female Chinese Squamous cell carcinoma ⅠB1 Unknown T1b1N0M0 No Positive HPV16 WES Ion proton NA. NA. WT

73 CC-P009 39 Female Chinese Squamous cell carcinoma ⅠB2 Poorly differentiated T1b2N0M0 No Positive HPV18 WES Ion proton NA. NA. WT

74 CC-P010 37 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WES Ion proton NA. NA. WT

75 CC-P011 Unknown Female Chinese Squamous cell carcinoma Unknown Unknown Unknown Unknown Positive HPV16 WES Ion proton NA. NA. WT

76 CC-P012 45 Female Chinese Squamous cell carcinoma ⅠB1 Poorly differentiated T1b1N0M0 No Positive HPV16 WES Ion proton NA. NA. WT

77 CC-P013 49 Female Chinese Squamous cell carcinoma ⅠB1 Well differentiated T1b1N0M0 No Negative NA. WES Ion proton NA. NA. Mutated

78 CC-P014 44 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N1M0 Yes Positive HPV16,51 WES Ion proton NA. NA. WT

79 CC-P015 61 Female Chinese Adenocarcinoma ⅡB Moderately differentiated T2bN1M0 Yes Negative NA. WES Ion proton NA. NA. WT

80 CC-P016 47 Female Chinese Squamous cell carcinoma ⅡA2 Poorly differentiated T2aN0M0 No Positive HPV16 WES Ion proton NA. NA. WT

81 CC-P017 42 Female Chinese Squamous cell carcinoma ⅡB Moderately differentiated T2bN0M0 No Positive HPV16 WES Ion proton NA. NA. WT

82 CC-P018 43 Female Chinese Squamous cell carcinoma ⅡB Moderately differentiated T2bN0M0 No Positive HPV16 WES Ion proton NA. NA. WT

83 CC-X001 33 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Negative NA. WGS Hiseq X Ten NA. NA. WT

84 CC-X002 66 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV18 WGS Hiseq X Ten NA. NA. WT

85 CC-X003 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

86 CC-X004 44 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS&RNAseq Hiseq X Ten &Hiseq 2000 NA. NA. WT

87 CC-X005 41 Female Chinese Adenosquamous carcinoma ⅠB1 Unknown T1bN0M0 No Positive HPV18 WGS&RNAseq Hiseq X Ten &Hiseq 2000 NA. NA. WT

88 CC-X006 59 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV52 WGS&RNAseq Hiseq X Ten &Hiseq 2000 NA. NA. WT

89 CC-X007 34 Female Chinese Adenocarcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Negative NA. WGS Hiseq X Ten NA. NA. WT

90 CC-X008 33 Female Chinese Squamous cell carcinoma ⅠB1 Well differentiated T1b1N0M0 No Positive HPV16 WGS&RNAseq Hiseq X Ten &Hiseq 2000 NA. NA. WT

91 CC-X009 58 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV58 WGS Hiseq X Ten NA. NA. WT

92 CC-X010 46 Female Chinese Squamous cell carcinoma ⅠB1 Well differentiated T1bN1M0 Yes Positive HPV16 WGS Hiseq X Ten NA. NA. WT

93 CC-X011 43 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

94 CC-X012 45 Female Chinese Squamous cell carcinoma ⅠB2 Moderately differentiated T1b2N0M0 No Positive HPV33,51 WGS Hiseq X Ten NA. NA. WT

95 CC-X013 61 Female Chinese Squamous cell carcinoma ⅡA1 Unknown T2a1N0M0 No Positive HPV31 WGS Hiseq X Ten NA. NA. WT

96 CC-X014 40 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

97 CC-X015 35 Female Chinese Squamous cell carcinoma ⅠB2 Poorly differentiated T1b2N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

98 CC-X016 43 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

99 CC-X017 38 Female Chinese Squamous cell carcinoma ⅡA1 Poorly differentiated T2a1N0M0 No Positive HPV16,59 WGS Hiseq X Ten NA. NA. WT

100 CC-X018 43 Female Chinese Squamous cell carcinoma ⅠB2 Poorly differentiated T1b2N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

101 CC-X019 50 Female Chinese Squamous cell carcinoma ⅠB1 Moderately differentiated T1b1N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

102 CC-X020 56 Female Chinese Squamous cell carcinoma ⅡA1 Moderately differentiated T2a1N0M0 No Positive HPV16 WGS Hiseq X Ten NA. NA. WT

103 1CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV52 HPCS Hiseq 2000 2 HPV52 NA.

104 13CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

105 15CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

106 20CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV11 HPCS Hiseq 2000 0 null NA.

107 21CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

108 22CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

109 24CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

110 25CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

111 26CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

112 28CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

113 29CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

114 34CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV35 HPCS Hiseq 2000 0 null NA.

115 35CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

116 36CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

117 39CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

118 40CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

119 42CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV6, 11 HPCS Hiseq 2000 0 null NA.

120 43CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV6, 11 HPCS Hiseq 2000 26 HPV32, 42 NA.

121 46CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV6 HPCS Hiseq 2000 0 null NA.

122 48CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

123 50CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

124 51CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

125 52CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

126 53CIN Unknown Female Chinese normal NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

127 54CIN Unknown Female Chinese normal NA. NA. NA. NA. Positive HPV52 HPCS Hiseq 2000 2 HPV52 NA.

128 2CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

129 4CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 45, 52 HPCS Hiseq 2000 9 HPV52 NA.

130 23CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV66 HPCS Hiseq 2000 0 null NA.

131 27CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

132 38CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 11, 51 HPCS Hiseq 2000 2 HPV51 NA.

133 45CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV52 HPCS Hiseq 2000 109 HPV52 NA.

134 NO.10CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV66 HPCS Hiseq 2000 0 null NA.

135 NO.11CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV58, 66 HPCS Hiseq 2000 12 HPV58 NA.

136 NO.12CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV33 HPCS Hiseq 2000 10 HPV33 NA.

137 NO.19CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV16 HPCS Hiseq 2000 51 HPV16, 30, 68 NA.

138 NO.24CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV16 HPCS Hiseq 2000 3 HPV16 NA.

139 NO.27CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 16, 33, 52, 59 HPCS Hiseq 2000 41 HPV33 NA.

140 NO.29CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV16, 33, 51 HPCS Hiseq 2000 13 HPV51 NA.

141 NO.31CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 11, 58, 66 HPCS Hiseq 2000 50 HPV58 NA.

142 NO.32CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 11, 31, 58, 66 HPCS Hiseq 2000 0 null NA.

143 NO.34CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 52 HPCS Hiseq 2000 0 null NA.

144 NO.37CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 16, 66 HPCS Hiseq 2000 0 null NA.

145 NO.42CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive NA. HPCS Hiseq 2000 3 HPV33, 81 NA.

146 NO.48CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 51, 58, 66 HPCS Hiseq 2000 9 HPV58 NA.

147 NO.49CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV52, 66 HPCS Hiseq 2000 2 HPV52 NA.

148 NO.50CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV58 HPCS Hiseq 2000 40 HPV53, 58 NA.

149 NO.51CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV51, 52 HPCS Hiseq 2000 1 HPV42 NA.

150 NO.53CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV6, 11, 66 HPCS Hiseq 2000 0 null NA.

151 NO.55CIN Unknown Female Chinese CIN1 NA. NA. NA. NA. Positive HPV18, 35 HPCS Hiseq 2000 26 HPV18, 35 NA.

152 NO.09CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV58 HPCS Hiseq 2000 0 null NA.

153 NO.13CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV33, 56 HPCS Hiseq 2000 3 HPV56 NA.

154 NO.14CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV33 HPCS Hiseq 2000 51 HPV33 NA.

155 NO.15CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV58 HPCS Hiseq 2000 1 HPV58 NA.

156 NO.16CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV52 HPCS Hiseq 2000 1 HPV52 NA.

157 NO.17CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16 HPCS Hiseq 2000 2 HPV16 NA.

158 NO.18CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Negative NA. HPCS Hiseq 2000 0 null NA.

159 NO.22CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16, 52 HPCS Hiseq 2000 1 HPV31 NA.

160 NO.23CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16, 52 HPCS Hiseq 2000 0 null NA.

161 NO.25CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16, 52, 58 HPCS Hiseq 2000 9 HPV16, 58 NA.

162 NO.26CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16 HPCS Hiseq 2000 21 HPV16 NA.

163 NO.30CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV6, 33, 66 HPCS Hiseq 2000 15 HPV33 NA.

164 NO.33CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV6, 11, 16, 52, 66 HPCS Hiseq 2000 0 null NA.

165 NO.36CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16, 45 HPCS Hiseq 2000 4 HPV16 NA.

166 NO.39CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive NA. HPCS Hiseq 2000 1 HPV81 NA.

167 NO.40CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV6, 51, 58, 66 HPCS Hiseq 2000 37 HPV51, 58 NA.

168 NO.52CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV56 HPCS Hiseq 2000 11 HPV56 NA.

169 NO.54CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV6, 58 HPCS Hiseq 2000 48 HPV16, 58 NA.

170 NO.56CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV16,18 HPCS Hiseq 2000 4 HPV16 NA.

171 NO.58CIN Unknown Female Chinese CIN2-3 NA. NA. NA. NA. Positive HPV18, 52 HPCS Hiseq 2000 0 null NA.

172 CINⅠ1 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

173 CINⅠ2 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

174 CINⅠ3 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

175 CINⅠ4 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

176 CINⅠ5 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

177 CINⅠ6-1 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

178 CINⅠ8 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

179 CINⅠ9 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

180 CINⅠ10 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

181 CINⅠ11 Unknown Female Chinese CIN1 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

182 CINⅡ1 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

183 CINⅡ2 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

184 CINⅡ3 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

185 CINⅡ4 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

186 CINⅡ5 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

187 CINⅡ6 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

188 CINⅡ7 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

189 CINⅡ8 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

190 CINⅡ10 Unknown Female Chinese CIN2 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

191 CINⅢ1 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

192 CINⅢ3 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

193 CINⅢ4 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

194 CINⅢ5 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

195 CINⅢ6 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

196 CINⅢ7 Unknown Female Chinese CIN3 NA. NA. NA. NA. Unknown Unknown WES Hiseq X Ten NA. NA. WT

197 T1 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

198 T2 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

199 T3 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

200 T4 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

201 T5 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

202 T6 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

203 T9 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

204 T10 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

205 T7 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT

206 T8-2 Unknown Female Chinese CC Unknown Unknown Unknown Unknown Unknown Unknown WES Hiseq X Ten NA. NA. WT
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CC-C001** CC WGS Complete Genomics* 30 NA. 360.30 321.67 NA. NA. 107.22 99.70%

CC-C001** Control WGS Complete Genomics 30 NA. 357.01 324.74 NA. NA. 108.25 99.70%

CC-C002 CC WGS Complete Genomics 30 NA. 353.27 322.59 NA. NA. 107.53 99.70%

CC-C002 Control WGS Complete Genomics 30 NA. 344.46 314.48 NA. NA. 104.83 99.70%

CC-C003 CC WGS Complete Genomics 30 NA. 354.27 323.56 NA. NA. 107.85 99.70%

CC-C003 Control WGS Complete Genomics 30 NA. 349.83 323.08 NA. NA. 107.69 99.70%

CC-C004 CC WGS Complete Genomics 30 NA. 352.87 314.59 NA. NA. 104.86 99.60%

CC-C004 Control WGS Complete Genomics 30 NA. 348.73 322.04 NA. NA. 107.35 99.70%

CC-C005 CC WGS Complete Genomics 30 NA. 350.74 315.87 NA. NA. 105.29 99.70%

CC-C005 Control WGS Complete Genomics 30 NA. 346.82 312.08 NA. NA. 104.03 99.70%

CC-C006 CC WGS Complete Genomics 30 NA. 347.70 311.10 NA. NA. 103.70 99.70%

CC-C006 Control WGS Complete Genomics 30 NA. 348.47 314.95 NA. NA. 104.98 99.70%

CC-C007 CC WGS Complete Genomics 30 NA. 349.72 315.32 NA. NA. 105.11 99.70%

CC-C007 Control WGS Complete Genomics 30 NA. 352.27 323.64 NA. NA. 107.88 99.70%

CC-H001 CC WES  Hiseq 2000 100 193.37 19.34 17.97 125.84 95.96 133.73 98.00%

CC-H001 Control WES  Hiseq 2000 100 213.71 21.37 19.89 139.61 106.73 149.00 98.00%

CC-H002 CC WES  Hiseq 2000 100 220.54 22.05 20.56 138.72 106.38 148.46 98.00%

CC-H002 Control WES  Hiseq 2000 100 185.54 18.55 17.18 119.01 89.88 125.51 97.80%

CC-H003 CC WES  Hiseq 2000 100 164.03 16.40 15.13 106.46 83.42 118.16 97.90%

CC-H003 Control WES  Hiseq 2000 100 246.00 24.60 22.71 171.26 73.62 102.78 97.80%

CC-H004** CC WES  Hiseq 2000 100 292.42 29.24 26.81 189.90 87.37 121.94 98.00%

CC-H004** Control WES  Hiseq 2000 100 130.76 13.08 12.04 88.54 67.25 94.12 97.40%

CC-H005 CC WES  Hiseq 2000 100 295.30 29.53 27.07 194.66 88.76 124.52 98.00%

CC-H005 Control WES  Hiseq 2000 100 115.33 11.53 10.49 77.55 60.31 85.15 97.20%

CC-H006** CC WES  Hiseq 2000 100 182.73 18.27 16.85 120.08 91.11 127.19 97.90%

CC-H006** Control WES  Hiseq 2000 100 234.55 23.46 21.61 161.41 76.29 106.15 97.80%

CC-H007 CC WES  Hiseq 2000 100 138.79 13.88 13.45 100.02 79.06 113.09 97.70%

CC-H007 Control WES  Hiseq 2000 100 156.20 15.62 15.19 112.43 87.13 123.38 97.20%

CC-H008 CC WES  Hiseq 2000 100 169.49 16.95 16.39 117.43 94.29 135.73 97.60%

CC-H008 Control WES  Hiseq 2000 100 162.90 16.29 15.78 115.41 91.42 130.44 97.40%

CC-H009 CC WES  Hiseq 2000 100 154.89 15.49 14.99 112.01 87.60 123.71 97.60%

CC-H009 Control WES  Hiseq 2000 100 157.01 15.70 15.24 111.79 86.97 123.58 97.40%

CC-H010 CC WES  Hiseq 2000 100 135.34 13.53 12.55 87.27 67.77 97.92 97.60%

CC-H010 Control WES  Hiseq 2000 100 273.66 27.37 25.39 183.94 85.36 123.67 98.00%

CC-H011 CC WES  Hiseq 2000 100 179.16 17.92 16.93 105.92 65.02 85.99 97.42%

CC-H011 Control WES  Hiseq 2000 100 371.48 37.15 34.98 205.33 183.14 239.53 98.41%

CC-H012 CC WES  Hiseq 2000 100 252.04 25.20 24.42 101.48 49.79 66.24 97.56%

CC-H012 Control WES  Hiseq 2000 100 171.28 17.13 16.51 92.61 77.96 98.31 97.90%

CC-H013 CC WES  Hiseq 2000 100 227.45 22.75 21.21 155.52 71.44 103.34 98.00%

CC-H013 Control WES  Hiseq 2000 100 188.16 18.82 17.72 122.60 98.05 142.25 98.10%

CC-H014 CC WES  Hiseq 2000 100 231.18 23.12 21.47 151.00 71.26 102.51 97.80%

CC-H014 Control WES  Hiseq 2000 100 193.99 19.40 18.18 124.14 98.69 142.54 98.00%

CC-H015 CC WES  Hiseq 2000 100 224.95 22.49 20.83 155.28 73.69 94.94 97.80%

CC-H015 Control WES  Hiseq 2000 100 184.77 18.48 17.39 121.09 95.26 137.76 97.90%

CC-H016 CC WES  Hiseq 2000 100 226.37 22.64 21.90 141.92 63.32 78.65 97.87%

CC-H016 Control WES  Hiseq 2000 100 151.12 15.11 14.62 84.14 70.09 87.72 97.80%

CC-H017 CC WES  Hiseq 2000 100 258.80 25.88 24.01 170.71 83.26 120.70 97.70%

CC-H017 Control WES  Hiseq 2000 100 167.38 16.74 15.38 105.64 82.05 118.92 97.60%

CC-H018 CC WES  Hiseq 2000 100 241.53 24.15 22.48 170.53 74.72 107.44 97.90%

CC-H018 Control WES  Hiseq 2000 100 150.46 15.05 14.00 99.42 72.04 104.17 97.60%

CC-H019 CC WES  Hiseq 2000 100 287.58 28.76 26.71 191.60 90.29 131.29 98.00%

CC-H019 Control WES  Hiseq 2000 100 143.62 14.36 13.23 93.39 71.29 103.62 97.60%

CC-H020 CC WES  Hiseq 2000 100 239.15 23.92 22.35 167.11 75.72 108.47 97.90%

CC-H020 Control WES  Hiseq 2000 100 146.95 14.69 13.70 98.13 74.03 106.41 97.60%

CC-H021 CC WES  Hiseq 2000 100 233.74 23.37 21.80 160.99 81.16 117.87 97.80%

CC-H021 Control WES  Hiseq 2000 100 169.06 16.91 15.78 112.07 87.96 127.61 97.70%

CC-H022 CC WES  Hiseq 2000 100 215.14 21.51 20.26 152.95 77.92 112.40 95.40%

CC-H022 Control WES  Hiseq 2000 100 183.42 18.34 17.32 123.24 90.93 129.21 97.50%

CC-H023 CC WES  Hiseq 2000 100 222.63 22.26 21.03 158.59 80.79 115.97 96.40%

CC-H023 Control WES  Hiseq 2000 100 168.70 16.87 16.10 122.04 56.83 81.21 97.10%

CC-H024 CC WES  Hiseq 2000 100 180.21 18.02 17.01 171.28 80.08 117.28 98.20%

CC-H024 Control WES  Hiseq 2000 100 237.66 23.77 22.40 130.26 62.28 91.38 98.00%

CC-H025 CC WES  Hiseq 2000 100 184.37 18.44 17.73 142.85 71.00 101.55 98.40%

CC-H025 Control WES  Hiseq 2000 100 118.66 11.87 11.42 92.92 44.64 63.72 97.70%

CC-H027 CC WES  Hiseq 2000 100 248.19 24.82 23.42 121.36 61.63 90.40 98.10%

CC-H027 Control WES  Hiseq 2000 100 170.55 17.05 16.11 174.61 82.22 119.66 98.30%

CC-H028 CC WES  Hiseq 2000 100 138.22 13.82 13.35 108.31 53.32 76.27 98.00%

CC-H028 Control WES  Hiseq 2000 100 127.21 12.72 12.32 100.52 46.95 67.24 97.80%

CC-H029 CC WES  Hiseq 2000 100 162.09 16.21 15.56 127.54 62.00 87.92 98.10%

CC-H029 Control WES  Hiseq 2000 100 159.85 15.98 15.43 125.99 59.30 84.51 98.00%

CC-H030 CC WES  Hiseq 2000 100 222.52 22.25 20.67 133.11 120.78 158.96 98.03%

CC-H030 Control WES  Hiseq 2000 100 178.94 17.89 16.66 107.49 87.62 127.55 97.90%

CC-H031 CC WES  Hiseq 2000 100 197.15 19.72 18.19 138.75 104.50 150.70 98.00%

CC-H031 Control WES  Hiseq 2000 100 242.21 24.22 21.74 152.01 84.54 125.61 98.40%

CC-H032 CC WES  Hiseq 2000 100 203.56 20.36 18.84 135.43 112.25 148.48 98.25%

CC-H032 Control WES  Hiseq 2000 100 212.55 21.26 19.68 148.81 83.26 109.67 98.13%

CC-H033 CC WES  Hiseq 2000 100 160.61 16.06 14.61 110.56 62.79 83.99 92.94%

CC-H033 Control WES  Hiseq 2000 100 166.46 16.65 15.35 119.57 57.87 76.44 97.52%

CC-H034 CC WES  Hiseq 2000 100 197.19 19.72 18.26 141.18 71.63 93.79 97.92%

CC-H034 Control WES  Hiseq 2000 100 219.86 21.99 20.34 155.74 83.79 109.95 98.16%

CC-H035 CC WES  Hiseq 2000 100 258.26 25.83 24.55 191.24 101.22 130.49 98.54%

CC-H035 Control WES  Hiseq 2000 100 166.75 16.67 15.77 117.52 100.50 130.88 98.56%

CC-H036 CC WES  Hiseq 2000 100 126.69 12.67 11.68 86.96 71.50 95.06 98.14%

CC-H036 Control WES  Hiseq 2000 100 245.34 24.53 22.23 165.50 88.52 117.33 98.54%

CC-H037 CC WES  Hiseq 2000 100 235.28 23.53 22.38 173.29 93.95 123.42 98.71%

CC-H037 Control WES  Hiseq 2000 100 190.94 19.09 18.10 142.69 74.60 96.93 98.21%

CC-H038 CC WES  Hiseq 2000 100 179.23 17.92 16.84 133.16 65.06 83.84 97.75%

CC-H038 Control WES  Hiseq 2000 100 181.92 18.19 17.16 135.00 69.89 90.33 97.73%

CC-H039 CC WES  Hiseq 2000 100 155.27 15.53 14.76 117.98 57.62 74.78 97.47%

CC-H039 Control WES  Hiseq 2000 100 153.44 15.34 14.61 116.50 60.56 78.48 97.46%

CC-H040 CC WES  Hiseq 2000 100 134.54 13.45 12.65 96.10 75.40 97.71 97.84%

CC-H040 Control WES  Hiseq 2000 100 227.22 22.72 21.53 168.61 84.79 109.93 98.19%

CC-H041 CC WES  Hiseq 2000 100 142.12 14.21 13.44 108.98 43.60 56.55 97.25%

CC-H041 Control WES  Hiseq 2000 100 139.87 13.99 13.26 108.67 40.07 51.39 96.87%

CC-H042 CC WES  Hiseq 2000 100 192.63 19.26 18.22 143.84 76.12 99.93 98.04%

CC-H042 Control WES  Hiseq 2000 100 182.47 18.25 17.30 136.75 71.68 94.13 97.95%

CC-H043 CC WES  Hiseq 2000 100 169.30 16.93 15.94 125.89 60.20 78.38 97.69%

CC-H043 Control WES  Hiseq 2000 100 191.76 19.18 17.94 141.89 64.31 83.73 97.88%

CC-H044 CC WES  Hiseq 2000 100 144.09 14.41 13.54 101.55 86.67 112.90 98.23%

CC-H044 Control WES  Hiseq 2000 100 229.35 22.94 21.67 168.41 86.92 112.65 98.32%

CC-H046 CC WES  Hiseq 2000 100 180.49 18.05 17.21 135.99 70.00 91.02 97.84%

CC-H046 Control WES  Hiseq 2000 100 163.79 16.38 15.62 123.23 68.15 89.34 97.82%

CC-H047 CC WES  Hiseq 2000 100 186.87 18.69 17.62 138.30 78.24 101.20 98.26%

CC-H047 Control WES  Hiseq 2000 100 167.98 16.80 15.80 123.91 66.07 85.32 97.93%

CC-H048 CC WES  Hiseq 2000 100 218.20 21.82 20.23 154.4 75.72 99.1 98.22%

CC-H048 Control WES  Hiseq 2000 100 179.38 17.94 16.64 128.8 65.77 85.13 97.64%

CC-H049 CC WES  Hiseq 2000 100 239.46 23.95 22.42 173.84 82.96 105.43 98.25%

CC-H049 Control WES  Hiseq 2000 100 199.75 19.98 18.78 141.49 105.29 135.03 98.35%

CC-H050 CC WES  Hiseq 2000 100 315.18 31.52 29.18 212.55 107.07 141.16 98.51%

CC-H050 Control WES  Hiseq 2000 100 119.17 11.92 10.99 82.72 67.34 88.21 97.75%

CC-H051 CC WES  Hiseq 2000 100 185.50 18.55 17.31 126.3 104.96 137.81 98.21%

CC-H051 Control WES  Hiseq 2000 100 225.46 22.55 21.03 163.67 76.43 98.51 98.05%

CC-H052 CC WES  Hiseq 2000 100 213.45 21.35 19.85 158.93 70.92 91.53 98.00%

CC-H052 Control WES  Hiseq 2000 100 158.25 15.83 14.44 109.86 86.91 112.63 98.23%

CC-H053 CC WES  Hiseq 2000 100 196.64 19.66 18.33 141.13 73.7 96.99 98.02%

CC-H053 Control WES  Hiseq 2000 100 175.99 17.60 16.33 126.47 66.83 86.57 97.86%

CC-H054 CC WES  Hiseq 2000 100 199.33 19.93 18.78 134.47 116.18 151.34 98.47%

CC-H054 Control WES  Hiseq 2000 100 237.28 23.73 22.35 166.99 82.4 105.57 98.25%

CC-H055 CC WES  Hiseq 2000 100 205.65 20.56 19.07 147.2 81.19 105.77 98.07%

CC-H055 Control WES  Hiseq 2000 100 240.67 24.07 22.28 171.89 83.14 107.16 98.17%

CC-H056 CC WES  Hiseq 2000 100 190.46 19.05 17.76 135.8 95.47 121.77 98.42%

CC-H056 Control WES  Hiseq 2000 100 242.09 24.21 22.69 165.31 114.73 147.05 98.46%

CC-H057 CC WES  Hiseq 2000 100 225.66 22.57 21.14 162.81 85.19 110.87 98.25%

CC-H057 Control WES  Hiseq 2000 100 189.11 18.91 17.57 136.44 70.39 90.57 98.05%

CC-H058 CC WES  Hiseq 2000 100 175.43 17.54 16.29 120.91 100.73 132.21 98.33%

CC-H058 Control WES  Hiseq 2000 100 243.57 24.36 22.82 175.79 94.27 122.81 98.22%

CC-H059 CC WES  Hiseq 2000 100 190.93 19.09 18.02 141.23 80.35 105.78 98.44%

CC-H059 Control WES  Hiseq 2000 100 237.64 23.76 22.29 172.66 88.54 115.63 98.44%

CC-H060 CC WES  Hiseq 2000 100 234.62 23.46 22.07 170.07 89.86 117.02 98.18%

CC-H060 Control WES  Hiseq 2000 100 170.98 17.10 16.18 120.49 102.35 133.87 98.06%

CC-H061 CC WES  Hiseq 2000 100 162.41 16.24 15.35 122.18 67.68 88.92 97.74%

CC-H061 Control WES  Hiseq 2000 100 182.85 18.29 17.34 137.85 73.6 96.3 97.84%

CC-P001** CC WES Ion Proton 213 42.55 9.06 9.00 34.87 33.88 106.44 94.67%
CC-P001** Control WES Ion Proton 213 39.30 8.37 8.31 32.63 31.71 99.78 96.00%
CC-P002 CC WES Ion Proton 107 39.10 4.18 4.18 32.55 31.67 98.99 95.75%
CC-P002 Control WES Ion Proton 216 36.10 7.80 7.80 28.86 28.00 87.64 95.51%
CC-P003 CC WES Ion Proton 195 42.30 8.25 8.22 33.41 31.71 96.88 96.33%
CC-P003 Control WES Ion Proton 214 43.79 9.37 9.34 35.09 34.07 104.09 96.89%
CC-P004 CC WES Ion Proton 177 36.80 6.51 6.51 27.14 26.49 75.57 84.04%
CC-P004 Control WES Ion Proton 132 30.90 4.08 4.08 23.67 22.99 66.6 86.61%
CC-P005 CC WES Ion Proton 214 41.27 8.83 8.83 34.18 33.22 104.32 95.97%
CC-P005 Control WES Ion Proton 213 39.55 8.42 8.42 32.13 31.18 97.61 96.13%
CC-P006 CC WES Ion Proton 214 45.49 9.74 9.65 36.74 35.71 111.23 97.21%
CC-P006 Control WES Ion Proton 218 42.28 9.22 9.13 34.74 33.72 105.09 96.90%
CC-P007 CC WES Ion Proton 214 38.65 8.27 8.21 32.01 30.83 96.98 97.33%
CC-P007 Control WES Ion Proton 213 38.16 8.13 8.07 32.10 31.18 97.96 97.08%
CC-P008 CC WES Ion Proton 215 39.42 8.48 8.42 32.36 31.49 98.54 95.42%
CC-P008 Control WES Ion Proton 214 38.59 8.26 8.20 31.65 30.77 96.31 95.26%
CC-P009 CC WES Ion Proton 86 40.45 3.48 3.45 30.97 30.34 92.35 96.44%
CC-P009 Control WES Ion Proton 215 33.43 7.19 7.12 32.22 31.27 95.13 96.37%
CC-P010 CC WES Ion Proton 214 34.77 7.44 7.38 28.78 27.99 87.58 96.08%
CC-P010 Control WES Ion Proton 214 32.25 6.90 6.84 26.84 26.05 81.46 96.07%
CC-P011 CC WES Ion Proton 212 41.23 8.74 8.74 33.41 32.42 98.02 95.44%
CC-P011 Control WES Ion Proton 120 41.09 4.93 4.93 32.25 31.28 94.4 96.22%
CC-P012 CC WES Ion Proton 214 42.11 9.01 9.01 34.14 33.40 104.06 96.14%
CC-P012 Control WES Ion Proton 214 40.98 8.77 8.77 33.88 32.86 102.52 96.05%
CC-P013 CC WES Ion Proton 214 36.68 7.85 7.84 28.85 27.96 86.72 95.40%
CC-P013 Control WES Ion Proton 214 38.54 8.25 8.24 31.12 30.19 93.23 95.99%
CC-P014 CC WES Ion Proton 216 50.07 10.81 10.81 40.97 39.90 128.23 96.41%
CC-P014 Control WES Ion Proton 222 42.37 9.41 9.41 35.97 34.99 112.97 95.54%
CC-P015 CC WES Ion Proton 215 41.38 8.90 8.83 34.39 33.59 106.3 96.56%
CC-P015 Control WES Ion Proton 214 41.47 8.87 8.81 34.94 33.91 107.4 96.67%
CC-P016 CC WES Ion Proton 217 49.87 10.82 10.82 40.01 38.75 122.1 96.63%
CC-P016 Control WES Ion Proton 218 43.63 9.51 9.51 35.72 34.65 109.39 96.42%
CC-P017 CC WES Ion Proton 214 45.88 9.82 9.82 37.07 35.97 112.43 96.05%
CC-P017 Control WES Ion Proton 218 44.20 9.63 9.63 37.18 36.06 112.96 96.53%
CC-P018 CC WES Ion Proton 213 38.02 8.10 8.10 31.88 30.97 97.32 96.32%
CC-P018 Control WES Ion Proton 210 43.45 9.13 9.13 36.60 35.51 111.44 96.85%
CC-X001 CC WGS  Hiseq X Ten 150 732.79 109.92 109.58 517.74 NA. 30.78 93.20%

CC-X001 Control WGS  Hiseq X Ten 150 635.75 95.36 95.35 493.84 NA. 28.62 92.98%

CC-X002 CC WGS  Hiseq X Ten 150 661.03 99.15 99.14 511.93 NA. 29.59 93.06%

CC-X002 Control WGS  Hiseq X Ten 150 671.88 100.78 100.77 519.14 NA. 30.07 93.24%

CC-X003 CC WGS  Hiseq X Ten 150 711.46 106.72 106.71 504.30 NA. 29.26 93.09%

CC-X003 Control WGS  Hiseq X Ten 150 561.13 84.17 84.16 438.27 NA. 25.01 97.02%

CC-X004 CC WGS  Hiseq X Ten 150 743.80 111.57 111.06 531.79 NA. 31.26 93.28%

CC-X004 Control WGS  Hiseq X Ten 150 757.89 113.68 112.90 577.33 NA. 33.44 93.65%

CC-X005 CC WGS  Hiseq X Ten 150 759.08 113.86 113.61 577.71 NA. 32.82 98.12%

CC-X005 Control WGS  Hiseq X Ten 150 728.75 109.31 108.97 594.45 NA. 34.10 93.65%

CC-X006 CC WGS  Hiseq X Ten 150 671.79 100.77 100.59 456.21 NA. 27.90 92.62%

CC-X006 Control WGS  Hiseq X Ten 150 608.79 91.32 91.19 435.87 NA. 25.83 92.35%

CC-X007 CC WGS  Hiseq X Ten 150 663.24 99.49 98.44 438.84 NA. 26.66 92.57%

CC-X007 Control WGS  Hiseq X Ten 150 575.03 86.26 86.24 447.56 NA. 25.98 92.21%

CC-X008 CC WGS  Hiseq X Ten 150 557.78 83.67 83.63 410.06 NA. 23.89 90.69%

CC-X008 Control WGS  Hiseq X Ten 150 685.90 102.89 101.63 470.81 NA. 28.24 92.75%

CC-X009 CC WGS  Hiseq X Ten 150 710.33 106.55 105.18 491.87 NA. 28.79 92.70%

CC-X009 Control WGS  Hiseq X Ten 150 752.04 112.81 111.37 434.38 NA. 25.92 92.17%

CC-X010 CC WGS  Hiseq X Ten 150 698.89 104.83 84.11 398.98 NA. 23.90 90.59%

CC-X010 Control WGS  Hiseq X Ten 150 703.46 105.52 104.01 522.20 NA. 30.70 93.39%

CC-X011 CC WGS  Hiseq X Ten 150 718.83 107.82 107.78 583.85 NA. 33.32 97.77%

CC-X011 Control WGS  Hiseq X Ten 150 731.94 109.79 109.74 574.78 NA. 33.02 98.16%

CC-X012 CC WGS  Hiseq X Ten 150 696.85 104.53 104.49 568.56 NA. 32.24 98.00%

CC-X012 Control WGS  Hiseq X Ten 150 724.81 108.72 108.67 576.73 NA. 32.96 98.02%

CC-X013 CC WGS  Hiseq X Ten 150 712.80 106.92 106.89 573.37 NA. 32.68 97.92%

CC-X013 Control WGS  Hiseq X Ten 150 790.00 118.50 118.25 586.23 NA. 34.16 98.00%

CC-X014 CC WGS  Hiseq X Ten 150 715.95 107.39 107.35 585.11 NA. 33.21 98.01%

CC-X014 Control WGS  Hiseq X Ten 150 796.94 119.54 119.43 588.22 NA. 33.9 98.12%

CC-X015 CC WGS  Hiseq X Ten 150 680.98 102.15 102.11 552.59 NA. 31.34 97.45%

CC-X015 Control WGS  Hiseq X Ten 150 799.57 119.94 119.83 615.89 NA. 35.84 98.49%

CC-X016 CC WGS  Hiseq X Ten 150 857.64 128.65 128.51 641.68 NA. 37.21 98.16%

CC-X016 Control WGS  Hiseq X Ten 150 846.92 127.04 126.92 661.68 NA. 38.35 98.59%

CC-X017 CC WGS  Hiseq X Ten 150 760.25 114.04 113.78 559.31 NA. 32.85 97.97%

CC-X017 Control WGS  Hiseq X Ten 150 850.13 127.52 127.40 656.32 NA. 38.28 98.55%

CC-X018 CC WGS  Hiseq X Ten 150 871.56 130.73 130.43 651.10 NA. 37.69 98.24%

Supplementary Table 2. Summary of the sequencing data in CC samples, CIN samples and normal cervical samples



CC-X018 Control WGS  Hiseq X Ten 150 819.93 122.99 111.05 579.93 NA. 33.63 98.33%

CC-X019 CC WGS  Hiseq X Ten 150 807.82 121.17 120.91 607.13 NA. 35.33 98.25%

CC-X019 Control WGS  Hiseq X Ten 150 845.05 126.76 126.64 660.43 NA. 38.31 98.51%

CC-X020 CC WGS  Hiseq X Ten 150 863.11 129.47 121.45 654.55 NA. 37.89 98.40%

CC-X020 Control WGS  Hiseq X Ten 150 883.65 132.55 132.43 685.49 NA. 39.82 98.54%

1CIN normal HPCS Hiseq 2000 100 20.92 2.09 2.01 NA. NA. NA. NA.

13CIN normal HPCS Hiseq 2000 100 21.64 2.16 2.06 NA. NA. NA. NA.

15CIN normal HPCS Hiseq 2000 100 16.62 1.66 1.58 NA. NA. NA. NA.

20CIN normal HPCS Hiseq 2000 100 21.49 2.15 2.04 NA. NA. NA. NA.

21CIN normal HPCS Hiseq 2000 100 11.55 1.16 1.08 NA. NA. NA. NA.

22CIN normal HPCS Hiseq 2000 100 14.12 1.41 1.34 NA. NA. NA. NA.

24CIN normal HPCS Hiseq 2000 100 14.61 1.46 1.38 NA. NA. NA. NA.

25CIN normal HPCS Hiseq 2000 100 16.24 1.62 1.55 NA. NA. NA. NA.

26CIN normal HPCS Hiseq 2000 100 6.53 0.65 0.61 NA. NA. NA. NA.

28CIN normal HPCS Hiseq 2000 100 10.30 1.03 0.97 NA. NA. NA. NA.

29CIN normal HPCS Hiseq 2000 100 13.80 1.38 1.28 NA. NA. NA. NA.

34CIN normal HPCS Hiseq 2000 100 33.02 3.30 3.17 NA. NA. NA. NA.

35CIN normal HPCS Hiseq 2000 100 14.59 1.46 1.39 NA. NA. NA. NA.

36CIN normal HPCS Hiseq 2000 100 6.83 0.68 0.64 NA. NA. NA. NA.

39CIN normal HPCS Hiseq 2000 100 13.98 1.40 1.33 NA. NA. NA. NA.

40CIN normal HPCS Hiseq 2000 100 11.01 1.10 1.03 NA. NA. NA. NA.

42CIN normal HPCS Hiseq 2000 100 49.42 4.94 4.77 NA. NA. NA. NA.

43CIN normal HPCS Hiseq 2000 100 29.08 2.91 2.80 NA. NA. NA. NA.

46CIN normal HPCS Hiseq 2000 100 16.58 1.66 1.58 NA. NA. NA. NA.

48CIN normal HPCS Hiseq 2000 100 9.23 0.92 0.84 NA. NA. NA. NA.

50CIN normal HPCS Hiseq 2000 100 5.96 0.60 0.55 NA. NA. NA. NA.

51CIN normal HPCS Hiseq 2000 100 14.74 1.47 1.39 NA. NA. NA. NA.

52CIN normal HPCS Hiseq 2000 100 16.70 1.67 1.59 NA. NA. NA. NA.

53CIN normal HPCS Hiseq 2000 100 9.59 0.96 0.90 NA. NA. NA. NA.

54CIN normal HPCS Hiseq 2000 100 5.29 0.53 0.49 NA. NA. NA. NA.

2CIN CIN1 HPCS Hiseq 2000 100 16.70 1.67 1.56 NA. NA. NA. NA.

4CIN CIN1 HPCS Hiseq 2000 100 14.62 1.46 1.39 NA. NA. NA. NA.

23CIN CIN1 HPCS Hiseq 2000 100 11.40 1.14 1.08 NA. NA. NA. NA.

27CIN CIN1 HPCS Hiseq 2000 100 7.10 0.71 0.66 NA. NA. NA. NA.

38CIN CIN1 HPCS Hiseq 2000 100 13.70 1.37 1.28 NA. NA. NA. NA.

45CIN CIN1 HPCS Hiseq 2000 100 83.93 8.39 8.04 NA. NA. NA. NA.

NO.10CIN CIN1 HPCS Hiseq 2000 100 25.17 2.52 2.42 NA. NA. NA. NA.

NO.11CIN CIN1 HPCS Hiseq 2000 100 16.43 1.64 1.58 NA. NA. NA. NA.

NO.12CIN CIN1 HPCS Hiseq 2000 100 11.99 1.20 1.12 NA. NA. NA. NA.

NO.19CIN CIN1 HPCS Hiseq 2000 100 32.13 3.21 3.06 NA. NA. NA. NA.

NO.24CIN CIN1 HPCS Hiseq 2000 100 63.40 6.34 6.00 NA. NA. NA. NA.

NO.27CIN CIN1 HPCS Hiseq 2000 100 33.98 3.40 3.28 NA. NA. NA. NA.

NO.29CIN CIN1 HPCS Hiseq 2000 100 12.06 1.21 1.16 NA. NA. NA. NA.

NO.31CIN CIN1 HPCS Hiseq 2000 100 41.48 4.15 4.00 NA. NA. NA. NA.

NO.32CIN CIN1 HPCS Hiseq 2000 100 6.53 0.65 0.62 NA. NA. NA. NA.

NO.34CIN CIN1 HPCS Hiseq 2000 100 9.70 0.97 0.92 NA. NA. NA. NA.

NO.37CIN CIN1 HPCS Hiseq 2000 100 10.27 1.03 0.98 NA. NA. NA. NA.

NO.42CIN CIN1 HPCS Hiseq 2000 100 12.62 1.26 1.20 NA. NA. NA. NA.

NO.48CIN CIN1 HPCS Hiseq 2000 100 7.45 0.74 0.70 NA. NA. NA. NA.

NO.49CIN CIN1 HPCS Hiseq 2000 100 5.05 0.51 0.48 NA. NA. NA. NA.

NO.50CIN CIN1 HPCS Hiseq 2000 100 23.48 2.35 2.24 NA. NA. NA. NA.

NO.51CIN CIN1 HPCS Hiseq 2000 100 9.20 0.92 0.88 NA. NA. NA. NA.

NO.53CIN CIN1 HPCS Hiseq 2000 100 26.02 2.60 2.50 NA. NA. NA. NA.

NO.55CIN CIN1 HPCS Hiseq 2000 100 11.89 1.19 1.14 NA. NA. NA. NA.

NO.09CIN CIN2-3 HPCS Hiseq 2000 100 9.26 0.93 0.87 NA. NA. NA. NA.

NO.13CIN CIN2-3 HPCS Hiseq 2000 100 17.05 1.70 1.63 NA. NA. NA. NA.

NO.14CIN CIN2-3 HPCS Hiseq 2000 100 25.48 2.55 2.44 NA. NA. NA. NA.

NO.15CIN CIN2-3 HPCS Hiseq 2000 100 12.32 1.23 1.18 NA. NA. NA. NA.

NO.16CIN CIN2-3 HPCS Hiseq 2000 100 17.64 1.76 1.69 NA. NA. NA. NA.

NO.17CIN CIN2-3 HPCS Hiseq 2000 100 21.27 2.13 2.04 NA. NA. NA. NA.

NO.18CIN CIN2-3 HPCS Hiseq 2000 100 19.26 1.93 1.82 NA. NA. NA. NA.

NO.22CIN CIN2-3 HPCS Hiseq 2000 100 16.76 1.68 1.60 NA. NA. NA. NA.

NO.23CIN CIN2-3 HPCS Hiseq 2000 100 16.12 1.61 1.54 NA. NA. NA. NA.

NO.25CIN CIN2-3 HPCS Hiseq 2000 100 17.57 1.76 1.68 NA. NA. NA. NA.

NO.26CIN CIN2-3 HPCS Hiseq 2000 100 9.02 0.90 0.87 NA. NA. NA. NA.

NO.30CIN CIN2-3 HPCS Hiseq 2000 100 9.49 0.95 0.91 NA. NA. NA. NA.

NO.33CIN CIN2-3 HPCS Hiseq 2000 100 6.58 0.66 0.63 NA. NA. NA. NA.

NO.36CIN CIN2-3 HPCS Hiseq 2000 100 11.72 1.17 1.12 NA. NA. NA. NA.

NO.39CIN CIN2-3 HPCS Hiseq 2000 100 19.69 1.97 1.84 NA. NA. NA. NA.

NO.40CIN CIN2-3 HPCS Hiseq 2000 100 38.22 3.82 3.63 NA. NA. NA. NA.

NO.52CIN CIN2-3 HPCS Hiseq 2000 100 14.15 1.41 1.35 NA. NA. NA. NA.

NO.54CIN CIN2-3 HPCS Hiseq 2000 100 19.84 1.98 1.90 NA. NA. NA. NA.

NO.56CIN CIN2-3 HPCS Hiseq 2000 100 15.11 1.51 1.44 NA. NA. NA. NA.

NO.58CIN CIN2-3 HPCS Hiseq 2000 100 12.64 1.26 1.19 NA. NA. NA. NA.

CC-H001 CC HPCS Hiseq 2000 100 8.82 0.88 0.83 NA. NA. NA. NA.

CC-H002 CC HPCS Hiseq 2000 100 18.14 1.81 1.74 NA. NA. NA. NA.

CC-H003 CC HPCS Hiseq 2000 100 23.44 2.34 2.24 NA. NA. NA. NA.

CC-H004 CC HPCS Hiseq 2000 100 28.56 2.86 2.74 NA. NA. NA. NA.

CC-H005 CC HPCS Hiseq 2000 100 15.52 1.55 1.49 NA. NA. NA. NA.

CC-H006 CC HPCS Hiseq 2000 100 15.32 1.53 1.46 NA. NA. NA. NA.

CC-H007 CC HPCS Hiseq 2000 100 9.13 0.91 0.84 NA. NA. NA. NA.

CC-H008 CC HPCS Hiseq 2000 100 10.62 1.06 0.99 NA. NA. NA. NA.

CC-H009 CC HPCS Hiseq 2000 100 12.89 1.29 1.22 NA. NA. NA. NA.

CC-H010 CC HPCS Hiseq 2000 100 10.53 1.05 1.00 NA. NA. NA. NA.

CC-H011 CC HPCS Hiseq 2000 100 5.13 0.51 0.50 NA. NA. NA. NA.

CC-H012 CC HPCS Hiseq 2000 100 11.13 1.11 1.06 NA. NA. NA. NA.

CC-H013 CC HPCS Hiseq 2000 100 9.28 0.93 0.88 NA. NA. NA. NA.

CC-H014 CC HPCS Hiseq 2000 100 9.64 0.96 0.92 NA. NA. NA. NA.

CC-H015 CC HPCS Hiseq 2000 100 14.28 1.43 1.35 NA. NA. NA. NA.

CC-H016 CC HPCS Hiseq 2000 100 24.35 2.43 2.32 NA. NA. NA. NA.

CC-H017 CC HPCS Hiseq 2000 100 17.07 1.71 1.64 NA. NA. NA. NA.

CC-H018 CC HPCS Hiseq 2000 100 26.32 2.63 2.49 NA. NA. NA. NA.

CC-H019 CC HPCS Hiseq 2000 100 9.47 0.95 0.90 NA. NA. NA. NA.

CC-H020 CC HPCS Hiseq 2000 100 7.91 0.79 0.74 NA. NA. NA. NA.

CC-H021 CC HPCS Hiseq 2000 100 7.70 0.77 0.73 NA. NA. NA. NA.

CC-H022 CC HPCS Hiseq 2000 100 29.51 2.95 2.77 NA. NA. NA. NA.

CC-H023 CC HPCS Hiseq 2000 100 7.53 0.75 0.68 NA. NA. NA. NA.

CC-H024 CC HPCS Hiseq 2000 100 15.69 1.57 1.50 NA. NA. NA. NA.

CC-H025 CC HPCS Hiseq 2000 100 9.22 0.92 0.84 NA. NA. NA. NA.

CC-H027 CC HPCS Hiseq 2000 100 11.03 1.10 1.03 NA. NA. NA. NA.

CC-H028 CC HPCS Hiseq 2000 100 11.54 1.15 1.10 NA. NA. NA. NA.

CC-H029 CC HPCS Hiseq 2000 100 9.20 0.92 0.87 NA. NA. NA. NA.

CC-H030 CC HPCS Hiseq 2000 100 6.56 0.66 0.60 NA. NA. NA. NA.

CC-H031 CC HPCS Hiseq 2000 100 14.70 1.47 1.37 NA. NA. NA. NA.

CC-H032 CC HPCS Hiseq 2000 100 13.41 1.34 1.29 NA. NA. NA. NA.

CC-H033 CC HPCS Hiseq 2000 100 6.04 0.60 0.55 NA. NA. NA. NA.

CC-H034 CC HPCS Hiseq 2000 100 8.76 0.88 0.84 NA. NA. NA. NA.

CC-H035 CC HPCS Hiseq 2000 100 10.93 1.09 1.05 NA. NA. NA. NA.

CC-H036 CC HPCS Hiseq 2000 100 14.23 1.42 1.38 NA. NA. NA. NA.

CC-H037 CC HPCS Hiseq 2000 100 6.20 0.62 0.59 NA. NA. NA. NA.

CC-H038 CC HPCS Hiseq 2000 100 14.95 1.50 1.43 NA. NA. NA. NA.

CC-H039 CC HPCS Hiseq 2000 100 23.91 2.39 2.28 NA. NA. NA. NA.

CC-H040 CC HPCS Hiseq 2000 100 5.89 0.59 0.55 NA. NA. NA. NA.

CC-H041 CC HPCS Hiseq 2000 100 5.58 0.56 0.52 NA. NA. NA. NA.

CC-H042 CC HPCS Hiseq 2000 100 7.08 0.71 0.67 NA. NA. NA. NA.

CC-H043 CC HPCS Hiseq 2000 100 7.01 0.70 0.66 NA. NA. NA. NA.

CC-H044 CC HPCS Hiseq 2000 100 7.51 0.75 0.70 NA. NA. NA. NA.

CC-H046 CC HPCS Hiseq 2000 100 19.67 1.97 1.89 NA. NA. NA. NA.

CC-H047 CC HPCS Hiseq 2000 100 5.75 0.57 0.53 NA. NA. NA. NA.

CINⅠ1 Control WES Hiseq X Ten 150 115.93 17.39 16.24 17.38 10.90 96.92 97.90%

CINⅠ1 CIN1 WES Hiseq X Ten 150 122.26 18.34 16.94 18.33 11.19 95.04 97.79%

CINⅠ10 Control WES Hiseq X Ten 150 112.95 16.94 15.99 16.94 10.99 96.17 97.83%

CINⅠ10 CIN1 WES Hiseq X Ten 150 125.43 18.81 17.29 18.80 11.31 95.05 97.81%

CINⅠ11 Control WES Hiseq X Ten 150 128.40 19.26 18.13 19.25 12.19 103.49 98.03%

CINⅠ11 CIN1 WES Hiseq X Ten 150 124.27 18.64 17.61 18.63 12.48 105.09 98.00%

CINⅠ2 Control WES Hiseq X Ten 150 97.46 14.62 13.80 14.61 9.48 82.52 97.43%

CINⅠ2 CIN1 WES Hiseq X Ten 150 104.13 15.62 14.58 15.61 10.01 89.68 97.67%

CINⅠ3 Control WES Hiseq X Ten 150 108.84 16.33 15.41 16.32 10.42 91.23 97.80%

CINⅠ3 CIN1 WES Hiseq X Ten 150 109.89 16.48 15.43 16.48 10.66 94.52 97.71%

CINⅠ4 Control WES Hiseq X Ten 150 129.96 19.49 18.37 19.48 12.41 104.53 98.05%

CINⅠ4 CIN1 WES Hiseq X Ten 150 115.26 17.29 16.13 17.28 10.95 94.58 97.78%

CINⅠ5 Control WES Hiseq X Ten 150 107.72 16.16 15.14 16.15 10.20 90.83 97.75%

CINⅠ5 CIN1 WES Hiseq X Ten 150 123.75 18.56 17.38 18.55 11.77 101.82 97.99%

CINⅠ6-1 Control WES Hiseq X Ten 150 123.59 18.54 17.30 18.53 11.56 99.09 97.88%

CINⅠ6-1 CIN1 WES Hiseq X Ten 150 104.04 15.61 14.57 15.60 9.97 87.32 97.33%

CINⅠ8 Control WES Hiseq X Ten 150 131.93 19.79 18.67 19.78 12.70 107.67 98.09%

CINⅠ8 CIN1 WES Hiseq X Ten 150 103.89 15.58 14.74 15.58 10.26 88.88 97.39%

CINⅠ9 Control WES Hiseq X Ten 150 110.47 16.57 15.59 16.56 10.66 93.56 97.80%

CINⅠ9 CIN1 WES Hiseq X Ten 150 126.18 18.93 17.87 18.92 12.50 103.66 97.95%

CINⅡ1 Control WES Hiseq X Ten 150 129.90 19.48 18.42 19.47 12.25 105.11 98.07%

CINⅡ1 CIN2 WES Hiseq X Ten 150 114.65 17.20 16.11 17.19 11.00 95.61 97.76%

CINⅡ10 Control WES Hiseq X Ten 150 101.42 15.21 14.33 15.20 9.76 85.35 97.49%

CINⅡ10 CIN2 WES Hiseq X Ten 150 104.73 15.71 14.54 15.70 9.75 86.50 97.59%

CINⅡ2 Control WES Hiseq X Ten 150 112.08 16.81 15.91 16.81 10.83 92.81 97.83%

CINⅡ2 CIN2 WES Hiseq X Ten 150 103.45 15.52 14.55 15.51 10.04 90.96 97.56%

CINⅡ3 Control WES Hiseq X Ten 150 115.50 17.32 16.32 17.32 10.84 96.41 97.95%

CINⅡ3 CIN2 WES Hiseq X Ten 150 104.03 15.60 14.70 15.60 10.44 91.38 97.76%

CINⅡ4 Control WES Hiseq X Ten 150 109.06 16.36 15.31 16.35 10.22 91.08 97.72%

CINⅡ4 CIN2 WES Hiseq X Ten 150 101.35 15.20 14.17 15.19 9.88 88.76 97.44%

CINⅡ5 Control WES Hiseq X Ten 150 124.71 18.71 17.66 18.70 11.80 104.78 98.09%

CINⅡ5 CIN2 WES Hiseq X Ten 150 95.16 14.27 13.47 14.27 9.38 83.86 97.37%

CINⅡ6 Control WES Hiseq X Ten 150 115.95 17.39 16.46 17.38 10.94 97.60 98.03%

CINⅡ6 CIN2 WES Hiseq X Ten 150 103.02 15.45 14.60 15.45 10.35 89.93 97.67%

CINⅡ7 Control WES Hiseq X Ten 150 125.26 18.79 17.57 18.78 11.28 94.17 97.78%

CINⅡ7 CIN2 WES Hiseq X Ten 150 123.65 18.55 17.40 18.54 11.89 103.25 97.90%

CINⅡ8 Control WES Hiseq X Ten 150 127.65 19.15 17.99 19.14 12.06 106.35 98.11%

CINⅡ8 CIN2 WES Hiseq X Ten 150 151.27 22.69 21.18 22.67 14.98 123.01 97.47%

CINⅢ1 Control WES Hiseq X Ten 150 126.97 19.05 17.92 19.03 12.12 105.22 98.17%

CINⅢ1 CIN3 WES Hiseq X Ten 150 104.47 15.67 14.77 15.66 10.07 90.26 97.42%

CINⅢ3 Control WES Hiseq X Ten 150 118.13 17.72 16.73 17.71 11.39 96.89 97.83%

CINⅢ3 CIN3 WES Hiseq X Ten 150 110.27 16.54 15.62 16.53 10.77 92.94 97.47%

CINⅢ4 Control WES Hiseq X Ten 150 146.48 21.97 20.75 21.96 13.96 117.58 98.30%

CINⅢ4 CIN3 WES Hiseq X Ten 151 112.51 16.88 15.86 16.87 10.97 97.83 97.72%

CINⅢ5 Control WES Hiseq X Ten 150 112.24 16.84 15.93 16.83 10.94 93.39 97.89%

CINⅢ5 CIN3 WES Hiseq X Ten 150 108.97 16.35 15.26 16.34 10.42 92.06 97.63%

CINⅢ6 Control WES Hiseq X Ten 150 111.88 16.78 15.79 16.77 10.64 93.38 97.91%

CINⅢ6 CIN3 WES Hiseq X Ten 152 111.71 16.76 15.78 16.75 10.78 94.31 97.45%

CINⅢ7 Control WES Hiseq X Ten 150 120.05 18.01 16.54 17.99 10.72 93.51 98.07%

CINⅢ7 CIN3 WES Hiseq X Ten 150 120.95 18.14 17.17 18.13 12.14 102.84 98.04%

T1 Control WES Hiseq X Ten 150 111.83 16.78 15.38 16.77 10.77 98.68 97.75%

T1 CC WES Hiseq X Ten 150 96.85 14.53 13.24 14.52 9.30 89.21 97.49%

T10 Control WES Hiseq X Ten 150 112.15 16.82 15.82 16.81 10.92 93.02 97.72%

T10 CC WES Hiseq X Ten 150 124.47 18.67 17.54 18.66 11.85 103.39 97.88%

T2 Control WES Hiseq X Ten 150 124.49 18.67 17.69 18.66 12.48 103.30 97.93%

T2 CC WES Hiseq X Ten 150 135.56 20.33 19.06 20.32 12.92 112.53 98.09%

T3 Control WES Hiseq X Ten 150 126.92 19.04 17.92 19.03 12.38 104.08 97.96%

T3 CC WES Hiseq X Ten 150 114.30 17.15 15.98 17.13 10.67 95.38 97.73%

T4 Control WES Hiseq X Ten 150 115.13 17.27 16.15 17.26 10.96 94.18 97.85%

T4 CC WES Hiseq X Ten 150 118.16 17.72 16.57 17.71 11.04 97.63 97.64%

T5 Control WES Hiseq X Ten 150 97.25 14.59 13.29 14.58 9.49 89.12 97.54%

T5 CC WES Hiseq X Ten 150 88.24 13.24 12.03 13.23 8.45 81.20 97.21%

T6 Control WES Hiseq X Ten 150 110.45 16.57 15.10 16.56 10.60 97.37 97.66%

T6 CC WES Hiseq X Ten 150 96.70 14.51 13.27 14.50 9.32 89.00 97.39%

T7 Control WES Hiseq X Ten 150 103.00 15.45 14.52 15.44 10.27 89.34 97.40%

T7 CC WES Hiseq X Ten 150 102.13 15.32 14.47 15.31 10.25 90.18 97.61%

T8-2 Control WES Hiseq X Ten 150 98.50 14.78 13.92 14.77 10.03 89.94 97.28%

T8-2 CC WES Hiseq X Ten 150 131.71 19.76 18.45 19.74 12.50 109.18 98.29%

T9 Control WES Hiseq X Ten 150 85.61 12.84 11.70 12.84 8.36 79.74 97.12%

T9 CC WES Hiseq X Ten 150 94.22 14.13 12.95 14.12 9.06 86.88 97.37%

* For samples sequenced on complete genomics platfrom, raw data and clean data represent Gross mapping yield data and Both mates mapped yield data, respectively. 

**There were two samples both sequenced by two sequencing platform:

One patients was sequenced by Hiseq 2000 and Ion Proton(CC-H006/CC-P001) 

Another one was  sequenced by Hiseq 2000 and Complete Genomics (CC-H004/CC-C001).



Supplementary Table 3. Somatic mutations of 102 cervical carcinomas and validation results for randomly chosen ones

sample ID chr coordinate ref alter Gene ExIn_ID Function Transcript Protein cHGVS pHGVS Context Strand
EntrezGeneI

D
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er_AF

Sanger/MS
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results
CC-C002 chr1 150443130 C A RPRD2 EX11E missense NM_015203.3 NP_056018.2 c.1706C>A p.T569K | p.Thr569Lys CA.AG + 23248 60 0 0% 46 23 33.30% NA. NA.

CC-C002 chr1 173879947 G A SERPINC1 EX4 missense NM_000488.3 NP_000479.1 c.707C>T p.S236L | p.Ser236Leu CC.AG - 462 62 1 1.50% 41 20 32.70% NA. NA.

CC-C002 chr1 228263493 G A LOC100506571 EX1E missense XM_003119160.1 XP_003119208.1 c.563C>T p.S188F | p.Ser188Phe CA.AC - 100506571 69 0 0% 60 35 36.80% NA. NA.

CC-C002 chr2 29222184 A G FAM179A EX4 missense NM_199280.2 NP_954974.2 c.277A>G p.N93D | p.Asn93Asp GG.AC + 165186 59 0 0% 75 23 23.40% NA. NA.

CC-C002 chr2 135744987 G C MAP3K19 EX7 missense NM_025052.3 NP_079328.3 c.1455C>G p.I485M | p.Ile485Met TG.AT - 80122 68 1 1.40% 56 31 35.60% NA. NA.

CC-C002 chr2 225379486 G A CUL3 EX4 missense NM_003590.4 NP_003581.1 c.382C>T p.R128C | p.Arg128Cys AC.GT - 8452 85 0 0% 58 22 27.50% NA. NA.

CC-C002 chr2 238743037 C G RBM44 EX15 missense NM_001080504.2 NP_001073973.2 c.3152C>G p.S1051C | p.Ser1051Cys TT.CA + 375316 68 0 0% 40 21 34.40% NA. NA.

CC-C002 chr3 38950667 G T SCN11A EX9 missense NM_014139.2 NP_054858.2 c.1120C>A p.L374I | p.Leu374Ile GA.CC - 11280 70 0 0% 45 22 32.80% NA. NA.

CC-C002 chr3 44492944 G A ZNF445 EX4 missense NM_181489.5 NP_852466.1 c.460C>T p.H154Y | p.His154Tyr AT.CA - 353274 51 0 0% 53 23 30.20% NA. NA.

CC-C002 chr3 49154031 G A USP19 EX8 missense NM_001199160.1 NP_001186089.1 c.1136C>T p.S379L | p.Ser379Leu TC.AC - 10869 36 1 2.70% 29 24 45.20% NA. NA.

CC-C002 chr3 100170705 C G LNP1 EX3 nonsense NM_001085451.1 NP_001078920.1 c.299C>G p.S100* | p.Ser100* AT.AA + 348801 68 0 0% 53 18 25.30% NA. NA.

CC-C002 chr3 108754235 G C MORC1 EX15 missense NM_014429.3 NP_055244.3 c.1411C>G p.Q471E | p.Gln471Glu TT.AA - 27136 72 0 0% 55 18 24.60% NA. NA.

CC-C002 chr3 179537758 T C PEX5L EX9 missense NM_016559.2 NP_057643.1 c.829A>G p.T277A | p.Thr277Ala TG.AT - 51555 50 0 0% 68 20 22.70% NA. NA.

CC-C002 chr4 40438640 C G RBM47 EX5 missense NM_001098634.1 NP_001092104.1 c.1148G>C p.R383P | p.Arg383Pro CT.GC - 54502 31 0 0% 21 15 41.60% NA. NA.

CC-C002 chr4 76507063 G A CDKL2 EX11 nonsense NM_003948.3 NP_003939.1 c.1462C>T p.Q488* | p.Gln488* TT.AG - 8999 63 0 0% 57 26 31.30% NA. NA.

CC-C002 chr4 187540391 G C FAT1 EX10 nonsense NM_005245.3 NP_005236.2 c.7349C>G p.S2450* | p.Ser2450* TT.AG - 2195 76 0 0% 63 30 32.20% MS somatic

CC-C002 chr5 134190892 G A C5orf24 EX2E missense NM_001135586.1 NP_001129058.1 c.302G>A p.G101E | p.Gly101Glu AG.AT + 134553 42 0 0% 36 17 32% NA. NA.

CC-C002 chr5 140175357 G C PCDHA2 EX1 missense NM_018905.2 NP_061728.1 c.808G>C p.D270H | p.Asp270His CA.AT + 56146 85 0 0% 38 22 36.60% NA. NA.

CC-C002 chr5 140188559 C T PCDHA4 EX1 missense NM_018907.2 NP_061730.1 c.1787C>T p.A596V | p.Ala596Val CG.GG + 56144 53 0 0% 42 26 38.20% NA. NA.

CC-C002 chr5 140515831 G C PCDHB5 EX1E missense NM_015669.2 NP_056484.1 c.815G>C p.G272A | p.Gly272Ala AG.AG + 26167 55 0 0% 41 22 34.90% NA. NA.

CC-C002 chr6 7404734 G C RIOK1 EX10 missense NM_031480.2 NP_113668.2 c.938G>C p.R313T | p.Arg313Thr AA.AA + 83732 50 0 0% 109 32 22.60% NA. NA.

CC-C002 chr6 13283691 G A PHACTR1 EX13 missense NM_030948.2 NP_112210.1 c.1547G>A p.R516K | p.Arg516Lys AA.AA + 221692 122 0 0% 139 44 24% NA. NA.

CC-C002 chr6 31747255 C T VARS EX28 missense NM_006295.2 NP_006286.1 c.3347G>A p.R1116Q | p.Arg1116Gln CT.GC - 7407 57 0 0% 16 52 76.40% NA. NA.

CC-C002 chr6 87994329 C G GJB7 EX3E missense NM_198568.2 NP_940970.1 c.302G>C p.R101T | p.Arg101Thr CT.TA - 375519 78 0 0% 57 34 37.30% NA. NA.

CC-C002 chr6 159672550 G A FNDC1 EX17 missense NM_032532.2 NP_115921.2 c.5051G>A p.G1684E | p.Gly1684Glu AG.AG + 84624 51 1 1.90% 37 17 31.40% NA. NA.

CC-C002 chr6 160200172 G A TCP1 EX12E nonsense NM_030752.2 NP_110379.2 c.1576C>T p.R526* | p.Arg526* TC.AA - 6950 69 1 1.40% 54 33 37.90% NA. NA.

CC-C002 chr7 73013875 G A MLXIPL EX8 missense NM_032951.2 NP_116569.1 c.1052C>T p.S351F | p.Ser351Phe CA.AG - 51085 62 0 0% 26 22 45.80% NA. NA.

CC-C002 chr7 99709745 C T TAF6 EX7 missense NM_001190415.1 NP_001177344.1 c.817G>A p.E273K | p.Glu273Lys CT.GC - 6878 32 0 0% 31 13 29.50% NA. NA.

CC-C002 chr8 59352195 G C UBXN2B EX6 missense NM_001077619.1 NP_001071087.1 c.537G>C p.E179D | p.Glu179Asp GA.AT + 137886 86 0 0% 62 33 34.70% NA. NA.

CC-C002 chr8 77618162 C G ZFHX4 EX2 missense NM_024721.4 NP_078997.4 c.1839C>G p.I613M | p.Ile613Met AT.GA + 79776 54 0 0% 47 23 32.80% NA. NA.

CC-C002 chr9 35617179 G C CD72 EX3 missense NM_001782.2 NP_001773.1 c.256C>G p.L86V | p.Leu86Val GA.AA - 971 50 0 0% 49 26 34.60% NA. NA.

CC-C002 chr9 130249971 G A LRSAM1 EX17 missense NM_138361.5 NP_612370.3 c.1276G>A p.E426K | p.Glu426Lys AT.AA + 90678 65 1 1.50% 59 25 29.70% NA. NA.

CC-C002 chr9 131475559 G A PKN3 EX8 missense NM_013355.3 NP_037487.2 c.985G>A p.E329K | p.Glu329Lys GC.AG + 29941 40 0 0% 24 20 45.40% NA. NA.

CC-C002 chr9 137671954 G A COL5A1 EX28 missense NM_000093.3 NP_000084.3 c.2392G>A p.D798N | p.Asp798Asn CC.AT + 1289 50 0 0% 28 17 37.70% NA. NA.

CC-C002 chr10 23326322 G A ARMC3 EX19E missense NM_173081.3 NP_775104.2 c.2533G>A p.E845K | p.Glu845Lys CT.AG + 219681 68 0 0% 47 24 33.80% NA. NA.

CC-C002 chr10 76736045 G C KAT6B EX8 missense NM_012330.3 NP_036462.2 c.1950G>C p.K650N | p.Lys650Asn AA.GG + 23522 53 0 0% 37 26 41.20% NA. NA.

CC-C002 chr11 77377991 C G RSF1 EX16E missense NM_016578.3 NP_057662.3 c.4297G>C p.D1433H | p.Asp1433His AT.AA - 51773 85 0 0% 101 30 22.90% NA. NA.

CC-C002 chr12 49491886 G A LMBR1L EX16 missense NM_018113.2 NP_060583.2 c.1243C>T p.L415F | p.Leu415Phe GA.CC - 55716 60 0 0% 38 25 39.60% NA. NA.

CC-C002 chr12 88512326 G A CEP290 EX17 nonsense NM_025114.3 NP_079390.3 c.1645C>T p.R549* | p.Arg549* TC.TT - 80184 60 1 1.60% 48 27 36% MS somatic

CC-C002 chr12 110957676 G C RAD9B EX9 missense NM_152442.3 NP_689655.3 c.845G>C p.R282T | p.Arg282Thr TA.AG + 144715 60 0 0% 43 22 33.80% NA. NA.

CC-C002 chr13 111080856 G A COL4A2 EX7 missense NM_001846.2 NP_001837.2 c.403G>A p.D135N | p.Asp135Asn AC.AT + 1284 58 0 0% 42 28 40% NA. NA.

CC-C002 chr14 23826696 C G EFS EX6E missense NM_005864.2 NP_005855.1 c.1425G>C p.K475N | p.Lys475Asn CT.TT - 10278 86 2 2.20% 74 24 24.40% NA. NA.

CC-C002 chr14 52520300 C A NID2 EX5 nonsense NM_007361.3 NP_031387.3 c.1426G>T p.E476* | p.Glu476* CT.GG - 22795 81 1 1.20% 57 26 31.30% NA. NA.

CC-C002 chr14 64545241 G C SYNE2 EX55 missense NM_182914.2 NP_878918.2 c.11080G>C p.E3694Q | p.Glu3694Gln AA.AA + 23224 102 0 0% 54 25 31.60% MS somatic

CC-C002 chr15 40398107 G A BMF EX3 nonsense NM_001003940.1 NP_001003940.1 c.181C>T p.R61* | p.Arg61* TC.AA - 90427 48 0 0% 41 21 33.80% NA. NA.

CC-C002 chr15 41297864 G A INO80 EX28 missense NM_017553.1 NP_060023.1 c.3424C>T p.H1142Y | p.His1142Tyr AT.CT - 54617 57 0 0% 87 31 26.20% NA. NA.

CC-C002 chr16 70923570 C T HYDIN EX58 missense NM_001270974.1 NP_001257903.1 c.9694G>A p.E3232K | p.Glu3232Lys CT.AC - 54768 153 0 0% 148 29 16.30% MS somatic

CC-C002 chr17 10235535 G A MYH13 EX20 missense NM_003802.2 NP_003793.2 c.2179C>T p.R727W | p.Arg727Trp CC.GT - 8735 78 1 1.20% 63 25 28.40% NA. NA.

CC-C002 chr17 16526641 C T ZNF624 EX6E missense NM_020787.3 NP_065838.2 c.1559G>A p.R520Q | p.Arg520Gln TT.GC - 57547 91 0 0% 53 30 36.10% NA. NA.

CC-C002 chr18 22805679 C A ZNF521 EX4 missense NM_015461.2 NP_056276.1 c.2203G>T p.V735F | p.Val735Phe GA.TT - 25925 48 0 0% 30 22 42.30% NA. NA.

CC-C002 chr18 44775191 C T SKOR2 EX1 missense XM_001715219.5 XP_001715271.5 c.364G>A p.E122K | p.Glu122Lys CT.GC - 652991 32 0 0% 9 13 59% NA. NA.

CC-C002 chr19 2877576 C G ZNF556 EX4E missense NM_024967.1 NP_079243.1 c.620C>G p.S207C | p.Ser207Cys AT.TT + 80032 73 0 0% 60 28 31.80% NA. NA.

CC-C002 chr19 7604883 G A PNPLA6 EX7 missense NM_006702.4 NP_006693.3 c.376G>A p.E126K | p.Glu126Lys CC.AG + 10908 49 0 0% 41 22 34.90% NA. NA.

CC-C002 chr19 7607746 C T PNPLA6 EX15 nonsense NM_006702.4 NP_006693.3 c.1345C>T p.Q449* | p.Gln449* AC.AG + 10908 33 0 0% 31 17 35.40% NA. NA.

CC-C002 chr19 19344637 G T NCAN EX9 missense NM_004386.2 NP_004377.2 c.3059G>T p.G1020V | p.Gly1020Val TG.AG + 1463 75 0 0% 42 32 43.20% NA. NA.

CC-C002 chr19 33687681 T C LRP3 EX2 missense NM_002333.3 NP_002324.2 c.119T>C p.L40S | p.Leu40Ser CT.AG + 4037 52 0 0% 35 16 31.30% NA. NA.

CC-C002 chr19 44771112 C A ZNF233 EX4 nonsense NM_181756.2 NP_861421.2 c.236C>A p.S79* | p.Ser79* TT.AG + 353355 51 0 0% 73 27 27% NA. NA.

CC-C002 chr19 47861210 A G DHX34 EX4 missense NM_014681.5 NP_055496.2 c.1105A>G p.I369V | p.Ile369Val CC.TT + 9704 74 1 1.30% 42 30 41.60% NA. NA.

CC-C002 chr19 53058043 G C ZNF808 EX5E missense NM_001039886.3 NP_001034975.2 c.1874G>C p.C625S | p.Cys625Ser AT.TC + 388558 66 0 0% 45 22 32.80% NA. NA.

CC-C002 chr20 20055021 C T C20orf26 EX4 nonsense NM_015585.3 NP_056400.3 c.370C>T p.R124* | p.Arg124* TT.GG + 26074 57 0 0% 49 26 34.60% NA. NA.

CC-C002 chr22 37692088 C G CYTH4 EX4 missense NM_013385.3 NP_037517.1 c.216C>G p.F72L | p.Phe72Leu TT.AA + 27128 78 0 0% 56 31 35.60% NA. NA.

CC-C002 chr22 43204839 C G ARFGAP3 EX13 missense NM_014570.4 NP_055385.3 c.1254G>C p.Q418H | p.Gln418His TT.TG - 26286 83 0 0% 46 22 32.30% NA. NA.

CC-C003 chr1 56990204 C T PPAP2B EX3 missense NM_003713.4 NP_003704.3 c.320G>A p.R107Q | p.Arg107Gln TC.GG - 8613 84 0 0% 95 14 12.80% NA. NA.

CC-C003 chr2 8943092 C T KIDINS220 EX8 missense NM_020738.2 NP_065789.1 c.769G>A p.D257N | p.Asp257Asn GT.GA - 57498 62 0 0% 55 11 16.60% NA. NA.

CC-C003 chr2 141607868 C T LRP1B EX29 missense NM_018557.2 NP_061027.2 c.4742G>A p.R1581H | p.Arg1581His AA.GT - 53353 69 0 0% 56 11 16.40% NA. NA.

CC-C003 chr3 38136416 C A DLEC1 EX13 missense NM_007335.2 NP_031361.2 c.1966C>A p.Q656K | p.Gln656Lys TG.AG + 9940 79 0 0% 48 12 20% NA. NA.

CC-C003 chr3 109052807 G A DPPA4 EX2 nonsense NM_018189.3 NP_060659.3 c.88C>T p.Q30* | p.Gln30* CT.AT - 55211 44 0 0% 34 17 33.30% NA. NA.

CC-C003 chr5 170319529 T C RANBP17 EX4 missense NM_022897.3 NP_075048.1 c.395T>C p.I132T | p.Ile132Thr AA.TA + 64901 67 0 0% 38 10 20.80% NA. NA.

CC-C003 chr6 112390625 GAGT . WISP3 EX6E frameshift NM_003880.3 NP_003871.1 c.867_870delGAGTp.Q289Hfs*23 | p.Gln289Hisfs*23CA.TA + 8838 50 0 0% 73 21 22.30% NA. NA.

CC-C003 chr11 117948010GAGCCAGCATGGT. TMPRSS4 EX1-IVS1 span NM_019894.3 NP_063947.1c.-8_3+2delGAGCCAGCATGGT . CA.GA + 56649 50 0 0% 66 9 12% NA. NA.

CC-C003 chr11 134126504 C T ACAD8 EX2 nonsense NM_014384.2 NP_055199.1 c.172C>T p.R58* | p.Arg58* CC.GA + 27034 72 0 0% 55 12 17.90% NA. NA.

CC-C003 chr14 105413903 G A AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.7885C>T p.R2629W | p.Arg2629Trp CC.CG - 113146 48 1 2% 47 20 29.80% NA. NA.

CC-C003 chr17 40330877 G A KCNH4 EX2 missense NM_012285.2 NP_036417.1 c.244C>T p.R82C | p.Arg82Cys AC.CT - 23415 37 0 0% 43 13 23.20% NA. NA.

CC-C004 chr1 153317774 G A PGLYRP4 EX4 missense NM_020393.2 NP_065126.2 c.224C>T p.P75L | p.Pro75Leu CT.GC - 57115 69 0 0% 49 32 39.50% NA. NA.

CC-C004 chr1 154988705 G T ZBTB7B EX5E missense NM_001252406.2 NP_001239335.1 c.1266G>T p.K422N | p.Lys422Asn AA.CT + 51043 80 0 0% 40 23 36.50% NA. NA.

CC-C004 chr2 27500714 C T DNAJC5G EX4 missense NM_173650.1 NP_775921.1 c.206C>T p.A69V | p.Ala69Val TG.TC + 285126 58 0 0% 32 19 37.20% NA. NA.

CC-C004 chr2 28771761 GT AA PLB1 EX15 missense NM_153021.4 NP_694566.4 c.971_972delGTinsAAp.S324K | p.Ser324Lys GA.GT + 151056 50 0 0% 47 14 22.90% NA. NA.

CC-C004 chr2 31135107 C G GALNT14 EX15 missense NM_001253826.1 NP_001240755.1 c.1497G>C p.K499N | p.Lys499Asn TT.TT - 79623 85 2 2.20% 41 34 45.30% NA. NA.

CC-C004 chr2 60689138 C G BCL11A EX4 missense NM_018014.3 NP_060484.2 c.909G>C p.L303F | p.Leu303Phe TT.AA - 53335 61 0 0% 30 22 42.30% NA. NA.

CC-C004 chr2 113742571 CT AA IL36G EX5E missense NM_019618.2 NP_062564.1 c.455_456delCTinsAAp.T152K | p.Thr152Lys GA.TC + 56300 50 0 0% 70 13 15.60% NA. NA.

CC-C004 chr2 135911327 . G RAB3GAP1 EX19 frameshift NM_001172435.1 NP_001165906.1 c.2170dupGp.E724Gfs*21 | p.Glu724Glyfs*21GA.GA + 22930 50 0 0% 34 16 32% NA. NA.

CC-C004 chr2 222347258 G A EPHA4 EX5 nonsense NM_004438.3 NP_004429.1 c.1132C>T p.R378* | p.Arg378* TC.GC - 2043 50 0 0% 38 17 30.90% NA. NA.

CC-C004 chr3 15609982 C G HACL1 EX13 missense NM_012260.2 NP_036392.2 c.1207G>C p.D403H | p.Asp403His GT.CA - 26061 85 0 0% 66 31 31.90% NA. NA.

CC-C004 chr3 47125272 C T SETD2 EX12 missense NM_014159.6 NP_054878.5 c.5998G>A p.D2000N | p.Asp2000Asn AT.TG - 29072 89 1 1.10% 78 13 14.20% MS No mutation

CC-C004 chr3 49897305 G A CAMKV EX11E nonsense NM_024046.3 NP_076951.2 c.952C>T p.R318* | p.Arg318* TC.GA - 79012 62 0 0% 47 24 33.80% NA. NA.

CC-C004 chr3 89498436 C T EPHA3 EX14 missense NM_005233.5 NP_005224.2 c.2408C>T p.S803L | p.Ser803Leu GT.AG + 2042 64 1 1.50% 55 23 29.40% NA. NA.

CC-C004 chr3 130095430 G T COL6A5 EX3 missense NM_153264.5 NP_694996.5 c.418G>T p.V140F | p.Val140Phe TG.TC + 256076 60 1 1.60% 104 31 22.90% NA. NA.

CC-C004 chr3 150916996 C T GPR171 EX3E missense NM_013308.3 NP_037440.3 c.178G>A p.D60N | p.Asp60Asn AT.GG - 29909 85 0 0% 127 48 27.40% NA. NA.

CC-C004 chr4 36134920 G C ARAP2 EX20 missense NM_015230.3 NP_056045.2 c.3355C>G p.Q1119E | p.Gln1119Glu TT.TA - 116984 39 0 0% 18 9 33.30% NA. NA.

CC-C004 chr4 140432975 GC AA SETD7 EX8E missense NM_030648.2 NP_085151.1 c.942_943delGCinsTTp.P315S | p.Pro315Ser GG.CC - 80854 50 0 0% 107 20 15.70% NA. NA.

CC-C004 chr4 155532958 G A FGG EX4 nonsense NM_021870.2 NP_068656.2 c.400C>T p.R134* | p.Arg134* CC.AA - 2266 81 0 0% 56 24 30% NA. NA.

CC-C004 chr5 43650622 G C NNT EX12 missense NM_012343.3 NP_036475.3 c.1650G>C p.L550F | p.Leu550Phe TT.TA + 23530 73 0 0% 52 30 36.50% NA. NA.

CC-C004 chr5 82817610 C T VCAN EX7 missense NM_004385.4 NP_004376.2 c.3485C>T p.T1162I | p.Thr1162Ile TA.CC + 1462 115 0 0% 81 33 28.90% NA. NA.

CC-C004 chr5 176884685 G A DBN1 EX14 missense NM_080881.2 NP_543157.1 c.1856C>T p.P619L | p.Pro619Leu GC.GA - 1627 56 0 0% 29 26 47.20% NA. NA.

CC-C004 chr6 33633709 C T ITPR3 EX14 missense NM_002224.3 NP_002215.2 c.1507C>T p.R503W | p.Arg503Trp AC.GG + 3710 83 0 0% 87 16 15.50% NA. NA.

CC-C004 chr6 33679404 C G MNF1 EX1 missense NM_032340.3 NP_115716.1 c.60G>C p.E20D | p.Glu20Asp GT.TC - 84300 78 0 0% 30 11 26.80% NA. NA.

CC-C004 chr6 131923520 C A MED23 EX18 missense NM_015979.3 NP_057063.2 c.1951G>T p.V651F | p.Val651Phe GA.AC - 9439 69 1 1.40% 87 24 21.60% NA. NA.

CC-C004 chr6 152737764 A T SYNE1 EX41 missense NM_182961.3 NP_892006.3 c.5808T>A p.H1936Q | p.His1936Gln AG.TG - 23345 73 1 1.30% 126 27 17.60% MS No mutation

CC-C004 chr7 51092900 C A COBL EX12 missense NM_015198.3 NP_056013.2 c.3674G>T p.R1225M | p.Arg1225Met AC.TG - 23242 59 0 0% 32 21 39.60% NA. NA.

CC-C004 chr7 63726763 G A ZNF679 EX5E nonsense NM_153363.2 NP_699194.2 c.752G>A p.W251* | p.Trp251* CT.GT + 168417 85 0 0% 46 25 35.20% NA. NA.

CC-C004 chr10 27822900 G A RAB18 EX6 missense NM_021252.4 NP_067075.1 c.422G>A p.R141Q | p.Arg141Gln AC.AA + 22931 72 0 0% 60 21 25.90% NA. NA.

CC-C004 chr10 123730456 G C NSMCE4A EX3 missense NM_017615.2 NP_060085.2 c.499C>G p.L167V | p.Leu167Val TA.AG - 54780 66 0 0% 45 18 28.50% NA. NA.

CC-C004 chr11 3128575 C A OSBPL5 EX9 missense NM_020896.3 NP_065947.1 c.977G>T p.G326V | p.Gly326Val TG.CA - 114879 50 0 0% 34 15 30.60% NA. NA.

CC-C004 chr11 7960315 G C OR10A3 EX1E missense NM_001003745.1 NP_001003745.1 c.753C>G p.F251L | p.Phe251Leu TA.AA - 26496 63 0 0% 51 26 33.70% NA. NA.

CC-C004 chr11 9225408 C T DENND5A EX4 missense NM_015213.3 NP_056028.2 c.748G>A p.E250K | p.Glu250Lys CT.GT - 23258 66 0 0% 43 37 46.20% NA. NA.

CC-C004 chr11 40137376 C T LRRC4C EX7E missense NM_001258419.1 NP_001245348.1 c.467G>A p.R156Q | p.Arg156Gln TT.GC - 57689 73 0 0% 47 19 28.70% NA. NA.

CC-C004 chr11 61048113 C T VWCE EX9 missense NM_152718.2 NP_689931.2 c.1307G>A p.C436Y | p.Cys436Tyr AG.AC - 220001 51 0 0% 22 21 48.80% NA. NA.

CC-C004 chr11 65994981 T G PACS1 EX11 missense NM_018026.3 NP_060496.2 c.1300T>G p.L434V | p.Leu434Val AA.TG + 55690 129 0 0% 72 34 32% NA. NA.

CC-C004 chr12 39997717 G C ABCD2 EX5 missense NM_005164.3 NP_005155.1 c.1497C>G p.F499L | p.Phe499Leu TT.AA - 225 61 0 0% 61 18 22.70% NA. NA.

CC-C004 chr12 54977022 T G PPP1R1A EX3 missense NM_006741.3 NP_006732.3 c.156A>C p.E52D | p.Glu52Asp TC.TC - 5502 60 0 0% 37 20 35% NA. NA.

CC-C004 chr12 102127411 AA . SYCP3 EX6 frameshift NM_153694.4 NP_710161.1c.393T[3>1] (std: c.393T[1] alt: c.394_395delTT )p.L132Vfs*12 | p.Leu132Valfs*12AC.AG - 50511 50 0 0% 34 13 27.60% NA. NA.

CC-C004 chr12 112888198 G A PTPN11 EX3 missense NM_002834.3 NP_002825.3 c.214G>A p.A72T | p.Ala72Thr TT.CC + 5781 61 0 0% 72 29 28.70% MS somatic

CC-C004 chr12 123920965 C T RILPL2 EX1 init-loss NM_145058.1 NP_659495.1 c.3G>A p.0? TC.AT - 196383 58 0 0% 42 23 35.30% NA. NA.

CC-C004 chr13 23904939 A T SACS EX10E missense NM_014363.4 NP_055178.3 c.13076T>A p.I4359N | p.Ile4359Asn TG.TT - 26278 107 0 0% 55 24 30.30% NA. NA.

CC-C004 chr15 76175737 C T UBE2Q2 EX9 nonsense NM_173469.2 NP_775740.1 c.856C>T p.R286* | p.Arg286* TT.GA + 92912 81 1 1.20% 67 32 32.30% NA. NA.

CC-C004 chr17 29631487 T C EVI2B EX2E missense NM_006495.3 NP_006486.3 c.1141A>G p.N381D | p.Asn381Asp AT.GA - 2124 66 0 0% 53 14 20.80% NA. NA.

CC-C004 chr17 37762476 . TGAAGA NEUROD2 EX2E cds-ins NM_006160.3 NP_006151.3 c.377_378insTCTTCAp.A126_N127insLQ | p.Ala126_Asn127insLeuGlnTC.GC - 4761 50 0 0% 13 247 95% NA. NA.

CC-C004 chr18 64239412 C A CDH19 EX2 missense NM_021153.3 NP_066976.1 c.30G>T p.M10I | p.Met10Ile AA.AT - 28513 59 1 1.60% 34 11 24.40% NA. NA.

CC-C004 chr18 67857813 C A RTTN EX9 missense NM_173630.3 NP_775901.3 c.1150G>T p.V384F | p.Val384Phe GA.AC - 25914 66 0 0% 58 15 20.50% NA. NA.

CC-C004 chr19 501807 C T MADCAM1 EX4 missense NM_130760.2 NP_570116.2 c.806C>T p.S269F | p.Ser269Phe CT.CC + 8174 71 0 0% 52 28 35% Sanger Somatic

CC-C004 chr19 10600336 G A KEAP1 EX4 nonsense NM_203500.1 NP_987096.1 c.1519C>T p.R507* | p.Arg507* TC.GA - 9817 54 0 0% 23 45 66.10% NA. NA.

CC-C004 chr19 37383044 A C ZNF829 EX6E missense NM_001171979.1 NP_001165450.1 c.892T>G p.C298G | p.Cys298Gly AC.TT - 374899 85 0 0% 43 30 41% NA. NA.

CC-C004 chr19 55966633 G C ISOC2 EX4 nonsense NM_024710.2 NP_078986.1 c.461C>G p.S154* | p.Ser154* GT.AG - 79763 42 0 0% 47 23 32.80% NA. NA.

CC-C004 chr20 31890788 A T BPIFB1 EX11 missense NM_033197.2 NP_149974.2 c.1048A>T p.I350L | p.Ile350Leu TT.TA + 92747 86 1 1.10% 98 20 16.90% NA. NA.

CC-C004 chr20 45867745 T G ZMYND8 EX15 missense NM_183047.1 NP_898868.1 c.2422A>C p.T808P | p.Thr808Pro CG.GA - 23613 56 0 0% 73 19 20.60% NA. NA.

CC-C004 chr22 43435822 G T TTLL1 EX11E nonsense NM_012263.4 NP_036395.1 c.1232C>A p.S411* | p.Ser411* TC.AT - 25809 36 1 2.70% 46 18 28.10% NA. NA.

CC-C004 chrX 64722308 G A ZC3H12B EX5E missense NM_001010888.3 NP_001010888.3 c.1730G>A p.R577Q | p.Arg577Gln CC.GA + 340554 70 0 0% 42 36 46.10% NA. NA.

CC-C004 chrX 90691445 GG CC PABPC5 EX2E missense NM_080832.2 NP_543022.1 c.869_870delGGinsCCp.R290P | p.Arg290Pro AC.CT + 140886 50 0 0% 47 30 38.90% NA. NA.

CC-C004 chrX 109696916 C A RGAG1 EX3 missense NM_020769.2 NP_065820.1 c.3071C>A p.S1024Y | p.Ser1024Tyr TT.TG + 57529 69 0 0% 35 31 46.90% NA. NA.

CC-C004 chrX 153050284 C T SRPK3 EX12 missense NM_014370.3 NP_055185.2 c.1328C>T p.P443L | p.Pro443Leu CC.GG + 26576 47 0 0% 22 17 43.50% NA. NA.

CC-C004 chrX 153661992 G A ATP6AP1 EX6 missense NM_001183.4 NP_001174.2 c.610G>A p.G204R | p.Gly204Arg TC.GG + 537 74 0 0% 36 13 26.50% NA. NA.

CC-C005 chr1 3598991 C G TP73 EX2 missense NM_005427.3 NP_005418.1 c.62C>G p.S21C | p.Ser21Cys CT.TC + 7161 52 0 0% 26 19 42.20% NA. NA.

CC-C005 chr1 40928318 G C ZNF643 EX5E missense NM_023070.2 NP_075558.2 c.662G>C p.R221T | p.Arg221Thr GA.AG + 65243 50 0 0% 49 21 30% NA. NA.

CC-C005 chr1 40928469 G C ZNF643 EX5E missense NM_023070.2 NP_075558.2 c.813G>C p.R271S | p.Arg271Ser AG.AG + 65243 107 0 0% 63 38 37.60% NA. NA.

CC-C005 chr1 62263013 C T INADL EX11 nonsense NM_176877.2 NP_795352.2 c.1315C>T p.R439* | p.Arg439* TA.GA + 10207 73 0 0% 31 22 41.50% NA. NA.

CC-C005 chr1 91405624 C T ZNF644 EX3 missense NM_201269.2 NP_958357.1 c.1287G>A p.M429I | p.Met429Ile AT.AT - 84146 82 0 0% 54 40 42.50% NA. NA.

CC-C005 chr1 103345240 G A COL11A1 EX66 missense NM_080629.2 NP_542196.2 c.5309C>T p.A1770V | p.Ala1770Val CC.CA - 1301 93 0 0% 41 38 48.10% NA. NA.

CC-C005 chr1 153431364 G T S100A7 EX2 missense NM_002963.3 NP_002954.2 c.126C>A p.N42K | p.Asn42Lys AA.TT - 6278 40 0 0% 38 36 48.60% NA. NA.

CC-C005 chr1 230904989 A G CAPN9 EX6 missense NM_006615.2 NP_006606.1 c.769A>G p.S257G | p.Ser257Gly AC.GT + 10753 82 0 0% 62 59 48.70% NA. NA.

CC-C005 chr2 69565685 G T GFPT1 EX14 missense NM_001244710.1 NP_001231639.1 c.1216C>A p.L406I | p.Leu406Ile AA.AA - 2673 52 0 0% 26 16 38% NA. NA.

CC-C005 chr2 80101334 C T CTNNA2 EX6 nonsense NM_004389.3 NP_004380.2 c.718C>T p.R240* | p.Arg240* AC.GA + 1496 68 1 1.40% 44 28 38.80% NA. NA.

CC-C005 chr2 166929996 C T SCN1A EX1 missense NM_006920.4 NP_008851.3 c.136G>A p.E46K | p.Glu46Lys TT.GT - 6323 66 0 0% 55 26 32% NA. NA.

CC-C005 chr2 178346792 C T AGPS EX11 missense NM_003659.3 NP_003650.1 c.1111C>T p.L371F | p.Leu371Phe CT.TT + 8540 63 0 0% 42 31 42.40% NA. NA.

CC-C005 chr2 190682874 C T PMS1 EX5 missense NM_000534.4 NP_000525.1 c.550C>T p.P184S | p.Pro184Ser AA.CT + 5378 72 0 0% 59 25 29.70% NA. NA.

CC-C005 chr2 231112772 G C SP140 EX8 missense NM_007237.4 NP_009168.4 c.884G>C p.R295T | p.Arg295Thr AA.AG + 11262 98 0 0% 51 43 45.70% NA. NA.

CC-C005 chr2 233684651 G C GIGYF2 EX23 missense NM_015575.3 NP_056390.2 c.2485G>C p.E829Q | p.Glu829Gln GA.AA + 26058 59 0 0% 31 10 24.30% NA. NA.

CC-C005 chr3 25833046 T A OXSM EX2 missense NM_017897.2 NP_060367.1 c.535T>A p.F179I | p.Phe179Ile TT.TT + 54995 125 0 0% 72 17 19.10% NA. NA.

CC-C005 chr3 52416461 C G DNAH1 EX50 nonsense NM_015512.4 NP_056327.4 c.7931C>G p.S2644* | p.Ser2644* CT.AG + 25981 62 0 0% 11 28 71.70% NA. NA.

CC-C005 chr3 52426680 C G DNAH1 EX64 missense NM_015512.4 NP_056327.4 c.10253C>G p.S3418C | p.Ser3418Cys CT.CA + 25981 48 0 0% 7 17 70.80% NA. NA.

CC-C005 chr3 52441274 C A BAP1 EX7 nonsense NM_004656.2 NP_004647.1 c.496G>T p.E166* | p.Glu166* CT.CA - 8314 87 0 0% 13 44 77.10% MS somatic

CC-C005 chr3 52453851 C G PHF7 EX5 missense NM_016483.4 NP_057567.3 c.189C>G p.I63M | p.Ile63Met AT.TT + 51533 67 0 0% 15 30 66.60% NA. NA.

CC-C005 chr3 130095238 G A COL6A5 EX3 missense NM_153264.5 NP_694996.5 c.226G>A p.D76N | p.Asp76Asn GC.AC + 256076 69 0 0% 43 39 47.50% NA. NA.

CC-C005 chr3 164792339 G A SI EX3 missense NM_001041.3 NP_001032.2 c.235C>T p.P79S | p.Pro79Ser TG.AA - 6476 65 0 0% 90 36 28.50% NA. NA.

CC-C005 chr3 170843931 G C TNIK EX17 missense NM_015028.2 NP_055843.1 c.1783C>G p.L595V | p.Leu595Val CA.AT - 23043 71 0 0% 117 30 20.40% NA. NA.

CC-C005 chr4 68780337 C . TMPRSS11A EX9 frameshift NM_182606.3 NP_872412.3c.1072G[2>1] (std: c.1072G[1] alt: c.1073delG )p.G358Dfs*18 | p.Gly358Aspfs*18AT.CG - 339967 50 0 0% 56 42 42.80% NA. NA.

CC-C005 chr4 138442374 G T PCDH18 EX4E missense NM_019035.3 NP_061908.1 c.3217C>A p.L1073I | p.Leu1073Ile AA.TG - 54510 69 0 0% 35 21 37.50% NA. NA.

CC-C005 chr4 158281154 C T GRIA2 EX13 missense NM_000826.3 NP_000817.2 c.2150C>T p.S717F | p.Ser717Phe GT.CA + 2891 89 0 0% 71 12 14.40% NA. NA.

CC-C005 chr4 186112276 C G KIAA1430 EX2 missense NM_020827.1 NP_065878.1 c.75G>C p.K25N | p.Lys25Asn TT.TT - 57587 85 0 0% 71 14 16.40% NA. NA.

CC-C005 chr4 186112284 C T KIAA1430 EX2 missense NM_020827.1 NP_065878.1 c.67G>A p.E23K | p.Glu23Lys TT.TT - 57587 83 0 0% 66 9 12% NA. NA.

CC-C005 chr5 36064362 G T UGT3A2 EX2 missense NM_174914.3 NP_777574.2 c.185C>A p.P62H | p.Pro62His AA.GA - 167127 93 0 0% 51 31 37.80% NA. NA.

CC-C005 chr5 44809253 C G MRPS30 EX1 missense NM_016640.3 NP_057724.2 c.189C>G p.I63M | p.Ile63Met AT.GA + 10884 55 0 0% 27 7 20.50% NA. NA.

CC-C005 chr5 60768718 C T ZSWIM6 EX2 missense NM_020928.1 NP_065979.1 c.887C>T p.S296L | p.Ser296Leu TT.AG + 57688 84 0 0% 17 13 43.30% NA. NA.

CC-C005 chr5 60768726 C G ZSWIM6 EX2 missense NM_020928.1 NP_065979.1 c.895C>G p.L299V | p.Leu299Val CT.TC + 57688 78 0 0% 22 9 29% NA. NA.

CC-C005 chr5 79033301 G A CMYA5 EX2 missense NM_153610.3 NP_705838.3 c.8713G>A p.D2905N | p.Asp2905Asn CT.AT + 202333 73 0 0% 13 42 76.30% NA. NA.

CC-C005 chr5 157078834 G C SOX30 EX1 missense NM_178424.1 NP_848511.1 c.253C>G p.Q85E | p.Gln85Glu CT.AG - 11063 65 0 0% 32 13 28.80% NA. NA.

CC-C005 chr6 26197223 G A HIST1H3D EX2E nonsense NM_003530.3 NP_003521.2 c.256C>T p.Q86* | p.Gln86* CT.AA - 8351 65 0 0% 57 11 16.10% NA. NA.

CC-C005 chr6 30917014 C T DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.773C>T p.S258L | p.Ser258Leu CT.AG + 135656 91 0 0% 54 29 34.90% NA. NA.

CC-C005 chr7 6150789 G A USP42 EX2 missense NM_032172.2 NP_115548.1 c.25G>A p.E9K | p.Glu9Lys CT.AA + 84132 79 0 0% 44 20 31.20% NA. NA.

CC-C005 chr7 36396534 C T KIAA0895 EX3 missense NM_001100425.1 NP_001093895.1 c.844G>A p.A282T | p.Ala282Thr TG.GT - 23366 102 0 0% 51 28 35.40% NA. NA.

CC-C005 chr7 40134163 C T CDK13 EX14E nonsense NM_003718.4 NP_003709.3 c.4123C>T p.Q1375* | p.Gln1375* TT.AG + 8621 117 0 0% 73 55 42.90% NA. NA.

CC-C005 chr7 121680915 C T PTPRZ1 EX21 missense NM_002851.2 NP_002842.2 c.5683C>T p.H1895Y | p.His1895Tyr AT.AC + 5803 48 0 0% 37 23 38.30% NA. NA.

CC-C005 chr7 122759191 C T SLC13A1 EX13 missense NM_022444.3 NP_071889.2 c.1456G>A p.E486K | p.Glu486Lys CT.AG - 6561 59 0 0% 43 31 41.80% NA. NA.

CC-C005 chr7 130007811 G A CPA5 EX13 missense NM_001127441.1 NP_001120913.1 c.1103G>A p.G368D | p.Gly368Asp TG.CA + 93979 107 0 0% 53 31 36.90% NA. NA.

CC-C005 chr7 138522877 G A KIAA1549 EX20E missense NM_001164665.1 NP_001158137.1 c.5627C>T p.S1876F | p.Ser1876Phe AA.AA - 57670 100 0 0% 56 42 42.80% MS somatic

CC-C005 chr7 150710456 G C NOS3 EX25 missense NM_000603.4 NP_000594.2 c.3244G>C p.D1082H | p.Asp1082His CT.AC + 4846 41 0 0% 24 9 27.20% NA. NA.

CC-C005 chr7 156976583 G A UBE3C EX9 missense NM_014671.2 NP_055486.2 c.1003G>A p.E335K | p.Glu335Lys CT.AG + 9690 53 0 0% 40 28 41.10% NA. NA.



CC-C005 chr8 2965261 C T CSMD1 EX45 missense NM_033225.5 NP_150094.5 c.6814G>A p.E2272K | p.Glu2272Lys CT.AG - 64478 72 0 0% 58 36 38.20% NA. NA.

CC-C005 chr8 108359216 G A ANGPT1 EX2 missense NM_001146.3 NP_001137.2 c.407C>T p.S136F | p.Ser136Phe GA.AG - 284 38 0 0% 23 17 42.50% NA. NA.

CC-C005 chr8 120612942 G C ENPP2 EX11 missense NM_006209.4 NP_006200.3 c.948C>G p.H316Q | p.His316Gln TT.TG - 5168 75 0 0% 52 29 35.80% NA. NA.

CC-C005 chr8 143310858 G C TSNARE1 EX13 missense NM_145003.3 NP_659440.2 c.1529C>G p.S510C | p.Ser510Cys CA.AG - 203062 126 0 0% 66 44 40% NA. NA.

CC-C005 chr8 144812360 G . FAM83H EX2 frameshift NM_198488.3 NP_940890.3c.388C[6>5] (std: c.388C[5] alt: c.393delC )p.D132Tfs*12 | p.Asp132Thrfs*12TC.GG - 286077 50 0 0% 26 23 46.90% NA. NA.

CC-C005 chr9 131020742 C T GOLGA2 EX21 missense NM_004486.4 NP_004477.3 c.2200G>A p.E734K | p.Glu734Lys TT.CC - 2801 66 1 1.40% 40 35 46.60% NA. NA.

CC-C005 chr9 131730824 C T NUP188 EX9 missense NM_015354.1 NP_056169.1 c.625C>T p.R209W | p.Arg209Trp TT.GG + 23511 89 1 1.10% 86 38 30.60% NA. NA.

CC-C005 chr9 139925284 C T FUT7 EX2E missense NM_004479.3 NP_004470.1 c.907G>A p.D303N | p.Asp303Asn GT.AC - 2529 47 0 0% 57 26 31.30% NA. NA.

CC-C005 chr10 122645434 G A WDR11 EX15 missense NM_018117.11 NP_060587.8 c.1957G>A p.E653K | p.Glu653Lys TT.AA + 55717 65 0 0% 41 24 36.90% NA. NA.

CC-C005 chr10 122646325 G A WDR11 EX16 missense NM_018117.11 NP_060587.8 c.2098G>A p.D700N | p.Asp700Asn AA.AC + 55717 87 1 1.10% 59 28 32.10% NA. NA.

CC-C005 chr10 127686009 C G FANK1 EX6 missense NM_145235.3 NP_660278.3 c.494C>G p.S165C | p.Ser165Cys TT.TA + 92565 97 0 0% 44 33 42.80% NA. NA.

CC-C005 chr11 17190699 G C PIK3C2A EX1 nonsense NM_002645.2 NP_002636.2 c.590C>G p.S197* | p.Ser197* AT.AG - 5286 88 0 0% 45 9 16.60% NA. NA.

CC-C005 chr11 89916105 G A NAALAD2 EX18 missense NM_005467.3 NP_005458.1 c.1962G>A p.M654I | p.Met654Ile AT.AA + 10003 58 0 0% 38 18 32.10% NA. NA.

CC-C005 chr12 49221527 C T CACNB3 EX13E nonsense NM_001206917.1 NP_001193846.1 c.1261C>T p.Q421* | p.Gln421* AC.AG + 784 76 0 0% 58 32 35.50% NA. NA.

CC-C005 chr12 80199964 G A PPP1R12A EX13 missense NM_002480.2 NP_002471.1 c.1805C>T p.S602L | p.Ser602Leu CT.AG - 4659 51 0 0% 32 38 54.20% NA. NA.

CC-C005 chr12 122724463 C A VPS33A EX9 missense NM_022916.4 NP_075067.2 c.1126G>T p.V376L | p.Val376Leu CA.GG - 65082 93 1 1% 63 25 28.40% NA. NA.

CC-C005 chr13 79175873 C T POU4F1 EX2E missense NM_006237.3 NP_006228.3 c.937G>A p.E313K | p.Glu313Lys CT.GA - 5457 36 0 0% 20 31 60.70% NA. NA.

CC-C005 chr13 86368645 G C SLITRK6 EX2E missense NM_032229.2 NP_115605.2 c.1999C>G p.H667D | p.His667Asp AT.AG - 84189 72 0 0% 84 29 25.60% NA. NA.

CC-C005 chr13 95705387 C T ABCC4 EX27 missense NM_005845.3 NP_005836.2 c.3418G>A p.E1140K | p.Glu1140Lys CT.AT - 10257 85 0 0% 63 26 29.20% NA. NA.

CC-C005 chr14 23345051 C G LRP10 EX5 missense NM_014045.3 NP_054764.2 c.894C>G p.F298L | p.Phe298Leu TT.AA + 26020 75 0 0% 48 25 34.20% NA. NA.

CC-C005 chr14 35182647 C T CFL2 EX2 missense NM_138638.4 NP_619579.1 c.124G>A p.D42N | p.Asp42Asn AT.GC - 1073 101 0 0% 41 43 51.10% NA. NA.

CC-C005 chr15 101114303 G C LINS EX5 missense NM_001040616.2 NP_001035706.1 c.775C>G p.L259V | p.Leu259Val GA.AA - 55180 78 0 0% 62 30 32.60% NA. NA.

CC-C005 chr16 18809334 G A ARL6IP1 EX3 missense NM_015161.1 NP_055976.1 c.203C>T p.S68F | p.Ser68Phe CG.AC - 23204 94 1 1% 85 13 13.20% NA. NA.

CC-C005 chr16 20563606 G T ACSM2B EX7 missense NM_182617.3 NP_872423.3 c.754C>A p.Q252K | p.Gln252Lys TT.CA - 348158 78 0 0% 40 18 31% NA. NA.

CC-C005 chr16 50813858 C G CYLD EX10 nonsense NM_015247.2 NP_056062.1 c.1421C>G p.S474* | p.Ser474* CT.AT + 1540 74 0 0% 94 13 12.10% NA. NA.

CC-C005 chr16 74517001 T G GLG1 EX10 missense NM_012201.5 NP_036333.2 c.1593A>C p.E531D | p.Glu531Asp TG.TC - 2734 86 0 0% 54 38 41.30% NA. NA.

CC-C005 chr16 81990344 G T PLCG2 EX32 missense NM_002661.3 NP_002652.2 c.3615G>T p.R1205S | p.Arg1205Ser AG.CG + 5336 65 0 0% 31 28 47.40% NA. NA.

CC-C005 chr17 4082277 G A ANKFY1 EX18 missense NM_001257999.1 NP_001244928.1 c.2599C>T p.H867Y | p.His867Tyr GT.AG - 51479 83 0 0% 18 42 70% NA. NA.

CC-C005 chr17 7250502 GG AC ACAP1 EX14 missense NM_014716.3 NP_055531.1c.1284_1285delGGinsACp.E429Q | p.Glu429Gln CC.AG + 9744 50 0 0% 26 15 36.50% NA. NA.

CC-C005 chr17 27061146 G C NEK8 EX2 missense NM_178170.2 NP_835464.1 c.193G>C p.E65Q | p.Glu65Gln TT.AG + 284086 89 0 0% 48 34 41.40% NA. NA.

CC-C005 chr17 27061170 G A NEK8 EX2 missense NM_178170.2 NP_835464.1 c.217G>A p.D73N | p.Asp73Asn AA.AC + 284086 96 0 0% 56 35 38.40% NA. NA.

CC-C005 chr17 27065197 G T NEK8 EX8 nonsense NM_178170.2 NP_835464.1 c.1156G>T p.E386* | p.Glu386* TG.AG + 284086 52 0 0% 44 26 37.10% NA. NA.

CC-C005 chr17 31324525 C T SPACA3 EX4 nonsense NM_173847.3 NP_776246.1 c.565C>T p.Q189* | p.Gln189* CT.AG + 124912 70 0 0% 43 28 39.40% NA. NA.

CC-C005 chr17 38172062 G C CSF3 EX2 missense NM_000759.3 NP_000750.1 c.159G>C p.K53N | p.Lys53Asn AA.AT + 1440 95 0 0% 65 40 38% NA. NA.

CC-C005 chr17 40939903 C G WNK4 EX8 missense NM_032387.4 NP_115763.2 c.1849C>G p.L617V | p.Leu617Val AT.TC + 65266 54 1 1.80% 26 27 50.90% NA. NA.

CC-C005 chr17 59958509 G A INTS2 EX17 missense NM_020748.2 NP_065799.1 c.2137C>T p.L713F | p.Leu713Phe GA.AC - 57508 57 1 1.70% 61 24 28.20% NA. NA.

CC-C005 chr17 74004370 G A EVPL EX22E missense NM_001988.2 NP_001979.2 c.4916C>T p.S1639L | p.Ser1639Leu GC.AG - 2125 48 0 0% 43 12 21.80% NA. NA.

CC-C005 chr18 12264360 G C CIDEA EX3 missense NM_001279.3 NP_001270.1 c.238G>C p.D80H | p.Asp80His AA.AT + 1149 58 0 0% 25 25 50% NA. NA.

CC-C005 chr19 45024538 G A CEACAM20 EX5 missense NM_001102597.1 NP_001096067.1 c.1000C>T p.R334W | p.Arg334Trp CC.GG - 125931 63 1 1.50% 36 26 41.90% NA. NA.

CC-C005 chr19 58048610 G A ZNF549 EX4E missense NM_001199295.1 NP_001186224.1 c.238G>A p.E80K | p.Glu80Lys CT.AG + 256051 60 0 0% 36 15 29.40% NA. NA.

CC-C005 chr20 3245170 C G C20orf194 EX31 missense NM_001009984.2 NP_001009984.1 c.2787G>C p.R929S | p.Arg929Ser TT.CT - 25943 79 0 0% 53 32 37.60% NA. NA.

CC-C005 chr20 61440960 C T OGFR EX4 nonsense NM_007346.2 NP_031372.2 c.343C>T p.Q115* | p.Gln115* TT.AG + 11054 77 0 0% 37 21 36.20% NA. NA.

CC-C005 chr22 22843369 C G ZNF280B EX4E missense NM_080764.2 NP_542942.1 c.355G>C p.E119Q | p.Glu119Gln CT.AA - 140883 94 0 0% 65 43 39.80% NA. NA.

CC-C005 chr22 33700420 C T LARGE EX13 missense NM_004737.4 NP_004728.1 c.1525G>A p.E509K | p.Glu509Lys CT.GG - 9215 74 0 0% 18 17 48.50% NA. NA.

CC-C005 chr22 41543930 C T EP300 EX12 nonsense NM_001429.3 NP_001420.2 c.2221C>T p.Q741* | p.Gln741* CT.AA + 2033 58 0 0% 31 24 43.60% MS somatic

CC-C005 chr22 42072831 C T LOC100506562 EX1E missense XM_003118818.3 XP_003118866.1 c.299G>A p.R100K | p.Arg100Lys TT.TT - 100506562 75 0 0% 43 35 44.80% NA. NA.

CC-C005 chrX 16669143 A T S100G EX2 missense NM_004057.2 NP_004048.1 c.14A>T p.K5M | p.Lys5Met AA.GT + 795 100 0 0% 75 31 29.20% NA. NA.

CC-C005 chrX 21875008 A T YY2 EX1E missense NM_206923.3 NP_996806.2 c.406A>T p.S136C | p.Ser136Cys AG.gc + 404281 91 0 0% 82 26 24% NA. NA.

CC-C005 chrX 41586875 C G GPR82 EX3E missense NM_080817.4 NP_543007.1 c.596C>G p.S199C | p.Ser199Cys CT.TC + 27197 85 0 0% 97 17 14.90% NA. NA.

CC-C005 chrX 49075804 G C CACNA1F EX21 missense NM_005183.2 NP_005174.2 c.2682C>G p.I894M | p.Ile894Met CG.AT - 778 64 0 0% 80 25 23.80% NA. NA.

CC-C005 chrX 54950909 G A TRO EX4 missense NM_001039705.2 NP_001034794.1 c.1262G>A p.R421K | p.Arg421Lys GA.AA + 7216 85 0 0% 77 33 30% NA. NA.

CC-C005 chrX 89177434 G A TGIF2LX EX2E missense NM_138960.3 NP_620410.3 c.350G>A p.R117K | p.Arg117Lys TA.AA + 90316 109 0 0% 87 41 32% NA. NA.

CC-C005 chrX 151997746 C A CETN2 EX3 missense NM_004344.1 NP_004335.1 c.238G>T p.G80W | p.Gly80Trp CC.TT - 1069 127 0 0% 111 36 24.40% NA. NA.

CC-C006 chr1 2422706 C T PLCH2 EX11 missense NM_014638.2 NP_055453.2 c.1591C>T p.R531W | p.Arg531Trp TT.GG + 9651 69 0 0% 24 20 45.40% NA. NA.

CC-C006 chr1 9034451 T C CA6 EX8E missense NM_001270500.1 NP_001257429.1 c.890T>C p.V297A | p.Val297Ala AG.AC + 765 61 0 0% 44 35 44.30% NA. NA.

CC-C006 chr1 155254986 C T HCN3 EX5 missense NM_020897.2 NP_065948.1 c.1120C>T p.H374Y | p.His374Tyr TC.AC + 57657 56 0 0% 64 13 16.80% NA. NA.

CC-C006 chr1 205897132 C T SLC26A9 EX9 missense NM_134325.2 NP_599152.2 c.999G>A p.M333I | p.Met333Ile AT.AT - 115019 75 0 0% 31 57 64.70% NA. NA.

CC-C006 chr1 228481101 G A OBSCN EX41 missense NM_052843.3 NP_443075.3 c.10915G>A p.E3639K | p.Glu3639Lys CA.AA + 84033 60 0 0% 28 57 67% MS somatic

CC-C006 chr1 248458331 G A OR2T12 EX1E missense NM_001004692.1 NP_001004692.1 c.550C>T p.R184C | p.Arg184Cys AC.CA - 127064 74 1 1.30% 63 32 33.60% NA. NA.

CC-C006 chr2 48914997 G A LHCGR EX11E missense NM_000233.3 NP_000224.2 c.1939C>T p.R647W | p.Arg647Trp CC.AC - 3973 78 0 0% 36 31 46.20% NA. NA.

CC-C006 chr2 201437031 A C SGOL2 EX7 missense NM_152524.5 NP_689737.4 c.1962A>C p.K654N | p.Lys654Asn AA.GA + 151246 109 0 0% 73 41 35.90% NA. NA.

CC-C006 chr2 219537616 C T STK36 EX2 nonsense NM_015690.4 NP_056505.2 c.64C>T p.R22* | p.Arg22* GT.GA + 27148 100 0 0% 71 11 13.40% NA. NA.

CC-C006 chr3 17131375 G A PLCL2 EX5E missense NM_001144382.1 NP_001137854.1 c.3355G>A p.E1119K | p.Glu1119Lys CC.AA + 23228 107 0 0% 27 73 73% NA. NA.

CC-C006 chr3 45988034 G A CXCR6 EX2E missense NM_006564.1 NP_006555.1 c.61G>A p.E21K | p.Glu21Lys AG.AG + 10663 59 1 1.60% 13 30 69.70% NA. NA.

CC-C006 chr3 121200503 G A POLQ EX19 nonsense NM_199420.3 NP_955452.3 c.6127C>T p.R2043* | p.Arg2043* TC.CC - 10721 53 0 0% 96 25 20.60% NA. NA.

CC-C006 chr4 38698710 A C KLF3 EX6E missense NM_016531.5 NP_057615.3 c.864A>C p.K288N | p.Lys288Asn AA.CC + 51274 89 1 1.10% 40 11 21.50% NA. NA.

CC-C006 chr4 123156137 G A KIAA1109 EX25 missense NM_015312.3 NP_056127.2 c.3533G>A p.G1178E | p.Gly1178Glu TG.AG + 84162 88 0 0% 56 26 31.70% NA. NA.

CC-C006 chr5 58284413 A G PDE4D EX13 missense NM_001165899.1 NP_001159371.1 c.1276T>C p.F426L | p.Phe426Leu AA.CA - 5144 75 0 0% 48 35 42.10% NA. NA.

CC-C006 chr5 89814985 G A LYSMD3 EX3E missense NM_198273.1 NP_938014.1 c.572C>T p.A191V | p.Ala191Val GT.CT - 116068 80 0 0% 65 16 19.70% NA. NA.

CC-C006 chr6 36689595 C T RAB44 EX9 missense NM_001257357.1 NP_001244286.1 c.1684C>T p.R562W | p.Arg562Trp AG.GG + 401258 74 0 0% 38 18 32.10% NA. NA.

CC-C006 chr7 21907503 C T DNAH11 EX72 missense NM_003777.3 NP_003768.2 c.11738C>T p.A3913V | p.Ala3913Val TG.GA + 8701 90 0 0% 72 12 14.20% NA. NA.

CC-C006 chr7 53103789 C T POM121L12 EX1E missense NM_182595.3 NP_872401.3 c.425C>T p.A142V | p.Ala142Val CG.GC + 285877 47 0 0% 24 13 35.10% NA. NA.

CC-C006 chr7 63679962 G A ZNF735 EX4E missense NM_001159524.1 NP_001152996.1 c.533G>A p.R178K | p.Arg178Lys AA.AT + 730291 81 0 0% 36 27 42.80% NA. NA.

CC-C006 chr9 138662230 G A KCNT1 EX17 missense NM_020822.2 NP_065873.2 c.1706G>A p.S569N | p.Ser569Asn CA.CA + 57582 102 0 0% 28 50 64.10% NA. NA.

CC-C006 chr10 38241332GTGTGTTTTCTCTGATGTTTA. ZNF25 EX6E cds-del NM_145011.2 NP_659448.1c.1074_1094delTAAACATCAGAGAAAACACACp.K359_T365del | p.Lys359_Thr365delCT.GT - 219749 50 0 0% 102 32 23.80% NA. NA.

CC-C006 chr12 50501572 C T GPD1 EX6 missense NM_005276.3 NP_005267.2 c.835C>T p.R279C | p.Arg279Cys CG.GT + 2819 70 2 2.70% 44 28 38.80% NA. NA.

CC-C006 chr12 133780971 C G ZNF268 EX6E missense NM_003415.2 NP_003406.1 c.2699C>G p.T900S | p.Thr900Ser AA.CT + 10795 88 0 0% 59 41 41% NA. NA.

CC-C006 chr13 109793695 C T MYO16 EX32 missense NM_001198950.1 NP_001185879.1 c.5135C>T p.A1712V | p.Ala1712Val CG.GG + 23026 48 0 0% 30 18 37.50% NA. NA.

CC-C006 chr15 50212451 C A ATP8B4 EX18 missense NM_024837.2 NP_079113.2 c.1915G>T p.D639Y | p.Asp639Tyr AT.TC - 79895 101 0 0% 50 35 41.10% NA. NA.

CC-C006 chr16 29814873 G A KIF22 EX10 missense NM_007317.2 NP_015556.1 c.1553G>A p.R518H | p.Arg518His TC.CA + 3835 97 0 0% 36 23 38.90% NA. NA.

CC-C006 chr16 30490482 G A ITGAL EX5 missense NM_002209.2 NP_002200.2 c.398G>A p.R133H | p.Arg133His CC.CC + 3683 56 1 1.70% 31 16 34% NA. NA.

CC-C006 chr16 50640689 C A LOC100996329 EX2E missense XM_003846276.1 XP_003846324.1 c.341G>T p.R114I | p.Arg114Ile TT.TC - 100996329 109 0 0% 44 26 37.10% NA. NA.

CC-C006 chr16 84075747 G A SLC38A8 EX1 missense NM_001080442.1 NP_001073911.1 c.16C>T p.P6S | p.Pro6Ser TG.GG - 146167 70 0 0% 29 15 34% NA. NA.

CC-C006 chr19 814495 C T LPPR3 EX6 missense NM_024888.2 NP_079164.1 c.854G>A p.R285H | p.Arg285His TG.GG - 79948 47 0 0% 19 16 45.70% NA. NA.

CC-C006 chr19 10602314 C T KEAP1 EX3 missense NM_203500.1 NP_987096.1 c.1264G>A p.D422N | p.Asp422Asn AT.GA - 9817 59 0 0% 30 22 42.30% NA. NA.

CC-C006 chr19 35557162 G A HPN EX13E missense NM_182983.2 NP_892028.1 c.1225G>A p.E409K | p.Glu409Lys CC.AA + 3249 47 0 0% 24 18 42.80% NA. NA.

CC-C006 chr19 51840611 T A VSIG10L EX7 missense NM_001163922.1 NP_001157394.1 c.2186A>T p.Q729L | p.Gln729Leu CC.GA - 147645 28 0 0% 7 16 69.50% NA. NA.

CC-C006 chr22 40015376 G A CACNA1I EX4 missense NM_021096.3 NP_066919.2 c.544G>A p.V182I | p.Val182Ile GC.TC + 8911 90 0 0% 48 24 33.30% NA. NA.

CC-C006 chrX 30269077 G A MAGEB1 EX4E missense NM_002363.4 NP_002354.2 c.467G>A p.R156H | p.Arg156His CC.CT + 4112 61 0 0% 22 15 40.50% NA. NA.

CC-C006 chrX 76937290 G C ATRX EX9 nonsense NM_000489.3 NP_000480.2 c.3458C>G p.S1153* | p.Ser1153* AT.AG - 546 91 0 0% 43 28 39.40% NA. NA.

CC-C006 chrX 106070424 G C TBC1D8B EX7 missense NM_017752.2 NP_060222.2 c.1060G>C p.D354H | p.Asp354His AT.AT + 54885 62 0 0% 67 14 17.20% NA. NA.

CC-C007 chr1 29010227 T G GMEB1 EX2 missense NM_024482.2 NP_077808.1 c.103T>G p.L35V | p.Leu35Val TT.TG + 10691 78 0 0% 42 12 22.20% NA. NA.

CC-C007 chr1 67101642 G A SGIP1 EX4 missense NM_032291.2 NP_115667.2 c.115G>A p.E39K | p.Glu39Lys AC.AA + 84251 82 0 0% 74 41 35.60% NA. NA.

CC-C007 chr1 75740706 C T SLC44A5 EX6 missense NM_152697.4 NP_689910.2 c.197G>A p.R66K | p.Arg66Lys TT.TG - 204962 65 0 0% 67 20 22.90% NA. NA.

CC-C007 chr1 154186397 C T C1orf43 EX4 missense NM_001098616.1 NP_001092086.1 c.312G>A p.M104I | p.Met104Ile TT.AT - 25912 84 0 0% 81 12 12.90% NA. NA.

CC-C007 chr1 160390208 C T VANGL2 EX5 missense NM_020335.2 NP_065068.1 c.808C>T p.R270C | p.Arg270Cys AG.GC + 57216 72 0 0% 67 19 22% NA. NA.

CC-C007 chr1 161130440 G T USP21 EX3 missense NM_001014443.2 NP_001014443.1 c.10G>T p.A4S | p.Ala4Ser AG.CC + 27005 59 0 0% 48 17 26.10% NA. NA.

CC-C007 chr1 172525042 G A SUCO EX4 missense NM_014283.3 NP_055098.1 c.322G>A p.V108M | p.Val108Met TG.TG + 51430 61 0 0% 51 21 29.10% NA. NA.

CC-C007 chr2 74751394 T C DQX1 EX4 missense NM_133637.2 NP_598376.2 c.472A>G p.T158A | p.Thr158Ala GG.CG - 165545 37 0 0% 50 16 24.20% NA. NA.

CC-C007 chr2 88387508 C T SMYD1 EX3 missense NM_198274.3 NP_938015.1 c.442C>T p.R148W | p.Arg148Trp TG.GG + 150572 57 0 0% 53 18 25.30% NA. NA.

CC-C007 chr2 131522130 G A FAM123C EX2E missense NM_152698.2 NP_689911.2 c.2485G>A p.A829T | p.Ala829Thr GT.CC + 205147 63 0 0% 40 13 24.50% NA. NA.

CC-C007 chr2 201726032 T A CLK1 EX3 nonsense NM_001162407.1 NP_001155879.1 c.445A>T p.R149* | p.Arg149* TC.AC - 1195 86 1 1.10% 76 22 22.40% NA. NA.

CC-C007 chr2 208477921 A G METTL21A EX4E missense NM_001127395.1 NP_001120867.1 c.506T>C p.I169T | p.Ile169Thr GA.TC - 151194 54 1 1.80% 60 17 22% NA. NA.

CC-C007 chr3 20169007 T A KAT2B EX11 missense NM_003884.4 NP_003875.3 c.1715T>A p.V572D | p.Val572Asp TG.CT + 8850 83 0 0% 49 11 18.30% NA. NA.

CC-C007 chr3 42242497 G A TRAK1 EX12 missense NM_001042646.2 NP_001036111.1 c.1378G>A p.D460N | p.Asp460Asn TC.AC + 22906 70 0 0% 28 20 41.60% NA. NA.

CC-C007 chr3 50382923 C A ZMYND10 EX1 nonsense NM_015896.2 NP_056980.2 c.88G>T p.E30* | p.Glu30* TT.GG - 51364 48 0 0% 22 9 29% NA. NA.

CC-C007 chr3 93813880 . T NSUN3 EX5 frameshift NM_022072.3 NP_071355.1c.625T[2>3] (std: c.626dupT alt: c.626_627insT )p.L209Ffs*9 | p.Leu209Phefs*9 TG.TT + 63899 50 0 0% 45 14 23.70% NA. NA.

CC-C007 chr3 142274802 C T ATR EX10 missense NM_001184.3 NP_001175.2 c.2258G>A p.C753Y | p.Cys753Tyr AA.AT - 545 72 0 0% 80 18 18.30% NA. NA.

CC-C007 chr3 189692432 G A LEPREL1 EX9 missense NM_001134418.1 NP_001127890.1 c.824C>T p.S275L | p.Ser275Leu CC.AG - 55214 60 0 0% 77 17 18% NA. NA.

CC-C007 chr3 190995924 G A UTS2D EX6 missense NM_198152.3 NP_937795.2 c.139C>T p.R47C | p.Arg47Cys AC.AT - 257313 89 0 0% 96 21 17.90% NA. NA.

CC-C007 chr3 196534769 G C PAK2 EX7 missense NM_002577.4 NP_002568.2 c.693G>C p.E231D | p.Glu231Asp GA.AT + 5062 84 0 0% 90 14 13.40% NA. NA.

CC-C007 chr4 57204647 A G AASDH EX15E missense NM_181806.2 NP_861522.2 c.3218T>C p.V1073A | p.Val1073Ala GG.CC - 132949 80 0 0% 75 23 23.40% NA. NA.

CC-C007 chr4 79291022 C T FRAS1 EX23 missense NM_025074.6 NP_079350.5 c.2753C>T p.S918L | p.Ser918Leu TT.AC + 80144 68 0 0% 58 24 29.20% NA. NA.

CC-C007 chr6 50712876 G T TFAP2D EX6 missense NM_172238.3 NP_758438.2 c.940G>T p.A314S | p.Ala314Ser CA.CC + 83741 75 1 1.30% 33 20 37.70% NA. NA.

CC-C007 chr6 88775967 G T SPACA1 EX7E missense NM_030960.2 NP_112222.1 c.799G>T p.V267L | p.Val267Leu CT.TG + 81833 55 1 1.70% 29 14 32.50% NA. NA.

CC-C007 chr7 64852923 A T ZNF92 EX2 nonsense NM_152626.2 NP_689839.1 c.112A>T p.R38* | p.Arg38* AC.GA + 168374 70 0 0% 119 31 20.60% NA. NA.

CC-C007 chr8 9623905 AC CA TNKS EX25 missense NM_003747.2 NP_003738.2c.3710_3711delACinsCAp.H1237P | p.His1237Pro AC.AA + 8658 50 0 0% 82 27 24.70% NA. NA.

CC-C007 chr8 30704169 C G TEX15 EX1 missense NM_031271.3 NP_112561.2 c.2365G>C p.A789P | p.Ala789Pro AG.TG - 56154 52 0 0% 76 15 16.40% NA. NA.

CC-C007 chr8 88218235 C T CNBD1 EX5 missense NM_173538.2 NP_775809.1 c.446C>T p.T149M | p.Thr149Met GA.GC + 168975 90 0 0% 70 28 28.50% NA. NA.

CC-C007 chr8 109094785 G A RSPO2 EX2 missense NM_178565.4 NP_848660.3 c.82C>T p.R28C | p.Arg28Cys GC.TC - 340419 54 0 0% 47 10 17.50% NA. NA.

CC-C007 chr8 113249421 G A CSMD3 EX67 missense NM_198123.1 NP_937756.1 c.10625C>T p.S3542L | p.Ser3542Leu CT.AA - 114788 81 0 0% 82 25 23.30% NA. NA.

CC-C007 chr9 130658543 C T ST6GALNAC6 EX3 missense NM_013443.3 NP_038471.2 c.95G>A p.R32Q | p.Arg32Gln TC.GG - 30815 69 0 0% 101 17 14.40% NA. NA.

CC-C007 chr10 11505303 C T USP6NL EX14E missense NM_001080491.2 NP_001073960.1 c.1675G>A p.G559R | p.Gly559Arg CC.GT - 9712 56 0 0% 28 19 40.40% NA. NA.

CC-C007 chr10 25464866 C T GPR158 EX1 missense NM_020752.2 NP_065803.2 c.517C>T p.R173W | p.Arg173Trp CC.GG + 57512 53 0 0% 42 11 20.70% NA. NA.

CC-C007 chr10 70412319 A G TET1 EX6 missense NM_030625.2 NP_085128.2 c.4429A>G p.K1477E | p.Lys1477Glu GG.AA + 80312 80 0 0% 46 24 34.20% Sanger somatic

CC-C007 chr10 96099594 G A NOC3L EX17 nonsense NM_022451.9 NP_071896.8 c.1864C>T p.R622* | p.Arg622* TC.CT - 64318 62 1 1.50% 25 14 35.80% NA. NA.

CC-C007 chr10 106074281 C T ITPRIP EX3E missense NM_033397.2 NP_203755.1 c.1529G>A p.R510Q | p.Arg510Gln TT.GC - 85450 66 0 0% 33 20 37.70% NA. NA.

CC-C007 chr11 56086487 G C OR8K3 EX1E missense NM_001005202.1 NP_001005202.1 c.705G>C p.K235N | p.Lys235Asn AA.GC + 219473 60 0 0% 57 12 17.30% NA. NA.

CC-C007 chr11 113712475 G A USP28 EX4 missense NM_020886.2 NP_065937.1 c.284C>T p.T95I | p.Thr95Ile GA.TA - 57646 86 1 1.10% 40 25 38.40% NA. NA.

CC-C007 chr12 7188316 G C C1R EX9E nonsense NM_001733.4 NP_001724.3 c.1638C>G p.Y546* | p.Tyr546* CG.TA - 715 67 1 1.40% 59 17 22.30% NA. NA.

CC-C007 chr12 48596438 A C OR10AD1 EX1E missense NM_001004134.1 NP_001004134.1 c.638T>G p.V213G | p.Val213Gly GC.CC - 121275 78 2 2.50% 91 28 23.50% NA. NA.

CC-C007 chr13 79918425TTTCCTTACATCCTGCTGAAG. RBM26 EX15 cds-del NM_022118.3 NP_071401.3c.2116_2136delCTTCAGCAGGATGTAAGGAAAp.L706_K712del | p.Leu706_Lys712delCT.TT - 64062 50 0 0% 129 28 17.80% NA. NA.

CC-C007 chr14 75022208 C A LTBP2 EX4 missense NM_000428.2 NP_000419.1 c.1019G>T p.W340L | p.Trp340Leu CC.AG - 4053 69 1 1.40% 59 21 26.20% NA. NA.

CC-C007 chr15 43508636 C T EPB42 EX2 missense NM_000119.2 NP_000110.2 c.116G>A p.S39N | p.Ser39Asn AG.TC - 2038 68 0 0% 50 13 20.60% NA. NA.

CC-C007 chr15 86198919 C A AKAP13 EX11 missense NM_006738.5 NP_006729.4 c.4646C>A p.S1549Y | p.Ser1549Tyr CT.TG + 11214 82 0 0% 76 47 38.20% NA. NA.

CC-C007 chr16 1257295 G A CACNA1H EX14 nonsense NM_021098.2 NP_066921.2 c.2928G>A p.W976* | p.Trp976* TG.AA + 8912 32 0 0% 60 20 25% NA. NA.

CC-C007 chr16 54972878 AC TT LOC100132339 EX3 missense XM_001719300.3 XP_001719352.3c.464_465delGTinsAAp.S155K | p.Ser155Lys GC.TG - 100132339 50 0 0% 69 12 14.80% NA. NA.

CC-C007 chr17 1268298 T C YWHAE EX2 missense NM_006761.4 NP_006752.1 c.119A>G p.E40G | p.Glu40Gly CT.CA - 7531 71 0 0% 58 17 22.60% NA. NA.

CC-C007 chr17 4788280 AT GG MINK1 EX6 missense NM_170663.4 NP_733763.1 c.491_492delATinsGGp.N164R | p.Asn164Arg GA.GC + 50488 50 0 0% 51 15 22.70% NA. NA.

CC-C007 chr17 35454086 TCCAA . ACACA EX58 frameshift NM_198839.1 NP_942136.1 c.6621_6625delTTGGAp.D2207Efs*30 | p.Asp2207Glufs*30TT.TC - 31 50 0 0% 126 37 22.60% NA. NA.

CC-C007 chr17 39967228 T A LEPREL4 EX3 missense NM_006455.2 NP_006446.1 c.674A>T p.E225V | p.Glu225Val CC.CC - 10609 39 0 0% 28 13 31.70% NA. NA.

CC-C007 chr17 42750842 C A C17orf104 EX7 missense NM_001145080.2 NP_001138552.2 c.2566C>A p.R856S | p.Arg856Ser CA.GT + 284071 69 0 0% 72 27 27.20% NA. NA.

CC-C007 chr17 67087404 C A ABCA6 IVS25 splice-3 NM_080284.2 NP_525023.2 c.3409-1G>T . GC.TA - 23460 80 0 0% 45 14 23.70% NA. NA.

CC-C007 chr17 68171958 C T KCNJ2 EX2E missense NM_000891.2 NP_000882.1 c.778C>T p.R260C | p.Arg260Cys AT.GT + 3759 93 0 0% 65 25 27.70% NA. NA.

CC-C007 chr18 12427306 C T SLMO1 EX5 missense NM_001142405.1 NP_001135877.1 c.449C>T p.S150L | p.Ser150Leu AT.AT + 10650 116 0 0% 90 30 25% NA. NA.

CC-C007 chr19 8670696 T G ADAMTS10 IVS2 splice-3 NM_030957.2 NP_112219.2 c.-99-2A>C . CC.GG - 81794 45 0 0% 69 17 19.70% NA. NA.

CC-C007 chr19 12502278 G A ZNF799 EX4E nonsense NM_001080821.2 NP_001074290.1 c.934C>T p.Q312* | p.Gln312* CT.AC - 90576 80 0 0% 95 12 11.20% NA. NA.

CC-C007 chr19 17396610 T G ANKLE1 EX8 missense NM_152363.4 NP_689576.4 c.1657T>G p.C553G | p.Cys553Gly CG.GT + 126549 61 1 1.60% 57 19 25% NA. NA.

CC-C007 chr19 19681483 T G PBX4 EX3 missense NM_025245.2 NP_079521.1 c.353A>C p.N118T | p.Asn118Thr CA.TT - 80714 67 0 0% 78 15 16.10% NA. NA.

CC-C007 chr19 23927758 G T ZNF681 EX4E nonsense NM_138286.2 NP_612143.2 c.594C>A p.Y198* | p.Tyr198* TT.TA - 148213 55 0 0% 45 17 27.40% NA. NA.

CC-C007 chr19 49119167 C T RPL18 EX6 missense NM_000979.3 NP_000970.1 c.458G>A p.G153D | p.Gly153Asp TG.CG - 6141 72 0 0% 46 25 35.20% NA. NA.

CC-C007 chr20 17933344 C T SNX5 EX6 missense NM_152227.1 NP_689413.1 c.400G>A p.A134T | p.Ala134Thr AG.GA - 27131 76 0 0% 77 12 13.40% NA. NA.

CC-C007 chr20 23065569 C T CD93 EX1 missense NM_012072.3 NP_036204.2 c.1261G>A p.D421N | p.Asp421Asn GT.CT - 22918 50 0 0% 60 19 24% NA. NA.

CC-C007 chr21 46916419 G A COL18A1 EX29 missense NM_030582.3 NP_085059.2 c.3054G>A p.M1018I | p.Met1018Ile AT.CC + 80781 54 0 0% 37 16 30.10% NA. NA.

CC-C007 chr21 47705133 C T MCM3AP EX1 missense NM_003906.3 NP_003897.2 c.68G>A p.G23E | p.Gly23Glu TT.CT - 8888 81 0 0% 102 30 22.70% NA. NA.

CC-C007 chrX 9621640 CT GA TBL1X EX4 missense NM_005647.3 NP_005638.1 c.14_15delCTinsGA p.A5G | p.Ala5Gly CG.GG + 6907 50 0 0% 119 51 30% NA. NA.

CC-C007 chrX 17745234 T A NHS EX6 missense NM_198270.2 NP_938011.1 c.2945T>A p.V982D | p.Val982Asp TG.TG + 4810 71 0 0% 82 17 17.10% NA. NA.

CC-C007 chrX 41205501 AG GA DDX3X EX13 missense NM_001356.3 NP_001347.3c.1335_1336delAGinsGAp.V446M | p.Val446Met TT.TG + 1654 50 0 0% 135 38 21.90% NA. NA.

CC-C007 chrX 53655819 G A HUWE1 EX14 missense NM_031407.5 NP_113584.3 c.998C>T p.S333L | p.Ser333Leu TT.AT - 10075 85 0 0% 64 17 20.90% MS somatic

CC-C007 chrX 129822882 C A ENOX2 EX6 nonsense NM_182314.1 NP_872114.1 c.295G>T p.E99* | p.Glu99* CT.TT - 10495 88 0 0% 57 22 27.80% NA. NA.

CC-C007 chrX 139038627 T A CXorf66 EX3E nonsense NM_001013403.2 NP_001013421.1 c.514A>T p.K172* | p.Lys172* TT.TT - 347487 94 0 0% 55 20 26.60% NA. NA.

CC-C007 chrX 154305448 G A BRCC3 EX4 missense NM_024332.3 NP_077308.1 c.199G>A p.D67N | p.Asp67Asn TT.AT + 79184 77 0 0% 59 17 22.30% NA. NA.

CC-H001 chr1 15671621 G C FHAD1 EX16 missense NM_052929.1 NP_443161.1 c.2107G>C p.E703Q | p.Glu703Gln AAAxAGA + 114827 74 0 0% 61 10 14% NA. NA.

CC-H001 chr1 16456840 C T EPHA2 EX15 missense NM_004431.3 NP_004422.2 c.2550G>A p.M850I | p.Met850Ile CATxATG - 1969 167 0 0% 138 27 16.30% NA. NA.

CC-H001 chr1 23779239 G C ASAP3 EX4 missense NM_017707.3 NP_060177.2 c.374C>G p.S125C | p.Ser125Cys AAAxAGA - 55616 47 0 0% 32 5 13.50% NA. NA.

CC-H001 chr1 25810696 C G TMEM57 EX7 missense NM_018202.4 NP_060672.2 c.1244C>G p.S415W | p.Ser415Trp TTTxGAG + 55219 53 0 0% 11 7 38.80% NA. NA.

CC-H001 chr1 31349989 C G SDC3 EX3 missense NM_014654.3 NP_055469.3 c.280G>C p.E94Q | p.Glu94Gln TCTxAAT - 9672 59 0 0% 55 9 14% NA. NA.

CC-H001 chr1 36298107 G A EIF2C4 EX11 missense NM_017629.3 NP_060099.2 c.1315G>A p.E439K | p.Glu439Lys ATTxAAA + 192670 225 0 0% 190 10 5% NA. NA.

CC-H001 chr1 42921609 G C ZMYND12 EX1 missense NM_032257.4 NP_115633.3 c.60C>G p.C20W | p.Cys20Trp TTCxCAC - 84217 93 0 0% 99 16 13.90% NA. NA.

CC-H001 chr1 43748712 C T C1orf210 EX3E missense NM_182517.2 NP_872323.1 c.86G>A p.R29Q | p.Arg29Gln GCCxGAG - 149466 126 0 0% 125 24 16.10% NA. NA.

CC-H001 chr1 66378927 G C PDE4B IVS1 splice-3 NM_001037341.1 NP_001032418.1 c.-70-1G>C . GTAxGTA + 5142 118 0 0% 73 11 13% NA. NA.

CC-H001 chr1 93101806 G A EVI5 EX12 nonsense NM_005665.4 NP_005656.4 c.1432C>T p.Q478* | p.Gln478* ACTxAGA - 7813 160 0 0% 126 21 14.20% NA. NA.

CC-H001 chr1 111893912 G A PIFO EX6E missense NM_181643.4 NP_857594.2 c.539G>A p.R180Q | p.Arg180Gln ATCxGAA + 128344 141 0 0% 138 12 8% NA. NA.

CC-H001 chr1 117560973 G A CD101 EX6 nonsense NM_004258.4 NP_004249.2 c.1808G>A p.W603* | p.Trp603* AATxGGG + 9398 212 0 0% 158 17 9.70% NA. NA.

CC-H001 chr1 153276387 G A PGLYRP3 EX4 missense NM_052891.1 NP_443123.1 c.475C>T p.L159F | p.Leu159Phe GAAxAAG - 114771 148 0 0% 116 25 17.70% NA. NA.

CC-H001 chr1 156703819 C T RRNAD1 EX6 missense NM_015997.3 NP_057081.3 c.655C>T p.R219C | p.Arg219Cys CCTxGTC + 51093 136 1 0.70% 130 20 13.30% NA. NA.

CC-H001 chr1 156845332 G C NTRK1 EX12 missense NM_002529.3 NP_002520.2 c.1375G>C p.E459Q | p.Glu459Gln CCAxAGG + 4914 147 0 0% 128 15 10.40% NA. NA.

CC-H001 chr1 158225874 C T CD1A EX3 nonsense NM_001763.2 NP_001754.2 c.406C>T p.Q136* | p.Gln136* TATxAAG + 909 74 0 0% 73 7 8.70% NA. NA.

CC-H001 chr1 158669934 G A OR6K2 EX1E missense NM_001005279.1 NP_001005279.1 c.509C>T p.S170L | p.Ser170Leu TTCxAAC - 81448 40 0 0% 40 11 21.50% NA. NA.



CC-H001 chr1 160265889 C G COPA EX22 missense NM_001098398.1 NP_001091868.1 c.2341G>C p.E781Q | p.Glu781Gln TCTxAGC - 1314 151 0 0% 144 9 5.80% NA. NA.

CC-H001 chr1 161022229 C A ARHGAP30 IVS8 splice-5 NM_001025598.1 NP_001020769.1 c.940+1G>T . TTAxCCC - 257106 149 0 0% 129 23 15.10% NA. NA.

CC-H001 chr1 166039862 G C FAM78B EX2E missense NM_001017961.3 NP_001017961.1 c.402C>G p.F134L | p.Phe134Leu GGAxAAC - 149297 199 0 0% 185 35 15.90% NA. NA.

CC-H001 chr1 176526157 G C PAPPA2 EX2 missense NM_020318.2 NP_064714.2 c.699G>C p.K233N | p.Lys233Asn AAAxAGT + 60676 104 0 0% 84 14 14.20% MS somatic

CC-H001 chr1 182499938 C G RGSL1 EX13 missense NM_001137669.1 NP_001131141.1 c.2257C>G p.Q753E | p.Gln753Glu TATxAAG + 353299 124 0 0% 127 17 11.80% NA. NA.

CC-H001 chr1 206225162 G A AVPR1B EX1 missense NM_000707.3 NP_000698.1 c.722G>A p.G241E | p.Gly241Glu GAGxAGG + 553 116 0 0% 134 19 12.40% NA. NA.

CC-H001 chr1 227083266 C T PSEN2 EX13E nonsense NM_000447.2 NP_000438.2 c.1333C>T p.Q445* | p.Gln445* CATxAGC + 5664 48 0 0% 54 9 14.20% NA. NA.

CC-H001 chr1 230907770 G C CAPN9 EX7 missense NM_006615.2 NP_006606.1 c.800G>C p.R267P | p.Arg267Pro TCCxAGG + 10753 110 0 0% 85 9 9.50% NA. NA.

CC-H001 chr1 247921335 G A OR1C1 EX1E missense NM_012353.2 NP_036485.2 c.374C>T p.A125V | p.Ala125Val ATCxCCA - 26188 122 0 0% 101 14 12.10% NA. NA.

CC-H001 chr2 10053353 C G TAF1B EX12 missense NM_005680.2 NP_005671.2 c.1246C>G p.Q416E | p.Gln416Glu AAAxAAA + 9014 222 0 0% 204 33 13.90% NA. NA.

CC-H001 chr2 68389717 G A PNO1 EX5 missense NM_020143.2 NP_064528.1 c.542G>A p.G181E | p.Gly181Glu TAGxAAG + 56902 183 0 0% 146 10 6.40% NA. NA.

CC-H001 chr2 120219428 C T SCTR EX7 missense NM_002980.2 NP_002971.2 c.785G>A p.G262E | p.Gly262Glu CATxCGA - 6344 48 0 0% 57 8 12.30% NA. NA.

CC-H001 chr2 152411543 C G NEB EX125 missense NM_001271208.1 NP_001258137.1 c.19330G>C p.E6444Q | p.Glu6444Gln ATTxTTC - 4703 172 0 0% 130 20 13.30% MS somatic

CC-H001 chr2 200298172 C A SATB2 EX4 nonsense NM_015265.3 NP_056080.1 c.235G>T p.E79* | p.Glu79* CTTxTCT - 23314 83 1 1.10% 65 13 16.60% NA. NA.

CC-H001 chr2 202358362 C G ALS2CR11 EX15 missense NM_001168221.1 NP_001161693.1 c.2702G>C p.R901T | p.Arg901Thr CTTxTCT - 151254 165 0 0% 103 21 16.90% NA. NA.

CC-H001 chr2 207007438 C T NDUFS1 EX11 missense NM_005006.6 NP_004997.4 c.1105G>A p.E369K | p.Glu369Lys CTTxAGT - 4719 63 0 0% 50 8 13.70% NA. NA.

CC-H001 chr2 225729652 G C DOCK10 EX12 missense NM_014689.2 NP_055504.2 c.1410C>G p.I470M | p.Ile470Met AGTxATG - 55619 138 0 0% 83 15 15.30% NA. NA.

CC-H001 chr3 47361226 G A KLHL18 EX2 missense NM_025010.4 NP_079286.2 c.213G>A p.M71I | p.Met71Ile CATxATG + 23276 119 0 0% 88 10 10.20% NA. NA.

CC-H001 chr3 48720415 C G NCKIPSD EX2 missense NM_016453.2 NP_057537.1 c.202G>C p.D68H | p.Asp68His GGTxAAT - 51517 123 0 0% 84 24 22.20% NA. NA.

CC-H001 chr3 52365264 G C DNAH1 EX7 missense NM_015512.4 NP_056327.4 c.972G>C p.E324D | p.Glu324Asp CGAxAAA + 25981 121 0 0% 103 20 16.20% NA. NA.

CC-H001 chr3 52417904 C G DNAH1 EX52 missense NM_015512.4 NP_056327.4 c.8179C>G p.L2727V | p.Leu2727Val CGTxTGA + 25981 107 0 0% 80 17 17.50% NA. NA.

CC-H001 chr3 52535240 C T STAB1 EX2 missense NM_015136.2 NP_055951.2 c.137C>T p.S46L | p.Ser46Leu CCTxGTG + 23166 98 0 0% 70 14 16.60% NA. NA.

CC-H001 chr3 108112934 C T MYH15 EX37 missense NM_014981.1 NP_055796.1 c.5263G>A p.E1755K | p.Glu1755Lys CCTxTTC - 22989 102 0 0% 100 29 22.40% NA. NA.

CC-H001 chr3 113503247 G C ATP6V1A EX4 missense NM_001690.3 NP_001681.2 c.388G>C p.D130H | p.Asp130His AGAxATA + 523 141 1 0.70% 137 15 9.80% NA. NA.

CC-H001 chr3 118867156 C G C3orf30 EX2 missense NM_152539.2 NP_689752.2 c.1528C>G p.L510V | p.Leu510Val ATTxTGC + 152405 106 0 0% 95 5 5% NA. NA.

CC-H001 chr3 122842941 C G PDIA5 EX9 missense NM_006810.3 NP_006801.1 c.638C>G p.S213C | p.Ser213Cys CCTxTGA + 10954 200 0 0% 194 28 12.60% NA. NA.

CC-H001 chr3 126236498 C T UROC1 EX1 missense NM_001165974.1 NP_001159446.1 c.65G>A p.R22H | p.Arg22His TGGxGTC - 131669 262 0 0% 257 40 13.40% NA. NA.

CC-H001 chr3 137483701 G C SOX14 EX1E missense NM_004189.3 NP_004180.1 c.75G>C p.K25N | p.Lys25Asn CAAxATG + 8403 229 0 0% 248 26 9.40% NA. NA.

CC-H001 chr3 150908620 C G MED12L EX13 missense NM_053002.4 NP_443728.3 c.1870C>G p.R624G | p.Arg624Gly TCTxGAG + 116931 102 0 0% 83 14 14.40% NA. NA.

CC-H001 chr3 154878233 G C MME EX17 missense NM_007289.2 NP_009220.2 c.1656G>C p.Q552H | p.Gln552His TCAxATA + 4311 131 0 0% 146 11 7% NA. NA.

CC-H001 chr3 184910279 C G EHHADH EX7E missense NM_001966.3 NP_001957.2 c.1907G>C p.G636A | p.Gly636Ala TCTxCCA - 1962 134 0 0% 170 13 7.10% NA. NA.

CC-H001 chr4 3231645 G A HTT EX60 missense NM_002111.6 NP_002102.4 c.8147G>A p.R2716H | p.Arg2716His AGCxCAA + 3064 119 0 0% 84 13 13.40% NA. NA.

CC-H001 chr4 7780519 G C AFAP1 EX14 missense NM_001134647.1 NP_001128119.1 c.1867C>G p.P623A | p.Pro623Ala CGGxATC - 60312 163 0 0% 115 13 10.10% NA. NA.

CC-H001 chr4 24542531 G A DHX15 EX9 missense NM_001358.2 NP_001349.2 c.1526C>T p.S509L | p.Ser509Leu ACTxATC - 1665 94 0 0% 84 12 12.50% NA. NA.

CC-H001 chr4 26483352 C G CCKAR EX5E missense NM_000730.2 NP_000721.1 c.1195G>C p.E399Q | p.Glu399Gln CCTxTCC - 886 117 0 0% 104 19 15.40% NA. NA.

CC-H001 chr4 39515730 G C UGDH EX3 missense NM_003359.3 NP_003350.1 c.237C>G p.I79M | p.Ile79Met TTTxATG - 7358 113 0 0% 63 12 16% NA. NA.

CC-H001 chr4 95199579 G C SMARCAD1 EX17 missense NM_001128430.1 NP_001121902.1 c.2089G>C p.A697P | p.Ala697Pro TCAxCAG + 56916 120 0 0% 60 13 17.80% NA. NA.

CC-H001 chr4 95200091 G A SMARCAD1 EX19 missense NM_001128430.1 NP_001121902.1 c.2314G>A p.E772K | p.Glu772Lys ACAxAAA + 56916 106 0 0% 60 21 25.90% NA. NA.

CC-H001 chr4 104579421 G A TACR3 EX2 missense NM_001059.2 NP_001050.1 c.688C>T p.R230C | p.Arg230Cys TACxGCC - 6870 151 0 0% 118 7 5.60% NA. NA.

CC-H001 chr4 151850075 T G LRBA EX3 missense NM_006726.4 NP_006717.2 c.359A>C p.K120T | p.Lys120Thr CTTxTCT - 987 68 0 0% 36 6 14.20% NA. NA.

CC-H001 chr4 153247289 G C FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1513C>G p.R505G | p.Arg505Gly AGCxGAC - 55294 112 1 0.80% 85 12 12.30% MS somatic

CC-H001 chr5 801269 C G ZDHHC11 EX12 missense NM_024786.2 NP_079062.1 c.1192G>C p.E398Q | p.Glu398Gln TTTxTTG - 79844 171 0 0% 148 15 9.20% NA. NA.

CC-H001 chr5 24511436 C A CDH10 EX6 missense NM_006727.3 NP_006718.2 c.1002G>T p.K334N | p.Lys334Asn CACxTTT - 1008 140 0 0% 116 15 11.40% NA. NA.

CC-H001 chr5 61658317 G C KIF2A EX12 missense NM_001098511.2 NP_001091981.1 c.1068G>C p.K356N | p.Lys356Asn TAAxAAG + 3796 313 1 0.30% 179 31 14.70% NA. NA.

CC-H001 chr5 71411600 C T MAP1B EX2 missense NM_005909.3 NP_005900.2 c.260C>T p.S87F | p.Ser87Phe ACTxTGC + 4131 165 0 0% 109 9 7.60% NA. NA.

CC-H001 chr5 89769913 C T MBLAC2 EX1 missense NM_203406.1 NP_981951.1 c.197G>A p.R66Q | p.Arg66Gln TCTxGGT - 153364 59 0 0% 52 5 8.70% NA. NA.

CC-H001 chr5 147807024 C G FBXO38 EX15 missense NM_205836.1 NP_995308.1 c.2167C>G p.Q723E | p.Gln723Glu TCTxAAA + 81545 39 0 0% 38 9 19.10% NA. NA.

CC-H001 chr5 151239552 G C GLRA1 EX4 missense NM_001146040.1 NP_001139512.1 c.270C>G p.I90M | p.Ile90Met GAAxATG - 2741 197 0 0% 153 13 7.80% NA. NA.

CC-H001 chr5 177035541 G A B4GALT7 EX4 missense NM_007255.2 NP_009186.1 c.641G>A p.C214Y | p.Cys214Tyr AGTxCAA + 11285 262 0 0% 185 43 18.80% NA. NA.

CC-H001 chr5 179150018 G A CANX EX11 missense NM_001746.3 NP_001737.1 c.1396G>A p.E466K | p.Glu466Lys GCTxAGG + 821 292 0 0% 232 51 18% NA. NA.

CC-H001 chr6 16327362 C T ATXN1 EX8 missense NM_000332.3 NP_000323.2 c.1180G>A p.D394N | p.Asp394Asn GGTxAGC - 6310 122 0 0% 104 16 13.30% NA. NA.

CC-H001 chr6 24445964 G A GPLD1 EX19 missense NM_001503.3 NP_001494.2 c.1916C>T p.S639F | p.Ser639Phe CCAxAAA - 2822 107 0 0% 61 11 15.20% NA. NA.

CC-H001 chr6 32159670 G A GPSM3 EX7 missense NM_022107.1 NP_071390.1 c.161C>T p.S54L | p.Ser54Leu GCCxAGC - 63940 98 0 0% 89 12 11.80% NA. NA.

CC-H001 chr6 32190326 G A NOTCH4 EX3 missense NM_004557.3 NP_004548.3 c.413C>T p.S138L | p.Ser138Leu CCCxAGG - 4855 38 1 2.50% 27 5 15.60% NA. NA.

CC-H001 chr6 51712657 A T PKHD1 EX50 missense NM_138694.3 NP_619639.3 c.8023T>A p.S2675T | p.Ser2675Thr AAGxCAG - 5314 80 0 0% 49 10 16.90% NA. NA.

CC-H001 chr6 88385614 G C AKIRIN2 EX4 missense NM_018064.3 NP_060534.1 c.565C>G p.Q189E | p.Gln189Glu TTTxATC - 55122 112 0 0% 86 6 6.50% NA. NA.

CC-H001 chr6 131490329 C G AKAP7 EX5 missense NM_016377.3 NP_057461.2 c.505C>G p.Q169E | p.Gln169Glu TTTxAAG + 9465 136 0 0% 77 14 15.30% NA. NA.

CC-H001 chr7 2985525 C G CARD11 EX4 missense NM_032415.4 NP_115791.3 c.286G>C p.E96Q | p.Glu96Gln ATTxTAG - 84433 225 0 0% 145 19 11.50% NA. NA.

CC-H001 chr7 6185162 G A USP42 EX10 missense NM_032172.2 NP_115548.1 c.1006G>A p.E336K | p.Glu336Lys CCTxAGT + 84132 188 0 0% 135 31 18.60% NA. NA.

CC-H001 chr7 15405775 G C AGMO EX11 missense NM_001004320.1 NP_001004320.1 c.1147C>G p.L383V | p.Leu383Val CCAxAAG - 392636 101 1 0.90% 54 11 16.90% NA. NA.

CC-H001 chr7 17378616 G C AHR EX10 missense NM_001621.4 NP_001612.1 c.1167G>C p.E389D | p.Glu389Asp TGAxGAA + 196 149 0 0% 90 15 14.20% NA. NA.

CC-H001 chr7 36489284 G A ANLN EX23 missense NM_018685.2 NP_061155.2 c.3089G>A p.G1030E | p.Gly1030Glu TAGxAAG + 54443 122 0 0% 87 13 13% NA. NA.

CC-H001 chr7 94049591 G A COL1A2 EX35 missense NM_000089.3 NP_000080.2 c.2126G>A p.G709E | p.Gly709Glu GGGxAAG + 1278 176 0 0% 167 14 7.70% Sanger somatic

CC-H001 chr7 99818584 G A PVRIG EX6E missense NM_024070.3 NP_076975.2 c.691G>A p.V231I | p.Val231Ile CACxTCC + 79037 175 0 0% 152 30 16.40% NA. NA.

CC-H001 chr7 127975934 G C RBM28 EX7 nonsense NM_018077.2 NP_060547.2 c.776C>G p.S259* | p.Ser259* TTTxATT - 55131 181 0 0% 143 21 12.80% NA. NA.

CC-H001 chr7 138437563 G C ATP6V0A4 EX11 missense NM_020632.2 NP_065683.2 c.836C>G p.S279C | p.Ser279Cys TGAxACT - 50617 128 0 0% 67 11 14.10% NA. NA.

CC-H001 chr7 138522707 C T KIAA1549 EX20E missense NM_001164665.1 NP_001158137.1 c.5797G>A p.E1933K | p.Glu1933Lys CCTxGCG - 57670 134 0 0% 80 21 20.70% MS somatic

CC-H001 chr7 138522827 C T KIAA1549 EX20E missense NM_001164665.1 NP_001158137.1 c.5677G>A p.A1893T | p.Ala1893Thr GAGxTGA - 57670 88 0 0% 57 17 22.90% MS somatic

CC-H001 chr7 139833418 C T JHDM1D EX3 missense NM_030647.1 NP_085150.1 c.319G>A p.E107K | p.Glu107Lys TTTxTGT - 80853 212 0 0% 146 29 16.50% NA. NA.

CC-H001 chr7 150741197 G T ABCB8 EX15 missense NM_007188.3 NP_009119.2 c.1905G>T p.E635D | p.Glu635Asp GGAxGCC + 11194 203 0 0% 140 28 16.60% NA. NA.

CC-H001 chr7 150779638 C G TMUB1 EX2 missense NM_031434.3 NP_113622.1 c.13G>C p.E5Q | p.Glu5Gln CTTxAAT - 83590 50 0 0% 31 6 16.20% NA. NA.

CC-H001 chr8 18258065 G C NAT2 EX2E missense NM_000015.2 NP_000006.2 c.552G>C p.K184N | p.Lys184Asn GAAxAAA + 10 115 0 0% 62 13 17.30% NA. NA.

CC-H001 chr8 25341682 G A CDCA2 EX10 missense NM_152562.2 NP_689775.2 c.1321G>A p.E441K | p.Glu441Lys CCTxAGC + 157313 115 0 0% 71 8 10.10% NA. NA.

CC-H001 chr8 61763863 G A CHD7 EX28 missense NM_017780.3 NP_060250.2 c.5650G>A p.E1884K | p.Glu1884Lys ATGxAAA + 55636 110 0 0% 83 20 19.40% NA. NA.

CC-H001 chr8 72966050 G C TRPA1 EX13 missense NM_007332.2 NP_015628.2 c.1582C>G p.Q528E | p.Gln528Glu TCTxAGT - 8989 138 0 0% 95 8 7.70% NA. NA.

CC-H001 chr8 144992628 C A PLEC EX32E missense NM_201380.2 NP_958782.1 c.11772G>T p.K3924N | p.Lys3924Asn CTTxTTC - 5339 280 0 0% 243 23 8.60% NA. NA.

CC-H001 chr8 145741439 C T RECQL4 EX5 missense NM_004260.3 NP_004251.3 c.1064G>A p.R355Q | p.Arg355Gln AGCxGTA - 9401 115 0 0% 86 22 20.30% NA. NA.

CC-H001 chr9 4662787 G A PPAPDC2 EX1E missense NM_203453.3 NP_982278.3 c.412G>A p.E138K | p.Glu138Lys CTGxAGA + 403313 179 0 0% 134 27 16.70% NA. NA.

CC-H001 chr9 94172383 C G NFIL3 EX2E missense NM_005384.2 NP_005375.2 c.634G>C p.E212Q | p.Glu212Gln TTTxAGG - 4783 121 0 0% 126 22 14.80% NA. NA.

CC-H001 chr9 95179620 G A OMD EX2 missense NM_005014.2 NP_005005.1 c.221C>T p.S74L | p.Ser74Leu GATxATG - 4958 76 0 0% 50 10 16.60% NA. NA.

CC-H001 chr9 99798947 G A CTSL2 EX5 missense NM_001333.3 NP_001324.2 c.479C>T p.S160L | p.Ser160Leu AGTxAGA - 1515 117 1 0.80% 97 21 17.70% NA. NA.

CC-H001 chr9 101533180 G C ANKS6 EX10 nonsense NM_173551.3 NP_775822.3 c.1970C>G p.S657* | p.Ser657* CCTxAGC - 203286 57 0 0% 37 8 17.70% NA. NA.

CC-H001 chr9 107568639 G T ABCA1 EX31 missense NM_005502.3 NP_005493.2 c.4347C>A p.F1449L | p.Phe1449Leu CTGxAAG - 19 208 0 0% 174 30 14.70% NA. NA.

CC-H001 chr9 125620204 C T RC3H2 EX13 missense NM_001100588.1 NP_001094058.1 c.2452G>A p.D818N | p.Asp818Asn CATxCGC - 54542 145 0 0% 138 22 13.70% NA. NA.

CC-H001 chr9 134165611 C A PPAPDC3 EX1 missense NM_032728.3 NP_116117.3 c.227C>A p.S76Y | p.Ser76Tyr CCTxCTT + 84814 138 0 0% 101 22 17.80% NA. NA.

CC-H001 chr9 136030664 G A GBGT1 EX6 missense NM_021996.4 NP_068836.2 c.260C>T p.A87V | p.Ala87Val GGCxCCA - 26301 167 0 0% 159 33 17.10% NA. NA.

CC-H001 chr9 136280020 G A REXO4 EX2 nonsense NM_020385.2 NP_065118.2 c.337C>T p.Q113* | p.Gln113* CTTxAGG - 57109 264 0 0% 235 25 9.60% NA. NA.

CC-H001 chr10 49654541 C T ARHGAP22 EX10E missense NM_001256024.1 NP_001242953.1 c.2038G>A p.E680K | p.Glu680Lys CCTxCCG - 58504 183 0 0% 144 35 19.50% NA. NA.

CC-H001 chr10 102894028 G A TLX1 EX2 missense NM_005521.3 NP_005512.1 c.665G>A p.R222H | p.Arg222His ACCxCCA + 3195 88 0 0% 72 14 16.20% NA. NA.

CC-H001 chr10 103347012 C T POLL EX2 missense NM_013274.3 NP_037406.1 c.106G>A p.E36K | p.Glu36Lys CTTxTTC - 27343 171 0 0% 144 18 11.10% NA. NA.

CC-H001 chr10 105927403 C G WDR96 EX22 missense NM_025145.5 NP_079421.5 c.2784G>C p.K928N | p.Lys928Asn CTTxTTT - 80217 143 0 0% 85 17 16.60% NA. NA.

CC-H001 chr10 106918741 T C SORCS3 EX11 missense NM_014978.1 NP_055793.1 c.1721T>C p.V574A | p.Val574Ala TTGxGGT + 22986 141 0 0% 120 17 12.40% NA. NA.

CC-H001 chr10 115534591 C G PLEKHS1 EX9 missense NM_182601.1 NP_872407.1 c.768C>G p.F256L | p.Phe256Leu TTTxAAA + 79949 117 0 0% 86 8 8.50% NA. NA.

CC-H001 chr10 134733617 A G TTC40 EX14 missense NM_001200049.2 NP_001186978.2 c.1676T>C p.V559A | p.Val559Ala TCCxCGC - 54777 127 1 0.70% 109 19 14.80% NA. NA.

CC-H001 chr11 6292373 G A CCKBR EX5E missense NM_176875.3 NP_795344.1 c.944G>A p.G315E | p.Gly315Glu CGGxATC + 887 58 0 0% 40 6 13% NA. NA.

CC-H001 chr11 9215205 C A DENND5A EX5 missense NM_015213.3 NP_056028.2 c.973G>T p.A325S | p.Ala325Ser CCGxCAC - 23258 73 0 0% 38 13 25.40% NA. NA.

CC-H001 chr11 18754784 C T PTPN5 EX11 missense NM_006906.1 NP_008837.1 c.1216G>A p.E406K | p.Glu406Lys CCTxGTT - 84867 138 0 0% 115 9 7.20% NA. NA.

CC-H001 chr11 43421561 C G TTC17 EX9 missense NM_018259.5 NP_060729.2 c.1182C>G p.I394M | p.Ile394Met TATxATT + 55761 97 0 0% 71 9 11.20% NA. NA.

CC-H001 chr11 57146216 G A PRG3 EX4 nonsense NM_006093.3 NP_006084.2 c.445C>T p.Q149* | p.Gln149* ACTxAAT - 10394 124 0 0% 81 18 18.10% NA. NA.

CC-H001 chr11 64812744 C G NAALADL1 EX18E stop-loss NM_005468.2 NP_005459.2 c.2222G>C p.*741Sfs*? | p.*741Serfs*? GGTxAGA - 10004 110 0 0% 96 14 12.70% NA. NA.

CC-H001 chr11 68131338 G C LRP5 EX4 missense NM_002335.2 NP_002326.2 c.810G>C p.K270N | p.Lys270Asn GAAxAGG + 4041 175 0 0% 122 11 8.20% NA. NA.

CC-H001 chr11 68552462 C T CPT1A EX10 missense NM_001031847.2 NP_001027017.1 c.984G>A p.M328I | p.Met328Ile TCTxATG - 1374 167 0 0% 128 22 14.60% NA. NA.

CC-H001 chr11 70049716 G T FADD EX1 nonsense NM_003824.3 NP_003815.1 c.151G>T p.E51* | p.Glu51* CTGxAGC + 8772 81 0 0% 93 6 6% NA. NA.

CC-H001 chr12 999652 G T WNK1 EX22 nonsense NM_213655.4 NP_998820.3 c.6238G>T p.E2080* | p.Glu2080* ACAxAAG + 65125 183 0 0% 120 20 14.20% NA. NA.

CC-H001 chr12 20782929 C T PDE3A EX6 missense NM_000921.4 NP_000912.3 c.1628C>T p.S543F | p.Ser543Phe TTTxTGC + 5139 148 1 0.60% 80 15 15.70% NA. NA.

CC-H001 chr12 32137279 G C KIAA1551 EX4 missense NM_018169.3 NP_060639.3 c.3390G>C p.K1130N | p.Lys1130Asn CAAxTTG + 55196 89 0 0% 70 6 7.80% NA. NA.

CC-H001 chr12 56554094 C G MYL6 EX5 missense NM_021019.4 NP_066299.2 c.417C>G p.I139M | p.Ile139Met TATxAAC + 4637 68 0 0% 71 15 17.40% NA. NA.

CC-H001 chr12 70149271 C G RAB3IP EX2 nonsense NM_175623.2 NP_783322.1 c.131C>G p.S44* | p.Ser44* AATxAGG + 117177 229 0 0% 177 13 6.80% NA. NA.

CC-H001 chr12 106853049 C G POLR3B EX22 missense NM_018082.5 NP_060552.4 c.2473C>G p.Q825E | p.Gln825Glu AAAxAAG + 55703 109 0 0% 45 11 19.60% NA. NA.

CC-H001 chr12 109526055 G A ALKBH2 EX4E missense NM_001145374.1 NP_001138846.1 c.742C>T p.R248W | p.Arg248Trp CCCxTGG - 121642 223 1 0.40% 169 35 17.10% NA. NA.

CC-H001 chr12 123488959 C G PITPNM2 EX7 missense NM_020845.2 NP_065896.1 c.1030G>C p.E344Q | p.Glu344Gln ACTxATC - 57605 50 0 0% 59 5 7.80% NA. NA.

CC-H001 chr12 123498448 G A PITPNM2 EX3 missense NM_020845.2 NP_065896.1 c.220C>T p.R74C | p.Arg74Cys AGCxGAA - 57605 88 0 0% 58 12 17.10% NA. NA.

CC-H001 chr13 27332980 G A GPR12 EX2E missense NM_005288.3 NP_005279.1 c.985C>T p.R329C | p.Arg329Cys AGCxCGC - 2835 157 0 0% 88 14 13.70% NA. NA.

CC-H001 chr13 30854242 C G KATNAL1 EX3 missense NM_032116.4 NP_115492.1 c.281G>C p.R94T | p.Arg94Thr TCTxTAA - 84056 135 1 0.70% 113 6 5% NA. NA.

CC-H001 chr13 103389834 C G CCDC168 EX4E missense NM_001146197.1 NP_001139669.1 c.13213G>C p.E4405Q | p.Glu4405Gln GCTxTTC - 643677 275 0 0% 260 28 9.70% NA. NA.

CC-H001 chr14 23240688 G C OXA1L EX10E missense NM_005015.3 NP_005006.3 c.1409G>C p.G470A | p.Gly470Ala CTGxAAA + 5018 217 0 0% 158 41 20.60% NA. NA.

CC-H001 chr14 51273464 G C NIN EX4 missense NM_020921.3 NP_065972.3 c.256C>G p.Q86E | p.Gln86Glu CTTxAAA - 51199 79 0 0% 93 9 8.80% MS somatic

CC-H001 chr14 60752382 C T PPM1A EX3 missense NM_177952.2 NP_808821.2 c.1094C>T p.P365L | p.Pro365Leu TTCxAAA + 5494 92 0 0% 79 8 9.10% NA. NA.

CC-H001 chr14 74040239 C T ACOT2 EX2 missense NM_006821.5 NP_006812.3 c.791C>T p.T264M | p.Thr264Met AGAxGCT + 10965 341 1 0.20% 318 49 13.30% NA. NA.

CC-H001 chr14 75265709 G A YLPM1 EX5 missense NM_019589.2 NP_062535.2 c.3709G>A p.D1237N | p.Asp1237Asn GATxATA + 56252 116 0 0% 118 11 8.50% NA. NA.

CC-H001 chr14 75537682 G A ZC2HC1C EX2 missense NM_024643.2 NP_078919.2 c.406G>A p.D136N | p.Asp136Asn GTGxACC + 79696 119 0 0% 110 12 9.80% NA. NA.

CC-H001 chr14 89068426 C T ZC3H14 EX11 nonsense NM_024824.4 NP_079100.2 c.1513C>T p.R505* | p.Arg505* ACAxGGT + 79882 162 0 0% 114 36 24% NA. NA.

CC-H001 chr14 93264296 G C GOLGA5 EX2 missense NM_005113.2 NP_005104.2 c.514G>C p.E172Q | p.Glu172Gln ATTxAAG + 9950 112 0 0% 87 8 8.40% NA. NA.

CC-H001 chr14 94413780 G T ASB2 EX7 missense NM_001202429.1 NP_001189358.1 c.967C>A p.L323M | p.Leu323Met GCAxAAA - 51676 222 1 0.40% 225 43 16% NA. NA.

CC-H001 chr14 105716793 C G BTBD6 EX5E missense NM_033271.2 NP_150374.2 c.1242C>G p.F414L | p.Phe414Leu CTTxCCG + 90135 126 0 0% 129 16 11% NA. NA.

CC-H001 chr15 34105754 G C RYR3 EX74 missense NM_001036.3 NP_001027.3 c.10476G>C p.R3492S | p.Arg3492Ser CAGxATG + 6263 79 0 0% 48 6 11.10% NA. NA.

CC-H001 chr15 34445233 G A KATNBL1 EX4 missense NM_024713.2 NP_078989.1 c.196C>T p.R66C | p.Arg66Cys TACxAAG - 79768 167 0 0% 104 13 11.10% NA. NA.

CC-H001 chr15 42622821 G C GANC EX15 missense NM_198141.2 NP_937784.2 c.1692G>C p.E564D | p.Glu564Asp GGAxAGA + 2595 76 0 0% 49 7 12.50% NA. NA.

CC-H001 chr15 43482584 C G CCNDBP1 EX6 missense NM_012142.4 NP_036274.3 c.490C>G p.Q164E | p.Gln164Glu CCTxAGA + 23582 131 0 0% 104 8 7.10% NA. NA.

CC-H001 chr15 52668704 G T MYO5A EX19 missense NM_000259.3 NP_000250.3 c.2260C>A p.Q754K | p.Gln754Lys CTTxACC - 4644 130 1 0.70% 76 18 19.10% NA. NA.

CC-H001 chr15 66613025 C G DIS3L EX9 missense NM_001143688.1 NP_001137160.1 c.1281C>G p.I427M | p.Ile427Met CATxCTG + 115752 94 0 0% 80 14 14.80% NA. NA.

CC-H001 chr15 66795439 C G RPL4 EX3 missense NM_000968.3 NP_000959.2 c.239G>C p.R80P | p.Arg80Pro CCTxGAA - 6124 77 0 0% 46 10 17.80% NA. NA.

CC-H001 chr15 66795454 C G RPL4 EX3 missense NM_000968.3 NP_000959.2 c.224G>C p.R75P | p.Arg75Pro ATTxGAG - 6124 78 0 0% 46 9 16.30% NA. NA.

CC-H001 chr15 71404542 C A CT62 EX3 missense NM_001102658.1 NP_001096128.1 c.80G>T p.R27I | p.Arg27Ile GTTxTGT - 196993 165 0 0% 106 18 14.50% NA. NA.

CC-H001 chr15 72643504 C G HEXA EX6 missense NM_000520.4 NP_000511.2 c.642G>C p.E214D | p.Glu214Asp GCTxTCA - 3073 119 0 0% 89 11 11% NA. NA.

CC-H001 chr15 101152569 C G ASB7 EX4 missense NM_198243.2 NP_937886.1 c.148C>G p.L50V | p.Leu50Val ACTxTGC + 140460 77 0 0% 93 17 15.40% NA. NA.

CC-H001 chr16 426601 C A TMEM8A EX5 nonsense NM_021259.2 NP_067082.2 c.847G>T p.E283* | p.Glu283* TCTxAGC - 58986 86 0 0% 83 12 12.60% NA. NA.

CC-H001 chr16 2580681 G C CEMP1 EX1E missense NM_001048212.3 NP_001041677.1 c.394C>G p.L132V | p.Leu132Val AAAxAGA - 752014 89 0 0% 69 16 18.80% NA. NA.

CC-H001 chr16 2580681 G C AMDHD2 EX11E missense NM_001145815.1 NP_001139287.1 c.1706G>C p.R569T | p.Arg569Thr AAAxAGA + 51005 89 0 0% 69 16 18.80% NA. NA.

CC-H001 chr16 2580860 G C CEMP1 EX1E missense NM_001048212.3 NP_001041677.1 c.215C>G p.S72C | p.Ser72Cys TGAxAGG - 752014 59 0 0% 45 7 13.40% NA. NA.

CC-H001 chr16 3274413 C G ZNF200 EX5E missense NM_003454.3 NP_003445.2 c.667G>C p.E223Q | p.Glu223Gln TCTxAAT - 7752 141 0 0% 114 11 8.80% NA. NA.

CC-H001 chr16 74761175 G C FA2H EX3 nonsense NM_024306.4 NP_077282.3 c.473C>G p.S158* | p.Ser158* TCTxAGT - 79152 107 0 0% 84 21 20% NA. NA.

CC-H001 chr16 83065699 T C CDH13 EX4 missense NM_001220488.1 NP_001207417.1 c.383T>C p.L128S | p.Leu128Ser GCTxAGT + 1012 160 1 0.60% 101 17 14.40% NA. NA.

CC-H001 chr16 90097779 G C GAS8 EX3 missense NM_001481.2 NP_001472.1 c.163G>C p.E55Q | p.Glu55Gln CTGxAGC + 2622 86 0 0% 75 10 11.70% NA. NA.

CC-H001 chr17 4645013 G T ZMYND15 EX3 missense NM_001267822.1 NP_001254751.1 c.729G>T p.W243C | p.Trp243Cys TTGxGCC + 84225 72 0 0% 50 8 13.70% NA. NA.

CC-H001 chr17 12893457 C T ARHGAP44 EX21E missense NM_014859.4 NP_055674.4 c.2426C>T p.S809L | p.Ser809Leu ACTxGGA + 9912 81 0 0% 43 7 14% NA. NA.

CC-H001 chr17 26084309 G A NOS2 EX27E missense NM_000625.4 NP_000616.3 c.3425C>T p.A1142V | p.Ala1142Val ACCxCCA - 4843 138 0 0% 145 23 13.60% NA. NA.

CC-H001 chr17 31343021 C G ASIC2 EX9 missense NM_001094.4 NP_001085.2 c.1405G>C p.E469Q | p.Glu469Gln CCTxTTT - 40 96 0 0% 65 9 12.10% NA. NA.

CC-H001 chr17 40486030 G C STAT3 EX9 missense NM_139276.2 NP_644805.1 c.835C>G p.Q279E | p.Gln279Glu GTTxACG - 6774 178 0 0% 123 28 18.50% MS somatic

CC-H001 chr17 55058563 C G SCPEP1 EX2 nonsense NM_021626.2 NP_067639.1 c.197C>G p.S66* | p.Ser66* TCTxAGA + 59342 159 0 0% 108 20 15.60% NA. NA.

CC-H001 chr17 57737827 C A CLTC EX7 missense NM_004859.3 NP_004850.1 c.1045C>A p.L349M | p.Leu349Met GCTxTGA + 1213 222 0 0% 157 31 16.40% NA. NA.

CC-H001 chr17 60088043 T C MED13 EX9 missense NM_005121.2 NP_005112.2 c.1835A>G p.N612S | p.Asn612Ser ATAxTGG - 9969 207 0 0% 102 30 22.70% MS somatic

CC-H001 chr17 71426720 G A SDK2 EX12 nonsense NM_001144952.1 NP_001138424.1 c.1513C>T p.Q505* | p.Gln505* TCTxATC - 54549 125 0 0% 102 16 13.50% NA. NA.

CC-H001 chr17 79966940 G A ASPSCR1 EX8 missense NM_001251888.1 NP_001238817.1 c.961G>A p.E321K | p.Glu321Lys CGGxAGC + 79058 91 0 0% 62 10 13.80% NA. NA.

CC-H001 chr18 196759 C T USP14 EX7 missense NM_005151.3 NP_005142.1 c.586C>T p.L196F | p.Leu196Phe TATxTTC + 9097 110 0 0% 75 12 13.70% NA. NA.

CC-H001 chr18 2922045 C T LPIN2 EX17 missense NM_014646.2 NP_055461.1 c.2327G>A p.R776K | p.Arg776Lys TACxTGT - 9663 54 0 0% 58 6 9.30% NA. NA.

CC-H001 chr18 5145643 C T C18orf42 EX2E missense NM_001145194.1 NP_001138666.1 c.128G>A p.R43H | p.Arg43His CTGxGCT - 642597 190 0 0% 110 24 17.90% NA. NA.

CC-H001 chr18 31326131 G A ASXL3 EX12E missense NM_030632.1 NP_085135.1 c.6319G>A p.E2107K | p.Glu2107Lys AATxAAA + 80816 54 0 0% 50 6 10.70% NA. NA.

CC-H001 chr18 44157716 C G LOXHD1 EX14 missense NM_144612.6 NP_653213.6 c.1924G>C p.E642Q | p.Glu642Gln CCTxTCT - 125336 78 0 0% 45 11 19.60% NA. NA.

CC-H001 chr18 47516836 G C MYO5B EX7 missense NM_001080467.2 NP_001073936.1 c.811C>G p.L271V | p.Leu271Val GAAxACC - 4645 103 0 0% 87 15 14.70% NA. NA.

CC-H001 chr18 61256038 G A SERPINB13 EX2 missense NM_012397.3 NP_036529.1 c.137G>A p.R46Q | p.Arg46Gln CCCxAGG + 5275 156 0 0% 129 8 5.80% NA. NA.

CC-H001 chr18 63489431 C T CDH7 EX5 missense NM_004361.2 NP_004352.2 c.740C>T p.S247L | p.Ser247Leu CATxAGT + 1005 123 0 0% 106 7 6.10% NA. NA.

CC-H001 chr18 72238435 C A CNDP1 EX7 missense NM_032649.5 NP_116038.4 c.771C>A p.D257E | p.Asp257Glu AGAxCAG + 84735 171 0 0% 119 21 15% NA. NA.

CC-H001 chr19 1119621 C A SBNO2 IVS12 splice-3 NM_014963.2 NP_055778.2 c.1268-1G>T . CACxTGT - 22904 100 0 0% 98 12 10.90% NA. NA.

CC-H001 chr19 1789040 G C ATP8B3 EX24 missense NM_138813.3 NP_620168.1 c.2925C>G p.F975L | p.Phe975Leu GCAxAAC - 148229 66 0 0% 41 7 14.50% NA. NA.

CC-H001 chr19 1792019 C T ATP8B3 EX19 missense NM_138813.3 NP_620168.1 c.2171G>A p.R724Q | p.Arg724Gln GCCxGGT - 148229 32 0 0% 21 7 25% NA. NA.

CC-H001 chr19 11286589 C G KANK2 EX6 missense NM_015493.6 NP_056308.3 c.1861G>C p.E621Q | p.Glu621Gln GCTxTGT - 25959 171 0 0% 145 34 18.90% NA. NA.

CC-H001 chr19 11287315 C G KANK2 EX5 missense NM_015493.6 NP_056308.3 c.1723G>C p.E575Q | p.Glu575Gln ATTxTCG - 25959 151 0 0% 110 12 9.80% NA. NA.

CC-H001 chr19 20736542 C G ZNF737 EX2 missense NM_001159293.1 NP_001152765.1 c.103G>C p.E35Q | p.Glu35Gln TCTxTAA - 100129842 98 0 0% 69 11 13.70% NA. NA.

CC-H001 chr19 37006020 T C ZNF260 EX4E missense NM_001012756.2 NP_001012774.1 c.121A>G p.N41D | p.Asn41Asp GGTxTTG - 339324 97 0 0% 54 27 33.30% NA. NA.

CC-H001 chr19 39019297 G C RYR1 EX75 missense NM_000540.2 NP_000531.2 c.10996G>C p.D3666H | p.Asp3666His GAAxACC + 6261 98 0 0% 92 9 8.90% MS somatic

CC-H001 chr19 41131848 G C LTBP4 EX30 missense NM_003573.2 NP_003564.2 c.4009G>C p.E1337Q | p.Glu1337Gln ACAxAGT + 8425 91 0 0% 79 9 10.20% NA. NA.

CC-H001 chr19 42181408 G A CEACAM7 EX4 missense NM_006890.3 NP_008821.1 c.730C>T p.P244S | p.Pro244Ser CAGxTGA - 1087 99 0 0% 97 11 10.10% NA. NA.

CC-H001 chr19 50093641 C T PRRG2 EX7E missense NM_000951.2 NP_000942.1 c.604C>T p.H202Y | p.His202Tyr CCTxACT + 5639 213 0 0% 173 38 18% NA. NA.

CC-H001 chr20 334187 C T NRSN2 EX4E missense NM_024958.2 NP_079234.1 c.523C>T p.R175C | p.Arg175Cys TTCxGCA + 80023 189 0 0% 157 14 8.10% NA. NA.

CC-H001 chr20 36627600 C G TTI1 EX6 missense NM_014657.1 NP_055472.1 c.2783G>C p.R928T | p.Arg928Thr GCTxTAA - 9675 180 0 0% 133 21 13.60% NA. NA.

CC-H001 chr20 47557750 G C ARFGEF2 EX2 missense NM_006420.2 NP_006411.2 c.136G>C p.E46Q | p.Glu46Gln GCAxAAA + 10564 95 0 0% 57 9 13.60% NA. NA.

CC-H001 chr22 19839397 C G C22orf29 EX3E missense NM_024627.5 NP_078903.3 c.388G>C p.E130Q | p.Glu130Gln GCTxAAA - 79680 147 1 0.60% 121 23 15.90% NA. NA.

CC-H001 chr22 41739457 G C ZC3H7B EX13 missense NM_017590.4 NP_060060.3 c.1336G>C p.E446Q | p.Glu446Gln CTTxAGC + 23264 153 0 0% 115 14 10.80% NA. NA.



CC-H001 chr22 41904042 C T ACO2 EX3 missense NM_001098.2 NP_001089.1 c.421C>T p.R141C | p.Arg141Cys CTGxGCC + 50 143 1 0.60% 116 28 19.40% NA. NA.

CC-H001 chr22 50356630 C T PIM3 EX6E missense NM_001001852.3 NP_001001852.2 c.836C>T p.S279L | p.Ser279Leu CCTxAGA + 415116 76 0 0% 71 9 11.20% NA. NA.

CC-H001 chrX 50052161 C T CCNB3 EX5 missense NM_033031.2 NP_149020.2 c.992C>T p.S331F | p.Ser331Phe TATxTGT + 85417 75 0 0% 39 6 13.30% NA. NA.

CC-H001 chrX 53674349 C G HUWE1 EX6 missense NM_031407.5 NP_113584.3 c.313G>C p.E105Q | p.Glu105Gln ACTxAAT - 10075 77 0 0% 51 11 17.70% MS somatic

CC-H001 chrX 83371281 C G RPS6KA6 EX12 missense NM_014496.4 NP_055311.1 c.964G>C p.E322Q | p.Glu322Gln CTTxAAC - 27330 196 0 0% 91 16 14.90% NA. NA.

CC-H001 chrX 111019689 G A TRPC5 EX11E missense NM_012471.2 NP_036603.1 c.2774C>T p.S925F | p.Ser925Phe AGAxAGC - 7224 105 0 0% 71 12 14.40% NA. NA.

CC-H001 chrX 111019705 G C TRPC5 EX11E missense NM_012471.2 NP_036603.1 c.2758C>G p.L920V | p.Leu920Val CTAxAGG - 7224 105 0 0% 65 15 18.70% NA. NA.

CC-H001 chr1 228430942 A +G OBSCN EX10 frameshift NM_052843.3 NP_443075.3c.2989G[4>5] (std: c.2992dupG alt: c.2992_2993insG )p.A998Gfs*85 | p.Ala998Glyfs*85CA.GG + 84033 196 0 0% 175 22 11.17% NA. NA.

CC-H001 chr2 63175873 C +TG EHBP1 EX13 frameshift NM_001142615.2 NP_001136087.1 c.1893_1894dupTGp.D632Vfs*19 | p.Asp632Valfs*19TC.TG + 23301 143 0 0% 130 20 13.33% NA. NA.

CC-H001 chr13 36888491 A -C SPG20 EX6 frameshift NM_001142294.1 NP_001135766.1c.1354G[2>1] (std: c.1354G[1] alt: c.1355delG )p.G452Vfs*28 | p.Gly452Valfs*28CA.CT - 23111 279 0 0% 205 29 12.39% NA. NA.

CC-H001 chr16 23646218 T -TG PALB2 EX4 frameshift NM_024675.3 NP_078951.2c.1643CA[3>2] (std: c.1643CA[2] alt: c.1647_1648delCA )p.H549Qfs*28 | p.His549Glnfs*28TT.TG - 79728 204 0 0% 113 23 16.91% NA. NA.

CC-H002 chr1 32256503 G A SPOCD1 EX16E missense NM_144569.4 NP_653170.3 c.3352C>T p.R1118C | p.Arg1118Cys GGCxCAA - 90853 156 0 0% 117 20 14.50% NA. NA.

CC-H002 chr1 157490296 C T FCRL5 EX12 missense NM_031281.2 NP_112571.2 c.2557G>A p.A853T | p.Ala853Thr CGGxGAC - 83416 34 0 0% 41 5 10.80% NA. NA.

CC-H002 chr2 86682223 C T KDM3A EX5 nonsense NM_018433.5 NP_060903.2 c.469C>T p.R157* | p.Arg157* CTTxGAC + 55818 111 0 0% 94 20 17.50% NA. NA.

CC-H002 chr2 178482051 C T TTC30A EX1E nonsense NM_152275.3 NP_689488.3 c.1379G>A p.W460* | p.Trp460* TTCxACA - 92104 153 0 0% 85 19 18.20% NA. NA.

CC-H002 chr2 179257208 A G OSBPL6 EX24 missense NM_001201480.1 NP_001188409.1 c.2591A>G p.D864G | p.Asp864Gly TAGxTCC + 114880 116 0 0% 115 17 12.80% NA. NA.

CC-H002 chr2 220251635 C G DNPEP EX3 missense NM_012100.2 NP_036232.2 c.198G>C p.W66C | p.Trp66Cys ATTxCAT - 23549 144 0 0% 132 24 15.30% NA. NA.

CC-H002 chr3 30732945 T C TGFBR2 EX8E missense NM_001024847.2 NP_001020018.1 c.1633T>C p.C545R | p.Cys545Arg GAGxGCT + 7048 64 0 0% 71 13 15.40% NA. NA.

CC-H002 chr3 43389177 C T SNRK EX7E missense NM_017719.4 NP_060189.3 c.1426C>T p.R476C | p.Arg476Cys AACxGCC + 54861 83 0 0% 94 16 14.50% NA. NA.

CC-H002 chr3 49455111 C G AMT EX9E missense NM_000481.3 NP_000472.2 c.1074G>C p.K358N | p.Lys358Asn ATTxTTC - 275 119 0 0% 99 16 13.90% NA. NA.

CC-H002 chr3 121409565 C G GOLGB1 EX14 missense NM_001256486.1 NP_001243415.1 c.8646G>C p.Q2882H | p.Gln2882His ACTxTGT - 2804 149 0 0% 158 21 11.70% NA. NA.

CC-H002 chr3 122646696 C T SEMA5B EX8 missense NM_001256347.1 NP_001243276.1 c.953G>A p.R318H | p.Arg318His CTGxGGT - 54437 102 1 0.90% 100 18 15.20% NA. NA.

CC-H002 chr4 41687760 C T LIMCH1 EX23 missense NM_014988.2 NP_055803.2 c.2849C>T p.T950M | p.Thr950Met CAAxGCA + 22998 78 0 0% 68 13 16% NA. NA.

CC-H002 chr5 140793206 G A PCDHGA10 EX1 missense NM_018913.2 NP_061736.1 c.464G>A p.R155H | p.Arg155His TGCxTTT + 56106 99 0 0% 109 14 11.30% NA. NA.

CC-H002 chr6 27368792 C G ZNF391 EX3E missense NM_001076781.1 NP_001070249.1 c.643C>G p.H215D | p.His215Asp ACTxATA + 346157 58 1 1.60% 51 11 17.70% NA. NA.

CC-H002 chr6 31726951 C A MSH5 EX16 missense NM_172165.3 NP_751897.1 c.1404C>A p.F468L | p.Phe468Leu CTTxATG + 4439 110 0 0% 80 25 23.80% NA. NA.

CC-H002 chr6 84862328 C T KIAA1009 EX23 missense NM_014895.2 NP_055710.2 c.3565G>A p.E1189K | p.Glu1189Lys TCTxTGA - 22832 148 0 0% 145 21 12.60% NA. NA.

CC-H002 chr7 149986642 G A ACTR3C EX4 missense NM_001164458.1 NP_001157930.1 c.194C>T p.P65L | p.Pro65Leu ATCxGGA - 653857 300 0 0% 253 32 11.20% NA. NA.

CC-H002 chr9 134019942 C T NUP214 EX12 missense NM_005085.2 NP_005076.3 c.1570C>T p.P524S | p.Pro524Ser GTTxCCC + 8021 84 1 1.10% 94 15 13.70% MS somatic

CC-H002 chr13 36700150 T G DCLK1 EX2 missense NM_004734.4 NP_004725.1 c.125A>C p.Y42S | p.Tyr42Ser CGGxAGA - 9201 117 0 0% 158 15 8.60% NA. NA.

CC-H002 chr15 41272564 C T INO80 EX36E missense NM_017553.1 NP_060023.1 c.4528G>A p.A1510T | p.Ala1510Thr AGGxGCT - 54617 78 0 0% 69 26 27.30% NA. NA.

CC-H002 chr16 15802699 C T MYH11 IVS41 splice-3 NM_001040113.1 NP_001035202.1 c.5808-1G>A . CCTxTGA - 4629 166 0 0% 108 22 16.90% NA. NA.

CC-H002 chr16 90095596 A G C16orf3 EX1E missense NM_001214.3 NP_001205.3 c.155T>C p.I52T | p.Ile52Thr GCTxTGG - 750 150 0 0% 78 23 22.70% NA. NA.

CC-H002 chr16 90095597 T C C16orf3 EX1E missense NM_001214.3 NP_001205.3 c.154A>G p.I52V | p.Ile52Val CTAxGGG - 750 151 0 0% 77 27 25.90% NA. NA.

CC-H002 chr18 57136761 G A CCBE1 EX4 missense NM_133459.3 NP_597716.1 c.344C>T p.P115L | p.Pro115Leu CCCxGAT - 147372 106 1 0.90% 115 11 8.70% NA. NA.

CC-H002 chr19 38905763 C T RASGRP4 EX9 missense NM_170604.2 NP_733749.1 c.955G>A p.A319T | p.Ala319Thr GGGxCTG - 115727 46 0 0% 51 8 13.50% NA. NA.

CC-H002 chrX 10176437 C A CLCN4 EX9 missense NM_001830.3 NP_001821.2 c.1196C>A p.S399Y | p.Ser399Tyr TTTxTGA + 1183 119 0 0% 121 24 16.50% NA. NA.

CC-H002 chrX 52677355 G C SSX7 EX6 missense NM_173358.2 NP_775494.1 c.422C>G p.P141R | p.Pro141Arg GGAxGGC - 280658 525 0 0% 509 66 11.40% NA. NA.

CC-H002 chrX 107975937 G A IRS4 EX1E missense NM_003604.2 NP_003595.1 c.3638C>T p.P1213L | p.Pro1213Leu TCCxGAG - 8471 129 0 0% 137 17 11% NA. NA.

CC-H003 chr1 168510305 A G XCL2 EX3E missense NM_003175.3 NP_003166.1 c.230T>C p.V77A | p.Val77Ala CTCxCCC - 6846 266 0 0% 337 42 11% NA. NA.

CC-H003 chr1 228511109 C T OBSCN EX56 nonsense NM_052843.3 NP_443075.3 c.15454C>T p.Q5152* | p.Gln5152* GGTxAGC + 84033 114 1 0.80% 140 12 7.80% MS somatic

CC-H003 chr1 248756706 G A OR2T10 EX1E missense NM_001004693.1 NP_001004693.1 c.364C>T p.R122C | p.Arg122Cys AGCxGTC - 127069 85 0 0% 109 9 7.60% NA. NA.

CC-H003 chr2 154801131 T A GALNT13 EX3 missense NM_052917.2 NP_443149.2 c.121T>A p.S41T | p.Ser41Thr AGAxCTC + 114805 131 0 0% 97 7 6.70% NA. NA.

CC-H003 chr3 1414570 G A CNTN6 EX14 missense NM_014461.2 NP_055276.1 c.1717G>A p.G573R | p.Gly573Arg TCAxGAA + 27255 95 0 0% 75 5 6.20% NA. NA.

CC-H003 chr4 56770547 G T EXOC1 EX19E missense NM_001024924.1 NP_001020095.1 c.2571G>T p.Q857H | p.Gln857His CCAxTAT + 55763 86 0 0% 56 5 8.10% NA. NA.

CC-H003 chr6 26246995 C T HIST1H4G EX1E missense NM_003547.2 NP_003538.1 c.211G>A p.V71M | p.Val71Met TCAxGGC - 8369 70 0 0% 72 11 13.20% NA. NA.

CC-H003 chr8 2820090 C T CSMD1 EX61 missense NM_033225.5 NP_150094.5 c.9526G>A p.E3176K | p.Glu3176Lys CTTxGGA - 64478 65 0 0% 108 8 6.80% NA. NA.

CC-H003 chr8 123963985 G C ZHX2 EX3 missense NM_014943.3 NP_055758.1 c.235G>C p.E79Q | p.Glu79Gln TATxAGT + 22882 56 0 0% 80 8 9% NA. NA.

CC-H003 chr10 64937502 T G JMJD1C EX23 missense NM_032776.1 NP_116165.1 c.7199A>C p.D2400A | p.Asp2400Ala TTGxCAA - 221037 105 0 0% 81 6 6.80% NA. NA.

CC-H003 chr11 34378871 C T ABTB2 EX1 missense NM_145804.2 NP_665803.2 c.260G>A p.R87H | p.Arg87His CAGxGCG - 25841 96 0 0% 100 9 8.20% NA. NA.

CC-H003 chr12 58007899 G A ARHGEF25 EX7 missense NM_001111270.2 NP_001104740.1 c.770G>A p.R257Q | p.Arg257Gln ACCxAGA + 115557 94 0 0% 101 8 7.30% NA. NA.

CC-H003 chr12 108912277 G C FICD EX3E missense NM_007076.2 NP_009007.2 c.402G>C p.K134N | p.Lys134Asn CAAxATG + 11153 105 0 0% 110 11 9% NA. NA.

CC-H003 chr13 103400361 C T CCDC168 EX4E missense NM_001146197.1 NP_001139669.1 c.2686G>A p.D896N | p.Asp896Asn TATxAAT - 643677 80 0 0% 60 5 7.60% NA. NA.

CC-H003 chr15 91422678 C T FURIN EX10 missense NM_002569.2 NP_002560.1 c.1058C>T p.T353M | p.Thr353Met TGAxGAC + 5045 74 0 0% 89 7 7.20% NA. NA.

CC-H003 chr21 43529791 G A UMODL1 EX10 missense NM_173568.3 NP_775839.3 c.1639G>A p.A547T | p.Ala547Thr CGCxCAG + 89766 69 0 0% 79 5 5.90% NA. NA.

CC-H003 chrX 53570870 C T HUWE1 EX73 missense NM_031407.5 NP_113584.3 c.11311G>A p.E3771K | p.Glu3771Lys CCTxAGC - 10075 86 0 0% 91 6 6.10% MS somatic

CC-H003 chrX 105450896 G C MUM1L1 EX5E missense NM_152423.4 NP_689636.3 c.1471G>C p.E491Q | p.Glu491Gln CTTxAGT + 139221 125 0 0% 107 6 5.30% NA. NA.

CC-H003 chr4 175899071 G-TGACACCCTCCCAGAGGCAACCTCAGTADAM29 EX5E cds-del NM_014269.4 NP_055084.3c.2399_2425delCACCCTCCCAGAGGCAACCTCAGTTGAp.T800_L808del | p.Thr800_Leu808delTG.TG + 11086 203 0 0% 226 36 13.74% NA. NA.

CC-H003 chr12 49446797 T -C MLL2 EX8 frameshift NM_003482.3 NP_003473.3c.1011G[2>1] (std: c.1011G[1] alt: c.1012delG )p.E338Sfs*64 | p.Glu338Serfs*64CT.CG - 8085 67 0 0% 90 10 10% Sanger somatic

CC-H004 chr1 110884792 C A RBM15 EX1 missense NM_022768.4 NP_073605.4 c.2765C>A p.A922D | p.Ala922Asp ATGxCTT + 64783 113 0 0% 145 13 8.20% NA. NA.

CC-H004 chr1 114242343 A G PHTF1 EX16 missense NM_006608.2 NP_006599.2 c.2125T>C p.S709P | p.Ser709Pro TGGxCAG - 10745 84 0 0% 44 15 25.40% NA. NA.

CC-H004 chr2 144899502 G C GTDC1 EX6 missense NM_001006636.3 NP_001006637.1 c.468C>G p.I156M | p.Ile156Met TCTxATG - 79712 90 0 0% 87 18 17.10% NA. NA.

CC-H004 chr2 179638076 G T TTN EX33 missense NM_001267550.1 NP_001254479.1 c.7615C>A p.L2539I | p.Leu2539Ile GAAxACC - 7273 106 0 0% 93 5 5.10% NA. NA.

CC-H004 chr2 190922265 G A MSTN EX3E missense NM_005259.2 NP_005250.1 c.847C>T p.R283C | p.Arg283Cys AACxACA - 2660 51 0 0% 44 10 18.50% NA. NA.

CC-H004 chr2 219257737 C T SLC11A1 EX12 missense NM_000578.3 NP_000569.3 c.1198C>T p.R400C | p.Arg400Cys GCCxGTG + 6556 118 0 0% 160 25 13.50% NA. NA.

CC-H004 chr3 33442453 C T UBP1 IVS10 splice-5 NM_014517.4 NP_055332.3 c.1086+1G>A . TTAxTTC - 7342 39 0 0% 24 7 22.50% NA. NA.

CC-H004 chr3 178936082 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1624G>A p.E542K | p.Glu542Lys TCTxAAA + 5290 78 0 0% 81 29 26.30% MS somatic

CC-H004 chr3 185363402 G A IGF2BP2 EX16E missense NM_006548.4 NP_006539.3 c.1717C>T p.R573C | p.Arg573Cys TGCxCTG - 10644 89 0 0% 145 13 8.20% NA. NA.

CC-H004 chr3 196043011 G A TCTEX1D2 EX2 missense NM_152773.4 NP_689986.2 c.205C>T p.L69F | p.Leu69Phe TAAxCTG - 255758 51 0 0% 61 18 22.70% NA. NA.

CC-H004 chr4 6335428 C T PPP2R2C EX8 missense NM_001206994.1 NP_001193923.1 c.800G>A p.R267H | p.Arg267His GAGxGGT - 5522 62 0 0% 65 8 10.90% NA. NA.

CC-H004 chr4 103730855 G T UBE2D3 EX3 missense NM_181893.1 NP_871622.1 c.100C>A p.H34N | p.His34Asn AATxAAA - 7323 108 1 0.90% 76 17 18.20% NA. NA.

CC-H004 chr4 169351673 G A DDX60L EX13 missense NM_001012967.1 NP_001012985.1 c.1633C>T p.R545W | p.Arg545Trp GCCxAGT - 91351 88 0 0% 90 5 5.20% NA. NA.

CC-H004 chr5 33982460 C T SLC45A2 EX2 missense NM_016180.3 NP_057264.3 c.443G>A p.G148D | p.Gly148Asp ACAxCTA - 51151 60 0 0% 90 10 10% NA. NA.

CC-H004 chr5 80088662 C T MSH3 EX19 missense NM_002439.4 NP_002430.3 c.2654C>T p.S885L | p.Ser885Leu TATxAGT + 4437 53 0 0% 46 8 14.80% NA. NA.

CC-H004 chr5 150892037 C T FAT2 EX20 missense NM_001447.2 NP_001438.1 c.11594G>A p.R3865H | p.Arg3865His AGGxGAA - 2196 55 0 0% 69 8 10.30% Sanger No mutation

CC-H004 chr6 152647507 G T SYNE1 EX79 missense NM_182961.3 NP_892006.3 c.15217C>A p.Q5073K | p.Gln5073Lys TCTxTTC - 23345 129 0 0% 135 17 11.10% MS somatic

CC-H004 chr8 66692018 G A PDE7A EX3 nonsense NM_001242318.2 NP_001229247.1 c.220C>T p.R74* | p.Arg74* CTCxGCT - 5150 83 0 0% 57 18 24% NA. NA.

CC-H004 chr10 82363460 C T SH2D4B EX5 missense NM_207372.2 NP_997255.2 c.769C>T p.R257W | p.Arg257Trp TTCxGGG + 387694 246 0 0% 267 55 17% NA. NA.

CC-H004 chr11 8752500 C T ST5 EX6 missense NM_005418.3 NP_005409.3 c.337G>A p.A113T | p.Ala113Thr GGGxGTC - 6764 133 0 0% 150 32 17.50% NA. NA.

CC-H004 chr11 64898995 C T SYVN1 EX7 missense NM_172230.2 NP_757385.1 c.604G>A p.E202K | p.Glu202Lys TCTxACT - 84447 38 0 0% 40 7 14.80% NA. NA.

CC-H004 chr12 6697071 C A CHD4 EX24 missense NM_001273.2 NP_001264.2 c.3510G>T p.M1170I | p.Met1170Ile GATxATT - 1108 53 0 0% 67 9 11.80% NA. NA.

CC-H004 chr12 46321044 G A SCAF11 EX11 missense NM_004719.2 NP_004710.2 c.2440C>T p.P814S | p.Pro814Ser GGGxCCG - 9169 89 0 0% 95 21 18.10% NA. NA.

CC-H004 chr12 88513893 A C CEP290 EX15 missense NM_025114.3 NP_079390.3 c.1520T>G p.V507G | p.Val507Gly CCCxCAC - 80184 157 0 0% 93 27 22.50% MS somatic

CC-H004 chr13 77569212 G A CLN5 EX2 missense NM_006493.2 NP_006484.1 c.335G>A p.R112H | p.Arg112His TCCxTCC + 1203 125 0 0% 120 21 14.80% NA. NA.

CC-H004 chr14 53522522 T G DDHD1 EX10 missense NM_001160148.1 NP_001153620.1 c.2101A>C p.S701R | p.Ser701Arg AGCxTGG - 80821 109 1 0.90% 90 27 23% NA. NA.

CC-H004 chr15 22383158 C A OR4N4 EX1E missense NM_001005241.2 NP_001005241.2 c.686C>A p.A229D | p.Ala229Asp CAGxTTC + 283694 251 0 0% 297 51 14.60% NA. NA.

CC-H004 chr15 90611237 G T ZNF710 EX2 missense NM_198526.2 NP_940928.2 c.868G>T p.D290Y | p.Asp290Tyr GGCxACC + 374655 68 0 0% 81 16 16.40% NA. NA.

CC-H004 chr17 3427506 C T TRPV3 EX13 missense NM_145068.3 NP_659505.1 c.1729G>A p.V577I | p.Val577Ile TGAxGCT - 162514 68 0 0% 58 14 19.40% NA. NA.

CC-H004 chr18 47812525 C T CXXC1 EX4 missense NM_001101654.1 NP_001095124.1 c.326G>A p.R109H | p.Arg109His TTGxGCC - 30827 114 0 0% 111 32 22.30% NA. NA.

CC-H004 chr19 18120834 G T ARRDC2 EX5 missense NM_015683.1 NP_056498.1 c.835G>T p.D279Y | p.Asp279Tyr GTGxACT + 27106 113 0 0% 140 31 18.10% NA. NA.

CC-H004 chr19 45662013 G A NKPD1 EX2 missense NM_198478.3 NP_940880.3 c.437C>T p.A146V | p.Ala146Val GCCxCGG - 284353 64 0 0% 65 7 9.70% NA. NA.

CC-H004 chr20 61461755 G A COL9A3 EX23 missense NM_001853.3 NP_001844.3 c.1205G>A p.R402Q | p.Arg402Gln TCCxAGG + 1299 205 0 0% 252 21 7.60% NA. NA.

CC-H004 chr21 45953745 C T TSPEAR EX3 missense NM_144991.2 NP_659428.2 c.365G>A p.R122Q | p.Arg122Gln AACxGCA - 54084 43 0 0% 49 12 19.60% NA. NA.

CC-H004 chrX 47496437 C T ELK1 EX6 missense NM_001114123.2 NP_001107595.1 c.1163G>A p.R388H | p.Arg388His CTAxGGG - 2002 132 0 0% 193 21 9.80% NA. NA.

CC-H004 chr3 49169779 T +G LAMB2 EX3 frameshift NM_002292.3 NP_002283.3c.306C[3>4] (std: c.308dupC alt: c.308_309insC )p.H104Tfs*39 | p.His104Thrfs*39GT.GG - 3913 95 0 0% 115 27 19.01% NA. NA.

CC-H004 chr5 174919224 A -C SFXN1 EX2 frameshift NM_022754.5 NP_073591.2c.119C[2>1] (std: c.119C[1] alt: c.120delC )p.N41Tfs*10 | p.Asn41Thrfs*10 AA.CA + 94081 36 0 0% 36 8 18.18% NA. NA.

CC-H004 chr17 1792001 G +T RPA1 EX14 frameshift NM_002945.3 NP_002936.1 c.1408dupTp.Y470Lfs*19 | p.Tyr470Leufs*19TG.TA + 6117 53 0 0% 61 10 14.08% NA. NA.

CC-H004 chr17 39191008 G-GAGCCGCAT KRTAP1-3 EX1E cds-del NM_030966.1 NP_112228.1c.57_65delATGCGGCTCp.C20_S22del | p.Cys20_Ser22delTG.GT - 81850 175 0 0% 188 16 7.84% NA. NA.

CC-H005 chr1 111857909 C G CHIA EX6 missense NM_201653.3 NP_970615.2 c.332C>G p.S111C | p.Ser111Cys TTTxTAC + 27159 134 0 0% 152 12 7.30% NA. NA.

CC-H005 chr1 167088577 G A DUSP27 EX4 missense NM_001080426.1 NP_001073895.1 c.529G>A p.E177K | p.Glu177Lys CCCxAAT + 92235 110 1 0.90% 138 12 8% NA. NA.

CC-H005 chr1 193053811 G C TROVE2 EX9E missense NM_001173524.1 NP_001166995.1 c.1567G>C p.D523H | p.Asp523His TTTxATA + 6738 74 0 0% 118 8 6.30% NA. NA.

CC-H005 chr1 220160605 C T EPRS EX20 missense NM_004446.2 NP_004437.2 c.2917G>A p.E973K | p.Glu973Lys TTTxAGA - 2058 105 0 0% 115 19 14.10% NA. NA.

CC-H005 chr1 237788966 G C RYR2 EX40 missense NM_001035.2 NP_001026.2 c.6028G>C p.E2010Q | p.Glu2010Gln ATTxAGC + 6262 56 0 0% 93 11 10.50% NA. NA.

CC-H005 chr2 10282041 C T C2orf48 EX1 missense NM_182626.2 NP_872432.1 c.32C>T p.A11V | p.Ala11Val ACGxCAG + 348738 63 0 0% 88 6 6.30% NA. NA.

CC-H005 chr2 37088335 C G STRN EX13 missense NM_003162.3 NP_003153.2 c.1609G>C p.D537H | p.Asp537His CATxAGT - 6801 83 0 0% 94 9 8.70% NA. NA.

CC-H005 chr2 46770192 C T RHOQ EX1 missense NM_012249.3 NP_036381.2 c.7C>T p.H3Y | p.His3Tyr GCTxACG + 23433 22 0 0% 39 6 13.30% NA. NA.

CC-H005 chr2 69173527 G C GKN2 EX5 missense NM_182536.2 NP_872342.2 c.381C>G p.I127M | p.Ile127Met TTTxATC - 200504 116 0 0% 135 10 6.80% NA. NA.

CC-H005 chr2 97025952 G A NCAPH EX11 missense NM_015341.3 NP_056156.2 c.1429G>A p.D477N | p.Asp477Asn GATxATA + 23397 105 0 0% 124 16 11.40% NA. NA.

CC-H005 chr2 103040315 G A IL18RAP EX4 missense NM_003853.2 NP_003844.1 c.115G>A p.E39K | p.Glu39Lys AGTxAAG + 8807 70 0 0% 82 6 6.80% NA. NA.

CC-H005 chr2 103040472 G C IL18RAP EX4 missense NM_003853.2 NP_003844.1 c.272G>C p.G91A | p.Gly91Ala ATGxAGA + 8807 82 0 0% 101 12 10.60% NA. NA.

CC-H005 chr2 109380697 G A RANBP2 EX20 missense NM_006267.4 NP_006258.3 c.3702G>A p.M1234I | p.Met1234Ile AATxAGA + 5903 35 0 0% 40 6 13% NA. NA.

CC-H005 chr2 160697433 G C LY75-CD302 EX25 nonsense NM_001198759.1 NP_001185688.1 c.3314C>G p.S1105* | p.Ser1105* TCTxAAG - 100526664 60 0 0% 94 7 6.90% NA. NA.

CC-H005 chr2 160697433 G C LY75 EX25 nonsense NM_002349.3 NP_002340.2 c.3314C>G p.S1105* | p.Ser1105* TCTxAAG - 4065 60 0 0% 94 7 6.90% NA. NA.

CC-H005 chr2 215645598 T C BARD1 EX4 missense NM_000465.2 NP_000456.2 c.1000A>G p.K334E | p.Lys334Glu TCTxAGA - 580 131 1 0.70% 164 16 8.80% NA. NA.

CC-H005 chr3 3078988 G A CNTN4 EX18 missense NM_175607.2 NP_783200.1 c.2068G>A p.E690K | p.Glu690Lys TCAxAGA + 152330 54 0 0% 66 12 15.30% NA. NA.

CC-H005 chr3 48646611 G A UQCRC1 EX2 missense NM_003365.2 NP_003356.2 c.194C>T p.S65F | p.Ser65Phe TGAxAGG - 7384 90 0 0% 85 12 12.30% NA. NA.

CC-H005 chr3 123665679 C G CCDC14 EX7 missense NM_022757.4 NP_073594.4 c.1193G>C p.G398A | p.Gly398Ala TCTxCCA - 64770 123 0 0% 178 22 11% NA. NA.

CC-H005 chr3 130095457 G A COL6A5 EX3 missense NM_153264.5 NP_694996.5 c.445G>A p.E149K | p.Glu149Lys GATxAAG + 256076 76 0 0% 125 10 7.40% NA. NA.

CC-H005 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 77 0 0% 104 7 6.30% MS somatic

CC-H005 chr3 196735747 C T MFI2 EX12 missense NM_005929.5 NP_005920.2 c.1615G>A p.E539K | p.Glu539Lys GCTxGTC - 4241 82 0 0% 121 11 8.30% NA. NA.

CC-H005 chr4 8477654 G A TRMT44 EX11E missense NM_152544.2 NP_689757.2 c.2200G>A p.D734N | p.Asp734Asn ACGxACT + 152992 66 0 0% 99 8 7.40% NA. NA.

CC-H005 chr4 38828746 C T TLR6 EX2E missense NM_006068.4 NP_006059.2 c.2349G>A p.M783I | p.Met783Ile TTTxATA - 10333 97 0 0% 104 15 12.60% NA. NA.

CC-H005 chr4 38828916 C T TLR6 EX2E missense NM_006068.4 NP_006059.2 c.2179G>A p.G727R | p.Gly727Arg ATCxTTC - 10333 88 0 0% 99 14 12.30% NA. NA.

CC-H005 chr4 73184387 G A ADAMTS3 EX10 missense NM_014243.2 NP_055058.2 c.1387C>T p.H463Y | p.His463Tyr CATxATC - 9508 56 0 0% 74 6 7.50% NA. NA.

CC-H005 chr4 87687609 G C PTPN13 EX27 missense NM_080685.2 NP_542416.1 c.4283G>C p.G1428A | p.Gly1428Ala ATGxAGT + 5783 111 0 0% 143 19 11.70% NA. NA.

CC-H005 chr4 147754983 C T TTC29 EX9 missense NM_031956.2 NP_114162.2 c.952G>A p.E318K | p.Glu318Lys CTTxATA - 83894 50 0 0% 50 5 9% NA. NA.

CC-H005 chr4 153249385 G A FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1393C>T p.R465C | p.Arg465Cys AACxCAC - 55294 76 1 1.20% 104 11 9.50% MS somatic

CC-H005 chr4 164050486 C T NAF1 EX8E missense NM_138386.2 NP_612395.2 c.1048G>A p.E350K | p.Glu350Lys CTTxAGT - 92345 45 0 0% 60 6 9% NA. NA.

CC-H005 chr5 14498227 G A TRIO EX52 missense NM_007118.2 NP_009049.2 c.8077G>A p.E2693K | p.Glu2693Lys AGTxAGG + 7204 100 0 0% 122 14 10.20% NA. NA.

CC-H005 chr5 108380462 C G FER EX15 missense NM_005246.2 NP_005237.2 c.1795C>G p.Q599E | p.Gln599Glu CCTxAGG + 2241 82 0 0% 99 9 8.30% NA. NA.

CC-H005 chr5 109120525 A G MAN2A1 EX10 missense NM_002372.2 NP_002363.2 c.1658A>G p.Y553C | p.Tyr553Cys TTTxCAC + 4124 45 0 0% 62 7 10.10% NA. NA.

CC-H005 chr5 140737058 G A PCDHGA4 EX1 missense NM_018917.2 NP_061740.1 c.2291G>A p.R764Q | p.Arg764Gln CGCxGAA + 56111 94 0 0% 129 13 9.10% NA. NA.

CC-H005 chr6 28540456 T A SCAND3 EX4E missense NM_052923.1 NP_443155.1 c.3210A>T p.R1070S | p.Arg1070Ser CATxCTT - 114821 74 0 0% 97 8 7.60% NA. NA.

CC-H005 chr6 44216467 C G HSP90AB1 EX2 missense NM_007355.2 NP_031381.2 c.101C>G p.S34C | p.Ser34Cys ATTxCAA + 3326 174 0 0% 198 20 9.10% NA. NA.

CC-H005 chr6 138640893 G A KIAA1244 EX28 missense NM_020340.4 NP_065073.3 c.4528G>A p.V1510I | p.Val1510Ile TCCxTTT + 57221 110 0 0% 106 13 10.90% NA. NA.

CC-H005 chr6 170112637 T G PHF10 IVS7 splice-3 NM_018288.3 NP_060758.2 c.804-2A>C . ACCxGAA - 55274 136 0 0% 157 17 9.70% NA. NA.

CC-H005 chr7 50663166 G A GRB10 EX16 missense NM_001001555.2 NP_001001555.1 c.1432C>T p.H478Y | p.His478Tyr GGTxATG - 2887 73 0 0% 108 10 8.40% NA. NA.

CC-H005 chr7 81626527 C G CACNA2D1 EX19 missense NM_000722.2 NP_000713.2 c.1630G>C p.D544H | p.Asp544His CATxAAG - 781 62 0 0% 83 9 9.70% NA. NA.

CC-H005 chr7 92355007 C A CDK6 EX4 missense NM_001145306.1 NP_001138778.1 c.470G>T p.G157V | p.Gly157Val TGTxCGC - 1021 131 0 0% 167 18 9.70% NA. NA.

CC-H005 chr7 103202288 G A RELN EX35 nonsense NM_005045.3 NP_005036.2 c.5323C>T p.R1775* | p.Arg1775* CTCxTCC - 5649 103 0 0% 137 11 7.40% NA. NA.

CC-H005 chr8 19816830 C G LPL EX7 missense NM_000237.2 NP_000228.1 c.1078C>G p.Q360E | p.Gln360Glu AATxAGG + 4023 101 0 0% 173 11 5.90% NA. NA.

CC-H005 chr8 24348381 G C ADAM7 EX13 missense NM_003817.3 NP_003808.2 c.1336G>C p.E446Q | p.Glu446Gln GGAxAAT + 8756 53 0 0% 97 7 6.70% NA. NA.

CC-H005 chr8 38172971 C G WHSC1L1 EX11 missense NM_023034.1 NP_075447.1 c.2078G>C p.R693T | p.Arg693Thr CCTxTTC - 54904 53 0 0% 103 9 8% NA. NA.

CC-H005 chr8 56985763 C T RPS20 EX4 missense NM_001146227.1 NP_001139699.1 c.246G>A p.M82I | p.Met82Ile TCTxATC - 6224 132 0 0% 202 25 11% NA. NA.

CC-H005 chr8 95444511 G C FSBP EX2E missense NM_001256141.1 NP_001243070.1 c.748C>G p.Q250E | p.Gln250Glu TTTxATT - 100861412 105 0 0% 202 15 6.90% NA. NA.

CC-H005 chr8 104063333 C G ATP6V1C1 EX5 missense NM_001695.4 NP_001686.1 c.342C>G p.I114M | p.Ile114Met AATxAAG + 528 40 0 0% 86 15 14.80% NA. NA.

CC-H005 chr8 144891744 C T SCRIB EX14 missense NM_182706.4 NP_874365.3 c.1675G>A p.D559N | p.Asp559Asn CGTxTTC - 23513 52 0 0% 64 11 14.60% NA. NA.

CC-H005 chr9 5080308 G C JAK2 EX17 missense NM_004972.3 NP_004963.1 c.2211G>C p.W737C | p.Trp737Cys ATGxAGT + 3717 67 0 0% 70 8 10.20% NA. NA.

CC-H005 chr9 5081805 C T JAK2 EX19 missense NM_004972.3 NP_004963.1 c.2515C>T p.R839W | p.Arg839Trp GACxGGG + 3717 90 0 0% 83 9 9.70% NA. NA.

CC-H005 chr9 124111550 G A STOM EX5 missense NM_004099.5 NP_004090.4 c.373C>T p.R125C | p.Arg125Cys CGCxGTA - 2040 178 0 0% 246 19 7.10% NA. NA.

CC-H005 chr10 70406602 A C TET1 EX4 missense NM_030625.2 NP_085128.2 c.4116A>C p.E1372D | p.Glu1372Asp TGAxGAG + 80312 137 1 0.70% 147 15 9.20% Sanger somatic

CC-H005 chr11 1027151 C G MUC6 EX18 missense NM_005961.2 NP_005952.2 c.2274G>C p.Q758H | p.Gln758His CATxTGT - 4588 42 0 0% 59 9 13.20% NA. NA.

CC-H005 chr11 7021533 G C ZNF214 EX3E missense NM_013249.2 NP_037381.2 c.1381C>G p.Q461E | p.Gln461Glu TCTxATG - 7761 55 0 0% 110 6 5.10% NA. NA.

CC-H005 chr11 18048094 A C TPH1 EX6 missense NM_004179.2 NP_004170.1 c.746T>G p.V249G | p.Val249Gly AAAxCTC - 7166 111 1 0.80% 155 12 7.10% NA. NA.

CC-H005 chr11 58920780 G C FAM111A EX5E missense NM_001142520.1 NP_001135992.1 c.1639G>C p.D547H | p.Asp547His TTTxATT + 63901 103 0 0% 137 18 11.60% NA. NA.

CC-H005 chr11 64521772 C T PYGM EX9 missense NM_005609.2 NP_005600.1 c.1045G>A p.E349K | p.Glu349Lys GCTxGGG - 5837 88 0 0% 137 12 8% NA. NA.

CC-H005 chr11 66456633 G A SPTBN2 EX29 nonsense NM_006946.2 NP_008877.1 c.5968C>T p.Q1990* | p.Gln1990* GCTxAGA - 6712 165 0 0% 211 51 19.40% NA. NA.

CC-H005 chr11 125893307 G A CDON EX2 missense NM_016952.4 NP_058648.4 c.65C>T p.S22F | p.Ser22Phe ACAxAAG - 50937 67 0 0% 71 5 6.50% MS somatic

CC-H005 chr12 6103638 C T VWF EX36 missense NM_000552.3 NP_000543.2 c.6199G>A p.E2067K | p.Glu2067Lys ACTxATT - 7450 79 0 0% 113 6 5% NA. NA.

CC-H005 chr12 19646821 T A AEBP2 EX4 missense NM_001114176.1 NP_001107648.1 c.1075T>A p.S359T | p.Ser359Thr TCCxCAA + 121536 116 1 0.80% 152 23 13.10% NA. NA.

CC-H005 chr12 46582764 C T SLC38A1 EX17E missense NM_030674.3 NP_109599.3 c.1453G>A p.E485K | p.Glu485Lys CTTxGTC - 81539 57 0 0% 61 10 14% NA. NA.

CC-H005 chr12 69759590 G C YEATS4 EX4 missense NM_006530.2 NP_006521.1 c.259G>C p.E87Q | p.Glu87Gln TATxAAA + 8089 106 0 0% 132 8 5.70% NA. NA.

CC-H005 chr12 112120963 C T BRAP EX2 missense NM_006768.3 NP_006759.3 c.231G>A p.M77I | p.Met77Ile CTTxATG - 8315 115 0 0% 129 10 7.10% NA. NA.

CC-H005 chr15 25924553 G A ATP10A EX21E nonsense NM_024490.3 NP_077816.1 c.4435C>T p.R1479* | p.Arg1479* ATCxGCC - 57194 45 0 0% 46 6 11.50% NA. NA.

CC-H005 chr15 43498714 G C EPB42 EX10 missense NM_000119.2 NP_000110.2 c.1522C>G p.L508V | p.Leu508Val AGAxCAG - 2038 105 0 0% 139 10 6.70% NA. NA.

CC-H005 chr15 89400098 G A ACAN EX12 missense NM_013227.3 NP_037359.3 c.4282G>A p.E1428K | p.Glu1428Lys GATxAGA + 176 68 0 0% 74 11 12.90% NA. NA.

CC-H005 chr15 89876817 G A POLG EX2 nonsense NM_002693.2 NP_002684.1 c.169C>T p.Q57* | p.Gln57* GCTxAGG - 5428 29 0 0% 38 5 11.60% NA. NA.

CC-H005 chr16 1400068 C T TSR3 EX4 missense NM_001001410.2 NP_001001410.1 c.694G>A p.E232K | p.Glu232Lys CCTxCTC - 115939 81 0 0% 92 9 8.90% NA. NA.

CC-H005 chr16 2290078 C T ECI1 EX7E missense NM_001919.3 NP_001910.2 c.811G>A p.D271N | p.Asp271Asn CATxGCG - 1632 49 0 0% 42 10 19.20% NA. NA.

CC-H005 chr16 3824629 G A CREBBP EX12 missense NM_004380.2 NP_004371.2 c.2224C>T p.R742C | p.Arg742Cys CACxAGG - 1387 65 0 0% 82 5 5.70% MS somatic

CC-H005 chr16 4409383 C T CORO7-PAM16 EX23 missense NM_001201479.1 NP_001188408.1 c.2254G>A p.D752N | p.Asp752Asn TGTxGCC - 100529144 63 0 0% 100 7 6.50% NA. NA.

CC-H005 chr16 4409383 C T CORO7 EX23 missense NM_024535.4 NP_078811.3 c.2254G>A p.D752N | p.Asp752Asn TGTxGCC - 79585 63 0 0% 100 7 6.50% NA. NA.

CC-H005 chr16 4410525 C T CORO7-PAM16 EX20 missense NM_001201479.1 NP_001188408.1 c.1942G>A p.D648N | p.Asp648Asn CATxAGG - 100529144 40 0 0% 68 5 6.80% NA. NA.

CC-H005 chr16 4410525 C T CORO7 EX20 missense NM_024535.4 NP_078811.3 c.1942G>A p.D648N | p.Asp648Asn CATxAGG - 79585 40 0 0% 68 5 6.80% NA. NA.

CC-H005 chr16 18875332 G C SMG1 EX24 missense NM_015092.4 NP_055907.3 c.3485C>G p.S1162C | p.Ser1162Cys AGAxAAT - 23049 277 0 0% 325 37 10.20% NA. NA.

CC-H005 chr16 24800813 C T TNRC6A EX6 missense NM_014494.2 NP_055309.2 c.850C>T p.R284W | p.Arg284Trp CTTxGGA + 27327 38 0 0% 75 11 12.70% NA. NA.

CC-H005 chr16 55600702 G A CAPNS2 EX1E missense NM_032330.1 NP_115706.1 c.34G>A p.D12N | p.Asp12Asn GCAxATC + 84290 67 0 0% 80 8 9% NA. NA.

CC-H005 chr17 7536531 C G SHBG EX8E missense NM_001040.3 NP_001031.2 c.1070C>G p.S357C | p.Ser357Cys ACTxTTC + 6462 64 0 0% 80 6 6.90% NA. NA.

CC-H005 chr17 27013736 C G SUPT6H EX21 missense NM_003170.3 NP_003161.2 c.2629C>G p.L877V | p.Leu877Val CAGxTGT + 6830 62 0 0% 86 6 6.50% NA. NA.



CC-H005 chr17 29167773 G A ATAD5 EX4 missense NM_024857.3 NP_079133.3 c.2215G>A p.E739K | p.Glu739Lys CCTxAAA + 79915 29 0 0% 43 7 14% NA. NA.

CC-H005 chr17 45897147 C G OSBPL7 EX4 missense NM_145798.2 NP_665741.1 c.203G>C p.R68T | p.Arg68Thr TATxTCT - 114881 73 0 0% 124 10 7.40% NA. NA.

CC-H005 chr17 48069086 G C DLX3 EX3E missense NM_005220.2 NP_005211.1 c.659C>G p.S220C | p.Ser220Cys TGGxAAG - 1747 87 0 0% 108 15 12.10% NA. NA.

CC-H005 chr17 48264847 G A COL1A1 EX46 nonsense NM_000088.3 NP_000079.2 c.3421C>T p.R1141* | p.Arg1141* CTCxGGG - 1277 38 0 0% 57 5 8% NA. NA.

CC-H005 chr17 67411143 T C MAP2K6 IVS1 splice-5 NM_002758.3 NP_002749.2 c.16+2T>C . AGGxAAG + 5608 68 0 0% 76 8 9.50% NA. NA.

CC-H005 chr18 14542671 C T POTEC EX1 missense NM_001137671.1 NP_001131143.1 c.475G>A p.V159I | p.Val159Ile TGAxGAT - 388468 364 0 0% 457 42 8.40% NA. NA.

CC-H005 chr18 30913311 C T CCDC178 EX9 missense NM_001105528.1 NP_001098998.1 c.706G>A p.E236K | p.Glu236Lys CTTxAAG - 374864 116 0 0% 175 17 8.80% NA. NA.

CC-H005 chr19 2416773 G A TMPRSS9 EX11 missense NM_182973.1 NP_892018.1 c.1881G>A p.M627I | p.Met627Ile CATxATC + 360200 91 0 0% 113 11 8.80% NA. NA.

CC-H005 chr19 2915535 G C ZNF57 EX2 missense NM_173480.2 NP_775751.1 c.19G>C p.E7Q | p.Glu7Gln TTTxAGG + 126295 166 0 0% 194 17 8% NA. NA.

CC-H005 chr19 14854291 C T EMR2 EX20 missense NM_013447.3 NP_038475.2 c.2404G>A p.E802K | p.Glu802Lys ACTxAGT - 30817 205 0 0% 196 18 8.40% NA. NA.

CC-H005 chr19 15784446 C G CYP4F12 EX2 missense NM_023944.3 NP_076433.3 c.107C>G p.A36G | p.Ala36Gly TGGxTTG + 66002 156 0 0% 150 15 9% NA. NA.

CC-H005 chr19 17440950 G C ANO8 EX10 missense NM_020959.2 NP_066010.1 c.1257C>G p.I419M | p.Ile419Met CCAxATG - 57719 134 0 0% 142 13 8.30% NA. NA.

CC-H005 chr19 36269414 G C ARHGAP33 EX5 missense NM_052948.3 NP_443180.2 c.319G>C p.D107H | p.Asp107His CTGxATG + 115703 115 0 0% 160 9 5.30% NA. NA.

CC-H005 chr19 37309688 G C ZNF790 EX5E missense NM_001242802.1 NP_001229731.1 c.1558C>G p.Q520E | p.Gln520Glu GTTxTGA - 388536 47 0 0% 55 5 8.30% NA. NA.

CC-H005 chr19 58388360 C T ZNF814 EX2 nonsense NM_001144989.1 NP_001138461.1 c.87G>A p.W29* | p.Trp29* ATTxCAT - 730051 210 0 0% 305 23 7% NA. NA.

CC-H005 chr20 33711813 C T EDEM2 EX9 missense NM_018217.2 NP_060687.2 c.994G>A p.A332T | p.Ala332Thr TGGxATT - 55741 87 0 0% 93 7 7% NA. NA.

CC-H005 chrX 23019091 G C DDX53 EX1E missense NM_182699.3 NP_874358.2 c.917G>C p.R306T | p.Arg306Thr CTAxAGA + 168400 54 0 0% 93 9 8.80% NA. NA.

CC-H005 chrX 41043364 G A USP9X EX22 missense NM_001039590.2 NP_001034679.2 c.3262G>A p.V1088M | p.Val1088Met CAAxTGC + 8239 120 1 0.80% 124 26 17.30% NA. NA.

CC-H005 chrX 53409223 G A SMC1A EX22 missense NM_006306.2 NP_006297.2 c.3367C>T p.R1123W | p.Arg1123Trp GCCxGAA - 8243 68 1 1.40% 110 16 12.60% NA. NA.

CC-H006 chr1 36474317 G A EIF2C3 EX7 missense NM_024852.3 NP_079128.2 c.820G>A p.G274R | p.Gly274Arg TGTxGAA + 192669 139 0 0% 135 15 10% NA. NA.

CC-H006 chr1 75693418 G C SLC44A5 EX13 missense NM_152697.4 NP_689910.2 c.978C>G p.F326L | p.Phe326Leu TGTxAAC - 204962 89 0 0% 88 6 6.30% NA. NA.

CC-H006 chr1 247201524 A G ZNF670 EX4E missense NM_033213.4 NP_149990.1 c.397T>C p.C133R | p.Cys133Arg CACxCTC - 93474 80 0 0% 61 5 7.50% NA. NA.

CC-H006 chr2 141571375 C A LRP1B EX32 missense NM_018557.2 NP_061027.2 c.5210G>T p.G1737V | p.Gly1737Val AGAxCTG - 53353 56 1 1.70% 55 14 20.20% Sanger somatic

CC-H006 chr2 200173523 C T SATB2 EX11 missense NM_015265.3 NP_056080.1 c.1700G>A p.R567H | p.Arg567His ATGxGTT - 23314 81 0 0% 70 25 26.30% NA. NA.

CC-H006 chr3 33114115 G A GLB1 EX2 missense NM_000404.2 NP_000395.2 c.166C>T p.H56Y | p.His56Tyr AGTxAAT - 2720 116 0 0% 116 12 9.30% NA. NA.

CC-H006 chr3 128200721 G A GATA2 EX5 nonsense NM_032638.4 NP_116027.2 c.1084C>T p.R362* | p.Arg362* TTCxGCG - 2624 167 0 0% 173 189 52.20% NA. NA.

CC-H006 chr3 155199235 G T PLCH1 EX23E nonsense NM_001130960.1 NP_001124432.1 c.4604C>A p.S1535* | p.Ser1535* AACxACT - 23007 97 0 0% 171 20 10.40% NA. NA.

CC-H006 chr5 145851126 C T TCERG1 EX9 missense NM_006706.3 NP_006697.2 c.1588C>T p.P530S | p.Pro530Ser ATTxCTG + 10915 59 0 0% 50 8 13.70% NA. NA.

CC-H006 chr6 11565981 G A TMEM170B EX2 missense NM_001100829.1 NP_001094299.1 c.180G>A p.M60I | p.Met60Ile GATxCTG + 100113407 161 0 0% 197 11 5.20% NA. NA.

CC-H006 chr6 151694664 C A ZBTB2 EX2 missense NM_020861.1 NP_065912.1 c.109G>T p.A37S | p.Ala37Ser GTGxCTT - 57621 94 0 0% 73 31 29.80% NA. NA.

CC-H006 chr7 98550926 G A TRRAP EX39 missense NM_001244580.1 NP_001231509.1 c.5579G>A p.R1860H | p.Arg1860His GCCxCCT + 8295 92 0 0% 91 39 30% NA. NA.

CC-H006 chr7 100648225 C G MUC12 EX2 nonsense NM_001164462.1 NP_001157934.1 c.14381C>G p.S4794* | p.Ser4794* AATxAAC + 10071 169 0 0% 187 21 10% NA. NA.

CC-H006 chr8 124382211 C A ATAD2 EX7 missense NM_014109.3 NP_054828.2 c.781G>T p.D261Y | p.Asp261Tyr CATxTTC - 29028 51 0 0% 45 12 21% NA. NA.

CC-H006 chr10 73442236 G C CDH23 EX18 missense NM_022124.5 NP_071407.4 c.1893G>C p.Q631H | p.Gln631His ACAxATA + 64072 86 0 0% 109 10 8.40% NA. NA.

CC-H006 chr10 95126255 G A MYOF EX26 missense NM_013451.3 NP_038479.1 c.2647C>T p.H883Y | p.His883Tyr TATxACG - 26509 56 0 0% 57 18 24% NA. NA.

CC-H006 chr10 102763717 C T LZTS2 EX3 missense NM_032429.2 NP_115805.1 c.862C>T p.R288C | p.Arg288Cys GGCxGTG + 84445 95 1 1% 118 25 17.40% NA. NA.

CC-H006 chr11 62296386 C T AHNAK EX5E missense NM_001620.1 NP_001611.1 c.5503G>A p.D1835N | p.Asp1835Asn CATxAGG - 79026 231 0 0% 223 18 7.40% Sanger somatic

CC-H006 chr11 62297910 C T AHNAK EX5E missense NM_001620.1 NP_001611.1 c.3979G>A p.D1327N | p.Asp1327Asn CATxAGG - 79026 276 0 0% 284 19 6.20% MS somatic

CC-H006 chr12 32772708 G C FGD4 EX11 missense NM_139241.2 NP_640334.2 c.1415G>C p.G472A | p.Gly472Ala TTGxCAT + 121512 95 0 0% 90 11 10.80% NA. NA.

CC-H006 chr12 53011963 G A KRT73 EX1 missense NM_175068.2 NP_778238.1 c.346C>T p.P116S | p.Pro116Ser GGGxTGC - 319101 201 0 0% 198 64 24.40% NA. NA.

CC-H006 chr12 57677787 C G R3HDM2 EX11 missense NM_014925.3 NP_055740.3 c.949G>C p.D317H | p.Asp317His TGTxTGT - 22864 55 0 0% 86 7 7.50% NA. NA.

CC-H006 chr12 102041873 G A MYBPC1 EX14 missense NM_002465.3 NP_002456.2 c.1141G>A p.G381R | p.Gly381Arg TGTxGGG + 4604 125 0 0% 124 37 22.90% NA. NA.

CC-H006 chr14 102477228 G A DYNC1H1 EX32 missense NM_001376.4 NP_001367.2 c.6557G>A p.C2186Y | p.Cys2186Tyr TGTxTCA + 1778 103 0 0% 69 7 9.20% NA. NA.

CC-H006 chr15 22383179 C T OR4N4 EX1E missense NM_001005241.2 NP_001005241.2 c.707C>T p.A236V | p.Ala236Val AGGxCAT + 283694 193 0 0% 187 10 5% NA. NA.

CC-H006 chr15 41796331 G A LTK EX20E missense NM_002344.5 NP_002335.2 c.2458C>T p.P820S | p.Pro820Ser GGGxCTG - 4058 166 1 0.50% 152 47 23.60% NA. NA.

CC-H006 chr15 42114813 G C MAPKBP1 EX28 missense NM_001128608.1 NP_001122080.1 c.3270G>C p.E1090D | p.Glu1090Asp AGAxAGG + 23005 55 0 0% 68 8 10.50% NA. NA.

CC-H006 chr15 66853363 G A LCTL EX6 missense NM_207338.2 NP_997221.2 c.686C>T p.A229V | p.Ala229Val GCTxCCT - 197021 71 0 0% 75 18 19.30% NA. NA.

CC-H006 chr16 11260253 G T CLEC16A EX23 missense NM_015226.2 NP_056041.1 c.2650G>T p.V884L | p.Val884Leu GCCxTGG + 23274 74 0 0% 63 14 18.10% NA. NA.

CC-H006 chr16 30456444 G A SEPHS2 EX1E missense NM_012248.2 NP_036380.2 c.605C>T p.A202V | p.Ala202Val GCCxCAT - 22928 111 0 0% 88 34 27.80% NA. NA.

CC-H006 chr16 71692569 A G PHLPP2 EX13 missense NM_015020.2 NP_055835.2 c.2135T>C p.L712S | p.Leu712Ser GGCxACT - 23035 139 0 0% 148 21 12.40% NA. NA.

CC-H006 chr17 40557256 C G PTRF EX2E missense NM_012232.5 NP_036364.2 c.622G>C p.E208Q | p.Glu208Gln CCTxCAC - 284119 46 0 0% 50 8 13.70% NA. NA.

CC-H006 chr17 78013993 C T CCDC40 EX3 missense NM_017950.3 NP_060420.2 c.476C>T p.P159L | p.Pro159Leu CCCxAGA + 55036 49 0 0% 67 9 11.80% NA. NA.

CC-H006 chr17 79518009 C T C17orf70 EX3 missense NM_025161.5 NP_079437.5 c.511G>A p.G171S | p.Gly171Ser CACxGAT - 80233 92 0 0% 111 34 23.40% NA. NA.

CC-H006 chr19 1226486 G C STK11 EX9 missense NM_000455.4 NP_000446.1 c.1142G>C p.G381A | p.Gly381Ala ATGxACA + 6794 53 0 0% 32 29 47.50% MS somatic

CC-H006 chr19 41903766 C T BCKDHA EX1 missense NM_000709.3 NP_000700.1 c.34C>T p.R12W | p.Arg12Trp TGGxGGC + 593 60 0 0% 67 21 23.80% NA. NA.

CC-H006 chr20 61981648 A T CHRNA4 EX5 missense NM_000744.6 NP_000735.1 c.1115T>A p.I372N | p.Ile372Asn TCGxTGA - 1137 71 0 0% 72 20 21.70% NA. NA.

CC-H006 chr20 62373241 G C SLC2A4RG EX4 missense NM_020062.3 NP_064446.2 c.411G>C p.W137C | p.Trp137Cys CTGxAAG + 56731 236 0 0% 266 18 6.30% NA. NA.

CC-H006 chrX 11204456 A T ARHGAP6 EX5 missense NM_013427.2 NP_038286.2 c.1173T>A p.S391R | p.Ser391Arg TTTxCTT - 395 67 1 1.40% 77 40 34.10% NA. NA.

CC-H006 chrX 77529012 G C CYSLTR1 EX3E missense NM_006639.2 NP_006630.1 c.232C>G p.L78V | p.Leu78Val GGAxAGG - 10800 55 0 0% 44 16 26.60% NA. NA.

CC-H006 chr6 26124741 T -CAA HIST1H2AC EX1E cds-del NM_003512.3 NP_003503.1c.282CAA[2>1] (std: c.282CAA[1] alt: c.285_287delCAA )p.N95del | p.Asn95del CT.CA + 8334 265 0 0% 291 75 20.49% NA. NA.

CC-H007 chr2 64147110 G A VPS54 EX15 missense NM_016516.2 NP_057600.2 c.2071C>T p.R691C | p.Arg691Cys AGCxCTC - 51542 106 0 0% 88 9 9.20% NA. NA.

CC-H007 chr2 224463202 C G SCG2 EX2E missense NM_003469.4 NP_003460.2 c.799G>C p.D267H | p.Asp267His TGTxTCT - 7857 70 0 0% 64 7 9.80% NA. NA.

CC-H007 chr3 127379640 G A PODXL2 EX3 missense NM_015720.2 NP_056535.1 c.769G>A p.D257N | p.Asp257Asn GGGxACC + 50512 87 0 0% 56 14 20% NA. NA.

CC-H007 chr4 57209738 G A AASDH EX13 missense NM_181806.2 NP_861522.2 c.2765C>T p.A922V | p.Ala922Val ACAxCCA - 132949 279 0 0% 154 29 15.80% NA. NA.

CC-H007 chr4 88536899 A G DSPP EX5E missense NM_014208.3 NP_055023.2 c.3085A>G p.N1029D | p.Asn1029Asp AGCxACA + 1834 116 0 0% 33 47 58.70% NA. NA.

CC-H007 chr5 61651056 A C KIF2A EX7 missense NM_001098511.2 NP_001091981.1 c.629A>C p.Y210S | p.Tyr210Ser ATTxTAG + 3796 155 0 0% 89 7 7.20% NA. NA.

CC-H007 chr5 76332463 C A AGGF1 EX4 missense NM_018046.4 NP_060516.2 c.599C>A p.A200E | p.Ala200Glu AAGxGGC + 55109 59 0 0% 59 5 7.80% NA. NA.

CC-H007 chr9 139368967 G A SEC16A EX3 missense NM_014866.1 NP_055681.1 c.3101C>T p.A1034V | p.Ala1034Val GGCxCCC - 9919 100 0 0% 76 8 9.50% NA. NA.

CC-H007 chr11 7960365 G A OR10A3 EX1E nonsense NM_001003745.1 NP_001003745.1 c.703C>T p.Q235* | p.Gln235* TTTxTCT - 26496 135 0 0% 82 10 10.80% NA. NA.

CC-H007 chr12 57167872 C T HSD17B6 EX2 missense NM_003725.2 NP_003716.2 c.236C>T p.T79M | p.Thr79Met AGAxGGT + 8630 92 0 0% 51 7 12% NA. NA.

CC-H007 chr17 76989828 G A CANT1 EX6E missense NM_001159772.1 NP_001153244.1 c.1010C>T p.A337V | p.Ala337Val ACCxCCC - 124583 74 0 0% 53 6 10.10% NA. NA.

CC-H007 chr19 501738 C A MADCAM1 EX4 missense NM_130760.2 NP_570116.2 c.737C>A p.P246Q | p.Pro246Gln CCCxGGA + 8174 142 0 0% 109 14 11.30% NA. NA.

CC-H007 chr19 11917454 C G ZNF491 EX3E missense NM_152356.3 NP_689569.2 c.686C>G p.S229C | p.Ser229Cys GTTxTTT + 126069 81 0 0% 57 5 8% NA. NA.

CC-H007 chr19 19416849 G A SUGP1 EX4 missense NM_172231.3 NP_757386.2 c.347C>T p.T116I | p.Thr116Ile GGTxTGC - 57794 120 0 0% 107 14 11.50% NA. NA.

CC-H007 chr20 428686 C G TBC1D20 EX2 missense NM_144628.2 NP_653229.1 c.103G>C p.E35Q | p.Glu35Gln TCTxTGC - 128637 133 0 0% 105 11 9.40% NA. NA.

CC-H007 chr21 45096691 C T RRP1B EX8 missense NM_015056.2 NP_055871.1 c.692C>T p.T231M | p.Thr231Met AGAxGAT + 23076 122 0 0% 106 7 6.10% NA. NA.

CC-H007 chrX 35974089 C T CXorf22 EX8 nonsense NM_152632.3 NP_689845.2 c.1186C>T p.Q396* | p.Gln396* TTTxAGA + 170063 245 0 0% 198 25 11.20% NA. NA.

CC-H007 chr1 181022797 G -AGA MR1 EX6 cds-del NM_001531.2 NP_001522.1c.972AAG[2>1] (std: c.972AAG[1] alt: c.975_977delAAG )p.R324[3>2] (std: p.R324[2] alt: p.R326del ) | p.Arg324[3>2] (std: p.Arg324[2] alt: p.Arg326del )GG.AG + 3140 141 0 0% 161 17 9.55% NA. NA.

CC-H007 chr2 113950663 C -C PSD4 EX7 cds-del NM_012455.2 NP_036587.2c.1879TTC[2>1] (std: c.1879TTC[1] alt: c.1882_1884delTTC )p.F627[2>1] (std: p.F627[1] alt: p.F628del ) | p.Phe627[2>1] (std: p.Phe627[1] alt: p.Phe628del )TC.CT + 23550 109 0 0% 100 13 11.50% NA. NA.

CC-H007 chr6 131277245 A -CCCTTAG EPB41L2 EX2 frameshift NM_001431.3 NP_001422.1c.374_380delCTAAGGGp.A125Vfs*24 | p.Ala125Valfs*24CA.CC - 2037 143 0 0% 134 8 5.63% NA. NA.

CC-H008 chr1 3383731 G A ARHGEF16 IVS3 splice-3 NM_014448.3 NP_055263.2 c.635-1G>A . CTAxACC + 27237 139 0 0% 153 25 14% NA. NA.

CC-H008 chr1 6271144 C T RNF207 EX12 missense NM_207396.2 NP_997279.2 c.1075C>T p.R359C | p.Arg359Cys CCAxGTC + 388591 79 0 0% 72 12 14.20% NA. NA.

CC-H008 chr1 11087510 C T MASP2 EX11E missense NM_006610.3 NP_006601.2 c.1493G>A p.R498Q | p.Arg498Gln ATTxGAA - 10747 123 0 0% 140 17 10.80% NA. NA.

CC-H008 chr1 12921466 G T PRAMEF2 EX4E missense NM_023014.1 NP_075390.1 c.1257G>T p.L419F | p.Leu419Phe TTTxAAT + 65122 659 1 0.10% 494 54 9.80% NA. NA.

CC-H008 chr1 32263915 G A SPOCD1 EX9 missense NM_144569.4 NP_653170.3 c.2038C>T p.L680F | p.Leu680Phe TGAxAAA - 90853 104 0 0% 108 16 12.90% NA. NA.

CC-H008 chr1 39877519 G A KIAA0754 EX1E missense NM_015038.1 NP_055853.1 c.1582G>A p.A528T | p.Ala528Thr AGGxCAA + 643314 141 0 0% 146 24 14.10% NA. NA.

CC-H008 chr2 39944185 G A TMEM178A EX4E missense NM_152390.2 NP_689603.2 c.688G>A p.A230T | p.Ala230Thr GCCxCCA + 130733 130 0 0% 142 25 14.90% NA. NA.

CC-H008 chr2 202137360 G A CASP8 IVS5 splice-3 NM_001228.4 NP_001219.2 c.508-1G>A . TTAxAAC + 841 106 0 0% 87 28 24.30% NA. NA.

CC-H008 chr2 241991206 C A SNED1 EX13 missense NM_001080437.1 NP_001073906.1 c.1781C>A p.T594K | p.Thr594Lys GCAxGTG + 25992 88 0 0% 75 23 23.40% NA. NA.

CC-H008 chr3 65361531 G A MAGI1 EX19 missense NM_015520.1 NP_056335.1 c.3169C>T p.R1057W | p.Arg1057Trp TCCxGTC - 9223 89 0 0% 60 11 15.40% NA. NA.

CC-H008 chr3 182923721 C T MCF2L2 EX25 missense NM_015078.2 NP_055893.2 c.2827G>A p.D943N | p.Asp943Asn AGTxTCT - 23101 157 0 0% 174 16 8.40% NA. NA.

CC-H008 chr3 196386681 C T LRRC33 EX3E missense NM_198565.1 NP_940967.1 c.167C>T p.P56L | p.Pro56Leu TCCxGCC + 375387 66 0 0% 73 11 13% NA. NA.

CC-H008 chr4 9784255 C T DRD5 EX1E missense NM_000798.4 NP_000789.1 c.602C>T p.T201M | p.Thr201Met GGAxGCC + 1816 120 0 0% 96 15 13.50% NA. NA.

CC-H008 chr4 187524328 A G FAT1 IVS19 splice-5 NM_005245.3 NP_005236.2 c.11350+2T>C . AGTxCCT - 2195 49 0 0% 32 6 15.70% MS somatic

CC-H008 chr5 6632074 G A NSUN2 EX3 missense NM_017755.5 NP_060225.4 c.271C>T p.L91F | p.Leu91Phe GGAxAAT - 54888 144 1 0.60% 117 96 45% NA. NA.

CC-H008 chr5 26885889 G T CDH9 EX11 missense NM_016279.3 NP_057363.3 c.1716C>A p.D572E | p.Asp572Glu GTTxTCA - 1007 110 0 0% 80 97 54.80% NA. NA.

CC-H008 chr5 36122555 G A LMBRD2 EX9 missense NM_001007527.1 NP_001007528.1 c.947C>T p.S316L | p.Ser316Leu ACTxAAT - 92255 105 0 0% 184 24 11.50% NA. NA.

CC-H008 chr5 140256502 C T PCDHA12 EX1 missense NM_018903.2 NP_061726.1 c.1445C>T p.A482V | p.Ala482Val ACGxGGA + 56137 326 0 0% 230 47 16.90% NA. NA.

CC-H008 chr5 140480786 C T PCDHB3 EX1E missense NM_018937.2 NP_061760.1 c.553C>T p.R185C | p.Arg185Cys AGTxGTA + 56132 66 0 0% 67 12 15.10% NA. NA.

CC-H008 chr5 160039750 G A ATP10B EX18 nonsense NM_025153.2 NP_079429.2 c.2836C>T p.Q946* | p.Gln946* CCTxATT - 23120 73 1 1.30% 56 15 21.10% NA. NA.

CC-H008 chr5 179132839 C T CANX EX2 missense NM_001746.3 NP_001737.1 c.157C>T p.P53S | p.Pro53Ser CCTxCTT + 821 96 0 0% 71 21 22.80% NA. NA.

CC-H008 chr6 50011451 C T DEFB112 EX2E missense NM_001037498.1 NP_001032587.1 c.179G>A p.R60Q | p.Arg60Gln CATxGAC - 245915 130 0 0% 145 24 14.20% NA. NA.

CC-H008 chr6 131184825 C G EPB41L2 EX18 missense NM_001431.3 NP_001422.1 c.2863G>C p.E955Q | p.Glu955Gln TCTxAAT - 2037 106 0 0% 68 16 19% NA. NA.

CC-H008 chr6 152163734 C T ESR1 EX4 missense NM_001122742.1 NP_001116214.1 c.455C>T p.P152L | p.Pro152Leu GGCxAAA + 2099 112 0 0% 72 20 21.70% NA. NA.

CC-H008 chr7 2696134 G A TTYH3 EX11 missense NM_025250.2 NP_079526.1 c.1216G>A p.V406I | p.Val406Ile ATCxTCT + 80727 68 0 0% 47 24 33.80% NA. NA.

CC-H008 chr7 104717872 C G MLL5 EX11 missense NM_182931.2 NP_891847.1 c.1122C>G p.F374L | p.Phe374Leu TTTxTTT + 55904 71 0 0% 58 10 14.70% NA. NA.

CC-H008 chr7 128434769 T C CCDC136 EX3 missense NM_022742.4 NP_073579.4 c.293T>C p.L98P | p.Leu98Pro GGCxAGC + 64753 102 0 0% 89 19 17.50% NA. NA.

CC-H008 chr7 150873272 G A ASB10 EX5 missense NM_080871.3 NP_543147.2 c.1286C>T p.A429V | p.Ala429Val AGCxCTT - 136371 67 0 0% 60 8 11.70% NA. NA.

CC-H008 chr8 17159746 G A MTMR7 EX13 missense NM_004686.4 NP_004677.3 c.1537C>T p.P513S | p.Pro513Ser GGGxCTG - 9108 120 0 0% 113 17 13% NA. NA.

CC-H008 chr9 72347243 G C PTAR1 EX5 missense NM_001099666.1 NP_001093136.1 c.454C>G p.Q152E | p.Gln152Glu CCTxAAT - 375743 52 0 0% 52 12 18.70% NA. NA.

CC-H008 chr9 96416847 C G PHF2 EX7 missense NM_005392.3 NP_005383.3 c.942C>G p.F314L | p.Phe314Leu CTTxATC + 5253 96 0 0% 135 10 6.80% NA. NA.

CC-H008 chr10 50668433 T A ERCC6 EX20 missense NM_000124.2 NP_000115.1 c.4048A>T p.T1350S | p.Thr1350Ser CTGxTGG - 2074 105 0 0% 103 15 12.70% NA. NA.

CC-H008 chr11 55657444 C T TRIM51 EX6 missense NM_032681.3 NP_116070.2 c.788C>T p.S263F | p.Ser263Phe TGTxTGA + 84767 178 0 0% 148 27 15.40% NA. NA.

CC-H008 chr11 62296206 C A AHNAK EX5E missense NM_001620.1 NP_001611.1 c.5683G>T p.D1895Y | p.Asp1895Tyr CATxAGG - 79026 163 0 0% 176 25 12.40% Sanger somatic

CC-H008 chr11 66083400 C G CD248 EX1E missense NM_020404.2 NP_065137.1 c.1099G>C p.E367Q | p.Glu367Gln ACTxATC - 57124 62 0 0% 58 5 7.90% NA. NA.

CC-H008 chr11 89135708 C A NOX4 EX9 missense NM_016931.3 NP_058627.1 c.632G>T p.G211V | p.Gly211Val AGCxCTC - 50507 96 0 0% 91 15 14.10% NA. NA.

CC-H008 chr11 128426227 G T ETS1 EX3 missense NM_001143820.1 NP_001137292.1 c.173C>A p.A58E | p.Ala58Glu GTTxCCA - 2113 134 0 0% 97 28 22.40% NA. NA.

CC-H008 chr12 112746606 T A HECTD4 EX6 missense NM_001109662.3 NP_001103132.3 c.683A>T p.D228V | p.Asp228Val TTAxCGA - 283450 90 0 0% 85 10 10.50% NA. NA.

CC-H008 chr14 73965834 C T HEATR4 EX13 missense NM_001220484.1 NP_001207413.1 c.2297G>A p.C766Y | p.Cys766Tyr AGGxATT - 399671 127 0 0% 101 15 12.90% NA. NA.

CC-H008 chr16 772313 C T FAM173A EX5E missense NM_023933.2 NP_076422.1 c.464C>T p.P155L | p.Pro155Leu TCCxGCT + 65990 82 0 0% 69 18 20.60% NA. NA.

CC-H008 chr16 23409411 C T COG7 EX14 missense NM_153603.3 NP_705831.1 c.1843G>A p.E615K | p.Glu615Lys GTTxATC - 91949 94 0 0% 109 18 14.10% NA. NA.

CC-H008 chr16 85689439 C G GSE1 EX6 missense NM_014615.2 NP_055430.1 c.905C>G p.S302C | p.Ser302Cys TCTxTGG + 23199 123 0 0% 161 22 12% NA. NA.

CC-H008 chr17 48540609 G C ACSF2 EX7 missense NM_025149.4 NP_079425.3 c.885G>C p.E295D | p.Glu295Asp TGAxAAG + 80221 41 0 0% 37 8 17.70% NA. NA.

CC-H008 chr17 74383560 G A SPHK1 EX6E missense NM_182965.2 NP_892010.2 c.1306G>A p.V436M | p.Val436Met GCCxTGC + 8877 66 0 0% 50 11 18% NA. NA.

CC-H008 chr19 6750393 G A TRIP10 EX12 missense NM_004240.2 NP_004231.1 c.1318G>A p.A440T | p.Ala440Thr AGCxCCC + 9322 108 0 0% 91 14 13.30% NA. NA.

CC-H008 chr19 9046731 G A MUC16 EX5 nonsense NM_024690.2 NP_078966.2 c.34900C>T p.Q11634* | p.Gln11634* CCTxTGA - 94025 122 0 0% 63 17 21.20% NA. NA.

CC-H008 chr19 9048291 G T MUC16 EX5 missense NM_024690.2 NP_078966.2 c.33340C>A p.P11114T | p.Pro11114Thr TTGxAAT - 94025 137 1 0.70% 107 18 14.40% NA. NA.

CC-H008 chr19 9048740 G A MUC16 EX5 missense NM_024690.2 NP_078966.2 c.32891C>T p.S10964L | p.Ser10964Leu ATTxAAG - 94025 232 0 0% 111 30 21.20% NA. NA.

CC-H008 chr19 9049442 G A MUC16 EX5 missense NM_024690.2 NP_078966.2 c.32189C>T p.S10730L | p.Ser10730Leu GGTxAGA - 94025 65 0 0% 48 13 21.30% NA. NA.

CC-H008 chr19 14810024 A C ZNF333 EX5 missense NM_032433.2 NP_115809.1 c.237A>C p.Q79H | p.Gln79His TCAxCTT + 84449 113 0 0% 96 19 16.50% NA. NA.

CC-H008 chr19 37210670 G C ZNF567 EX4E missense NM_152603.2 NP_689816.2 c.951G>C p.L317F | p.Leu317Phe ATTxAAG + 163081 79 0 0% 98 18 15.50% NA. NA.

CC-H008 chr19 59022880 A G SLC27A5 EX1 missense NM_012254.2 NP_036386.1 c.443T>C p.L148P | p.Leu148Pro TCCxGCT - 10998 51 0 0% 34 32 48.40% NA. NA.

CC-H008 chr20 17595482 C T RRBP1 EX25 missense NM_001042576.1 NP_001036041.1 c.2795G>A p.R932H | p.Arg932His GCGxGCC - 6238 74 1 1.30% 60 13 17.80% NA. NA.

CC-H008 chr22 46654964 C G PKDREJ EX1E missense NM_006071.1 NP_006062.1 c.4256G>C p.R1419T | p.Arg1419Thr TCTxTTG - 10343 124 0 0% 80 12 13% NA. NA.

CC-H008 chr22 46656483 C G PKDREJ EX1E missense NM_006071.1 NP_006062.1 c.2737G>C p.D913H | p.Asp913His GGTxATT - 10343 63 0 0% 48 10 17.20% NA. NA.

CC-H008 chrX 48780507 G C OTUD5 EX9E missense NM_017602.3 NP_060072.1 c.1660C>G p.L554V | p.Leu554Val CTAxGTA - 55593 116 0 0% 125 16 11.30% NA. NA.

CC-H008 chr1 201177681 T -C IGFN1 EX12 frameshift NM_001164586.1 NP_001158058.1c.3661C[2>1] (std: c.3661C[1] alt: c.3662delC )p.P1221Qfs*90 | p.Pro1221Glnfs*90TT.CA + 91156 47 0 0% 52 9 14.75% Sanger somatic

CC-H008 chr16 67650755 T -C CTCF EX5 frameshift NM_006565.3 NP_006556.1c.1061C[2>1] (std: c.1061C[1] alt: c.1062delC )p.M355Cfs*7 | p.Met355Cysfs*7TT.CA + 10664 140 0 0% 157 74 32.03% NA. NA.

CC-H009 chr1 1551929 C G MIB2 EX2 missense NM_080875.2 NP_543151.2 c.216C>G p.F72L | p.Phe72Leu TTTxCAG + 142678 48 0 0% 43 26 37.60% NA. NA.

CC-H009 chr1 11561660 G A PTCHD2 EX2 missense NM_020780.1 NP_065831.1 c.611G>A p.R204Q | p.Arg204Gln TTCxGCG + 57540 24 0 0% 15 10 40% NA. NA.

CC-H009 chr1 16907927 G A NBPF1 EX15 missense NM_017940.3 NP_060410.2 c.1367C>T p.S456L | p.Ser456Leu GATxATT - 55672 936 0 0% 725 53 6.80% NA. NA.

CC-H009 chr1 38411456 G A INPP5B EX3 missense NM_005540.2 NP_005531.2 c.124C>T p.R42C | p.Arg42Cys GGCxGTA - 3633 103 0 0% 67 43 39% NA. NA.

CC-H009 chr1 171176931 T C FMO2 IVS8 splice-5 NM_001460.2 NP_001451.1 c.1256+2T>C . CTGxAAG + 2327 113 0 0% 92 47 33.80% NA. NA.

CC-H009 chr1 240656513 C T GREM2 EX2E missense NM_022469.3 NP_071914.3 c.263G>A p.R88Q | p.Arg88Gln CTCxGGC - 64388 105 0 0% 74 36 32.70% NA. NA.

CC-H009 chr2 108476176 A C RGPD4 IVS11 splice-3 NM_182588.2 NP_872394.2 c.1635-2A>C . TTTxGAC + 285190 934 0 0% 555 240 30.10% NA. NA.

CC-H009 chr3 108475434 C A RETNLB EX2 missense NM_032579.2 NP_115968.1 c.129G>T p.E43D | p.Glu43Asp GTAxTCT - 84666 103 0 0% 80 37 31.60% NA. NA.

CC-H009 chr4 20525394 C G SLIT2 EX13 missense NM_004787.1 NP_004778.1 c.1142C>G p.A381G | p.Ala381Gly ATGxCAA + 9353 97 0 0% 63 31 32.90% NA. NA.

CC-H009 chr4 99997469 C G ADH5 EX6 missense NM_000671.3 NP_000662.3 c.799G>C p.E267Q | p.Glu267Gln ATTxAAA - 128 164 0 0% 102 71 41% NA. NA.

CC-H009 chr4 114290858 G A ANK2 EX43 missense NM_001148.4 NP_001139.3 c.11507G>A p.R3836K | p.Arg3836Lys ACAxAGA + 287 80 0 0% 54 25 31.60% Sanger somatic

CC-H009 chr4 187197453 G A F11 EX7 missense NM_000128.3 NP_000119.1 c.664G>A p.D222N | p.Asp222Asn CCCxATG + 2160 85 0 0% 52 20 27.70% NA. NA.

CC-H009 chr6 73900343 G A KCNQ5 EX13 missense NM_001160133.1 NP_001153605.1 c.1682G>A p.R561H | p.Arg561His TACxTCC + 56479 151 1 0.60% 84 38 31.10% NA. NA.

CC-H009 chr6 79577540 G T IRAK1BP1 EX1 nonsense NM_001010844.1 NP_001010844.1 c.247G>T p.E83* | p.Glu83* GCCxAGG + 134728 78 1 1.20% 64 21 24.70% NA. NA.

CC-H009 chr7 87280255 T C RUNDC3B IVS2 splice-5 NM_138290.2 NP_612147.1 c.238+2T>C . AGGxAAA + 154661 83 1 1.10% 60 23 27.70% NA. NA.

CC-H009 chr7 128034588 T C IMPDH1 EX15 missense NM_000883.3 NP_000874.2 c.1616A>G p.Q539R | p.Gln539Arg TTCxGAA - 3614 131 0 0% 79 42 34.70% NA. NA.

CC-H009 chr7 147600722 G C CNTNAP2 EX14 missense NM_014141.5 NP_054860.1 c.2164G>C p.G722R | p.Gly722Arg TCTxGGC + 26047 56 0 0% 28 12 30% NA. NA.

CC-H009 chr8 38645218 G A TACC1 EX1 missense NM_006283.2 NP_006274.2 c.118G>A p.E40K | p.Glu40Lys CCCxAGG + 6867 169 1 0.50% 120 263 68.60% NA. NA.

CC-H009 chr8 38704260 G A TACC1 EX12 missense NM_006283.2 NP_006274.2 c.2272G>A p.E758K | p.Glu758Lys GCTxAGA + 6867 99 0 0% 200 31 13.40% NA. NA.

CC-H009 chr8 126071736 G C KIAA0196 EX13 missense NM_014846.3 NP_055661.3 c.1570C>G p.L524V | p.Leu524Val CAAxAAA - 9897 32 0 0% 26 7 21.20% NA. NA.

CC-H009 chr9 14841497 A G FREM1 EX11 missense NM_144966.5 NP_659403.4 c.1829T>C p.F610S | p.Phe610Ser TGAxAAG - 158326 91 0 0% 61 27 30.60% NA. NA.

CC-H009 chr9 140392680 G A PNPLA7 EX17 missense NM_001098537.1 NP_001092007.1 c.1775C>T p.P592L | p.Pro592Leu GTCxGCT - 375775 58 0 0% 38 26 40.60% NA. NA.

CC-H009 chr10 28250565 G A ARMC4 EX10 missense NM_018076.2 NP_060546.2 c.1318C>T p.R440C | p.Arg440Cys GACxATG - 55130 151 0 0% 105 50 32.20% NA. NA.

CC-H009 chr10 120095125 G A FAM204A EX4 missense NM_022063.2 NP_071346.1 c.263C>T p.S88F | p.Ser88Phe TCAxAAT - 63877 142 0 0% 88 53 37.50% NA. NA.

CC-H009 chr11 55433561 G T OR4C6 EX1E missense NM_001004704.1 NP_001004704.1 c.919G>T p.A307S | p.Ala307Ser TTGxCTG + 219432 27 0 0% 15 11 42.30% NA. NA.

CC-H009 chr11 67267204 C G PITPNM1 EX8 missense NM_004910.2 NP_004901.2 c.1161G>C p.E387D | p.Glu387Asp TCCxTCT - 9600 51 0 0% 62 30 32.60% NA. NA.

CC-H009 chr11 67267659 C G PITPNM1 EX6 missense NM_004910.2 NP_004901.2 c.874G>C p.E292Q | p.Glu292Gln CCTxAGG - 9600 23 0 0% 29 9 23.60% NA. NA.

CC-H009 chr12 41966624 G C PDZRN4 EX10E missense NM_001164595.1 NP_001158067.1 c.2043G>C p.Q681H | p.Gln681His TCAxAAT + 29951 61 0 0% 45 17 27.40% NA. NA.

CC-H009 chr12 52448245 G A NR4A1 EX3 missense NM_001202233.1 NP_001189162.1 c.172G>A p.A58T | p.Ala58Thr CCCxCTG + 3164 335 1 0.20% 282 157 35.70% NA. NA.

CC-H009 chr12 53007492 C T KRT73 EX5 missense NM_175068.2 NP_778238.1 c.964G>A p.E322K | p.Glu322Lys CCTxGGC - 319101 66 0 0% 45 21 31.80% NA. NA.

CC-H009 chr12 72030268 A G ZFC3H1 IVS9 splice-5 NM_144982.4 NP_659419.3 c.2100+2T>C . TTTxCCG - 196441 116 0 0% 84 30 26.30% NA. NA.

CC-H009 chr12 116714869 G A MED13L EX1 missense NM_015335.4 NP_056150.1 c.68C>T p.S23L | p.Ser23Leu AGCxAAA - 23389 37 0 0% 31 9 22.50% NA. NA.

CC-H009 chr15 56141074 C G NEDD4 EX8 missense NM_198400.2 NP_940682.2 c.2399G>C p.R800T | p.Arg800Thr AATxTTG - 4734 71 0 0% 31 20 39.20% NA. NA.

CC-H009 chr16 4310593 G A TFAP4 EX5 missense NM_003223.2 NP_003214.1 c.529C>T p.R177C | p.Arg177Cys AGCxCAC - 7023 74 0 0% 61 40 39.60% NA. NA.

CC-H009 chr16 51171190 C T SALL1 EX3E missense NM_002968.2 NP_002959.2 c.3808G>A p.G1270R | p.Gly1270Arg TCCxACT - 6299 105 0 0% 60 26 30.20% NA. NA.

CC-H009 chr17 42089359 C T TMEM101 EX4E missense NM_032376.2 NP_115752.1 c.711G>A p.M237I | p.Met237Ile CTTxATC - 84336 57 0 0% 47 20 29.80% NA. NA.

CC-H009 chr19 4048151 C A ZBTB7A EX3E missense NM_015898.2 NP_056982.1 c.1354G>T p.D452Y | p.Asp452Tyr GGTxGTA - 51341 66 1 1.40% 69 35 33.60% NA. NA.

CC-H009 chr19 7542280 C T PEX11G EX5E missense NM_080662.3 NP_542393.1 c.534G>A p.M178I | p.Met178Ile CTGxATC - 92960 18 0 0% 24 9 27.20% NA. NA.

CC-H009 chr19 17436141 C T ANO8 EX17 missense NM_020959.2 NP_066010.1 c.2716G>A p.E906K | p.Glu906Lys CCTxCCG - 57719 38 0 0% 33 23 41% NA. NA.

CC-H009 chr19 17438668 C G ANO8 EX14 missense NM_020959.2 NP_066010.1 c.2248G>C p.E750Q | p.Glu750Gln TCTxCTG - 57719 69 0 0% 78 43 35.50% NA. NA.

CC-H009 chr19 41352790 C T CYP2A6 EX5 missense NM_000762.5 NP_000753.3 c.821G>A p.R274H | p.Arg274His ATGxGGA - 1548 111 1 0.80% 85 34 28.50% NA. NA.



CC-H009 chr19 53678762 G T ZNF665 EX3 missense NM_024733.3 NP_079009.3 c.78C>A p.D26E | p.Asp26Glu AGGxTCC - 79788 215 0 0% 125 43 25.50% NA. NA.

CC-H009 chr19 58438959 T C ZNF418 EX4 missense NM_133460.1 NP_597717.1 c.590A>G p.Q197R | p.Gln197Arg CACxGAA - 147686 120 0 0% 75 39 34.20% NA. NA.

CC-H009 chrX 63445347 G A ASB12 EX2 missense NM_130388.3 NP_569059.3 c.184C>T p.R62C | p.Arg62Cys AACxTTT - 142689 72 0 0% 52 19 26.70% NA. NA.

CC-H009 chr11 70052365 C -AG FADD EX2E frameshift NM_003824.3 NP_003815.1c.414AG[2>1] (std: c.414AG[1] alt: c.416_417delAG )p.E139Afs*36 | p.Glu139Alafs*36AC.AG + 8772 62 0 0% 21 27 56.25% NA. NA.

CC-H010 chr1 23761105 C T ASAP3 EX18 missense NM_017707.3 NP_060177.2 c.1756G>A p.E586K | p.Glu586Lys CTTxAGG - 55616 83 0 0% 56 34 37.70% NA. NA.

CC-H010 chr1 27240263 G A NR0B2 EX1 missense NM_021969.2 NP_068804.1 c.169C>T p.R57W | p.Arg57Trp CCCxGCA - 8431 93 0 0% 55 32 36.70% NA. NA.

CC-H010 chr1 32655734 G C TXLNA EX6 missense NM_175852.3 NP_787048.1 c.847G>C p.D283H | p.Asp283His AATxACA + 200081 80 0 0% 35 19 35.10% NA. NA.

CC-H010 chr1 43805136 G A MPL EX4 missense NM_005373.2 NP_005364.1 c.586G>A p.A196T | p.Ala196Thr CCTxCTC + 4352 83 0 0% 47 23 32.80% NA. NA.

CC-H010 chr1 117560922 C T CD101 EX6 missense NM_004258.4 NP_004249.2 c.1757C>T p.S586F | p.Ser586Phe GCTxTCA + 9398 80 0 0% 52 22 29.70% NA. NA.

CC-H010 chr1 235357466 G A ARID4B EX19 missense NM_016374.5 NP_057458.4 c.1987C>T p.R663W | p.Arg663Trp GCCxAAG - 51742 96 0 0% 70 29 29.20% NA. NA.

CC-H010 chr1 235505377 G A GGPS1 EX4E missense NM_001037277.1 NP_001032354.1 c.193G>A p.D65N | p.Asp65Asn GATxATA + 9453 81 1 1.20% 41 25 37.80% NA. NA.

CC-H010 chr1 235505812 G A GGPS1 EX4E missense NM_001037277.1 NP_001032354.1 c.628G>A p.E210K | p.Glu210Lys ACAxAGG + 9453 138 0 0% 59 32 35.10% NA. NA.

CC-H010 chr2 160898710 C G PLA2R1 IVS2 splice-3 NM_007366.4 NP_031392.3 c.494-1G>C . AATxTAG - 22925 96 0 0% 53 27 33.70% NA. NA.

CC-H010 chr2 239306320 G T TRAF3IP1 EX16 missense NM_015650.3 NP_056465.2 c.1910G>T p.R637M | p.Arg637Met AGAxGTG + 26146 16 0 0% 13 7 35% NA. NA.

CC-H010 chr3 171338207 C G PLD1 EX24 missense NM_002662.4 NP_002653.1 c.2697G>C p.L899F | p.Leu899Phe TAAxAAC - 5337 77 0 0% 51 16 23.80% NA. NA.

CC-H010 chr4 53731848 G A RASL11B EX4E missense NM_023940.2 NP_076429.1 c.623G>A p.S208N | p.Ser208Asn CTAxCAG + 65997 59 0 0% 17 28 62.20% NA. NA.

CC-H010 chr4 62935960 T A LPHN3 EX23E nonsense NM_015236.4 NP_056051.2 c.3744T>A p.Y1248* | p.Tyr1248* CTAxAAC + 23284 133 0 0% 39 29 42.60% NA. NA.

CC-H010 chr4 167012295 G A TLL1 EX19 missense NM_012464.4 NP_036596.3 c.2458G>A p.E820K | p.Glu820Lys TTTxAGA + 7092 110 0 0% 18 12 40% NA. NA.

CC-H010 chr5 80548590 C T CKMT2 EX4 missense NM_001825.2 NP_001816.2 c.229C>T p.R77C | p.Arg77Cys CTTxGCA + 1160 68 0 0% 18 13 41.90% NA. NA.

CC-H010 chr5 176631189 G A NSD1 EX4 missense NM_022455.4 NP_071900.2 c.1132G>A p.V378M | p.Val378Met TGGxTGG + 64324 153 0 0% 40 33 45.20% NA. NA.

CC-H010 chr5 176696631 C T NSD1 EX16 nonsense NM_022455.4 NP_071900.2 c.5332C>T p.R1778* | p.Arg1778* CCTxGAG + 64324 128 0 0% 34 23 40.30% NA. NA.

CC-H010 chr6 27858353 C T HIST1H3J EX1E missense NM_003535.2 NP_003526.1 c.218G>A p.R73Q | p.Arg73Gln TCTxGCA - 8356 116 1 0.80% 62 29 31.80% NA. NA.

CC-H010 chr6 28251774 C G PGBD1 EX2 missense NM_001184743.1 NP_001171672.1 c.184C>G p.L62V | p.Leu62Val GCTxTGG + 84547 41 0 0% 25 10 28.50% NA. NA.

CC-H010 chr6 53160446 G A ELOVL5 EX2 missense NM_001242828.1 NP_001229757.1 c.52C>T p.P18S | p.Pro18Ser GAGxGCC - 60481 147 0 0% 66 25 27.40% NA. NA.

CC-H010 chr8 42608439 C T CHRNA6 EX6E nonsense NM_004198.3 NP_004189.1 c.1368G>A p.W456* | p.Trp456* TTTxCAG - 8973 161 1 0.60% 86 42 32.80% NA. NA.

CC-H010 chr8 113277717 G A CSMD3 EX60 missense NM_198123.1 NP_937756.1 c.9611C>T p.T3204M | p.Thr3204Met ATCxTGT - 114788 88 1 1.10% 66 23 25.80% NA. NA.

CC-H010 chr10 22678207 C G SPAG6 EX7 missense NM_012443.3 NP_036575.1 c.971C>G p.S324C | p.Ser324Cys ATTxTGA + 9576 129 1 0.70% 77 35 31.20% NA. NA.

CC-H010 chr11 9806732 C G SBF2 EX37 missense NM_030962.3 NP_112224.1 c.5171G>C p.G1724A | p.Gly1724Ala ACTxCAT - 81846 132 0 0% 75 35 31.80% NA. NA.

CC-H010 chr12 41327516 G A CNTN1 EX9 missense NM_001843.3 NP_001834.2 c.821G>A p.R274Q | p.Arg274Gln TCCxATG + 1272 70 0 0% 40 22 35.40% NA. NA.

CC-H010 chr12 52799922 C T KRT82 EX1 missense NM_033033.3 NP_149022.3 c.140G>A p.R47Q | p.Arg47Gln GCTxGGA - 3888 109 0 0% 68 29 29.80% NA. NA.

CC-H010 chr14 101347194 C T RTL1 EX1E missense NM_001134888.2 NP_001128360.1 c.3932G>A p.R1311Q | p.Arg1311Gln TCCxGGC - 388015 132 0 0% 74 25 25.20% NA. NA.

CC-H010 chr16 21658724 A G IGSF6 EX2 missense NM_005849.3 NP_005840.2 c.157T>C p.F53L | p.Phe53Leu AGAxGGT - 10261 87 0 0% 45 24 34.70% NA. NA.

CC-H010 chr16 31439595 C A COX6A2 EX1 nonsense NM_005205.3 NP_005196.1 c.52G>T p.G18* | p.Gly18* CTCxTTT - 1339 98 0 0% 73 27 27% NA. NA.

CC-H010 chr17 72519778 G A CD300LB EX3 missense NM_174892.2 NP_777552.2 c.494C>T p.S165F | p.Ser165Phe GTGxAAG - 124599 109 0 0% 55 30 35.20% NA. NA.

CC-H010 chr1 111490649 G -TCT LRIF1 EX4E cds-del NM_018372.3 NP_060842.3c.2236AGA[2>1] (std: c.2236AGA[1] alt: c.2239_2241delAGA )p.R746[2>1] (std: p.R746[1] alt: p.R747del ) | p.Arg746[2>1] (std: p.Arg746[1] alt: p.Arg747del )AG.TC - 55791 109 0 0% 61 14 18.67% NA. NA.

CC-H010 chr2 97531229 T -CC SEMA4C EX6 frameshift NM_017789.4 NP_060259.4c.463G[3>1] (std: c.463G[1] alt: c.464_465delGG )p.G155Efs*7 | p.Gly155Glufs*7 TT.CA - 54910 56 0 0% 30 22 42.31% NA. NA.

CC-H010 chr4 187541127 G-CACGTGGACCA FAT1 EX10 frameshift NM_005245.3 NP_005236.2c.6602_6612delTGGTCCACGTGp.V2201Afs*3 | p.Val2201Alafs*3TG.CA - 2195 65 0 0% 17 14 45.16% Sanger somatic

CC-H010 chr12 49446040 C -G MLL2 EX10 frameshift NM_003482.3 NP_003473.3c.1423C[3>2] (std: c.1423C[2] alt: c.1425delC )p.A476Hfs*454 | p.Ala476Hisfs*454GC.GG - 8085 27 0 0% 22 7 24.14% Sanger somatic

CC-H010 chr21 38877881 C-GTCAAGCTCAG DYRK1A EX11 frameshift NM_101395.2 NP_567824.1c.1538_1548delCAAGCTCAGGTp.S513Wfs*83 | p.Ser513Trpfs*83TC.GT + 1859 85 0 0% 37 8 17.78% NA. NA.

CC-H011 chr1 55183280 G C TTC4 EX3 missense NM_004623.4 NP_004614.3 c.345G>C p.L115F | p.Leu115Phe TTTxAAT + 7268 182 0 0% 14 6 30% NA. NA.

CC-H011 chr1 78245370 C G FAM73A EX1 missense NM_001270384.1 NP_001257313.1 c.30C>G p.I10M | p.Ile10Met CATxAGC + 374986 113 0 0% 6 5 45.40% NA. NA.

CC-H011 chr1 94014926 G C FNBP1L EX15 missense NM_001164473.2 NP_001157945.1 c.1594G>C p.E532Q | p.Glu532Gln TTTxAGG + 54874 198 0 0% 6 5 45.40% NA. NA.

CC-H011 chr1 156021053 G A UBQLN4 EX3 missense NM_020131.3 NP_064516.2 c.326C>T p.S109F | p.Ser109Phe GTGxAGG - 56893 175 0 0% 29 12 29.20% NA. NA.

CC-H011 chr1 159805021 G A SLAMF8 EX5E missense NM_020125.2 NP_064510.1 c.829G>A p.E277K | p.Glu277Lys ACAxAGA + 56833 264 0 0% 39 15 27.70% NA. NA.

CC-H011 chr1 167358866 G C POU2F1 EX9 missense NM_002697.3 NP_002688.3 c.855G>C p.Q285H | p.Gln285His TCAxACA + 5451 174 0 0% 27 12 30.70% NA. NA.

CC-H011 chr1 172038005 C T DNM3 EX11 missense NM_015569.3 NP_056384.2 c.1382C>T p.A461V | p.Ala461Val TTGxTAA + 26052 231 0 0% 35 6 14.60% NA. NA.

CC-H011 chr1 173797537 G C DARS2 EX3 missense NM_018122.4 NP_060592.2 c.294G>C p.E98D | p.Glu98Asp TGAxGTA + 55157 278 0 0% 30 9 23% NA. NA.

CC-H011 chr2 32526541 G A YIPF4 EX5 missense NM_032312.3 NP_115688.1 c.574G>A p.E192K | p.Glu192Lys TTTxAAG + 84272 251 0 0% 11 7 38.80% NA. NA.

CC-H011 chr2 170099499 C G LRP2 EX24 missense NM_004525.2 NP_004516.2 c.3634G>C p.D1212H | p.Asp1212His AATxAAA - 4036 204 0 0% 12 10 45.40% NA. NA.

CC-H011 chr2 179429150 C T TTN EX326 missense NM_001267550.1 NP_001254479.1 c.81709G>A p.E27237K | p.Glu27237Lys CTTxTAC - 7273 133 0 0% 4 5 55.50% NA. NA.

CC-H011 chr2 183640044 G A DNAJC10 EX23 missense NM_018981.1 NP_061854.1 c.2267G>A p.R756K | p.Arg756Lys AGAxAAA + 54431 568 1 0.10% 23 10 30.30% NA. NA.

CC-H011 chr2 198498520 C A RFTN2 EX4 nonsense NM_144629.2 NP_653230.2 c.640G>T p.E214* | p.Glu214* GTTxTTC - 130132 277 0 0% 10 7 41.10% NA. NA.

CC-H011 chr2 218713623 C G TNS1 EX17 missense NM_022648.4 NP_072174.3 c.1242G>C p.K414N | p.Lys414Asn GGTxTTG - 7145 121 0 0% 9 6 40% NA. NA.

CC-H011 chr2 219679152 G T CYP27A1 EX7 nonsense NM_000784.3 NP_000775.1 c.1234G>T p.E412* | p.Glu412* ATTxAAG + 1593 125 0 0% 12 6 33.30% NA. NA.

CC-H011 chr2 227661505 G C IRS1 EX1 missense NM_005544.2 NP_005535.1 c.1950C>G p.I650M | p.Ile650Met TCTxATG - 3667 230 0 0% 23 8 25.80% NA. NA.

CC-H011 chr2 233655995 C T GIGYF2 EX14 missense NM_015575.3 NP_056390.2 c.1121C>T p.S374L | p.Ser374Leu CCTxATC + 26058 230 0 0% 19 9 32.10% NA. NA.

CC-H011 chr3 9488869 G C SETD5 EX14 missense NM_001080517.1 NP_001073986.1 c.1660G>C p.V554L | p.Val554Leu CCTxTTG + 55209 410 0 0% 24 8 25% NA. NA.

CC-H011 chr3 31674478 G A STT3B EX15 missense NM_178862.1 NP_849193.1 c.2239G>A p.G747R | p.Gly747Arg ATTxGAA + 201595 248 0 0% 13 8 38% NA. NA.

CC-H011 chr3 74411160 C T CNTN3 EX10 missense NM_020872.1 NP_065923.1 c.1245G>A p.M415I | p.Met415Ile CTTxATT - 5067 175 0 0% 10 8 44.40% NA. NA.

CC-H011 chr3 108147486 C A MYH15 EX28 missense NM_014981.1 NP_055796.1 c.3615G>T p.K1205N | p.Lys1205Asn CTTxTTC - 22989 170 0 0% 12 12 50% NA. NA.

CC-H011 chr3 125279336 C T OSBPL11 EX8 missense NM_022776.4 NP_073613.2 c.1042G>A p.E348K | p.Glu348Lys TCTxATC - 114885 196 0 0% 10 7 41.10% NA. NA.

CC-H011 chr3 158963692 G C IQCJ EX2 missense NM_001042705.2 NP_001036170.1 c.70G>C p.E24Q | p.Glu24Gln TTTxAAA + 654502 446 0 0% 21 6 22.20% NA. NA.

CC-H011 chr3 158963692 G C IQCJ-SCHIP1 EX2 missense NM_001197113.1 NP_001184042.1 c.70G>C p.E24Q | p.Glu24Gln TTTxAAA + 100505385 446 0 0% 21 6 22.20% NA. NA.

CC-H011 chr3 196735573 C T MFI2 EX13 missense NM_005929.5 NP_005920.2 c.1705G>A p.D569N | p.Asp569Asn CGTxACC - 4241 240 0 0% 12 15 55.50% NA. NA.

CC-H011 chr4 666306 C T ATP5I EX4E missense NM_007100.3 NP_009031.1 c.193G>A p.D65N | p.Asp65Asn TGTxATC - 521 273 1 0.30% 12 8 40% NA. NA.

CC-H011 chr4 1725595 G C TACC3 EX3 missense NM_006342.2 NP_006333.1 c.303G>C p.E101D | p.Glu101Asp AGAxAAG + 10460 156 0 0% 8 9 52.90% NA. NA.

CC-H011 chr4 178281700 C G NEIL3 EX9 missense NM_018248.2 NP_060718.2 c.1504C>G p.P502A | p.Pro502Ala AATxCTG + 55247 301 0 0% 13 11 45.80% NA. NA.

CC-H011 chr5 1879663 C T IRX4 EX4 missense NM_016358.2 NP_057442.1 c.691G>A p.E231K | p.Glu231Lys CCTxGCC - 50805 198 0 0% 10 18 64.20% NA. NA.

CC-H011 chr5 13885202 G A DNAH5 EX19 missense NM_001369.2 NP_001360.1 c.2879C>T p.S960F | p.Ser960Phe TGAxAGA - 1767 212 0 0% 34 8 19% NA. NA.

CC-H011 chr5 37206350 G A C5orf42 EX17 missense NM_023073.3 NP_075561.3 c.3098C>T p.S1033L | p.Ser1033Leu ATTxAAA - 65250 281 0 0% 26 10 27.70% NA. NA.

CC-H011 chr6 166831793 C T RPS6KA2 EX20 missense NM_001006932.1 NP_001006933.1 c.1882G>A p.E628K | p.Glu628Lys CCTxAGG - 6196 283 0 0% 20 14 41.10% NA. NA.

CC-H011 chr7 36561675 G C AOAH EX20 missense NM_001177506.1 NP_001170977.1 c.1569C>G p.I523M | p.Ile523Met CTCxATG - 313 145 1 0.60% 5 10 66.60% NA. NA.

CC-H011 chr7 47879084 C T PKD1L1 EX36 missense NM_138295.3 NP_612152.1 c.5729G>A p.R1910Q | p.Arg1910Gln TCCxGCT - 168507 263 1 0.30% 17 11 39.20% NA. NA.

CC-H011 chr7 66260520 C T RABGEF1 EX5 missense NM_014504.2 NP_055319.1 c.536C>T p.S179L | p.Ser179Leu AGTxAGA + 27342 170 0 0% 10 6 37.50% NA. NA.

CC-H011 chr8 38645191 G A TACC1 EX1 missense NM_006283.2 NP_006274.2 c.91G>A p.E31K | p.Glu31Lys GACxAGG + 6867 336 1 0.20% 7 7 50% NA. NA.

CC-H011 chr8 97258645 C G MTERFD1 EX5 missense NM_015942.3 NP_057026.3 c.715G>C p.D239H | p.Asp239His CATxTGC - 51001 312 0 0% 2 7 77.70% NA. NA.

CC-H011 chr10 25885623 G A GPR158 EX10 missense NM_020752.2 NP_065803.2 c.2050G>A p.E684K | p.Glu684Lys TATxAGG + 57512 199 0 0% 14 7 33.30% NA. NA.

CC-H011 chr10 50534057 G A C10orf71 EX3E missense NM_001135196.1 NP_001128668.1 c.3467G>A p.R1156K | p.Arg1156Lys GGAxACT + 118461 204 0 0% 9 9 50% NA. NA.

CC-H011 chr10 70731647 G C DDX21 EX9 missense NM_004728.3 NP_004719.2 c.1387G>C p.D463H | p.Asp463His CAGxATG + 9188 315 1 0.30% 24 10 29.40% NA. NA.

CC-H011 chr10 76788909 G A KAT6B EX18E missense NM_012330.3 NP_036462.2 c.4327G>A p.E1443K | p.Glu1443Lys GAAxAGC + 23522 174 1 0.50% 10 8 44.40% NA. NA.

CC-H011 chr10 127429725 G A C10orf137 EX17 missense NM_001202438.1 NP_001189367.1 c.2326G>A p.D776N | p.Asp776Asn GAAxACC + 26098 131 0 0% 6 5 45.40% NA. NA.

CC-H011 chr11 107224384 C G CWF19L2 EX13 missense NM_152434.2 NP_689647.2 c.1951G>C p.G651R | p.Gly651Arg CACxAAG - 143884 163 0 0% 7 6 46.10% NA. NA.

CC-H011 chr11 118260570 C G UBE4A EX17 missense NM_004788.3 NP_004779.2 c.2739C>G p.F913L | p.Phe913Leu CTTxAAA + 9354 176 0 0% 9 10 52.60% NA. NA.

CC-H011 chr11 118968594 G C DPAGT1 EX6 missense NM_001382.3 NP_001373.2 c.888C>G p.I296M | p.Ile296Met GATxATA - 1798 171 0 0% 16 11 40.70% NA. NA.

CC-H011 chr12 43822244 C G ADAMTS20 EX26 missense NM_025003.3 NP_079279.3 c.3745G>C p.E1249Q | p.Glu1249Gln CTTxAGG - 80070 203 0 0% 13 9 40.90% NA. NA.

CC-H011 chr12 52799673 C T KRT82 EX1 missense NM_033033.3 NP_149022.3 c.389G>A p.R130H | p.Arg130His AAAxGGT - 3888 296 0 0% 17 12 41.30% NA. NA.

CC-H011 chr12 94243835 G A CRADD EX3E missense NM_003805.3 NP_003796.1 c.388G>A p.E130K | p.Glu130Lys CCTxAGT + 8738 192 0 0% 9 7 43.70% NA. NA.

CC-H011 chr12 118590154 C T TAOK3 EX20 missense NM_016281.3 NP_057365.3 c.2413G>A p.E805K | p.Glu805Lys TTTxCTG - 51347 102 0 0% 8 8 50% NA. NA.

CC-H011 chr12 124303555 T G DNAH10 EX21 missense NM_207437.3 NP_997320.2 c.3485T>G p.F1162C | p.Phe1162Cys TGTxTAA + 196385 313 0 0% 8 13 61.90% NA. NA.

CC-H011 chr12 124303584 C T DNAH10 EX21 missense NM_207437.3 NP_997320.2 c.3514C>T p.L1172F | p.Leu1172Phe GCTxTTG + 196385 323 0 0% 12 17 58.60% NA. NA.

CC-H011 chr12 125397869 C T UBC EX2E missense NM_021009.5 NP_066289.2 c.449G>A p.R150K | p.Arg150Lys CCTxTGA - 7316 218 1 0.40% 10 8 44.40% NA. NA.

CC-H011 chr12 129442138 G A GLT1D1 EX7 missense NM_144669.1 NP_653270.1 c.589G>A p.A197T | p.Ala197Thr AATxCTG + 144423 222 0 0% 12 7 36.80% NA. NA.

CC-H011 chr14 32615493 G A ARHGAP5 EX4 missense NM_001030055.1 NP_001025226.1 c.3890G>A p.R1297H | p.Arg1297His ACCxTGT + 394 265 0 0% 13 8 38% NA. NA.

CC-H011 chr14 53247459 C G GNPNAT1 IVS4 splice-3 NM_198066.3 NP_932332.1 c.346-1G>C . TCTxTGA - 64841 205 0 0% 9 6 40% NA. NA.

CC-H011 chr14 69257158 C T ZFP36L1 EX3E missense NM_001244701.1 NP_001231630.1 c.316G>A p.D106N | p.Asp106Asn TGTxCAG - 677 103 0 0% 13 8 38% NA. NA.

CC-H011 chr14 77895351 C T VIPAS39 EX19 missense NM_022067.3 NP_071350.2 c.1354G>A p.D452N | p.Asp452Asn CATxAAT - 63894 166 0 0% 9 8 47% NA. NA.

CC-H011 chr15 42716249 C T ZFP106 EX14 missense NM_022473.1 NP_071918.1 c.5131G>A p.D1711N | p.Asp1711Asn GATxATT - 64397 176 0 0% 7 7 50% NA. NA.

CC-H011 chr15 57838390 G A CGNL1 EX19 missense NM_001252335.1 NP_001239264.1 c.3726G>A p.M1242I | p.Met1242Ile CATxAAT + 84952 152 0 0% 9 5 35.70% Sanger somatic

CC-H011 chr15 72509793 C G PKM EX4 missense NM_001206796.1 NP_001193725.1 c.425G>C p.G142A | p.Gly142Ala ATTxCAG - 5315 170 0 0% 8 12 60% NA. NA.

CC-H011 chr15 81592458 C T IL16 EX14 nonsense NM_001172128.1 NP_001165599.1 c.2791C>T p.Q931* | p.Gln931* AATxAGA + 3603 171 0 0% 6 5 45.40% NA. NA.

CC-H011 chr16 3107361 C T MMP25 EX6 missense NM_022468.4 NP_071913.1 c.889C>T p.P297S | p.Pro297Ser GCTxCTC + 64386 157 0 0% 8 9 52.90% NA. NA.

CC-H011 chr16 3789643 C G CREBBP EX25 missense NM_004380.2 NP_004371.2 c.4216G>C p.D1406H | p.Asp1406His CATxCAC - 1387 180 0 0% 10 6 37.50% MS somatic

CC-H011 chr16 5050859 C T SEC14L5 EX10 missense NM_014692.1 NP_055507.1 c.1063C>T p.L355F | p.Leu355Phe GTTxTCT + 9717 141 0 0% 5 8 61.50% NA. NA.

CC-H011 chr16 20955920 C G DNAH3 EX58 missense NM_017539.1 NP_060009.1 c.11409G>C p.E3803D | p.Glu3803Asp GTTxTCA - 55567 176 0 0% 14 13 48.10% NA. NA.

CC-H011 chr16 22358802 G C CDR2 EX5E missense NM_001802.1 NP_001793.1 c.849C>G p.F283L | p.Phe283Leu TTTxAAA - 1039 109 0 0% 6 5 45.40% NA. NA.

CC-H011 chr16 57104492 G A NLRC5 EX37 missense NM_032206.4 NP_115582.4 c.4629G>A p.M1543I | p.Met1543Ile GATxAGG + 84166 197 0 0% 2 10 83.30% MS somatic

CC-H011 chr16 57104502 G T NLRC5 EX37 nonsense NM_032206.4 NP_115582.4 c.4639G>T p.E1547* | p.Glu1547* CTTxAGG + 84166 211 0 0% 3 11 78.50% MS somatic

CC-H011 chr17 39150079 C T KRTAP3-3 EX1E missense NM_033185.2 NP_149441.1 c.271G>A p.E91K | p.Glu91Lys GCTxACA - 85293 189 0 0% 23 7 23.30% NA. NA.

CC-H011 chr17 80790262 G C ZNF750 EX2 missense NM_024702.2 NP_078978.2 c.69C>G p.F23L | p.Phe23Leu CTTxAAG - 79755 188 0 0% 4 7 63.60% NA. NA.

CC-H011 chr18 46906074 G A DYM EX4 missense NM_017653.3 NP_060123.3 c.248C>T p.S83F | p.Ser83Phe CTAxAAA - 54808 240 0 0% 20 12 37.50% NA. NA.

CC-H011 chr19 856083 G T ELANE EX5E missense NM_001972.2 NP_001963.1 c.723G>T p.W241C | p.Trp241Cys CTGxATC + 1991 166 0 0% 3 8 72.70% NA. NA.

CC-H011 chr19 8977664 G A MUC16 EX72 missense NM_024690.2 NP_078966.2 c.42181C>T p.P14061S | p.Pro14061Ser GAGxCAG - 94025 96 0 0% 0 11 100% NA. NA.

CC-H011 chr19 34833249 G C KIAA0355 EX10 missense NM_014686.3 NP_055501.2 c.2410G>C p.E804Q | p.Glu804Gln TCAxAGG + 9710 141 0 0% 9 6 40% NA. NA.

CC-H011 chr19 51916979 G A SIGLEC10 EX10 missense NM_033130.4 NP_149121.2 c.1808C>T p.T603M | p.Thr603Met GCCxTCG - 89790 284 0 0% 18 9 33.30% NA. NA.

CC-H011 chr19 54967276 G A LENG8 EX9 missense NM_052925.2 NP_443157.1 c.1156G>A p.G386R | p.Gly386Arg CCCxGGG + 114823 135 0 0% 6 8 57.10% NA. NA.

CC-H011 chr19 55106296 G C LILRA1 EX4 missense NM_006863.2 NP_006854.1 c.237G>C p.K79N | p.Lys79Asn GAAxAAG + 11024 276 0 0% 9 5 35.70% NA. NA.

CC-H011 chr19 55495058 G C NLRP2 EX6 missense NM_017852.3 NP_060322.1 c.1992G>C p.E664D | p.Glu664Asp GGAxAAT + 55655 140 0 0% 9 6 40% NA. NA.

CC-H011 chr19 58438438 C T ZNF418 EX4 missense NM_133460.1 NP_597717.1 c.1111G>A p.E371K | p.Glu371Lys ACTxATA - 147686 314 0 0% 18 8 30.70% NA. NA.

CC-H011 chrX 16778458 G C SYAP1 EX9E missense NM_032796.3 NP_116185.2 c.1035G>C p.E345D | p.Glu345Asp AGAxAAA + 94056 633 0 0% 43 19 30.60% NA. NA.

CC-H011 chrX 48931475 G C PRAF2 EX1 missense NM_007213.1 NP_009144.1 c.172C>G p.L58V | p.Leu58Val CGAxAGC - 11230 233 0 0% 23 8 25.80% NA. NA.

CC-H011 chrX 70787929 G A OGT EX21 missense NM_181673.2 NP_858059.1 c.2899G>A p.E967K | p.Glu967Lys TATxAAG + 8473 431 0 0% 40 7 14.80% NA. NA.

CC-H011 chrX 78618519 C T ITM2A EX3 missense NM_004867.4 NP_004858.1 c.361G>A p.D121N | p.Asp121Asn TGTxATC - 9452 227 1 0.40% 19 11 36.60% NA. NA.

CC-H011 chrX 154129690 G C F8 EX20 missense NM_000132.3 NP_000123.1 c.6143C>G p.S2048C | p.Ser2048Cys CCAxAAG - 2157 691 0 0% 81 17 17.30% NA. NA.

CC-H011 chr11 64023906 A-AGCAACGC PLCB3 EX9 frameshift NM_000932.2 NP_000923.1c.758_765delAGCAACGCp.K253Rfs*25 | p.Lys253Argfs*25GA.GA + 5331 245 0 0% 74 5 6.33% NA. NA.

CC-H011 chr14 20215622 T -G OR4Q3 EX1E frameshift NM_172194.1 NP_751944.1 c.37delG p.V13Ffs*32 | p.Val13Phefs*32 TT.TT + 441669 252 0 0% 55 16 22.54% NA. NA.

CC-H012 chr1 19553868 C T EMC1 EX18 missense NM_015047.2 NP_055862.1 c.2141G>A p.R714H | p.Arg714His CTGxGTT - 23065 120 0 0% 71 6 7.70% NA. NA.

CC-H012 chr11 13380087 G C ARNTL EX8 missense NM_001178.4 NP_001169.3 c.328G>C p.D110H | p.Asp110His TTAxATA + 406 120 0 0% 79 6 7% NA. NA.

CC-H013 chr1 16456819 C G EPHA2 EX15 missense NM_004431.3 NP_004422.2 c.2571G>C p.E857D | p.Glu857Asp ACGxTCC - 1969 69 0 0% 44 7 13.70% NA. NA.

CC-H013 chr1 114523124 C G OLFML3 EX2 missense NM_020190.2 NP_064575.1 c.285C>G p.D95E | p.Asp95Glu AGAxTAT + 56944 125 0 0% 78 12 13.30% NA. NA.

CC-H013 chr2 170537584 C G CCDC173 EX2 missense NM_001085447.1 NP_001078916.1 c.227G>C p.R76T | p.Arg76Thr TTTxTTT - 129881 87 0 0% 46 5 9.80% NA. NA.

CC-H013 chr9 80537112 T A GNAQ EX2 missense NM_002072.3 NP_002063.2 c.286A>T p.T96S | p.Thr96Ser GTGxGTC - 2776 115 0 0% 90 7 7.20% NA. NA.

CC-H013 chr11 62288859 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.13030G>C p.D4344H | p.Asp4344His TGTxAGC - 79026 201 1 0.40% 119 7 5.50% MS No mutation

CC-H013 chr15 59323577 C T RNF111 EX2 missense NM_001270528.1 NP_001257457.1 c.556C>T p.R186W | p.Arg186Trp CCTxGGA + 54778 123 0 0% 69 9 11.50% NA. NA.

CC-H013 chr16 4625835 G A C16orf96 EX5 missense NM_001145011.1 NP_001138483.1 c.1354G>A p.A452T | p.Ala452Thr CTCxCAG + 342346 149 0 0% 73 7 8.70% NA. NA.

CC-H014 chr1 92636976 G A KIAA1107 EX4 missense NM_015237.2 NP_056052.2 c.280G>A p.D94N | p.Asp94Asn GATxATC + 23285 311 0 0% 174 37 17.50% NA. NA.

CC-H014 chr3 3144448 G A IL5RA EX5 missense NM_000564.4 NP_000555.2 c.139C>T p.L47F | p.Leu47Phe AAAxAAC - 3568 209 0 0% 94 23 19.60% NA. NA.

CC-H014 chr3 100489713 C T ABI3BP EX29 missense NM_015429.3 NP_056244.2 c.2482G>A p.A828T | p.Ala828Thr TGGxCTC - 25890 202 0 0% 166 22 11.70% NA. NA.

CC-H014 chr5 40764687 T C PRKAA1 EX9 missense NM_206907.3 NP_996790.3 c.1409A>G p.Y470C | p.Tyr470Cys GAGxAAG - 5562 164 0 0% 87 31 26.20% NA. NA.

CC-H014 chr5 132270299 C T AFF4 EX3 missense NM_014423.3 NP_055238.1 c.458G>A p.R153H | p.Arg153His TCAxGGT - 27125 73 1 1.30% 49 6 10.90% NA. NA.

CC-H014 chr6 31855598 C T EHMT2 EX14 missense NM_006709.3 NP_006700.3 c.1886G>A p.R629Q | p.Arg629Gln TCCxGGC - 10919 60 0 0% 26 7 21.20% NA. NA.

CC-H014 chr6 152774783 G A SYNE1 EX25 missense NM_182961.3 NP_892006.3 c.2965C>T p.L989F | p.Leu989Phe GAAxGAT - 23345 111 0 0% 69 15 17.80% MS somatic

CC-H014 chr7 35050954 C T DPY19L1 EX5 missense NM_015283.1 NP_056098.1 c.439G>A p.E147K | p.Glu147Lys TTTxAAT - 23333 242 0 0% 132 25 15.90% NA. NA.

CC-H014 chr7 73774595 G C CLIP2 EX7 missense NM_003388.4 NP_003379.3 c.1306G>C p.E436Q | p.Glu436Gln CTGxAGG + 7461 125 0 0% 58 20 25.60% NA. NA.

CC-H014 chr8 8233764 G A SGK223 EX2 missense NM_001080826.1 NP_001074295.1 c.2155C>T p.R719W | p.Arg719Trp ACCxCGA - 157285 107 0 0% 53 15 22% NA. NA.

CC-H014 chr10 43281024 C T BMS1 EX3 missense NM_014753.3 NP_055568.3 c.271C>T p.P91S | p.Pro91Ser CCTxCAA + 9790 366 0 0% 154 39 20.20% NA. NA.

CC-H014 chr10 75896495 C G AP3M1 EX4 missense NM_207012.2 NP_996895.1 c.340G>C p.E114Q | p.Glu114Gln CTTxTAA - 26985 123 0 0% 68 17 20% NA. NA.

CC-H014 chr10 89692904 C T PTEN EX5 nonsense NM_000314.4 NP_000305.3 c.388C>T p.R130* | p.Arg130* GGAxGAA + 5728 173 0 0% 91 27 22.80% Sanger somatic

CC-H014 chr11 57156722 C G PRG2 EX3 missense NM_002728.4 NP_002719.3 c.127G>C p.E43Q | p.Glu43Gln GCTxTGG - 5553 43 0 0% 22 6 21.40% NA. NA.

CC-H014 chr11 57252625 C T SLC43A1 EX15E missense NM_003627.5 NP_003618.1 c.1624G>A p.A542T | p.Ala542Thr CGGxGTA - 8501 113 0 0% 55 12 17.90% NA. NA.

CC-H014 chr12 70087660 C T BEST3 EX4 missense NM_032735.2 NP_116124.2 c.275G>A p.R92Q | p.Arg92Gln CATxGGT - 144453 92 0 0% 47 15 24.10% NA. NA.

CC-H014 chr15 42703167 C G CAPN3 EX22 missense NM_000070.2 NP_000061.1 c.2349C>G p.I783M | p.Ile783Met CATxTGC + 825 63 0 0% 30 9 23% NA. NA.

CC-H014 chr16 546841 C G RAB11FIP3 EX6 missense NM_014700.3 NP_055515.1 c.1283C>G p.S428C | p.Ser428Cys TCTxCAG + 9727 92 0 0% 35 8 18.60% NA. NA.

CC-H014 chr16 11370034 C T PRM2 EX1 missense NM_002762.2 NP_002753.2 c.194G>A p.R65Q | p.Arg65Gln ATCxGGT - 5620 67 0 0% 48 9 15.70% NA. NA.

CC-H014 chr16 71895740 C T ZNF821 EX7 missense NM_001201552.1 NP_001188481.1 c.523G>A p.D175N | p.Asp175Asn GGTxCTC - 55565 69 0 0% 44 10 18.50% NA. NA.

CC-H014 chr17 37369303 C T STAC2 EX10 missense NM_198993.3 NP_945344.1 c.1076G>A p.C359Y | p.Cys359Tyr TGGxAGC - 342667 56 0 0% 24 7 22.50% NA. NA.

CC-H014 chr17 40823544 G A PLEKHH3 EX8 missense NM_024927.4 NP_079203.3 c.1109C>T p.A370V | p.Ala370Val TCCxCCA - 79990 215 0 0% 135 27 16.60% NA. NA.

CC-H014 chr17 48145544 A G ITGA3 EX4 missense NM_002204.2 NP_002195.1 c.539A>G p.Y180C | p.Tyr180Cys CCTxCCA + 3675 150 1 0.60% 70 18 20.40% NA. NA.

CC-H014 chr22 30736792 C T SF3A1 EX8 missense NM_005877.4 NP_005868.1 c.1081G>A p.D361N | p.Asp361Asn CATxATC - 10291 31 0 0% 19 9 32.10% NA. NA.

CC-H014 chrX 70348270 G T MED12 EX23 missense NM_005120.2 NP_005111.2 c.3334G>T p.D1112Y | p.Asp1112Tyr AACxATC + 9968 72 0 0% 35 7 16.60% MS somatic

CC-H014 chr10 126136390 T +G NKX1-2 EX2E frameshift NM_001146340.1 NP_001139812.1 c.540dupC p.K181Qfs*? | p.Lys181Glnfs*? TT.GT - 390010 33 0 0% 17 8 32% NA. NA.

CC-H014 chr22 36537250 A -G APOL3 EX3E frameshift NM_145640.2 NP_663615.1 c.1206delC p.*403Dfs*32 | p.*403Aspfs*32 CA.TG - 80833 103 0 0% 66 15 18.52% NA. NA.

CC-H015 chr1 25153579 C G CLIC4 EX4 missense NM_013943.2 NP_039234.1 c.387C>G p.I129M | p.Ile129Met TATxAAG + 25932 125 0 0% 90 5 5.20% NA. NA.

CC-H015 chr3 52778308 G A NEK4 EX11 missense NM_003157.4 NP_003148.2 c.1841C>T p.S614L | p.Ser614Leu GCTxATA - 6787 85 0 0% 56 8 12.50% NA. NA.

CC-H015 chr4 106614625 C G INTS12 EX5 missense NM_020395.3 NP_065128.2 c.328G>C p.E110Q | p.Glu110Gln CTTxAGT - 57117 146 0 0% 81 11 11.90% NA. NA.

CC-H015 chr4 119673946 G A SEC24D EX12 nonsense NM_014822.2 NP_055637.2 c.1519C>T p.Q507* | p.Gln507* TCTxAGG - 9871 216 0 0% 115 17 12.80% NA. NA.

CC-H015 chr5 140741696 C T PCDHGB2 EX1 missense NM_018923.2 NP_061746.1 c.1994C>T p.A665V | p.Ala665Val TCGxGGA + 56103 102 1 0.90% 74 8 9.70% NA. NA.

CC-H015 chr5 145719141 G A POU4F3 EX2E missense NM_002700.2 NP_002691.1 c.151G>A p.E51K | p.Glu51Lys GATxAGA + 5459 185 0 0% 104 10 8.70% NA. NA.

CC-H015 chr6 116720475 C T DSE EX2 missense NM_001080976.1 NP_001074445.1 c.62C>T p.S21L | p.Ser21Leu TGTxAGC + 29940 162 1 0.60% 113 9 7.30% NA. NA.

CC-H015 chr7 933566 G A GET4 EX8 missense NM_015949.2 NP_057033.2 c.853G>A p.G285S | p.Gly285Ser TTCxGCG + 51608 111 0 0% 69 6 8% NA. NA.

CC-H015 chr8 125078694 C G FER1L6 EX27 missense NM_001039112.2 NP_001034201.2 c.3581C>G p.S1194C | p.Ser1194Cys GGTxCAC + 654463 163 0 0% 99 8 7.40% NA. NA.

CC-H015 chr9 138454685 G C PAEP EX3 missense NM_001018049.1 NP_001018059.1 c.256G>C p.E86Q | p.Glu86Gln GTTxAGA + 5047 109 0 0% 67 6 8.20% NA. NA.

CC-H015 chr11 61099086 C T DDB1 EX2 missense NM_001923.4 NP_001914.3 c.139G>A p.E47K | p.Glu47Lys CCTxGGC - 1642 210 0 0% 121 19 13.50% NA. NA.

CC-H015 chr11 94862027 C T ENDOD1 EX2E nonsense NM_015036.2 NP_055851.1 c.787C>T p.Q263* | p.Gln263* CCTxAGC + 23052 94 0 0% 50 10 16.60% NA. NA.

CC-H015 chr12 42768853 C G PPHLN1 EX5 missense NM_016488.6 NP_057572.5 c.488C>G p.S163C | p.Ser163Cys ACTxTTT + 51535 85 0 0% 46 5 9.80% NA. NA.

CC-H015 chr12 49425638 G A MLL2 EX39 nonsense NM_003482.3 NP_003473.3 c.12850C>T p.Q4284* | p.Gln4284* CCTxAGG - 8085 136 0 0% 87 9 9.30% Sanger somatic

CC-H015 chr12 73046842 G A TRHDE EX17 missense NM_013381.2 NP_037513.1 c.2755G>A p.A919T | p.Ala919Thr GATxCAA + 29953 181 0 0% 135 9 6.20% NA. NA.

CC-H015 chr12 107372261 C T MTERFD3 EX3E missense NM_001033050.1 NP_001028222.1 c.232G>A p.E78K | p.Glu78Lys CTTxAAC - 80298 164 0 0% 114 15 11.60% NA. NA.

CC-H015 chr12 112926308 G C PTPN11 EX12 missense NM_002834.3 NP_002825.3 c.1441G>C p.E481Q | p.Glu481Gln AGAxAGA + 5781 66 0 0% 45 6 11.70% MS somatic

CC-H015 chr13 25442768 C G RNF17 EX31 missense NM_031277.2 NP_112567.2 c.4192C>G p.L1398V | p.Leu1398Val CCTxTTT + 56163 146 0 0% 74 11 12.90% NA. NA.



CC-H015 chr13 30857874 C G KATNAL1 EX2 missense NM_032116.4 NP_115492.1 c.41G>C p.R14T | p.Arg14Thr TCTxTTC - 84056 75 0 0% 42 5 10.60% NA. NA.

CC-H015 chr14 102549637 C A HSP90AA1 EX10 nonsense NM_001017963.2 NP_001017963.2 c.1855G>T p.E619* | p.Glu619* TCTxACC - 3320 140 0 0% 83 7 7.70% NA. NA.

CC-H015 chr14 105417500 C T AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.4288G>A p.E1430K | p.Glu1430Lys TTTxAGG - 113146 171 0 0% 155 13 7.70% Sanger No mutation

CC-H015 chr15 77317927 G C PSTPIP1 EX5 missense NM_003978.3 NP_003969.2 c.336G>C p.Q112H | p.Gln112His GCAxAAG + 9051 77 0 0% 32 8 20% NA. NA.

CC-H015 chr15 101906518 C T PCSK6 EX13 missense NM_002570.3 NP_002561.1 c.1741G>A p.E581K | p.Glu581Lys CTTxATT - 5046 62 0 0% 39 8 17% NA. NA.

CC-H015 chr17 3029941 C G OR1G1 EX1E missense NM_003555.1 NP_003546.1 c.905G>C p.R302T | p.Arg302Thr TTTxTCA - 8390 179 0 0% 95 5 5% NA. NA.

CC-H015 chr17 18051432 C T MYO15A EX31 missense NM_016239.3 NP_057323.3 c.6599C>T p.S2200L | p.Ser2200Leu GCTxGGG + 51168 134 0 0% 91 8 8% NA. NA.

CC-H015 chr17 40725335 C G PSMC3IP EX7 missense NM_001256016.1 NP_001242945.1 c.294G>C p.K98N | p.Lys98Asn CCTxTTC - 29893 72 0 0% 52 5 8.70% NA. NA.

CC-H015 chr18 23713945 G C PSMA8 EX1 missense NM_144662.2 NP_653263.2 c.16G>C p.D6H | p.Asp6His TATxACA + 143471 111 0 0% 54 7 11.40% NA. NA.

CC-H015 chr19 49404064 C G NUCB1 EX2 missense NM_006184.5 NP_006175.2 c.11C>G p.S4C | p.Ser4Cys CCTxTGG + 4924 185 0 0% 122 13 9.60% NA. NA.

CC-H015 chr19 58385748 G A ZNF814 EX3E missense NM_001144989.1 NP_001138461.1 c.1010C>T p.A337V | p.Ala337Val CTAxCAT - 730051 301 1 0.30% 196 39 16.50% NA. NA.

CC-H015 chrX 69479135 G C P2RY4 EX1E missense NM_002565.3 NP_002556.1 c.340C>G p.L114V | p.Leu114Val AAAxAAA - 5030 97 0 0% 72 7 8.80% NA. NA.

CC-H015 chrX 107170262 C T MID2 EX10E nonsense NM_012216.3 NP_036348.2 c.2167C>T p.Q723* | p.Gln723* CCTxAAG + 11043 270 0 0% 167 13 7.20% NA. NA.

CC-H015 chr21 34861294 T +A DNAJC28 EX2E frameshift NM_017833.3 NP_060303.2c.405T[2>3] (std: c.406dupT alt: c.406_407insT )p.Y136Lfs*5 | p.Tyr136Leufs*5 AT.AA - 54943 184 0 0% 107 6 5.31% NA. NA.

CC-H016 chr1 40432546 G A MFSD2A EX8 missense NM_001136493.1 NP_001129965.1 c.908G>A p.S303N | p.Ser303Asn TGAxCCA + 84879 42 1 2.30% 39 7 15.20% NA. NA.

CC-H016 chr1 111494470 G A LRIF1 EX2 nonsense NM_018372.3 NP_060842.3 c.1036C>T p.R346* | p.Arg346* ATCxCGT - 55791 76 0 0% 67 10 12.90% NA. NA.

CC-H016 chr2 111408240 C T BUB1 EX18 missense NM_004336.3 NP_004327.1 c.2086G>A p.E696K | p.Glu696Lys CCTxAAC - 699 53 0 0% 36 7 16.20% NA. NA.

CC-H016 chr3 178936092 A G PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1634A>G p.E545G | p.Glu545Gly CTGxGCA + 5290 122 1 0.80% 82 81 49.60% MS somatic

CC-H016 chr5 38484883 C T LIFR EX18 missense NM_002310.5 NP_002301.1 c.2585G>A p.R862Q | p.Arg862Gln TCTxGTT - 3977 114 0 0% 76 17 18.20% NA. NA.

CC-H016 chr5 148712424 G T AFAP1L1 EX17 missense NM_152406.2 NP_689619.1 c.2142G>T p.K714N | p.Lys714Asn CAAxCCC + 134265 41 1 2.30% 36 5 12.10% NA. NA.

CC-H016 chr12 8278193 C T CLEC4A EX2 missense NM_016184.3 NP_057268.1 c.119C>T p.T40I | p.Thr40Ile ATAxCGG + 50856 111 0 0% 63 14 18.10% NA. NA.

CC-H016 chr12 72680634 C T TRHDE EX2 missense NM_013381.2 NP_037513.1 c.953C>T p.T318M | p.Thr318Met TTAxGGA + 29953 46 0 0% 43 9 17.30% NA. NA.

CC-H016 chr13 36827965 C T CCDC169 EX6 missense NM_001198908.1 NP_001185837.1 c.443G>A p.R148H | p.Arg148His GTAxGGC - 728591 77 0 0% 45 6 11.70% NA. NA.

CC-H016 chr13 36827965 C T CCDC169-SOHLH2 EX4 missense NM_001198910.1 NP_001185839.1 c.143G>A p.R48H | p.Arg48His GTAxGGC - 100526761 77 0 0% 45 6 11.70% NA. NA.

CC-H016 chr14 94528737 C T DDX24 EX3 missense NM_020414.3 NP_065147.1 c.949G>A p.A317T | p.Ala317Thr TGGxCTC - 57062 48 0 0% 34 12 26% NA. NA.

CC-H016 chr15 55838886 C T PYGO1 EX3E missense NM_015617.1 NP_056432.1 c.595G>A p.D199N | p.Asp199Asn AATxGGG - 26108 99 0 0% 65 12 15.50% NA. NA.

CC-H016 chr16 334497 G A PDIA2 EX2 missense NM_006849.2 NP_006840.2 c.310G>A p.A104T | p.Ala104Thr CCCxCGC + 64714 81 0 0% 75 6 7.40% NA. NA.

CC-H016 chr16 61823261 G T CDH8 EX8 missense NM_001796.4 NP_001787.2 c.1403C>A p.A468D | p.Ala468Asp GTAxCAA - 1006 89 0 0% 90 8 8.10% NA. NA.

CC-H016 chr19 15224616 G A SYDE1 EX8E missense NM_033025.4 NP_149014.3 c.2050G>A p.E684K | p.Glu684Lys AGCxAGG + 85360 94 0 0% 55 9 14% NA. NA.

CC-H016 chr19 44514436 C T ZNF230 EX5E missense NM_006300.3 NP_006291.2 c.245C>T p.A82V | p.Ala82Val TTGxGGA + 7773 48 0 0% 47 6 11.30% NA. NA.

CC-H016 chr20 60699715 C T LSM14B EX2 missense NM_144703.2 NP_653304.2 c.170C>T p.A57V | p.Ala57Val CTGxGCC + 149986 75 0 0% 92 5 5.10% NA. NA.

CC-H016 chrX 48826375 G A KCND1 EX1 missense NM_004979.4 NP_004970.3 c.304C>T p.R102W | p.Arg102Trp GCCxCCC - 3750 89 0 0% 84 6 6.60% NA. NA.

CC-H017 chr2 27550058 C A GTF3C2 EX19 nonsense NM_001521.2 NP_001512.1 c.2503G>T p.E835* | p.Glu835* CCTxCAG - 2976 74 0 0% 52 12 18.70% NA. NA.

CC-H017 chr2 178098810 C G NFE2L2 EX2 missense NM_006164.4 NP_006155.2 c.235G>C p.E79Q | p.Glu79Gln TCTxTTC - 4780 135 0 0% 120 8 6.20% MS somatic

CC-H017 chr2 227662682 C T IRS1 EX1 missense NM_005544.2 NP_005535.1 c.773G>A p.R258Q | p.Arg258Gln GCCxGCA - 3667 77 0 0% 46 13 22% NA. NA.

CC-H017 chr4 17524619 G A CLRN2 EX2 missense NM_001079827.2 NP_001073296.1 c.386G>A p.R129Q | p.Arg129Gln ACCxGGC + 645104 70 0 0% 62 10 13.80% NA. NA.

CC-H017 chr5 19503209 T C CDH18 EX11 missense NM_004934.3 NP_004925.1 c.1522A>G p.T508A | p.Thr508Ala TGGxATG - 1016 234 0 0% 134 26 16.20% NA. NA.

CC-H017 chr6 10398931 A G TFAP2A EX7E missense NM_001042425.1 NP_001035890.1 c.1021T>C p.C341R | p.Cys341Arg TGCxTAT - 7020 18 0 0% 15 9 37.50% NA. NA.

CC-H017 chr7 123142685 G A IQUB EX6 missense NM_178827.4 NP_849149.3 c.989C>T p.S330L | p.Ser330Leu GCTxAAA - 154865 93 0 0% 69 19 21.50% NA. NA.

CC-H017 chr8 70515866 C T SULF1 EX12 missense NM_001128205.1 NP_001121677.1 c.1222C>T p.R408C | p.Arg408Cys TGGxGTG + 23213 152 1 0.60% 140 15 9.60% NA. NA.

CC-H017 chr8 145748578 C T LRRC24 EX5E missense NM_001024678.3 NP_001019849.2 c.823G>A p.E275K | p.Glu275Lys CCTxACC - 441381 85 0 0% 72 39 35.10% NA. NA.

CC-H017 chr9 35741812 G A GBA2 EX4 missense NM_020944.2 NP_065995.1 c.643C>T p.R215C | p.Arg215Cys TGCxGAG - 57704 62 0 0% 69 15 17.80% NA. NA.

CC-H017 chr12 11461549 G C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.368C>G p.P123R | p.Pro123Arg GGTxGTC - 5545 68 0 0% 28 18 39.10% NA. NA.

CC-H017 chr12 40836951 C T MUC19 EX32 missense XM_003846356.1 XP_003846404.1 c.3938C>T p.T1313M | p.Thr1313Met TAAxGTG + 283463 161 0 0% 126 24 16% Sanger somatic

CC-H017 chr14 65494419 G C CHURC1-FNTB EX8 missense NM_001202559.1 NP_001189488.1 c.708G>C p.E236D | p.Glu236Asp AGAxAAG + 100529261 120 1 0.80% 107 6 5.30% NA. NA.

CC-H017 chr14 65494419 G C FNTB EX6 missense NM_002028.3 NP_002019.1 c.525G>C p.E175D | p.Glu175Asp AGAxAAG + 2342 120 1 0.80% 107 6 5.30% NA. NA.

CC-H017 chr16 71186645 C A HYDIN EX7 missense NM_001270974.1 NP_001257903.1 c.758G>T p.G253V | p.Gly253Val TCTxCCA - 54768 227 0 0% 224 23 9.30% MS somatic

CC-H017 chr16 87678131 G A JPH3 EX2 missense NM_020655.2 NP_065706.2 c.650G>A p.R217H | p.Arg217His GGCxCTC + 57338 83 0 0% 50 11 18% NA. NA.

CC-H017 chr19 44536809 C G ZNF222 EX4E missense NM_001129996.1 NP_001123468.1 c.1102C>G p.L368V | p.Leu368Val TATxTTT + 7673 108 0 0% 89 6 6.30% NA. NA.

CC-H017 chr7 123101625 A -TCT IQUB EX11 cds-del NM_178827.4 NP_849149.3c.1787AGA[2>1] (std: c.1787AGA[1] alt: c.1790_1792delAGA )p.K596[2>1] (std: p.K596[1] alt: p.K597del ) | p.Lys596[2>1] (std: p.Lys596[1] alt: p.Lys597del )AA.TC - 154865 76 0 0% 72 16 18.18% NA. NA.

CC-H017 chr13 31722539 A -G HSPH1 EX9 frameshift NM_006644.2 NP_006635.2 c.1215delCp.W406Gfs*30 | p.Trp406Glyfs*30CA.AT - 10808 104 0 0% 80 19 19.19% NA. NA.

CC-H018 chr3 169521846 C G LRRC34 EX6 missense NM_001172779.1 NP_001166250.1 c.652G>C p.D218H | p.Asp218His GATxACA - 151827 65 0 0% 66 5 7% NA. NA.

CC-H018 chr4 147824789 G A TTC29 EX6 nonsense NM_031956.2 NP_114162.2 c.493C>T p.R165* | p.Arg165* ATCxTTC - 83894 68 0 0% 77 5 6% NA. NA.

CC-H018 chr5 140745636 G A PCDHGA5 EX1 missense NM_018918.2 NP_061741.1 c.1739G>A p.R580H | p.Arg580His CTCxCTC + 56110 128 0 0% 148 10 6.30% NA. NA.

CC-H018 chr6 26199087 C T HIST1H2AD EX1E missense NM_021065.2 NP_066409.1 c.385G>A p.G129S | p.Gly129Ser TGCxCTT - 3013 147 1 0.60% 152 14 8.40% NA. NA.

CC-H018 chr17 8133685 G C CTC1 EX17 missense NM_025099.5 NP_079375.3 c.2860C>G p.H954D | p.His954Asp AGTxTGG - 80169 88 0 0% 80 5 5.80% NA. NA.

CC-H018 chr17 39633381 C T KRT35 EX7 missense NM_002280.4 NP_002271.3 c.1295G>A p.C432Y | p.Cys432Tyr CCGxAGG - 3886 78 0 0% 68 5 6.80% NA. NA.

CC-H018 chrX 153072240 T C PDZD4 EX4 missense NM_032512.2 NP_115901.2 c.443A>G p.Y148C | p.Tyr148Cys CGGxAGC - 57595 112 0 0% 115 7 5.70% NA. NA.

CC-H019 chr1 47753263 C G STIL EX10 missense NM_001048166.1 NP_001041631.1 c.1093G>C p.E365Q | p.Glu365Gln ACTxTGT - 6491 115 0 0% 104 6 5.40% NA. NA.

CC-H019 chr1 53245549 C G ZYG11B EX4 missense NM_024646.2 NP_078922.1 c.976C>G p.Q326E | p.Gln326Glu ACTxAGA + 79699 111 0 0% 106 8 7% NA. NA.

CC-H019 chr1 109839450 C T MYBPHL EX5 missense NM_001010985.2 NP_001010985.2 c.685G>A p.E229K | p.Glu229Lys TTTxACT - 343263 63 0 0% 76 10 11.60% NA. NA.

CC-H019 chr2 71629207 C G ZNF638 EX16 missense NM_001252612.1 NP_001239541.1 c.2819C>G p.S940C | p.Ser940Cys CATxTCA + 27332 140 0 0% 143 16 10% NA. NA.

CC-H019 chr2 108869800 G A SULT1C3 IVS2 splice-3 NM_001008743.1 NP_001008743.1 c.302-1G>A . CTAxATT + 442038 128 0 0% 146 15 9.30% NA. NA.

CC-H019 chr2 225339021 C T CUL3 EX16E missense NM_003590.4 NP_003581.1 c.2248G>A p.E750K | p.Glu750Lys TCTxAAT - 8452 107 0 0% 159 12 7% NA. NA.

CC-H019 chr2 236708150 G A AGAP1 EX8 missense NM_001037131.2 NP_001032208.1 c.941G>A p.R314Q | p.Arg314Gln GCCxGTC + 116987 78 1 1.20% 79 11 12.20% NA. NA.

CC-H019 chr3 24174847 C T THRB EX9 missense NM_001128177.1 NP_001121649.1 c.845G>A p.R282K | p.Arg282Lys ACTxTGG - 7068 134 0 0% 133 14 9.50% NA. NA.

CC-H019 chr3 44437968 G C TCAIM EX7 missense NM_173826.3 NP_776187.2 c.772G>C p.E258Q | p.Glu258Gln TTGxAAA + 285343 83 0 0% 85 10 10.50% NA. NA.

CC-H019 chr3 101476489 C G CEP97 EX9 missense NM_024548.2 NP_078824.2 c.1039C>G p.Q347E | p.Gln347Glu ATTxAAG + 79598 89 0 0% 124 13 9.40% NA. NA.

CC-H019 chr3 151598740 G C SUCNR1 EX3E missense NM_033050.4 NP_149039.2 c.409G>C p.E137Q | p.Glu137Gln AAAxAGT + 56670 71 0 0% 102 6 5.50% NA. NA.

CC-H019 chr3 151599013 G C SUCNR1 EX3E missense NM_033050.4 NP_149039.2 c.682G>C p.E228Q | p.Glu228Gln CTTxAAA + 56670 110 0 0% 134 10 6.90% NA. NA.

CC-H019 chr4 120987861 C G MAD2L1 EX1 missense NM_002358.3 NP_002349.1 c.29G>C p.G10A | p.Gly10Ala ATTxCCT - 4085 70 1 1.40% 86 8 8.50% NA. NA.

CC-H019 chr4 169632781 C G PALLD EX10 missense NM_016081.3 NP_057165.3 c.1671C>G p.D557E | p.Asp557Glu TGAxCAC + 23022 100 0 0% 124 14 10.10% NA. NA.

CC-H019 chr5 111598264 G A EPB41L4A EX7 missense NM_022140.3 NP_071423.3 c.569C>T p.S190F | p.Ser190Phe TCAxAAG - 64097 101 0 0% 87 11 11.20% NA. NA.

CC-H019 chr5 179070210 A G C5orf60 EX4 missense NM_001142306.1 NP_001135778.1 c.343T>C p.C115R | p.Cys115Arg GGCxCCT - 285679 73 1 1.30% 64 8 11.10% NA. NA.

CC-H019 chr7 100468255 G A TRIP6 EX6 missense NM_003302.2 NP_003293.2 c.889G>A p.D297N | p.Asp297Asn CTTxATC + 7205 68 0 0% 60 10 14.20% NA. NA.

CC-H019 chr8 10464559 G C RP1L1 EX4E missense NM_178857.5 NP_849188.4 c.7049C>G p.S2350C | p.Ser2350Cys TCAxAAG - 94137 42 0 0% 55 6 9.80% NA. NA.

CC-H019 chr9 21206845 G C IFNA10 EX1E missense NM_002171.1 NP_002162.1 c.252C>G p.I84M | p.Ile84Met CTGxATC - 3446 248 1 0.40% 278 24 7.90% NA. NA.

CC-H019 chr9 34271841 G A KIF24 EX7 nonsense NM_194313.2 NP_919289.2 c.1303C>T p.Q435* | p.Gln435* TCTxAAT - 347240 95 0 0% 98 14 12.50% NA. NA.

CC-H019 chr9 77249616 G A RORB EX3 missense NM_006914.3 NP_008845.2 c.163G>A p.D55N | p.Asp55Asn ATTxACA + 6096 63 0 0% 64 10 13.50% NA. NA.

CC-H019 chr9 139371728 G C SEC16A EX3 missense NM_014866.1 NP_055681.1 c.340C>G p.L114V | p.Leu114Val TCAxAGG - 9919 62 0 0% 60 6 9% NA. NA.

CC-H019 chr10 1284314 T G ADARB2 EX5 missense NM_018702.3 NP_061172.1 c.1241A>C p.K414T | p.Lys414Thr CACxTGG - 105 81 0 0% 66 11 14.20% NA. NA.

CC-H019 chr10 26463179 A G MYO3A EX30 missense NM_017433.4 NP_059129.3 c.3986A>G p.E1329G | p.Glu1329Gly ATGxGAC + 53904 88 1 1.10% 76 10 11.60% NA. NA.

CC-H019 chr10 105945768 T A WDR96 EX15 missense NM_025145.5 NP_079421.5 c.1974A>T p.K658N | p.Lys658Asn ACAxTTA - 80217 152 0 0% 160 16 9% Sanger somatic

CC-H019 chr11 70265887 G A CTTN EX9 missense NM_005231.3 NP_005222.2 c.604G>A p.D202N | p.Asp202Asn ATCxACA + 2017 129 0 0% 150 17 10.10% NA. NA.

CC-H019 chr12 49360134 G C WNT10B EX5E nonsense NM_003394.3 NP_003385.2 c.914C>G p.S305* | p.Ser305* CCTxAGA - 7480 190 0 0% 208 31 12.90% NA. NA.

CC-H019 chr12 56712162 G T PAN2 EX25 missense NM_001127460.2 NP_001120932.1 c.3433C>A p.Q1145K | p.Gln1145Lys GCTxAAG - 9924 86 0 0% 98 13 11.70% NA. NA.

CC-H019 chr13 79979895 C G RBM26 EX1 missense NM_022118.3 NP_071401.3 c.15G>C p.M5I | p.Met5Ile GATxATT - 64062 71 0 0% 101 9 8.10% NA. NA.

CC-H019 chr13 101844312 C T NALCN EX14 missense NM_052867.2 NP_443099.1 c.1720G>A p.V574M | p.Val574Met CCAxGGG - 259232 73 0 0% 89 14 13.50% NA. NA.

CC-H019 chr14 23869497 C G MYH6 EX14 missense NM_002471.3 NP_002462.2 c.1549G>C p.D517H | p.Asp517His GGTxCAT - 4624 153 1 0.60% 167 22 11.60% NA. NA.

CC-H019 chr14 105416693 C A AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.5095G>T p.G1699W | p.Gly1699Trp CCCxCTG - 113146 167 0 0% 169 13 7.10% Sanger somatic

CC-H019 chr15 41813031 G A RPAP1 EX22 missense NM_015540.2 NP_056355.2 c.3353C>T p.S1118L | p.Ser1118Leu CCCxAGG - 26015 124 0 0% 101 14 12.10% NA. NA.

CC-H019 chr15 85407734 G A ALPK3 EX12 missense NM_020778.4 NP_065829.3 c.5167G>A p.E1723K | p.Glu1723Lys GAGxAAG + 57538 93 1 1% 83 9 9.70% NA. NA.

CC-H019 chr15 99761967 G C TTC23 EX5 missense NM_001040655.1 NP_001035745.1 c.283C>G p.Q95E | p.Gln95Glu CTTxAGC - 64927 100 0 0% 108 13 10.70% NA. NA.

CC-H019 chr16 3599220 C T NLRC3 EX13 missense NM_178844.2 NP_849172.2 c.2525G>A p.R842Q | p.Arg842Gln TCTxGAA - 197358 27 0 0% 44 8 15.30% NA. NA.

CC-H019 chr16 19522217 C G GDE1 EX3 missense NM_016641.3 NP_057725.1 c.487G>C p.E163Q | p.Glu163Gln ACTxTGC - 51573 69 0 0% 102 8 7.20% NA. NA.

CC-H019 chr16 84135246 G C MBTPS1 EX2 nonsense NM_003791.2 NP_003782.1 c.143C>G p.S48* | p.Ser48* GATxAGA - 8720 90 0 0% 90 7 7.20% NA. NA.

CC-H019 chr16 88498250 G C ZNF469 EX2E missense NM_001127464.1 NP_001120936.1 c.4288G>C p.D1430H | p.Asp1430His CCAxACC + 84627 74 0 0% 69 8 10.30% NA. NA.

CC-H019 chr17 33935396 C G AP2B1 EX5 nonsense NM_001030006.1 NP_001025177.1 c.515C>G p.S172* | p.Ser172* ATTxAAA + 163 86 0 0% 82 8 8.80% NA. NA.

CC-H019 chr17 58603264 G A APPBP2 EX1 missense NM_006380.2 NP_006371.2 c.29C>T p.P10L | p.Pro10Leu TCTxGGA - 10513 145 0 0% 154 12 7.20% NA. NA.

CC-H019 chr17 71193179 G A COG1 EX3 missense NM_018714.2 NP_061184.1 c.701G>A p.R234K | p.Arg234Lys CCAxAAA + 9382 52 0 0% 52 11 17.40% NA. NA.

CC-H019 chr17 73058314 G A KCTD2 EX5 missense NM_015353.1 NP_056168.1 c.736G>A p.V246I | p.Val246Ile ATCxTCA + 23510 88 0 0% 75 6 7.40% NA. NA.

CC-H019 chr17 73501641 G C CASKIN2 EX10 missense NM_020753.3 NP_065804.2 c.927C>G p.I309M | p.Ile309Met CGTxATG - 57513 82 0 0% 98 12 10.90% NA. NA.

CC-H019 chr17 79429884 C T BAHCC1 EX26 missense NM_001080519.2 NP_001073988.2 c.7502C>T p.P2501L | p.Pro2501Leu TCCxCTA + 57597 104 1 0.90% 118 19 13.80% NA. NA.

CC-H019 chr18 13124675 C T CEP192 EX45E missense NM_032142.3 NP_115518.3 c.7520C>T p.S2507F | p.Ser2507Phe AGTxCGC + 55125 64 0 0% 55 6 9.80% NA. NA.

CC-H019 chr18 39537720 G A PIK3C3 EX2 nonsense NM_002647.2 NP_002638.2 c.254G>A p.W85* | p.Trp85* GATxGAA + 5289 104 1 0.90% 139 10 6.70% NA. NA.

CC-H019 chr18 47318630 C G ACAA2 EX6 missense NM_006111.2 NP_006102.2 c.645G>C p.Q215H | p.Gln215His TGTxTGT - 10449 94 0 0% 98 12 10.90% NA. NA.

CC-H019 chr19 8670135 C T ADAMTS10 EX4 missense NM_030957.2 NP_112219.2 c.197G>A p.R66H | p.Arg66His CCGxGGC - 81794 83 0 0% 83 8 8.70% NA. NA.

CC-H019 chr19 19616177 C T GATAD2A EX12E missense NM_017660.3 NP_060130.3 c.1796C>T p.P599L | p.Pro599Leu GCCxAAG + 54815 83 0 0% 94 10 9.60% NA. NA.

CC-H019 chr20 55033462 G C CASS4 EX7E missense NM_001164116.1 NP_001157588.1 c.2020G>C p.E674Q | p.Glu674Gln TCTxAAC + 57091 72 0 0% 86 12 12.20% NA. NA.

CC-H019 chrX 12735970 G T FRMPD4 EX16 missense NM_014728.3 NP_055543.2 c.3025G>T p.D1009Y | p.Asp1009Tyr ACTxACT + 9758 67 0 0% 75 10 11.70% NA. NA.

CC-H019 chrX 54209040 C T FAM120C EX1 missense NM_017848.4 NP_060318.3 c.592G>A p.V198M | p.Val198Met CCAxGAT - 54954 95 0 0% 73 7 8.70% NA. NA.

CC-H019 chrX 129813625 T G ENOX2 EX7 missense NM_182314.1 NP_872114.1 c.438A>C p.E146D | p.Glu146Asp AACxTCC - 10495 88 0 0% 111 16 12.50% NA. NA.

CC-H019 chrX 131214290 G A FRMD7 EX10 nonsense NM_194277.2 NP_919253.1 c.910C>T p.R304* | p.Arg304* TTCxTCC - 90167 100 0 0% 108 9 7.60% NA. NA.

CC-H019 chr2 219093529 T -C ARPC2 EX4 frameshift NM_152862.1 NP_690601.1 c.179delC p.S60Ffs*2 | p.Ser60Phefs*2 TT.TT + 10109 66 0 0% 72 7 8.86% NA. NA.

CC-H020 chr3 196529902 G C PAK2 EX4 missense NM_002577.4 NP_002568.2 c.303G>C p.Q101H | p.Gln101His ACAxTGG + 5062 108 0 0% 106 6 5.30% NA. NA.

CC-H020 chr6 25488802 G T LRRC16A EX13 missense NM_017640.5 NP_060110.4 c.1054G>T p.D352Y | p.Asp352Tyr GGAxATG + 55604 125 0 0% 103 6 5.50% NA. NA.

CC-H020 chr8 25301820 C G KCTD9 EX3 missense NM_017634.3 NP_060104.2 c.202G>C p.E68Q | p.Glu68Gln GCTxTCC - 54793 100 0 0% 76 7 8.40% NA. NA.

CC-H020 chr9 125437525 G C OR1L3 EX1E missense NM_001005234.1 NP_001005234.1 c.117G>C p.L39F | p.Leu39Phe TTTxATG + 26735 120 0 0% 83 10 10.70% NA. NA.

CC-H020 chr11 119058039 G A PDZD3 EX5 missense NM_001168468.1 NP_001161940.1 c.391G>A p.A131T | p.Ala131Thr CATxCAC + 79849 80 0 0% 65 13 16.60% NA. NA.

CC-H020 chr13 61987429 C T PCDH20 EX2E missense NM_022843.3 NP_073754.2 c.803G>A p.R268H | p.Arg268His GTGxGCT - 64881 78 0 0% 73 8 9.80% NA. NA.

CC-H020 chr14 51223634 C G NIN EX18 missense NM_020921.3 NP_065972.3 c.4114G>C p.E1372Q | p.Glu1372Gln ACTxTTC - 51199 92 0 0% 96 9 8.50% MS somatic

CC-H020 chr14 51223770 C G NIN EX18 missense NM_020921.3 NP_065972.3 c.3978G>C p.L1326F | p.Leu1326Phe TCTxAAA - 51199 68 0 0% 59 6 9.20% MS somatic

CC-H020 chrX 114425181 A +GCG RBMXL3 EX1E cds-indel NM_001145346.1 NP_001138818.1c.1178_1179insCGGp.R393delinsSG | p.Arg393delinsSerGlyCA.GA + 139804 72 0 0% 47 6 11.32% NA. NA.

CC-H021 chr1 151820312 A G THEM5 EX5 missense NM_182578.3 NP_872384.1 c.602T>C p.V201A | p.Val201Ala ATTxCAA - 284486 75 0 0% 73 5 6.40% NA. NA.

CC-H021 chr1 206613362 G A SRGAP2 EX14 missense NM_015326.2 NP_056141.2 c.1805G>A p.R602Q | p.Arg602Gln TCCxGAA + 23380 100 0 0% 79 12 13.10% NA. NA.

CC-H021 chr1 228509651 G A OBSCN EX55 missense NM_052843.3 NP_443075.3 c.15109G>A p.E5037K | p.Glu5037Lys GACxAGG + 84033 77 0 0% 67 13 16.20% MS somatic

CC-H021 chr2 84847007 G A DNAH6 EX24 missense NM_001370.1 NP_001361.1 c.3771G>A p.M1257I | p.Met1257Ile AATxCTG + 1768 68 0 0% 63 5 7.30% NA. NA.

CC-H021 chr2 167328840 C T SCN7A EX5 missense NM_002976.3 NP_002967.2 c.559G>A p.V187I | p.Val187Ile TTAxGCT - 6332 190 0 0% 102 15 12.80% NA. NA.

CC-H021 chr2 170072888 C T LRP2 EX35 missense NM_004525.2 NP_004516.2 c.5701G>A p.A1901T | p.Ala1901Thr TGGxGAT - 4036 77 1 1.20% 67 5 6.90% NA. NA.

CC-H021 chr3 58552389 C T FAM107A EX5E missense NM_007177.2 NP_009108.1 c.361G>A p.A121T | p.Ala121Thr GGGxGTG - 11170 70 0 0% 50 5 9% NA. NA.

CC-H021 chr3 121400603 G T GOLGB1 EX15 missense NM_001256486.1 NP_001243415.1 c.8804C>A p.A2935E | p.Ala2935Glu AATxCTT - 2804 67 1 1.40% 61 36 37.10% NA. NA.

CC-H021 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 176 0 0% 148 57 27.80% MS somatic

CC-H021 chr3 196050700 G T TM4SF19 EX5E missense NM_001204897.1 NP_001191826.1 c.614C>A p.S205Y | p.Ser205Tyr GCAxAGG - 116211 64 0 0% 28 35 55.50% NA. NA.

CC-H021 chr5 140731949 G A PCDHGB1 EX1 missense NM_018922.2 NP_061745.1 c.2122G>A p.A708T | p.Ala708Thr ATCxCCC + 56104 78 0 0% 58 13 18.30% NA. NA.

CC-H021 chr6 32178663 C T NOTCH4 EX18 missense NM_004557.3 NP_004548.3 c.2731G>A p.G911S | p.Gly911Ser GGCxGCT - 4855 87 0 0% 76 13 14.60% NA. NA.

CC-H021 chr6 32818203 G C TAP1 EX5 missense NM_000593.5 NP_000584.2 c.1322C>G p.A441G | p.Ala441Gly TTGxCAA - 6890 76 0 0% 48 9 15.70% NA. NA.

CC-H021 chr7 100807927 C A VGF EX2E missense NM_003378.3 NP_003369.2 c.198G>T p.E66D | p.Glu66Asp CGGxTCG - 7425 33 1 2.90% 21 8 27.50% NA. NA.

CC-H021 chr9 108358913 G A FKTN EX3 missense NM_006731.2 NP_006722.2 c.140G>A p.R47Q | p.Arg47Gln GCCxAAT + 2218 117 0 0% 149 17 10.20% NA. NA.

CC-H021 chr9 113243669 A G SVEP1 EX12 missense NM_153366.3 NP_699197.3 c.2218T>C p.C740R | p.Cys740Arg TGCxTAT - 79987 102 0 0% 92 13 12.30% NA. NA.

CC-H021 chr9 133294188 G C HMCN2 EX61 missense XM_001726942.3 XP_001726994.1 c.9103G>C p.D3035H | p.Asp3035His CAGxACA + 256158 191 0 0% 153 52 25.30% NA. NA.

CC-H021 chr10 93786981 C T BTAF1 EX37 missense NM_003972.2 NP_003963.1 c.5330C>T p.T1777I | p.Thr1777Ile ATAxTGT + 9044 94 0 0% 57 16 21.90% NA. NA.

CC-H021 chr10 98761032 C T SLIT1 EX37E missense NM_003061.2 NP_003052.2 c.4442G>A p.R1481H | p.Arg1481His GGGxGCG - 6585 81 0 0% 61 12 16.40% NA. NA.

CC-H021 chr12 6483568 G A SCNN1A EX2 missense NM_001038.5 NP_001029.1 c.382C>T p.P128S | p.Pro128Ser CGGxGAA - 6337 50 0 0% 54 10 15.60% NA. NA.

CC-H021 chr12 25357063 C A LYRM5 EX3E missense NM_001001660.2 NP_001001660.2 c.90C>A p.D30E | p.Asp30Glu AGAxTAT + 144363 246 0 0% 123 21 14.50% NA. NA.

CC-H021 chr12 88512453 C G CEP290 EX16 missense NM_025114.3 NP_079390.3 c.1590G>C p.Q530H | p.Gln530His GTAxTGC - 80184 110 0 0% 88 15 14.50% MS somatic

CC-H021 chr12 101679360 T C UTP20 EX3 missense NM_014503.2 NP_055318.2 c.139T>C p.Y47H | p.Tyr47His ACCxACT + 27340 150 0 0% 103 13 11.20% NA. NA.

CC-H021 chr13 114325866 G A GRK1 EX3 missense NM_002929.2 NP_002920.1 c.880G>A p.A294T | p.Ala294Thr CGCxCCC + 6011 83 0 0% 59 9 13.20% NA. NA.

CC-H021 chr16 2126522 G C TSC2 EX25 missense NM_000548.3 NP_000539.2 c.2773G>C p.D925H | p.Asp925His TTTxATG + 7249 44 0 0% 58 6 9.30% MS somatic

CC-H021 chr16 68849446 A G CDH1 EX10 missense NM_004360.3 NP_004351.1 c.1349A>G p.Y450C | p.Tyr450Cys AGTxCAT + 999 110 0 0% 104 8 7.10% NA. NA.

CC-H021 chr17 33463396 C G NLE1 EX8 missense NM_018096.3 NP_060566.2 c.949G>C p.D317H | p.Asp317His GGTxTTG - 54475 90 0 0% 70 14 16.60% NA. NA.

CC-H021 chr17 60503662 G A METTL2A EX3 missense NM_181725.3 NP_859076.3 c.205G>A p.D69N | p.Asp69Asn GTTxATT + 339175 217 1 0.40% 114 16 12.30% NA. NA.

CC-H021 chr19 12186335 C T ZNF844 EX4E nonsense NM_001136501.1 NP_001129973.1 c.400C>T p.Q134* | p.Gln134* TATxAGG + 284391 91 0 0% 72 14 16.20% NA. NA.

CC-H021 chr19 44740928 G A ZNF227 EX6E missense NM_182490.1 NP_872296.1 c.2345G>A p.R782H | p.Arg782His TCCxTCA + 7770 84 0 0% 79 13 14.10% NA. NA.

CC-H021 chr19 57672135 C T DUXA EX2 missense NM_001012729.1 NP_001012747.1 c.56G>A p.R19H | p.Arg19His GTGxGAC - 503835 91 1 1% 101 6 5.60% NA. NA.

CC-H021 chr20 21687303 G A PAX1 EX2 missense NM_006192.4 NP_006183.2 c.514G>A p.V172I | p.Val172Ile CGCxTCA + 5075 205 0 0% 191 13 6.30% NA. NA.

CC-H021 chrX 44703794 G A DUSP21 EX1E missense NM_022076.3 NP_071359.3 c.416G>A p.R139H | p.Arg139His CGCxCCG + 63904 77 0 0% 60 7 10.40% NA. NA.

CC-H021 chrX 153295846 C T MECP2 EX4E missense NM_004992.3 NP_004983.1 c.1433G>A p.R478Q | p.Arg478Gln GTCxGGC - 4204 122 1 0.80% 97 10 9.30% NA. NA.

CC-H022 chr1 12460307 G C VPS13D EX61 missense NM_015378.2 NP_056193.2 c.11704G>C p.E3902Q | p.Glu3902Gln AATxAGG + 55187 83 0 0% 79 7 8.10% Sanger somatic

CC-H022 chr1 19237926 G C IFFO2 EX7 missense NM_001136265.1 NP_001129737.1 c.1269C>G p.F423L | p.Phe423Leu GAAxAAG - 126917 108 0 0% 149 12 7.40% NA. NA.

CC-H022 chr1 19419955 C G UBR4 EX96 missense NM_020765.2 NP_065816.2 c.13963G>C p.D4655H | p.Asp4655His TATxATC - 23352 42 0 0% 45 6 11.70% NA. NA.

CC-H022 chr1 22047577 C A USP48 EX14 missense NM_032236.5 NP_115612.4 c.1846G>T p.D616Y | p.Asp616Tyr CATxACC - 84196 81 0 0% 96 13 11.90% NA. NA.

CC-H022 chr1 32669894 G A CCDC28B EX4 missense NM_024296.3 NP_077272.2 c.439G>A p.E147K | p.Glu147Lys GAAxAGG + 79140 49 0 0% 32 6 15.70% NA. NA.

CC-H022 chr1 67666436 G C IL23R EX5 missense NM_144701.2 NP_653302.2 c.508G>C p.E170Q | p.Glu170Gln GAAxAGC + 149233 112 0 0% 60 12 16.60% NA. NA.

CC-H022 chr1 93594953 C T MTF2 EX11 missense NM_007358.3 NP_031384.1 c.1108C>T p.H370Y | p.His370Tyr TCTxATG + 22823 230 1 0.40% 191 24 11.10% NA. NA.

CC-H022 chr1 154956372 G C FLAD1 EX1 missense NM_025207.4 NP_079483.3 c.202G>C p.D68H | p.Asp68His GTAxACC + 80308 68 0 0% 65 11 14.40% NA. NA.

CC-H022 chr1 154956458 G T FLAD1 EX1 missense NM_025207.4 NP_079483.3 c.288G>T p.R96S | p.Arg96Ser CAGxACC + 80308 80 0 0% 89 13 12.70% NA. NA.

CC-H022 chr1 155210457 C G GBA EX3 missense NM_001005741.2 NP_001005741.1 c.79G>C p.G27R | p.Gly27Arg ATCxTGT - 2629 127 0 0% 157 16 9.20% NA. NA.

CC-H022 chr1 180047690 G C CEP350 EX29 missense NM_014810.4 NP_055625.4 c.5860G>C p.E1954Q | p.Glu1954Gln GTTxAAT + 9857 120 0 0% 55 15 21.40% NA. NA.

CC-H022 chr1 203022999 C T PPFIA4 EX2 missense NM_015053.1 NP_055868.1 c.221C>T p.A74V | p.Ala74Val CTGxGGA + 8497 46 0 0% 50 10 16.60% NA. NA.

CC-H022 chr2 24494704 C G ITSN2 EX19 missense NM_006277.2 NP_006268.2 c.2188G>C p.E730Q | p.Glu730Gln CTTxTTG - 50618 140 1 0.70% 186 19 9.20% NA. NA.

CC-H022 chr2 179405092 G C TTN EX351 missense NM_001267550.1 NP_001254479.1 c.97801C>G p.P32601A | p.Pro32601Ala CTGxAGG - 7273 57 0 0% 44 13 22.80% NA. NA.

CC-H022 chr2 202356096 C G ALS2CR11 EX15 missense NM_001168221.1 NP_001161693.1 c.4968G>C p.L1656F | p.Leu1656Phe TTTxAAG - 151254 170 0 0% 107 18 14.40% NA. NA.

CC-H022 chr3 33602400 C T CLASP2 EX29 missense NM_015097.2 NP_055912.2 c.2857G>A p.D953N | p.Asp953Asn AATxTTG - 23122 145 1 0.60% 72 37 33.90% NA. NA.

CC-H022 chr3 122003076 G A CASR EX7E missense NM_000388.3 NP_000379.2 c.2275G>A p.E759K | p.Glu759Lys GATxAGA + 846 35 0 0% 36 6 14.20% NA. NA.

CC-H022 chr3 137942260 C G ARMC8 EX5 nonsense NM_015396.4 NP_056211.2 c.182C>G p.S61* | p.Ser61* CCTxAAG + 25852 60 0 0% 41 6 12.70% NA. NA.

CC-H022 chr3 184106483 C T CHRD EX21 missense NM_003741.2 NP_003732.2 c.2663C>T p.S888L | p.Ser888Leu CCTxAGT + 8646 125 0 0% 142 17 10.60% NA. NA.

CC-H022 chr4 88048820 G C AFF1 EX16 missense NM_001166693.1 NP_001160165.1 c.2929G>C p.E977Q | p.Glu977Gln AGGxAGG + 4299 212 0 0% 111 77 40.90% NA. NA.

CC-H022 chr5 33461312 G T TARS EX14 missense NM_001258438.1 NP_001245367.1 c.1562G>T p.S521I | p.Ser521Ile ATAxCGT + 6897 133 0 0% 137 21 13.20% NA. NA.

CC-H022 chr5 35692731 C T SPEF2 EX12 missense NM_024867.3 NP_079143.3 c.1804C>T p.H602Y | p.His602Tyr TTTxATG + 79925 138 0 0% 136 19 12.20% NA. NA.



CC-H022 chr5 37302988 G A NUP155 EX29 nonsense NM_153485.1 NP_705618.1 c.3340C>T p.R1114* | p.Arg1114* GTCxCTG - 9631 151 0 0% 183 13 6.60% NA. NA.

CC-H022 chr5 134074461 C T CAMLG EX1 missense NM_001745.3 NP_001736.1 c.151C>T p.H51Y | p.His51Tyr TTTxACA + 819 155 0 0% 141 23 14% NA. NA.

CC-H022 chr5 138210104 G C LRRTM2 EX2E missense NM_015564.2 NP_056379.1 c.146C>G p.S49C | p.Ser49Cys TGAxAGT - 26045 76 1 1.20% 64 7 9.80% NA. NA.

CC-H022 chr5 140070844 C G HARS EX1 missense NM_002109.4 NP_002100.2 c.46G>C p.E16Q | p.Glu16Gln GCTxTCC - 3035 109 0 0% 121 14 10.30% NA. NA.

CC-H022 chr5 140181654 C T PCDHA3 EX1 missense NM_018906.2 NP_061729.1 c.872C>T p.S291L | p.Ser291Leu TGTxAAA + 56145 96 0 0% 41 11 21.10% NA. NA.

CC-H022 chr5 166711964 G T TENM2 EX1 missense NM_001122679.1 NP_001116151.1 c.122G>T p.S41I | p.Ser41Ile ACAxCTC + 57451 53 0 0% 54 7 11.40% NA. NA.

CC-H022 chr5 180582769 C T OR2V2 EX1E missense NM_206880.1 NP_996763.1 c.827C>T p.S276F | p.Ser276Phe CCTxTAT + 285659 90 0 0% 89 13 12.70% NA. NA.

CC-H022 chr6 26197399 C G HIST1H3D EX2E missense NM_003530.3 NP_003521.2 c.80G>C p.R27P | p.Arg27Pro TTTxGAG - 8351 143 0 0% 153 36 19% NA. NA.

CC-H022 chr6 31238970 T A HLA-C EX3 missense NM_002117.5 NP_002108.4 c.499A>T p.T167S | p.Thr167Ser GGGxGAT - 3107 51 1 1.90% 52 7 11.80% NA. NA.

CC-H022 chr6 43493615 C G XPO5 EX28 missense NM_020750.2 NP_065801.1 c.3028G>C p.E1010Q | p.Glu1010Gln GCTxTGC - 57510 86 0 0% 82 11 11.80% NA. NA.

CC-H022 chr6 129641697 C G LAMA2 EX28 nonsense NM_000426.3 NP_000417.2 c.4073C>G p.S1358* | p.Ser1358* TCTxAAT + 3908 114 0 0% 86 19 18% NA. NA.

CC-H022 chr6 152651115 C G SYNE1 EX78 missense NM_182961.3 NP_892006.3 c.14705G>C p.R4902T | p.Arg4902Thr ACTxTCC - 23345 52 0 0% 42 11 20.70% MS somatic

CC-H022 chr7 47979845 C G PKD1L1 EX3 missense NM_138295.3 NP_612152.1 c.230G>C p.G77A | p.Gly77Ala TTTxCAT - 168507 141 0 0% 95 28 22.70% NA. NA.

CC-H022 chr7 139724473 C G PARP12 EX12E missense NM_022750.2 NP_073587.1 c.1993G>C p.E665Q | p.Glu665Gln TCTxAAA - 64761 128 0 0% 119 18 13.10% NA. NA.

CC-H022 chr8 27989820 G C ELP3 EX9 missense NM_018091.5 NP_060561.3 c.805G>C p.E269Q | p.Glu269Gln TGTxAGT + 55140 114 0 0% 135 27 16.60% NA. NA.

CC-H022 chr8 135524724 C T ZFAT EX14 missense NM_020863.3 NP_065914.2 c.3355G>A p.E1119K | p.Glu1119Lys TCTxAGA - 57623 32 0 0% 30 5 14.20% NA. NA.

CC-H022 chr8 144124425 G A C8orf31 EX2 missense NM_173687.2 NP_775958.1 c.7G>A p.E3K | p.Glu3Lys GCTxAAA + 286122 65 0 0% 53 8 13.10% NA. NA.

CC-H022 chr9 18826425 G A ADAMTSL1 EX22 missense NM_001040272.5 NP_001035362.3 c.4078G>A p.G1360R | p.Gly1360Arg CATxGAG + 92949 40 0 0% 42 8 16% NA. NA.

CC-H022 chr9 33923977 C T UBAP2 EX24 missense NM_018449.2 NP_060919.2 c.2612G>A p.R871H | p.Arg871His CCAxGGC - 55833 85 0 0% 70 24 25.50% NA. NA.

CC-H022 chr9 34093416 C G DCAF12 EX7 missense NM_015397.3 NP_056212.1 c.892G>C p.E298Q | p.Glu298Gln TCTxACG - 25853 103 0 0% 84 14 14.20% NA. NA.

CC-H022 chr9 86495311 C G KIF27 EX11 missense NM_017576.1 NP_060046.1 c.2544G>C p.M848I | p.Met848Ile TTTxATG - 55582 115 0 0% 73 18 19.70% NA. NA.

CC-H022 chr9 100888986 C A CORO2A EX11 nonsense NM_003389.3 NP_003380.3 c.1291G>T p.E431* | p.Glu431* TTTxTGT - 7464 54 0 0% 51 15 22.70% NA. NA.

CC-H022 chr9 131020847 C A GOLGA2 EX21 missense NM_004486.4 NP_004477.3 c.2095G>T p.D699Y | p.Asp699Tyr CATxTCC - 2801 68 0 0% 70 18 20.40% NA. NA.

CC-H022 chr9 133274948 C T HMCN2 EX51 missense XM_001726942.3 XP_001726994.1 c.7646C>T p.S2549L | p.Ser2549Leu ACTxAGC + 256158 153 0 0% 136 35 20.40% NA. NA.

CC-H022 chr10 26559568 G A GAD2 IVS9 splice-3 NM_000818.2 NP_000809.1 c.976-1G>A . ACAxGGG + 2572 145 0 0% 108 29 21.10% NA. NA.

CC-H022 chr10 38407705 G C ZNF37A EX8E missense NM_001007094.2 NP_001007095.1 c.1626G>C p.Q542H | p.Gln542His TCAxAGA + 7587 139 0 0% 34 6 15% NA. NA.

CC-H022 chr10 64946027 G C JMJD1C EX19 missense NM_032776.1 NP_116165.1 c.6687C>G p.I2229M | p.Ile2229Met AATxATG - 221037 74 0 0% 45 16 26.20% NA. NA.

CC-H022 chr10 75557778 C T ZSWIM8 EX19 missense NM_001242488.1 NP_001229417.1 c.3887C>T p.S1296F | p.Ser1296Phe TTTxTCC + 23053 86 1 1.10% 84 21 20% NA. NA.

CC-H022 chr10 98819877 C G SLIT1 EX10 missense NM_003061.2 NP_003052.2 c.980G>C p.G327A | p.Gly327Ala GCTxCAG - 6585 58 0 0% 50 14 21.80% NA. NA.

CC-H022 chr11 247439 G A PSMD13 EX5 missense NM_175932.2 NP_787128.2 c.565G>A p.D189N | p.Asp189Asn AAGxATC + 5719 154 0 0% 138 30 17.80% NA. NA.

CC-H022 chr11 61607965 C G FADS2 EX3 missense NM_004265.2 NP_004256.1 c.478C>G p.P160A | p.Pro160Ala ATTxCTA + 9415 82 0 0% 111 12 9.70% NA. NA.

CC-H022 chr11 110501397 G A ARHGAP20 EX4 missense NM_020809.3 NP_065860.2 c.307C>T p.R103W | p.Arg103Trp GCCxCTC - 57569 78 0 0% 60 9 13% NA. NA.

CC-H022 chr12 994528 G A WNK1 EX19 missense NM_213655.4 NP_998820.3 c.5314G>A p.E1772K | p.Glu1772Lys GCTxAAA + 65125 31 0 0% 45 9 16.60% NA. NA.

CC-H022 chr12 30876207 G C CAPRIN2 EX11 missense NM_032156.3 NP_115532.3 c.2029C>G p.Q677E | p.Gln677Glu CTTxAAG - 65981 283 1 0.30% 160 67 29.50% NA. NA.

CC-H022 chr12 56351273 G A PMEL EX7 missense NM_006928.4 NP_008859.1 c.814C>T p.R272W | p.Arg272Trp CCCxAGA - 6490 81 0 0% 51 15 22.70% NA. NA.

CC-H022 chr12 63964599 T C DPY19L2 EX20 missense NM_173812.4 NP_776173.3 c.1939A>G p.I647V | p.Ile647Val TGAxGCT - 283417 142 1 0.60% 91 6 6.10% NA. NA.

CC-H022 chr12 65564034 G A LEMD3 EX1 missense NM_014319.4 NP_055134.2 c.658G>A p.E220K | p.Glu220Lys GACxAGG + 23592 21 0 0% 18 9 33.30% NA. NA.

CC-H022 chr14 51131962 C G SAV1 EX2 missense NM_021818.3 NP_068590.1 c.470G>C p.R157T | p.Arg157Thr TATxTGT - 60485 128 0 0% 99 7 6.60% NA. NA.

CC-H022 chr15 40294944 C G EIF2AK4 EX22 missense NM_001013703.2 NP_001013725.2 c.3190C>G p.Q1064E | p.Gln1064Glu ATGxAGC + 440275 103 0 0% 135 11 7.50% NA. NA.

CC-H022 chr15 40501898 G C BUB1B EX17 missense NM_001211.5 NP_001202.4 c.2206G>C p.E736Q | p.Glu736Gln CCAxAGT + 701 149 0 0% 68 7 9.30% MS somatic

CC-H022 chr15 41223828 C G DLL4 EX4 missense NM_019074.3 NP_061947.1 c.522C>G p.I174M | p.Ile174Met CATxTGC + 54567 72 0 0% 84 5 5.60% NA. NA.

CC-H022 chr15 42442681 C T PLA2G4F EX9 missense NM_213600.3 NP_998765.3 c.775G>A p.G259S | p.Gly259Ser GGCxACT - 255189 125 0 0% 133 12 8.20% NA. NA.

CC-H022 chr15 45465854 C A SHF EX5 missense NM_138356.2 NP_612365.2 c.713G>T p.S238I | p.Ser238Ile GGGxTGC - 90525 86 0 0% 95 10 9.50% NA. NA.

CC-H022 chr15 57810672 G A CGNL1 EX11 missense NM_001252335.1 NP_001239264.1 c.2692G>A p.E898K | p.Glu898Lys CTGxAGA + 84952 81 0 0% 59 10 14.40% Sanger somatic

CC-H022 chr15 72954785 G A GOLGA6B EX11 missense NM_018652.4 NP_061122.4 c.1040G>A p.R347Q | p.Arg347Gln TCCxAGA + 55889 173 0 0% 131 25 16% NA. NA.

CC-H022 chr16 2284715 C G E4F1 EX11 missense NM_004424.3 NP_004415.2 c.1725C>G p.F575L | p.Phe575Leu GTTxAAG + 1877 65 0 0% 54 10 15.60% NA. NA.

CC-H022 chr16 28619621 C G SULT1A1 EX4 missense NM_177530.2 NP_803566.1 c.363G>C p.Q121H | p.Gln121His CTTxTGA - 6817 189 0 0% 126 25 16.50% NA. NA.

CC-H022 chr16 47694477 G A PHKB EX21 missense NM_000293.2 NP_000284.1 c.2032G>A p.E678K | p.Glu678Lys GAAxAGT + 5257 165 0 0% 125 24 16.10% NA. NA.

CC-H022 chr16 67410693 C G LRRC36 EX11 nonsense NM_018296.5 NP_060766.5 c.1724C>G p.S575* | p.Ser575* GCTxACA + 55282 72 0 0% 69 18 20.60% NA. NA.

CC-H022 chr16 67865220 G A CENPT EX10 missense NM_025082.3 NP_079358.3 c.602C>T p.S201L | p.Ser201Leu ACTxACT - 80152 117 0 0% 75 17 18.40% NA. NA.

CC-H022 chr16 68597226 G C ZFP90 EX4E missense NM_133458.2 NP_597715.2 c.536G>C p.R179T | p.Arg179Thr CAAxAAT + 146198 148 0 0% 74 14 15.90% NA. NA.

CC-H022 chr16 74452069 G A CLEC18B EX3 missense NM_001011880.2 NP_001011880.2 c.344C>T p.A115V | p.Ala115Val CCCxCGG - 497190 233 0 0% 191 22 10.30% NA. NA.

CC-H022 chr16 74972065 G C WDR59 EX8 missense NM_030581.3 NP_085058.3 c.634C>G p.Q212E | p.Gln212Glu CTTxACT - 79726 102 0 0% 78 19 19.50% NA. NA.

CC-H022 chr16 89260006 G A CDH15 EX12 missense NM_004933.2 NP_004924.1 c.1984G>A p.E662K | p.Glu662Lys GAGxAGG + 1013 71 0 0% 86 18 17.30% NA. NA.

CC-H022 chr17 6510554 C A KIAA0753 EX11 missense NM_014804.2 NP_055619.2 c.1866G>T p.L622F | p.Leu622Phe CTTxAAT - 9851 79 0 0% 71 16 18.30% NA. NA.

CC-H022 chr17 8044448 C A PER1 EX23E nonsense NM_002616.2 NP_002607.2 c.3811G>T p.E1271* | p.Glu1271* CCTxCTC - 5187 57 0 0% 65 9 12.10% NA. NA.

CC-H022 chr17 29685515 C T NF1 EX55 missense NM_001042492.2 NP_001035957.1 c.7988C>T p.S2663F | p.Ser2663Phe ACTxTAA + 4763 89 0 0% 68 12 15% MS somatic

CC-H022 chr17 38548528 C T TOP2A EX31 missense NM_001067.3 NP_001058.2 c.4030G>A p.D1344N | p.Asp1344Asn CATxAGT - 7153 129 0 0% 70 13 15.60% NA. NA.

CC-H022 chr17 60042559 G A MED13 EX20 missense NM_005121.2 NP_005112.2 c.4652C>T p.S1551L | p.Ser1551Leu GATxATA - 9969 179 0 0% 110 25 18.50% Sanger somatic

CC-H022 chr17 61902638 G A FTSJ3 EX7 missense NM_017647.3 NP_060117.3 c.559C>T p.R187C | p.Arg187Cys GGCxAGA - 117246 136 0 0% 113 29 20.40% NA. NA.

CC-H022 chr17 78280248 G C RNF213 EX12 missense NM_001256071.1 NP_001243000.1 c.2407G>C p.E803Q | p.Glu803Gln CTTxAGC + 57674 111 0 0% 89 18 16.80% NA. NA.

CC-H022 chr17 80146144 C G CCDC57 EX7 missense NM_198082.2 NP_932348.2 c.1003G>C p.E335Q | p.Glu335Gln ACTxTGC - 284001 33 0 0% 27 9 25% NA. NA.

CC-H022 chr18 12978831 C G SEH1L EX6 missense NM_001013437.1 NP_001013455.1 c.701C>G p.S234C | p.Ser234Cys GATxTTT + 81929 96 0 0% 59 11 15.70% NA. NA.

CC-H022 chr18 61064407 G C VPS4B EX9 missense NM_004869.3 NP_004860.2 c.952C>G p.Q318E | p.Gln318Glu TCTxAGT - 9525 97 0 0% 84 25 22.90% NA. NA.

CC-H022 chr19 9046784 G C MUC16 EX5 nonsense NM_024690.2 NP_078966.2 c.34847C>G p.S11616* | p.Ser11616* CCTxACC - 94025 92 0 0% 54 13 19.40% NA. NA.

CC-H022 chr19 35829139 C G CD22 EX6 missense NM_001771.3 NP_001762.2 c.1054C>G p.L352V | p.Leu352Val TTTxTTT + 933 66 0 0% 107 7 6.10% NA. NA.

CC-H022 chr19 44661104 G T ZNF234 EX6E missense NM_006630.2 NP_006621.1 c.935G>T p.G312V | p.Gly312Val CAGxAGA + 10780 126 0 0% 110 11 9% NA. NA.

CC-H022 chr19 46394201 G C MYPOP EX3E missense NM_001012643.2 NP_001012661.1 c.880C>G p.L294V | p.Leu294Val GCAxAGC - 339344 26 0 0% 23 7 23.30% NA. NA.

CC-H022 chr19 46915200 C G CCDC8 EX1E missense NM_032040.4 NP_114429.2 c.868G>C p.D290H | p.Asp290His TGTxTGC - 83987 52 0 0% 58 8 12.10% NA. NA.

CC-H022 chr19 49376998 G A PPP1R15A EX2 missense NM_014330.3 NP_055145.3 c.508G>A p.E170K | p.Glu170Lys GCTxAAG + 23645 91 0 0% 120 12 9% NA. NA.

CC-H022 chr19 49377418 G T PPP1R15A EX2 nonsense NM_014330.3 NP_055145.3 c.928G>T p.E310* | p.Glu310* GAAxAGG + 23645 82 0 0% 74 15 16.80% NA. NA.

CC-H022 chr19 49926499 C G PTH2 EX1 missense NM_178449.3 NP_848544.1 c.98G>C p.G33A | p.Gly33Ala ACTxCCG - 113091 197 0 0% 234 71 23.20% NA. NA.

CC-H022 chr19 55899351 C T RPL28 EX4 missense NM_001136135.1 NP_001129607.1 c.259C>T p.R87C | p.Arg87Cys GCTxGCG + 6158 71 0 0% 58 41 41.40% NA. NA.

CC-H022 chr19 55913097 C T UBE2S EX4E missense NM_014501.2 NP_055316.2 c.376G>A p.E126K | p.Glu126Lys ACTxGGG - 27338 21 0 0% 7 8 53.30% NA. NA.

CC-H022 chr20 33570324 T G MYH7B EX10 missense NM_020884.3 NP_065935.2 c.716T>G p.V239G | p.Val239Gly TCGxCGC + 57644 164 0 0% 204 12 5.50% NA. NA.

CC-H022 chr20 44576318 C G PCIF1 EX17E nonsense NM_022104.3 NP_071387.1 c.2039C>G p.S680* | p.Ser680* CCTxATC + 63935 25 0 0% 26 5 16.10% NA. NA.

CC-H022 chr21 31874313 G C KRTAP19-5 EX1E missense NM_181611.1 NP_853642.1 c.96C>G p.F32L | p.Phe32Leu GCGxAAG - 337972 170 0 0% 172 14 7.50% NA. NA.

CC-H022 chr21 34925558 G C SON EX3 missense NM_138927.1 NP_620305.1 c.4021G>C p.E1341Q | p.Glu1341Gln GCAxAGA + 6651 47 1 2% 50 5 9% NA. NA.

CC-H022 chr22 38165290 G A TRIOBP EX21 missense NM_001039141.2 NP_001034230.1 c.6757G>A p.E2253K | p.Glu2253Lys TCAxAGG + 11078 63 0 0% 47 8 14.50% NA. NA.

CC-H022 chr22 38247307 G A EIF3L EX3 missense NM_016091.3 NP_057175.1 c.103G>A p.A35T | p.Ala35Thr CTTxCTT + 51386 83 0 0% 71 6 7.70% NA. NA.

CC-H022 chr22 43019858 C T CYB5R3 EX8 missense NM_000398.6 NP_000389.1 c.670G>A p.E224K | p.Glu224Lys GTTxCTC - 1727 50 0 0% 44 9 16.90% NA. NA.

CC-H022 chrX 2715396 C T XG EX7 missense NM_175569.2 NP_780778.1 c.368C>T p.T123M | p.Thr123Met ACAxGCA + 7499 121 0 0% 118 22 15.70% NA. NA.

CC-H022 chrX 10035473 G C WWC3 EX3 missense NM_015691.3 NP_056506.2 c.163G>C p.E55Q | p.Glu55Gln CAGxAGG + 55841 126 0 0% 100 27 21.20% NA. NA.

CC-H022 chrX 46898369 G A PHF16 EX8 missense NM_014735.3 NP_055550.1 c.874G>A p.E292K | p.Glu292Lys CCTxAGA + 9767 127 0 0% 115 21 15.40% NA. NA.

CC-H022 chr2 63223809 T -AGG EHBP1 EX19 cds-del NM_001142615.2 NP_001136087.1c.3014_3016delGAGp.G1005del | p.Gly1005del GT.AG + 23301 131 0 0% 132 47 26.26% NA. NA.

CC-H022 chr19 35832330 T -C CD22 EX8 frameshift NM_001771.3 NP_001762.2 c.1593delCp.S532Qfs*25 | p.Ser532Glnfs*25TT.TC + 933 138 0 0% 186 14 7% NA. NA.

CC-H022 chr19 49938087 A -G SLC17A7 EX4 frameshift NM_020309.3 NP_064705.1c.483C[4>3] (std: c.483C[3] alt: c.486delC )p.S163Qfs*13 | p.Ser163Glnfs*13GA.GG - 57030 84 0 0% 80 25 23.81% NA. NA.

CC-H023 chr1 6592138 C G NOL9 EX9 missense NM_024654.4 NP_078930.3 c.1537G>C p.E513Q | p.Glu513Gln ACTxTCT - 79707 50 0 0% 75 10 11.70% NA. NA.

CC-H023 chr1 26386767 C T TRIM63 EX4 missense NM_032588.3 NP_115977.2 c.587G>A p.R196Q | p.Arg196Gln ACTxGAC - 84676 44 0 0% 67 27 28.70% NA. NA.

CC-H023 chr1 62737262 C T KANK4 IVS3 splice-3 NM_181712.4 NP_859063.3 c.1901-1G>A . TCTxTAG - 163782 46 0 0% 87 14 13.80% NA. NA.

CC-H023 chr1 149858026 G C HIST2H2BE EX1E missense NM_003528.2 NP_003519.1 c.165C>G p.I55M | p.Ile55Met CGAxATG - 8349 244 0 0% 311 66 17.50% NA. NA.

CC-H023 chr1 149901563 C G MTMR11 EX16 missense NM_001145862.1 NP_001139334.1 c.1893G>C p.Q631H | p.Gln631His GATxTGG - 10903 27 0 0% 36 9 20% NA. NA.

CC-H023 chr1 157504671 G A FCRL5 EX8 missense NM_031281.2 NP_112571.2 c.1414C>T p.H472Y | p.His472Tyr GATxAGA - 83416 42 0 0% 44 13 22.80% NA. NA.

CC-H023 chr1 161141730 G A B4GALT3 EX8E missense NM_003779.3 NP_003770.1 c.1058C>T p.S353F | p.Ser353Phe CCAxAAG - 8703 30 0 0% 44 10 18.50% NA. NA.

CC-H023 chr1 161141788 G C B4GALT3 EX8E missense NM_003779.3 NP_003770.1 c.1000C>G p.L334V | p.Leu334Val AAAxAGG - 8703 40 0 0% 65 6 8.40% NA. NA.

CC-H023 chr1 201180820 G C IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.6799G>C p.D2267H | p.Asp2267His ACAxATT + 91156 82 0 0% 127 30 19.10% MS somatic

CC-H023 chr1 201181403 G A IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.7382G>A p.R2461Q | p.Arg2461Gln AGCxAGG + 91156 36 0 0% 59 13 18% MS somatic

CC-H023 chr1 202698936 G C KDM5B EX26 missense NM_006618.3 NP_006609.3 c.4396C>G p.H1466D | p.His1466Asp AATxAGT - 10765 77 0 0% 89 18 16.80% NA. NA.

CC-H023 chr1 220808830 G C MARK1 EX12 missense NM_018650.3 NP_061120.3 c.1235G>C p.S412T | p.Ser412Thr GAAxTAT + 4139 64 0 0% 93 13 12.20% NA. NA.

CC-H023 chr1 220809249 G C MARK1 EX13 missense NM_018650.3 NP_061120.3 c.1351G>C p.E451Q | p.Glu451Gln AAAxAGG + 4139 70 0 0% 63 16 20.20% NA. NA.

CC-H023 chr1 225288446 C G DNAH14 EX23 missense NM_001373.1 NP_001364.1 c.3727C>G p.Q1243E | p.Gln1243Glu TCTxAAG + 127602 197 0 0% 223 13 5.50% NA. NA.

CC-H023 chr1 231488758 C G SPRTN EX5E missense NM_032018.5 NP_114407.3 c.1121C>G p.S374C | p.Ser374Cys CATxTTC + 83932 48 0 0% 63 17 21.20% NA. NA.

CC-H023 chr1 235973148 G C LYST EX5 missense NM_000081.2 NP_000072.2 c.970C>G p.Q324E | p.Gln324Glu TTTxAAT - 1130 70 0 0% 73 7 8.70% NA. NA.

CC-H023 chr2 11587809 G C E2F6 EX6 missense NM_198256.2 NP_937987.2 c.743C>G p.S248C | p.Ser248Cys TCAxACC - 1876 94 0 0% 111 10 8.20% NA. NA.

CC-H023 chr2 29456514 C G ALK EX14 missense NM_004304.4 NP_004295.2 c.2404G>C p.E802Q | p.Glu802Gln CTTxTAT - 238 76 0 0% 80 7 8% NA. NA.

CC-H023 chr2 31606708 C G XDH EX10 missense NM_000379.3 NP_000370.2 c.799G>C p.E267Q | p.Glu267Gln TCTxAAT - 7498 55 0 0% 95 12 11.20% NA. NA.

CC-H023 chr2 38570619 C G ATL2 EX2 missense NM_001135673.1 NP_001129145.1 c.154G>C p.D52H | p.Asp52His CATxAGA - 64225 59 0 0% 60 14 18.90% NA. NA.

CC-H023 chr2 65318185 G A RAB1A EX4 nonsense NM_004161.4 NP_004152.1 c.220C>T p.R74* | p.Arg74* TTCxAAA - 5861 89 0 0% 100 26 20.60% NA. NA.

CC-H023 chr2 73679039 G C ALMS1 EX8 missense NM_015120.4 NP_055935.4 c.5388G>C p.K1796N | p.Lys1796Asn GAAxACT + 7840 54 0 0% 65 10 13.30% NA. NA.

CC-H023 chr2 152534095 G A NEB EX34 missense NM_001271208.1 NP_001258137.1 c.3758C>T p.T1253M | p.Thr1253Met TTCxTGT - 4703 66 0 0% 89 10 10.10% MS somatic

CC-H023 chr2 170093689 C G LRP2 EX28 missense NM_004525.2 NP_004516.2 c.4615G>C p.D1539H | p.Asp1539His CATxAAT - 4036 90 0 0% 73 8 9.80% NA. NA.

CC-H023 chr2 179455360 T A TTN EX304 missense NM_001267550.1 NP_001254479.1 c.61092A>T p.K20364N | p.Lys20364Asn AGCxTTT - 7273 89 0 0% 108 14 11.40% NA. NA.

CC-H023 chr2 202744822 C G CDK15 EX12 missense NM_001261435.1 NP_001248364.1 c.1130C>G p.S377C | p.Ser377Cys TCTxCGC + 65061 55 0 0% 82 21 20.30% NA. NA.

CC-H023 chr2 220439664 C T INHA EX2E missense NM_002191.3 NP_002182.1 c.517C>T p.P173S | p.Pro173Ser GCTxCCC + 3623 52 0 0% 90 10 10% NA. NA.

CC-H023 chr3 4358826 G C SETMAR EX3E missense NM_006515.3 NP_006506.3 c.1951G>C p.E651Q | p.Glu651Gln CAAxAGT + 6419 61 0 0% 75 36 32.40% NA. NA.

CC-H023 chr3 5244703 C T EDEM1 EX5 missense NM_014674.2 NP_055489.1 c.911C>T p.A304V | p.Ala304Val CAGxGGG + 9695 67 0 0% 98 40 28.90% NA. NA.

CC-H023 chr3 122003037 G A CASR EX7E missense NM_000388.3 NP_000379.2 c.2236G>A p.A746T | p.Ala746Thr ACCxCGC + 846 34 0 0% 41 10 19.60% NA. NA.

CC-H023 chr3 167750478 C T GOLIM4 EX9 missense NM_014498.3 NP_055313.1 c.1006G>A p.E336K | p.Glu336Lys CTTxCAC - 27333 54 0 0% 90 15 14.20% NA. NA.

CC-H023 chr4 1316232 G C MAEA EX4 missense NM_001017405.1 NP_001017405.1 c.520G>C p.E174Q | p.Glu174Gln CGTxAGA + 10296 48 0 0% 106 23 17.80% NA. NA.

CC-H023 chr4 53492319 C G USP46 EX4 missense NM_022832.3 NP_073743.2 c.427G>C p.E143Q | p.Glu143Gln TTTxCTG - 64854 92 0 0% 136 28 17% NA. NA.

CC-H023 chr4 100463097 G A C4orf17 EX9E missense NM_032149.2 NP_115525.2 c.911G>A p.R304K | p.Arg304Lys TAAxAAG + 84103 71 0 0% 54 10 15.60% NA. NA.

CC-H023 chr4 100870040 G C H2AFZ EX4 missense NM_002106.3 NP_002097.1 c.253C>G p.R85G | p.Arg85Gly GACxAGG - 3015 122 0 0% 143 34 19.20% NA. NA.

CC-H023 chr4 113538910 G C C4orf21 EX6 missense NM_018392.4 NP_060862.3 c.2288C>G p.S763C | p.Ser763Cys AAAxAAT - 55345 40 0 0% 36 6 14.20% NA. NA.

CC-H023 chr4 157693852 C G PDGFC EX4 missense NM_016205.2 NP_057289.1 c.689G>C p.G230A | p.Gly230Ala CTTxCAA - 56034 66 0 0% 75 7 8.50% NA. NA.

CC-H023 chr5 98216836 G C CHD1 EX21 missense NM_001270.2 NP_001261.2 c.3004C>G p.H1002D | p.His1002Asp CATxAGT - 1105 140 0 0% 103 31 23.10% NA. NA.

CC-H023 chr5 98216839 T C CHD1 EX21 missense NM_001270.2 NP_001261.2 c.3001A>G p.T1001A | p.Thr1001Ala GAGxTTC - 1105 137 0 0% 103 31 23.10% NA. NA.

CC-H023 chr5 140038639 C G IK EX12 missense NM_006083.3 NP_006074.2 c.1066C>G p.R356G | p.Arg356Gly GACxGAG + 3550 62 0 0% 71 20 21.90% NA. NA.

CC-H023 chr5 140039419 C G IK EX14 missense NM_006083.3 NP_006074.2 c.1274C>G p.S425W | p.Ser425Trp AATxATA + 3550 71 0 0% 82 16 16.30% NA. NA.

CC-H023 chr5 140794372 C T PCDHGA10 EX1 missense NM_018913.2 NP_061736.1 c.1630C>T p.P544S | p.Pro544Ser GATxCTC + 56106 102 0 0% 118 33 21.80% NA. NA.

CC-H023 chr5 153174266 G C GRIA1 EX14 missense NM_001258021.1 NP_001244950.1 c.2386G>C p.E796Q | p.Glu796Gln GGCxAGT + 2890 75 0 0% 86 22 20.30% NA. NA.

CC-H023 chr5 176309012 G C HK3 EX16 missense NM_002115.2 NP_002106.2 c.2170C>G p.L724V | p.Leu724Val CCAxAGA - 3101 36 0 0% 60 20 25% NA. NA.

CC-H023 chr6 25926108 C T SLC17A2 IVS1 splice-3 NM_005835.2 NP_005826.1 c.-83-1G>A . TATxTAT - 10246 44 0 0% 48 12 20% NA. NA.

CC-H023 chr6 26216659 G C HIST1H2BG EX1E missense NM_003518.3 NP_003509.1 c.213C>G p.F71L | p.Phe71Leu TTCxAAG - 8339 122 0 0% 199 42 17.40% NA. NA.

CC-H023 chr6 28056907 G C ZNF165 EX4E missense NM_003447.3 NP_003438.1 c.1117G>C p.E373Q | p.Glu373Gln TATxAAT + 7718 60 0 0% 82 7 7.80% NA. NA.

CC-H023 chr6 44118347 G C TMEM63B EX18 missense NM_018426.1 NP_060896.1 c.1654G>C p.E552Q | p.Glu552Gln GCTxAGG + 55362 44 0 0% 63 21 25% NA. NA.

CC-H023 chr6 109509264 C G C6orf183 EX4 missense XM_003403515.2 XP_003403563.2 c.313C>G p.L105V | p.Leu105Val CTTxTGT + 389422 71 0 0% 64 18 21.90% NA. NA.

CC-H023 chr6 117647465 G A ROS1 EX33 nonsense NM_002944.2 NP_002935.2 c.5479C>T p.Q1827* | p.Gln1827* ACTxAAA - 6098 125 0 0% 28 9 24.30% NA. NA.

CC-H023 chr6 119509660 G C MAN1A1 EX11 missense NM_005907.3 NP_005898.2 c.1629C>G p.I543M | p.Ile543Met TAAxATG - 4121 72 0 0% 86 15 14.80% NA. NA.

CC-H023 chr6 151671497 G C AKAP12 EX4 missense NM_005100.3 NP_005091.2 c.1971G>C p.M657I | p.Met657Ile AATxAAA + 9590 54 0 0% 71 14 16.40% NA. NA.

CC-H023 chr7 1097666 C G GPR146 EX1E missense NM_138445.2 NP_612454.1 c.515C>G p.S172C | p.Ser172Cys TGTxCAC + 115330 41 0 0% 60 14 18.90% NA. NA.

CC-H023 chr7 7635988 C T MIOS EX11 missense NM_019005.3 NP_061878.3 c.2297C>T p.S766L | p.Ser766Leu GCTxACC + 54468 50 0 0% 72 14 16.20% NA. NA.

CC-H023 chr7 82585366 C G PCLO EX5 missense NM_033026.5 NP_149015.2 c.4903G>C p.E1635Q | p.Glu1635Gln CTTxATC - 27445 55 0 0% 81 8 8.90% NA. NA.

CC-H023 chr7 105653370 G C CDHR3 EX9 missense NM_152750.4 NP_689963.2 c.1117G>C p.D373H | p.Asp373His TTTxATG + 222256 51 0 0% 93 16 14.60% NA. NA.

CC-H023 chr7 144345920 T C TPK1 EX5 missense NM_022445.3 NP_071890.2 c.238A>G p.R80G | p.Arg80Gly CTCxGAC - 27010 114 0 0% 32 15 31.90% NA. NA.

CC-H023 chr7 147914464 G A CNTNAP2 EX19 missense NM_014141.5 NP_054860.1 c.3095G>A p.R1032K | p.Arg1032Lys GCAxAGT + 26047 45 0 0% 54 17 23.90% NA. NA.

CC-H023 chr7 151841800 G A MLL3 EX55 nonsense NM_170606.2 NP_733751.2 c.14341C>T p.Q4781* | p.Gln4781* CCTxAAT - 58508 68 0 0% 93 21 18.40% MS somatic

CC-H023 chr7 151849901 G A MLL3 EX49 nonsense NM_170606.2 NP_733751.2 c.12415C>T p.R4139* | p.Arg4139* GTCxATA - 58508 74 0 0% 126 22 14.80% MS somatic

CC-H023 chr8 11695907 G C FDFT1 EX8E missense NM_004462.3 NP_004453.3 c.1043G>C p.R348T | p.Arg348Thr ATAxAAT + 2222 58 0 0% 66 13 16.40% NA. NA.

CC-H023 chr8 33451233 C T DUSP26 EX3 missense NM_024025.1 NP_076930.1 c.254G>A p.R85H | p.Arg85His AGGxGGC - 78986 56 0 0% 103 20 16.20% NA. NA.

CC-H023 chr8 116599751 G C TRPS1 EX5 missense NM_014112.2 NP_054831.2 c.2177C>G p.T726S | p.Thr726Ser ACAxTGT - 7227 57 0 0% 92 24 20.60% NA. NA.

CC-H023 chr8 146157142 G C ZNF16 EX4E missense NM_001029976.2 NP_001025147.2 c.1031C>G p.S344C | p.Ser344Cys CCAxAAT - 7564 43 0 0% 75 17 18.40% NA. NA.

CC-H023 chr9 71869138 G C TJP2 EX23E missense NM_004817.3 NP_004808.2 c.3421G>C p.E1141Q | p.Glu1141Gln CCTxAGC + 9414 52 0 0% 66 9 12% NA. NA.

CC-H023 chr10 50679084 C G ERCC6 EX17 missense NM_000124.2 NP_000115.1 c.3007G>C p.E1003Q | p.Glu1003Gln GCTxATA - 2074 84 0 0% 82 10 10.80% NA. NA.

CC-H023 chr11 5475083 G A OR51I2 EX1E missense NM_001004754.2 NP_001004754.1 c.365G>A p.R122H | p.Arg122His ACCxCTA + 390064 51 0 0% 51 11 17.70% NA. NA.

CC-H023 chr11 8494787 G C STK33 EX4 missense NM_030906.2 NP_112168.1 c.262C>G p.Q88E | p.Gln88Glu GCTxAGA - 65975 69 0 0% 65 17 20.70% NA. NA.

CC-H023 chr11 17655325 G C OTOG EX42 missense XM_291816.8 XP_291816.8 c.7207G>C p.E2403Q | p.Glu2403Gln CCAxAGC + 340990 52 0 0% 57 12 17.30% NA. NA.

CC-H023 chr11 33094165 G C TCP11L1 EX10E missense NM_018393.3 NP_060863.3 c.1473G>C p.K491N | p.Lys491Asn CAAxATG + 55346 102 0 0% 94 22 18.90% NA. NA.

CC-H023 chr11 67287279 G C CABP2 EX6 missense NM_016366.2 NP_057450.2 c.622C>G p.L208V | p.Leu208Val CCAxACC - 51475 40 1 2.40% 118 14 10.60% NA. NA.

CC-H023 chr11 68331770 G C PPP6R3 IVS8 splice-3 NM_001164160.1 NP_001157632.1 c.846-1G>C . CAAxATT + 55291 58 0 0% 73 39 34.80% NA. NA.

CC-H023 chr11 71847122 C T FOLR3 EX2 missense NM_000804.2 NP_000795.2 c.124C>T p.H42Y | p.His42Tyr AAGxACC + 2352 35 0 0% 90 7 7.20% NA. NA.

CC-H023 chr11 103349883 G A DYNC2H1 EX90E missense NM_001080463.1 NP_001073932.1 c.12847G>A p.E4283K | p.Glu4283Lys GCTxAAA + 79659 78 0 0% 128 18 12.30% NA. NA.

CC-H023 chr11 107524948 G T ELMOD1 EX10 missense NM_018712.3 NP_061182.3 c.698G>T p.G233V | p.Gly233Val TTGxGTG + 55531 83 0 0% 117 10 7.80% NA. NA.

CC-H023 chr11 117651250 C T DSCAML1 EX2 missense NM_020693.2 NP_065744.2 c.502G>A p.A168T | p.Ala168Thr CAGxGTT - 57453 65 0 0% 78 6 7.10% NA. NA.

CC-H023 chr12 12312872 C T LRP6 EX11 missense NM_002336.2 NP_002327.2 c.2306G>A p.G769E | p.Gly769Glu TTTxCAC - 4040 91 0 0% 86 22 20.30% NA. NA.

CC-H023 chr12 12315170 C G LRP6 EX10 missense NM_002336.2 NP_002327.2 c.2236G>C p.D746H | p.Asp746His GGTxTTT - 4040 73 0 0% 85 10 10.50% NA. NA.

CC-H023 chr12 12317368 C G LRP6 EX9 missense NM_002336.2 NP_002327.2 c.1891G>C p.E631Q | p.Glu631Gln CCTxTGG - 4040 83 0 0% 84 11 11.50% NA. NA.

CC-H023 chr12 12317404 C G LRP6 EX9 missense NM_002336.2 NP_002327.2 c.1855G>C p.E619Q | p.Glu619Gln GTTxAAA - 4040 62 0 0% 86 9 9.40% NA. NA.

CC-H023 chr12 12317463 C T LRP6 EX9 missense NM_002336.2 NP_002327.2 c.1796G>A p.C599Y | p.Cys599Tyr CTAxATC - 4040 62 0 0% 70 5 6.60% NA. NA.

CC-H023 chr12 12318130 C T LRP6 EX8 missense NM_002336.2 NP_002327.2 c.1645G>A p.D549N | p.Asp549Asn AGTxAGT - 4040 56 0 0% 42 8 16% NA. NA.

CC-H023 chr12 52115549 G A SCN8A EX12 missense NM_014191.3 NP_055006.1 c.1855G>A p.G619S | p.Gly619Ser AGCxGCT + 6334 102 0 0% 177 15 7.80% NA. NA.

CC-H023 chr12 104345409 C G C12orf73 IVS2 splice-3 NM_001135570.1 NP_001129042.1 c.109-1G>C . TGTxTGC - 728568 64 0 0% 105 6 5.40% NA. NA.

CC-H023 chr12 113544943 C G RASAL1 EX16 missense NM_001193520.1 NP_001180449.1 c.1619G>C p.R540T | p.Arg540Thr TCTxTCA - 8437 36 0 0% 37 9 19.50% NA. NA.

CC-H023 chr12 133732818 C G ZNF10 EX5E missense NM_015394.4 NP_056209.2 c.986C>G p.S329C | p.Ser329Cys AATxCTT + 7556 87 0 0% 94 14 12.90% NA. NA.

CC-H023 chr13 61141658 G A TDRD3 IVS12 splice-3 NM_001146070.1 NP_001139542.1 c.2119-1G>A . ATAxGAG + 81550 187 0 0% 232 30 11.40% NA. NA.

CC-H023 chr13 92345999 A G GPC5 EX3 missense NM_004466.4 NP_004457.1 c.884A>G p.Y295C | p.Tyr295Cys CATxTAT + 2262 23 0 0% 23 5 17.80% NA. NA.

CC-H023 chr13 98667832 G C IPO5 EX23 missense NM_002271.4 NP_002262.3 c.2428G>C p.E810Q | p.Glu810Gln GAAxAAC + 3843 120 0 0% 90 9 9% NA. NA.

CC-H023 chr13 110835427 C T COL4A1 EX28 missense NM_001845.4 NP_001836.2 c.2008G>A p.G670R | p.Gly670Arg TTCxGGG - 1282 112 0 0% 132 31 19% Sanger somatic

CC-H023 chr14 20851779 C G TEP1 EX26 missense NM_007110.4 NP_009041.2 c.3735G>C p.Q1245H | p.Gln1245His CCTxTGC - 7011 36 0 0% 58 6 9.30% NA. NA.

CC-H023 chr14 67805343 C G ATP6V1D EX9E missense NM_015994.3 NP_057078.1 c.739G>C p.E247Q | p.Glu247Gln ATTxAAA - 51382 43 0 0% 55 12 17.90% NA. NA.



CC-H023 chr14 75590891 C G NEK9 EX2 missense NM_033116.4 NP_149107.4 c.255G>C p.L85F | p.Leu85Phe GGTxAAA - 91754 45 0 0% 55 11 16.60% NA. NA.

CC-H023 chr15 28511110 C G HERC2 EX13 missense NM_004667.5 NP_004658.3 c.1609G>C p.E537Q | p.Glu537Gln GCTxCTC - 8924 107 0 0% 152 28 15.50% NA. NA.

CC-H023 chr15 42807484 G A SNAP23 EX5 missense NM_003825.3 NP_003816.2 c.198G>A p.M66I | p.Met66Ile CATxAGA + 8773 59 0 0% 73 14 16% NA. NA.

CC-H023 chr15 43294834 C G UBR1 EX32 missense NM_174916.2 NP_777576.1 c.3578G>C p.G1193A | p.Gly1193Ala TCTxCAC - 197131 46 0 0% 43 12 21.80% NA. NA.

CC-H023 chr15 68466226 G A PIAS1 EX9 missense NM_016166.1 NP_057250.1 c.1165G>A p.D389N | p.Asp389Asn ATTxATG + 8554 66 0 0% 59 11 15.70% NA. NA.

CC-H023 chr15 76633497 C T ISL2 EX5 missense NM_145805.1 NP_665804.1 c.818C>T p.T273M | p.Thr273Met GGAxGCC + 64843 44 0 0% 82 15 15.40% NA. NA.

CC-H023 chr16 29675345 C G SPN EX2E missense NM_001030288.2 NP_001025459.1 c.296C>G p.S99C | p.Ser99Cys TTTxCAT + 6693 64 0 0% 102 17 14.20% NA. NA.

CC-H023 chr16 29675554 C G SPN EX2E missense NM_001030288.2 NP_001025459.1 c.505C>G p.L169V | p.Leu169Val CCTxTTA + 6693 47 0 0% 64 15 18.90% NA. NA.

CC-H023 chr16 49671201 G C ZNF423 EX5 nonsense NM_015069.2 NP_055884.2 c.1862C>G p.S621* | p.Ser621* GCTxAGA - 23090 48 0 0% 64 9 12.30% NA. NA.

CC-H023 chr16 53524051 G T RBL2 EX22E nonsense NM_005611.3 NP_005602.3 c.3259G>T p.E1087* | p.Glu1087* AGAxAAA + 5934 65 1 1.50% 65 10 13.30% NA. NA.

CC-H023 chr16 58566182 C G CNOT1 EX41 missense NM_016284.4 NP_057368.3 c.6013G>C p.E2005Q | p.Glu2005Gln GCTxAGG - 23019 84 0 0% 136 23 14.40% NA. NA.

CC-H023 chr16 66886719 G C CA7 EX6 missense NM_005182.2 NP_005173.1 c.621G>C p.E207D | p.Glu207Asp TGAxAGT + 766 44 0 0% 61 11 15.20% NA. NA.

CC-H023 chr17 18148871 C G FLII EX28 missense NM_002018.3 NP_002009.1 c.3607G>C p.E1203Q | p.Glu1203Gln CCTxTTG - 2314 37 0 0% 56 11 16.40% NA. NA.

CC-H023 chr17 18148898 C G FLII EX28 missense NM_002018.3 NP_002009.1 c.3580G>C p.D1194H | p.Asp1194His TGTxATC - 2314 35 0 0% 60 13 17.80% NA. NA.

CC-H023 chr17 19750148 C G ULK2 EX6 missense NM_014683.3 NP_055498.3 c.371G>C p.S124T | p.Ser124Thr TTGxTGT - 9706 32 0 0% 25 14 35.80% NA. NA.

CC-H023 chr17 30358443 C T LRRC37B EX5 nonsense NM_052888.2 NP_443120.2 c.1942C>T p.Q648* | p.Gln648* TTTxAGG + 114659 296 0 0% 429 29 6.30% NA. NA.

CC-H023 chr17 39137060 C G KRT40 EX7 missense NM_182497.3 NP_872303.2 c.952G>C p.E318Q | p.Glu318Gln GCTxAAT - 125115 27 0 0% 35 10 22.20% NA. NA.

CC-H023 chr18 9845673 C G RAB31 EX6 missense NM_006868.3 NP_006859.2 c.475C>G p.L159V | p.Leu159Val GAGxTCT + 11031 59 0 0% 96 16 14.20% NA. NA.

CC-H023 chr18 33706469 G A SLC39A6 EX2 nonsense NM_012319.3 NP_036451.3 c.502C>T p.R168* | p.Arg168* GTCxGTG - 25800 70 0 0% 107 20 15.70% NA. NA.

CC-H023 chr19 12129103 G A ZNF433 EX2 missense NM_001080411.1 NP_001073880.1 c.17C>T p.S6L | p.Ser6Leu ACTxAAT - 163059 97 0 0% 132 16 10.80% NA. NA.

CC-H023 chr19 12939582 C G RTBDN IVS4 splice-3 NM_031429.2 NP_113617.1 c.351-1G>C . CATxTGG - 83546 56 0 0% 98 12 10.90% NA. NA.

CC-H023 chr19 16855430 G C NWD1 EX5 missense NM_001007525.3 NP_001007526.3 c.397G>C p.E133Q | p.Glu133Gln CCAxAGG + 284434 49 0 0% 63 12 16% NA. NA.

CC-H023 chr19 19905543 T G ZNF506 EX4E missense NM_001099269.2 NP_001092739.1 c.1153A>C p.T385P | p.Thr385Pro CAGxTAG - 440515 65 0 0% 92 15 14% NA. NA.

CC-H023 chr19 41208529 T A ADCK4 EX10 missense NM_024876.3 NP_079152.3 c.869A>T p.E290V | p.Glu290Val GCCxCAC - 79934 24 0 0% 59 6 9.20% NA. NA.

CC-H023 chr19 41383879 G A CYP2A7 EX6 missense NM_000764.2 NP_000755.2 c.851C>T p.T284M | p.Thr284Met TCCxTGT - 1549 87 0 0% 125 14 10% NA. NA.

CC-H023 chr19 49573965 C T KCNA7 EX2E missense NM_031886.2 NP_114092.2 c.726G>A p.M242I | p.Met242Ile GTTxATC - 3743 74 0 0% 101 24 19.20% NA. NA.

CC-H023 chr19 51015698 G A ASPDH EX5 missense NM_001114598.1 NP_001108070.1 c.572C>T p.S191F | p.Ser191Phe TTGxAAT - 554235 67 0 0% 106 14 11.60% NA. NA.

CC-H023 chr19 51274851 A C GPR32 EX1E missense NM_001506.1 NP_001497.1 c.994A>C p.T332P | p.Thr332Pro TTGxCTT + 2854 68 1 1.40% 91 7 7.10% NA. NA.

CC-H023 chr19 55604200 G A PPP1R12C EX16 missense NM_017607.2 NP_060077.1 c.1862C>T p.A621V | p.Ala621Val GCCxCCT - 54776 58 0 0% 81 11 11.90% NA. NA.

CC-H023 chr19 57060479 G C ZFP28 EX5 missense NM_020828.1 NP_065879.1 c.676G>C p.E226Q | p.Glu226Gln TTTxAGA + 140612 56 0 0% 84 11 11.50% NA. NA.

CC-H023 chr19 58551855 G C ZSCAN1 EX4 missense NM_182572.3 NP_872378.3 c.408G>C p.W136C | p.Trp136Cys CTGxAGT + 284312 79 0 0% 125 13 9.40% NA. NA.

CC-H023 chr19 58772876 G C ZNF544 EX7E missense NM_014480.2 NP_055295.2 c.904G>C p.E302Q | p.Glu302Gln GATxAGT + 27300 55 0 0% 75 10 11.70% NA. NA.

CC-H023 chr20 2312743 G C TGM3 EX10 missense NM_003245.3 NP_003236.3 c.1429G>C p.E477Q | p.Glu477Gln ACAxAGG + 7053 60 0 0% 81 18 18.10% NA. NA.

CC-H023 chr20 37650527 G A DHX35 EX16 missense NM_021931.3 NP_068750.2 c.1542G>A p.M514I | p.Met514Ile CATxATG + 60625 70 0 0% 88 18 16.90% NA. NA.

CC-H023 chr21 45523383 G A TRAPPC10 EX23E missense NM_003274.4 NP_003265.3 c.3751G>A p.D1251N | p.Asp1251Asn GATxACC + 7109 19 0 0% 39 6 13.30% NA. NA.

CC-H023 chr22 18077356 C G ATP6V1E1 EX8 missense NM_001696.3 NP_001687.1 c.557G>C p.G186A | p.Gly186Ala TCTxCAT - 529 65 0 0% 104 14 11.80% NA. NA.

CC-H023 chr22 46712121 C T GTSE1 EX7 missense NM_016426.6 NP_057510.4 c.1244C>T p.S415L | p.Ser415Leu CCTxAGC + 51512 67 0 0% 109 22 16.70% NA. NA.

CC-H023 chr22 46763726 A G CELSR1 EX28 missense NM_014246.1 NP_055061.1 c.7979T>C p.L2660P | p.Leu2660Pro AGCxGGA - 9620 100 0 0% 167 35 17.30% Sanger somatic

CC-H023 chrX 15333659 G C ASB11 EX1 missense NM_080873.2 NP_543149.1 c.69C>G p.F23L | p.Phe23Leu AAAxAAA - 140456 192 0 0% 167 15 8.20% NA. NA.

CC-H023 chrX 20030512 T A MAP7D2 EX14 missense NM_152780.3 NP_689993.2 c.1904A>T p.N635I | p.Asn635Ile CTAxTTG - 256714 88 0 0% 102 23 18.40% NA. NA.

CC-H023 chrX 24190890 G C ZFX EX4 missense NM_003410.3 NP_003401.2 c.31G>C p.E11Q | p.Glu11Gln CAAxAGC + 7543 109 0 0% 126 29 18.70% NA. NA.

CC-H023 chrX 132090978 G A HS6ST2 EX3 missense NM_001077188.1 NP_001070656.1 c.805C>T p.R269W | p.Arg269Trp GCCxGTG - 90161 89 0 0% 144 18 11.10% NA. NA.

CC-H023 chr4 153245514 A -AG FBXW7 EX11 frameshift NM_033632.3 NP_361014.1c.1673CT[2>1] (std: c.1673CT[1] alt: c.1675_1676delCT )p.L559* | p.Leu559* CA.AG - 55294 59 0 0% 75 6 7.41% NA. NA.

CC-H023 chr15 34105120 T -GAA RYR3 EX73 cds-del NM_001036.3 NP_001027.3c.10315GAA[2>1] (std: c.10315GAA[1] alt: c.10318_10320delGAA )p.E3439[2>1] (std: p.E3439[1] alt: p.E3440del ) | p.Glu3439[2>1] (std: p.Glu3439[1] alt: p.Glu3440del )GT.GA + 6263 130 0 0% 118 14 10.61% NA. NA.

CC-H024 chr1 177249915 G C FAM5B EX8E missense NM_021165.2 NP_066988.1 c.1603G>C p.D535H | p.Asp535His AATxACA + 57795 46 0 0% 34 16 32% NA. NA.

CC-H024 chr3 140785202 G C SPSB4 EX2 missense NM_080862.1 NP_543138.1 c.256G>C p.G86R | p.Gly86Arg GACxGCA + 92369 17 0 0% 17 12 41.30% NA. NA.

CC-H024 chr3 190120129 A G CLDN16 EX2 missense NM_006580.3 NP_006571.1 c.328A>G p.S110G | p.Ser110Gly GTGxGCA + 10686 71 0 0% 58 21 26.50% NA. NA.

CC-H024 chr3 190362153 C T IL1RAP EX10 missense NM_001167931.1 NP_001161403.1 c.1168C>T p.R390W | p.Arg390Trp TACxGGG + 3556 96 1 1% 51 31 37.80% NA. NA.

CC-H024 chr4 78528958 C T CXCL13 EX3 missense NM_006419.2 NP_006410.1 c.166C>T p.R56C | p.Arg56Cys CCCxGTG + 10563 88 1 1.10% 35 20 36.30% NA. NA.

CC-H024 chr4 85722867 G A WDFY3 EX17 missense NM_014991.4 NP_055806.2 c.2758C>T p.H920Y | p.His920Tyr GGTxCAG - 23001 47 0 0% 16 22 57.80% NA. NA.

CC-H024 chr5 376805 G A AHRR EX4 missense NM_020731.4 NP_065782.2 c.337G>A p.V113M | p.Val113Met GCCxTGC + 57491 69 1 1.40% 38 34 47.20% NA. NA.

CC-H024 chr5 64933563 G A C5orf44 EX4 missense NM_001093755.1 NP_001087224.1 c.256G>A p.V86I | p.Val86Ile AGCxTTC + 80006 121 0 0% 52 25 32.40% NA. NA.

CC-H024 chr5 89948185 T C GPR98 EX19 missense NM_032119.3 NP_115495.3 c.3439T>C p.F1147L | p.Phe1147Leu TACxTTG + 84059 108 1 0.90% 30 18 37.50% NA. NA.

CC-H024 chr5 140857133 C T PCDHGC3 EX1 missense NM_002588.2 NP_002579.2 c.1450C>T p.P484S | p.Pro484Ser GACxCCG + 5098 86 0 0% 49 32 39.50% NA. NA.

CC-H024 chr6 31734046 A T VWA7 EX15 missense NM_025258.2 NP_079534.2 c.2300T>A p.F767Y | p.Phe767Tyr GAGxAGC - 80737 102 0 0% 53 23 30.20% NA. NA.

CC-H024 chr6 36181951 G A BRPF3 EX8 missense NM_015695.2 NP_056510.2 c.2777G>A p.R926H | p.Arg926His GCCxCAC + 27154 52 0 0% 35 15 30% NA. NA.

CC-H024 chr6 49676896 G A CRISP2 EX4 missense NM_003296.3 NP_003287.1 c.14C>T p.P5L | p.Pro5Leu ACCxGTA - 7180 110 0 0% 39 28 41.70% NA. NA.

CC-H024 chr6 105573420 G A BVES EX4 missense NM_001199563.1 NP_001186492.1 c.385C>T p.R129W | p.Arg129Trp GCCxGTA - 11149 126 1 0.70% 42 47 52.80% NA. NA.

CC-H024 chr6 142409630 C T NMBR EX1 missense NM_002511.2 NP_002502.2 c.166G>A p.V56M | p.Val56Met CCAxGGT - 4829 63 0 0% 18 21 53.80% NA. NA.

CC-H024 chr7 63726885 G T ZNF679 EX5E nonsense NM_153363.2 NP_699194.2 c.874G>T p.G292* | p.Gly292* ACTxGAG + 168417 149 0 0% 80 63 44% NA. NA.

CC-H024 chr7 92887583 A T CCDC132 EX7 missense NM_017667.3 NP_060137.2 c.535A>T p.T179S | p.Thr179Ser AAAxCAT + 55610 138 0 0% 57 24 29.60% NA. NA.

CC-H024 chr7 93519521 C G TFPI2 EX2 missense NM_006528.3 NP_006519.1 c.199G>C p.G67R | p.Gly67Arg CCCxGTA - 7980 130 0 0% 51 41 44.50% NA. NA.

CC-H024 chr7 94039756 C A COL1A2 EX21 missense NM_000089.3 NP_000080.2 c.1114C>A p.P372T | p.Pro372Thr CCTxCTG + 1278 138 0 0% 58 33 36.20% Sanger somatic

CC-H024 chr8 25159866 G A DOCK5 EX10 missense NM_024940.6 NP_079216.4 c.872G>A p.R291Q | p.Arg291Gln TCCxGCC + 80005 55 1 1.70% 32 19 37.20% NA. NA.

CC-H024 chr8 28575591 G A EXTL3 EX3 missense NM_001440.2 NP_001431.1 c.2015G>A p.R672Q | p.Arg672Gln AGCxGGA + 2137 86 1 1.10% 49 25 33.70% NA. NA.

CC-H024 chr8 53092739 G A ST18 EX9 missense NM_014682.2 NP_055497.1 c.220C>T p.R74C | p.Arg74Cys TGCxGTC - 9705 134 0 0% 62 50 44.60% NA. NA.

CC-H024 chr8 120431533 G A NOV EX4 missense NM_002514.3 NP_002505.1 c.725G>A p.R242Q | p.Arg242Gln CTCxGCT + 4856 73 0 0% 45 19 29.60% NA. NA.

CC-H024 chr8 133047039 G A OC90 EX10 missense NM_001080399.2 NP_001073868.2 c.722C>T p.T241M | p.Thr241Met GACxTAG - 729330 64 0 0% 66 26 28.20% NA. NA.

CC-H024 chr9 37541636 G A FBXO10 EX2 missense NM_012166.2 NP_036298.2 c.130C>T p.R44C | p.Arg44Cys AGCxGGT - 26267 74 1 1.30% 48 19 28.30% NA. NA.

CC-H024 chr9 125552142 C T OR5C1 EX1E nonsense NM_001001923.1 NP_001001923.1 c.931C>T p.R311* | p.Arg311* AGCxGAT + 392391 46 0 0% 49 14 22.20% NA. NA.

CC-H024 chr9 129642922 G A ZBTB34 EX2E missense NM_001099270.1 NP_001092740.1 c.1232G>A p.R411Q | p.Arg411Gln CACxGAA + 403341 42 1 2.30% 36 18 33.30% NA. NA.

CC-H024 chr9 131346592 G A SPTAN1 EX17 missense NM_001130438.2 NP_001123910.1 c.2225G>A p.R742H | p.Arg742His CCCxCCA + 6709 51 0 0% 25 11 30.50% NA. NA.

CC-H024 chr10 50724332 A C PGBD3 EX2E missense NM_170753.2 NP_736609.2 c.829T>G p.F277V | p.Phe277Val CAAxATA - 267004 57 1 1.70% 33 14 29.70% NA. NA.

CC-H024 chr11 68115467 G A LRP5 EX2 missense NM_002335.2 NP_002326.2 c.244G>A p.V82M | p.Val82Met GACxTGA + 4041 99 0 0% 93 32 25.60% NA. NA.

CC-H024 chr11 70118351 G A PPFIA1 EX2 missense NM_003626.3 NP_003617.1 c.73G>A p.G25S | p.Gly25Ser TCCxGCT + 8500 79 0 0% 57 22 27.80% NA. NA.

CC-H024 chr11 89891357 C T NAALAD2 EX7 nonsense NM_005467.3 NP_005458.1 c.841C>T p.R281* | p.Arg281* CCCxGAA + 10003 133 0 0% 79 28 26.10% NA. NA.

CC-H024 chr11 117166049 C T BACE1 EX3 missense NM_012104.4 NP_036236.1 c.365G>A p.R122Q | p.Arg122Gln TCCxGGT - 23621 74 1 1.30% 17 33 66% NA. NA.

CC-H024 chr12 117465838 G A FBXW8 EX11E missense NM_153348.2 NP_699179.2 c.1658G>A p.R553Q | p.Arg553Gln ACCxGGG + 26259 55 0 0% 35 23 39.60% NA. NA.

CC-H024 chr13 52542732 C T ATP7B EX4 missense NM_000053.3 NP_000044.2 c.1555G>A p.V519M | p.Val519Met ACAxGGA - 540 60 0 0% 4 16 80% NA. NA.

CC-H024 chr13 109318470 G A MYO16 EX2 missense NM_001198950.1 NP_001185879.1 c.265G>A p.A89T | p.Ala89Thr GACxCGA + 23026 196 0 0% 73 57 43.80% NA. NA.

CC-H024 chr13 113052452 C T SPACA7 EX3 missense NM_145248.4 NP_660291.2 c.241C>T p.H81Y | p.His81Tyr TTAxGTA + 122258 111 0 0% 62 24 27.90% NA. NA.

CC-H024 chr14 94847393 C G SERPINA1 EX5 missense NM_001127701.1 NP_001121173.1 c.732G>C p.M244I | p.Met244Ile CATxATA - 5265 64 0 0% 36 18 33.30% NA. NA.

CC-H024 chr14 103934403 C G MARK3 EX12 missense NM_001128918.1 NP_001122390.1 c.1144C>G p.L382V | p.Leu382Val AATxTTT + 4140 71 0 0% 27 18 40% NA. NA.

CC-H024 chr15 45723263 C T C15orf48 EX2 missense NM_032413.3 NP_115789.1 c.101C>T p.S34F | p.Ser34Phe ATTxTCT + 84419 90 1 1% 20 25 55.50% NA. NA.

CC-H024 chr15 65917961 G A SLC24A1 EX2 missense NM_004727.2 NP_004718.1 c.1543G>A p.G515S | p.Gly515Ser ATCxGTG + 9187 73 0 0% 35 25 41.60% NA. NA.

CC-H024 chr15 83440921 G A FSD2 EX7 nonsense NM_001007122.2 NP_001007123.1 c.1171C>T p.R391* | p.Arg391* CTCxGAC - 123722 86 0 0% 33 26 44% NA. NA.

CC-H024 chr16 22545899 C T LOC100132247 EX7E missense NM_001135865.1 NP_001129337.1 c.1595C>T p.T532I | p.Thr532Ile AGAxACC + 100132247 190 0 0% 125 7 5.30% NA. NA.

CC-H024 chr17 48158711 G A ITGA3 EX23 nonsense NM_002204.2 NP_002195.1 c.2858G>A p.W953* | p.Trp953* GCTxGGC + 3675 98 0 0% 43 31 41.80% NA. NA.

CC-H024 chr17 62481880 T C POLG2 EX5 missense NM_007215.3 NP_009146.2 c.1075A>G p.N359D | p.Asn359Asp AGTxCTC - 11232 83 0 0% 52 30 36.50% NA. NA.

CC-H024 chr19 11343895 C A DOCK6 EX22 missense NM_020812.3 NP_065863.2 c.2702G>T p.R901L | p.Arg901Leu ATGxGGG - 57572 65 0 0% 36 37 50.60% NA. NA.

CC-H024 chr19 12089098 C T ZNF763 EX4E missense NM_001012753.1 NP_001012771.1 c.368C>T p.S123F | p.Ser123Phe CATxTTT + 284390 146 1 0.60% 69 50 42% NA. NA.

CC-H024 chr19 36332707 C T NPHS1 EX20 missense NM_004646.3 NP_004637.1 c.2725G>A p.V909M | p.Val909Met ACAxGTT - 4868 108 1 0.90% 204 35 14.60% NA. NA.

CC-H024 chr19 52091642 C G ZNF175 EX5E missense NM_007147.2 NP_009078.1 c.2058C>G p.F686L | p.Phe686Leu CTTxAAT + 7728 78 0 0% 18 26 59% NA. NA.

CC-H024 chr19 55751018 C T PPP6R1 EX14 missense NM_014931.3 NP_055746.3 c.1597G>A p.D533N | p.Asp533Asn CATxGTC - 22870 75 0 0% 37 35 48.60% NA. NA.

CC-H024 chr20 47874072 C A ZNFX1 EX8 missense NM_021035.2 NP_066363.1 c.2546G>T p.R849L | p.Arg849Leu TTCxGCC - 57169 49 1 2% 36 22 37.90% NA. NA.

CC-H024 chr21 45978106 C T KRTAP10-3 EX1E missense NM_198696.2 NP_941969.2 c.493G>A p.V165M | p.Val165Met ACAxGGG - 386682 234 1 0.40% 126 73 36.60% NA. NA.

CC-H024 chrX 24382625 G C FAM48B1 EX1E missense NM_001136234.1 NP_001129706.1 c.1748G>C p.C583S | p.Cys583Ser CCTxTCC + 100130302 103 1 0.90% 55 77 58.30% NA. NA.

CC-H024 chrX 25022954 C T ARX EX5E missense NM_139058.2 NP_620689.1 c.1522G>A p.V508M | p.Val508Met CCAxGGC - 170302 8 0 0% 6 5 45.40% NA. NA.

CC-H024 chrX 141290914 C T MAGEC2 EX3E missense NM_016249.3 NP_057333.1 c.860G>A p.R287Q | p.Arg287Gln TCCxGAT - 51438 73 0 0% 43 18 29.50% NA. NA.

CC-H024 chr1 43047166 C -AAG CCDC30 EX8 cds-del NM_001080850.2 NP_001074319.1c.1204GAA[2>1] (std: c.1204GAA[1] alt: c.1207_1209delGAA )p.E402[2>1] (std: p.E402[1] alt: p.E403del ) | p.Glu402[2>1] (std: p.Glu402[1] alt: p.Glu403del )TC.AA + 728621 135 0 0% 45 33 42.31% NA. NA.

CC-H025 chr1 226178953 C G SDE2 EX5 missense NM_152608.3 NP_689821.3 c.632G>C p.R211T | p.Arg211Thr CATxTCC - 163859 85 1 1.10% 98 17 14.70% NA. NA.

CC-H025 chr2 9628402 C T IAH1 EX6E missense NM_001039613.1 NP_001034702.1 c.691C>T p.R231W | p.Arg231Trp TGGxGGG + 285148 26 0 0% 42 5 10.60% NA. NA.

CC-H025 chr6 16327903 C A ATXN1 EX8 missense NM_000332.3 NP_000323.2 c.639G>T p.Q213H | p.Gln213His CTGxTGC - 6310 40 1 2.40% 47 5 9.60% NA. NA.

CC-H025 chr6 105572502 G C BVES EX5 missense NM_001199563.1 NP_001186492.1 c.568C>G p.L190V | p.Leu190Val GCAxAAA - 11149 55 0 0% 64 8 11.10% NA. NA.

CC-H025 chr9 73218302 C T TRPM3 EX19 missense NM_001007471.2 NP_001007472.2 c.2716G>A p.V906I | p.Val906Ile TTAxGAT - 80036 73 0 0% 86 10 10.40% NA. NA.

CC-H025 chr11 64081725 C T ESRRA EX4 missense NM_004451.3 NP_004442.3 c.457C>T p.R153C | p.Arg153Cys GACxGCG + 2101 70 0 0% 127 11 7.90% NA. NA.

CC-H025 chr11 65124318 G A TIGD3 EX2E missense NM_145719.2 NP_663771.1 c.1039G>A p.A347T | p.Ala347Thr GCCxCCT + 220359 44 0 0% 62 10 13.80% NA. NA.

CC-H025 chr12 56602015 G A RNF41 EX5 nonsense NM_005785.3 NP_005776.1 c.430C>T p.Q144* | p.Gln144* GCTxCTG - 10193 32 0 0% 67 9 11.80% NA. NA.

CC-H025 chr16 53515707 G C RBL2 EX21 missense NM_005611.3 NP_005602.3 c.3209G>C p.R1070P | p.Arg1070Pro CTCxAGA + 5934 82 0 0% 118 17 12.50% NA. NA.

CC-H025 chr17 3526633 G A SHPK EX4 missense NM_013276.2 NP_037408.2 c.647C>T p.T216I | p.Thr216Ile CACxTCT - 23729 42 0 0% 61 12 16.40% NA. NA.

CC-H025 chr17 57466752 C T YPEL2 EX4 nonsense NM_001005404.3 NP_001005404.1 c.193C>T p.R65* | p.Arg65* GAGxGAG + 388403 37 0 0% 55 9 14% NA. NA.

CC-H025 chr17 58144915 C T HEATR6 EX8 missense NM_022070.4 NP_071353.4 c.1118G>A p.G373E | p.Gly373Glu CTTxCAT - 63897 45 0 0% 65 9 12.10% NA. NA.

CC-H025 chr19 501738 C A MADCAM1 EX4 missense NM_130760.2 NP_570116.2 c.737C>A p.P246Q | p.Pro246Gln CCCxGGA + 8174 72 0 0% 89 31 25.80% NA. NA.

CC-H025 chr20 45130867 G C ZNF334 EX5E missense NM_018102.4 NP_060572.3 c.1111C>G p.H371D | p.His371Asp TGTxAGT - 55713 53 0 0% 89 12 11.80% NA. NA.

CC-H025 chrX 37285131 C T PRRG1 EX4 missense NM_000950.2 NP_000941.1 c.49C>T p.R17C | p.Arg17Cys AAAxGCT + 5638 75 0 0% 109 11 9.10% NA. NA.

CC-H025 chrX 53570870 C T HUWE1 EX73 missense NM_031407.5 NP_113584.3 c.11311G>A p.E3771K | p.Glu3771Lys CCTxAGC - 10075 55 0 0% 58 16 21.60% MS somatic

CC-H025 chrX 53573517 C G HUWE1 EX70 missense NM_031407.5 NP_113584.3 c.10795G>C p.E3599Q | p.Glu3599Gln CCTxTAA - 10075 51 0 0% 59 10 14.40% MS somatic

CC-H025 chrX 70348270 G A MED12 EX23 missense NM_005120.2 NP_005111.2 c.3334G>A p.D1112N | p.Asp1112Asn AACxATC + 9968 28 0 0% 44 16 26.60% MS somatic

CC-H027 chr1 33999410 G A CSMD2 EX62 missense NM_052896.3 NP_443128.2 c.9545C>T p.P3182L | p.Pro3182Leu GGTxGGG - 114784 122 0 0% 129 17 11.60% Sanger somatic

CC-H027 chr1 52825400 G A CC2D1B EX8 nonsense NM_032449.2 NP_115825.1 c.919C>T p.R307* | p.Arg307* CTCxGGC - 200014 73 0 0% 89 8 8.20% NA. NA.

CC-H027 chr1 67672627 G C IL23R EX6 missense NM_144701.2 NP_653302.2 c.687G>C p.E229D | p.Glu229Asp TGAxACT + 149233 49 1 2% 66 7 9.50% NA. NA.

CC-H027 chr1 179966184 G A CEP350 EX6 missense NM_014810.4 NP_055625.4 c.892G>A p.E298K | p.Glu298Lys GAAxAAA + 9857 93 0 0% 125 15 10.70% NA. NA.

CC-H027 chr1 240370934 G C FMN2 EX5 missense NM_020066.4 NP_064450.3 c.2822G>C p.G941A | p.Gly941Ala CGGxAAT + 56776 71 0 0% 80 12 13% NA. NA.

CC-H027 chr1 248685312 G A OR2G6 EX1E missense NM_001013355.1 NP_001013373.1 c.365G>A p.R122H | p.Arg122His ACCxCTA + 391211 32 0 0% 36 7 16.20% NA. NA.

CC-H027 chr2 210570331 C T MAP2 EX11 missense NM_002374.3 NP_002365.3 c.4612C>T p.R1538C | p.Arg1538Cys AAGxGCT + 4133 74 0 0% 83 11 11.70% NA. NA.

CC-H027 chr2 212295795 C G ERBB4 EX21 missense NM_005235.2 NP_005226.1 c.2518G>C p.V840L | p.Val840Leu GAAxGAG - 2066 80 0 0% 118 13 9.90% NA. NA.

CC-H027 chr2 228004955 C G COL4A4 IVS3 splice-3 NM_000092.4 NP_000083.3 c.115-1G>C . ACTxTGG - 1286 75 1 1.30% 87 17 16.30% NA. NA.

CC-H027 chr5 107216785 G A FBXL17 EX8 nonsense NM_001163315.2 NP_001156787.2 c.1918C>T p.Q640* | p.Gln640* TCTxTGC - 64839 36 0 0% 56 8 12.50% NA. NA.

CC-H027 chr6 43230843 G A TTBK1 EX13 missense NM_032538.1 NP_115927.1 c.1741G>A p.G581S | p.Gly581Ser GAGxGCG + 84630 81 0 0% 83 10 10.70% NA. NA.

CC-H027 chr6 89790854 C T PNRC1 EX1 missense NM_006813.2 NP_006804.1 c.241C>T p.R81C | p.Arg81Cys AACxGCA + 10957 66 0 0% 88 12 12% NA. NA.

CC-H027 chr7 97493714 C G ASNS EX5 missense NM_183356.3 NP_899199.2 c.344G>C p.C115S | p.Cys115Ser ATAxAAA - 440 87 1 1.10% 103 7 6.30% NA. NA.

CC-H027 chr7 133859329 G C LRGUK EX8 missense NM_144648.1 NP_653249.1 c.961G>C p.E321Q | p.Glu321Gln ATAxAAT + 136332 46 1 2.10% 69 6 8% NA. NA.

CC-H027 chr10 75394301 G A MYOZ1 EX4 missense NM_021245.3 NP_067068.1 c.443C>T p.A148V | p.Ala148Val CCCxCGG - 58529 59 0 0% 70 6 7.80% NA. NA.

CC-H027 chr10 135086352 C T ADAM8 EX8 missense NM_001109.4 NP_001100.3 c.655G>A p.E219K | p.Glu219Lys CTTxGCT - 101 118 0 0% 115 12 9.40% NA. NA.

CC-H027 chr11 76908641 C G MYO7A EX33 nonsense NM_000260.3 NP_000251.3 c.4439C>G p.S1480* | p.Ser1480* TCTxAGG + 4647 89 1 1.10% 97 6 5.80% NA. NA.

CC-H027 chr12 64017910 G A DPY19L2 EX8 missense NM_173812.4 NP_776173.3 c.863C>T p.A288V | p.Ala288Val GTGxCCT - 283417 131 0 0% 188 17 8.20% NA. NA.

CC-H027 chr13 111082290 G A COL4A2 EX8 missense NM_001846.2 NP_001837.2 c.536G>A p.R179H | p.Arg179His AGCxCGA + 1284 72 0 0% 77 11 12.50% NA. NA.

CC-H027 chr15 93527672 G A CHD2 EX25 missense NM_001271.3 NP_001262.3 c.3179G>A p.R1060Q | p.Arg1060Gln AGCxGCA + 1106 84 0 0% 106 10 8.60% NA. NA.

CC-H027 chr16 84797766 G A USP10 EX10 missense NM_005153.2 NP_005144.2 c.1729G>A p.E577K | p.Glu577Lys AGCxAGG + 9100 85 1 1.10% 101 9 8.10% NA. NA.

CC-H027 chr17 28381041 C T EFCAB5 EX10 missense NM_198529.3 NP_940931.2 c.2069C>T p.S690F | p.Ser690Phe CCTxTGA + 374786 48 0 0% 49 10 16.90% NA. NA.

CC-H027 chr17 41622708 C T ETV4 EX3 missense NM_001079675.2 NP_001073143.1 c.88G>A p.E30K | p.Glu30Lys CTTxGCG - 2118 60 1 1.60% 60 10 14.20% NA. NA.

CC-H027 chr17 70119875 G A SOX9 EX3E missense NM_000346.3 NP_000337.1 c.877G>A p.E293K | p.Glu293Lys AACxAGT + 6662 82 0 0% 94 11 10.40% NA. NA.

CC-H027 chr17 74473331 G T RHBDF2 EX8 missense NM_024599.5 NP_078875.4 c.938C>A p.S313Y | p.Ser313Tyr GCAxAGA - 79651 82 1 1.20% 78 5 6% NA. NA.

CC-H027 chr18 70417304 C T NETO1 EX9 missense NM_138966.3 NP_620416.1 c.1534G>A p.V512I | p.Val512Ile GGAxGGC - 81832 70 0 0% 82 6 6.80% NA. NA.

CC-H027 chr20 40068764 C G CHD6 EX26 missense NM_032221.3 NP_115597.3 c.3883G>C p.E1295Q | p.Glu1295Gln TTTxATA - 84181 97 0 0% 103 17 14.10% NA. NA.

CC-H027 chr22 45782840 C A SMC1B EX11 missense NM_148674.3 NP_683515.3 c.1818G>T p.K606N | p.Lys606Asn TTTxTTC - 27127 91 1 1% 114 14 10.90% NA. NA.

CC-H027 chrX 63551624 C T MTMR8 EX11 missense NM_017677.3 NP_060147.2 c.1165G>A p.D389N | p.Asp389Asn CATxGAG - 55613 129 0 0% 142 21 12.80% NA. NA.

CC-H027 chrX 118221504 G C KIAA1210 EX11 nonsense NM_020721.1 NP_065772.1 c.3689C>G p.S1230* | p.Ser1230* TTTxATA - 57481 77 0 0% 114 8 6.50% NA. NA.

CC-H027 chr6 137323412 A -TTGAGGG IL20RA EX7E frameshift NM_014432.2 NP_055247.2c.938_944delCCCTCAAp.T313Ifs*13 | p.Thr313Ilefs*13 TA.TG - 53832 96 0 0% 125 8 6.02% NA. NA.

CC-H028 chr1 27690527 G A MAP3K6 EX5 missense NM_004672.3 NP_004663.3 c.745C>T p.R249W | p.Arg249Trp ACCxCTC - 9064 46 0 0% 64 7 9.80% Sanger somatic

CC-H028 chr1 31426570 T A PUM1 EX15 missense NM_001020658.1 NP_001018494.1 c.2582A>T p.H861L | p.His861Leu CCAxGCT - 9698 39 0 0% 41 5 10.80% NA. NA.

CC-H028 chr1 85624752 G A SYDE2 EX7E missense NM_032184.1 NP_115560.1 c.3266C>T p.A1089V | p.Ala1089Val CCTxCAT - 84144 56 0 0% 50 7 12.20% NA. NA.

CC-H028 chr2 173830390 G T RAPGEF4 EX9 nonsense NM_007023.3 NP_008954.2 c.799G>T p.E267* | p.Glu267* TTAxAAG + 11069 59 0 0% 61 6 8.90% NA. NA.

CC-H028 chr3 148459026 G C AGTR1 EX4E missense NM_031850.3 NP_114038.4 c.309G>C p.L103F | p.Leu103Phe TTTxAAT + 185 50 0 0% 38 6 13.60% NA. NA.

CC-H028 chr3 195507059 T C MUC4 EX2 missense NM_018406.6 NP_060876.5 c.11392A>G p.T3798A | p.Thr3798Ala AAGxGTC - 4585 223 1 0.40% 219 12 5.10% NA. NA.

CC-H028 chr5 140725366 C A PCDHGA3 EX1 missense NM_018916.3 NP_061739.2 c.1766C>A p.T589N | p.Thr589Asn TGAxCAA + 56112 196 0 0% 198 26 11.60% NA. NA.

CC-H028 chr7 33057115 C T NT5C3 EX7 missense NM_001002010.2 NP_001002010.1 c.644G>A p.R215H | p.Arg215His TGAxGAA - 51251 53 0 0% 57 5 8% NA. NA.

CC-H028 chr9 39086759 A C CNTNAP3 EX20 missense NM_033655.3 NP_387504.2 c.3308T>G p.L1103R | p.Leu1103Arg TGAxGTT - 79937 236 0 0% 260 20 7.10% NA. NA.

CC-H028 chr11 68704171 G C IGHMBP2 EX13 missense NM_002180.2 NP_002171.2 c.2223G>C p.K741N | p.Lys741Asn GAAxATG + 3508 86 0 0% 73 5 6.40% NA. NA.

CC-H028 chr11 72422176 G T ARAP1 EX9 missense NM_001040118.2 NP_001035207.1 c.1103C>A p.S368Y | p.Ser368Tyr TTAxAGT - 116985 47 0 0% 46 6 11.50% NA. NA.

CC-H028 chr12 50586270 T A LIMA1 EX9 missense NM_001113546.1 NP_001107018.1 c.1108A>T p.S370C | p.Ser370Cys GACxGGA - 51474 58 0 0% 73 6 7.50% NA. NA.

CC-H028 chr12 64062152 A C DPY19L2 EX1 missense NM_173812.4 NP_776173.3 c.22T>G p.S8A | p.Ser8Ala TTGxGCT - 283417 78 0 0% 79 8 9.10% Sanger somatic

CC-H028 chr14 79175758 G C NRXN3 EX4 missense NM_004796.4 NP_004787.2 c.301G>C p.D101H | p.Asp101His TTTxACT + 9369 48 0 0% 72 5 6.40% NA. NA.

CC-H028 chr14 103871465 C G MARK3 EX2 nonsense NM_001128918.1 NP_001122390.1 c.104C>G p.S35* | p.Ser35* GCTxAGG + 4140 54 0 0% 58 5 7.90% NA. NA.

CC-H028 chr15 42361013 T C PLA2G4D EX20E missense NM_178034.3 NP_828848.3 c.2357A>G p.D786G | p.Asp786Gly TAGxCAC - 283748 29 0 0% 30 6 16.60% NA. NA.

CC-H028 chr17 49825063 C T CA10 EX5 missense NM_001082533.1 NP_001076002.1 c.395G>A p.R132Q | p.Arg132Gln AGTxGGA - 56934 57 0 0% 70 11 13.50% NA. NA.

CC-H028 chr17 74289487 G A QRICH2 EX4 missense NM_032134.1 NP_115510.1 c.823C>T p.R275C | p.Arg275Cys TACxTTG - 84074 25 0 0% 25 5 16.60% NA. NA.

CC-H028 chr19 8206907 C T FBN3 EX6 missense NM_032447.3 NP_115823.3 c.656G>A p.G219D | p.Gly219Asp AGGxCCC - 84467 100 0 0% 81 9 10% NA. NA.

CC-H028 chr19 37309379 C G ZNF790 EX5E missense NM_001242802.1 NP_001229731.1 c.1867G>C p.E623Q | p.Glu623Gln TCTxAAA - 388536 73 0 0% 80 6 6.90% NA. NA.

CC-H028 chr19 55994142 C T ZNF628 EX3E missense NM_033113.2 NP_149104.3 c.1582C>T p.H528Y | p.His528Tyr TACxACC + 89887 101 0 0% 131 11 7.70% NA. NA.

CC-H028 chr22 31687180 G A PIK3IP1 EX2 missense NM_052880.4 NP_443112.2 c.173C>T p.S58L | p.Ser58Leu GCCxAGG - 113791 42 0 0% 27 7 20.50% NA. NA.

CC-H029 chr1 1334467 C G CCNL2 EX1 missense NM_030937.4 NP_112199.2 c.220G>C p.E74Q | p.Glu74Gln TCTxTGT - 81669 50 0 0% 69 5 6.70% NA. NA.

CC-H029 chr1 1572100 G C CDK11B EX15 missense NM_033492.1 NP_277027.1 c.1855C>G p.Q619E | p.Gln619Glu TCTxAGT - 984 136 0 0% 187 21 10% NA. NA.

CC-H029 chr1 7895959 C T PER3 EX19 missense NM_016831.1 NP_058515.1 c.3325C>T p.R1109W | p.Arg1109Trp ATAxGGC + 8863 32 0 0% 51 11 17.70% NA. NA.

CC-H029 chr1 23693646 C G ZNF436 EX3 missense NM_001077195.1 NP_001070663.1 c.49G>C p.E17Q | p.Glu17Gln CTTxAAA - 80818 48 0 0% 90 7 7.20% NA. NA.

CC-H029 chr1 26104764 G C MAN1C1 EX9 missense NM_020379.2 NP_065112.1 c.1426G>C p.E476Q | p.Glu476Gln CGAxAGC + 57134 78 1 1.20% 81 5 5.80% NA. NA.

CC-H029 chr1 45228067 C G KIF2C EX18 missense NM_006845.3 NP_006836.2 c.1801C>G p.Q601E | p.Gln601Glu ATTxAAA + 11004 42 0 0% 36 7 16.20% NA. NA.

CC-H029 chr1 60466824 C G C1orf87 EX10 missense NM_152377.2 NP_689590.1 c.1197G>C p.K399N | p.Lys399Asn ATTxTTC - 127795 57 0 0% 40 5 11.10% NA. NA.

CC-H029 chr1 85630392 G C SYDE2 EX6 missense NM_032184.1 NP_115560.1 c.2902C>G p.H968D | p.His968Asp CATxATA - 84144 44 0 0% 51 5 8.90% NA. NA.



CC-H029 chr1 93730307 C G CCDC18 EX27 missense NM_206886.3 NP_996769.3 c.3734C>G p.S1245C | p.Ser1245Cys ACTxTCA + 343099 62 0 0% 48 5 9.40% NA. NA.

CC-H029 chr1 118634315 C T SPAG17 EX10 missense NM_206996.2 NP_996879.1 c.1273G>A p.D425N | p.Asp425Asn TGTxTAC - 200162 51 0 0% 47 10 17.50% NA. NA.

CC-H029 chr1 144865885 G C PDE4DIP EX35 missense NM_001198834.2 NP_001185763.2 c.5695C>G p.Q1899E | p.Gln1899Glu GCTxAGG - 9659 130 0 0% 121 8 6.20% NA. NA.

CC-H029 chr1 145530977 C T ITGA10 EX7 missense NM_003637.3 NP_003628.2 c.709C>T p.R237W | p.Arg237Trp AGTxGGC + 8515 87 0 0% 105 13 11% NA. NA.

CC-H029 chr1 154947264 G A CKS1B EX1 missense NM_001826.2 NP_001817.1 c.43G>A p.E15K | p.Glu15Lys GACxAGG + 1163 111 0 0% 159 15 8.60% NA. NA.

CC-H029 chr1 158986344 G C IFI16 EX4 missense NM_005531.2 NP_005522.2 c.403G>C p.E135Q | p.Glu135Gln AAAxAAA + 3428 100 0 0% 112 20 15.10% NA. NA.

CC-H029 chr1 171753435 G C METTL13 EX2 missense NM_015935.4 NP_057019.3 c.709G>C p.E237Q | p.Glu237Gln CTGxAGA + 51603 27 0 0% 53 6 10.10% NA. NA.

CC-H029 chr1 190067171 C G FAM5C EX8E missense NM_199051.1 NP_950252.1 c.2278G>C p.D760H | p.Asp760His TGTxATA - 339479 55 0 0% 49 5 9.20% NA. NA.

CC-H029 chr1 201178177 G A IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.4156G>A p.E1386K | p.Glu1386Lys CCTxAGG + 91156 106 0 0% 93 11 10.50% Sanger somatic

CC-H029 chr1 203455893 G C PRELP EX3E missense NM_002725.3 NP_002716.1 c.1033G>C p.D345H | p.Asp345His TCGxACC + 5549 78 0 0% 76 9 10.50% NA. NA.

CC-H029 chr1 233122047 C G PCNXL2 EX33 missense NM_014801.3 NP_055616.3 c.6031G>C p.E2011Q | p.Glu2011Gln GCTxACG - 80003 78 0 0% 65 11 14.40% NA. NA.

CC-H029 chr1 245849748 G A KIF26B EX12 missense NM_018012.3 NP_060482.2 c.3463G>A p.E1155K | p.Glu1155Lys GATxAGC + 55083 70 0 0% 80 8 9% Sanger germline

CC-H029 chr2 39025508 T A DHX57 EX24E missense NM_198963.1 NP_945314.1 c.4094A>T p.D1365V | p.Asp1365Val AGAxCAA - 90957 46 0 0% 61 8 11.50% NA. NA.

CC-H029 chr2 75186005 C G POLE4 EX1 missense NM_019896.2 NP_063949.2 c.199C>G p.L67V | p.Leu67Val ATTxTGG + 56655 79 0 0% 86 13 13.10% NA. NA.

CC-H029 chr2 86406742 C G IMMT EX3 missense NM_006839.2 NP_006830.2 c.123G>C p.L41F | p.Leu41Phe AGTxAAC - 10989 130 0 0% 109 12 9.90% NA. NA.

CC-H029 chr2 86831184 C G RNF103 EX4E missense NM_005667.3 NP_005658.1 c.1840G>C p.D614H | p.Asp614His TATxAGC - 7844 69 0 0% 59 6 9.20% NA. NA.

CC-H029 chr2 97329203 G T FER1L5 EX13 missense NM_001113382.1 NP_001106853.1 c.1048G>T p.D350Y | p.Asp350Tyr ACCxACA + 90342 68 0 0% 96 6 5.80% NA. NA.

CC-H029 chr2 131487319 G T GPR148 EX1E missense NM_207364.2 NP_997247.2 c.595G>T p.A199S | p.Ala199Ser GGAxCTT + 344561 29 0 0% 28 5 15.10% NA. NA.

CC-H029 chr2 179581968 G A TTN EX88 missense NM_001267550.1 NP_001254479.1 c.25493C>T p.P8498L | p.Pro8498Leu CCAxGGC - 7273 66 0 0% 78 10 11.30% NA. NA.

CC-H029 chr2 197092945 G C HECW2 EX22 missense NM_020760.1 NP_065811.1 c.3798C>G p.F1266L | p.Phe1266Leu GAAxAAA - 57520 104 0 0% 76 5 6.10% NA. NA.

CC-H029 chr2 220506391 G C SLC4A3 EX23E missense NM_201574.2 NP_963868.2 c.3721G>C p.E1241Q | p.Glu1241Gln GCTxAAC + 6508 59 0 0% 73 10 12% NA. NA.

CC-H029 chr2 220506406 G C SLC4A3 EX23E missense NM_201574.2 NP_963868.2 c.3736G>C p.E1246Q | p.Glu1246Gln GATxAGG + 6508 62 0 0% 68 9 11.60% NA. NA.

CC-H029 chr2 234637988 G C UGT1A3 EX1 missense NM_019093.2 NP_061966.1 c.216G>C p.E72D | p.Glu72Asp AGAxAAC + 54659 100 0 0% 90 11 10.80% NA. NA.

CC-H029 chr2 234638034 G A UGT1A3 EX1 missense NM_019093.2 NP_061966.1 c.262G>A p.E88K | p.Glu88Lys GATxAAT + 54659 127 0 0% 89 13 12.70% NA. NA.

CC-H029 chr2 234726736 C T HEATR7B1 EX28 missense XM_291007.10 XP_291007.8 c.3059C>T p.S1020L | p.Ser1020Leu CCTxAAT + 339766 67 0 0% 62 11 15% NA. NA.

CC-H029 chr2 234740134 C T HEATR7B1 EX39 missense XM_291007.10 XP_291007.8 c.4724C>T p.T1575I | p.Thr1575Ile ATAxCGC + 339766 59 0 0% 57 10 14.90% NA. NA.

CC-H029 chr2 234847782 G C TRPM8 EX5 missense NM_024080.4 NP_076985.4 c.489G>C p.K163N | p.Lys163Asn CAAxATC + 79054 55 0 0% 50 8 13.70% NA. NA.

CC-H029 chr2 241870542 C G LOC728763 EX3 missense XM_003118518.1 XP_003118566.1 c.293C>G p.A98G | p.Ala98Gly AGGxCAG + 728763 21 0 0% 14 6 30% NA. NA.

CC-H029 chr3 44943025 G C TGM4 EX7 missense NM_003241.3 NP_003232.2 c.667G>C p.E223Q | p.Glu223Gln TTTxAGA + 7047 58 0 0% 61 14 18.60% NA. NA.

CC-H029 chr3 74419073 G A CNTN3 EX6 missense NM_020872.1 NP_065923.1 c.728C>T p.S243L | p.Ser243Leu GTCxAAC - 5067 106 0 0% 93 11 10.50% NA. NA.

CC-H029 chr3 102189237 G C ZPLD1 IVS8 splice-3 NM_175056.1 NP_778226.1 c.982-1G>C . TCAxATT + 131368 59 0 0% 68 8 10.50% NA. NA.

CC-H029 chr3 122087039 C G CCDC58 EX3 missense NM_001017928.2 NP_001017928.1 c.308G>C p.R103T | p.Arg103Thr TTTxTAA - 131076 61 0 0% 59 10 14.40% NA. NA.

CC-H029 chr3 125769813 C A SLC41A3 EX3 missense NM_001008485.1 NP_001008485.1 c.354G>T p.M118I | p.Met118Ile TGTxATC - 54946 79 0 0% 78 14 15.20% NA. NA.

CC-H029 chr3 125769818 C T SLC41A3 EX3 missense NM_001008485.1 NP_001008485.1 c.349G>A p.E117K | p.Glu117Lys TCTxCAG - 54946 81 0 0% 78 14 15.20% NA. NA.

CC-H029 chr3 127396598 C T ABTB1 EX10 missense NM_172027.2 NP_742024.1 c.941C>T p.S314L | p.Ser314Leu CCTxAGG + 80325 78 0 0% 119 15 11.10% NA. NA.

CC-H029 chr3 128621461 G C ACAD9 EX9 missense NM_014049.4 NP_054768.2 c.948G>C p.K316N | p.Lys316Asn CAAxAGA + 28976 51 0 0% 44 7 13.70% NA. NA.

CC-H029 chr3 184074801 G C CLCN2 EX10 missense NM_004366.5 NP_004357.3 c.1065C>G p.I355M | p.Ile355Met ATTxATG - 1181 71 0 0% 70 10 12.50% NA. NA.

CC-H029 chr3 184075196 G C CLCN2 EX8 missense NM_004366.5 NP_004357.3 c.852C>G p.F284L | p.Phe284Leu ACTxAAG - 1181 87 0 0% 100 11 9.90% NA. NA.

CC-H029 chr3 195513170 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.5281C>T p.L1761F | p.Leu1761Phe GAAxAGG - 4585 579 0 0% 416 27 6% NA. NA.

CC-H029 chr3 195513724 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.4727C>T p.S1576L | p.Ser1576Leu GCTxAGG - 4585 540 0 0% 471 26 5.20% NA. NA.

CC-H029 chr4 6043913 C G JAKMIP1 EX17 missense NM_001099433.1 NP_001092903.1 c.2070G>C p.Q690H | p.Gln690His CTTxTGG - 152789 92 0 0% 125 8 6% NA. NA.

CC-H029 chr4 55948723 C G KDR EX28 missense NM_002253.2 NP_002244.1 c.3742G>C p.E1248Q | p.Glu1248Gln CTTxTGG - 3791 85 0 0% 71 7 8.90% NA. NA.

CC-H029 chr4 76804125 G A PPEF2 EX10 missense NM_006239.2 NP_006230.2 c.887C>T p.S296L | p.Ser296Leu TCTxACA - 5470 84 0 0% 76 11 12.60% NA. NA.

CC-H029 chr4 94031935 C G GRID2 EX4 missense NM_001510.2 NP_001501.2 c.566C>G p.S189C | p.Ser189Cys TCTxTCA + 2895 69 0 0% 80 7 8% NA. NA.

CC-H029 chr4 106193995 C G TET2 EX10 nonsense NM_001127208.2 NP_001120680.1 c.4457C>G p.S1486* | p.Ser1486* GCTxAAA + 54790 42 0 0% 47 6 11.30% NA. NA.

CC-H029 chr4 110687950 C G CFI EX2 missense NM_000204.3 NP_000195.2 c.88G>C p.E30Q | p.Glu30Gln TCTxCAC - 3426 58 0 0% 49 6 10.90% NA. NA.

CC-H029 chr4 122766810 C T BBS7 EX11 missense NM_176824.2 NP_789794.1 c.1079G>A p.R360K | p.Arg360Lys TCTxTTT - 55212 70 0 0% 57 12 17.30% NA. NA.

CC-H029 chr4 153249384 C T FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1394G>A p.R465H | p.Arg465His CAAxGCA - 55294 83 0 0% 71 7 8.90% MS somatic

CC-H029 chr4 169611869 C T PALLD EX7 missense NM_016081.3 NP_057165.3 c.1451C>T p.S484F | p.Ser484Phe ACTxTCC + 23022 109 0 0% 88 10 10.20% NA. NA.

CC-H029 chr4 185603442 C T CCDC111 EX9 nonsense NM_152683.2 NP_689896.1 c.1048C>T p.Q350* | p.Gln350* TCTxAGA + 201973 139 0 0% 123 19 13.30% NA. NA.

CC-H029 chr5 5235148 C G ADAMTS16 EX13 missense NM_139056.2 NP_620687.2 c.1872C>G p.F624L | p.Phe624Leu GTTxTGT + 170690 75 0 0% 76 5 6.10% NA. NA.

CC-H029 chr5 34939060 G C DNAJC21 EX6 missense NM_194283.3 NP_919259.3 c.841G>C p.D281H | p.Asp281His GGAxATG + 134218 98 0 0% 110 11 9% NA. NA.

CC-H029 chr5 79024854 C G CMYA5 EX2 nonsense NM_153610.3 NP_705838.3 c.266C>G p.S89* | p.Ser89* ATTxAAG + 202333 81 0 0% 105 8 7% NA. NA.

CC-H029 chr5 79361250 G C THBS4 EX9 missense NM_003248.4 NP_003239.2 c.1144G>C p.E382Q | p.Glu382Gln GATxAGT + 7060 57 0 0% 56 7 11.10% NA. NA.

CC-H029 chr5 140768975 G C PCDHGB4 EX1 missense NM_003736.2 NP_003727.1 c.1524G>C p.E508D | p.Glu508Asp GGAxAGC + 8641 76 0 0% 74 10 11.90% NA. NA.

CC-H029 chr5 176011880 C G CDHR2 EX19 missense NM_001171976.1 NP_001165447.1 c.2598C>G p.F866L | p.Phe866Leu GTTxTCA + 54825 82 0 0% 99 12 10.80% NA. NA.

CC-H029 chr6 7226861 C T RREB1 EX9 missense NM_001168344.1 NP_001161816.1 c.869C>T p.S290F | p.Ser290Phe TCTxCTG + 6239 69 0 0% 53 11 17.10% NA. NA.

CC-H029 chr6 17809157 C T KIF13A EX18 missense NM_001105568.2 NP_001099038.1 c.2005G>A p.E669K | p.Glu669Lys GTTxATC - 63971 50 0 0% 47 12 20.30% NA. NA.

CC-H029 chr6 35754874 G C CLPSL1 EX2 missense NM_001010886.3 NP_001010886.1 c.199G>C p.E67Q | p.Glu67Gln TCCxAGG + 340204 190 0 0% 176 22 11.10% NA. NA.

CC-H029 chr6 39513423 G C KIF6 EX11 nonsense NM_145027.4 NP_659464.3 c.1223C>G p.S408* | p.Ser408* TCTxAAT - 221458 73 0 0% 54 7 11.40% NA. NA.

CC-H029 chr6 42713369 G A TBCC EX1E missense NM_003192.2 NP_003183.1 c.443C>T p.S148L | p.Ser148Leu GACxAAG - 6903 70 0 0% 82 10 10.80% NA. NA.

CC-H029 chr7 6006570 C G RSPH10B EX3 missense NM_173565.3 NP_775836.3 c.178G>C p.D60H | p.Asp60His GGTxTTT - 222967 139 0 0% 84 11 11.50% NA. NA.

CC-H029 chr7 6474452 C G DAGLB EX4 missense NM_139179.3 NP_631918.3 c.619G>C p.D207H | p.Asp207His CGTxTTT - 221955 90 0 0% 88 6 6.30% NA. NA.

CC-H029 chr7 19765234 G A TMEM196 EX3 missense NM_152774.3 NP_689987.3 c.362C>T p.S121F | p.Ser121Phe GAAxAGA - 256130 75 0 0% 86 16 15.60% NA. NA.

CC-H029 chr7 43647896 G C STK17A EX3 missense NM_004760.2 NP_004751.2 c.461G>C p.R154T | p.Arg154Thr ACAxAGA + 9263 47 0 0% 77 7 8.30% NA. NA.

CC-H029 chr7 94041951 G T COL1A2 EX25 missense NM_000089.3 NP_000080.2 c.1460G>T p.G487V | p.Gly487Val GAGxAGA + 1278 128 0 0% 133 14 9.50% Sanger somatic

CC-H029 chr7 99725502 G A MBLAC1 EX2E missense NM_203397.1 NP_981942.1 c.484G>A p.E162K | p.Glu162Lys CTCxAGG + 255374 66 1 1.40% 94 9 8.70% NA. NA.

CC-H029 chr7 100284000 C G GIGYF1 EX8 missense NM_022574.4 NP_072096.2 c.751G>C p.E251Q | p.Glu251Gln ATTxAAA - 64599 93 0 0% 87 13 13% NA. NA.

CC-H029 chr7 148080833 C T CNTNAP2 EX22 missense NM_014141.5 NP_054860.1 c.3568C>T p.L1190F | p.Leu1190Phe CCTxTCA + 26047 109 0 0% 113 12 9.60% NA. NA.

CC-H029 chr7 148876362 G C ZNF398 EX6E missense NM_170686.2 NP_733787.1 c.1398G>C p.L466F | p.Leu466Phe CTTxAAA + 57541 55 0 0% 61 7 10.20% NA. NA.

CC-H029 chr7 158738303 G A WDR60 EX25E missense NM_018051.4 NP_060521.4 c.3034G>A p.E1012K | p.Glu1012Lys CCTxAGA + 55112 193 0 0% 193 22 10.20% NA. NA.

CC-H029 chr8 8887489 C A ERI1 EX7E missense NM_153332.3 NP_699163.2 c.995C>A p.S332Y | p.Ser332Tyr CCTxTTC + 90459 92 0 0% 80 16 16.60% NA. NA.

CC-H029 chr8 23294749 G C ENTPD4 EX10 missense NM_004901.4 NP_004892.1 c.1072C>G p.L358V | p.Leu358Val TCAxACC - 9583 76 0 0% 77 5 6% NA. NA.

CC-H029 chr8 23299132 G C ENTPD4 EX8 missense NM_004901.4 NP_004892.1 c.832C>G p.Q278E | p.Gln278Glu TCTxAGT - 9583 60 0 0% 54 6 10% NA. NA.

CC-H029 chr8 38250361 G C LETM2 EX3 missense NM_001199659.1 NP_001186588.1 c.208G>C p.E70Q | p.Glu70Gln AAAxAAG + 137994 45 0 0% 56 6 9.60% NA. NA.

CC-H029 chr8 38287398 G A FGFR1 EX3 missense NM_023110.2 NP_075598.2 c.160C>T p.R54C | p.Arg54Cys AGCxAAG - 2260 124 0 0% 105 16 13.20% NA. NA.

CC-H029 chr8 70674004 C G SLCO5A1 EX3 missense NM_030958.2 NP_112220.2 c.1014G>C p.Q338H | p.Gln338His ATTxTGG - 81796 114 0 0% 98 11 10% NA. NA.

CC-H029 chr8 82441695 G A FABP12 EX2 missense NM_001105281.1 NP_001098751.1 c.224C>T p.T75M | p.Thr75Met GGCxTGA - 646486 65 0 0% 45 6 11.70% NA. NA.

CC-H029 chr8 118183308 G C SLC30A8 EX10 missense NM_001172813.1 NP_001166284.1 c.718G>C p.E240Q | p.Glu240Gln AAAxAGC + 169026 60 0 0% 58 6 9.30% NA. NA.

CC-H029 chr8 131072971 C T ASAP1 EX28 missense NM_018482.3 NP_060952.2 c.3046G>A p.E1016K | p.Glu1016Lys CCTxAGA - 50807 75 0 0% 92 13 12.30% NA. NA.

CC-H029 chr9 20758120 G C FOCAD EX8 missense NM_017794.3 NP_060264.3 c.424G>C p.E142Q | p.Glu142Gln CTTxAAC + 54914 44 0 0% 37 6 13.90% NA. NA.

CC-H029 chr9 71628096 C T PRKACG EX1E missense NM_002732.3 NP_002723.2 c.913G>A p.A305T | p.Ala305Thr TGGxGAT - 5568 56 0 0% 69 5 6.70% NA. NA.

CC-H029 chr9 90745703 G C SPATA31C2 EX4E missense NM_001166137.1 NP_001159609.1 c.2249C>G p.S750C | p.Ser750Cys GAAxATG - 645961 261 0 0% 244 20 7.50% NA. NA.

CC-H029 chr9 90746743 C G SPATA31C2 EX4E missense NM_001166137.1 NP_001159609.1 c.1209G>C p.K403N | p.Lys403Asn TTTxTTC - 645961 382 0 0% 394 57 12.60% NA. NA.

CC-H029 chr9 108145534 C G SLC44A1 EX14 missense NM_080546.3 NP_536856.2 c.1763C>G p.S588C | p.Ser588Cys TGTxTAT + 23446 44 0 0% 43 8 15.60% NA. NA.

CC-H029 chr9 111617412 C T ACTL7B EX1E missense NM_006686.3 NP_006677.1 c.799G>A p.E267K | p.Glu267Lys CCTxGGG - 10880 62 0 0% 58 14 19.40% NA. NA.

CC-H029 chr9 112899185 G C AKAP2 EX2 missense NM_001198656.1 NP_001185585.1 c.935G>C p.R312T | p.Arg312Thr GGAxAGA + 11217 53 0 0% 53 5 8.60% NA. NA.

CC-H029 chr9 112899185 G C PALM2-AKAP2 EX8 missense NM_007203.4 NP_009134.1 c.1361G>C p.R454T | p.Arg454Thr GGAxAGA + 445815 53 0 0% 53 5 8.60% NA. NA.

CC-H029 chr9 125563203 G A OR1K1 EX1E missense NM_080859.1 NP_543135.1 c.802G>A p.E268K | p.Glu268Lys CGCxAGG + 392392 51 0 0% 63 9 12.50% NA. NA.

CC-H029 chr9 134394245 G C POMT1 EX15 missense NM_007171.3 NP_009102.3 c.1453G>C p.D485H | p.Asp485His CCTxACT + 10585 47 0 0% 51 14 21.50% NA. NA.

CC-H029 chr9 134396836 G C POMT1 EX18 missense NM_007171.3 NP_009102.3 c.1868G>C p.R623T | p.Arg623Thr GAAxAAA + 10585 40 0 0% 45 16 26.20% NA. NA.

CC-H029 chr10 11356167 C G CELF2 EX10 missense NM_006561.3 NP_006552.3 c.1042C>G p.L348V | p.Leu348Val ACTxTGC + 10659 71 0 0% 102 7 6.40% NA. NA.

CC-H029 chr10 43882851 G A HNRNPF EX3E missense NM_001098208.1 NP_001091678.1 c.482C>T p.S161L | p.Ser161Leu TGCxAGG - 3185 71 0 0% 72 9 11.10% NA. NA.

CC-H029 chr10 102763870 G A LZTS2 EX3 missense NM_032429.2 NP_115805.1 c.1015G>A p.E339K | p.Glu339Lys GCAxAGC + 84445 82 0 0% 80 11 12% NA. NA.

CC-H029 chr10 105658648 C G OBFC1 EX6 missense NM_024928.4 NP_079204.2 c.568G>C p.E190Q | p.Glu190Gln CTTxTTT - 79991 72 0 0% 56 12 17.60% NA. NA.

CC-H029 chr10 105658711 C G OBFC1 EX6 missense NM_024928.4 NP_079204.2 c.505G>C p.E169Q | p.Glu169Gln GCTxAAG - 79991 80 0 0% 81 12 12.90% NA. NA.

CC-H029 chr10 105990394 G C WDR96 EX2 missense NM_025145.5 NP_079421.5 c.273C>G p.I91M | p.Ile91Met GTAxATG - 80217 60 0 0% 130 9 6.40% Sanger No mutation

CC-H029 chr10 119014801 C A SLC18A2 EX7 missense NM_003054.4 NP_003045.2 c.714C>A p.F238L | p.Phe238Leu CTTxGGG + 6571 68 0 0% 83 5 5.60% NA. NA.

CC-H029 chr11 760226 C T TALDO1 EX4 missense NM_006755.1 NP_006746.1 c.434C>T p.S145L | p.Ser145Leu CATxAAC + 6888 90 0 0% 78 10 11.30% NA. NA.

CC-H029 chr11 5079906 C G OR52E2 EX1E missense NM_001005164.2 NP_001005164.2 c.952G>C p.E318Q | p.Glu318Gln ACTxTTC - 119678 52 0 0% 46 9 16.30% NA. NA.

CC-H029 chr11 11470466 C G GALNTL4 EX2 missense NM_198516.2 NP_940918.2 c.253G>C p.E85Q | p.Glu85Gln CCTxAGG - 374378 124 0 0% 135 14 9.30% NA. NA.

CC-H029 chr11 63258427 G A HRASLS5 EX1 missense NM_054108.3 NP_473449.1 c.80C>T p.S27L | p.Ser27Leu CGCxAGG - 117245 101 0 0% 102 22 17.70% NA. NA.

CC-H029 chr11 63671511 C T MARK2 EX15 missense NM_001039469.2 NP_001034558.2 c.1568C>T p.S523F | p.Ser523Phe TCTxTGC + 2011 51 0 0% 53 11 17.10% NA. NA.

CC-H029 chr11 65487255 C G RNASEH2C EX4E stop-loss NM_032193.3 NP_115569.2 c.494G>C p.*165Sfs*? | p.*165Serfs*? TCTxAGT - 84153 47 0 0% 64 5 7.20% NA. NA.

CC-H029 chr11 65554929 G A OVOL1 EX1 missense NM_004561.3 NP_004552.2 c.85G>A p.E29K | p.Glu29Lys GGCxAGA + 5017 68 0 0% 106 12 10.10% NA. NA.

CC-H029 chr11 76248907 C G C11orf30 EX16 missense NM_020193.3 NP_064578.2 c.2428C>G p.Q810E | p.Gln810Glu ATTxAGA + 56946 88 0 0% 109 9 7.60% NA. NA.

CC-H029 chr12 11174491 G C TAS2R19 EX1E missense NM_176888.1 NP_795369.1 c.680C>G p.A227G | p.Ala227Gly AAAxCTT - 259294 100 0 0% 101 17 14.40% NA. NA.

CC-H029 chr12 27849715 G C REP15 EX1E missense NM_001029874.1 NP_001025045.1 c.220G>C p.E74Q | p.Glu74Gln GATxAGT + 387849 38 0 0% 46 6 11.50% NA. NA.

CC-H029 chr12 49420441 C T MLL2 EX48 missense NM_003482.3 NP_003473.3 c.15308G>A p.S5103N | p.Ser5103Asn CAGxTGC - 8085 23 0 0% 25 6 19.30% MS somatic

CC-H029 chr12 56505310 G C PA2G4 EX12 missense NM_006191.2 NP_006182.2 c.1116G>C p.K372N | p.Lys372Asn AAAxAAG + 5036 45 0 0% 40 6 13% NA. NA.

CC-H029 chr12 57843647 C G INHBC EX2E missense NM_005538.2 NP_005529.1 c.901C>G p.L301V | p.Leu301Val AATxTTC + 3626 38 0 0% 37 8 17.70% NA. NA.

CC-H029 chr12 57919806 C G MBD6 EX6 nonsense NM_052897.3 NP_443129.3 c.1055C>G p.S352* | p.Ser352* CCTxAGC + 114785 121 0 0% 116 14 10.70% NA. NA.

CC-H029 chr12 58120800 G A AGAP2 EX17 missense NM_014770.3 NP_055585.1 c.2225C>T p.A742V | p.Ala742Val GCCxCCA - 116986 122 0 0% 174 17 8.90% NA. NA.

CC-H029 chr12 80660303 C T OTOGL EX20 missense NM_173591.3 NP_775862.3 c.2270C>T p.S757F | p.Ser757Phe TCTxTTC + 283310 79 0 0% 95 15 13.60% NA. NA.

CC-H029 chr12 110600760 G C IFT81 EX11 missense NM_014055.3 NP_054774.2 c.1078G>C p.E360Q | p.Glu360Gln GCTxAGG + 28981 116 0 0% 100 8 7.40% NA. NA.

CC-H029 chr13 38320471 G T TRPC4 EX3 nonsense NM_016179.2 NP_057263.1 c.500C>A p.S167* | p.Ser167* ACTxAGA - 7223 63 0 0% 75 8 9.60% NA. NA.

CC-H029 chr13 114290958 G A TFDP1 EX10 missense NM_007111.4 NP_009042.1 c.949G>A p.E317K | p.Glu317Lys GCCxAAG + 7027 67 0 0% 59 9 13.20% NA. NA.

CC-H029 chr14 52433295 G A GNG2 EX4E missense NM_053064.4 NP_444292.1 c.106G>A p.D36N | p.Asp36Asn GCAxATT + 54331 80 0 0% 85 10 10.50% NA. NA.

CC-H029 chr14 77579879 C G KIAA1737 EX4E missense NM_033426.2 NP_219494.2 c.418C>G p.P140A | p.Pro140Ala AGTxCAT + 85457 50 0 0% 79 9 10.20% NA. NA.

CC-H029 chr14 91806230 C T CCDC88C EX7 missense NM_001080414.3 NP_001073883.2 c.622G>A p.E208K | p.Glu208Lys CCTxGGT - 440193 68 0 0% 90 10 10% NA. NA.

CC-H029 chr14 105175718 G A INF2 EX11 missense NM_022489.3 NP_071934.3 c.2050G>A p.E684K | p.Glu684Lys CACxAGG + 64423 164 0 0% 190 17 8.20% NA. NA.

CC-H029 chr14 105207182 G C ADSSL1 EX7 missense NM_199165.1 NP_954634.1 c.720G>C p.K240N | p.Lys240Asn CAAxAAC + 122622 59 0 0% 79 12 13.10% NA. NA.

CC-H029 chr15 33952437 G A RYR3 EX34 missense NM_001036.3 NP_001027.3 c.4435G>A p.E1479K | p.Glu1479Lys GAAxAGA + 6263 50 0 0% 50 10 16.60% NA. NA.

CC-H029 chr15 44086048 C T SERF2 EX3E missense NM_001199875.1 NP_001186804.1 c.391C>T p.P131S | p.Pro131Ser CCTxCTG + 10169 85 0 0% 113 20 15% NA. NA.

CC-H029 chr15 71404570 G A CT62 EX3 nonsense NM_001102658.1 NP_001096128.1 c.52C>T p.Q18* | p.Gln18* GCTxATC - 196993 66 0 0% 65 12 15.50% NA. NA.

CC-H029 chr15 79058682 C T ADAMTS7 EX19 missense NM_014272.3 NP_055087.2 c.3571G>A p.E1191K | p.Glu1191Lys TCTxAGG - 11173 146 0 0% 179 14 7.20% NA. NA.

CC-H029 chr16 139855 G C NPRL3 EX12 missense NM_001077350.2 NP_001070818.1 c.1207C>G p.L403V | p.Leu403Val TGAxAAG - 8131 95 0 0% 133 9 6.30% NA. NA.

CC-H029 chr16 2034787 G C GFER EX2 missense NM_005262.2 NP_005253.3 c.298G>C p.E100Q | p.Glu100Gln CGCxAGG + 2671 126 0 0% 167 19 10.20% NA. NA.

CC-H029 chr16 2052601 C G ZNF598 EX4 missense NM_178167.2 NP_835461.1 c.598G>C p.D200H | p.Asp200His CATxATT - 90850 61 0 0% 70 10 12.50% NA. NA.

CC-H029 chr16 4626427 C G C16orf96 EX5 missense NM_001145011.1 NP_001138483.1 c.1946C>G p.S649C | p.Ser649Cys TCTxTCC + 342346 102 0 0% 76 11 12.60% NA. NA.

CC-H029 chr16 27476649 G A GTF3C1 EX33 missense NM_001520.3 NP_001511.2 c.5287C>T p.R1763C | p.Arg1763Cys TGCxCAG - 2975 54 0 0% 41 6 12.70% NA. NA.

CC-H029 chr16 54318865 G C IRX3 EX2 missense NM_024336.2 NP_077312.2 c.928C>G p.L310V | p.Leu310Val CCAxACT - 79191 33 0 0% 34 6 15% NA. NA.

CC-H029 chr16 57062247 C G NLRC5 EX7 missense NM_032206.4 NP_115582.4 c.2193C>G p.I731M | p.Ile731Met CATxAGC + 84166 58 0 0% 57 7 10.90% MS somatic

CC-H029 chr16 67697324 C G ENKD1 EX6 missense NM_032140.1 NP_115516.1 c.879G>C p.Q293H | p.Gln293His ACTxTGG - 84080 54 0 0% 63 5 7.30% NA. NA.

CC-H029 chr16 70590867 G A SF3B3 EX15 missense NM_012426.4 NP_036558.3 c.1945G>A p.E649K | p.Glu649Lys ACTxAGA + 23450 84 0 0% 82 7 7.80% NA. NA.

CC-H029 chr16 70726792 C G VAC14 EX18 missense NM_018052.3 NP_060522.3 c.2118G>C p.Q706H | p.Gln706His GCTxTGC - 55697 41 0 0% 45 6 11.70% NA. NA.

CC-H029 chr16 89261411 T G CDH15 EX14E missense NM_004933.2 NP_004924.1 c.2293T>G p.Y765D | p.Tyr765Asp GACxACC + 1013 93 0 0% 96 6 5.80% NA. NA.

CC-H029 chr17 10404618 C T MYH1 EX27 missense NM_005963.3 NP_005954.3 c.3547G>A p.E1183K | p.Glu1183Lys CCTxCAG - 4619 94 0 0% 89 13 12.70% NA. NA.

CC-H029 chr17 27062329 C G NEK8 EX4 missense NM_178170.2 NP_835464.1 c.558C>G p.I186M | p.Ile186Met CATxTGG + 284086 41 0 0% 49 7 12.50% NA. NA.

CC-H029 chr17 38785138 C T SMARCE1 EX11E missense NM_003079.4 NP_003070.3 c.1135G>A p.E379K | p.Glu379Lys CCTxTGC - 6605 66 0 0% 62 11 15% NA. NA.

CC-H029 chr17 43226681 G A HEXIM1 EX1E missense NM_006460.2 NP_006451.1 c.124G>A p.E42K | p.Glu42Lys CCCxAGG + 10614 133 0 0% 216 27 11.10% NA. NA.

CC-H029 chr17 48456852 C T EME1 EX7 nonsense NM_001166131.1 NP_001159603.1 c.1309C>T p.Q437* | p.Gln437* GCTxAAA + 146956 92 0 0% 109 17 13.40% NA. NA.

CC-H029 chr17 60088194 G C MED13 EX9 missense NM_005121.2 NP_005112.2 c.1684C>G p.Q562E | p.Gln562Glu TTTxATA - 9969 91 0 0% 79 15 15.90% Sanger somatic

CC-H029 chr17 60088317 G C MED13 EX9 missense NM_005121.2 NP_005112.2 c.1561C>G p.Q521E | p.Gln521Glu TCTxAGG - 9969 82 0 0% 83 12 12.60% Sanger somatic

CC-H029 chr19 2222067 G A DOT1L EX24 missense NM_032482.2 NP_115871.1 c.2899G>A p.E967K | p.Glu967Lys GATxAGT + 84444 126 0 0% 109 17 13.40% NA. NA.

CC-H029 chr19 3453809 C G NFIC EX9 missense NM_205843.2 NP_995315.1 c.1291C>G p.Q431E | p.Gln431Glu GCTxAGA + 4782 160 0 0% 193 15 7.20% NA. NA.

CC-H029 chr19 10469964 C T TYK2 EX15 missense NM_003331.4 NP_003322.3 c.2062G>A p.E688K | p.Glu688Lys ACTxTGT - 7297 106 0 0% 114 13 10.20% NA. NA.

CC-H029 chr19 10625236 G A S1PR5 EX2E missense NM_001166215.1 NP_001159687.1 c.452C>T p.T151M | p.Thr151Met AGCxTGC - 53637 64 0 0% 64 5 7.20% NA. NA.

CC-H029 chr19 12786653 C G DHPS EX9E stop-loss NM_001930.3 NP_001921.1 c.1109G>C p.*370Sfs*? | p.*370Serfs*? GCTxAGT - 1725 51 0 0% 51 5 8.90% NA. NA.

CC-H029 chr19 18474200 G C PGPEP1 IVS4 splice-3 NM_017712.2 NP_060182.1 c.438-1G>C . TTAxATA + 54858 47 0 0% 38 5 11.60% NA. NA.

CC-H029 chr19 21116931 G C ZNF85 EX2 missense NM_001256171.1 NP_001243100.1 c.105G>C p.E35D | p.Glu35Asp AGAxAAC + 7639 237 0 0% 229 19 7.60% NA. NA.

CC-H029 chr19 37676830 G C ZNF585B EX5E missense NM_152279.3 NP_689492.3 c.1609C>G p.L537V | p.Leu537Val TAAxATT - 92285 98 0 0% 91 9 9% NA. NA.

CC-H029 chr19 38706827 G A DPF1 EX9 missense NM_001135155.1 NP_001128627.1 c.932C>T p.T311M | p.Thr311Met CCCxTCT - 8193 67 0 0% 63 5 7.30% NA. NA.

CC-H029 chr19 40541472 G C ZNF780B EX5E missense NM_001005851.2 NP_001005851.1 c.1294C>G p.L432V | p.Leu432Val TAAxATT - 163131 149 0 0% 136 13 8.70% NA. NA.

CC-H029 chr19 43689268 G C PSG5 EX2 missense NM_002781.3 NP_002772.3 c.96C>G p.I32M | p.Ile32Met AGTxATA - 5673 304 0 0% 272 30 9.90% NA. NA.

CC-H029 chr19 44001976 C G PHLDB3 EX5 missense NM_198850.3 NP_942147.3 c.587G>C p.R196T | p.Arg196Thr AGTxTCT - 653583 51 0 0% 48 6 11.10% NA. NA.

CC-H029 chr19 50882339 C G NR1H2 EX7 missense NM_007121.5 NP_009052.3 c.831C>G p.I277M | p.Ile277Met CATxTCA + 7376 60 0 0% 79 9 10.20% NA. NA.

CC-H029 chr19 51871795 G C CLDND2 EX1 missense NM_152353.2 NP_689566.1 c.37C>G p.L13V | p.Leu13Val GCAxAAT - 125875 42 0 0% 82 5 5.70% NA. NA.

CC-H029 chr19 53058354 C T ZNF808 EX5E missense NM_001039886.3 NP_001034975.2 c.2185C>T p.H729Y | p.His729Tyr ATTxATA + 388558 228 0 0% 183 18 8.90% NA. NA.

CC-H029 chr19 59073843 C T MZF1 EX6E missense NM_198055.1 NP_932172.1 c.1801G>A p.E601K | p.Glu601Lys ACTxGGG - 7593 72 0 0% 150 15 9% NA. NA.

CC-H029 chr20 3654773 G A ADAM33 EX8 missense NM_025220.2 NP_079496.1 c.676C>T p.R226W | p.Arg226Trp GCCxAGT - 80332 97 0 0% 101 18 15.10% NA. NA.

CC-H029 chr20 18805924 C G C20orf78 EX2 missense NM_001242671.1 NP_001229600.1 c.102G>C p.K34N | p.Lys34Asn GCTxTTG - 100128496 96 0 0% 88 6 6.30% NA. NA.

CC-H029 chr20 45702889 C G EYA2 EX7 missense NM_005244.4 NP_005235.3 c.576C>G p.I192M | p.Ile192Met CATxTGC + 2139 125 0 0% 108 17 13.60% NA. NA.

CC-H029 chr21 45212602 C T RRP1 EX3 missense NM_003683.5 NP_003674.1 c.266C>T p.T89M | p.Thr89Met CCAxGGA + 8568 67 0 0% 73 10 12% NA. NA.

CC-H029 chr22 23974150 C T C22orf43 EX1 missense NM_016449.3 NP_057533.2 c.61G>A p.A21T | p.Ala21Thr GTGxGTC - 51233 66 0 0% 55 9 14% NA. NA.

CC-H029 chrX 21871555 G A MBTPS2 EX5 missense NM_015884.3 NP_056968.1 c.604G>A p.V202I | p.Val202Ile TTTxTTG + 51360 75 0 0% 78 6 7.10% NA. NA.

CC-H029 chrX 23353298 G C PTCHD1 EX1 missense NM_173495.2 NP_775766.2 c.306G>C p.Q102H | p.Gln102His CCAxAAA + 139411 113 0 0% 132 9 6.30% NA. NA.

CC-H029 chrX 23740868 G A ACOT9 EX7 missense NM_001037171.1 NP_001032248.1 c.403C>T p.L135F | p.Leu135Phe TAAxAAC - 23597 121 0 0% 113 18 13.70% NA. NA.

CC-H029 chrX 49035732 C G PRICKLE3 EX5 missense NM_006150.3 NP_006141.2 c.432G>C p.Q144H | p.Gln144His GTAxTGT - 4007 32 0 0% 48 6 11.10% NA. NA.

CC-H029 chrX 106845084 C T FRMPD3 EX18E missense XM_042978.7 XP_042978.6 c.4049C>T p.A1350V | p.Ala1350Val CAGxACC + 84443 39 0 0% 43 5 10.40% NA. NA.

CC-H029 chrX 106845159 G A FRMPD3 EX18E missense XM_042978.7 XP_042978.6 c.4124G>A p.R1375H | p.Arg1375His GGCxCAG + 84443 45 0 0% 36 7 16.20% NA. NA.

CC-H029 chrX 115304576 C G AGTR2 EX3E missense NM_000686.4 NP_000677.2 c.1043C>G p.S348C | p.Ser348Cys TGTxTTG + 186 54 0 0% 64 10 13.50% NA. NA.

CC-H029 chrX 117043443 C T KLHL13 EX5 missense NM_033495.3 NP_277030.2 c.1187G>A p.G396E | p.Gly396Glu TGTxCGC - 90293 73 0 0% 68 10 12.80% NA. NA.

CC-H029 chrX 118724042 G C NKRF EX3E nonsense NM_017544.3 NP_060014.2 c.1346C>G p.S449* | p.Ser449* TTTxAAG - 55922 61 0 0% 72 8 10% NA. NA.

CC-H029 chrX 119678444 C G CUL4B EX8 missense NM_003588.3 NP_003579.3 c.1029G>C p.Q343H | p.Gln343His ATTxTGC - 8450 46 0 0% 42 5 10.60% NA. NA.

CC-H029 chrX 120183061 C G GLUD2 EX1E missense NM_012084.3 NP_036216.2 c.1523C>G p.S508C | p.Ser508Cys ACTxTGC + 2747 88 0 0% 90 7 7.20% NA. NA.

CC-H029 chrX 129545492 C G RBMX2 EX5 missense NM_016024.2 NP_057108.2 c.474C>G p.H158Q | p.His158Gln GCAxAAA + 51634 88 0 0% 76 6 7.30% NA. NA.

CC-H029 chrX 132091055 C A HS6ST2 EX3 missense NM_001077188.1 NP_001070656.1 c.728G>T p.G243V | p.Gly243Val CGGxCGA - 90161 97 0 0% 138 22 13.70% NA. NA.

CC-H029 chrX 132473322 C T GPC4 EX2 missense NM_001448.2 NP_001439.2 c.208G>A p.E70K | p.Glu70Lys TCTxTTG - 2239 79 0 0% 86 24 21.80% NA. NA.



CC-H029 chrX 153043877 C T PLXNB3 EX34 missense NM_005393.2 NP_005384.2 c.5501C>T p.S1834F | p.Ser1834Phe GCTxTCC + 5365 70 0 0% 75 9 10.70% NA. NA.

CC-H029 chrX 153209119 C G RENBP EX5 missense NM_002910.5 NP_002901.2 c.341G>C p.C114S | p.Cys114Ser GCAxACT - 5973 66 0 0% 109 14 11.30% NA. NA.

CC-H029 chr4 435957 G +T ZNF721 EX3E frameshift NM_133474.2 NP_597731.2 c.2298dupA p.H767Tfs*4 | p.His767Thrfs*4 TG.TG - 170960 103 0 0% 75 11 12.79% NA. NA.

CC-H029 chr4 435959 G +TA ZNF721 EX3E frameshift NM_133474.2 NP_597731.2 c.2296_2297insTAp.S766Lfs*4 | p.Ser766Leufs*4 TG.AG - 170960 107 0 0% 77 10 11.49% NA. NA.

CC-H029 chr12 40677889 T -G LRRK2 EX19 frameshift NM_198578.3 NP_940980.3c.2455G[2>1] (std: c.2455G[1] alt: c.2456delG )p.G819Vfs*11 | p.Gly819Valfs*11TT.GT + 120892 71 0 0% 65 5 7.14% NA. NA.

CC-H029 chr16 57608751 G -CA GPR114 EX11 frameshift NM_153837.1 NP_722579.1c.1234CA[2>1] (std: c.1234CA[1] alt: c.1236_1237delCA )p.H412Qfs*43 | p.His412Glnfs*43TG.CA + 221188 126 0 0% 143 15 9.49% NA. NA.

CC-H030 chr1 12941720 A C PRAMEF4 EX3 missense NM_001009611.2 NP_001009611.1 c.830T>G p.M277R | p.Met277Arg TTCxTAT - 400735 799 0 0% 343 53 13.30% NA. NA.

CC-H030 chr1 18960916 C T PAX7 EX2 missense NM_001135254.1 NP_001128726.1 c.205C>T p.P69S | p.Pro69Ser CGGxCCT + 5081 116 0 0% 121 17 12.30% NA. NA.

CC-H030 chr1 40668255 C G RLF EX5 missense NM_012421.3 NP_036553.2 c.779C>G p.S260C | p.Ser260Cys GTTxTAT + 6018 88 0 0% 63 19 23.10% NA. NA.

CC-H030 chr1 91182515 C T BARHL2 EX1 missense NM_020063.1 NP_064447.1 c.238G>A p.D80N | p.Asp80Asn CGTxTGC - 343472 138 0 0% 121 31 20.30% NA. NA.

CC-H030 chr1 108303410 A G VAV3 EX10 missense NM_006113.4 NP_006104.4 c.1013T>C p.L338P | p.Leu338Pro TGGxGGA - 10451 291 1 0.30% 338 84 19.90% NA. NA.

CC-H030 chr1 148594554 G A NBPF15 EX22E missense NM_001170755.1 NP_001164226.1 c.1927G>A p.A643T | p.Ala643Thr TTCxCCC + 284565 491 1 0.20% 395 64 13.90% NA. NA.

CC-H030 chr1 151158383 T G VPS72 EX2 missense NM_001271087.1 NP_001258016.1 c.161A>C p.E54A | p.Glu54Ala TCCxCTG - 6944 50 0 0% 69 11 13.70% NA. NA.

CC-H030 chr1 197411300 G A CRB1 EX11 missense NM_201253.2 NP_957705.1 c.3883G>A p.E1295K | p.Glu1295Lys TGTxAAA + 23418 146 0 0% 217 42 16.20% NA. NA.

CC-H030 chr2 85777702 C T GGCX EX14 missense NM_000821.5 NP_000812.2 c.2060G>A p.R687Q | p.Arg687Gln TTTxGCA - 2677 134 1 0.70% 139 23 14.10% NA. NA.

CC-H030 chr2 86267597 C T POLR1A EX25 missense NM_015425.3 NP_056240.2 c.3658G>A p.G1220R | p.Gly1220Arg CTCxGAT - 25885 57 0 0% 43 10 18.80% NA. NA.

CC-H030 chr2 102968211 C A IL1RL1 EX11E missense NM_016232.4 NP_057316.3 c.1501C>A p.Q501K | p.Gln501Lys CTCxAGC + 9173 39 0 0% 34 32 48.40% NA. NA.

CC-H030 chr2 102968212 A G IL1RL1 EX11E missense NM_016232.4 NP_057316.3 c.1502A>G p.Q501R | p.Gln501Arg TCCxGCA + 9173 39 0 0% 34 32 48.40% NA. NA.

CC-H030 chr3 46000898 G A FYCO1 EX12 missense NM_024513.3 NP_078789.2 c.3574C>T p.R1192W | p.Arg1192Trp GCCxCCG - 79443 28 0 0% 34 6 15% NA. NA.

CC-H030 chr3 52436660 C T BAP1 EX16 missense NM_004656.2 NP_004647.1 c.2014G>A p.D672N | p.Asp672Asn CATxGTA - 8314 38 0 0% 41 11 21.10% MS somatic

CC-H030 chr3 98188423 G A OR5K1 EX1E init-loss NM_001004736.2 NP_001004736.2 c.3G>A p.0? AATxGCT + 26339 156 0 0% 210 34 13.90% NA. NA.

CC-H030 chr3 112648127 T G CD200R1 EX4 missense NM_138806.3 NP_620161.1 c.430A>C p.T144P | p.Thr144Pro CGGxACG - 131450 62 1 1.50% 63 118 65.10% NA. NA.

CC-H030 chr3 126135288 G A CCDC37 EX5 missense NM_182628.2 NP_872434.2 c.355G>A p.A119T | p.Ala119Thr CGCxCCG + 348807 91 1 1% 103 26 20.10% NA. NA.

CC-H030 chr3 134268907 G C CEP63 EX10 missense NM_001042384.1 NP_001035843.1 c.1047G>C p.L349F | p.Leu349Phe GTTxAAA + 80254 144 0 0% 159 26 14% NA. NA.

CC-H030 chr3 138191223 C T ESYT3 EX18 nonsense NM_031913.3 NP_114119.2 c.1759C>T p.R587* | p.Arg587* GAAxGAG + 83850 74 0 0% 109 9 7.60% NA. NA.

CC-H030 chr3 142740332 C T U2SURP EX10 missense NM_001080415.1 NP_001073884.1 c.787C>T p.P263S | p.Pro263Ser GCAxCTG + 23350 119 0 0% 155 25 13.80% NA. NA.

CC-H030 chr3 146173045 C T PLSCR2 EX6 missense NM_001199978.1 NP_001186907.1 c.521G>A p.C174Y | p.Cys174Tyr GGGxAAC - 57047 98 0 0% 136 31 18.50% NA. NA.

CC-H030 chr3 172428868 C T NCEH1 EX1 init-loss NM_001146276.1 NP_001139748.1 c.3G>A p.0? GCTxATT - 57552 73 0 0% 134 14 9.40% NA. NA.

CC-H030 chr3 195027983 G A ACAP2 EX12 nonsense NM_012287.5 NP_036419.3 c.979C>T p.R327* | p.Arg327* ATCxTCG - 23527 73 1 1.30% 104 14 11.80% NA. NA.

CC-H030 chr4 47458728 G A COMMD8 EX3 nonsense NM_017845.3 NP_060315.1 c.241C>T p.Q81* | p.Gln81* ACTxATT - 54951 123 0 0% 77 34 30.60% NA. NA.

CC-H030 chr4 69964365 G A UGT2B7 EX2 missense NM_001074.2 NP_001065.2 c.829G>A p.V277I | p.Val277Ile TTTxTTG + 7364 460 0 0% 409 33 7.40% NA. NA.

CC-H030 chr4 148463745 G A EDNRA EX8E missense NM_001957.3 NP_001948.1 c.1259G>A p.S420N | p.Ser420Asn GGAxCAG + 1909 72 1 1.30% 62 24 27.90% NA. NA.

CC-H030 chr5 36136611 G A LMBRD2 EX6 nonsense NM_001007527.1 NP_001007528.1 c.547C>T p.Q183* | p.Gln183* TCTxAAG - 92255 103 0 0% 112 9 7.40% NA. NA.

CC-H030 chr5 93809212 C T KIAA0825 EX8 missense NM_001145678.1 NP_001139150.1 c.1240G>A p.D414N | p.Asp414Asn AATxTAG - 285600 72 0 0% 84 34 28.80% NA. NA.

CC-H030 chr5 140346931 G A PCDHAC2 EX1 missense NM_018899.5 NP_061722.1 c.580G>A p.E194K | p.Glu194Lys TTCxAGC + 56134 86 0 0% 124 12 8.80% NA. NA.

CC-H030 chr6 32548544 T G HLA-DRB1 EX4 missense NM_002124.3 NP_002115.2 c.742A>C p.I248L | p.Ile248Leu AGAxGAA - 3123 279 0 0% 239 16 6.20% NA. NA.

CC-H030 chr6 112510393 C A LAMA4 EX7 nonsense NM_001105206.2 NP_001098676.2 c.733G>T p.G245* | p.Gly245* CTCxCCC - 3910 127 0 0% 169 24 12.40% NA. NA.

CC-H030 chr7 63529961 G C ZNF727 EX3 missense NM_001159522.1 NP_001152994.1 c.200G>C p.R67T | p.Arg67Thr GGAxACA + 442319 68 0 0% 95 15 13.60% NA. NA.

CC-H030 chr7 128394473 G A CALU EX3 missense NM_001219.4 NP_001210.1 c.379G>A p.E127K | p.Glu127Lys TGGxAGG + 813 117 1 0.80% 184 22 10.60% NA. NA.

CC-H030 chr8 51664584 C A SNTG1 EX18 missense NM_018967.2 NP_061840.1 c.1308C>A p.F436L | p.Phe436Leu ATTxTCT + 54212 97 0 0% 96 22 18.60% NA. NA.

CC-H030 chr9 27062636 G A IFT74 EX20E missense NM_001099222.1 NP_001092692.1 c.1705G>A p.E569K | p.Glu569Lys CAAxAGA + 80173 107 0 0% 127 8 5.90% NA. NA.

CC-H030 chr9 27197592 G A TEK EX12 missense NM_000459.3 NP_000450.2 c.1904G>A p.S635N | p.Ser635Asn TTAxTGA + 7010 100 0 0% 149 10 6.20% NA. NA.

CC-H030 chr9 116854684 G A KIF12 EX15 missense NM_138424.1 NP_612433.1 c.1331C>T p.T444M | p.Thr444Met TCCxTCA - 113220 79 1 1.20% 100 21 17.30% NA. NA.

CC-H030 chr9 116858749 C T KIF12 EX5 missense NM_138424.1 NP_612433.1 c.242G>A p.R81H | p.Arg81His CGAxGGC - 113220 94 0 0% 131 24 15.40% NA. NA.

CC-H030 chr9 135374890 C T C9orf171 EX4 nonsense NM_207417.1 NP_997300.1 c.535C>T p.Q179* | p.Gln179* CGTxAGC + 389799 81 0 0% 94 11 10.40% NA. NA.

CC-H030 chr10 13271711 T C UCMA IVS3 splice-3 NM_145314.1 NP_660357.2 c.221-2A>G . CACxGTG - 221044 98 0 0% 108 15 12.10% NA. NA.

CC-H030 chr10 43701459 C T RASGEF1A EX2 missense NM_145313.2 NP_660356.2 c.106G>A p.G36R | p.Gly36Arg CCCxGGA - 221002 158 0 0% 143 14 8.90% NA. NA.

CC-H030 chr10 50916489 G A C10orf53 EX3E missense NM_182554.2 NP_872360.2 c.300G>A p.M100I | p.Met100Ile GATxAAA + 282966 138 0 0% 136 22 13.90% NA. NA.

CC-H030 chr11 6007994 G A OR52L1 EX1E missense NM_001005173.2 NP_001005173.2 c.167C>T p.A56V | p.Ala56Val AAAxCAA - 338751 152 0 0% 110 35 24.10% NA. NA.

CC-H030 chr11 57327890 G A UBE2L6 EX2 nonsense NM_004223.4 NP_004214.1 c.43C>T p.Q15* | p.Gln15* TCTxAAG - 9246 56 0 0% 48 17 26.10% NA. NA.

CC-H030 chr11 94322352 A T PIWIL4 EX8 missense NM_152431.2 NP_689644.2 c.980A>T p.Q327L | p.Gln327Leu TTCxGAA + 143689 39 1 2.50% 40 39 49.30% NA. NA.

CC-H030 chr12 51634767 C T DAZAP2 EX3 missense NM_001136266.1 NP_001129738.1 c.245C>T p.P82L | p.Pro82Leu GGCxTTT + 9802 177 0 0% 169 30 15% NA. NA.

CC-H030 chr14 26917553 G A NOVA1 EX5E missense NM_002515.2 NP_002506.2 c.1136C>T p.T379M | p.Thr379Met GCCxTAC - 4857 86 0 0% 63 11 14.80% NA. NA.

CC-H030 chr14 53326324 C T FERMT2 EX15 missense NM_001134999.1 NP_001128471.1 c.1857G>A p.M619I | p.Met619Ile TTTxATG - 10979 98 0 0% 116 13 10% NA. NA.

CC-H030 chr14 105716837 T C BTBD6 EX5E missense NM_033271.2 NP_150374.2 c.1286T>C p.F429S | p.Phe429Ser CCTxCTA + 90135 65 0 0% 62 14 18.40% NA. NA.

CC-H030 chr15 72580742 C T CELF6 EX11 missense NM_052840.4 NP_443072.3 c.1225G>A p.D409N | p.Asp409Asn CATxACC - 60677 119 0 0% 109 25 18.60% NA. NA.

CC-H030 chr15 75974983 G A CSPG4 EX7 missense NM_001897.4 NP_001888.2 c.4748C>T p.S1583L | p.Ser1583Leu AGCxAGA - 1464 82 0 0% 84 15 15.10% NA. NA.

CC-H030 chr15 79755583 C T KIAA1024 EX3 missense NM_015206.2 NP_056021.1 c.2473C>T p.R825W | p.Arg825Trp AAGxGGG + 23251 50 1 1.90% 71 14 16.40% NA. NA.

CC-H030 chr15 89392788 G A ACAN EX10 missense NM_013227.3 NP_037359.3 c.1852G>A p.G618S | p.Gly618Ser CGCxGCC + 176 70 0 0% 85 15 15% NA. NA.

CC-H030 chr16 1306346 C G TPSD1 EX1 missense NM_012217.2 NP_036349.1 c.65C>G p.P22R | p.Pro22Arg GCCxGGC + 23430 54 0 0% 58 8 12.10% NA. NA.

CC-H030 chr16 2028176 G A TBL3 EX20 missense NM_006453.2 NP_006444.2 c.2089G>A p.E697K | p.Glu697Lys TGCxAGA + 10607 61 1 1.60% 60 7 10.40% NA. NA.

CC-H030 chr16 31424208 C T ITGAD EX15 missense NM_005353.2 NP_005344.2 c.1757C>T p.A586V | p.Ala586Val AGGxGCT + 3681 76 1 1.20% 108 19 14.90% NA. NA.

CC-H030 chr16 70954571 C T HYDIN EX46 missense NM_001270974.1 NP_001257903.1 c.7708G>A p.D2570N | p.Asp2570Asn TGTxTAG - 54768 61 1 1.60% 110 10 8.30% NA. NA.

CC-H030 chr17 3649101 G A ITGAE EX18 missense NM_002208.4 NP_002199.3 c.2276C>T p.S759F | p.Ser759Phe TGGxATC - 3682 80 0 0% 63 14 18.10% NA. NA.

CC-H030 chr17 8017905 C T ALOXE3 EX6 missense NM_001165960.1 NP_001159432.1 c.973G>A p.G325S | p.Gly325Ser AGCxGGG - 59344 66 0 0% 35 8 18.60% NA. NA.

CC-H030 chr17 10543113 C T MYH3 EX23 missense NM_002470.3 NP_002461.2 c.2689G>A p.E897K | p.Glu897Lys TTTxGCT - 4621 81 0 0% 64 21 24.70% NA. NA.

CC-H030 chr17 74036001 C A SRP68 EX16E missense NM_014230.3 NP_055045.2 c.1670G>T p.R557L | p.Arg557Leu AACxGTT - 6730 75 0 0% 52 8 13.30% NA. NA.

CC-H030 chr17 74075984 C T ZACN EX4 missense NM_180990.3 NP_851321.2 c.283C>T p.R95C | p.Arg95Cys ACTxGCC + 353174 52 1 1.80% 37 5 11.90% NA. NA.

CC-H030 chr17 79423467 G A BAHCC1 EX15 missense NM_001080519.2 NP_001073988.2 c.4714G>A p.G1572R | p.Gly1572Arg CCCxGGG + 57597 113 0 0% 100 26 20.60% NA. NA.

CC-H030 chr18 7033084 C T LAMA1 EX15 missense NM_005559.3 NP_005550.2 c.2062G>A p.V688I | p.Val688Ile AGAxGGA - 284217 102 0 0% 86 49 36.20% Sanger somatic

CC-H030 chr18 43311054 G A SLC14A1 EX4 missense NM_015865.6 NP_056949.4 c.226G>A p.V76I | p.Val76Ile CCCxTCA + 6563 62 1 1.50% 76 12 13.60% NA. NA.

CC-H030 chr19 9083745 C A MUC16 EX1 missense NM_024690.2 NP_078966.2 c.8070G>T p.E2690D | p.Glu2690Asp GGTxTCT - 94025 103 0 0% 78 18 18.70% NA. NA.

CC-H030 chr19 10071217 G A COL5A3 EX67E missense NM_015719.3 NP_056534.2 c.5108C>T p.T1703M | p.Thr1703Met TTCxTCT - 50509 75 0 0% 46 11 19.20% NA. NA.

CC-H030 chr19 10081347 G A COL5A3 EX54 missense NM_015719.3 NP_056534.2 c.3887C>T p.P1296L | p.Pro1296Leu GGCxGAC - 50509 142 0 0% 141 20 12.40% NA. NA.

CC-H030 chr20 21367553 C T XRN2 EX29 missense NM_012255.3 NP_036387.2 c.2696C>T p.T899I | p.Thr899Ile AAAxCCA + 22803 153 0 0% 204 30 12.80% NA. NA.

CC-H030 chr20 23669531 C T CST4 EX1 missense NM_001899.2 NP_001890.1 c.76G>A p.E26K | p.Glu26Lys TCTxCTC - 1472 103 0 0% 148 21 12.40% NA. NA.

CC-H030 chr20 36760822 G A TGM2 EX11 missense NM_004613.2 NP_004604.2 c.1696C>T p.L566F | p.Leu566Phe GGAxGGC - 7052 112 0 0% 141 14 9% NA. NA.

CC-H030 chrX 47315403 G A ZNF41 EX4 missense NM_007130.2 NP_009061.1 c.212C>T p.P71L | p.Pro71Leu TTGxGAA - 7592 118 0 0% 133 20 13% NA. NA.

CC-H030 chrX 50113464 G A DGKK EX27 missense NM_001013742.2 NP_001013764.1 c.3697C>T p.R1233C | p.Arg1233Cys TGCxTTC - 139189 166 1 0.50% 239 34 12.40% NA. NA.

CC-H030 chrX 132458270 C T GPC4 EX3 missense NM_001448.2 NP_001439.2 c.614G>A p.R205H | p.Arg205His TTGxGAG - 2239 100 0 0% 152 18 10.50% NA. NA.

CC-H030 chrX 148037319 G A AFF2 EX11 missense NM_002025.3 NP_002016.2 c.1744G>A p.E582K | p.Glu582Lys GCTxAAC + 2334 146 0 0% 173 60 25.70% NA. NA.

CC-H030 chrX 153047206 G A SRPK3 EX4 missense NM_014370.3 NP_055185.2 c.308G>A p.R103H | p.Arg103His AGCxCTT + 26576 118 0 0% 143 12 7.70% NA. NA.

CC-H031 chr1 36379798 C T EIF2C1 EX14 nonsense NM_012199.2 NP_036331.1 c.1756C>T p.Q586* | p.Gln586* TTTxAAC + 26523 100 0 0% 82 29 26.10% NA. NA.

CC-H031 chr1 36381037 C T EIF2C1 EX15 missense NM_012199.2 NP_036331.1 c.1922C>T p.S641F | p.Ser641Phe TGTxCTA + 26523 110 0 0% 82 21 20.30% NA. NA.

CC-H031 chr1 63009388 G C DOCK7 EX23 missense NM_033407.2 NP_212132.2 c.2795C>G p.S932C | p.Ser932Cys GAAxACA - 85440 108 0 0% 95 13 12% NA. NA.

CC-H031 chr1 82408771 C A LPHN2 EX5 missense NM_012302.2 NP_036434.1 c.516C>A p.F172L | p.Phe172Leu TTTxATG + 23266 88 0 0% 97 18 15.60% NA. NA.

CC-H031 chr1 159024657 C T IFI16 EX11E missense NM_005531.2 NP_005522.2 c.2156C>T p.S719L | p.Ser719Leu ATTxAAG + 3428 110 1 0.90% 104 13 11.10% NA. NA.

CC-H031 chr1 160124956 T A ATP1A4 EX3 missense NM_144699.3 NP_653300.2 c.329T>A p.L110H | p.Leu110His CCCxCCT + 480 133 0 0% 190 35 15.50% NA. NA.

CC-H031 chr1 171519269 G A PRRC2C EX18 missense NM_015172.3 NP_055987.2 c.5011G>A p.D1671N | p.Asp1671Asn GAAxATC + 23215 126 0 0% 115 22 16% NA. NA.

CC-H031 chr1 178421757 A C RASAL2 EX11 missense NM_170692.2 NP_733793.2 c.1979A>C p.K660T | p.Lys660Thr CCAxGGT + 9462 102 0 0% 156 28 15.20% NA. NA.

CC-H031 chr1 228588763 C A TRIM11 EX3 nonsense NM_145214.2 NP_660215.1 c.637G>T p.E213* | p.Glu213* CCTxCCG - 81559 113 0 0% 156 26 14.20% NA. NA.

CC-H031 chr2 11273635 C T C2orf50 EX1 nonsense NM_182500.2 NP_872306.1 c.175C>T p.Q59* | p.Gln59* GCTxAGG + 130813 44 0 0% 25 6 19.30% NA. NA.

CC-H031 chr2 224765937 C T WDFY1 EX5 missense NM_020830.3 NP_065881.1 c.448G>A p.G150R | p.Gly150Arg TCCxGAG - 57590 101 0 0% 95 20 17.30% NA. NA.

CC-H031 chr3 49830328 G A CDHR4 EX14 missense NM_001007540.2 NP_001007541.2 c.1954C>T p.R652W | p.Arg652Trp TCCxGGG - 389118 37 0 0% 56 13 18.80% NA. NA.

CC-H031 chr3 88199323 C T C3orf38 EX1 nonsense NM_173824.3 NP_776185.2 c.121C>T p.Q41* | p.Gln41* CCTxAGG + 285237 122 0 0% 113 27 19.20% NA. NA.

CC-H031 chr3 105586385 G A CBLB EX2 nonsense NM_170662.3 NP_733762.2 c.37C>T p.R13* | p.Arg13* CTCxACC - 868 138 0 0% 132 25 15.90% MS somatic

CC-H031 chr3 118931475 C G B4GALT4 EX9E missense NM_212543.1 NP_997708.1 c.956G>C p.S319T | p.Ser319Thr CAAxTAC - 8702 60 0 0% 40 14 25.90% NA. NA.

CC-H031 chr3 149485479 G C ANKUB1 EX5 missense NM_001144960.1 NP_001138432.1 c.970C>G p.Q324E | p.Gln324Glu TCTxAGC - 389161 119 0 0% 368 21 5.30% NA. NA.

CC-H031 chr3 155198846 C T PLCH1 EX23E missense NM_001130960.1 NP_001124432.1 c.4993G>A p.V1665I | p.Val1665Ile CAAxGTG - 23007 120 1 0.80% 304 18 5.50% NA. NA.

CC-H031 chr4 3210613 C T HTT EX46 missense NM_002111.6 NP_002102.4 c.6272C>T p.S2091L | p.Ser2091Leu TGTxACT + 3064 67 0 0% 75 8 9.60% NA. NA.

CC-H031 chr4 57182325 C T KIAA1211 EX8 missense NM_020722.1 NP_065773.1 c.2657C>T p.A886V | p.Ala886Val CAGxGGG + 57482 153 1 0.60% 138 27 16.30% NA. NA.

CC-H031 chr4 74285351 G A ALB EX13 missense NM_000477.5 NP_000468.1 c.1780G>A p.E594K | p.Glu594Lys GCCxAGG + 213 71 0 0% 72 15 17.20% NA. NA.

CC-H031 chr4 105412686 C T CXXC4 EX2 missense NM_025212.2 NP_079488.2 c.274G>A p.D92N | p.Asp92Asn TGTxGCA - 80319 51 0 0% 27 6 18.10% NA. NA.

CC-H031 chr4 129867291 C A SCLT1 EX16 missense NM_144643.2 NP_653244.2 c.1310G>T p.R437I | p.Arg437Ile CCTxTGC - 132320 95 1 1% 92 14 13.20% NA. NA.

CC-H031 chr5 115298565 C T AQPEP EX1 missense NM_173800.4 NP_776161.3 c.251C>T p.P84L | p.Pro84Leu CCCxGAG + 206338 57 0 0% 50 14 21.80% NA. NA.

CC-H031 chr6 26156873 G C HIST1H1E EX1E missense NM_005321.2 NP_005312.1 c.255G>C p.K85N | p.Lys85Asn CAAxAGC + 3008 126 1 0.70% 179 31 14.70% NA. NA.

CC-H031 chr6 110301362 G T GPR6 EX1E missense NM_005284.3 NP_005275.1 c.1047G>T p.Q349H | p.Gln349His CCAxTCC + 2830 69 0 0% 95 11 10.30% NA. NA.

CC-H031 chr6 110953281 G A CDK19 EX6 missense NM_015076.3 NP_055891.1 c.598C>T p.R200W | p.Arg200Trp CCCxATA - 23097 128 0 0% 152 18 10.50% NA. NA.

CC-H031 chr7 57187948 G A ZNF479 EX5E missense NM_033273.1 NP_150376.1 c.1174C>T p.R392C | p.Arg392Cys AGCxCCT - 90827 300 0 0% 196 29 12.80% NA. NA.

CC-H031 chr7 102738960 A T ARMC10 EX7E missense NM_031905.4 NP_114111.2 c.992A>T p.E331V | p.Glu331Val CAGxGGT + 83787 407 0 0% 258 18 6.50% NA. NA.

CC-H031 chr7 104752417 C G MLL5 EX27E nonsense NM_182931.2 NP_891847.1 c.4214C>G p.S1405* | p.Ser1405* TATxAAA + 55904 149 1 0.60% 99 36 26.60% NA. NA.

CC-H031 chr7 104752572 C T MLL5 EX27E missense NM_182931.2 NP_891847.1 c.4369C>T p.H1457Y | p.His1457Tyr CCTxACA + 55904 116 0 0% 86 22 20.30% NA. NA.

CC-H031 chr8 104447988 G C DCAF13 EX8 missense NM_015420.6 NP_056235.4 c.1376G>C p.R459P | p.Arg459Pro TTCxAAT + 25879 80 0 0% 80 15 15.70% NA. NA.

CC-H031 chr8 133196589 C A KCNQ3 EX3 missense NM_004519.3 NP_004510.1 c.503G>T p.G168V | p.Gly168Val GCTxCAA - 3786 99 0 0% 107 17 13.70% NA. NA.

CC-H031 chr9 133302708 G A HMCN2 EX66 missense XM_001726942.3 XP_001726994.1 c.10000G>A p.E3334K | p.Glu3334Lys AACxAGG + 256158 109 0 0% 85 41 32.50% NA. NA.

CC-H031 chr10 7822058 C G KIN EX4 missense NM_012311.3 NP_036443.1 c.337G>C p.E113Q | p.Glu113Gln TTTxCCA - 22944 133 0 0% 117 23 16.40% NA. NA.

CC-H031 chr10 43650704 C A CSGALNACT2 EX2 missense NM_018590.3 NP_061060.3 c.107C>A p.P36H | p.Pro36His CCCxCCA + 55454 135 1 0.70% 127 28 18% NA. NA.

CC-H031 chr10 51748693 C G AGAP6 EX1 missense NM_001077665.2 NP_001071133.2 c.218C>G p.P73R | p.Pro73Arg TGCxTGA + 414189 646 0 0% 461 102 18.10% NA. NA.

CC-H031 chr11 35243219 C A CD44 EX8 missense NM_001001391.1 NP_001001391.1 c.821C>A p.A274E | p.Ala274Glu TGGxATC + 960 63 0 0% 60 15 20% NA. NA.

CC-H031 chr11 40136339 C T LRRC4C EX7E missense NM_001258419.1 NP_001245348.1 c.1504G>A p.E502K | p.Glu502Lys TCTxTGT - 57689 111 0 0% 107 25 18.90% NA. NA.

CC-H031 chr11 58604560 G A GLYATL2 EX5 missense NM_145016.3 NP_659453.3 c.404C>T p.P135L | p.Pro135Leu TCCxGTA - 219970 125 1 0.70% 99 14 12.30% NA. NA.

CC-H031 chr11 118940160 C G VPS11 EX3 missense NM_021729.4 NP_068375.3 c.345C>G p.I115M | p.Ile115Met GATxTGG + 55823 166 0 0% 144 26 15.20% NA. NA.

CC-H031 chr11 123513341 G T SCN3B EX3 missense NM_018400.3 NP_060870.1 c.258C>A p.S86R | p.Ser86Arg GGGxCTC - 55800 61 0 0% 50 10 16.60% NA. NA.

CC-H031 chr12 5963223 C A ANO2 EX4 missense NM_020373.2 NP_065106.2 c.607G>T p.V203F | p.Val203Phe GAAxTTT - 57101 54 1 1.80% 65 13 16.60% NA. NA.

CC-H031 chr12 7069304 C T PTPN6 EX13 missense NM_080549.3 NP_536859.1 c.1483C>T p.R495C | p.Arg495Cys CAGxGCT + 5777 132 0 0% 150 34 18.40% NA. NA.

CC-H031 chr12 13716840 C T GRIN2B EX13E missense NM_000834.3 NP_000825.2 c.3332G>A p.R1111H | p.Arg1111His CGGxGAC - 2904 43 0 0% 49 11 18.30% NA. NA.

CC-H031 chr12 14993672 T C ART4 EX2 missense NM_021071.2 NP_066549.2 c.560A>G p.Y187C | p.Tyr187Cys CTAxAAT - 420 100 0 0% 100 21 17.30% NA. NA.

CC-H031 chr12 53823995 G A AMHR2 EX10 missense NM_020547.2 NP_065434.1 c.1354G>A p.E452K | p.Glu452Lys GATxAGC + 269 113 0 0% 124 19 13.20% NA. NA.

CC-H031 chr12 88476845 C G CEP290 EX37 missense NM_025114.3 NP_079390.3 c.4975G>C p.E1659Q | p.Glu1659Gln ATTxAGT - 80184 78 0 0% 60 6 9% Sanger somatic

CC-H031 chr12 123345018 G A HIP1R EX27 missense NM_003959.1 NP_003950.1 c.2608G>A p.E870K | p.Glu870Lys ACCxAAG + 9026 60 0 0% 84 19 18.40% NA. NA.

CC-H031 chr13 49281668 C T CYSLTR2 EX1E missense NM_020377.2 NP_065110.1 c.715C>T p.R239W | p.Arg239Trp CTGxGGG + 57105 64 0 0% 45 5 10% NA. NA.

CC-H031 chr14 45646178 A C FANCM EX14 missense NM_020937.2 NP_065988.1 c.4221A>C p.E1407D | p.Glu1407Asp TGAxGGT + 57697 60 0 0% 15 6 28.50% NA. NA.

CC-H031 chr14 67291222 G A GPHN EX4 missense NM_020806.4 NP_065857.1 c.232G>A p.E78K | p.Glu78Lys AAGxAAC + 10243 92 0 0% 64 10 13.50% NA. NA.

CC-H031 chr14 74340733 G C PTGR2 EX4 missense NM_152444.2 NP_689657.1 c.164G>C p.R55T | p.Arg55Thr GTAxAAT + 145482 108 0 0% 75 9 10.70% NA. NA.

CC-H031 chr16 50707640 G A SNX20 EX4E missense NM_182854.2 NP_878274.1 c.628C>T p.R210C | p.Arg210Cys CGCxCAG - 124460 16 0 0% 10 5 33.30% NA. NA.

CC-H031 chr16 67995513 C A SLC12A4 EX3 nonsense NM_005072.4 NP_005063.1 c.307G>T p.E103* | p.Glu103* TCTxGGC - 6560 75 0 0% 85 5 5.50% NA. NA.

CC-H031 chr17 7330659 G A C17orf74 EX3E missense NM_175734.4 NP_783861.3 c.1349G>A p.R450Q | p.Arg450Gln GCCxGAA + 201243 124 0 0% 119 8 6.20% NA. NA.

CC-H031 chr17 32598242 A G CCL7 EX2 missense NM_006273.2 NP_006264.2 c.154A>G p.R52G | p.Arg52Gly TACxGAA + 6354 106 0 0% 108 17 13.60% NA. NA.

CC-H031 chr17 45925212 G T SP6 EX2E missense NM_001258248.1 NP_001245177.1 c.584C>A p.A195D | p.Ala195Asp GCGxCTA - 80320 57 1 1.70% 64 10 13.50% NA. NA.

CC-H031 chr18 10763060 C G PIEZO2 EX20 missense NM_022068.2 NP_071351.2 c.2908G>C p.A970P | p.Ala970Pro AAGxCCA - 63895 87 0 0% 103 21 16.90% NA. NA.

CC-H031 chr19 5657270 C T SAFB EX14 missense NM_001201338.1 NP_001188267.1 c.1774C>T p.R592C | p.Arg592Cys GATxGCA + 6294 79 0 0% 105 15 12.50% NA. NA.

CC-H031 chr19 7533913 A T ARHGEF18 EX17 missense NM_001130955.1 NP_001124427.1 c.3119A>T p.Q1040L | p.Gln1040Leu GGCxGGC + 23370 40 0 0% 35 6 14.60% NA. NA.

CC-H031 chr19 17085974 C A CPAMD8 EX17 missense NM_015692.2 NP_056507.2 c.2144G>T p.R715L | p.Arg715Leu CGTxGTT - 27151 141 1 0.70% 136 32 19% NA. NA.

CC-H031 chr19 17650415 C G FAM129C EX9 missense NM_173544.4 NP_775815.2 c.913C>G p.L305V | p.Leu305Val CTTxTAG + 199786 106 0 0% 113 14 11% NA. NA.

CC-H031 chr19 36940622 C T ZNF566 EX5E missense NM_001145343.1 NP_001138815.1 c.517G>A p.A173T | p.Ala173Thr ATGxACA - 84924 115 0 0% 82 11 11.80% NA. NA.

CC-H031 chr19 55175886 C T LILRB4 EX4 missense NM_006847.3 NP_006838.3 c.605C>T p.S202F | p.Ser202Phe TCTxCCA + 11006 153 1 0.60% 149 34 18.50% NA. NA.

CC-H031 chr21 16338079 G C NRIP1 EX4E missense NM_003489.3 NP_003480.2 c.2435C>G p.S812C | p.Ser812Cys AAAxAAA - 8204 106 0 0% 121 16 11.60% NA. NA.

CC-H031 chr21 16338171 G C NRIP1 EX4E missense NM_003489.3 NP_003480.2 c.2343C>G p.F781L | p.Phe781Leu CAAxAAT - 8204 75 0 0% 81 17 17.30% NA. NA.

CC-H031 chr21 16338806 G C NRIP1 EX4E missense NM_003489.3 NP_003480.2 c.1708C>G p.Q570E | p.Gln570Glu GTTxAGA - 8204 157 0 0% 216 26 10.70% NA. NA.

CC-H031 chr21 19642312 C T TMPRSS15 EX25E missense NM_002772.2 NP_002763.2 c.3034G>A p.E1012K | p.Glu1012Lys ATTxGGT - 5651 123 0 0% 193 28 12.60% NA. NA.

CC-H031 chr22 41565529 G A EP300 EX26 missense NM_001429.3 NP_001420.2 c.4195G>A p.D1399N | p.Asp1399Asn CTCxATA + 2033 62 1 1.50% 16 18 52.90% MS somatic

CC-H031 chrX 69282657 C T OTUD6A EX1E missense NM_207320.1 NP_997203.1 c.283C>T p.H95Y | p.His95Tyr GCCxACA + 139562 75 0 0% 102 11 9.70% NA. NA.

CC-H031 chrX 69495958 C T ARR3 EX6 missense NM_004312.2 NP_004303.2 c.172C>T p.R58C | p.Arg58Cys TTTxGCT + 407 67 0 0% 117 13 10% NA. NA.

CC-H031 chrX 69518975 G T KIF4A EX5 nonsense NM_012310.4 NP_036442.3 c.439G>T p.E147* | p.Glu147* GAAxAAA + 24137 91 0 0% 130 12 8.40% NA. NA.

CC-H031 chrX 114391226 G A LRCH2 EX12 missense NM_020871.3 NP_065922.3 c.1468C>T p.L490F | p.Leu490Phe TAAxAAT - 57631 139 0 0% 32 6 15.70% NA. NA.

CC-H031 chrX 153716408 G C SLC10A3 EX2E missense NM_019848.3 NP_062822.1 c.872C>G p.S291C | p.Ser291Cys GTAxAGA - 8273 308 0 0% 483 49 9.20% NA. NA.

CC-H031 chr5 67591134 C-GAGAGACCA PIK3R1 EX13 cds-del NM_181523.2 NP_852664.1c.1728_1736delGAGAGACCAp.R577_Q579del | p.Arg577_Gln579delAC.AT + 5295 179 0 0% 180 22 10.89% NA. NA.

CC-H032 chr1 53990524 G A GLIS1 EX5 missense NM_147193.2 NP_671726.2 c.994C>T p.R332C | p.Arg332Cys AGCxCTT - 148979 64 0 0% 58 17 22.60% NA. NA.

CC-H032 chr1 150252118 C T C1orf54 EX5 missense NM_024579.3 NP_078855.2 c.365C>T p.A122V | p.Ala122Val GTGxCTT + 79630 106 0 0% 157 12 7.10% NA. NA.

CC-H032 chr1 197056096 G A ASPM EX27 nonsense NM_018136.4 NP_060606.3 c.10168C>T p.R3390* | p.Arg3390* TTCxTAC - 259266 94 1 1% 110 44 28.50% NA. NA.

CC-H032 chr1 237617846 A C RYR2 EX15 missense NM_001035.2 NP_001026.2 c.1448A>C p.K483T | p.Lys483Thr TGAxGAA + 6262 109 0 0% 218 13 5.60% NA. NA.

CC-H032 chr2 54483222 C T TSPYL6 EX1E missense NM_001003937.2 NP_001003937.2 c.67G>A p.G23S | p.Gly23Ser GGCxCTG - 388951 71 0 0% 100 12 10.70% NA. NA.

CC-H032 chr2 101902592 C T RNF149 EX5 missense NM_173647.3 NP_775918.2 c.911G>A p.R304Q | p.Arg304Gln GTTxGGT - 284996 135 0 0% 128 8 5.80% NA. NA.

CC-H032 chr2 183943755 A C DUSP19 EX1 missense NM_080876.3 NP_543152.1 c.94A>C p.I32L | p.Ile32Leu ATTxTAG + 142679 73 0 0% 56 16 22.20% NA. NA.

CC-H032 chr3 44346783 G T TOPAZ1 EX14 missense NM_001145030.1 NP_001138502.1 c.4009G>T p.D1337Y | p.Asp1337Tyr CCAxATA + 375337 120 0 0% 141 12 7.80% NA. NA.

CC-H032 chr4 25384945 A G ANAPC4 EX4 missense NM_013367.2 NP_037499.2 c.298A>G p.S100G | p.Ser100Gly GAGxGCT + 29945 68 1 1.40% 62 23 27% NA. NA.

CC-H032 chr4 44696470 T C GUF1 EX14 missense NM_021927.2 NP_068746.2 c.1655T>C p.V552A | p.Val552Ala TTGxAAA + 60558 141 0 0% 147 8 5.10% NA. NA.

CC-H032 chr5 140559714 C T PCDHB8 EX1E missense NM_019120.3 NP_061993.2 c.2099C>T p.S700L | p.Ser700Leu CTTxGCT + 56128 214 1 0.40% 311 38 10.80% NA. NA.

CC-H032 chr6 2689133 C G MYLK4 EX4 missense NM_001012418.3 NP_001012418.2 c.293G>C p.G98A | p.Gly98Ala GCTxCTT - 340156 90 0 0% 80 82 50.60% NA. NA.

CC-H032 chr8 25209326 G A DOCK5 EX27 missense NM_024940.6 NP_079216.4 c.2834G>A p.R945Q | p.Arg945Gln ACCxGCA + 80005 91 0 0% 70 35 33.30% NA. NA.

CC-H032 chr9 126133580 G A CRB2 EX8 missense NM_173689.5 NP_775960.4 c.2159G>A p.R720H | p.Arg720His GGCxCTG + 286204 113 0 0% 111 7 5.90% NA. NA.

CC-H032 chr11 64108094 G A CCDC88B EX2 missense NM_032251.5 NP_115627.6 c.76G>A p.G26R | p.Gly26Arg GCCxGGC + 283234 65 0 0% 45 23 33.80% NA. NA.

CC-H032 chr11 94599169 G A AMOTL1 EX11 missense NM_130847.2 NP_570899.1 c.2324G>A p.R775Q | p.Arg775Gln AGCxATC + 154810 134 0 0% 140 16 10.20% NA. NA.

CC-H032 chr12 12037391 T C ETV6 EX6 missense NM_001987.4 NP_001978.1 c.1022T>C p.L341P | p.Leu341Pro TGCxTTG + 2120 101 0 0% 86 48 35.80% NA. NA.

CC-H032 chr12 55420975 G A NEUROD4 EX2E missense NM_021191.2 NP_067014.2 c.752G>A p.G251D | p.Gly251Asp AGGxCCC + 58158 89 0 0% 69 31 31% NA. NA.

CC-H032 chr12 57397296 C G ZBTB39 EX2E missense NM_014830.2 NP_055645.1 c.1406G>C p.G469A | p.Gly469Ala TGGxCCC - 9880 53 0 0% 58 5 7.90% NA. NA.

CC-H032 chr12 96883406 C T C12orf55 EX1 missense XM_001715090.4 XP_001715142.4 c.19C>T p.P7S | p.Pro7Ser TCCxCCT + 144535 102 0 0% 105 8 7% NA. NA.

CC-H032 chr13 35632852 A G NBEA IVS7 splice-3 NM_015678.4 NP_056493.3 c.1093-2A>G . AATxGAG + 26960 124 0 0% 191 25 11.50% NA. NA.

CC-H032 chr13 92345542 G C GPC5 EX3 missense NM_004466.4 NP_004457.1 c.427G>C p.E143Q | p.Glu143Gln CAGxAGT + 2262 107 0 0% 127 8 5.90% NA. NA.



CC-H032 chr15 74032767 C T C15orf59 EX2E missense NM_001039614.1 NP_001034703.1 c.373G>A p.V125M | p.Val125Met CCAxGGA - 388135 147 0 0% 173 10 5.40% NA. NA.

CC-H032 chr16 12136770 C A SNX29 EX5 nonsense NM_032167.3 NP_115543.3 c.264C>A p.Y88* | p.Tyr88* GTAxTAC + 92017 133 0 0% 133 7 5% NA. NA.

CC-H032 chr16 49314902 C T CBLN1 EX2 missense NM_004352.3 NP_004343.1 c.316G>A p.A106T | p.Ala106Thr GGGxGAT - 869 89 0 0% 111 8 6.70% NA. NA.

CC-H032 chr17 489523 C T VPS53 EX13 missense NM_001128159.2 NP_001121631.1 c.1300G>A p.E434K | p.Glu434Lys ATTxGAT - 55275 111 0 0% 100 8 7.40% NA. NA.

CC-H032 chr17 37071400 G A LASP1 IVS6 splice-5 NM_006148.2 NP_006139.1 c.612+1G>A . GGGxTGA + 3927 114 1 0.80% 124 8 6% NA. NA.

CC-H032 chr18 31709978 C T NOL4 EX2 missense NM_003787.4 NP_003778.2 c.271G>A p.V91I | p.Val91Ile CTAxGCC - 8715 61 0 0% 37 15 28.80% NA. NA.

CC-H032 chr19 12638470 C A ZNF564 EX4E missense NM_144976.3 NP_659413.1 c.452G>T p.S151I | p.Ser151Ile GAAxTGA - 163050 128 0 0% 145 8 5.20% NA. NA.

CC-H032 chr19 58806246 C T ZNF8 EX4E missense NM_021089.2 NP_066575.2 c.1072C>T p.R358W | p.Arg358Trp GGGxGGC + 7554 61 0 0% 66 7 9.50% NA. NA.

CC-H032 chrX 16717205 C T CTPS2 EX3 missense NM_001144002.1 NP_001137474.1 c.178G>A p.V60I | p.Val60Ile AGAxGAA - 56474 259 0 0% 258 282 52.20% NA. NA.

CC-H032 chrX 108619336 G A GUCY2F EX18 missense NM_001522.2 NP_001513.2 c.3211C>T p.P1071S | p.Pro1071Ser CAGxAAG - 2986 91 0 0% 109 99 47.50% NA. NA.

CC-H032 chr1 22199879 T +G HSPG2 EX30 frameshift NM_005529.5 NP_005520.4c.3780C[2>3] (std: c.3781dupC alt: c.3781_3782insC )p.Q1261Pfs*18 | p.Gln1261Profs*18CT.GG - 3339 167 0 0% 181 14 7.18% NA. NA.

CC-H032 chr4 107168369 A +G TBCK EX10 frameshift NM_001163435.1 NP_001156907.1c.856C[2>3] (std: c.857dupC alt: c.857_858insC )p.A287Cfs*12 | p.Ala287Cysfs*12CA.GG - 93627 91 0 0% 91 5 5.21% NA. NA.

CC-H033 chr1 34049320 C A CSMD2 EX48 nonsense NM_052896.3 NP_443128.2 c.7168G>T p.E2390* | p.Glu2390* GCTxCAC - 114784 61 0 0% 112 13 10.40% MS somatic

CC-H033 chr1 37947291 G A ZC3H12A EX4 missense NM_025079.2 NP_079355.2 c.673G>A p.D225N | p.Asp225Asn TATxACG + 80149 56 0 0% 90 7 7.20% NA. NA.

CC-H033 chr1 38449912 C T SF3A3 EX6 missense NM_006802.2 NP_006793.1 c.397G>A p.E133K | p.Glu133Lys CTTxATC - 10946 50 1 1.90% 69 5 6.70% NA. NA.

CC-H033 chr1 65303715 C T JAK1 EX22 missense NM_002227.2 NP_002218.2 c.3040G>A p.E1014K | p.Glu1014Lys GTTxACT - 3716 77 0 0% 104 7 6.30% NA. NA.

CC-H033 chr1 112525240 G A KCND3 EX2 missense NM_004980.4 NP_004971.2 c.109C>T p.R37W | p.Arg37Trp GCCxCTT - 3752 35 1 2.70% 72 5 6.40% NA. NA.

CC-H033 chr1 152282425 G C FLG EX3E missense NM_002016.1 NP_002007.1 c.4937C>G p.S1646C | p.Ser1646Cys GCAxAGT - 2312 130 1 0.70% 160 17 9.60% NA. NA.

CC-H033 chr1 190129877 C T FAM5C EX7 missense NM_199051.1 NP_950252.1 c.1105G>A p.A369T | p.Ala369Thr GCGxCTT - 339479 92 0 0% 81 23 22.10% NA. NA.

CC-H033 chr1 201190667 G A IGFN1 EX19 missense NM_001164586.1 NP_001158058.1 c.9994G>A p.E3332K | p.Glu3332Lys GATxAAG + 91156 39 0 0% 61 9 12.80% MS somatic

CC-H033 chr1 205538375 C T MFSD4 EX1 nonsense NM_181644.4 NP_857595.3 c.178C>T p.Q60* | p.Gln60* TCGxAGC + 148808 16 0 0% 47 5 9.60% NA. NA.

CC-H033 chr1 228462297 C G OBSCN EX20 missense NM_052843.3 NP_443075.3 c.5708C>G p.S1903C | p.Ser1903Cys TGTxTGG + 84033 48 1 2% 60 9 13% NA. NA.

CC-H033 chr1 231483640 G A SPRTN EX3 missense NM_032018.5 NP_114407.3 c.419G>A p.R140H | p.Arg140His ATCxCAT + 83932 55 0 0% 56 6 9.60% NA. NA.

CC-H033 chr1 237794791 G A RYR2 EX42 missense NM_001035.2 NP_001026.2 c.6505G>A p.E2169K | p.Glu2169Lys CACxAGA + 6262 88 1 1.10% 79 8 9.10% NA. NA.

CC-H033 chr2 25458577 T C DNMT3A EX22 missense NM_175629.2 NP_783328.1 c.2596A>G p.R866G | p.Arg866Gly ACCxTTC - 1788 64 0 0% 73 5 6.40% NA. NA.

CC-H033 chr2 79312626 G A REG1B EX5 missense NM_006507.3 NP_006498.1 c.425C>T p.S142L | p.Ser142Leu CATxAAG - 5968 82 1 1.20% 83 9 9.70% NA. NA.

CC-H033 chr2 150071078 G C LYPD6B EX7E missense NM_177964.3 NP_808879.2 c.478G>C p.E160Q | p.Glu160Gln TGTxAAG + 130576 64 0 0% 72 9 11.10% NA. NA.

CC-H033 chr2 165561555 C A COBLL1 EX7 missense NM_014900.3 NP_055715.3 c.1057G>T p.G353W | p.Gly353Trp TCCxTGC - 22837 72 1 1.30% 55 14 20.20% NA. NA.

CC-H033 chr2 175268900 G A SCRN3 EX5 missense NM_024583.4 NP_078859.2 c.611G>A p.R204K | p.Arg204Lys TGAxAAA + 79634 62 1 1.50% 58 8 12.10% NA. NA.

CC-H033 chr2 176995608 G C HOXD8 EX1 missense NM_019558.3 NP_062458.1 c.514G>C p.D172H | p.Asp172His GAGxACC + 3234 53 0 0% 89 12 11.80% NA. NA.

CC-H033 chr2 220161167 G C PTPRN EX17 missense NM_002846.3 NP_002837.1 c.2382C>G p.F794L | p.Phe794Leu CCAxAAG - 5798 37 0 0% 71 7 8.90% NA. NA.

CC-H033 chr3 97595751 G A CRYBG3 EX4 missense NM_153605.3 NP_705833.3 c.5713G>A p.E1905K | p.Glu1905Lys GTTxAAG + 131544 52 0 0% 30 6 16.60% NA. NA.

CC-H033 chr3 122078737 G C CCDC58 EX5E missense NM_001017928.2 NP_001017928.1 c.414C>G p.F138L | p.Phe138Leu CTTxAAG - 131076 42 0 0% 40 6 13% NA. NA.

CC-H033 chr3 141499263 G C GRK7 EX2 missense NM_139209.2 NP_631948.1 c.660G>C p.K220N | p.Lys220Asn TAAxAAA + 131890 86 1 1.10% 83 15 15.30% NA. NA.

CC-H033 chr3 141499528 G A GRK7 EX2 missense NM_139209.2 NP_631948.1 c.925G>A p.E309K | p.Glu309Lys CATxAAC + 131890 44 0 0% 42 7 14.20% NA. NA.

CC-H033 chr3 149479317 C T ANKUB1 EX6E missense NM_001144960.1 NP_001138432.1 c.1589G>A p.R530Q | p.Arg530Gln CCTxGGG - 389161 87 1 1.10% 76 12 13.60% NA. NA.

CC-H033 chr3 169846684 G A PHC3 EX8 missense NM_024947.3 NP_079223.3 c.1576C>T p.P526S | p.Pro526Ser GTGxAAT - 80012 84 0 0% 68 8 10.50% NA. NA.

CC-H033 chr3 187386951 C T SST EX2E missense NM_001048.3 NP_001039.1 c.253G>A p.E85K | p.Glu85Lys GCTxAAG - 6750 54 0 0% 52 11 17.40% NA. NA.

CC-H033 chr4 7043120 C A CCDC96 EX1E missense NM_153376.2 NP_699207.1 c.1546G>T p.D516Y | p.Asp516Tyr TGTxCAC - 257236 44 0 0% 76 6 7.30% NA. NA.

CC-H033 chr5 13810275 C T DNAH5 EX45 missense NM_001369.2 NP_001360.1 c.7502G>A p.R2501Q | p.Arg2501Gln CGCxGTC - 1767 60 0 0% 50 12 19.30% NA. NA.

CC-H033 chr5 41850220 G A OXCT1 EX5 missense NM_000436.3 NP_000427.1 c.476C>T p.T159I | p.Thr159Ile CCTxTTG - 5019 51 0 0% 71 8 10.10% NA. NA.

CC-H033 chr5 53182509 C T ARL15 EX5E missense NM_019087.2 NP_061960.1 c.497G>A p.R166H | p.Arg166His CCAxGTG - 54622 34 0 0% 51 8 13.50% NA. NA.

CC-H033 chr5 134364575 G C PITX1 EX3E missense NM_002653.4 NP_002644.4 c.839C>G p.S280W | p.Ser280Trp CTCxAGT - 5307 25 0 0% 32 10 23.80% NA. NA.

CC-H033 chr5 134364788 G A PITX1 EX3E missense NM_002653.4 NP_002644.4 c.626C>T p.S209L | p.Ser209Leu GACxACA - 5307 54 0 0% 64 18 21.90% NA. NA.

CC-H033 chr5 140175766 C T PCDHA2 EX1 missense NM_018905.2 NP_061728.1 c.1217C>T p.S406L | p.Ser406Leu ACTxGTT + 56146 120 0 0% 155 15 8.80% NA. NA.

CC-H033 chr5 140594633 T G PCDHB13 EX1E missense NM_018933.2 NP_061756.1 c.938T>G p.L313R | p.Leu313Arg AACxTCA + 56123 96 0 0% 90 21 18.90% NA. NA.

CC-H033 chr6 32261201 C T C6orf10 EX23E missense NM_006781.3 NP_006772.3 c.1249G>A p.E417K | p.Glu417Lys ACTxACT - 10665 110 1 0.90% 112 9 7.40% NA. NA.

CC-H033 chr6 34937881 G C ANKS1A EX3 missense NM_015245.2 NP_056060.2 c.373G>C p.D125H | p.Asp125His GGAxATG + 23294 53 0 0% 70 7 9% NA. NA.

CC-H033 chr6 34937938 G A ANKS1A EX3 missense NM_015245.2 NP_056060.2 c.430G>A p.E144K | p.Glu144Lys AATxAAC + 23294 38 0 0% 61 6 8.90% NA. NA.

CC-H033 chr6 36884294 G C C6orf89 EX6 missense NM_152734.3 NP_689947.2 c.790G>C p.D264H | p.Asp264His AAAxATG + 221477 58 0 0% 79 9 10.20% NA. NA.

CC-H033 chr6 152477228 A G SYNE1 EX132 missense NM_182961.3 NP_892006.3 c.23795T>C p.L7932P | p.Leu7932Pro TGAxGCT - 23345 43 0 0% 47 5 9.60% NA. NA.

CC-H033 chr6 157528267 G A ARID1B EX20E missense NM_020732.3 NP_065783.3 c.5992G>A p.E1998K | p.Glu1998Lys AAAxAGG + 57492 47 0 0% 39 6 13.30% NA. NA.

CC-H033 chr7 2311526 C T SNX8 EX4 missense NM_013321.2 NP_037453.1 c.499G>A p.E167K | p.Glu167Lys CCTxGGA - 29886 85 0 0% 135 29 17.60% NA. NA.

CC-H033 chr7 20418806 C G ITGB8 EX4 missense NM_002214.2 NP_002205.1 c.521C>G p.S174C | p.Ser174Cys TATxTAG + 3696 90 1 1% 75 12 13.70% NA. NA.

CC-H033 chr7 27213894 G A HOXA10 EX1 missense NM_018951.3 NP_061824.3 c.32C>T p.S11L | p.Ser11Leu GGCxAAG - 3206 63 1 1.50% 78 19 19.50% NA. NA.

CC-H033 chr7 45004064 G A MYO1G EX19 nonsense NM_033054.2 NP_149043.2 c.2581C>T p.Q861* | p.Gln861* CCTxAAG - 64005 30 0 0% 79 9 10.20% NA. NA.

CC-H033 chr7 63537737 G A ZNF727 EX4E missense NM_001159522.1 NP_001152994.1 c.310G>A p.G104R | p.Gly104Arg TCTxGAA + 442319 102 1 0.90% 65 17 20.70% NA. NA.

CC-H033 chr7 88847587 C T ZNF804B EX2 missense NM_181646.2 NP_857597.1 c.227C>T p.S76F | p.Ser76Phe ATTxTTA + 219578 108 0 0% 54 5 8.40% NA. NA.

CC-H033 chr7 107671256 C G LAMB4 EX32 missense NM_007356.2 NP_031382.2 c.4987G>C p.E1663Q | p.Glu1663Gln TCTxAAG - 22798 77 1 1.20% 98 11 10% NA. NA.

CC-H033 chr7 123593843 C G SPAM1 EX3 missense NM_003117.4 NP_003108.2 c.219C>G p.F73L | p.Phe73Leu CTTxTCT + 6677 70 1 1.40% 69 18 20.60% NA. NA.

CC-H033 chr7 148701229 C G PDIA4 EX10E missense NM_004911.4 NP_004902.1 c.1595G>C p.G532A | p.Gly532Ala TTTxCCA - 9601 63 1 1.50% 87 7 7.40% NA. NA.

CC-H033 chr8 141569570 C G EIF2C2 EX6 missense NM_012154.3 NP_036286.2 c.714G>C p.L238F | p.Leu238Phe ATCxAAA - 27161 86 0 0% 97 10 9.30% NA. NA.

CC-H033 chr9 18777324 G A ADAMTSL1 EX19 missense NM_001040272.5 NP_001035362.3 c.3097G>A p.G1033S | p.Gly1033Ser GGCxGCT + 92949 46 0 0% 64 9 12.30% NA. NA.

CC-H033 chr9 97087939 C G FAM22F EX2 missense NM_017561.1 NP_060031.1 c.294G>C p.Q98H | p.Gln98His GGTxTGT - 54754 178 0 0% 114 22 16.10% NA. NA.

CC-H033 chr9 103348113 G C MURC EX2E missense NM_001018116.1 NP_001018126.1 c.475G>C p.E159Q | p.Glu159Gln GAAxAGG + 347273 55 0 0% 73 8 9.80% NA. NA.

CC-H033 chr9 137300812 G A RXRA EX4 missense NM_002957.4 NP_002948.1 c.457G>A p.E153K | p.Glu153Lys TGCxAGG + 6256 64 0 0% 96 14 12.70% NA. NA.

CC-H033 chr10 26589721 C T GAD2 EX16 missense NM_000818.2 NP_000809.1 c.1589C>T p.A530V | p.Ala530Val TGGxTCC + 2572 98 0 0% 84 6 6.60% NA. NA.

CC-H033 chr10 70404657 G C TET1 EX4 missense NM_030625.2 NP_085128.2 c.2171G>C p.G724A | p.Gly724Ala AAGxAGA + 80312 64 0 0% 65 12 15.50% MS somatic

CC-H033 chr10 73559002 G A CDH23 EX51 missense NM_022124.5 NP_071407.4 c.7189G>A p.D2397N | p.Asp2397Asn AATxACA + 64072 61 0 0% 77 7 8.30% NA. NA.

CC-H033 chr10 73559355 G A CDH23 EX52 missense NM_022124.5 NP_071407.4 c.7331G>A p.G2444E | p.Gly2444Glu ATGxAGA + 64072 36 0 0% 50 6 10.70% NA. NA.

CC-H033 chr10 105971871 G A WDR96 EX5 missense NM_025145.5 NP_079421.5 c.629C>T p.T210M | p.Thr210Met TCCxTTT - 80217 64 0 0% 68 5 6.80% MS somatic

CC-H033 chr10 129909996 C T MKI67 EX11 missense NM_002417.4 NP_002408.3 c.2173G>A p.E725K | p.Glu725Lys TTTxAGT - 4288 53 0 0% 72 6 7.60% NA. NA.

CC-H033 chr11 831266 C T EFCAB4A EX8 nonsense NM_173584.3 NP_775855.3 c.829C>T p.Q277* | p.Gln277* AGTxAGC + 283229 11 0 0% 35 9 20.40% NA. NA.

CC-H033 chr11 102220790 C T BIRC2 EX2 missense NM_001256163.1 NP_001243092.1 c.205C>T p.R69C | p.Arg69Cys GCTxGTG + 329 110 0 0% 113 10 8.10% NA. NA.

CC-H033 chr11 125864819 G C CDON EX13 missense NM_016952.4 NP_058648.4 c.2491C>G p.H831D | p.His831Asp TGTxAGG - 50937 76 0 0% 92 9 8.90% NA. NA.

CC-H033 chr12 27540251 C T ARNTL2 EX7 nonsense NM_020183.4 NP_064568.3 c.655C>T p.Q219* | p.Gln219* GATxAGG + 56938 72 0 0% 22 5 18.50% NA. NA.

CC-H033 chr12 49944000 C G KCNH3 EX10 missense NM_012284.1 NP_036416.1 c.1806C>G p.F602L | p.Phe602Leu CTTxTGC + 23416 23 0 0% 51 6 10.50% NA. NA.

CC-H033 chr12 49959338 C T MCRS1 EX3 missense NM_001012300.1 NP_001012300.1 c.301G>A p.E101K | p.Glu101Lys GTTxACT - 10445 57 0 0% 82 11 11.80% NA. NA.

CC-H033 chr12 56361950 C G CDK2 EX3 missense NM_001798.3 NP_001789.2 c.312C>G p.I104M | p.Ile104Met CATxAAG + 1017 43 0 0% 42 7 14.20% NA. NA.

CC-H033 chr12 74932110 C G ATXN7L3B EX1E missense NM_001136262.1 NP_001129734.1 c.218C>G p.P73R | p.Pro73Arg TCCxGCT + 552889 81 0 0% 80 10 11.10% NA. NA.

CC-H033 chr13 36242654 G C NBEA EX57 missense NM_015678.4 NP_056493.3 c.8748G>C p.Q2916H | p.Gln2916His CCAxAGG + 26960 60 0 0% 61 7 10.20% NA. NA.

CC-H033 chr14 23523395 G C CDH24 EX6 missense NM_022478.3 NP_071923.2 c.927C>G p.I309M | p.Ile309Met GCTxATG - 64403 40 0 0% 53 6 10.10% NA. NA.

CC-H033 chr14 24113660 C G DHRS2 EX7 missense NM_182908.4 NP_878912.1 c.583C>G p.L195V | p.Leu195Val GGTxTCA + 10202 45 0 0% 60 8 11.70% NA. NA.

CC-H033 chr14 76045532 G A FLVCR2 EX1 missense NM_017791.2 NP_060261.2 c.217G>A p.E73K | p.Glu73Lys CCTxAGG + 55640 55 0 0% 67 8 10.60% NA. NA.

CC-H033 chr15 28414784 C T HERC2 EX66 missense NM_004667.5 NP_004658.3 c.10075G>A p.D3359N | p.Asp3359Asn AATxAGC - 8924 80 1 1.20% 71 9 11.20% NA. NA.

CC-H033 chr15 50489823 C G SLC27A2 EX2 nonsense NM_003645.3 NP_003636.2 c.605C>G p.S202* | p.Ser202* TATxAAC + 11001 99 0 0% 86 7 7.50% NA. NA.

CC-H033 chr15 75761249 G A PTPN9 EX13E missense NM_002833.2 NP_002824.1 c.1643C>T p.S548L | p.Ser548Leu CGTxACA - 5780 55 0 0% 57 10 14.90% NA. NA.

CC-H033 chr15 90996443 C A IQGAP1 EX13 nonsense NM_003870.3 NP_003861.1 c.1406C>A p.S469* | p.Ser469* AATxAGG + 8826 49 0 0% 72 7 8.80% NA. NA.

CC-H033 chr16 3639878 G A SLX4 EX12 missense NM_032444.2 NP_115820.2 c.3761C>T p.S1254L | p.Ser1254Leu CACxAGG - 84464 34 1 2.80% 46 8 14.80% NA. NA.

CC-H033 chr16 30941577 G A FBXL19 EX7 missense NM_001099784.2 NP_001093254.2 c.1033G>A p.E345K | p.Glu345Lys GACxAAG + 54620 29 0 0% 62 14 18.40% NA. NA.

CC-H033 chr16 31088189 G A ZNF646 EX2 missense NM_014699.3 NP_055514.3 c.544G>A p.D182N | p.Asp182Asn GAGxATG + 9726 70 0 0% 92 15 14% NA. NA.

CC-H033 chr17 28651907 G C TMIGD1 EX4 missense NM_206832.1 NP_996663.1 c.567C>G p.D189E | p.Asp189Glu GTTxTCA - 388364 86 1 1.10% 107 13 10.80% NA. NA.

CC-H033 chr17 76394430 G A PGS1 EX4 missense NM_024419.3 NP_077733.3 c.509G>A p.R170Q | p.Arg170Gln CACxAGG + 9489 36 0 0% 52 8 13.30% NA. NA.

CC-H033 chr18 2960681 C T LPIN2 EX2 missense NM_014646.2 NP_055461.1 c.158G>A p.G53E | p.Gly53Glu TTTxCAA - 9663 54 0 0% 79 6 7% NA. NA.

CC-H033 chr18 44219685 A T LOXHD1 EX4 missense NM_144612.6 NP_653213.6 c.405T>A p.H135Q | p.His135Gln GAGxTGA - 125336 41 1 2.30% 63 7 10% NA. NA.

CC-H033 chr19 3275930 C A CELF5 EX4 missense NM_021938.3 NP_068757.2 c.471C>A p.F157L | p.Phe157Leu CTTxGGG + 60680 29 0 0% 56 9 13.80% NA. NA.

CC-H033 chr19 11457289 G C CCDC159 EX1 missense NM_001080503.2 NP_001073972.2 c.7G>C p.E3Q | p.Glu3Gln GGAxAGC + 126075 31 0 0% 46 7 13.20% NA. NA.

CC-H033 chr19 17329178 G C USE1 EX6 missense NM_018467.3 NP_060937.1 c.400G>C p.E134Q | p.Glu134Gln CCTxAGA + 55850 41 0 0% 60 10 14.20% NA. NA.

CC-H033 chr19 17722601 C T UNC13A EX42 missense NM_001080421.2 NP_001073890.2 c.4622G>A p.G1541E | p.Gly1541Glu GTTxCTG - 23025 47 0 0% 71 5 6.50% NA. NA.

CC-H033 chr19 35842987 C T FFAR1 EX1E missense NM_005303.2 NP_005294.1 c.533C>T p.S178F | p.Ser178Phe CCTxTGC + 2864 34 1 2.80% 41 6 12.70% NA. NA.

CC-H033 chr19 41223393 C G ITPKC EX1 missense NM_025194.2 NP_079470.1 c.353C>G p.S118C | p.Ser118Cys GGTxCAG + 80271 50 0 0% 72 8 10% NA. NA.

CC-H033 chr19 47424739 C T ARHGAP35 EX1 missense NM_004491.4 NP_004482.4 c.2807C>T p.P936L | p.Pro936Leu ACCxATT + 2909 47 0 0% 61 8 11.50% NA. NA.

CC-H033 chr19 51010948 G C JOSD2 EX3 missense NM_001270639.1 NP_001257568.1 c.155C>G p.P52R | p.Pro52Arg TCTxGGG - 126119 58 0 0% 78 8 9.30% NA. NA.

CC-H033 chr19 52660227 G A ZNF836 EX5E nonsense NM_001102657.1 NP_001096127.1 c.709C>T p.Q237* | p.Gln237* TCTxATG - 162962 69 0 0% 29 7 19.40% NA. NA.

CC-H033 chr19 54667565 G A TMC4 EX8 missense NM_001145303.1 NP_001138775.1 c.1186C>T p.P396S | p.Pro396Ser ACGxAAG - 147798 32 0 0% 78 8 9.30% NA. NA.

CC-H033 chr19 54822822 T C LILRA5 EX5 missense NM_021250.2 NP_067073.1 c.574A>G p.S192G | p.Ser192Gly CACxGGG - 353514 68 1 1.40% 84 10 10.60% NA. NA.

CC-H033 chr19 58385748 G A ZNF814 EX3E missense NM_001144989.1 NP_001138461.1 c.1010C>T p.A337V | p.Ala337Val CTAxCAT - 730051 160 1 0.60% 40 18 31% NA. NA.

CC-H033 chr20 39977473 C T LPIN3 EX4 missense NM_022896.1 NP_075047.1 c.503C>T p.A168V | p.Ala168Val AGGxAGG + 64900 61 0 0% 55 10 15.30% NA. NA.

CC-H033 chr22 42463198 C T NAGA EX4 missense NM_000262.2 NP_000253.1 c.421G>A p.D141N | p.Asp141Asn CATxCTG - 4668 27 0 0% 58 19 24.60% NA. NA.

CC-H033 chr22 43089479 G T A4GALT EX3E missense NM_017436.4 NP_059132.1 c.479C>A p.A160E | p.Ala160Glu GCCxCGT - 53947 57 1 1.70% 84 9 9.60% NA. NA.

CC-H033 chr22 46929959 G A CELSR1 EX1 nonsense NM_014246.1 NP_055061.1 c.3109C>T p.Q1037* | p.Gln1037* TCTxATA - 9620 43 1 2.20% 45 12 21% NA. NA.

CC-H033 chrX 24024311 G C KLHL15 EX3 missense NM_030624.2 NP_085127.2 c.500C>G p.S167C | p.Ser167Cys CTAxACA - 80311 67 1 1.40% 95 6 5.90% NA. NA.

CC-H033 chrX 67293090 G A OPHN1 EX20 missense NM_002547.2 NP_002538.1 c.1738C>T p.R580W | p.Arg580Trp CCCxAGG - 4983 72 0 0% 84 8 8.60% NA. NA.

CC-H034 chr1 62677018 G T L1TD1 EX5E nonsense NM_001164835.1 NP_001158307.1 c.2572G>T p.E858* | p.Glu858* AGAxAAT + 54596 77 0 0% 55 6 9.80% NA. NA.

CC-H034 chr1 75188812 G C CRYZ EX4 missense NM_001130042.1 NP_001123514.1 c.254C>G p.S85C | p.Ser85Cys GCAxATG - 1429 114 0 0% 108 9 7.60% NA. NA.

CC-H034 chr1 92764691 C T RPAP2 EX1 nonsense NM_024813.2 NP_079089.2 c.61C>T p.R21* | p.Arg21* TCTxGAA + 79871 65 1 1.50% 53 12 18.40% NA. NA.

CC-H034 chr1 155491109 C G ASH1L EX2 missense NM_018489.2 NP_060959.2 c.202G>C p.D68H | p.Asp68His CATxAGT - 55870 124 0 0% 93 8 7.90% NA. NA.

CC-H034 chr3 49753049 C T RNF123 EX32 missense NM_022064.3 NP_071347.2 c.3052C>T p.L1018F | p.Leu1018Phe GACxTCC + 63891 77 0 0% 46 5 9.80% NA. NA.

CC-H034 chr4 146071986 T C OTUD4 EX12 missense NM_001102653.1 NP_001096123.1 c.845A>G p.K282R | p.Lys282Arg GGTxTTT - 54726 151 0 0% 87 12 12.10% NA. NA.

CC-H034 chr5 74017577 G C GFM2 EX21E nonsense NM_032380.3 NP_115756.2 c.2243C>G p.S748* | p.Ser748* CCTxATG - 84340 100 1 0.90% 81 10 10.90% NA. NA.

CC-H034 chr5 156738687 G C CYFIP2 EX11 missense NM_001037332.2 NP_001032409.2 c.1008G>C p.Q336H | p.Gln336His CCAxAGC + 26999 116 0 0% 76 12 13.60% NA. NA.

CC-H034 chr6 33766941 C T MLN EX3 missense NM_002418.2 NP_002409.1 c.175G>A p.E59K | p.Glu59Lys CCTxCCC - 4295 54 1 1.80% 54 13 19.40% NA. NA.

CC-H034 chr6 51618071 G T PKHD1 EX57 missense NM_138694.3 NP_619639.3 c.8878C>A p.Q2960K | p.Gln2960Lys GCTxAAT - 5314 93 1 1% 78 16 17% NA. NA.

CC-H034 chr7 151664403 C G GALNTL5 EX2 missense NM_145292.3 NP_660335.2 c.72C>G p.F24L | p.Phe24Leu ATTxATA + 168391 121 1 0.80% 83 6 6.70% NA. NA.

CC-H034 chr8 42329701 T C SLC20A2 EX2 missense NM_006749.4 NP_006740.1 c.208A>G p.I70V | p.Ile70Val GAAxGGT - 6575 75 1 1.30% 59 6 9.20% NA. NA.

CC-H034 chr8 119945314 C T TNFRSF11B EX2 missense NM_002546.3 NP_002537.3 c.256G>A p.V86M | p.Val86Met ACAxGGG - 4982 51 1 1.90% 66 13 16.40% NA. NA.

CC-H034 chr10 48390118 C T RBP3 EX1 missense NM_002900.2 NP_002891.1 c.760G>A p.V254M | p.Val254Met CCAxGAT - 5949 23 0 0% 17 6 26% NA. NA.

CC-H034 chr10 105215219 C T CALHM1 EX2E missense NM_001001412.3 NP_001001412.3 c.841G>A p.D281N | p.Asp281Asn CATxGGG - 255022 67 0 0% 47 8 14.50% NA. NA.

CC-H034 chr11 118344428 G C MLL EX3 missense NM_005933.3 NP_005924.2 c.2554G>C p.D852H | p.Asp852His AAAxACA + 4297 78 0 0% 60 6 9% NA. NA.

CC-H034 chr12 11461742 C T PRB4 EX3 missense NM_002723.4 NP_002714.2 c.175G>A p.G59R | p.Gly59Arg GTCxTTG - 5545 97 1 1% 85 6 6.50% NA. NA.

CC-H034 chr12 54960870 C T PDE1B EX3 missense NM_000924.3 NP_000915.1 c.226C>T p.R76W | p.Arg76Trp ACAxGGT + 5153 63 1 1.50% 46 5 9.80% NA. NA.

CC-H034 chr14 27066546 G T NOVA1 EX1 missense NM_002515.2 NP_002506.2 c.97C>A p.P33T | p.Pro33Thr GGGxGGC - 4857 138 1 0.70% 106 9 7.80% NA. NA.

CC-H034 chr14 64687235 G C SYNE2 EX111 missense NM_182914.2 NP_878918.2 c.19941G>C p.E6647D | p.Glu6647Asp CGAxAGC + 23224 73 1 1.30% 51 14 21.50% NA. NA.

CC-H034 chr16 24583713 A C RBBP6 EX18E missense NM_006910.4 NP_008841.2 c.5326A>C p.K1776Q | p.Lys1776Gln GATxAAG + 5930 72 0 0% 66 8 10.80% NA. NA.

CC-H034 chr16 30129474 A G MAPK3 EX4 missense NM_002746.2 NP_002737.2 c.554T>C p.F185S | p.Phe185Ser CCGxAAT - 5595 40 0 0% 33 6 15.30% NA. NA.

CC-H034 chr16 30998281 C T HSD3B7 EX6 missense NM_025193.3 NP_079469.2 c.652C>T p.R218W | p.Arg218Trp TTCxGGG + 80270 65 0 0% 36 10 21.70% NA. NA.

CC-H034 chr16 81183307 T G PKD1L2 EX28 missense NM_052892.3 NP_443124.3 c.4741A>C p.K1581Q | p.Lys1581Gln TCTxTTG - 114780 45 0 0% 42 5 10.60% NA. NA.

CC-H034 chr16 89662905 C T CPNE7 EX17E missense NM_014427.4 NP_055242.1 c.1778C>T p.A593V | p.Ala593Val CGGxGCT + 27132 76 1 1.20% 73 5 6.40% NA. NA.

CC-H034 chr17 37667784 G A CDK12 EX8 missense NM_016507.2 NP_057591.2 c.2669G>A p.R890H | p.Arg890His GTCxCCC + 51755 37 1 2.60% 42 6 12.50% sanger somatic

CC-H034 chr17 43227007 G C HEXIM1 EX1E missense NM_006460.2 NP_006451.1 c.450G>C p.K150N | p.Lys150Asn GAAxAAA + 10614 67 0 0% 50 6 10.70% NA. NA.

CC-H034 chr17 74017554 G T EVPL EX9 missense NM_001988.2 NP_001979.2 c.1006C>A p.R336S | p.Arg336Ser GGCxGTA - 2125 29 0 0% 20 6 23% NA. NA.

CC-H034 chr19 5893155 C T NDUFA11 EX4E missense NM_001193375.1 NP_001180304.1 c.460G>A p.E154K | p.Glu154Lys CTTxGAG - 126328 47 1 2% 45 5 10% NA. NA.

CC-H034 chr19 18971639 G A UPF1 EX17 missense NM_002911.3 NP_002902.2 c.2305G>A p.E769K | p.Glu769Lys ACCxAGG + 5976 80 1 1.20% 69 5 6.70% NA. NA.

CC-H034 chr20 56918773 G C RAB22A IVS2 splice-3 NM_020673.2 NP_065724.1 c.117-1G>C . ATAxGGC + 57403 90 1 1% 63 5 7.30% NA. NA.

CC-H034 chr19 12995805 C +GGGGG KLF1 EX3E frameshift NM_006563.3 NP_006554.1c.980C[3>8] (std: c.980C[8] alt: c.982_983insCCCCC )p.R328Pfs*33 | p.Arg328Profs*33GC.GG - 10661 104 0 0% 70 6 7.89% NA. NA.

CC-H035 chr1 3417762 C T MEGF6 EX19 missense NM_001409.3 NP_001400.3 c.2425G>A p.V809I | p.Val809Ile CGAxGAA - 1953 76 0 0% 41 26 38.80% NA. NA.

CC-H035 chr1 11897465 G A CLCN6 EX20 missense NM_001286.3 NP_001277.1 c.2204G>A p.R735Q | p.Arg735Gln AGCxGTT + 1185 104 0 0% 50 33 39.70% NA. NA.

CC-H035 chr1 155162002 G A MUC1 EX2 missense NM_002456.5 NP_002447.4 c.131C>T p.S44L | p.Ser44Leu ACTxAAC - 4582 122 0 0% 72 57 44.10% NA. NA.

CC-H035 chr1 207651245 C T CR2 EX16 missense NM_001006658.2 NP_001006659.1 c.2918C>T p.S973L | p.Ser973Leu GCTxACC + 1380 123 0 0% 68 42 38.10% NA. NA.

CC-H035 chr1 228033185 G A PRSS38 EX4 missense NM_183062.2 NP_898885.1 c.598G>A p.E200K | p.Glu200Lys GACxAGC + 339501 113 0 0% 65 44 40.30% NA. NA.

CC-H035 chr2 46707812 G A TMEM247 EX2 missense NM_001145051.2 NP_001138523.1 c.386G>A p.R129Q | p.Arg129Gln AGCxGCA + 388946 142 0 0% 102 7 6.40% NA. NA.

CC-H035 chr2 230650559 G A TRIP12 EX33 nonsense NM_004238.1 NP_004229.1 c.4783C>T p.R1595* | p.Arg1595* CTCxGTT - 9320 81 0 0% 9 39 81.20% NA. NA.

CC-H035 chr3 10219599 C T IRAK2 EX2 missense NM_001570.3 NP_001561.3 c.172C>T p.R58W | p.Arg58Trp ACGxGGG + 3656 149 0 0% 67 48 41.70% NA. NA.

CC-H035 chr3 36484901 C T STAC EX2 missense NM_003149.1 NP_003140.1 c.157C>T p.R53W | p.Arg53Trp TTAxGGA + 6769 74 0 0% 42 22 34.30% NA. NA.

CC-H035 chr3 39185789 G A CSRNP1 EX4 missense NM_033027.3 NP_149016.2 c.619C>T p.R207C | p.Arg207Cys GACxTCG - 64651 139 0 0% 78 53 40.40% NA. NA.

CC-H035 chr3 51183990 C G DOCK3 EX10 missense NM_004947.4 NP_004938.1 c.757C>G p.L253V | p.Leu253Val TTTxTGG + 1795 203 1 0.40% 93 60 39.20% NA. NA.

CC-H035 chr3 52643833 G A PBRM1 EX17 missense NM_018313.4 NP_060783.3 c.2063C>T p.P688L | p.Pro688Leu GAGxGAA - 55193 38 0 0% 34 21 38.10% NA. NA.

CC-H035 chr3 172241168 T C TNFSF10 EX1 missense NM_003810.3 NP_003801.1 c.7A>G p.M3V | p.Met3Val TCAxAGC - 8743 55 0 0% 77 22 22.20% NA. NA.

CC-H035 chr4 96171670 C T UNC5C EX5 missense NM_003728.3 NP_003719.3 c.743G>A p.R248K | p.Arg248Lys TTCxTCT - 8633 125 1 0.70% 14 77 84.60% NA. NA.

CC-H035 chr4 153249385 G A FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1393C>T p.R465C | p.Arg465Cys AACxCAC - 55294 116 1 0.80% 16 122 88.40% NA. NA.

CC-H035 chr5 118506141 C G DMXL1 EX24 missense NM_005509.4 NP_005500.4 c.5655C>G p.I1885M | p.Ile1885Met CATxAAG + 1657 122 1 0.80% 69 58 45.60% NA. NA.

CC-H035 chr5 122506798 G A PRDM6 EX6 missense NM_001136239.1 NP_001129711.1 c.1492G>A p.D498N | p.Asp498Asn CCCxACA + 93166 67 0 0% 25 31 55.30% NA. NA.

CC-H035 chr5 132038252 C G KIF3A EX12 missense NM_007054.5 NP_008985.3 c.1675G>C p.E559Q | p.Glu559Gln CCTxTGA - 11127 76 0 0% 34 37 52.10% NA. NA.

CC-H035 chr5 137496618 C T BRD8 EX18 missense NM_139199.1 NP_631938.1 c.2389G>A p.A797T | p.Ala797Thr CTGxCAT - 10902 96 0 0% 55 34 38.20% NA. NA.

CC-H035 chr5 150275474 C G ZNF300 EX7E missense NM_001172831.1 NP_001166302.1 c.1375G>C p.E459Q | p.Glu459Gln CCTxACA - 91975 125 0 0% 78 54 40.90% NA. NA.

CC-H035 chr5 168093667 C T SLIT3 EX36E missense NM_003062.2 NP_003053.1 c.4364G>A p.R1455Q | p.Arg1455Gln TCTxGGA - 6586 76 1 1.20% 54 35 39.30% NA. NA.

CC-H035 chr6 72962502 G A RIMS1 EX16 missense NM_014989.5 NP_055804.2 c.2737G>A p.E913K | p.Glu913Lys TATxAGG + 22999 124 0 0% 80 47 37% NA. NA.

CC-H035 chr6 83904189 G T RWDD2A EX2 nonsense NM_033411.3 NP_219479.2 c.19G>T p.E7* | p.Glu7* AAAxAAA + 112611 88 1 1.10% 46 30 39.40% NA. NA.

CC-H035 chr6 166743709 G C SFT2D1 EX2 missense NM_145169.1 NP_660152.1 c.90C>G p.F30L | p.Phe30Leu GTTxAAA - 113402 53 0 0% 30 19 38.70% NA. NA.

CC-H035 chr7 31862853 G T PDE1C EX15 missense NM_001191058.1 NP_001177987.1 c.1596C>A p.S532R | p.Ser532Arg GATxCTA - 5137 48 0 0% 30 22 42.30% NA. NA.

CC-H035 chr7 31862854 C A PDE1C EX15 missense NM_001191058.1 NP_001177987.1 c.1595G>T p.S532I | p.Ser532Ile ATGxTAT - 5137 47 0 0% 30 20 40% NA. NA.

CC-H035 chr7 122337916 C T RNF133 EX1E missense NM_139175.1 NP_631914.1 c.1057G>A p.E353K | p.Glu353Lys CCTxCAC - 168433 86 0 0% 48 41 46% NA. NA.

CC-H035 chr8 145634401 C A CPSF1 EX2 nonsense NM_013291.2 NP_037423.2 c.142G>T p.E48* | p.Glu48* CCTxGGC - 29894 78 0 0% 44 42 48.80% NA. NA.

CC-H035 chr9 13223624 C G MPDZ EX5 missense NM_003829.4 NP_003820.2 c.479G>C p.R160T | p.Arg160Thr CCTxTGT - 8777 130 0 0% 85 55 39.20% NA. NA.

CC-H035 chr9 135545476 G A DDX31 EX1 missense NM_022779.7 NP_073616.6 c.161C>T p.S54F | p.Ser54Phe GGGxACG - 64794 49 0 0% 21 13 38.20% NA. NA.

CC-H035 chr9 136595251 C T SARDH EX5 missense NM_007101.3 NP_009032.2 c.749G>A p.R250Q | p.Arg250Gln CGCxGCA - 1757 123 0 0% 69 46 40% NA. NA.

CC-H035 chr10 69750930 G C HERC4 EX12 missense NM_022079.2 NP_071362.1 c.1298C>G p.S433C | p.Ser433Cys CCAxAGG - 26091 322 1 0.30% 161 122 43.10% NA. NA.

CC-H035 chr10 72136211 G C LRRC20 EX2 missense NM_207119.1 NP_997002.1 c.79C>G p.L27V | p.Leu27Val CCAxAGT - 55222 45 0 0% 20 18 47.30% NA. NA.

CC-H035 chr10 97174294 C T SORBS1 EX7 missense NM_001034954.1 NP_001030126.1 c.767G>A p.R256H | p.Arg256His CTGxGGA - 10580 118 0 0% 60 54 47.30% NA. NA.



CC-H035 chr10 101552021 G A ABCC2 EX3 missense NM_000392.3 NP_000383.1 c.238G>A p.A80T | p.Ala80Thr GCAxCCA + 1244 95 0 0% 65 47 41.90% NA. NA.

CC-H035 chr11 33583279 C A KIAA1549L EX7 missense NM_012194.2 NP_036326.2 c.3185C>A p.T1062K | p.Thr1062Lys TTAxAGG + 25758 124 1 0.80% 71 62 46.60% Sanger somatic

CC-H035 chr11 65064737 C G POLA2 EX18E missense NM_002689.2 NP_002680.2 c.1794C>G p.I598M | p.Ile598Met GATxTGA + 23649 63 0 0% 28 17 37.70% NA. NA.

CC-H035 chr12 2795380 G A CACNA1C EX47 missense NM_001129827.1 NP_001123299.1 c.5873G>A p.R1958Q | p.Arg1958Gln ACCxAGG + 775 139 0 0% 68 63 48% NA. NA.

CC-H035 chr12 124950777 G C NCOR2 EX7 missense NM_006312.5 NP_006303.4 c.647C>G p.P216R | p.Pro216Arg GGCxGTG - 9612 198 0 0% 27 107 79.80% NA. NA.

CC-H035 chr13 73637992 A G KLF5 EX3 missense NM_001730.3 NP_001721.2 c.1166A>G p.H389R | p.His389Arg CTCxTTT + 688 96 0 0% 41 27 39.70% NA. NA.

CC-H035 chr14 31582594 G C HECTD1 EX33 missense NM_015382.2 NP_056197.2 c.5953C>G p.Q1985E | p.Gln1985Glu CCTxAGG - 25831 131 1 0.70% 82 72 46.70% NA. NA.

CC-H035 chr14 90499540 G A TDP1 EX16 missense NM_018319.3 NP_060789.2 c.1735G>A p.E579K | p.Glu579Lys CCAxAAC + 55775 129 0 0% 75 60 44.40% NA. NA.

CC-H035 chr15 40457392 G C BUB1B EX2 missense NM_001211.5 NP_001202.4 c.174G>C p.Q58H | p.Gln58His GCAxAAA + 701 130 0 0% 78 61 43.80% NA. NA.

CC-H035 chr15 41794609 G A ITPKA EX5 missense NM_002220.2 NP_002211.1 c.1018G>A p.G340S | p.Gly340Ser GACxGCT + 3706 53 0 0% 22 17 43.50% NA. NA.

CC-H035 chr15 81593734 G A IL16 EX15 missense NM_001172128.1 NP_001165599.1 c.3199G>A p.D1067N | p.Asp1067Asn GAAxACG + 3603 84 0 0% 44 40 47.60% NA. NA.

CC-H035 chr16 66820130 G C CCDC79 EX7 missense NM_001136505.1 NP_001129977.1 c.459C>G p.F153L | p.Phe153Leu CCTxAAT - 283847 263 0 0% 147 106 41.80% NA. NA.

CC-H035 chr16 71012876 C T HYDIN EX30 missense NM_001270974.1 NP_001257903.1 c.4579G>A p.E1527K | p.Glu1527Lys TTTxACA - 54768 160 1 0.60% 124 32 20.50% NA. NA.

CC-H035 chr17 1612863 G A TLCD2 EX3 missense NM_001164407.1 NP_001157879.1 c.272C>T p.A91V | p.Ala91Val TCTxCCA - 727910 47 0 0% 27 10 27% NA. NA.

CC-H035 chr17 29855478 G T RAB11FIP4 EX12 nonsense NM_032932.3 NP_116321.2 c.1411G>T p.E471* | p.Glu471* GATxAGA + 84440 77 0 0% 48 41 46% NA. NA.

CC-H035 chr18 47799319 C T MBD1 EX14 missense NM_001204139.1 NP_001191068.1 c.1591G>A p.D531N | p.Asp531Asn GGTxTAC - 4152 80 0 0% 52 28 35% NA. NA.

CC-H035 chr18 72180841 G A CNDP2 EX8 missense NM_018235.2 NP_060705.2 c.790G>A p.E264K | p.Glu264Lys AACxAGG + 55748 102 1 0.90% 58 34 36.90% NA. NA.

CC-H035 chr19 9453661 C G ZNF559 EX6E missense NM_001202406.1 NP_001189335.1 c.1726C>G p.L576V | p.Leu576Val CATxTAA + 84527 153 0 0% 89 60 40.20% NA. NA.

CC-H035 chr19 11625018 G A ECSIT EX3 missense NM_016581.4 NP_057665.2 c.115C>T p.R39W | p.Arg39Trp CCCxAGG - 51295 90 1 1% 64 53 45.20% NA. NA.

CC-H035 chr19 33414403 C G CEP89 EX12 missense NM_032816.3 NP_116205.3 c.1210G>C p.E404Q | p.Glu404Gln TTTxTTT - 84902 127 0 0% 163 50 23.40% NA. NA.

CC-H035 chr19 33628668 C T WDR88 EX2 missense NM_173479.3 NP_775750.3 c.362C>T p.S121F | p.Ser121Phe GCTxCTA + 126248 99 0 0% 94 33 25.90% NA. NA.

CC-H035 chr19 48953702 C T GRWD1 EX4 nonsense NM_031485.3 NP_113673.3 c.601C>T p.Q201* | p.Gln201* GAGxAGG + 83743 264 1 0.30% 310 95 23.40% NA. NA.

CC-H035 chr22 38247477 C G EIF3L EX3 missense NM_016091.3 NP_057175.1 c.273C>G p.I91M | p.Ile91Met GATxCAG + 51386 114 0 0% 17 80 82.40% NA. NA.

CC-H035 chr22 41565529 G A EP300 EX26 missense NM_001429.3 NP_001420.2 c.4195G>A p.D1399N | p.Asp1399Asn CTCxATA + 2033 64 0 0% 5 55 91.60% NA. NA.

CC-H035 chrX 41205842 C T DDX3X EX14 missense NM_001356.3 NP_001347.3 c.1582C>T p.R528C | p.Arg528Cys CATxGTA + 1654 170 0 0% 143 51 26.20% NA. NA.

CC-H035 chrX 54319339 C G WNK3 EX10 missense NM_020922.4 NP_065973.2 c.2019G>C p.Q673H | p.Gln673His CTTxTGA - 65267 170 1 0.50% 139 84 37.60% NA. NA.

CC-H035 chr7 151875096 C . MLL3 IVS37 splice-3 NM_170606.2 NP_733751.2 c.7443-2delA . TC.TT - 58508 60 0 0% 26 18 40.91% Sanger No mutation

CC-H036 chr1 12186058 A G TNFRSF8 EX11 missense NM_001243.3 NP_001234.2 c.1204A>G p.S402G | p.Ser402Gly TCCxGCG + 943 88 0 0% 87 7 7.40% NA. NA.

CC-H036 chr1 16260330 G T SPEN EX11 missense NM_015001.2 NP_055816.2 c.7595G>T p.S2532I | p.Ser2532Ile CCAxCAC + 23013 85 1 1.10% 81 5 5.80% Sanger No mutation

CC-H036 chr1 25889630 C T LDLRAP1 EX6 missense NM_015627.2 NP_056442.2 c.602C>T p.P201L | p.Pro201Leu CCCxCTC + 26119 186 0 0% 84 24 22.20% NA. NA.

CC-H036 chr1 160062929 C A IGSF8 EX5 missense NM_001206665.2 NP_001193594.1 c.1097G>T p.G366V | p.Gly366Val ACAxCCT - 93185 97 0 0% 95 29 23.30% NA. NA.

CC-H036 chr2 27164929 G A DPYSL5 EX10 missense NM_020134.3 NP_064519.2 c.1201G>A p.D401N | p.Asp401Asn GCTxATG + 56896 114 0 0% 76 19 20% NA. NA.

CC-H036 chr2 170010985 T C LRP2 EX66 missense NM_004525.2 NP_004516.2 c.12280A>G p.K4094E | p.Lys4094Glu CCTxGGG - 4036 177 1 0.50% 123 7 5.30% NA. NA.

CC-H036 chr2 198495877 C G RFTN2 EX5 missense NM_144629.2 NP_653230.2 c.786G>C p.Q262H | p.Gln262His TTCxTGA - 130132 83 0 0% 47 8 14.50% NA. NA.

CC-H036 chr2 232577559 T C PTMA EX5E stop-loss NM_001099285.1 NP_001092755.1 c.334T>C p.*112Qfs*? | p.*112Glnfs*?GACxAGA + 5757 138 0 0% 52 5 8.70% NA. NA.

CC-H036 chr3 124456742 G C UMPS EX3 missense NM_000373.3 NP_000364.1 c.638G>C p.G213A | p.Gly213Ala ATGxTTC + 7372 64 0 0% 84 12 12.50% NA. NA.

CC-H036 chr3 128205654 G A GATA2 EX2 missense NM_032638.4 NP_116027.2 c.221C>T p.P74L | p.Pro74Leu GCGxGGC - 2624 134 0 0% 106 38 26.30% NA. NA.

CC-H036 chr3 136183723 T G STAG1 EX13 missense NM_005862.2 NP_005853.2 c.1313A>C p.K438T | p.Lys438Thr CACxTTT - 10274 124 1 0.80% 109 59 35.10% NA. NA.

CC-H036 chr3 142503559 C G TRPC1 EX7 missense NM_001251845.1 NP_001238774.1 c.974C>G p.S325C | p.Ser325Cys AGTxTAA + 7220 104 0 0% 71 50 41.30% NA. NA.

CC-H036 chr4 39293316 G C RFC1 EX23 missense NM_001204747.1 NP_001191676.1 c.3114C>G p.I1038M | p.Ile1038Met CATxATA - 5981 104 0 0% 42 17 28.80% NA. NA.

CC-H036 chr4 55979558 C T KDR EX7 missense NM_002253.2 NP_002244.1 c.889G>A p.V297I | p.Val297Ile TTAxACC - 3791 159 1 0.60% 109 6 5.20% NA. NA.

CC-H036 chr4 88904037 G A SPP1 EX8E missense NM_001251830.1 NP_001238759.1 c.973G>A p.E325K | p.Glu325Lys TCTxAGG + 6696 61 0 0% 19 11 36.60% NA. NA.

CC-H036 chr5 50683440 G A ISL1 EX3 missense NM_002202.2 NP_002193.2 c.335G>A p.R112H | p.Arg112His GCCxCCA + 3670 60 0 0% 45 23 33.80% NA. NA.

CC-H036 chr5 134910341 G A CXCL14 EX3 nonsense NM_004887.4 NP_004878.2 c.241C>T p.Q81* | p.Gln81* CCTxACC - 9547 119 0 0% 76 34 30.90% NA. NA.

CC-H036 chr5 140783828 C G PCDHGA9 EX1 missense NM_018921.2 NP_061744.1 c.1309C>G p.H437D | p.His437Asp ATTxACA + 56107 80 0 0% 36 12 25% NA. NA.

CC-H036 chr5 162901208 G C HMMR EX10 missense NM_001142556.1 NP_001136028.1 c.1050G>C p.E350D | p.Glu350Asp AGAxAAA + 3161 54 0 0% 49 14 22.20% NA. NA.

CC-H036 chr5 180551938 G A OR2V1 EX1E missense NM_001258283.1 NP_001245212.1 c.367C>T p.R123C | p.Arg123Cys AGCxGTC - 26693 135 0 0% 85 37 30.30% NA. NA.

CC-H036 chr6 29912276 G C HLA-A IVS4 splice-3 NM_001242758.1 NP_001229687.1 c.896-1G>C . CCAxAGC + 3105 620 0 0% 383 109 22.10% NA. NA.

CC-H036 chr6 32178570 C T NOTCH4 EX18 missense NM_004557.3 NP_004548.3 c.2824G>A p.G942R | p.Gly942Arg CCCxGTT - 4855 83 0 0% 86 7 7.50% NA. NA.

CC-H036 chr6 41739139 C G FRS3 EX7E missense NM_006653.3 NP_006644.1 c.697G>C p.V233L | p.Val233Leu ACAxCTG - 10817 131 0 0% 70 26 27% NA. NA.

CC-H036 chr6 112382313 G T WISP3 EX3 missense NM_003880.3 NP_003871.1 c.168G>T p.Q56H | p.Gln56His TCAxCAG + 8838 105 0 0% 74 7 8.60% NA. NA.

CC-H036 chr6 147006935 G A ADGB EX10 missense NM_024694.3 NP_078970.3 c.1282G>A p.E428K | p.Glu428Lys TTTxAAA + 79747 76 1 1.20% 38 22 36.60% NA. NA.

CC-H036 chr7 55266511 C T EGFR EX23 nonsense NM_005228.3 NP_005219.2 c.2803C>T p.Q935* | p.Gln935* CCTxAGC + 1956 105 0 0% 66 18 21.40% NA. NA.

CC-H036 chr7 88956766 G C ZNF804B EX3 missense NM_181646.2 NP_857597.1 c.358G>C p.E120Q | p.Glu120Gln GCTxAGT + 219578 165 1 0.60% 93 37 28.40% NA. NA.

CC-H036 chr7 99773899 G A GPC2 EX2 nonsense NM_152742.1 NP_689955.1 c.256C>T p.R86* | p.Arg86* CTCxGAA - 221914 74 0 0% 47 17 26.50% NA. NA.

CC-H036 chr7 129856240 C T C7orf45 EX3E missense NM_145268.3 NP_660311.1 c.665C>T p.P222L | p.Pro222Leu CACxGCC + 136263 80 0 0% 37 19 33.90% NA. NA.

CC-H036 chr7 151859683 G A MLL3 EX43 missense NM_170606.2 NP_733751.2 c.10979C>T p.S3660L | p.Ser3660Leu ACCxACT - 58508 63 0 0% 53 5 8.60% Sanger somatic

CC-H036 chr8 25198491 C T DOCK5 EX23 missense NM_024940.6 NP_079216.4 c.2426C>T p.A809V | p.Ala809Val AAGxCGT + 80005 102 0 0% 72 6 7.60% NA. NA.

CC-H036 chr9 72520907 G T C9orf135 EX6E missense NM_001010940.1 NP_001010940.1 c.545G>T p.R182I | p.Arg182Ile ACAxAAA + 138255 114 0 0% 60 19 24% NA. NA.

CC-H036 chr9 98678634 G C ERCC6L2 EX6 missense NM_001010895.2 NP_001010895.1 c.1109G>C p.R370T | p.Arg370Thr AAAxACT + 375748 124 1 0.80% 66 31 31.90% NA. NA.

CC-H036 chr9 131504894 C T ZER1 EX9 missense NM_006336.2 NP_006327.2 c.1490G>A p.R497Q | p.Arg497Gln ATCxGCT - 10444 48 0 0% 34 15 30.60% NA. NA.

CC-H036 chr10 70992660 G A HKDC1 EX3 missense NM_025130.3 NP_079406.3 c.367G>A p.G123S | p.Gly123Ser AACxGCA + 80201 95 0 0% 60 17 22% NA. NA.

CC-H036 chr10 76735198 G A KAT6B EX8 missense NM_012330.3 NP_036462.2 c.1103G>A p.G368E | p.Gly368Glu CAGxAAG + 23522 127 0 0% 74 21 22.10% NA. NA.

CC-H036 chr10 101934027 C T ERLIN1 EX6 missense NM_006459.3 NP_006450.2 c.442G>A p.E148K | p.Glu148Lys TTTxATC - 10613 91 0 0% 64 20 23.80% NA. NA.

CC-H036 chr11 123900523 C G OR10G8 EX1E missense NM_001004464.1 NP_001004464.1 c.194C>G p.S65W | p.Ser65Trp TGTxGTT + 219869 236 0 0% 83 54 39.40% NA. NA.

CC-H036 chr12 1005427 C T WNK1 EX24 missense NM_213655.4 NP_998820.3 c.6530C>T p.A2177V | p.Ala2177Val GTGxCCA + 65125 140 0 0% 65 17 20.70% NA. NA.

CC-H036 chr12 20799730 C T PDE3A EX12 missense NM_000921.4 NP_000912.3 c.2411C>T p.S804L | p.Ser804Leu TCTxAAA + 5139 85 0 0% 46 22 32.30% NA. NA.

CC-H036 chr12 108043040 G C BTBD11 EX15 missense NM_001018072.1 NP_001018082.1 c.2980G>C p.E994Q | p.Glu994Gln AATxAGA + 121551 102 0 0% 39 23 37% NA. NA.

CC-H036 chr13 25009297 G T PARP4 EX31 missense NM_006437.3 NP_006428.2 c.3982C>A p.P1328T | p.Pro1328Thr GGGxAAG - 143 131 0 0% 108 8 6.80% NA. NA.

CC-H036 chr13 42142415 C T VWA8 EX45E missense NM_015058.1 NP_055873.1 c.5636G>A p.R1879Q | p.Arg1879Gln GACxGAC - 23078 119 1 0.80% 67 23 25.50% NA. NA.

CC-H036 chr16 89620328 G A SPG7 EX15 missense NM_003119.2 NP_003110.1 c.2063G>A p.R688Q | p.Arg688Gln GGCxGCG + 6687 47 0 0% 28 5 15.10% NA. NA.

CC-H036 chr17 7579472 G C TP53 EX4 missense NM_000546.5 NP_000537.3 c.215C>G p.P72R | p.Pro72Arg ACGxGGG - 7157 97 0 0% 67 6 8.20% NA. NA.

CC-H036 chr19 9063345 G C MUC16 EX3 nonsense NM_024690.2 NP_078966.2 c.24101C>G p.S8034* | p.Ser8034* ACTxAGG - 94025 150 0 0% 71 26 26.80% NA. NA.

CC-H036 chr19 9063526 G C MUC16 EX3 missense NM_024690.2 NP_078966.2 c.23920C>G p.L7974V | p.Leu7974Val TCAxAGA - 94025 111 0 0% 52 19 26.70% NA. NA.

CC-H036 chr19 17476465 C G PLVAP EX3 missense NM_031310.1 NP_112600.1 c.809G>C p.R270T | p.Arg270Thr GCTxTGC - 83483 79 0 0% 25 19 43.10% NA. NA.

CC-H036 chr19 31039906 C T ZNF536 EX4 missense NM_014717.1 NP_055532.1 c.3380C>T p.S1127F | p.Ser1127Phe CCTxCAG + 9745 83 0 0% 45 21 31.80% NA. NA.

CC-H036 chr21 34614255 T G IFNAR2 EX2 missense NM_207585.1 NP_997468.1 c.28T>G p.F10V | p.Phe10Val ATCxTCA + 3455 72 0 0% 65 5 7.10% NA. NA.

CC-H036 chr21 37507501 G A CBR3 EX1 missense NM_001236.3 NP_001227.1 c.11G>A p.C4Y | p.Cys4Tyr CCTxCAG + 874 50 0 0% 28 6 17.60% NA. NA.

CC-H036 chr22 25424202 C G KIAA1671 EX1 missense NM_001145206.1 NP_001138678.1 c.236C>G p.S79C | p.Ser79Cys AATxTCC + 85379 193 0 0% 125 29 18.80% NA. NA.

CC-H036 chrX 64719082 C T ZC3H12B EX3 missense NM_001010888.3 NP_001010888.3 c.952C>T p.R318W | p.Arg318Trp GAGxGGT + 340554 140 1 0.70% 52 21 28.70% NA. NA.

CC-H036 chrX 129058938 G A UTP14A EX12 missense NM_006649.3 NP_006640.2 c.1516G>A p.E506K | p.Glu506Lys CCAxAGA + 10813 193 0 0% 105 41 28% NA. NA.

CC-H036 chr1 235506044 T-AGTAAAACACTTA GGPS1 EX4E frameshift NM_001037277.1 NP_001032354.1c.866_878delAACACTTAAGTAAp.K289Rfs*22 | p.Lys289Argfs*22TT.AG + 9453 151 0 0% 54 27 33.33% NA. NA.

CC-H036 chr7 18630090 C +A HDAC9 EX4 frameshift NM_178423.1 NP_848510.1c.388A[3>4] (std: c.390dupA alt: c.390_391insA )p.D131Rfs*2 | p.Asp131Argfs*2GC.AA + 9734 124 0 0% 102 25 19.69% NA. NA.

CC-H037 chr1 8421937 C T RERE IVS17 splice-3 NM_012102.3 NP_036234.3 c.1903-1G>A . CTTxTGC - 473 54 0 0% 62 8 11.40% NA. NA.

CC-H037 chr1 16464827 C T EPHA2 EX4 missense NM_004431.3 NP_004422.2 c.922G>A p.E308K | p.Glu308Lys ACTxGCA - 1969 71 0 0% 71 8 10.10% NA. NA.

CC-H037 chr1 55059633 C T ACOT11 EX5 missense NM_015547.3 NP_056362.1 c.392C>T p.S131L | p.Ser131Leu CCTxGGA + 26027 47 0 0% 70 8 10.20% NA. NA.

CC-H037 chr1 94000343 A C FNBP1L EX9 missense NM_001164473.2 NP_001157945.1 c.868A>C p.I290L | p.Ile290Leu CATxTAT + 54874 66 0 0% 66 9 12% NA. NA.

CC-H037 chr1 158224952 C T CD1A EX2 missense NM_001763.2 NP_001754.2 c.137C>T p.S46L | p.Ser46Leu TCTxAGG + 909 66 0 0% 73 9 10.90% NA. NA.

CC-H037 chr1 159923311 C G SLAMF9 EX2 missense NM_033438.3 NP_254273.2 c.179G>C p.S60T | p.Ser60Thr AGAxTTT - 89886 70 0 0% 97 6 5.80% NA. NA.

CC-H037 chr1 236902795 G A ACTN2 EX10 missense NM_001103.2 NP_001094.1 c.1070G>A p.R357H | p.Arg357His ACCxTCC + 88 57 0 0% 71 7 8.90% NA. NA.

CC-H037 chr1 237798281 G C RYR2 EX44 missense NM_001035.2 NP_001026.2 c.6781G>C p.D2261H | p.Asp2261His CCGxATC + 6262 57 0 0% 82 5 5.70% NA. NA.

CC-H037 chr3 151545541 G C AADAC EX5E missense NM_001086.2 NP_001077.2 c.781G>C p.E261Q | p.Glu261Gln CTTxAAA + 13 70 0 0% 58 20 25.60% NA. NA.

CC-H037 chr5 147818012 G C FBXO38 EX18 missense NM_205836.1 NP_995308.1 c.2975G>C p.R992T | p.Arg992Thr TAAxAAT + 81545 107 0 0% 97 14 12.60% NA. NA.

CC-H037 chr5 153026643 C T GRIA1 EX3 missense NM_001258021.1 NP_001244950.1 c.406C>T p.R136C | p.Arg136Cys CTGxGCC + 2890 108 0 0% 112 13 10.40% NA. NA.

CC-H037 chr5 156590200 G A FAM71B EX2E missense NM_130899.2 NP_570969.2 c.1076C>T p.S359L | p.Ser359Leu ATCxAGG - 153745 47 0 0% 38 7 15.50% NA. NA.

CC-H037 chr6 3850379 G C FAM50B EX2E missense NM_012135.1 NP_036267.1 c.334G>C p.E112Q | p.Glu112Gln CGCxAGC + 26240 40 0 0% 36 6 14.20% NA. NA.

CC-H037 chr6 49518791 G A C6orf141 EX1E missense NM_001145652.1 NP_001139124.1 c.286G>A p.E96K | p.Glu96Lys CCAxAGA + 135398 87 0 0% 94 8 7.80% NA. NA.

CC-H037 chr6 49519223 G C C6orf141 EX1E missense NM_001145652.1 NP_001139124.1 c.718G>C p.E240Q | p.Glu240Gln CTCxAGG + 135398 88 1 1.10% 91 14 13.30% NA. NA.

CC-H037 chr6 71235090 C T FAM135A EX13 missense NM_001162529.1 NP_001156001.1 c.2303C>T p.S768L | p.Ser768Leu TTTxAGA + 57579 66 0 0% 63 6 8.60% NA. NA.

CC-H037 chr6 109954526 C T AKD1 EX11 missense NM_001145128.2 NP_001138600.2 c.934G>A p.D312N | p.Asp312Asn CATxCTG - 221264 73 0 0% 71 5 6.50% NA. NA.

CC-H037 chr6 147067128 G A ADGB EX26 missense NM_024694.3 NP_078970.3 c.3248G>A p.R1083H | p.Arg1083His TGCxTCT + 79747 98 0 0% 86 6 6.50% NA. NA.

CC-H037 chr6 149262502 G A UST EX3 missense NM_005715.2 NP_005706.1 c.379G>A p.E127K | p.Glu127Lys TCGxAGA + 10090 85 0 0% 114 10 8% NA. NA.

CC-H037 chr6 154535376 G C IPCEF1 EX9 missense NM_001130699.1 NP_001124171.1 c.427C>G p.Q143E | p.Gln143Glu CCTxATG - 26034 147 0 0% 170 12 6.50% NA. NA.

CC-H037 chr7 56088825 T A PSPH EX4 missense NM_004577.3 NP_004568.2 c.81A>T p.R27S | p.Arg27Ser TTCxCTG - 5723 68 0 0% 83 11 11.70% NA. NA.

CC-H037 chr7 99758482 G A GAL3ST4 EX4E missense NM_024637.4 NP_078913.3 c.530C>T p.S177L | p.Ser177Leu GCTxATG - 79690 68 0 0% 67 10 12.90% NA. NA.

CC-H037 chr7 151860550 G C MLL3 EX43 nonsense NM_170606.2 NP_733751.2 c.10112C>G p.S3371* | p.Ser3371* TTTxAGA - 58508 79 0 0% 88 7 7.30% MS somatic

CC-H037 chr8 41547846 C T ANK1 EX34 missense NM_001142446.1 NP_001135918.1 c.4126G>A p.E1376K | p.Glu1376Lys GCTxTCG - 286 67 0 0% 88 10 10.20% NA. NA.

CC-H037 chr8 56702806 G C TGS1 EX5 missense NM_024831.6 NP_079107.6 c.1228G>C p.D410H | p.Asp410His GGAxATG + 96764 140 0 0% 141 13 8.40% NA. NA.

CC-H037 chr8 125570098 G C MTSS1 EX11 missense NM_014751.4 NP_055566.3 c.1054C>G p.H352D | p.His352Asp AGTxAGA - 9788 148 0 0% 149 13 8% NA. NA.

CC-H037 chr12 29936501 C T TMTC1 EX1 missense NM_001193451.1 NP_001180380.1 c.184G>A p.D62N | p.Asp62Asn CGTxGGG - 83857 88 1 1.10% 153 9 5.50% NA. NA.

CC-H037 chr12 29936515 A G TMTC1 EX1 missense NM_001193451.1 NP_001180380.1 c.170T>C p.I57T | p.Ile57Thr ACGxTCG - 83857 79 1 1.20% 144 9 5.80% NA. NA.

CC-H037 chr13 29600159 A G MTUS2 EX1 missense NM_001033602.2 NP_001028774.2 c.1354A>G p.N452D | p.Asn452Asp CCTxATA + 23281 87 1 1.10% 87 5 5.40% NA. NA.

CC-H037 chr14 52535501 C T NID2 EX1 missense NM_007361.3 NP_031387.3 c.212G>A p.R71Q | p.Arg71Gln AATxGGG - 22795 61 0 0% 66 10 13.10% NA. NA.

CC-H037 chr14 77272883 C G ANGEL1 EX5 missense NM_015305.3 NP_056120.2 c.1256G>C p.R419T | p.Arg419Thr AGTxTGG - 23357 59 0 0% 67 7 9.40% NA. NA.

CC-H037 chr16 904532 C G LMF1 EX11E stop-loss NM_022773.2 NP_073610.2 c.1704G>C p.*568Yfs*? | p.*568Tyrfs*? CGTxTAG - 64788 119 0 0% 140 12 7.80% NA. NA.

CC-H037 chr16 21363460 G C SNX29P1 IVS2 splice-5 NR_045011.1 . n.107+1G>C . CAGxTGA + 100652781 77 1 1.20% 127 7 5.20% NA. NA.

CC-H037 chr16 56782199 G A NUP93 EX2 missense NM_014669.4 NP_055484.3 c.40G>A p.E14K | p.Glu14Lys GCTxAAC + 9688 46 0 0% 69 5 6.70% NA. NA.

CC-H037 chr17 1635765 T C WDR81 EX5 missense NM_001163673.1 NP_001157145.1 c.695T>C p.L232P | p.Leu232Pro AGCxGCA + 124997 54 0 0% 87 8 8.40% NA. NA.

CC-H037 chr17 8093361 G A C17orf59 EX1E missense NM_017622.2 NP_060092.2 c.98C>T p.S33F | p.Ser33Phe GAGxACG - 54785 38 0 0% 41 5 10.80% NA. NA.

CC-H037 chr17 30321002 A T SUZ12 EX12 missense NM_015355.2 NP_056170.2 c.1412A>T p.H471L | p.His471Leu GCCxTAG + 23512 57 0 0% 48 7 12.70% NA. NA.

CC-H037 chr17 48703855 C T CACNA1G EX38E nonsense NM_018896.4 NP_061496.2 c.6877C>T p.Q2293* | p.Gln2293* GGCxAGC + 8913 50 0 0% 56 5 8.10% NA. NA.

CC-H037 chr17 77915942 C T TBC1D16 EX11 missense NM_019020.2 NP_061893.2 c.1972G>A p.E658K | p.Glu658Lys GCTxGAT - 125058 45 0 0% 73 9 10.90% NA. NA.

CC-H037 chr19 55294952 G C KIR2DL1 EX7 missense NM_014218.2 NP_055033.2 c.832G>C p.D278H | p.Asp278His ATGxACC + 3802 251 0 0% 301 23 7% NA. NA.

CC-H037 chr19 55324663 C T KIR2DL4 EX6 missense NM_002255.5 NP_002246.5 c.790C>T p.R264C | p.Arg264Cys CATxGCT + 3805 202 0 0% 260 17 6.10% NA. NA.

CC-H037 chr19 55449410 A C NLRP7 IVS5 splice-5 NM_001127255.1 NP_001120727.1 c.2129+2T>G . CTTxCTC - 199713 64 0 0% 64 7 9.80% NA. NA.

CC-H037 chr20 33328791 G T NCOA6 EX11 missense NM_014071.3 NP_054790.2 c.5269C>A p.H1757N | p.His1757Asn GATxAGA - 23054 78 0 0% 108 11 9.20% NA. NA.

CC-H037 chr20 58514148 C T PPP1R3D EX1E missense NM_006242.3 NP_006233.1 c.839G>A p.R280H | p.Arg280His TTGxGAC - 5509 90 0 0% 130 15 10.30% NA. NA.

CC-H037 chr22 50715329 G C PLXNB2 EX34 missense NM_012401.3 NP_036533.2 c.5203C>G p.P1735A | p.Pro1735Ala TGGxAGA - 23654 53 0 0% 63 5 7.30% NA. NA.

CC-H037 chr22 50722633 C T PLXNB2 EX13 missense NM_012401.3 NP_036533.2 c.2191G>A p.D731N | p.Asp731Asn CATxGTG - 23654 76 0 0% 145 11 7% NA. NA.

CC-H037 chrX 2715389 G A XG EX7 missense NM_175569.2 NP_780778.1 c.361G>A p.D121N | p.Asp121Asn TCCxACA + 7499 125 0 0% 185 18 8.80% NA. NA.

CC-H037 chrX 13727436 C T RAB9A EX3E missense NM_004251.4 NP_004242.1 c.571C>T p.H191Y | p.His191Tyr CTTxACC + 9367 83 0 0% 79 6 7% NA. NA.

CC-H037 chrX 100809078 A T ARMCX1 EX4E missense NM_016608.1 NP_057692.1 c.1165A>T p.I389F | p.Ile389Phe AATxTCC + 51309 106 0 0% 98 14 12.50% NA. NA.

CC-H037 chrX 149013371 C T MAGEA8 EX3E missense NM_005364.4 NP_005355.2 c.325C>T p.R109W | p.Arg109Trp TTCxGGG + 4107 112 0 0% 101 9 8.10% NA. NA.

CC-H037 chr14 64468722 T +C SYNE2 EX29 frameshift NM_182914.2 NP_878918.2 c.3710dupCp.D1238Gfs*6 | p.Asp1238Glyfs*6CT.CG + 23224 84 0 0% 87 5 5.43% NA. NA.

CC-H037 chr17 79220766 T -CTC SLC38A10 EX15 cds-del NM_001037984.1 NP_001033073.1c.2158_2160delGAGp.E720del | p.Glu720del TT.CT - 124565 34 0 0% 45 5 10% NA. NA.

CC-H038 chr1 22329499 C G CELA3A EX2 nonsense NM_005747.4 NP_005738.4 c.47C>G p.S16* | p.Ser16* CCTxAGG + 10136 77 0 0% 77 14 15.30% NA. NA.

CC-H038 chr1 34083134 C A CSMD2 EX38 missense NM_052896.3 NP_443128.2 c.5791G>T p.V1931L | p.Val1931Leu ACAxCAC - 114784 84 0 0% 60 8 11.70% MS somatic

CC-H038 chr1 155629504 C T YY1AP1 EX10E missense NM_001198903.1 NP_001185832.1 c.2611G>A p.E871K | p.Glu871Lys CTTxCTC - 55249 58 1 1.60% 92 11 10.60% NA. NA.

CC-H038 chr1 156170206 C G SLC25A44 EX2 missense NM_014655.2 NP_055470.1 c.568C>G p.L190V | p.Leu190Val TCAxTGC + 9673 53 0 0% 33 31 48.40% NA. NA.

CC-H038 chr1 166039590 C T FAM78B EX2E missense NM_001017961.3 NP_001017961.1 c.674G>A p.R225Q | p.Arg225Gln ATCxGGC - 149297 45 0 0% 54 10 15.60% NA. NA.

CC-H038 chr1 216144049 C T USH2A EX36 missense NM_206933.2 NP_996816.2 c.6875G>A p.R2292H | p.Arg2292His GCAxGAT - 7399 101 0 0% 110 14 11.20% NA. NA.

CC-H038 chr1 233314839 C T PCNXL2 EX16 missense NM_014801.3 NP_055616.3 c.3149G>A p.R1050H | p.Arg1050His TGAxGGC - 80003 46 0 0% 94 10 9.60% NA. NA.

CC-H038 chr2 43934682 G A PLEKHH2 EX11 missense NM_172069.3 NP_742066.2 c.1964G>A p.R655Q | p.Arg655Gln AACxAGG + 130271 120 0 0% 80 14 14.80% NA. NA.

CC-H038 chr2 141299497 A G LRP1B EX44 missense NM_018557.2 NP_061027.2 c.7238T>C p.V2413A | p.Val2413Ala TAAxCAG - 53353 89 0 0% 43 8 15.60% MS somatic

CC-H038 chr2 166003367 C A SCN3A EX12 missense NM_006922.3 NP_008853.3 c.1553G>T p.G518V | p.Gly518Val TCTxCTT - 6328 107 0 0% 66 12 15.30% NA. NA.

CC-H038 chr2 166003403 C G SCN3A EX12 missense NM_006922.3 NP_008853.3 c.1517G>C p.R506T | p.Arg506Thr CTTxTTT - 6328 94 0 0% 59 11 15.70% NA. NA.

CC-H038 chr2 178098800 T C NFE2L2 EX2 missense NM_006164.4 NP_006155.2 c.245A>G p.E82G | p.Glu82Gly AATxCAC - 4780 94 0 0% 48 10 17.20% NA. NA.

CC-H038 chr2 209353873 C T PTH2R EX11 nonsense NM_005048.2 NP_005039.1 c.1213C>T p.Q405* | p.Gln405* TTTxAGG + 5746 84 0 0% 65 13 16.60% NA. NA.

CC-H038 chr2 219339473 C T USP37 EX20 missense NM_020935.2 NP_065986.2 c.2179G>A p.E727K | p.Glu727Lys CTTxATG - 57695 103 0 0% 62 7 10.10% NA. NA.

CC-H038 chr3 14799032 C T C3orf20 EX13 missense NM_032137.4 NP_115513.4 c.2095C>T p.R699C | p.Arg699Cys GAGxGCT + 84077 43 0 0% 36 10 21.70% NA. NA.

CC-H038 chr3 38315865 C T SLC22A13 EX2 missense NM_004256.3 NP_004247.2 c.481C>T p.R161W | p.Arg161Trp GACxGGT + 9390 65 0 0% 33 12 26.60% NA. NA.

CC-H038 chr3 107910387 G A IFT57 EX6 missense NM_018010.3 NP_060480.1 c.758C>T p.T253M | p.Thr253Met ATCxTGA - 55081 75 0 0% 76 6 7.30% NA. NA.

CC-H038 chr3 169550835 C T LRRIQ4 EX4 missense NM_001080460.1 NP_001073929.1 c.1394C>T p.S465F | p.Ser465Phe ATTxCCT + 344657 76 0 0% 90 24 21% NA. NA.

CC-H038 chr3 170846528 G T TNIK EX16 missense NM_015028.2 NP_055843.1 c.1748C>A p.P583H | p.Pro583His ATGxGGG - 23043 30 0 0% 46 11 19.20% NA. NA.

CC-H038 chr4 80329240 G A GK2 EX1E missense NM_033214.2 NP_149991.2 c.115C>T p.H39Y | p.His39Tyr TGTxATG - 2712 66 0 0% 28 13 31.70% NA. NA.

CC-H038 chr5 132902895 C G FSTL4 EX3 missense NM_015082.1 NP_055897.1 c.142G>C p.E48Q | p.Glu48Gln CTTxAAA - 23105 76 0 0% 38 11 22.40% NA. NA.

CC-H038 chr5 170236658 G A GABRP EX9 missense NM_014211.2 NP_055026.1 c.919G>A p.D307N | p.Asp307Asn ATCxATG + 2568 115 0 0% 41 22 34.90% NA. NA.

CC-H038 chr7 26225137 G A NFE2L3 EX4E missense NM_004289.6 NP_004280.5 c.1819G>A p.E607K | p.Glu607Lys TTAxAAG + 9603 178 0 0% 98 11 10% NA. NA.

CC-H038 chr7 90747398 T C CDK14 EX13 missense NM_012395.2 NP_036527.1 c.1259T>C p.V420A | p.Val420Ala CTGxCCC + 5218 90 0 0% 73 5 6.40% NA. NA.

CC-H038 chr7 99693641 C T MCM7 EX11 missense NM_005916.3 NP_005907.3 c.1351G>A p.A451T | p.Ala451Thr CAGxCAT - 4176 51 0 0% 37 12 24.40% NA. NA.

CC-H038 chr9 115652157 G T SLC46A2 EX1 missense NM_033051.3 NP_149040.3 c.805C>A p.H269N | p.His269Asn GGTxCCC - 57864 60 0 0% 60 11 15.40% NA. NA.

CC-H038 chr9 123580240 C T PSMD5 EX10E missense NM_005047.3 NP_005038.1 c.1459G>A p.E487K | p.Glu487Lys CTTxACT - 5711 67 0 0% 33 19 36.50% NA. NA.

CC-H038 chr11 17483181 C T ABCC8 EX5 missense NM_000352.3 NP_000343.2 c.771G>A p.M257I | p.Met257Ile CCTxATG - 6833 48 0 0% 53 8 13.10% NA. NA.

CC-H038 chr11 19253808 C T E2F8 EX7 missense NM_024680.3 NP_078956.2 c.1039G>A p.G347S | p.Gly347Ser GGCxGGT - 79733 103 0 0% 97 18 15.60% NA. NA.

CC-H038 chr11 62414680 G C INTS5 EX2E missense NM_030628.1 NP_085131.1 c.2872C>G p.Q958E | p.Gln958Glu TCTxAGG - 80789 86 0 0% 56 28 33.30% NA. NA.

CC-H038 chr12 309945 G A SLC6A12 EX8 nonsense NM_003044.4 NP_003035.3 c.583C>T p.R195* | p.Arg195* CTCxTCT - 6539 55 0 0% 49 18 26.80% NA. NA.

CC-H038 chr12 4771757 C T NDUFA9 EX6 missense NM_005002.4 NP_004993.1 c.611C>T p.S204L | p.Ser204Leu CGTxGGA + 4704 67 1 1.40% 55 7 11.20% NA. NA.

CC-H038 chr12 40076630 C G C12orf40 EX8 missense NM_001031748.2 NP_001026918.2 c.904C>G p.Q302E | p.Gln302Glu AGTxAAA + 283461 102 0 0% 50 6 10.70% NA. NA.

CC-H038 chr12 46591600 C A SLC38A1 EX16 missense NM_030674.3 NP_109599.3 c.1265G>T p.G422V | p.Gly422Val ACTxCTG - 81539 107 0 0% 76 10 11.60% NA. NA.

CC-H038 chr12 49425644 G A MLL2 EX39 nonsense NM_003482.3 NP_003473.3 c.12844C>T p.R4282* | p.Arg4282* GTCxAGG - 8085 115 0 0% 92 10 9.80% Sanger somatic

CC-H038 chr12 49432345 G A MLL2 EX34 nonsense NM_003482.3 NP_003473.3 c.8794C>T p.Q2932* | p.Gln2932* TCTxTGG - 8085 68 0 0% 42 6 12.50% MS somatic

CC-H038 chr13 108861071 C G LIG4 EX2E missense NM_002312.3 NP_002303.2 c.2546G>C p.G849A | p.Gly849Ala GCTxCAT - 3981 93 0 0% 61 16 20.70% NA. NA.

CC-H038 chr14 72055487 C T SIPA1L1 EX2 missense NM_015556.1 NP_056371.1 c.898C>T p.R300C | p.Arg300Cys TTGxGCA + 26037 68 0 0% 46 18 28.10% NA. NA.

CC-H038 chr14 90764607 G T NRDE2 EX8 missense NM_017970.3 NP_060440.2 c.1663C>A p.P555T | p.Pro555Thr CTGxGTT - 55051 60 0 0% 53 8 13.10% NA. NA.

CC-H038 chr15 30898076 A T GOLGA8H EX2 nonsense XM_003118674.3 XP_003118722.2 c.79A>T p.R27* | p.Arg27* CCTxGAG + 728498 542 0 0% 382 84 18% NA. NA.

CC-H038 chr15 75042378 G A CYP1A2 EX2 missense NM_000761.3 NP_000752.2 c.299G>A p.R100Q | p.Arg100Gln TGCxGCA + 1544 98 0 0% 68 14 17% NA. NA.

CC-H038 chr16 28497950 G A CLN3 EX7 missense NM_000086.2 NP_000077.1 c.482C>T p.S161L | p.Ser161Leu GATxAGA - 1201 54 0 0% 52 10 16.10% NA. NA.

CC-H038 chr17 4576080 C A PELP1 EX16 nonsense NM_014389.2 NP_055204.2 c.2206G>T p.E736* | p.Glu736* CCTxATT - 27043 78 0 0% 53 34 39% NA. NA.

CC-H038 chr17 54428147 C T ANKFN1 EX4 missense NM_153228.2 NP_694960.2 c.218C>T p.T73M | p.Thr73Met TGAxGCA + 162282 77 0 0% 62 11 15% NA. NA.



CC-H038 chr18 74091570 G A ZNF516 EX4 missense NM_014643.3 NP_055458.1 c.2500C>T p.R834W | p.Arg834Trp ACCxAGC - 9658 96 0 0% 89 9 9.10% NA. NA.

CC-H038 chr19 7601137 A G PNPLA6 EX5 missense NM_006702.4 NP_006693.3 c.176A>G p.Y59C | p.Tyr59Cys TCTxTGG + 10908 82 0 0% 51 34 40% NA. NA.

CC-H038 chr19 7606906 C T PNPLA6 EX13 missense NM_006702.4 NP_006693.3 c.1088C>T p.S363L | p.Ser363Leu CCTxGGC + 10908 63 0 0% 71 16 18.30% NA. NA.

CC-H038 chr19 8160922 C A FBN3 EX44 missense NM_032447.3 NP_115823.3 c.5582G>T p.C1861F | p.Cys1861Phe TTGxAGG - 84467 40 0 0% 30 14 31.80% NA. NA.

CC-H038 chr19 9083104 G A MUC16 EX1 missense NM_024690.2 NP_078966.2 c.8711C>T p.S2904F | p.Ser2904Phe GCGxACT - 94025 61 0 0% 62 17 21.50% NA. NA.

CC-H038 chr19 15297981 C T NOTCH3 EX11 missense NM_000435.2 NP_000426.2 c.1775G>A p.R592H | p.Arg592His TGGxGGC - 4854 57 0 0% 49 5 9.20% NA. NA.

CC-H038 chr19 16874670 C T NWD1 EX9 missense NM_001007525.3 NP_001007526.3 c.2165C>T p.T722M | p.Thr722Met ATAxGGT + 284434 76 1 1.20% 64 19 22.80% NA. NA.

CC-H038 chr19 17838898 G A MAP1S EX5 missense NM_018174.4 NP_060644.4 c.2705G>A p.R902Q | p.Arg902Gln CCCxGAG + 55201 84 0 0% 65 12 15.50% NA. NA.

CC-H038 chr19 40368560 C A FCGBP EX28 missense NM_003890.2 NP_003881.2 c.12788G>T p.C4263F | p.Cys4263Phe GGGxAGG - 8857 133 0 0% 98 8 7.50% NA. NA.

CC-H038 chr19 44470006 G A ZNF221 EX6E missense NM_013359.2 NP_037491.2 c.352G>A p.E118K | p.Glu118Lys CATxAAG + 7638 74 0 0% 59 8 11.90% NA. NA.

CC-H038 chr20 42333928 T C MYBL2 EX9 missense NM_002466.2 NP_002457.1 c.1435T>C p.C479R | p.Cys479Arg GTGxGCA + 4605 70 0 0% 61 7 10.20% NA. NA.

CC-H038 chr22 25243649 G A SGSM1 EX4 missense NM_001039948.2 NP_001035037.1 c.188G>A p.G63D | p.Gly63Asp CTGxCTT + 129049 113 0 0% 143 19 11.70% NA. NA.

CC-H038 chrX 16142372 G A GRPR EX1 missense NM_005314.2 NP_005305.1 c.296G>A p.S99N | p.Ser99Asn CCAxCAG + 2925 49 0 0% 40 17 29.80% NA. NA.

CC-H038 chrX 48047097 C G SSX5 EX8 missense NM_021015.3 NP_066295.3 c.660G>C p.E220D | p.Glu220Asp GATxTCT - 6758 452 1 0.20% 459 60 11.50% NA. NA.

CC-H038 chrX 54567740 G A GNL3L EX5 missense NM_019067.5 NP_061940.1 c.224G>A p.R75Q | p.Arg75Gln CCCxGGA + 54552 124 0 0% 112 30 21.10% NA. NA.

CC-H038 chrX 77155082 G A COX7B EX1 missense NM_001866.2 NP_001857.1 c.32G>A p.R11H | p.Arg11His ATCxTCT + 1349 109 1 0.90% 70 15 17.60% NA. NA.

CC-H038 chrX 79939540 G A BRWD3 EX37 missense NM_153252.4 NP_694984.4 c.4202C>T p.S1401F | p.Ser1401Phe TTGxAGT - 254065 214 1 0.40% 136 17 11.10% NA. NA.

CC-H038 chrX 119388442 T A ZBTB33 EX2E missense NM_006777.3 NP_006768.1 c.1172T>A p.I391N | p.Ile391Asn AAAxTTC + 10009 159 0 0% 90 25 21.70% NA. NA.

CC-H038 chrX 125685939 G A DCAF12L1 EX1 missense NM_178470.4 NP_848565.2 c.653C>T p.A218V | p.Ala218Val AGCxCCA - 139170 159 0 0% 158 33 17.20% NA. NA.

CC-H038 chrX 142716593 C T SLITRK4 EX2E missense NM_001184749.1 NP_001171678.1 c.2332G>A p.E778K | p.Glu778Lys TCTxAAA - 139065 83 0 0% 87 18 17.10% NA. NA.

CC-H038 chr11 71249184 G -C KRTAP5-8 EX1E frameshift NM_021046.2 NP_066384.2 c.84delC p.C29Vfs*186 | p.Cys29Valfs*186TG.TG + 57830 219 0 0% 164 12 6.82% NA. NA.

CC-H039 chr1 8932012 G A ENO1 EX3 missense NM_001428.3 NP_001419.1 c.119C>T p.S40L | p.Ser40Leu GTTxAAG - 2023 68 0 0% 59 12 16.90% NA. NA.

CC-H039 chr1 55349431 C T DHCR24 EX2 missense NM_014762.3 NP_055577.1 c.247G>A p.E83K | p.Glu83Lys GCTxCTT - 1718 62 1 1.50% 41 15 26.70% NA. NA.

CC-H039 chr1 120611960 C T NOTCH2 EX1 missense NM_024408.3 NP_077719.2 c.61G>A p.A21T | p.Ala21Thr GGGxCGC - 4853 63 0 0% 92 9 8.90% NA. NA.

CC-H039 chr1 152084260 C A TCHH EX2E missense NM_007113.2 NP_009044.2 c.1433G>T p.R478L | p.Arg478Leu TCGxGCT - 7062 138 1 0.70% 119 7 5.50% NA. NA.

CC-H039 chr1 158627386 C T SPTA1 EX19 missense NM_003126.2 NP_003117.2 c.2686G>A p.E896K | p.Glu896Lys CTTxAAG - 6708 35 0 0% 41 5 10.80% NA. NA.

CC-H039 chr1 186094832 C A HMCN1 EX82 missense NM_031935.2 NP_114141.2 c.12596C>A p.A4199E | p.Ala4199Glu CAGxAAT + 83872 78 0 0% 50 16 24.20% Sanger somatic

CC-H039 chr1 201079356 C A CACNA1S EX2 missense NM_000069.2 NP_000060.2 c.194G>T p.C65F | p.Cys65Phe ACAxAAT - 779 28 0 0% 33 6 15.30% NA. NA.

CC-H039 chr1 220335587 T C RAB3GAP2 EX28 missense NM_012414.3 NP_036546.2 c.3178A>G p.T1060A | p.Thr1060Ala ACGxATT - 25782 79 0 0% 62 12 16.20% NA. NA.

CC-H039 chr2 25705734 C T DTNB EX10 missense NM_021907.4 NP_068707.1 c.1010G>A p.R337H | p.Arg337His GGGxGAG - 1838 41 0 0% 36 5 12.10% NA. NA.

CC-H039 chr2 152518812 C G NEB EX46 missense NM_001271208.1 NP_001258137.1 c.5807G>C p.G1936A | p.Gly1936Ala CATxCAA - 4703 64 0 0% 57 7 10.90% NA. NA.

CC-H039 chr2 168103448 G T XIRP2 EX9 missense NM_152381.5 NP_689594.4 c.5546G>T p.S1849I | p.Ser1849Ile TCAxCCA + 129446 59 0 0% 58 9 13.40% NA. NA.

CC-H039 chr2 168105634 C T XIRP2 EX9 nonsense NM_152381.5 NP_689594.4 c.7732C>T p.Q2578* | p.Gln2578* AATxAAC + 129446 98 0 0% 85 5 5.50% NA. NA.

CC-H039 chr3 10122812 C G FANCD2 EX31 nonsense NM_033084.3 NP_149075.2 c.3005C>G p.S1002* | p.Ser1002* TCTxACA + 2177 81 0 0% 58 9 13.40% NA. NA.

CC-H039 chr3 100413798 G A GPR128 EX16E missense NM_032787.2 NP_116176.2 c.2347G>A p.E783K | p.Glu783Lys ACTxAGG + 84873 54 0 0% 73 10 12% NA. NA.

CC-H039 chr3 127327263 G C MCM2 EX7 missense NM_004526.2 NP_004517.2 c.1140G>C p.E380D | p.Glu380Asp GGAxAGT + 4171 53 0 0% 40 18 31% NA. NA.

CC-H039 chr3 180337058 C T CCDC39 EX16 missense NM_181426.1 NP_852091.1 c.2254G>A p.E752K | p.Glu752Lys CTTxTTG - 339829 54 0 0% 84 12 12.50% NA. NA.

CC-H039 chr3 182987591 G C B3GNT5 EX2E missense NM_032047.4 NP_114436.1 c.5G>C p.R2T | p.Arg2Thr TGAxAAT + 84002 91 1 1% 104 34 24.60% NA. NA.

CC-H039 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 110 0 0% 147 7 4.50% NA. NA.

CC-H039 chr4 3174855 C T HTT EX31 missense NM_002111.6 NP_002102.4 c.4169C>T p.S1390L | p.Ser1390Leu CCTxGGG + 3064 62 0 0% 56 13 18.80% NA. NA.

CC-H039 chr4 40440616 C T RBM47 EX4 missense NM_001098634.1 NP_001092104.1 c.295G>A p.E99K | p.Glu99Lys GCTxGTA - 54502 55 0 0% 43 8 15.60% NA. NA.

CC-H039 chr5 83239249 C T EDIL3 EX11E missense NM_005711.3 NP_005702.3 c.1432G>A p.E478K | p.Glu478Lys CCTxTGT - 10085 83 0 0% 70 22 23.90% NA. NA.

CC-H039 chr5 126113469 G A LMNB1 EX1 missense NM_005573.3 NP_005564.1 c.269G>A p.R90Q | p.Arg90Gln CGCxACG + 4001 15 0 0% 17 7 29.10% NA. NA.

CC-H039 chr5 140308417 C T PCDHAC1 EX1 missense NM_018898.3 NP_061721.2 c.1940C>T p.S647F | p.Ser647Phe TTTxCTC + 56135 20 0 0% 24 5 17.20% NA. NA.

CC-H039 chr6 26027331 C G HIST1H4B EX1E missense NM_003544.2 NP_003535.1 c.150G>C p.L50F | p.Leu50Phe AATxAAA - 8366 71 0 0% 30 5 14.20% NA. NA.

CC-H039 chr6 27839831 G T HIST1H3I EX1E nonsense NM_003533.2 NP_003524.1 c.263C>A p.S88* | p.Ser88* GCCxAGC - 8354 114 0 0% 112 35 23.80% NA. NA.

CC-H039 chr6 28472164 C T GPX6 EX5E missense NM_182701.1 NP_874360.1 c.571G>A p.D191N | p.Asp191Asn CATxGGG - 257202 83 0 0% 54 35 39.30% NA. NA.

CC-H039 chr6 56323997 G A DST EX84E missense NM_015548.4 NP_056363.2 c.15322C>T p.R5108C | p.Arg5108Cys GGCxGCT - 667 44 0 0% 42 9 17.60% NA. NA.

CC-H039 chr6 65016930 C T EYS EX30 missense NM_001142800.1 NP_001136272.1 c.6124G>A p.E2042K | p.Glu2042Lys TTTxTAT - 346007 62 0 0% 61 8 11.50% NA. NA.

CC-H039 chr6 90276777 C T ANKRD6 EX2 nonsense NM_001242811.1 NP_001229740.1 c.82C>T p.Q28* | p.Gln28* GTTxAGC + 22881 61 0 0% 52 8 13.30% NA. NA.

CC-H039 chr6 117113328 G A GPRC6A EX6E nonsense NM_148963.2 NP_683766.2 c.2758C>T p.R920* | p.Arg920* TTCxAGG - 222545 51 0 0% 73 11 13% NA. NA.

CC-H039 chr6 122737389 A T HSF2 EX5 missense NM_004506.3 NP_004497.1 c.479A>T p.E160V | p.Glu160Val AGGxGGT + 3298 74 0 0% 56 12 17.60% NA. NA.

CC-H039 chr6 123116965 C G SMPDL3A EX2 missense NM_006714.3 NP_006705.1 c.256C>G p.Q86E | p.Gln86Glu TATxAAC + 10924 88 0 0% 65 6 8.40% NA. NA.

CC-H039 chr6 135787490 G C AHI1 EX7 missense NM_001134831.1 NP_001128303.1 c.211C>G p.L71V | p.Leu71Val GAAxATT - 54806 60 0 0% 55 5 8.30% NA. NA.

CC-H039 chr6 146126843 C G FBXO30 EX2 missense NM_032145.4 NP_115521.3 c.699G>C p.L233F | p.Leu233Phe TTTxAAG - 84085 85 0 0% 72 10 12.10% NA. NA.

CC-H039 chr6 169637753 G A THBS2 EX9 missense NM_003247.2 NP_003238.2 c.1267C>T p.R423W | p.Arg423Trp CCCxTGT - 7058 115 0 0% 85 21 19.80% NA. NA.

CC-H039 chr7 17382550 G C AHR EX11E missense NM_001621.4 NP_001612.1 c.2409G>C p.Q803H | p.Gln803His TCAxAAT + 196 54 0 0% 41 5 10.80% NA. NA.

CC-H039 chr7 84694791 G A SEMA3D EX6 missense NM_152754.2 NP_689967.2 c.667C>T p.H223Y | p.His223Tyr CATxAGT - 223117 66 1 1.40% 71 6 7.70% NA. NA.

CC-H039 chr8 86129631 G A C8orf59 EX3 missense NM_001099670.1 NP_001093140.1 c.98C>T p.T33I | p.Thr33Ile GTGxTAA - 401466 66 0 0% 53 9 14.50% NA. NA.

CC-H039 chr8 124113081 G A WDR67 EX7 missense NM_145647.3 NP_663622.2 c.866G>A p.R289K | p.Arg289Lys TGAxATT + 93594 88 0 0% 76 12 13.60% NA. NA.

CC-H039 chr8 131921973 C T ADCY8 EX6 missense NM_001115.2 NP_001106.1 c.1621G>A p.E541K | p.Glu541Lys ATTxGAG - 114 71 0 0% 65 10 13.30% NA. NA.

CC-H039 chr8 144942003 C T EPPK1 EX1E missense NM_031308.1 NP_112598.2 c.5419G>A p.E1807K | p.Glu1807Lys CCTxTGT - 83481 50 0 0% 32 5 13.50% NA. NA.

CC-H039 chr9 126133654 G A CRB2 EX8 missense NM_173689.5 NP_775960.4 c.2233G>A p.V745M | p.Val745Met CACxTGC + 286204 78 0 0% 53 18 25.30% NA. NA.

CC-H039 chr10 22021945 C G MLLT10 EX19 nonsense NM_004641.3 NP_004632.1 c.2384C>G p.S795* | p.Ser795* TTTxAGT + 8028 63 0 0% 56 10 15.10% NA. NA.

CC-H039 chr10 71685617 G A COL13A1 EX25 missense NM_001130103.1 NP_001123575.1 c.1354G>A p.E452K | p.Glu452Lys AATxAGG + 1305 84 0 0% 57 7 10.90% NA. NA.

CC-H039 chr11 100933436 C T PGR EX4 missense NM_000926.4 NP_000917.3 c.1954G>A p.D652N | p.Asp652Asn CATxCAG - 5241 18 0 0% 15 5 25% NA. NA.

CC-H039 chr12 11461549 G C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.368C>G p.P123R | p.Pro123Arg GGTxGTC - 5545 50 0 0% 47 8 14.50% NA. NA.

CC-H039 chr12 11461553 T C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.364A>G p.R122G | p.Arg122Gly GTCxTTC - 5545 50 1 1.90% 46 12 20.60% NA. NA.

CC-H039 chr12 53298675 A C KRT8 EX1 missense NM_002273.3 NP_002264.1 c.91T>G p.S31A | p.Ser31Ala GGGxACC - 3856 124 0 0% 107 7 6.10% NA. NA.

CC-H039 chr12 94631497 G A PLXNC1 EX10 missense NM_005761.2 NP_005752.1 c.2038G>A p.V680M | p.Val680Met AACxTGA + 10154 122 0 0% 81 21 20.50% NA. NA.

CC-H039 chr12 96929320 C T C12orf55 EX12 missense XM_001715090.4 XP_001715142.4 c.1733C>T p.S578L | p.Ser578Leu ATTxAGA + 144535 38 0 0% 29 7 19.40% NA. NA.

CC-H039 chr13 102030965 C G NALCN EX4 missense NM_052867.2 NP_443099.1 c.331G>C p.D111H | p.Asp111His CATxAAA - 259232 159 0 0% 111 13 10.40% NA. NA.

CC-H039 chr14 32561313 C T ARHGAP5 EX2 nonsense NM_001030055.1 NP_001025226.1 c.1438C>T p.R480* | p.Arg480* CAGxGAG + 394 119 1 0.80% 102 6 5.50% NA. NA.

CC-H039 chr14 105409228 G A AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.12560C>T p.S4187F | p.Ser4187Phe GCGxAAG - 113146 159 0 0% 102 20 16.30% Sanger somatic

CC-H039 chr15 48780661 G A FBN1 EX26 missense NM_000138.4 NP_000129.3 c.3112C>T p.L1038F | p.Leu1038Phe AGAxGCT - 2200 52 1 1.80% 46 10 17.80% NA. NA.

CC-H039 chr15 50774044 G C USP8 EX12 missense NM_001128611.1 NP_001122083.1 c.1585G>C p.E529Q | p.Glu529Gln AAAxAAA + 9101 60 0 0% 56 10 15.10% NA. NA.

CC-H039 chr15 72144581 C G MYO9A EX36 missense NM_006901.3 NP_008832.2 c.6367G>C p.D2123H | p.Asp2123His CATxTAG - 4649 47 0 0% 40 10 20% NA. NA.

CC-H039 chr15 100269378 C T LYSMD4 EX6E missense NM_152449.2 NP_689662.2 c.844G>A p.V282I | p.Val282Ile TGAxGGC - 145748 54 0 0% 34 13 27.60% NA. NA.

CC-H039 chr16 3348965 C G TIGD7 EX2E stop-loss NM_033208.3 NP_149985.2 c.1650G>C p.*550Yfs*? | p.*550Tyrfs*? AATxTAA - 91151 95 0 0% 44 9 16.90% NA. NA.

CC-H039 chr16 57738832 C G CCDC135 EX6 missense NM_032269.5 NP_115645.4 c.744C>G p.I248M | p.Ile248Met CATxAAA + 84229 71 0 0% 65 6 8.40% NA. NA.

CC-H039 chr16 81118109 G A GCSH EX4 missense NM_004483.4 NP_004474.2 c.383C>T p.A128V | p.Ala128Val TCTxCAA - 2653 127 0 0% 66 12 15.30% NA. NA.

CC-H039 chr17 8013592 C G ALOXE3 EX10 missense NM_001165960.1 NP_001159432.1 c.1519G>C p.D507H | p.Asp507His TGTxAGG - 59344 115 0 0% 66 21 24.10% NA. NA.

CC-H039 chr17 45214558 G A CDC27 EX14 nonsense NM_001114091.1 NP_001107563.1 c.1891C>T p.R631* | p.Arg631* TTCxAAA - 996 97 1 1% 97 9 8.40% NA. NA.

CC-H039 chr17 64171222 G A CEP112 EX4 missense NM_145036.3 NP_659473.2 c.410C>T p.S137L | p.Ser137Leu CATxATT - 201134 74 0 0% 69 6 8% NA. NA.

CC-H039 chr17 72537776 C G CD300C EX4E missense NM_006678.3 NP_006669.1 c.627G>C p.Q209H | p.Gln209His TCTxTGA - 10871 52 0 0% 62 6 8.80% NA. NA.

CC-H039 chr19 501786 C A MADCAM1 EX4 missense NM_130760.2 NP_570116.2 c.785C>A p.P262Q | p.Pro262Gln CCCxGGA + 8174 54 1 1.80% 33 6 15.30% NA. NA.

CC-H039 chr19 1881408 A G FAM108A1 EX2 missense NM_031213.3 NP_112490.3 c.158T>C p.L53S | p.Leu53Ser CCCxAGG - 81926 71 1 1.30% 89 6 6.30% NA. NA.

CC-H039 chr19 38385433 C T WDR87 EX4 missense NM_031951.3 NP_114157.3 c.793G>A p.D265N | p.Asp265Asn TGTxACT - 83889 48 0 0% 74 5 6.30% NA. NA.

CC-H039 chr19 45655846 C T NKPD1 EX4E missense NM_198478.3 NP_940880.3 c.1849G>A p.D617N | p.Asp617Asn TGTxGGG - 284353 30 0 0% 20 16 44.40% NA. NA.

CC-H039 chr21 34971551 C T CRYZL1 EX9 missense NM_145858.2 NP_665857.2 c.581G>A p.R194Q | p.Arg194Gln ACTxGGG - 9946 76 1 1.20% 65 9 12.10% NA. NA.

CC-H039 chr22 18561165 C T PEX26 EX2 missense NM_017929.5 NP_060399.1 c.23C>T p.S8F | p.Ser8Phe CCTxTGC + 55670 48 0 0% 35 7 16.60% NA. NA.

CC-H039 chr22 39019188 C T FAM227A EX10 missense NM_001013647.1 NP_001013669.1 c.947G>A p.R316K | p.Arg316Lys AGTxTTC - 646851 39 0 0% 43 6 12.20% NA. NA.

CC-H039 chr22 39019194 C G FAM227A EX10 missense NM_001013647.1 NP_001013669.1 c.941G>C p.R314T | p.Arg314Thr CTTxTGT - 646851 40 0 0% 46 6 11.50% NA. NA.

CC-H039 chr22 39019210 C T FAM227A EX10 missense NM_001013647.1 NP_001013669.1 c.925G>A p.E309K | p.Glu309Lys ATTxTTC - 646851 39 0 0% 38 6 13.60% NA. NA.

CC-H039 chrX 13774829 A G OFD1 EX13 missense NM_003611.2 NP_003602.1 c.1354A>G p.K452E | p.Lys452Glu AATxAAT + 8481 114 0 0% 80 23 22.30% NA. NA.

CC-H039 chrX 48320119 T G SLC38A5 EX12 missense NM_033518.2 NP_277053.2 c.836A>C p.Y279S | p.Tyr279Ser GTAxAGA - 92745 69 0 0% 43 5 10.40% NA. NA.

CC-H039 chrX 53410106 C G SMC1A EX20 missense NM_006306.2 NP_006297.2 c.3042G>C p.Q1014H | p.Gln1014His ACTxTGC - 8243 48 0 0% 41 8 16.30% NA. NA.

CC-H039 chrX 65392212 C G HEPH EX3 missense NM_138737.3 NP_620074.3 c.345C>G p.F115L | p.Phe115Leu CTTxTTA + 9843 110 0 0% 80 12 13% NA. NA.

CC-H039 chrX 135428650 G A GPR112 EX6 missense NM_153834.3 NP_722576.3 c.2785G>A p.E929K | p.Glu929Lys ACAxAAA + 139378 79 0 0% 66 15 18.50% NA. NA.

CC-H039 chr19 53303892 C -TTA ZNF28 EX4E cds-indel NM_006969.3 NP_008900.3 c.1203_1205delTAAp.H401_K402delinsQ | p.His401_Lys402delinsGlnTC.TG - 7576 147 0 0% 60 19 24.05% NA. NA.

CC-H040 chr1 2415968 G T PLCH2 EX5 missense NM_014638.2 NP_055453.2 c.727G>T p.D243Y | p.Asp243Tyr CGGxACC + 9651 82 0 0% 75 23 23.40% NA. NA.

CC-H040 chr1 151338070 G A SELENBP1 EX9 missense NM_001258289.1 NP_001245218.1 c.1139C>T p.S380F | p.Ser380Phe TCAxAGA - 8991 40 0 0% 36 17 32% NA. NA.

CC-H040 chr1 205210816 C T TMCC2 EX2 missense NM_014858.3 NP_055673.2 c.391C>T p.R131C | p.Arg131Cys CATxGCG + 9911 53 0 0% 27 13 32.50% NA. NA.

CC-H040 chr1 240370934 G C FMN2 EX5 missense NM_020066.4 NP_064450.3 c.2822G>C p.G941A | p.Gly941Ala CGGxAAT + 56776 84 1 1.10% 84 10 10.60% NA. NA.

CC-H040 chr2 1687898 T A PXDN EX5 missense NM_012293.1 NP_036425.1 c.442A>T p.T148S | p.Thr148Ser AAGxTTC - 7837 69 0 0% 49 14 22.20% NA. NA.

CC-H040 chr2 1687899 T G PXDN EX5 missense NM_012293.1 NP_036425.1 c.441A>C p.E147D | p.Glu147Asp AGTxTCT - 7837 68 0 0% 50 14 21.80% NA. NA.

CC-H040 chr2 27672646 G C IFT172 EX37 missense NM_015662.1 NP_056477.1 c.4072C>G p.L1358V | p.Leu1358Val CCAxATT - 26160 44 0 0% 31 6 16.20% NA. NA.

CC-H040 chr2 36771554 G A CRIM1 EX15 missense NM_016441.2 NP_057525.1 c.2659G>A p.E887K | p.Glu887Lys ATTxAGA + 51232 131 0 0% 89 23 20.50% NA. NA.

CC-H040 chr2 71896751 G C DYSF EX51 missense NM_001130978.1 NP_001124450.1 c.5605G>C p.E1869Q | p.Glu1869Gln TTTxAAG + 8291 87 0 0% 74 9 10.80% NA. NA.

CC-H040 chr2 101654158 A G TBC1D8 EX8 missense NM_001102426.1 NP_001095896.1 c.1243T>C p.F415L | p.Phe415Leu GAAxCAC - 11138 48 0 0% 49 10 16.90% NA. NA.

CC-H040 chr2 204304620 G A RAPH1 EX14E missense NM_213589.1 NP_998754.1 c.3293C>T p.S1098F | p.Ser1098Phe GGAxAGG - 65059 77 0 0% 95 7 6.80% NA. NA.

CC-H040 chr4 56475337 C T NMU EX4 missense NM_006681.2 NP_006672.1 c.229G>A p.A77T | p.Ala77Thr GTGxGTT - 10874 90 0 0% 76 26 25.40% NA. NA.

CC-H040 chr4 89653238 C A FAM13A EX22 missense NM_014883.3 NP_055698.2 c.2758G>T p.D920Y | p.Asp920Tyr CATxAGC - 10144 108 0 0% 84 28 25% NA. NA.

CC-H040 chr5 43675743 G A NNT EX18 missense NM_012343.3 NP_036475.3 c.2765G>A p.R922Q | p.Arg922Gln TTCxAGA + 23530 89 0 0% 59 10 14.40% NA. NA.

CC-H040 chr5 79950736 C G MSH3 EX1 missense NM_002439.4 NP_002430.3 c.190C>G p.P64A | p.Pro64Ala CCCxCAG + 4437 31 0 0% 12 6 33.30% NA. NA.

CC-H040 chr6 43638544 T G RSPH9 EX5E missense NM_152732.4 NP_689945.2 c.689T>G p.M230R | p.Met230Arg AGAxGGA + 221421 42 0 0% 17 18 51.40% NA. NA.

CC-H040 chr6 90374227 C T MDN1 EX85 missense NM_014611.1 NP_055426.1 c.14215G>A p.D4739N | p.Asp4739Asn CATxATG - 23195 113 0 0% 88 9 9.20% NA. NA.

CC-H040 chr6 124979372 G A NKAIN2 EX4 missense NM_001040214.1 NP_001035304.1 c.314G>A p.R105Q | p.Arg105Gln ACCxATC + 154215 119 1 0.80% 91 25 21.50% NA. NA.

CC-H040 chr6 152629690 C G SYNE1 EX91 missense NM_182961.3 NP_892006.3 c.17280G>C p.E5760D | p.Glu5760Asp AATxTCT - 23345 74 0 0% 65 11 14.40% NA. NA.

CC-H040 chr7 15725877 C A MEOX2 EX1 missense NM_005924.4 NP_005915.2 c.151G>T p.A51S | p.Ala51Ser CCGxGAT - 4223 105 1 0.90% 96 36 27.20% NA. NA.

CC-H040 chr7 92028243 G A ANKIB1 EX20E missense NM_019004.1 NP_061877.1 c.3250G>A p.E1084K | p.Glu1084Lys CTTxAAC + 54467 99 0 0% 104 11 9.50% NA. NA.

CC-H040 chr7 99631551 G C ZKSCAN1 EX6E missense NM_003439.1 NP_003430.1 c.1423G>C p.D475H | p.Asp475His TCGxACC + 7586 89 0 0% 52 21 28.70% NA. NA.

CC-H040 chr8 7218740 C T ZNF705G EX2 missense NM_001164457.1 NP_001157929.1 c.31G>A p.D11N | p.Asp11Asn CATxTTC - 100131980 470 1 0.20% 257 22 7.80% NA. NA.

CC-H040 chr8 69621293 G T C8orf34 EX9 nonsense NM_052958.2 NP_443190.2 c.1306G>T p.E436* | p.Glu436* GATxAAA + 116328 67 1 1.40% 57 9 13.60% NA. NA.

CC-H040 chr8 141460958 C A TRAPPC9 EX2 missense NM_031466.5 NP_113654.4 c.809G>T p.G270V | p.Gly270Val TCCxCAG - 83696 72 0 0% 55 23 29.40% NA. NA.

CC-H040 chr9 33048237 G C SMU1 EX11 missense NM_018225.2 NP_060695.2 c.1310C>G p.S437C | p.Ser437Cys CCAxAAC - 55234 95 0 0% 50 23 31.50% NA. NA.

CC-H040 chr9 88938391 C G ZCCHC6 EX13 missense NM_024617.3 NP_078893.2 c.2274G>C p.K758N | p.Lys758Asn GCCxTTC - 79670 84 0 0% 84 6 6.60% NA. NA.

CC-H040 chr9 115931616 T G FKBP15 EX26 missense NM_015258.1 NP_056073.1 c.3373A>C p.K1125Q | p.Lys1125Gln CTTxCTT - 23307 49 0 0% 45 13 22.40% NA. NA.

CC-H040 chr9 139640348 C G LCN6 EX3 missense NM_198946.2 NP_945184.1 c.249G>C p.Q83H | p.Gln83His ACTxTGG - 158062 45 0 0% 39 10 20.40% NA. NA.

CC-H040 chr10 64136077 C G ZNF365 EX2 missense NM_199451.2 NP_955523.1 c.125C>G p.S42C | p.Ser42Cys CATxCTT + 22891 122 0 0% 57 35 38% NA. NA.

CC-H040 chr10 93608237 G C TNKS2 EX19 missense NM_025235.3 NP_079511.1 c.2456G>C p.G819A | p.Gly819Ala CAGxAGC + 80351 77 0 0% 31 19 38% NA. NA.

CC-H040 chr11 1102111 C T MUC2 EX46 nonsense NM_002457.2 NP_002448.2 c.14833C>T p.Q4945* | p.Gln4945* TGCxAGG + 4583 128 0 0% 111 6 5.10% NA. NA.

CC-H040 chr11 9715821 C G SWAP70 EX2 missense NM_015055.2 NP_055870.2 c.228C>G p.F76L | p.Phe76Leu GTTxATT + 23075 98 0 0% 78 28 26.40% NA. NA.

CC-H040 chr11 11941754 C T USP47 EX8 nonsense NM_017944.3 NP_060414.3 c.817C>T p.Q273* | p.Gln273* AATxAGT + 55031 105 0 0% 54 5 8.40% NA. NA.

CC-H040 chr11 32417947 G A WT1 EX7 nonsense NM_001198551.1 NP_001185480.1 c.469C>T p.R157* | p.Arg157* GTCxCAC - 7490 81 1 1.20% 69 8 10.30% NA. NA.

CC-H040 chr11 94300742 G A PIWIL4 EX1 missense NM_152431.2 NP_689644.2 c.58G>A p.E20K | p.Glu20Lys ACAxAAG + 143689 52 0 0% 47 6 11.30% NA. NA.

CC-H040 chr12 21713421 A T GYS2 EX8 missense NM_021957.3 NP_068776.2 c.1068T>A p.H356Q | p.His356Gln TTTxTGC - 2998 77 0 0% 32 18 36% NA. NA.

CC-H040 chr12 59266440 G A LRIG3 EX19E nonsense NM_153377.4 NP_700356.2 c.3274C>T p.Q1092* | p.Gln1092* CCTxAAA - 121227 106 0 0% 67 20 22.90% NA. NA.

CC-H040 chr12 108954675 C T SART3 EX1 missense NM_014706.3 NP_055521.1 c.256G>A p.E86K | p.Glu86Lys ATTxCCA - 9733 143 0 0% 107 38 26.20% NA. NA.

CC-H040 chr12 112229892 G T ALDH2 EX8 missense NM_000690.3 NP_000681.2 c.823G>T p.G275W | p.Gly275Trp GCTxGGA + 217 76 0 0% 58 7 10.70% NA. NA.

CC-H040 chr13 52730318 G C NEK3 EX2 missense NM_152720.2 NP_689933.1 c.9C>G p.D3E | p.Asp3Glu GTAxTCA - 4752 86 0 0% 43 8 15.60% NA. NA.

CC-H040 chr14 39648376 G T PNN EX7 nonsense NM_002687.3 NP_002678.2 c.580G>T p.E194* | p.Glu194* AGAxAAC + 5411 124 1 0.80% 81 16 16.40% NA. NA.

CC-H040 chr14 60193673 C T RTN1 EX3 missense NM_021136.2 NP_066959.1 c.1729G>A p.A577T | p.Ala577Thr GGGxGCC - 6252 97 0 0% 89 27 23.20% NA. NA.

CC-H040 chr14 74428047 G C COQ6 EX9 missense NM_182480.2 NP_872286.2 c.988G>C p.E330Q | p.Glu330Gln GCTxAGT + 51004 97 0 0% 66 24 26.60% NA. NA.

CC-H040 chr16 1652565 C T IFT140 EX4 missense NM_014714.3 NP_055529.2 c.175G>A p.E59K | p.Glu59Lys TCTxGAC - 9742 62 0 0% 43 8 15.60% NA. NA.

CC-H040 chr16 2752407 C A KCTD5 EX5 missense NM_018992.3 NP_061865.1 c.603C>A p.F201L | p.Phe201Leu GTTxCTC + 54442 92 0 0% 58 14 19.40% NA. NA.

CC-H040 chr17 19584861 C G SLC47A2 EX14 missense NM_152908.3 NP_690872.2 c.1395G>C p.M465I | p.Met465Ile TCTxATT - 146802 79 0 0% 63 38 37.60% NA. NA.

CC-H040 chr17 65671649 G C PITPNC1 EX8 missense NM_012417.3 NP_036549.2 c.673G>C p.E225Q | p.Glu225Gln GATxAGT + 26207 76 0 0% 52 20 27.70% NA. NA.

CC-H040 chr18 47318642 C G ACAA2 EX6 missense NM_006111.2 NP_006102.2 c.633G>C p.K211N | p.Lys211Asn TTTxTTT - 10449 83 0 0% 41 14 25.40% NA. NA.

CC-H040 chr19 9048279 G C MUC16 EX5 missense NM_024690.2 NP_078966.2 c.33352C>G p.L11118V | p.Leu11118Val AAAxAGT - 94025 144 0 0% 127 17 11.80% NA. NA.

CC-H040 chr19 39959477 C G SUPT5H EX13 missense NM_003169.3 NP_003160.2 c.1119C>G p.F373L | p.Phe373Leu GTTxAAG + 6829 35 0 0% 25 11 30.50% NA. NA.

CC-H040 chr19 46196740 C T QPCTL EX2 missense NM_017659.3 NP_060129.2 c.277C>T p.L93F | p.Leu93Phe CGTxTCT + 54814 125 0 0% 79 21 21% NA. NA.

CC-H040 chr19 48866678 G A TMEM143 EX2 missense NM_018273.2 NP_060743.2 c.134C>T p.S45L | p.Ser45Leu GATxAGA - 55260 124 0 0% 77 15 16.30% NA. NA.

CC-H040 chr19 53572460 G A ZNF160 EX7E missense NM_001102603.1 NP_001096073.1 c.1327C>T p.H443Y | p.His443Tyr GATxCCT - 90338 132 0 0% 80 23 22.30% NA. NA.

CC-H040 chr19 55707933 C G PTPRH EX10 missense NM_002842.3 NP_002833.3 c.2214G>C p.M738I | p.Met738Ile CTTxATT - 5794 95 0 0% 46 29 38.60% NA. NA.

CC-H040 chr20 4228879 G T ADRA1D EX1 missense NM_000678.3 NP_000669.1 c.726C>A p.D242E | p.Asp242Glu CTCxTCA - 146 119 0 0% 31 34 52.30% NA. NA.

CC-H040 chr20 34205473 A T SPAG4 EX3 missense NM_003116.1 NP_003107.1 c.441A>T p.L147F | p.Leu147Phe GTTxTCC + 6676 72 0 0% 52 14 21.20% NA. NA.

CC-H040 chr20 47265960 G T PREX1 EX25 missense NM_020820.3 NP_065871.2 c.3183C>A p.D1061E | p.Asp1061Glu CCGxTCT - 57580 53 0 0% 33 15 31.20% NA. NA.

CC-H040 chr21 47958437 C T DIP2A EX16 missense NM_015151.3 NP_055966.2 c.1843C>T p.L615F | p.Leu615Phe TCTxTCC + 23181 76 0 0% 69 16 18.80% NA. NA.

CC-H040 chr22 50724622 C T PLXNB2 EX9 missense NM_012401.3 NP_036533.2 c.1857G>A p.M619I | p.Met619Ile GCTxATG - 23654 132 1 0.70% 69 19 21.50% NA. NA.

CC-H040 chrX 32486814 G A DMD EX23 missense NM_004006.2 NP_003997.1 c.2963C>T p.S988F | p.Ser988Phe AGAxAAC - 1756 39 0 0% 18 15 45.40% NA. NA.

CC-H040 chr6 32159933 C +G GPSM3 EX6 frameshift NM_022107.1 NP_071390.1c.134C[3>4] (std: c.136dupC alt: c.136_137insC )p.R46Pfs*18 | p.Arg46Profs*18 GC.GG - 63940 135 0 0% 85 6 6.59% NA. NA.

CC-H040 chr12 118463559 A -T RFC5 EX7 frameshift NM_007370.5 NP_031396.1 c.590delT p.I197Kfs*6 | p.Ile197Lysfs*6 TA.AA + 5985 74 0 0% 39 8 17.02% NA. NA.

CC-H040 chr16 67321037 T -GAC PLEKHG4 EX17 cds-del NM_015432.3 NP_056247.1 c.3061_3063delGACp.D1021del | p.Asp1021del CT.AT + 25894 58 0 0% 14 9 39.13% NA. NA.

CC-H041 chr2 33813538 G A FAM98A EX4 missense NM_015475.3 NP_056290.3 c.386C>T p.A129V | p.Ala129Val GGAxCAT - 25940 49 0 0% 42 5 10.60% NA. NA.

CC-H041 chr2 141598525 G C LRP1B EX30 missense NM_018557.2 NP_061027.2 c.5076C>G p.I1692M | p.Ile1692Met ATCxATT - 53353 81 0 0% 64 10 13.50% Sanger somatic

CC-H041 chr5 422908 G A AHRR EX6 missense NM_020731.4 NP_065782.2 c.518G>A p.R173Q | p.Arg173Gln GCCxGCA + 57491 57 0 0% 42 13 23.60% NA. NA.

CC-H041 chr6 155743923 C T NOX3 EX10 missense NM_015718.2 NP_056533.1 c.1213G>A p.V405I | p.Val405Ile CAAxGCA - 50508 37 0 0% 31 11 26.10% NA. NA.

CC-H041 chr10 28250610 C A ARMC4 EX10 missense NM_018076.2 NP_060546.2 c.1273G>T p.D425Y | p.Asp425Tyr TATxGCT - 55130 86 1 1.10% 73 8 9.80% NA. NA.

CC-H041 chr17 39305785 A T KRTAP4-5 EX1E missense NM_033188.3 NP_149445.3 c.235T>A p.C79S | p.Cys79Ser AGCxGGG - 85289 151 1 0.60% 79 76 49% NA. NA.

CC-H041 chr18 28648871 G A DSC2 EX15 missense NM_004949.3 NP_004940.1 c.2497C>T p.R833C | p.Arg833Cys GACxGGG - 1824 47 0 0% 56 8 12.50% NA. NA.

CC-H041 chrX 118708690 C T UBE2A EX1 missense NM_003336.2 NP_003327.2 c.16C>T p.R6W | p.Arg6Trp GCTxGGC + 7319 26 0 0% 24 13 35.10% NA. NA.

CC-H042 chr1 2252955 G A MORN1 EX14E missense NM_024848.1 NP_079124.1 c.1361C>T p.P454L | p.Pro454Leu GCCxGGG - 79906 39 0 0% 31 5 13.80% NA. NA.

CC-H042 chr1 12057432 A G MFN2 EX6 missense NM_014874.3 NP_055689.1 c.553A>G p.N185D | p.Asn185Asp CCCxACT + 9927 51 0 0% 44 13 22.80% NA. NA.

CC-H042 chr1 35453541 G A ZMYM6 EX16E missense NM_007167.3 NP_009098.3 c.3142C>T p.R1048C | p.Arg1048Cys TACxTGA - 9204 91 0 0% 70 8 10.20% NA. NA.

CC-H042 chr1 237870317 G A RYR2 EX68 missense NM_001035.2 NP_001026.2 c.9649G>A p.E3217K | p.Glu3217Lys GAAxAAA + 6262 43 0 0% 34 9 20.90% NA. NA.

CC-H042 chr2 74749772 G A DQX1 EX8 missense NM_133637.2 NP_598376.2 c.1430C>T p.A477V | p.Ala477Val AGGxCTT - 165545 85 0 0% 76 20 20.80% NA. NA.

CC-H042 chr2 109403369 G T CCDC138 EX1 nonsense NM_144978.1 NP_659415.1 c.91G>T p.E31* | p.Glu31* GACxAGG + 165055 82 0 0% 75 13 14.70% NA. NA.

CC-H042 chr2 142238080 C A LRP1B EX3 missense NM_018557.2 NP_061027.2 c.228G>T p.K76N | p.Lys76Asn GCAxTTG - 53353 79 0 0% 71 18 20.20% MS somatic



CC-H042 chr3 37095410 T C LRRFIP2 EX29E missense NM_006309.2 NP_006300.1 c.2098A>G p.N700D | p.Asn700Asp TGTxGGT - 9209 53 0 0% 43 7 14% NA. NA.

CC-H042 chr3 53857393 C T CHDH EX3 missense NM_018397.4 NP_060867.2 c.643G>A p.E215K | p.Glu215Lys CCTxGGT - 55349 82 0 0% 76 20 20.80% NA. NA.

CC-H042 chr3 169999686 G C PRKCI EX11 missense NM_002740.5 NP_002731.4 c.997G>C p.E333Q | p.Glu333Gln ATAxAGT + 5584 110 0 0% 159 15 8.60% NA. NA.

CC-H042 chr3 184870595 G A C3orf70 EX1 missense NM_001025266.1 NP_001020437.1 c.17C>T p.S6L | p.Ser6Leu GGCxAGG - 285382 21 0 0% 55 19 25.60% NA. NA.

CC-H042 chr3 190338187 C T IL1RAP EX6 missense NM_001167931.1 NP_001161403.1 c.661C>T p.R221C | p.Arg221Cys GGAxGTA + 3556 109 0 0% 150 19 11.20% NA. NA.

CC-H042 chr5 38950622 G A RICTOR EX31 missense NM_152756.3 NP_689969.2 c.3328C>T p.R1110C | p.Arg1110Cys TACxATG - 253260 95 0 0% 107 18 14.40% NA. NA.

CC-H042 chr5 137722038 C T KDM3B EX7 nonsense NM_016604.3 NP_057688.2 c.1108C>T p.Q370* | p.Gln370* GTGxAGG + 51780 78 0 0% 67 16 19.20% NA. NA.

CC-H042 chr6 56374506 G A DST EX55 missense NM_015548.4 NP_056363.2 c.11077C>T p.L3693F | p.Leu3693Phe TAAxAGT - 667 68 0 0% 56 9 13.80% NA. NA.

CC-H042 chr6 90333198 G A ANKRD6 EX11 missense NM_001242811.1 NP_001229740.1 c.967G>A p.E323K | p.Glu323Lys GAAxAGT + 22881 52 0 0% 48 6 11.10% NA. NA.

CC-H042 chr6 150710638 A G IYD EX2 missense NM_203395.2 NP_981932.1 c.329A>G p.Q110R | p.Gln110Arg AGCxAGT + 389434 106 0 0% 93 18 16.20% NA. NA.

CC-H042 chr6 150710649 G A IYD EX2 missense NM_203395.2 NP_981932.1 c.340G>A p.E114K | p.Glu114Lys ATGxAAG + 389434 109 0 0% 90 21 18.90% NA. NA.

CC-H042 chr6 169628217 C T THBS2 EX16 missense NM_003247.2 NP_003238.2 c.2419G>A p.D807N | p.Asp807Asn CACxGTC - 7058 64 0 0% 53 5 8.60% NA. NA.

CC-H042 chr7 6661628 G C ZNF853 EX3E missense NM_017560.1 NP_060030.1 c.1006G>C p.E336Q | p.Glu336Gln CTGxAGC + 54753 93 0 0% 96 20 17.20% NA. NA.

CC-H042 chr7 99359857 C G CYP3A4 EX11 missense NM_017460.5 NP_059488.2 c.1060G>C p.E354Q | p.Glu354Gln ACTxCAT - 1576 149 0 0% 124 22 15% NA. NA.

CC-H042 chr7 100253045 C T ACTL6B EX3 missense NM_016188.4 NP_057272.1 c.267G>A p.M89I | p.Met89Ile ACTxATG - 51412 69 0 0% 57 7 10.90% NA. NA.

CC-H042 chr8 101237462 C A SPAG1 EX14 missense NM_003114.4 NP_003105.2 c.1750C>A p.P584T | p.Pro584Thr ATTxCTG + 6674 85 0 0% 80 22 21.50% NA. NA.

CC-H042 chr9 13113016 C A MPDZ EX41 missense NM_003829.4 NP_003820.2 c.5508G>T p.M1836I | p.Met1836Ile TTTxATT - 8777 78 0 0% 258 71 21.50% NA. NA.

CC-H042 chr9 95050107 C T IARS EX4 missense NM_013417.2 NP_038203.2 c.362G>A p.R121Q | p.Arg121Gln GCTxGGC - 3376 90 0 0% 67 22 24.70% NA. NA.

CC-H042 chr9 120475367 G A TLR4 EX3E missense NM_138554.4 NP_612564.1 c.961G>A p.E321K | p.Glu321Lys ATTxAAA + 7099 50 0 0% 37 8 17.70% NA. NA.

CC-H042 chr9 130206629 G C ZNF79 EX5E missense NM_007135.2 NP_009066.2 c.650G>C p.G217A | p.Gly217Ala CTGxAGA + 7633 102 0 0% 72 21 22.50% NA. NA.

CC-H042 chr9 130922741 G A C9orf16 EX1 missense NM_024112.3 NP_077017.1 c.55G>A p.E19K | p.Glu19Lys GGCxAGG + 79095 28 0 0% 30 6 16.60% NA. NA.

CC-H042 chr9 139946047 C T ENTPD2 EX3 missense NM_203468.2 NP_982293.1 c.301G>A p.E101K | p.Glu101Lys GTTxGAG - 954 37 0 0% 24 14 36.80% NA. NA.

CC-H042 chr10 13240760 C T MCM10 EX16 nonsense NM_182751.2 NP_877428.1 c.2194C>T p.Q732* | p.Gln732* TTTxAGA + 55388 116 0 0% 101 18 15.10% NA. NA.

CC-H042 chr10 62631320 C T RHOBTB1 EX12E missense NM_001242359.1 NP_001229288.1 c.2011G>A p.E671K | p.Glu671Lys TCTxTCG - 9886 72 0 0% 67 8 10.60% NA. NA.

CC-H042 chr10 70333698 C T TET1 EX2 nonsense NM_030625.2 NP_085128.2 c.1603C>T p.Q535* | p.Gln535* TCTxAGG + 80312 55 0 0% 40 8 16.60% MS somatic

CC-H042 chr11 18195187 C G MRGPRX4 EX1E missense NM_054032.3 NP_473373.2 c.384C>G p.I128M | p.Ile128Met CATxTGG + 117196 62 0 0% 64 13 16.80% NA. NA.

CC-H042 chr11 73103379 C T RELT EX6 missense NM_032871.3 NP_116260.2 c.491C>T p.A164V | p.Ala164Val ACGxGGT + 84957 79 0 0% 63 11 14.80% NA. NA.

CC-H042 chr12 51890855 G A SLC4A8 EX22 missense NM_001039960.2 NP_001035049.1 c.3028G>A p.E1010K | p.Glu1010Lys CCTxAAA + 9498 107 0 0% 105 22 17.30% NA. NA.

CC-H042 chr12 53554572 G A CSAD EX13 missense NM_015989.4 NP_057073.4 c.1022C>T p.S341F | p.Ser341Phe GCAxAGC - 51380 90 0 0% 67 16 19.20% NA. NA.

CC-H042 chr12 57972027 G A KIF5A EX23 missense NM_004984.2 NP_004975.2 c.2440G>A p.E814K | p.Glu814Lys GCAxAAA + 3798 51 0 0% 30 5 14.20% NA. NA.

CC-H042 chr12 59280626 C G LRIG3 EX9 missense NM_153377.4 NP_700356.2 c.1138G>C p.G380R | p.Gly380Arg CACxATT - 121227 78 0 0% 66 10 13.10% NA. NA.

CC-H042 chr12 120657743 G A LOC100996317 EX1E missense XM_003846264.1 XP_003846312.1 c.62C>T p.P21L | p.Pro21Leu TCCxGAG - 100996317 78 0 0% 60 9 13% NA. NA.

CC-H042 chr12 124317737 G A DNAH10 EX26 missense NM_207437.3 NP_997320.2 c.4268G>A p.R1423Q | p.Arg1423Gln AGCxAGG + 196385 95 0 0% 84 9 9.60% NA. NA.

CC-H042 chr13 39541096 G A STOML3 EX7E missense NM_145286.2 NP_660329.1 c.742C>T p.R248C | p.Arg248Cys AGCxCAG - 161003 38 0 0% 38 6 13.60% NA. NA.

CC-H042 chr14 24806395 G A RIPK3 EX8 missense NM_006871.3 NP_006862.2 c.1172C>T p.S391L | p.Ser391Leu ATCxAAT - 11035 94 0 0% 72 19 20.80% NA. NA.

CC-H042 chr14 36096765 C G RALGAPA1 EX33 missense NM_194301.2 NP_919277.2 c.4870G>C p.E1624Q | p.Glu1624Gln GTTxTGA - 253959 99 0 0% 56 14 20% NA. NA.

CC-H042 chr14 64882099 G C MTHFD1 EX5 missense NM_005956.3 NP_005947.3 c.264G>C p.L88F | p.Leu88Phe TTTxAAT + 4522 74 0 0% 61 10 14% NA. NA.

CC-H042 chr15 50901831 G A TRPM7 EX19 nonsense NM_017672.4 NP_060142.3 c.2527C>T p.R843* | p.Arg843* TTCxCGT - 54822 108 0 0% 65 20 23.50% NA. NA.

CC-H042 chr15 51291397 G A AP4E1 EX19 missense NM_007347.4 NP_031373.2 c.3033G>A p.M1011I | p.Met1011Ile TATxATG + 23431 83 0 0% 64 8 11.10% NA. NA.

CC-H042 chr15 59373461 A G RNF111 EX8 missense NM_001270528.1 NP_001257457.1 c.2275A>G p.R759G | p.Arg759Gly AGGxGGA + 54778 66 0 0% 51 5 8.90% NA. NA.

CC-H042 chr15 62986572 G A TLN2 EX11 missense NM_015059.2 NP_055874.2 c.1273G>A p.E425K | p.Glu425Lys GAAxAGT + 83660 79 0 0% 92 13 12.30% NA. NA.

CC-H042 chr16 70697963 C T MTSS1L EX15E missense NM_138383.2 NP_612392.1 c.1861G>A p.E621K | p.Glu621Lys TCTxGTC - 92154 111 0 0% 137 21 13.20% NA. NA.

CC-H042 chr17 7646362 G T DNAH2 EX11 missense NM_020877.2 NP_065928.2 c.1806G>T p.W602C | p.Trp602Cys GTGxACA + 146754 63 0 0% 49 9 15.50% NA. NA.

CC-H042 chr17 38249318 G C THRA EX10E missense NM_001190919.1 NP_001177848.1 c.1156G>C p.E386Q | p.Glu386Gln GCAxAAG + 7067 198 0 0% 181 31 14.60% NA. NA.

CC-H042 chr18 3729240 G A DLGAP1 EX7 missense NM_004746.3 NP_004737.2 c.1486C>T p.R496W | p.Arg496Trp CCCxCAC - 9229 113 0 0% 96 14 12.70% NA. NA.

CC-H042 chr18 21508627 G C LAMA3 EX64 missense NM_198129.1 NP_937762.1 c.8334G>C p.L2778F | p.Leu2778Phe ATTxAGT + 3909 113 0 0% 88 16 15.30% NA. NA.

CC-H042 chr19 8618028 G A MYO1F EX6 missense NM_012335.3 NP_036467.2 c.499C>T p.R167C | p.Arg167Cys AGCxGCT - 4542 34 0 0% 22 10 31.20% NA. NA.

CC-H042 chr19 16855457 C T NWD1 EX5 missense NM_001007525.3 NP_001007526.3 c.424C>T p.R142C | p.Arg142Cys CTAxGCT + 284434 86 0 0% 67 13 16.20% NA. NA.

CC-H042 chr19 53270941 C G ZNF600 EX3E missense NM_198457.2 NP_940859.2 c.68G>C p.R23T | p.Arg23Thr TATxTTT - 162966 277 1 0.30% 197 46 18.90% NA. NA.

CC-H042 chr20 2730509 C T EBF4 EX11 missense NM_001110514.1 NP_001103984.1 c.896C>T p.A299V | p.Ala299Val ACGxCAT + 57593 91 0 0% 65 16 19.70% NA. NA.

CC-H042 chr20 23473637 C T CST8 EX3 missense NM_005492.2 NP_005483.1 c.274C>T p.R92C | p.Arg92Cys GCCxGCA + 10047 95 1 1% 77 17 18% NA. NA.

CC-H042 chr22 20074710 C T DGCR8 EX3 missense NM_022720.6 NP_073557.3 c.746C>T p.A249V | p.Ala249Val ATGxTCT + 54487 74 0 0% 79 56 41.40% NA. NA.

CC-H042 chr22 20100231 G A TRMT2A EX12E missense NM_022727.5 NP_073564.3 c.1733C>T p.P578L | p.Pro578Leu TGCxGGG - 27037 77 0 0% 126 25 16.50% NA. NA.

CC-H042 chrX 10491182 C T MID1 EX3 missense NM_033290.3 NP_150632.1 c.706G>A p.E236K | p.Glu236Lys GTTxTGT - 4281 64 0 0% 52 11 17.40% NA. NA.

CC-H042 chrX 31747842 C G DMD EX52 missense NM_004006.2 NP_003997.1 c.7566G>C p.Q2522H | p.Gln2522His CCTxTGT - 1756 107 0 0% 96 14 12.70% NA. NA.

CC-H042 chrX 41204534 G A DDX3X EX11 missense NM_001356.3 NP_001347.3 c.1127G>A p.R376H | p.Arg376His TCCxCCA + 1654 93 0 0% 81 13 13.80% NA. NA.

CC-H042 chrX 47488951 G A CFP EX3 missense NM_002621.2 NP_002612.1 c.199C>T p.R67C | p.Arg67Cys TACxTTT - 5199 122 0 0% 119 24 16.70% NA. NA.

CC-H042 chrX 74742852 C T ZDHHC15 EX1 missense NM_144969.2 NP_659406.1 c.8G>A p.R3Q | p.Arg3Gln CCTxGCC - 158866 118 0 0% 109 23 17.40% NA. NA.

CC-H042 chrX 117679295 G C DOCK11 EX5 missense NM_144658.3 NP_653259.3 c.402G>C p.L134F | p.Leu134Phe TTTxAGA + 139818 239 0 0% 195 29 12.90% NA. NA.

CC-H042 chrX 130222739 G A ARHGAP36 EX12E missense NM_144967.3 NP_659404.2 c.1624G>A p.V542I | p.Val542Ile GGCxTCA + 158763 75 0 0% 78 12 13.30% NA. NA.

CC-H042 chr6 31604112 T -GGA PRRC2A EX26 cds-del NM_004638.3 NP_004629.3c.5753GAG[2>1] (std: c.5753GAG[1] alt: c.5756_5758delGAG )p.G1918[2>1] (std: p.G1918[1] alt: p.G1919del ) | p.Gly1918[2>1] (std: p.Gly1918[1] alt: p.Gly1919del )CT.GG + 7916 110 0 0% 116 11 8.66% NA. NA.

CC-H043 chr1 10710804 G C CASZ1 EX13 nonsense NM_001079843.2 NP_001073312.1 c.2825C>G p.S942* | p.Ser942* TTTxATT - 54897 79 0 0% 42 50 54.30% NA. NA.

CC-H043 chr1 11740457 G A MAD2L2 EX3 missense NM_001127325.1 NP_001120797.1 c.112C>T p.P38S | p.Pro38Ser CGGxGTA - 10459 59 0 0% 56 10 15.10% NA. NA.

CC-H043 chr1 11879597 G T CLCN6 EX5 missense NM_001286.3 NP_001277.1 c.332G>T p.G111V | p.Gly111Val TCGxAGT + 1185 66 0 0% 56 17 23.20% NA. NA.

CC-H043 chr1 21167395 G A EIF4G3 EX28 nonsense NM_001198801.1 NP_001185730.1 c.3955C>T p.Q1319* | p.Gln1319* GCTxATA - 8672 121 0 0% 102 32 23.80% NA. NA.

CC-H043 chr1 23110993 C T EPHB2 EX3 missense NM_004442.6 NP_004433.2 c.235C>T p.R79W | p.Arg79Trp ATCxGGC + 2048 30 0 0% 22 22 50% NA. NA.

CC-H043 chr1 24020335 G C RPL11 EX3 missense NM_000975.3 NP_000966.2 c.196G>C p.E66Q | p.Glu66Gln AATxAAA + 6135 49 0 0% 22 22 50% NA. NA.

CC-H043 chr1 26514790 G A CNKSR1 EX17 missense NM_006314.2 NP_006305.2 c.1520G>A p.R507Q | p.Arg507Gln CCCxAGA + 10256 63 0 0% 40 10 20% NA. NA.

CC-H043 chr1 27683896 C T MAP3K6 EX23 missense NM_004672.3 NP_004663.3 c.3253G>A p.D1085N | p.Asp1085Asn CATxCGG - 9064 57 0 0% 25 18 41.80% Sanger somatic

CC-H043 chr1 45125968 C T TMEM53 IVS1 splice-3 NM_024587.2 NP_078863.2 c.62-1G>A . TCTxTGA - 79639 30 0 0% 24 10 29.40% NA. NA.

CC-H043 chr1 72400932 G A NEGR1 EX2 missense NM_173808.2 NP_776169.2 c.239C>T p.A80V | p.Ala80Val CCCxCAA - 257194 69 0 0% 89 33 27% NA. NA.

CC-H043 chr1 85624609 C G SYDE2 EX7E missense NM_032184.1 NP_115560.1 c.3409G>C p.E1137Q | p.Glu1137Gln GTTxAAT - 84144 75 0 0% 39 35 47.20% NA. NA.

CC-H043 chr1 94367225 C T GCLM EX3 missense NM_002061.2 NP_002052.1 c.193G>A p.E65K | p.Glu65Lys ACTxCTA - 2730 78 0 0% 30 47 61% NA. NA.

CC-H043 chr1 103345250 C G COL11A1 EX66 missense NM_080629.2 NP_542196.2 c.5299G>C p.D1767H | p.Asp1767His CATxATA - 1301 53 0 0% 67 20 22.90% NA. NA.

CC-H043 chr1 109732267 G T KIAA1324 EX11 missense NM_020775.4 NP_065826.2 c.1402G>T p.D468Y | p.Asp468Tyr AATxACT + 57535 48 1 2% 37 7 15.90% NA. NA.

CC-H043 chr1 116243870 C T CASQ2 EX11E missense NM_001232.3 NP_001223.2 c.1192G>A p.D398N | p.Asp398Asn CATxATC - 845 90 0 0% 39 55 58.50% NA. NA.

CC-H043 chr1 150477452 G C TARS2 EX16 missense NM_025150.3 NP_079426.2 c.1891G>C p.E631Q | p.Glu631Gln AAAxAGG + 80222 66 0 0% 21 32 60.30% NA. NA.

CC-H043 chr1 152692548 G A C1orf68 EX1E missense NM_001024679.2 NP_001019850.1 c.551G>A p.R184K | p.Arg184Lys TGAxACG + 100129271 63 0 0% 68 11 13.90% NA. NA.

CC-H043 chr1 154901523 C T PMVK EX3 missense NM_006556.3 NP_006547.1 c.289G>A p.E97K | p.Glu97Lys CCTxCAC - 10654 62 0 0% 49 18 26.80% NA. NA.

CC-H043 chr1 157551389 C T FCRL4 EX7 missense NM_031282.2 NP_112572.1 c.1181G>A p.G394E | p.Gly394Glu CCTxCAG - 83417 54 0 0% 36 7 16.20% NA. NA.

CC-H043 chr1 160012237 C G KCNJ10 EX2E missense NM_002241.4 NP_002232.2 c.86G>C p.R29T | p.Arg29Thr ACTxTCC - 3766 57 0 0% 40 12 23% NA. NA.

CC-H043 chr1 171083212 C T FMO3 EX7 missense NM_001002294.2 NP_001002294.1 c.893C>T p.S298F | p.Ser298Phe TGTxCGT + 2328 94 0 0% 69 23 25% NA. NA.

CC-H043 chr1 171556786 G A PRRC2C IVS31 splice-3 NM_015172.3 NP_055987.2 c.7963-1G>A . TCAxATG + 23215 91 0 0% 35 49 58.30% NA. NA.

CC-H043 chr1 175335059 C T TNR EX11 missense NM_003285.2 NP_003276.3 c.2269G>A p.E757K | p.Glu757Lys TCTxAGC - 7143 50 0 0% 51 13 20.30% NA. NA.

CC-H043 chr1 178863056 C T RALGPS2 EX16 missense NM_152663.3 NP_689876.2 c.1328C>T p.S443F | p.Ser443Phe GTTxTGC + 55103 53 0 0% 50 19 27.50% NA. NA.

CC-H043 chr1 180849318 C T XPR1 EX14 nonsense NM_004736.3 NP_004727.2 c.1915C>T p.Q639* | p.Gln639* GATxAGA + 9213 69 0 0% 94 35 27.10% NA. NA.

CC-H043 chr1 204379926 G C PPP1R15B EX1 missense NM_032833.3 NP_116222.3 c.614C>G p.S205C | p.Ser205Cys CCAxAGG - 84919 50 0 0% 41 15 26.70% NA. NA.

CC-H043 chr1 204411737 C T PIK3C2B EX21 missense NM_002646.3 NP_002637.3 c.3073G>A p.E1025K | p.Glu1025Lys CCTxCTC - 5287 89 0 0% 42 41 49.30% NA. NA.

CC-H043 chr1 224621567 G A WDR26 EX1 missense NM_025160.6 NP_079436.4 c.241C>T p.P81S | p.Pro81Ser CGGxAAC - 80232 153 0 0% 99 79 44.30% NA. NA.

CC-H043 chr1 235324342 C T RBM34 EX2 missense NM_015014.2 NP_055829.2 c.94G>A p.D32N | p.Asp32Asn AGTxTTC - 23029 45 0 0% 33 14 29.70% NA. NA.

CC-H043 chr1 248845199 G A OR14I1 EX1E missense NM_001004734.1 NP_001004734.1 c.407C>T p.S136L | p.Ser136Leu CCTxATG - 401994 44 0 0% 27 41 60.20% NA. NA.

CC-H043 chr2 20460196 G C PUM2 EX14 missense NM_015317.1 NP_056132.1 c.2257C>G p.P753A | p.Pro753Ala CTGxAGT - 23369 64 0 0% 29 13 30.90% NA. NA.

CC-H043 chr2 26204573 C T KIF3C EX1 missense NM_002254.6 NP_002245.4 c.214G>A p.D72N | p.Asp72Asn GGTxGGC - 3797 60 0 0% 22 19 46.30% NA. NA.

CC-H043 chr2 42806328 G A MTA3 EX3 missense NM_020744.2 NP_065795.1 c.178G>A p.D60N | p.Asp60Asn GCAxATA + 57504 60 0 0% 22 13 37.10% NA. NA.

CC-H043 chr2 44041638 G C ABCG5 EX12 missense NM_022436.2 NP_071881.1 c.1740C>G p.F580L | p.Phe580Leu GTAxAAC - 64240 157 0 0% 71 54 43.20% NA. NA.

CC-H043 chr2 54155351 G C PSME4 EX11 nonsense NM_014614.2 NP_055429.2 c.1406C>G p.S469* | p.Ser469* CCTxATA - 23198 88 0 0% 17 33 66% NA. NA.

CC-H043 chr2 61454221 C G USP34 EX62 missense NM_014709.3 NP_055524.3 c.7576G>C p.E2526Q | p.Glu2526Gln GTTxAAC - 9736 66 0 0% 33 6 15.30% NA. NA.

CC-H043 chr2 61454281 C T USP34 EX62 missense NM_014709.3 NP_055524.3 c.7516G>A p.E2506K | p.Glu2506Lys CTTxTGC - 9736 81 0 0% 31 12 27.90% NA. NA.

CC-H043 chr2 68389791 G A PNO1 EX5 missense NM_020143.2 NP_064528.1 c.616G>A p.D206N | p.Asp206Asn GCTxATG + 56902 73 0 0% 24 26 52% NA. NA.

CC-H043 chr2 70096977 C T GMCL1 EX12 nonsense NM_178439.3 NP_848526.1 c.1345C>T p.R449* | p.Arg449* CCTxGAA + 64395 60 0 0% 26 13 33.30% NA. NA.

CC-H043 chr2 80620386 G T CTNNA2 EX8 missense NM_004389.3 NP_004380.2 c.1107G>T p.M369I | p.Met369Ile GATxACT + 1496 77 0 0% 44 34 43.50% NA. NA.

CC-H043 chr2 85039567 C A DNAH6 EX73 missense NM_001370.1 NP_001361.1 c.11842C>A p.L3948M | p.Leu3948Met GCTxTGT + 1768 79 0 0% 35 19 35.10% NA. NA.

CC-H043 chr2 85040220 C G DNAH6 EX74 missense NM_001370.1 NP_001361.1 c.11964C>G p.I3988M | p.Ile3988Met GATxTCT + 1768 83 0 0% 47 30 38.90% NA. NA.

CC-H043 chr2 99976775 C G EIF5B EX2 missense NM_015904.3 NP_056988.3 c.112C>G p.Q38E | p.Gln38Glu CCTxAAA + 9669 103 0 0% 48 35 42.10% NA. NA.

CC-H043 chr2 109116126 G A GCC2 EX22 missense NM_181453.3 NP_852118.1 c.4900G>A p.E1634K | p.Glu1634Lys AGTxAAA + 9648 869 0 0% 694 152 17.90% NA. NA.

CC-H043 chr2 128393880 C T MYO7B EX44 missense NM_001080527.1 NP_001073996.1 c.6026C>T p.S2009F | p.Ser2009Phe GATxCGC + 4648 112 0 0% 72 32 30.70% NA. NA.

CC-H043 chr2 179588748 C T TTN EX73 missense NM_001267550.1 NP_001254479.1 c.21238G>A p.E7080K | p.Glu7080Lys TCTxATG - 7273 59 0 0% 20 16 44.40% NA. NA.

CC-H043 chr2 183860506 C G NCKAP1 EX8 missense NM_205842.1 NP_995314.1 c.682G>C p.D228H | p.Asp228His GGTxAGC - 10787 109 0 0% 44 31 41.30% NA. NA.

CC-H043 chr2 206911256 G A INO80D EX5 missense NM_017759.4 NP_060229.3 c.1045C>T p.R349W | p.Arg349Trp CCCxGAT - 54891 45 0 0% 26 15 36.50% NA. NA.

CC-H043 chr2 215866424 G C ABCA12 EX21 missense NM_173076.2 NP_775099.2 c.2721C>G p.I907M | p.Ile907Met GATxATG - 26154 68 0 0% 33 18 35.20% NA. NA.

CC-H043 chr2 225339021 C T CUL3 EX16E missense NM_003590.4 NP_003581.1 c.2248G>A p.E750K | p.Glu750Lys TCTxAAT - 8452 70 0 0% 29 15 34% NA. NA.

CC-H043 chr2 242812063 C T CXXC11 EX1 missense NM_173821.2 NP_776182.2 c.155C>T p.S52L | p.Ser52Leu TCTxGAG + 285093 166 1 0.50% 23 55 70.50% NA. NA.

CC-H043 chr3 4458927 C G SUMF1 IVS5 splice-3 NM_182760.3 NP_877437.2 c.726-1G>C . AGTxTGT - 285362 32 0 0% 40 15 27.20% NA. NA.

CC-H043 chr3 9768805 G C CPNE9 EX20 missense NM_153635.2 NP_705899.2 c.1411G>C p.E471Q | p.Glu471Gln GAAxAGT + 151835 57 0 0% 30 10 25% NA. NA.

CC-H043 chr3 24006612 C G NR1D2 EX6 missense NM_005126.4 NP_005117.3 c.1291C>G p.Q431E | p.Gln431Glu TCTxAGC + 9975 60 0 0% 21 34 61.80% NA. NA.

CC-H043 chr3 32737263 G A CNOT10 EX1 missense NM_001256742.1 NP_001243671.1 c.146G>A p.G49E | p.Gly49Glu ACGxAGA + 25904 109 0 0% 103 35 25.30% NA. NA.

CC-H043 chr3 44853713 G C KIF15 EX18 missense NM_020242.2 NP_064627.1 c.2209G>C p.E737Q | p.Glu737Gln GAAxAGC + 56992 50 0 0% 39 17 30.30% NA. NA.

CC-H043 chr3 45988576 C G CXCR6 EX2E missense NM_006564.1 NP_006555.1 c.603C>G p.F201L | p.Phe201Leu CTTxTTG + 10663 40 0 0% 28 11 28.20% NA. NA.

CC-H043 chr3 46497370 G A LTF EX4 missense NM_002343.3 NP_002334.2 c.415C>T p.R139C | p.Arg139Cys TGCxAAG - 4057 40 0 0% 48 16 25% NA. NA.

CC-H043 chr3 48502014 G A ATRIP EX8 missense NM_130384.2 NP_569055.1 c.1561G>A p.D521N | p.Asp521Asn GGAxATA + 84126 58 0 0% 39 10 20.40% NA. NA.

CC-H043 chr3 49294122 A G CCDC36 EX10E missense NM_178173.3 NP_835467.2 c.1192A>G p.I398V | p.Ile398Val GAGxTAA + 339834 75 0 0% 68 5 6.80% NA. NA.

CC-H043 chr3 49294132 C G CCDC36 EX10E nonsense NM_178173.3 NP_835467.2 c.1202C>G p.S401* | p.Ser401* TTTxAAC + 339834 79 0 0% 69 5 6.70% NA. NA.

CC-H043 chr3 55922454 C T ERC2 EX14 missense NM_015576.1 NP_056391.1 c.2527G>A p.E843K | p.Glu843Lys TCTxAAT - 26059 74 0 0% 42 37 46.80% NA. NA.

CC-H043 chr3 62259440 C T PTPRG EX23 missense NM_002841.3 NP_002832.3 c.3386C>T p.S1129L | p.Ser1129Leu CTTxAAA + 5793 76 1 1.20% 70 19 21.30% NA. NA.

CC-H043 chr3 73111994 C G EBLN2 EX1E missense NM_018029.3 NP_060499.3 c.762C>G p.F254L | p.Phe254Leu GTTxACA + 55096 34 0 0% 21 19 47.50% NA. NA.

CC-H043 chr3 74349077 G C CNTN3 EX16 missense NM_020872.1 NP_065923.1 c.2108C>G p.P703R | p.Pro703Arg GGAxGCA - 5067 89 0 0% 58 28 32.50% NA. NA.

CC-H043 chr3 97652583 G C CRYBG3 EX18 missense NM_153605.3 NP_705833.3 c.8287G>C p.E2763Q | p.Glu2763Gln TGTxAGG + 131544 72 0 0% 39 43 52.40% NA. NA.

CC-H043 chr3 113320458 C G SIDT1 EX11 missense NM_017699.2 NP_060169.2 c.1069C>G p.H357D | p.His357Asp TCTxATC + 54847 106 0 0% 63 75 54.30% NA. NA.

CC-H043 chr3 121554172 G C EAF2 EX1 missense NM_018456.4 NP_060926.2 c.40G>C p.E14Q | p.Glu14Gln CGCxAGC + 55840 70 1 1.40% 59 24 28.90% NA. NA.

CC-H043 chr3 124351480 G A KALRN EX35 missense NM_001024660.3 NP_001019831.2 c.5390G>A p.R1797Q | p.Arg1797Gln GTCxGAA + 8997 69 1 1.40% 59 21 26.20% NA. NA.

CC-H043 chr3 129134129 G A EFCAB12 EX4 missense NM_207307.1 NP_997190.1 c.797C>T p.S266F | p.Ser266Phe ATAxACC - 90288 33 0 0% 42 16 27.50% NA. NA.

CC-H043 chr3 132423200 C T NPHP3 EX9 missense NM_153240.4 NP_694972.3 c.1366G>A p.E456K | p.Glu456Lys TCTxAAA - 27031 42 0 0% 36 48 57.10% NA. NA.

CC-H043 chr3 150280406 C T EIF2A EX4 missense NM_032025.3 NP_114414.2 c.251C>T p.S84L | p.Ser84Leu TCTxACC + 83939 64 0 0% 81 19 19% NA. NA.

CC-H043 chr3 151160959 C G IGSF10 EX5 missense NM_178822.4 NP_849144.2 c.5776G>C p.E1926Q | p.Glu1926Gln GCTxCGA - 285313 43 0 0% 54 15 21.70% NA. NA.

CC-H043 chr3 153840296 C T ARHGEF26 EX2 missense NM_015595.3 NP_056410.3 c.515C>T p.S172L | p.Ser172Leu CTTxGCC + 26084 99 0 0% 138 34 19.70% NA. NA.

CC-H043 chr3 160129843 G C SMC4 EX5 missense NM_005496.3 NP_005487.3 c.823G>C p.E275Q | p.Glu275Gln GTTxAAA + 10051 91 0 0% 107 10 8.50% NA. NA.

CC-H043 chr3 164712091 C T SI EX41 missense NM_001041.3 NP_001032.2 c.4795G>A p.E1599K | p.Glu1599Lys TTTxATG - 6476 88 0 0% 86 18 17.30% NA. NA.

CC-H043 chr3 175189544 G A NAALADL2 EX9 missense NM_207015.2 NP_996898.2 c.1651G>A p.E551K | p.Glu551Lys GTAxAGG + 254827 137 0 0% 130 28 17.70% NA. NA.

CC-H043 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 105 0 0% 52 81 60.90% NA. NA.

CC-H043 chr3 180685998 G A FXR1 EX14 missense NM_005087.3 NP_005078.2 c.1358G>A p.R453Q | p.Arg453Gln GTCxAGG + 8087 85 0 0% 37 60 61.80% NA. NA.

CC-H043 chr3 184059911 G A FAM131A EX4 missense NM_144635.4 NP_653236.3 c.383G>A p.R128Q | p.Arg128Gln GCCxAGT + 131408 45 0 0% 47 12 20.30% NA. NA.

CC-H043 chr3 185407370 G C IGF2BP2 EX6 missense NM_006548.4 NP_006539.3 c.450C>G p.F150L | p.Phe150Leu CTTxAAG - 10644 35 0 0% 19 44 69.80% NA. NA.

CC-H043 chr3 185783623 G A ETV5 EX8 missense NM_004454.2 NP_004445.1 c.889C>T p.R297W | p.Arg297Trp CCCxAGG - 2119 62 0 0% 23 49 68% NA. NA.

CC-H043 chr4 436430 C G ZNF721 EX3E missense NM_133474.2 NP_597731.2 c.1826G>C p.G609A | p.Gly609Ala TCTxCAG - 170960 108 0 0% 57 35 38% NA. NA.

CC-H043 chr4 15690275 G C FAM200B EX2E missense NM_001145191.1 NP_001138663.1 c.1675G>C p.E559Q | p.Glu559Gln GAAxAGA + 285550 81 0 0% 37 30 44.70% NA. NA.

CC-H043 chr4 23886391 G A PPARGC1A EX2 missense NM_013261.3 NP_037393.1 c.218C>T p.P73L | p.Pro73Leu GAAxGCT - 10891 67 0 0% 34 16 32% NA. NA.

CC-H043 chr4 26585894 C T TBC1D19 EX1 nonsense NM_018317.2 NP_060787.2 c.79C>T p.Q27* | p.Gln27* TCTxAGC + 55296 133 0 0% 68 43 38.70% NA. NA.

CC-H043 chr4 39868539 G A PDS5A EX23 missense NM_001100399.1 NP_001093869.1 c.2584C>T p.R862W | p.Arg862Trp ACCxAAG - 23244 89 0 0% 48 39 44.80% NA. NA.

CC-H043 chr4 47593348 G A ATP10D EX23E missense NM_020453.3 NP_065186.3 c.4231G>A p.E1411K | p.Glu1411Lys TCTxAAA + 57205 31 0 0% 12 12 50% NA. NA.

CC-H043 chr4 57204900 C T AASDH EX15E missense NM_181806.2 NP_861522.2 c.2965G>A p.E989K | p.Glu989Lys GCTxTGA - 132949 50 0 0% 40 6 13% NA. NA.

CC-H043 chr4 79393461 G A FRAS1 EX52 missense NM_025074.6 NP_079350.5 c.7499G>A p.R2500K | p.Arg2500Lys GCAxAGC + 80144 45 0 0% 27 17 38.60% NA. NA.

CC-H043 chr4 113567605 G C LARP7 EX3 missense NM_015454.2 NP_056269.1 c.301G>C p.E101Q | p.Glu101Gln GTAxAGG + 51574 83 0 0% 65 36 35.60% NA. NA.

CC-H043 chr4 134071821 G A PCDH10 EX1 missense NM_032961.1 NP_116586.1 c.526G>A p.D176N | p.Asp176Asn GGGxATG + 57575 46 0 0% 23 19 45.20% NA. NA.

CC-H043 chr4 152048865 C T SH3D19 EX20 missense NM_001009555.3 NP_001009555.3 c.2161G>A p.E721K | p.Glu721Lys CCTxAGC - 152503 145 0 0% 61 71 53.70% NA. NA.

CC-H043 chr4 170988488 G A AADAT EX9 missense NM_016228.3 NP_057312.1 c.952C>T p.H318Y | p.His318Tyr CATxAGC - 51166 58 0 0% 39 41 51.20% NA. NA.

CC-H043 chr4 187629360 G A FAT1 EX2 missense NM_005245.3 NP_005236.2 c.1622C>T p.S541L | p.Ser541Leu TCTxATG - 2195 57 0 0% 26 37 58.70% NA. NA.

CC-H043 chr5 11199728 G A CTNND2 EX11 missense NM_001332.2 NP_001323.1 c.1807C>T p.H603Y | p.His603Tyr GATxATC - 1501 41 0 0% 54 19 26% NA. NA.

CC-H043 chr5 37352923 G A NUP155 EX5 nonsense NM_153485.1 NP_705618.1 c.472C>T p.Q158* | p.Gln158* GTTxAAA - 9631 70 0 0% 57 10 14.90% NA. NA.

CC-H043 chr5 39376788 C T DAB2 EX12 missense NM_001343.3 NP_001334.2 c.2101G>A p.D701N | p.Asp701Asn AGTxATC - 1601 63 0 0% 64 22 25.50% NA. NA.

CC-H043 chr5 52177709 G A ITGA1 EX7 missense NM_181501.1 NP_852478.1 c.629G>A p.G210E | p.Gly210Glu TTGxAAT + 3672 42 0 0% 41 8 16.30% NA. NA.

CC-H043 chr5 55243403 C T IL6ST EX15 missense NM_002184.3 NP_002175.2 c.1855G>A p.E619K | p.Glu619Lys CTTxAAT - 3572 33 0 0% 21 6 22.20% NA. NA.

CC-H043 chr5 79378251 G C THBS4 EX21 missense NM_003248.4 NP_003239.2 c.2707G>C p.E903Q | p.Glu903Gln TCTxAGT + 7060 67 0 0% 48 22 31.40% NA. NA.

CC-H043 chr5 96071915 G A CAST EX10 missense NM_001190442.1 NP_001177371.1 c.421G>A p.E141K | p.Glu141Lys GTTxAAT + 831 66 0 0% 41 15 26.70% NA. NA.

CC-H043 chr5 112175423 C T APC EX17E nonsense NM_001127510.2 NP_001120982.1 c.4132C>T p.Q1378* | p.Gln1378* GTTxAGG + 324 44 0 0% 36 10 21.70% NA. NA.

CC-H043 chr5 140035512 G A IK EX9 missense NM_006083.3 NP_006074.2 c.736G>A p.E246K | p.Glu246Lys GATxAGT + 3550 55 0 0% 25 34 57.60% NA. NA.

CC-H043 chr5 140264044 G A PCDHA13 EX1 missense NM_018904.2 NP_061727.1 c.2191G>A p.A731T | p.Ala731Thr GGCxCGT + 56136 85 0 0% 41 60 59.40% NA. NA.

CC-H043 chr5 140433432 T C PCDHB1 EX1E missense NM_013340.2 NP_037472.2 c.2377T>C p.S793P | p.Ser793Pro GGCxCCA + 29930 60 0 0% 37 13 26% NA. NA.

CC-H043 chr5 148756380 G C IL17B EX2 nonsense NM_014443.2 NP_055258.1 c.230C>G p.S77* | p.Ser77* TCTxAGC - 27190 49 0 0% 34 17 33.30% NA. NA.

CC-H043 chr5 150029260 G A SYNPO EX3E missense NM_001166208.1 NP_001159680.1 c.2155G>A p.E719K | p.Glu719Lys TCCxAGG + 11346 53 0 0% 20 26 56.50% NA. NA.

CC-H043 chr5 167545367 G C TENM2 EX10 missense NM_001122679.1 NP_001116151.1 c.1884G>C p.W628C | p.Trp628Cys CTGxAAA + 57451 57 0 0% 36 22 37.90% NA. NA.

CC-H043 chr5 172113788 G A NEURL1B EX5E missense NM_001142651.1 NP_001136123.1 c.1528G>A p.E510K | p.Glu510Lys GGCxAGG + 54492 52 0 0% 66 25 27.40% NA. NA.

CC-H043 chr5 175774718 G A KIAA1191 EX9E missense NM_020444.3 NP_065177.2 c.803C>T p.A268V | p.Ala268Val GCTxCTG - 57179 110 0 0% 69 31 31% NA. NA.

CC-H043 chr5 175793535 C G ARL10 EX2 missense NM_173664.4 NP_775935.1 c.336C>G p.F112L | p.Phe112Leu CTTxAAC + 285598 99 0 0% 38 65 63.10% NA. NA.

CC-H043 chr5 176523699 G A FGFR4 EX16 missense NM_213647.1 NP_998812.1 c.2110G>A p.E704K | p.Glu704Lys CGGxAGG + 2264 70 0 0% 35 42 54.50% NA. NA.

CC-H043 chr5 176863445 C T GRK6 EX13 missense NM_001004106.2 NP_001004106.1 c.1318C>T p.R440C | p.Arg440Cys GCCxGCG + 2870 77 1 1.20% 68 30 30.60% NA. NA.

CC-H043 chr5 176964927 T C FAM193B EX3 missense NM_001190946.1 NP_001177875.1 c.635A>G p.H212R | p.His212Arg GAAxGTG - 54540 77 0 0% 64 29 31.10% NA. NA.

CC-H043 chr5 180278233 C G ZFP62 EX2E missense NM_001172638.1 NP_001166109.1 c.262G>C p.E88Q | p.Glu88Gln CCTxACC - 643836 39 0 0% 40 7 14.80% NA. NA.

CC-H043 chr6 26027344 C G HIST1H4B EX1E missense NM_003544.2 NP_003535.1 c.137G>C p.R46P | p.Arg46Pro ATTxGCT - 8366 63 0 0% 56 21 27.20% NA. NA.

CC-H043 chr6 26184286 C T HIST1H2BE EX1E missense NM_003523.2 NP_003514.2 c.263C>T p.S88L | p.Ser88Leu GCTxGAC + 8344 159 0 0% 139 47 25.20% NA. NA.



CC-H043 chr6 31132521 G C POU5F1 EX5E missense NM_002701.4 NP_002692.2 c.940C>G p.L314V | p.Leu314Val CCAxAGG - 5460 143 0 0% 25 63 71.50% NA. NA.

CC-H043 chr6 31927085 C G SKIV2L EX2 missense NM_006929.4 NP_008860.4 c.34C>G p.P12A | p.Pro12Ala CCTxCAG + 6499 65 0 0% 14 50 78.10% NA. NA.

CC-H043 chr6 38889276 G C DNAH8 EX71 missense NM_001206927.1 NP_001193856.1 c.10656G>C p.E3552D | p.Glu3552Asp TGAxAAA + 1769 68 0 0% 21 43 67.10% NA. NA.

CC-H043 chr6 74189786 G C MTO1 EX6 missense NM_133645.2 NP_598400.1 c.1066G>C p.E356Q | p.Glu356Gln GCTxAGT + 25821 56 0 0% 42 16 27.50% NA. NA.

CC-H043 chr6 74190497 G A MTO1 EX8 missense NM_133645.2 NP_598400.1 c.1304G>A p.G435D | p.Gly435Asp ATGxCAC + 25821 85 0 0% 52 21 28.70% NA. NA.

CC-H043 chr6 82933275 G A IBTK EX8 missense NM_015525.2 NP_056340.2 c.1006C>T p.H336Y | p.His336Tyr GGTxAAG - 25998 70 0 0% 30 39 56.50% NA. NA.

CC-H043 chr6 90500012 G A MDN1 EX6 nonsense NM_014611.1 NP_055426.1 c.964C>T p.Q322* | p.Gln322* TCTxAGA - 23195 76 1 1.20% 70 21 23% NA. NA.

CC-H043 chr6 96034553 G A MANEA EX2 missense NM_024641.3 NP_078917.2 c.238G>A p.E80K | p.Glu80Lys GTTxAAA + 79694 106 1 0.90% 59 57 49.10% NA. NA.

CC-H043 chr6 151161547 G C PLEKHG1 EX17E missense NM_001029884.1 NP_001025055.1 c.3673G>C p.D1225H | p.Asp1225His CCAxATA + 57480 43 0 0% 33 9 21.40% NA. NA.

CC-H043 chr6 153294188 C T FBXO5 EX3 missense NM_012177.3 NP_036309.1 c.902G>A p.R301K | p.Arg301Lys ACTxTTT - 26271 69 0 0% 75 6 7.40% NA. NA.

CC-H043 chr7 794435 G C HEATR2 EX5 missense NM_017802.3 NP_060272.3 c.1234G>C p.E412Q | p.Glu412Gln GACxAGG + 54919 67 1 1.40% 32 27 45.70% NA. NA.

CC-H043 chr7 1997344 C T MAD1L1 EX16 missense NM_003550.2 NP_003541.2 c.1516G>A p.E506K | p.Glu506Lys CCTxGAC - 8379 95 0 0% 54 30 35.70% NA. NA.

CC-H043 chr7 5401648 G A TNRC18 EX13 missense NM_001080495.2 NP_001073964.2 c.4412C>T p.S1471F | p.Ser1471Phe GAGxACT - 84629 45 0 0% 26 13 33.30% Sanger somatic

CC-H043 chr7 6661208 C G ZNF853 EX3E missense NM_017560.1 NP_060030.1 c.586C>G p.Q196E | p.Gln196Glu CAGxAGC + 54753 93 0 0% 59 6 9.20% NA. NA.

CC-H043 chr7 17874410 C T SNX13 EX14 missense NM_015132.4 NP_055947.1 c.1438G>A p.E480K | p.Glu480Lys TTTxAGG - 23161 111 0 0% 49 34 40.90% NA. NA.

CC-H043 chr7 37907445 C T NME8 EX11 nonsense NM_016616.4 NP_057700.3 c.763C>T p.Q255* | p.Gln255* GATxAAC + 51314 78 0 0% 39 19 32.70% NA. NA.

CC-H043 chr7 42006024 C T GLI3 EX15E missense NM_000168.5 NP_000159.3 c.2647G>A p.E883K | p.Glu883Lys CCTxGGC - 2737 35 0 0% 11 12 52.10% NA. NA.

CC-H043 chr7 44804944 G A ZMIZ2 EX16 missense NM_031449.3 NP_113637.3 c.2008G>A p.E670K | p.Glu670Lys TATxAGG + 83637 60 0 0% 29 19 39.50% NA. NA.

CC-H043 chr7 51152926 G A COBL EX7 missense NM_015198.3 NP_056013.2 c.1033C>T p.P345S | p.Pro345Ser GTGxTGG - 23242 44 0 0% 25 16 39% NA. NA.

CC-H043 chr7 76828536 G A FGL2 EX1 missense NM_006682.2 NP_006673.1 c.575C>T p.S192L | p.Ser192Leu TTTxAAC - 10875 47 0 0% 30 19 38.70% NA. NA.

CC-H043 chr7 100285238 C T GIGYF1 EX4 missense NM_022574.4 NP_072096.2 c.263G>A p.R88K | p.Arg88Lys TTTxTCT - 64599 41 0 0% 20 12 37.50% NA. NA.

CC-H043 chr7 100852187 C A PLOD3 EX16 nonsense NM_001084.4 NP_001075.1 c.1735G>T p.E579* | p.Glu579* GCTxATC - 8985 31 0 0% 19 13 40.60% NA. NA.

CC-H043 chr7 105752618 C T SYPL1 EX2 missense NM_006754.3 NP_006745.1 c.91G>A p.E31K | p.Glu31Lys GCTxCTT - 6856 49 0 0% 19 15 44.10% NA. NA.

CC-H043 chr7 110764117 C G LRRN3 EX4E missense NM_001099660.1 NP_001093130.1 c.1289C>G p.S430C | p.Ser430Cys CTTxTAA + 54674 61 0 0% 24 22 47.80% NA. NA.

CC-H043 chr7 134819828 G A AGBL3 EX17E missense NM_178563.3 NP_848658.3 c.2578G>A p.E860K | p.Glu860Lys TGGxAGA + 340351 75 0 0% 47 27 36.40% NA. NA.

CC-H043 chr7 135047888 G A CNOT4 EX12E missense NM_001190850.1 NP_001177779.1 c.1891C>T p.P631S | p.Pro631Ser GAGxATT - 4850 40 0 0% 15 12 44.40% NA. NA.

CC-H043 chr7 140267028 G A DENND2A EX7 missense NM_015689.3 NP_056504.3 c.1637C>T p.A546V | p.Ala546Val GGCxCCT - 27147 24 0 0% 7 10 58.80% NA. NA.

CC-H043 chr7 150649526 G A KCNH2 EX6 missense NM_000238.3 NP_000229.1 c.1544C>T p.S515F | p.Ser515Phe CCAxAGC - 3757 57 0 0% 29 19 39.50% NA. NA.

CC-H043 chr7 151917764 G A MLL3 EX23 nonsense NM_170606.2 NP_733751.2 c.3556C>T p.Q1186* | p.Gln1186* ACTxAGT - 58508 264 1 0.30% 149 78 34.30% Sanger somatic

CC-H043 chr7 156549095 C T LMBR1 EX9 missense NM_022458.3 NP_071903.2 c.749G>A p.R250Q | p.Arg250Gln AGTxGTC - 64327 105 0 0% 47 14 22.90% NA. NA.

CC-H043 chr8 18393306 C T PSD3 EX16E missense NM_015310.3 NP_056125.3 c.3091G>A p.E1031K | p.Glu1031Lys TCTxTGA - 23362 51 0 0% 50 10 16.60% NA. NA.

CC-H043 chr8 28304716 C G FBXO16 EX7 missense NM_172366.3 NP_758954.1 c.815G>C p.R272T | p.Arg272Thr GTTxTGT - 157574 58 0 0% 39 16 29% NA. NA.

CC-H043 chr8 28633320 G C INTS9 EX14 missense NM_018250.3 NP_060720.2 c.1519C>G p.L507V | p.Leu507Val GCAxGGC - 55756 38 0 0% 37 14 27.40% NA. NA.

CC-H043 chr8 77776328 G A ZFHX4 EX11E missense NM_024721.4 NP_078997.4 c.10378G>A p.E3460K | p.Glu3460Lys AATxAAG + 79776 73 0 0% 48 44 47.80% NA. NA.

CC-H043 chr8 95653631 G A ESRP1 EX1 missense NM_017697.3 NP_060167.2 c.85G>A p.E29K | p.Glu29Lys AAGxAGT + 54845 73 0 0% 49 37 43% NA. NA.

CC-H043 chr8 98289579 C G TSPYL5 EX1E missense NM_033512.2 NP_277047.2 c.494G>C p.G165A | p.Gly165Ala CCAxCAG - 85453 41 0 0% 55 23 29.40% NA. NA.

CC-H043 chr8 144671416 C T EEF1D EX3 missense NM_032378.4 NP_115754.3 c.836G>A p.R279Q | p.Arg279Gln CCCxGCC - 1936 29 0 0% 11 26 70.20% NA. NA.

CC-H043 chr8 144691691 G A PYCRL EX1 missense NM_023078.3 NP_075566.2 c.64C>T p.R22C | p.Arg22Cys CGCxCCG - 65263 14 0 0% 3 12 80% NA. NA.

CC-H043 chr9 6645351 G A GLDC EX1 missense NM_000170.2 NP_000161.2 c.149C>T p.S50L | p.Ser50Leu CGCxAGG - 2731 10 0 0% 7 5 41.60% NA. NA.

CC-H043 chr9 32631974 C G TAF1L EX1E missense NM_153809.2 NP_722516.1 c.3604G>C p.E1202Q | p.Glu1202Gln TCTxACA - 138474 93 0 0% 95 6 5.90% NA. NA.

CC-H043 chr9 73399100 C T TRPM3 EX7 missense NM_001007471.2 NP_001007472.2 c.1069G>A p.V357M | p.Val357Met GCAxGGG - 80036 66 0 0% 48 57 54.20% NA. NA.

CC-H043 chr9 101992698 C T SEC61B EX4E missense NM_006808.2 NP_006799.1 c.283C>T p.R95C | p.Arg95Cys ACTxGTT + 10952 80 0 0% 48 55 53.30% NA. NA.

CC-H043 chr9 126202759 C G DENND1A EX19 missense NM_020946.1 NP_065997.1 c.1368G>C p.E456D | p.Glu456Asp ATTxTCG - 57706 40 0 0% 32 12 27.20% NA. NA.

CC-H043 chr9 130511586 G A SH2D3C EX5 missense NM_170600.2 NP_733745.1 c.1043C>T p.S348L | p.Ser348Leu CCTxAGG - 10044 54 0 0% 22 26 54.10% NA. NA.

CC-H043 chr9 130511684 G C SH2D3C EX5 missense NM_170600.2 NP_733745.1 c.945C>G p.I315M | p.Ile315Met GTAxATG - 10044 55 0 0% 34 35 50.70% NA. NA.

CC-H043 chr9 135983761 G A RALGDS EX6 missense NM_006266.2 NP_006257.1 c.811C>T p.P271S | p.Pro271Ser CTGxAGT - 5900 84 0 0% 42 52 55.30% NA. NA.

CC-H043 chr9 135983773 G C RALGDS EX6 missense NM_006266.2 NP_006257.1 c.799C>G p.L267V | p.Leu267Val TTAxAGC - 5900 85 0 0% 45 54 54.50% NA. NA.

CC-H043 chr9 135984247 G C RALGDS EX5 missense NM_006266.2 NP_006257.1 c.591C>G p.I197M | p.Ile197Met GGAxATG - 5900 61 0 0% 26 41 61.10% NA. NA.

CC-H043 chr9 139250262 G A GPSM1 EX12 missense NM_001145638.1 NP_001139110.1 c.1576G>A p.E526K | p.Glu526Lys GCCxAGG + 26086 65 0 0% 95 6 5.90% NA. NA.

CC-H043 chr9 139396362 C A NOTCH1 EX30 nonsense NM_017617.3 NP_060087.3 c.5476G>T p.E1826* | p.Glu1826* CCTxGAA - 4851 103 0 0% 14 76 84.40% NA. NA.

CC-H043 chr10 22617093 G C COMMD3-BMI1 EX11 missense NM_001204062.1 NP_001190991.1 c.885G>C p.E295D | p.Glu295Asp AGAxAAA + 100532731 82 0 0% 48 23 32.30% NA. NA.

CC-H043 chr10 22617093 G C BMI1 EX7 missense NM_005180.8 NP_005171.4 c.456G>C p.E152D | p.Glu152Asp AGAxAAA + 648 82 0 0% 48 23 32.30% NA. NA.

CC-H043 chr10 26462893 G T MYO3A EX30 nonsense NM_017433.4 NP_059129.3 c.3700G>T p.E1234* | p.Glu1234* GAGxAAG + 53904 55 0 0% 36 14 28% Sanger somatic

CC-H043 chr10 31815662 G A ZEB1 EX9E missense NM_030751.5 NP_110378.3 c.2845G>A p.E949K | p.Glu949Lys ATTxAAC + 6935 69 1 1.40% 44 24 35.20% NA. NA.

CC-H043 chr10 43651240 G C CSGALNACT2 EX2 missense NM_018590.3 NP_061060.3 c.643G>C p.E215Q | p.Glu215Gln AATxAAA + 55454 89 0 0% 49 35 41.60% NA. NA.

CC-H043 chr10 69991019 C G ATOH7 EX1E missense NM_145178.3 NP_660161.1 c.416G>C p.R139T | p.Arg139Thr AGTxTCT - 220202 31 0 0% 17 10 37% NA. NA.

CC-H043 chr10 72434593 C G ADAMTS14 EX2 missense NM_139155.2 NP_631894.2 c.364C>G p.R122G | p.Arg122Gly CTGxGGC + 140766 44 0 0% 24 8 25% NA. NA.

CC-H043 chr10 78785210 C T KCNMA1 EX17 missense NM_001014797.2 NP_001014797.1 c.1934G>A p.R645Q | p.Arg645Gln TTTxGGC - 3778 94 0 0% 52 29 35.80% NA. NA.

CC-H043 chr10 81923833 C G ANXA11 EX10 missense NM_145869.1 NP_665876.1 c.925G>C p.E309Q | p.Glu309Gln ATTxTCG - 311 32 0 0% 14 9 39.10% NA. NA.

CC-H043 chr10 88950372 C T FAM35A EX9E nonsense NM_019054.2 NP_061927.2 c.2440C>T p.Q814* | p.Gln814* TTAxAAC + 54537 267 0 0% 129 63 32.80% NA. NA.

CC-H043 chr10 93621907 G C TNKS2 EX26 missense NM_025235.3 NP_079511.1 c.3433G>C p.E1145Q | p.Glu1145Gln GGAxAAC + 80351 69 0 0% 28 20 41.60% NA. NA.

CC-H043 chr10 95141053 C A MYOF EX20 missense NM_013451.3 NP_038479.1 c.1799G>T p.G600V | p.Gly600Val TTCxCAA - 26509 101 0 0% 43 28 39.40% NA. NA.

CC-H043 chr10 97919860 C T ZNF518A EX6E missense NM_014803.3 NP_055618.2 c.3781C>T p.H1261Y | p.His1261Tyr ACTxATG + 9849 143 0 0% 75 37 33% NA. NA.

CC-H043 chr10 113915732 G C GPAM EX20 missense NM_001244949.1 NP_001231878.1 c.2201C>G p.S734C | p.Ser734Cys GCAxAGC - 57678 63 0 0% 37 20 35% NA. NA.

CC-H043 chr10 114428754 G A VTI1A EX7 missense NM_145206.2 NP_660207.2 c.557G>A p.R186Q | p.Arg186Gln TGCxAAG + 143187 85 0 0% 42 23 35.30% NA. NA.

CC-H043 chr10 126463260 G C METTL10 EX4 missense NM_212554.2 NP_997719.2 c.383C>G p.S128C | p.Ser128Cys TTAxATA - 399818 180 0 0% 61 39 39% NA. NA.

CC-H043 chr10 135012657 C T KNDC1 EX14 missense NM_152643.6 NP_689856.6 c.2645C>T p.S882L | p.Ser882Leu CCTxGCC + 85442 28 0 0% 11 15 57.60% NA. NA.

CC-H043 chr11 4703266 G A OR51E2 EX2E nonsense NM_030774.3 NP_110401.1 c.676C>T p.Q226* | p.Gln226* GTTxCAG - 81285 64 0 0% 14 23 62.10% NA. NA.

CC-H043 chr11 6584302 G C DNHD1 EX29 missense NM_144666.2 NP_653267.2 c.9610G>C p.E3204Q | p.Glu3204Gln ATTxAGA + 144132 44 0 0% 8 13 61.90% NA. NA.

CC-H043 chr11 10821118 C G EIF4G2 EX19 missense NM_001172705.1 NP_001166176.1 c.2305G>C p.V769L | p.Val769Leu TCAxAAA - 1982 62 0 0% 17 27 61.30% NA. NA.

CC-H043 chr11 12315118 C G MICALCL EX3 missense NM_032867.2 NP_116256.2 c.140C>G p.S47C | p.Ser47Cys CTTxTGA + 84953 107 0 0% 15 28 65.10% NA. NA.

CC-H043 chr11 49055881 G A TRIM49B EX3 missense NM_001206626.1 NP_001193555.1 c.691G>A p.E231K | p.Glu231Lys TATxAGG + 283116 716 0 0% 412 235 36.30% NA. NA.

CC-H043 chr11 55905034 C T OR8J3 EX1E missense NM_001004064.1 NP_001004064.1 c.161G>A p.R54Q | p.Arg54Gln AGTxGAG - 81168 94 0 0% 55 30 35.20% NA. NA.

CC-H043 chr11 62532657 G A POLR2G EX4 missense NM_002696.2 NP_002687.1 c.286G>A p.G96R | p.Gly96Arg GTTxGAC + 5436 84 0 0% 27 18 40% NA. NA.

CC-H043 chr11 66454570 G A SPTBN2 EX35 missense NM_006946.2 NP_008877.1 c.6791C>T p.A2264V | p.Ala2264Val CTGxCTG - 6712 46 1 2.10% 19 19 50% NA. NA.

CC-H043 chr11 71189488 G C NADSYN1 EX10 missense NM_018161.4 NP_060631.2 c.846G>C p.R282S | p.Arg282Ser CAGxGCG + 55191 55 0 0% 25 14 35.80% NA. NA.

CC-H043 chr11 76370772 C T LRRC32 EX3E missense NM_005512.2 NP_005503.1 c.1865G>A p.G622E | p.Gly622Glu AGTxCCC - 2615 54 0 0% 29 21 42% NA. NA.

CC-H043 chr11 77413158 C G RSF1 EX6 missense NM_016578.3 NP_057662.3 c.1116G>C p.E372D | p.Glu372Asp TTTxTCA - 51773 46 0 0% 22 17 43.50% NA. NA.

CC-H043 chr11 89819199 T C UBTFL1 EX1E missense NM_001143975.1 NP_001137447.1 c.82T>C p.S28P | p.Ser28Pro CCAxCTG + 642623 332 0 0% 143 97 40.40% NA. NA.

CC-H043 chr11 93416784 G C KIAA1731 EX8 missense NM_033395.1 NP_203753.1 c.825G>C p.R275S | p.Arg275Ser TAGxAGA + 85459 83 0 0% 48 17 26.10% NA. NA.

CC-H043 chr11 111943808 C G PIH1D2 EX2 missense NM_138789.3 NP_620144.1 c.91G>C p.E31Q | p.Glu31Gln TCTxATA - 120379 73 0 0% 47 21 30.80% NA. NA.

CC-H043 chr11 120312888 C A ARHGEF12 EX15 missense NM_015313.2 NP_056128.1 c.1279C>A p.Q427K | p.Gln427Lys CATxAGT + 23365 73 0 0% 32 18 36% NA. NA.

CC-H043 chr11 123993755 C G VWA5A EX8 missense NM_001130142.1 NP_001123614.1 c.849C>G p.I283M | p.Ile283Met TATxTTT + 4013 62 0 0% 52 6 10.30% NA. NA.

CC-H043 chr12 6437012 G A PLEKHG6 EX15 missense NM_001144856.1 NP_001138328.1 c.2263G>A p.E755K | p.Glu755Lys GCCxAGG + 55200 60 0 0% 67 6 8.20% NA. NA.

CC-H043 chr12 6966807 G T USP5 EX7 missense NM_001098536.1 NP_001092006.1 c.784G>T p.D262Y | p.Asp262Tyr TATxATG + 8078 35 0 0% 17 14 45.10% NA. NA.

CC-H043 chr12 9994518 C G KLRF1 EX4 missense NM_016523.1 NP_057607.1 c.442C>G p.H148D | p.His148Asp TCTxATC + 51348 143 0 0% 96 35 26.70% NA. NA.

CC-H043 chr12 11463284 C G PRB4 EX1 missense NM_002723.4 NP_002714.2 c.49G>C p.E17Q | p.Glu17Gln TCTxAGC - 5545 91 0 0% 81 29 26.30% NA. NA.

CC-H043 chr12 20799516 C T PDE3A EX11 missense NM_000921.4 NP_000912.3 c.2344C>T p.H782Y | p.His782Tyr GATxATG + 5139 74 0 0% 65 17 20.70% NA. NA.

CC-H043 chr12 21205131 G A SLCO1B7 EX9 missense NM_001009562.4 NP_001009562.3 c.1292G>A p.G431E | p.Gly431Glu ATGxAAT + 338821 116 0 0% 99 29 22.60% NA. NA.

CC-H043 chr12 29649115 C T OVCH1 EX3 missense NM_183378.2 NP_899234.2 c.280G>A p.E94K | p.Glu94Lys ACTxACT - 341350 70 0 0% 43 24 35.80% NA. NA.

CC-H043 chr12 34179186 T G ALG10 EX3E missense NM_032834.3 NP_116223.3 c.758T>G p.L253R | p.Leu253Arg TTCxGAC + 84920 109 0 0% 76 37 32.70% NA. NA.

CC-H043 chr12 48369169 C T COL2A1 EX51 missense NM_001844.4 NP_001835.3 c.3817G>A p.E1273K | p.Glu1273Lys CCTxGGG - 1280 41 0 0% 33 12 26.60% NA. NA.

CC-H043 chr12 49226237 C G DDX23 EX14 missense NM_004818.2 NP_004809.2 c.1923G>C p.Q641H | p.Gln641His CTTxTGT - 9416 65 0 0% 36 8 18.10% NA. NA.

CC-H043 chr12 49485097 C T DHH EX2 missense NM_021044.2 NP_066382.1 c.379G>A p.E127K | p.Glu127Lys CCTxAGT - 50846 51 0 0% 49 14 22.20% NA. NA.

CC-H043 chr12 56349588 C G PMEL EX9 missense NM_006928.4 NP_008859.1 c.1531G>C p.E511Q | p.Glu511Gln GCTxAAA - 6490 30 0 0% 14 25 64.10% NA. NA.

CC-H043 chr12 56993018 C T BAZ2A EX27 missense NM_013449.3 NP_038477.2 c.5303G>A p.R1768Q | p.Arg1768Gln TCTxGGC - 11176 47 0 0% 30 15 33.30% NA. NA.

CC-H043 chr12 57919488 C T MBD6 EX6 missense NM_052897.3 NP_443129.3 c.737C>T p.P246L | p.Pro246Leu CTCxGGC + 114785 77 0 0% 57 24 29.60% NA. NA.

CC-H043 chr12 75601319 C G KCNC2 EX2 missense NM_139137.3 NP_631875.1 c.445G>C p.E149Q | p.Glu149Gln GCTxCAC - 3747 180 0 0% 161 55 25.40% NA. NA.

CC-H043 chr12 77444469 C T E2F7 EX4 missense NM_203394.2 NP_976328.2 c.425G>A p.R142K | p.Arg142Lys TTTxTGC - 144455 86 0 0% 46 17 26.90% NA. NA.

CC-H043 chr12 78569092 G A NAV3 EX25 missense NM_014903.4 NP_055718.4 c.4988G>A p.R1663H | p.Arg1663His TTCxCAT + 89795 62 0 0% 22 15 40.50% NA. NA.

CC-H043 chr12 96387761 C G HAL EX6 missense NM_002108.3 NP_002099.1 c.427G>C p.E143Q | p.Glu143Gln TCTxAGC - 3034 82 0 0% 67 5 6.90% NA. NA.

CC-H043 chr12 111652112 G A CUX2 EX2 missense NM_015267.3 NP_056082.2 c.172G>A p.E58K | p.Glu58Lys CCTxAGG + 23316 135 0 0% 65 37 36.20% NA. NA.

CC-H043 chr12 113445723 C G OAS2 EX9 missense NM_016817.2 NP_058197.2 c.1870C>G p.L624V | p.Leu624Val TTTxTAC + 4939 93 0 0% 54 22 28.90% NA. NA.

CC-H043 chr12 117718532 C G NOS1 EX8 missense NM_000620.4 NP_000611.1 c.1522G>C p.E508Q | p.Glu508Gln CCTxTGT - 4842 134 0 0% 57 33 36.60% NA. NA.

CC-H043 chr12 121622570 G A P2RX7 EX13E missense NM_002562.5 NP_002553.3 c.1753G>A p.E585K | p.Glu585Lys AGTxAAG + 5027 56 0 0% 19 14 42.40% NA. NA.

CC-H043 chr12 130647638 C T FZD10 EX1E missense NM_007197.3 NP_009128.1 c.151C>T p.R51C | p.Arg51Cys ACTxGTA + 11211 72 0 0% 34 22 39.20% NA. NA.

CC-H043 chr13 20716849 G C GJA3 EX2E missense NM_021954.3 NP_068773.2 c.579C>G p.F193L | p.Phe193Leu GATxAAG - 2700 97 0 0% 42 37 46.80% NA. NA.

CC-H043 chr13 25370416 C G RNF17 EX11 nonsense NM_031277.2 NP_112567.2 c.1382C>G p.S461* | p.Ser461* CTTxAGA + 56163 84 0 0% 11 15 57.60% NA. NA.

CC-H043 chr13 25745412 C T FAM123A EX1E missense NM_152704.2 NP_689917.2 c.346G>A p.E116K | p.Glu116Lys TCTxCAG - 219287 23 0 0% 6 10 62.50% NA. NA.

CC-H043 chr13 32753915 G A FRY EX23 missense NM_023037.2 NP_075463.2 c.2975G>A p.R992K | p.Arg992Lys GAAxAAC + 10129 72 0 0% 13 19 59.30% NA. NA.

CC-H043 chr13 41134471 G A FOXO1 EX2 missense NM_002015.3 NP_002006.2 c.1157C>T p.S386L | p.Ser386Leu AATxATG - 2308 54 0 0% 18 17 48.50% NA. NA.

CC-H043 chr13 48615153 G A NUDT15 EX2 missense NM_018283.1 NP_060753.1 c.256G>A p.E86K | p.Glu86Lys ATTxAGA + 55270 59 0 0% 7 23 76.60% NA. NA.

CC-H043 chr13 48955475 G C RB1 EX17 missense NM_000321.2 NP_000312.2 c.1591G>C p.V531L | p.Val531Leu AAAxTGA + 5925 44 0 0% 11 14 56% NA. NA.

CC-H043 chr13 60554945 G C DIAPH3 EX14 nonsense NM_001042517.1 NP_001035982.1 c.1529C>G p.S510* | p.Ser510* TCTxATG - 81624 26 0 0% 10 13 56.50% NA. NA.

CC-H043 chr13 70314568 G A KLHL1 EX8 missense NM_020866.2 NP_065917.1 c.1760C>T p.S587L | p.Ser587Leu ATTxACA - 57626 50 0 0% 30 11 26.80% NA. NA.

CC-H043 chr13 76141372 C G UCHL3 EX5 nonsense NM_006002.4 NP_005993.1 c.350C>G p.S117* | p.Ser117* GATxAAC + 7347 102 0 0% 45 31 40.70% NA. NA.

CC-H043 chr13 77835441 C T MYCBP2 EX12 missense NM_015057.4 NP_055872.4 c.1717G>A p.E573K | p.Glu573Lys GCTxAAC - 23077 56 0 0% 17 20 54% Sanger somatic

CC-H043 chr13 96416174 G C DNAJC3 EX9 missense NM_006260.4 NP_006251.1 c.1042G>C p.E348Q | p.Glu348Gln GCAxAGG + 5611 57 0 0% 31 23 42.50% NA. NA.

CC-H043 chr13 103388904 C T CCDC168 EX4E missense NM_001146197.1 NP_001139669.1 c.14143G>A p.E4715K | p.Glu4715Lys GTTxACC - 643677 60 0 0% 32 23 41.80% NA. NA.

CC-H043 chr14 30068914 G A PRKD1 EX14 missense NM_002742.2 NP_002733.2 c.2015C>T p.S672L | p.Ser672Leu CTTxACA - 5587 79 0 0% 28 17 37.70% NA. NA.

CC-H043 chr14 50256040 C G NEMF EX28 missense NM_004713.3 NP_004704.2 c.2719G>C p.E907Q | p.Glu907Gln TTTxTTC - 9147 58 0 0% 31 28 47.40% NA. NA.

CC-H043 chr14 50579383 C G METTL21D EX5 missense NM_024558.2 NP_078834.2 c.625G>C p.E209Q | p.Glu209Gln ACTxTTC - 79609 31 0 0% 12 13 52% NA. NA.

CC-H043 chr14 64894119 G T MTHFD1 EX12 missense NM_005956.3 NP_005947.3 c.1192G>T p.G398C | p.Gly398Cys CTTxGTG + 4522 102 0 0% 44 28 38.80% NA. NA.

CC-H043 chr14 73581017 G C RBM25 EX18 missense NM_021239.2 NP_067062.1 c.2415G>C p.Q805H | p.Gln805His CCAxAGC + 58517 92 0 0% 47 21 30.80% NA. NA.

CC-H043 chr14 78140418 G A ALKBH1 EX6E missense NM_006020.2 NP_006011.2 c.907C>T p.H303Y | p.His303Tyr AGTxAGG - 8846 69 0 0% 30 13 30.20% NA. NA.

CC-H043 chr14 91947991 C T SMEK1 EX5 missense NM_032560.4 NP_115949.3 c.844G>A p.E282K | p.Glu282Lys CTTxAAA - 55671 66 0 0% 22 20 47.60% NA. NA.

CC-H043 chr14 91948468 C T SMEK1 EX5 missense NM_032560.4 NP_115949.3 c.367G>A p.D123N | p.Asp123Asn CATxAAA - 55671 49 0 0% 18 14 43.70% NA. NA.

CC-H043 chr14 100995444 G C WDR25 EX6 missense NM_024515.4 NP_078791.3 c.1312G>C p.E438Q | p.Glu438Gln AGAxAGC + 79446 74 0 0% 40 16 28.50% NA. NA.

CC-H043 chr15 27222184 C A GABRG3 EX2 nonsense NM_033223.4 NP_150092.2 c.89C>A p.S30* | p.Ser30* ATTxATC + 2567 82 0 0% 28 26 48.10% NA. NA.

CC-H043 chr15 31253106 C T MTMR10 EX7 missense NM_017762.2 NP_060232.2 c.736G>A p.E246K | p.Glu246Lys CCTxGTT - 54893 63 0 0% 38 22 36.60% NA. NA.

CC-H043 chr15 42614140 G C GANC EX11 missense NM_198141.2 NP_937784.2 c.1215G>C p.K405N | p.Lys405Asn CAAxAGG + 2595 76 0 0% 49 22 30.90% NA. NA.

CC-H043 chr15 42979543 C T STARD9 EX23 nonsense NM_020759.2 NP_065810.2 c.5767C>T p.Q1923* | p.Gln1923* GATxAGA + 57519 71 1 1.30% 40 17 29.80% NA. NA.

CC-H043 chr15 57730501 C T CGNL1 EX3 nonsense NM_001252335.1 NP_001239264.1 c.304C>T p.Q102* | p.Gln102* CTTxAGC + 84952 94 0 0% 37 24 39.30% Sanger somatic

CC-H043 chr15 63040641 G C TLN2 EX30 missense NM_015059.2 NP_055874.2 c.4117G>C p.E1373Q | p.Glu1373Gln CTCxAGG + 83660 54 0 0% 32 18 36% NA. NA.

CC-H043 chr15 68619087 C T ITGA11 EX17 missense NM_001004439.1 NP_001004439.1 c.2116G>A p.A706T | p.Ala706Thr GGGxCCT - 22801 37 0 0% 17 11 39.20% NA. NA.

CC-H043 chr15 74703099 C T SEMA7A EX14E missense NM_003612.3 NP_003603.1 c.1867G>A p.E623K | p.Glu623Lys CCTxGCG - 8482 139 0 0% 71 28 28.20% NA. NA.

CC-H043 chr15 77407085 T C PEAK1 EX8E missense NM_024776.3 NP_079052.2 c.4654A>G p.I1552V | p.Ile1552Val CTAxAAG - 79834 48 0 0% 28 14 33.30% NA. NA.

CC-H043 chr16 2814874 G C SRRM2 EX11 missense NM_016333.3 NP_057417.3 c.4345G>C p.D1449H | p.Asp1449His AGAxATG + 23524 73 0 0% 44 14 24.10% NA. NA.

CC-H043 chr16 3614979 G A NLRC3 EX4 missense NM_178844.2 NP_849172.2 c.59C>T p.S20F | p.Ser20Phe GGGxAGC - 197358 41 0 0% 24 7 22.50% NA. NA.

CC-H043 chr16 30740291 C G SRCAP EX26 missense NM_006662.2 NP_006653.2 c.5663C>G p.S1888C | p.Ser1888Cys ACTxCCT + 10847 77 0 0% 25 9 26.40% NA. NA.

CC-H043 chr16 71319649 C T FTSJD1 EX3E missense NM_018348.5 NP_060818.4 c.175G>A p.E59K | p.Glu59Lys GTTxAGT - 55783 74 0 0% 54 25 31.60% NA. NA.

CC-H043 chr16 71509195 C T ZNF19 EX6E missense NM_006961.3 NP_008892.2 c.1255G>A p.E419K | p.Glu419Lys TCTxATA - 7567 82 0 0% 29 21 42% NA. NA.

CC-H043 chr16 88878280 C G APRT EX1 missense NM_000485.2 NP_000476.1 c.28G>C p.E10Q | p.Glu10Gln GCTxAAC - 353 22 0 0% 12 9 42.80% NA. NA.

CC-H043 chr17 6165 C T DOC2B EX6E missense NM_003585.3 NP_003576.2 c.769G>A p.D257N | p.Asp257Asn TGTxCAC - 8447 42 0 0% 14 24 63.10% NA. NA.

CC-H043 chr17 8222159 C T ARHGEF15 EX12 missense NM_173728.3 NP_776089.2 c.1964C>T p.S655L | p.Ser655Leu CCTxGCG + 22899 33 0 0% 4 19 82.60% NA. NA.

CC-H043 chr17 16253272 G A CENPV EX2 missense NM_181716.2 NP_859067.2 c.482C>T p.S161L | p.Ser161Leu GCTxAGG - 201161 55 0 0% 5 19 79.10% NA. NA.

CC-H043 chr17 28652020 G C TMIGD1 EX4 missense NM_206832.1 NP_996663.1 c.454C>G p.Q152E | p.Gln152Glu TTTxAGC - 388364 108 0 0% 19 67 77.90% NA. NA.

CC-H043 chr17 29687660 C G NF1 EX57 missense NM_001042492.2 NP_001035957.1 c.8316C>G p.I2772M | p.Ile2772Met TATxACT + 4763 90 1 1% 41 25 37.80% NA. NA.

CC-H043 chr17 39633950 C T KRT35 EX6 missense NM_002280.4 NP_002271.3 c.1040G>A p.R347H | p.Arg347His TAGxGGG - 3886 75 1 1.30% 34 29 46% NA. NA.

CC-H043 chr17 40937119 G C WNK4 EX5 missense NM_032387.4 NP_115763.2 c.1175G>C p.R392T | p.Arg392Thr GCAxAAA + 65266 70 0 0% 15 37 71.10% NA. NA.

CC-H043 chr17 42937376 G C EFTUD2 EX18 missense NM_004247.3 NP_004238.3 c.1757C>G p.S586C | p.Ser586Cys ACAxATG - 9343 82 0 0% 16 26 61.90% NA. NA.

CC-H043 chr17 57987968 G C RPS6KB1 EX2 missense NM_003161.2 NP_003152.1 c.187G>C p.E63Q | p.Glu63Gln TATxAAC + 6198 38 0 0% 31 24 43.60% NA. NA.

CC-H043 chr17 74717913 C G JMJD6 EX4 missense NM_001081461.1 NP_001074930.1 c.908G>C p.R303T | p.Arg303Thr CCTxTTA - 23210 126 0 0% 71 14 16.40% NA. NA.

CC-H043 chr18 5434079 C T EPB41L3 EX7 missense NM_012307.2 NP_036439.2 c.647G>A p.G216E | p.Gly216Glu CTTxCGG - 23136 61 0 0% 36 20 35.70% NA. NA.

CC-H043 chr18 14791454 C T ANKRD30B EX16 nonsense NM_001145029.1 NP_001138501.1 c.1789C>T p.Q597* | p.Gln597* CATxAAA + 374860 120 0 0% 59 37 38.50% NA. NA.

CC-H043 chr18 21736546 G A CABYR EX4 missense NM_012189.2 NP_036321.2 c.1081G>A p.E361K | p.Glu361Lys GTAxAGT + 26256 64 0 0% 35 23 39.60% NA. NA.

CC-H043 chr18 52899855 C T TCF4 EX17 missense NM_001083962.1 NP_001077431.1 c.1534G>A p.E512K | p.Glu512Lys TCTxAGA - 6925 55 0 0% 33 30 47.60% NA. NA.

CC-H043 chr18 77797365 G C RBFA EX3 missense NM_024805.2 NP_079081.2 c.237G>C p.R79S | p.Arg79Ser GAGxAGC + 79863 51 0 0% 29 20 40.80% NA. NA.

CC-H043 chr19 1453301 C T APC2 EX3 missense NM_005883.2 NP_005874.1 c.197C>T p.S66F | p.Ser66Phe TGTxCTC + 10297 94 0 0% 33 30 47.60% NA. NA.

CC-H043 chr19 4930821 G C UHRF1 EX4 missense NM_001048201.1 NP_001041666.1 c.502G>C p.E168Q | p.Glu168Gln GACxAGC + 29128 58 0 0% 25 14 35.80% NA. NA.

CC-H043 chr19 5783171 C G PRR22 EX3E missense NM_001134316.1 NP_001127788.1 c.1087G>C p.E363Q | p.Glu363Gln CCTxGTC - 163154 66 0 0% 32 10 23.80% NA. NA.

CC-H043 chr19 6710857 C T C3 IVS12 splice-3 NM_000064.2 NP_000055.2 c.1480-1G>A . GATxTGG - 718 66 0 0% 19 18 48.60% NA. NA.

CC-H043 chr19 6833548 C G VAV1 EX17 missense NM_005428.3 NP_005419.2 c.1620C>G p.F540L | p.Phe540Leu CTTxTAT + 7409 71 0 0% 32 20 38.40% NA. NA.

CC-H043 chr19 7505233 C T ARHGEF18 EX1 missense NM_001130955.1 NP_001124427.1 c.407C>T p.S136L | p.Ser136Leu CCTxGCT + 23370 74 0 0% 53 17 24.20% NA. NA.

CC-H043 chr19 7533863 G C ARHGEF18 EX17 missense NM_001130955.1 NP_001124427.1 c.3069G>C p.K1023N | p.Lys1023Asn CAAxAGC + 23370 29 0 0% 13 8 38% NA. NA.

CC-H043 chr19 9453035 G A ZNF559 EX6E missense NM_001202406.1 NP_001189335.1 c.1100G>A p.G367D | p.Gly367Asp GTGxCAA + 84527 58 0 0% 24 21 46.60% NA. NA.

CC-H043 chr19 15295235 C T NOTCH3 EX16 missense NM_000435.2 NP_000426.2 c.2437G>A p.E813K | p.Glu813Lys ACTxGTC - 4854 60 0 0% 33 11 25% NA. NA.

CC-H043 chr19 17313011 G A MYO9B EX28 missense NM_001130065.1 NP_001123537.1 c.4735G>A p.E1579K | p.Glu1579Lys ACTxAGC + 4650 89 0 0% 36 21 36.80% NA. NA.

CC-H043 chr19 17395008 G C ANKLE1 EX6 missense NM_152363.4 NP_689576.4 c.1309G>C p.D437H | p.Asp437His CCAxATC + 126549 95 1 1% 35 18 33.90% NA. NA.

CC-H043 chr19 18727827 G C TMEM59L EX5 missense NM_012109.2 NP_036241.1 c.579G>C p.E193D | p.Glu193Asp GGAxAGC + 25789 60 0 0% 26 21 44.60% NA. NA.

CC-H043 chr19 33130382 C G ANKRD27 EX12 missense NM_032139.2 NP_115515.2 c.996G>C p.L332F | p.Leu332Phe ACTxAAA - 84079 72 0 0% 36 37 50.60% NA. NA.

CC-H043 chr19 34890876 C G GPI EX18E missense NM_000175.3 NP_000166.2 c.1612C>G p.H538D | p.His538Asp TCTxACG + 2821 57 0 0% 38 18 32.10% NA. NA.

CC-H043 chr19 36398636 C G TYROBP EX2 missense NM_003332.3 NP_003323.1 c.90G>C p.Q30H | p.Gln30His GCTxTGG - 7305 47 0 0% 23 15 39.40% NA. NA.

CC-H043 chr19 39735131 C G IL28B EX2 missense NM_172139.2 NP_742151.2 c.184G>C p.E62Q | p.Glu62Gln ACTxTTC - 282617 69 0 0% 44 23 34.30% NA. NA.

CC-H043 chr19 40521032 C T ZNF546 EX7E nonsense NM_178544.3 NP_848639.2 c.1855C>T p.R619* | p.Arg619* TTTxGAT + 339327 99 0 0% 46 22 32.30% NA. NA.

CC-H043 chr19 44778576 G C ZNF233 EX5E missense NM_181756.2 NP_861421.2 c.1763G>C p.G588A | p.Gly588Ala CAGxAGA + 353355 125 0 0% 68 33 32.60% NA. NA.

CC-H043 chr19 46375532 C G FOXA3 EX2E missense NM_004497.2 NP_004488.2 c.269C>G p.S90C | p.Ser90Cys GCTxCGG + 3171 131 1 0.70% 52 26 33.30% NA. NA.

CC-H043 chr19 49621124 G A LIN7B EX5 missense NM_022165.2 NP_071448.1 c.451G>A p.E151K | p.Glu151Lys GGTxAGC + 64130 69 0 0% 25 18 41.80% NA. NA.

CC-H043 chr19 52217156 G A HAS1 EX5E missense NM_001523.2 NP_001514.2 c.1261C>T p.R421C | p.Arg421Cys GACxCAG - 3036 73 0 0% 38 17 30.90% NA. NA.



CC-H043 chr19 53856317 C G ZNF845 EX4E missense NM_138374.1 NP_612383.1 c.2389C>G p.H797D | p.His797Asp ATTxACA + 91664 182 0 0% 76 57 42.80% NA. NA.

CC-H043 chr19 58491359 C G ZNF606 EX7E missense NM_025027.3 NP_079303.2 c.689G>C p.R230T | p.Arg230Thr ACTxTCT - 80095 62 0 0% 28 19 40.40% NA. NA.

CC-H043 chr20 7895048 G A HAO1 EX3 missense NM_017545.2 NP_060015.1 c.308C>T p.T103M | p.Thr103Met CCCxTTC - 54363 63 0 0% 35 28 44.40% NA. NA.

CC-H043 chr20 13695790 G A ESF1 EX14E nonsense NM_016649.3 NP_057733.2 c.2287C>T p.Q763* | p.Gln763* CCTxAAA - 51575 53 0 0% 23 14 37.80% NA. NA.

CC-H043 chr20 17596096 C G RRBP1 EX24 missense NM_001042576.1 NP_001036041.1 c.2731G>C p.E911Q | p.Glu911Gln CCTxTGT - 6238 100 0 0% 52 17 24.60% NA. NA.

CC-H043 chr20 31017724 G A ASXL1 EX8 missense NM_015338.5 NP_056153.2 c.586G>A p.D196N | p.Asp196Asn GCCxATG + 171023 56 0 0% 29 19 39.50% NA. NA.

CC-H043 chr20 31115656 C T C20orf112 EX2 missense NM_001256798.1 NP_001243727.1 c.382G>A p.D128N | p.Asp128Asn AATxTTC - 140688 46 0 0% 22 10 31.20% NA. NA.

CC-H043 chr20 31480990 C T EFCAB8 EX9 missense XM_003118799.2 XP_003118847.2 c.769C>T p.H257Y | p.His257Tyr TATxACA + 388795 56 0 0% 29 13 30.90% NA. NA.

CC-H043 chr20 34207631 G C SPAG4 EX10 missense NM_003116.1 NP_003107.1 c.1040G>C p.G347A | p.Gly347Ala CCGxAGG + 6676 83 0 0% 35 25 41.60% NA. NA.

CC-H043 chr20 40083360 G A CHD6 EX20 missense NM_032221.3 NP_115597.3 c.3026C>T p.S1009L | p.Ser1009Leu CCTxAAG - 84181 78 0 0% 27 18 40% NA. NA.

CC-H043 chr20 50406576 G A SALL4 EX2 missense NM_020436.3 NP_065169.1 c.2446C>T p.R816C | p.Arg816Cys TGCxGCT - 57167 63 0 0% 16 11 40.70% NA. NA.

CC-H043 chr20 51872261 G A TSHZ2 EX2 missense NM_173485.5 NP_775756.3 c.2264G>A p.R755H | p.Arg755His GGCxCTA + 128553 37 0 0% 30 12 28.50% NA. NA.

CC-H043 chr20 53266980 C G DOK5 EX8E missense NM_018431.3 NP_060901.2 c.883C>G p.R295G | p.Arg295Gly CATxGAA + 55816 38 0 0% 17 10 37% NA. NA.

CC-H043 chr20 62168633 T C PTK6 EX1 missense NM_005975.3 NP_005966.1 c.35A>G p.K12R | p.Lys12Arg TACxTGG - 5753 28 0 0% 20 7 25.90% NA. NA.

CC-H043 chr20 62340073 C G ZGPAT EX2 missense NM_032527.4 NP_115916.3 c.141C>G p.I47M | p.Ile47Met CATxGAG + 84619 62 0 0% 46 21 31.30% NA. NA.

CC-H043 chr21 11058273 C T BAGE2 EX3 missense NM_182482.2 NP_872288.2 c.167G>A p.R56K | p.Arg56Lys TTTxTCT - 85319 499 1 0.20% 329 29 8.10% NA. NA.

CC-H043 chr21 15538694 G A LIPI EX5 missense NM_198996.2 NP_945347.1 c.785C>T p.S262L | p.Ser262Leu ATTxATT - 149998 61 0 0% 36 16 30.70% NA. NA.

CC-H043 chr21 31709801 C T KRTAP27-1 EX1E missense NM_001077711.1 NP_001071179.1 c.186G>A p.M62I | p.Met62Ile GGTxATT - 643812 61 0 0% 47 24 33.80% NA. NA.

CC-H043 chr21 36252856 C G RUNX1 EX5 missense NM_001754.4 NP_001745.2 c.506G>C p.R169T | p.Arg169Thr CCTxTTC - 861 85 1 1.10% 39 29 42.60% NA. NA.

CC-H043 chr21 37586417 G A DOPEY2 EX8 missense NM_005128.2 NP_005119.2 c.943G>A p.E315K | p.Glu315Lys TCTxAAA + 9980 80 1 1.20% 31 16 34% NA. NA.

CC-H043 chr21 46602626 C G ADARB1 EX6 missense NM_015833.3 NP_056648.1 c.1205C>G p.S402C | p.Ser402Cys GATxCTT + 104 73 0 0% 31 21 40.30% NA. NA.

CC-H043 chr21 46685513 G A POFUT2 EX9E missense NM_133635.4 NP_598368.2 c.1174C>T p.R392W | p.Arg392Trp TCCxAAA - 23275 64 0 0% 43 24 35.80% NA. NA.

CC-H043 chr21 47924273 G A DIP2A IVS5 splice-3 NM_015151.3 NP_055966.2 c.656-1G>A . GCAxATC + 23181 52 0 0% 28 10 26.30% NA. NA.

CC-H043 chr22 20073559 C T DGCR8 EX2 missense NM_022720.6 NP_073557.3 c.73C>T p.R25C | p.Arg25Cys GCTxGCC + 54487 65 0 0% 28 29 50.80% NA. NA.

CC-H043 chr22 21821845 G A TMEM191C EX1 missense NM_001207052.1 NP_001193981.1 c.238G>A p.E80K | p.Glu80Lys CTCxAGG + 645426 100 0 0% 24 23 48.90% NA. NA.

CC-H043 chr22 22313507 G C TOP3B EX16 missense NM_003935.3 NP_003926.1 c.1902C>G p.I634M | p.Ile634Met CTGxATG - 8940 57 0 0% 28 10 26.30% NA. NA.

CC-H043 chr22 25434830 C G KIAA1671 EX3 missense NM_001145206.1 NP_001138678.1 c.1733C>G p.S578C | p.Ser578Cys GCTxTAA + 85379 42 0 0% 28 15 34.80% NA. NA.

CC-H043 chr22 30202214 G A ASCC2 EX12 missense NM_032204.4 NP_115580.2 c.1151C>T p.S384L | p.Ser384Leu GATxAGG - 84164 52 0 0% 20 6 23% NA. NA.

CC-H043 chr22 36055545 G A APOL6 EX3E missense NM_030641.3 NP_085144.1 c.934G>A p.E312K | p.Glu312Lys TGCxAAA + 80830 67 0 0% 33 20 37.70% NA. NA.

CC-H043 chr22 38336750 G C MICALL1 EX16E missense NM_033386.3 NP_203744.1 c.2505G>C p.K835N | p.Lys835Asn GAAxAAG + 85377 46 0 0% 12 6 33.30% NA. NA.

CC-H043 chr22 41531880 C G EP300 EX7 nonsense NM_001429.3 NP_001420.2 c.1592C>G p.S531* | p.Ser531* ACTxAAT + 2033 77 1 1.20% 23 14 37.80% NA. NA.

CC-H043 chr22 50682216 C T TUBGCP6 EX1 missense NM_020461.3 NP_065194.2 c.673G>A p.D225N | p.Asp225Asn TGTxATA - 85378 121 1 0.80% 50 34 40.40% NA. NA.

CC-H043 chrX 18194137 G C BEND2 EX11 missense NM_153346.4 NP_699177.2 c.1707C>G p.I569M | p.Ile569Met ATTxATA - 139105 105 0 0% 77 22 22.20% NA. NA.

CC-H043 chrX 19587241 G A SH3KBP1 EX13 missense NM_031892.2 NP_114098.1 c.1364C>T p.S455L | p.Ser455Leu TCCxAGA - 30011 83 0 0% 75 33 30.50% NA. NA.

CC-H043 chrX 44938406 C G KDM6A EX20 missense NM_021140.2 NP_066963.2 c.2954C>G p.S985C | p.Ser985Cys TCTxTAC + 7403 110 0 0% 85 21 19.80% NA. NA.

CC-H043 chrX 48661553 G C HDAC6 EX4 missense NM_006044.2 NP_006035.2 c.241G>C p.E81Q | p.Glu81Gln GCTxAAG + 10013 56 0 0% 23 27 54% NA. NA.

CC-H043 chrX 48664831 G A HDAC6 EX7 missense NM_006044.2 NP_006035.2 c.494G>A p.R165H | p.Arg165His TCCxTGT + 10013 54 1 1.80% 30 18 37.50% NA. NA.

CC-H043 chrX 48772396 C T PIM2 EX4 missense NM_006875.3 NP_006866.2 c.496G>A p.D166N | p.Asp166Asn CATxCTT - 11040 103 0 0% 89 32 26.40% NA. NA.

CC-H043 chrX 49855007 G A CLCN5 EX13 missense NM_001127899.1 NP_001121371.1 c.1979G>A p.R660K | p.Arg660Lys GGAxAAA + 1184 91 0 0% 79 25 24% NA. NA.

CC-H043 chrX 54162999 G A FAM120C EX5 nonsense NM_017848.4 NP_060318.3 c.1183C>T p.R395* | p.Arg395* ATCxCTC - 54954 83 0 0% 42 19 31.10% NA. NA.

CC-H043 chrX 54581018 G A GNL3L EX14 missense NM_019067.5 NP_061940.1 c.1339G>A p.D447N | p.Asp447Asn TCTxATG + 54552 62 0 0% 38 46 54.70% NA. NA.

CC-H043 chrX 64734704 C G LAS1L EX13 missense NM_031206.4 NP_112483.1 c.2077G>C p.D693H | p.Asp693His ACTxAGT - 81887 54 0 0% 44 9 16.90% NA. NA.

CC-H043 chrX 71829477 G A PHKA1 EX23 missense NM_002637.3 NP_002628.2 c.2603C>T p.S868F | p.Ser868Phe GCAxAGA - 5255 72 0 0% 62 24 27.90% NA. NA.

CC-H043 chrX 100494033 G A DRP2 EX6 missense NM_001939.2 NP_001930.2 c.502G>A p.A168T | p.Ala168Thr CAGxCCT + 1821 74 0 0% 34 27 44.20% NA. NA.

CC-H043 chrX 105011386 C T IL1RAPL2 EX11E missense NM_017416.1 NP_059112.1 c.1793C>T p.S598L | p.Ser598Leu TGTxATC + 26280 77 0 0% 36 29 44.60% NA. NA.

CC-H043 chrX 114537891 G A LUZP4 EX3 missense NM_016383.3 NP_057467.1 c.250G>A p.E84K | p.Glu84Lys TCTxAGG + 51213 198 1 0.50% 88 61 40.90% NA. NA.

CC-H043 chrX 125298932 G C DCAF12L2 EX1E missense NM_001013628.2 NP_001013650.1 c.976C>G p.Q326E | p.Gln326Glu ACTxAGA - 340578 83 0 0% 53 43 44.70% NA. NA.

CC-H043 chrX 153037054 C T PLXNB3 EX14 missense NM_005393.2 NP_005384.2 c.2461C>T p.P821S | p.Pro821Ser GGGxCCT + 5365 28 0 0% 14 6 30% NA. NA.

CC-H043 chrX 153697184 C G PLXNA3 EX25 missense NM_017514.3 NP_059984.2 c.4306C>G p.L1436V | p.Leu1436Val CCTxTCT + 55558 98 0 0% 36 29 44.60% NA. NA.

CC-H043 chr1 16258563 C -G SPEN EX11 frameshift NM_015001.2 NP_055816.2c.5829G[2>1] (std: c.5829G[1] alt: c.5830delG )p.V1944Ffs*78 | p.Val1944Phefs*78GC.GT + 23013 102 0 0% 85 14 14.14% Sanger somatic

CC-H043 chr4 367399 A -G ZNF141 EX4E frameshift NM_003441.2 NP_003432.1 c.1174delGp.E392Rfs*47 | p.Glu392Argfs*47GA.AG + 7700 66 0 0% 29 15 34.09% NA. NA.

CC-H043 chr17 80789497 G+GTTCCGTA ZNF750 EX2 frameshift NM_024702.2 NP_078978.2c.826_833dupTACGGAACp.Q279Tfs*90 | p.Gln279Thrfs*90GG.GT - 79755 90 0 0% 17 30 63.83% NA. NA.

CC-H043 chr21 46047940 C -T KRTAP10-9 EX1E frameshift NM_198690.2 NP_941963.2 c.853delT p.S285Pfs*96 | p.Ser285Profs*96TC.CC + 386676 192 0 0% 52 16 23.53% NA. NA.

CC-H044 chr4 89363590 C T HERC6 EX23E missense NM_017912.3 NP_060382.3 c.3047C>T p.S1016L | p.Ser1016Leu TCTxACC + 55008 59 0 0% 71 16 18.30% NA. NA.

CC-H044 chr5 135397207 G C TGFBI EX15 missense NM_000358.2 NP_000349.1 c.1925G>C p.R642T | p.Arg642Thr AAAxAGG + 7045 92 0 0% 64 30 31.90% NA. NA.

CC-H044 chr7 73638361 G C LAT2 EX12 missense NM_032464.2 NP_115853.2 c.462G>C p.E154D | p.Glu154Asp GGAxGGC + 7462 76 0 0% 42 22 34.30% NA. NA.

CC-H044 chr7 99527198 G A GJC3 EX1 missense NM_181538.2 NP_853516.1 c.46C>T p.R16C | p.Arg16Cys AGCxCCG - 349149 76 1 1.20% 73 33 31.10% NA. NA.

CC-H044 chr12 55714585 G C OR6C1 EX1E missense NM_001005182.1 NP_001005182.1 c.202G>C p.E68Q | p.Glu68Gln TTAxAAA + 390321 98 1 1% 58 44 43.10% NA. NA.

CC-H044 chr12 88443038 C T CEP290 EX54E missense NM_025114.3 NP_079390.3 c.7363G>A p.E2455K | p.Glu2455Lys ATTxAAC - 80184 119 0 0% 96 36 27.20% NA. NA.

CC-H044 chr17 66519952 G C PRKAR1A EX4 missense NM_212472.1 NP_997637.1 c.435G>C p.E145D | p.Glu145Asp TGAxAGA + 5573 67 0 0% 42 31 42.40% NA. NA.

CC-H044 chr17 71377062 C T SDK2 EX34 missense NM_001144952.1 NP_001138424.1 c.4733G>A p.R1578Q | p.Arg1578Gln GGCxGGC - 54549 119 0 0% 123 30 19.60% NA. NA.

CC-H044 chr18 19997273 G C CTAGE1 EX1E missense NM_172241.2 NP_758441.2 c.502C>G p.Q168E | p.Gln168Glu CTTxAAA - 64693 232 1 0.40% 245 73 22.90% NA. NA.

CC-H044 chrX 8503736 G C KAL1 EX12 missense NM_000216.2 NP_000207.2 c.1738C>G p.Q580E | p.Gln580Glu GCTxATA - 3730 104 1 0.90% 60 28 31.80% NA. NA.

CC-H044 chrX 9912724 G A SHROOM2 EX9 missense NM_001649.2 NP_001640.1 c.4355G>A p.R1452Q | p.Arg1452Gln TCCxGGA + 357 163 1 0.60% 121 45 27.10% NA. NA.

CC-H044 chrX 99661933 C T PCDH19 EX1 missense NM_001184880.1 NP_001171809.1 c.1663G>A p.D555N | p.Asp555Asn CGTxGAG - 57526 57 0 0% 43 14 24.50% NA. NA.

CC-H046 chr1 27688733 G C MAP3K6 EX9 missense NM_004672.3 NP_004663.3 c.1264C>G p.L422V | p.Leu422Val CCAxCTT - 9064 52 0 0% 33 14 29.70% Sanger somatic

CC-H046 chr1 85486844 C G MCOLN3 EX12 missense NM_018298.10 NP_060768.8 c.1436G>C p.R479T | p.Arg479Thr ATTxTAC - 55283 73 0 0% 47 24 33.80% NA. NA.

CC-H046 chr1 120502027 G C NOTCH2 EX12 missense NM_024408.3 NP_077719.2 c.2014C>G p.P672A | p.Pro672Ala CTGxTGA - 4853 77 0 0% 64 10 13.50% NA. NA.

CC-H046 chr1 153653000 G C NPR1 EX2 missense NM_000906.3 NP_000897.3 c.745G>C p.D249H | p.Asp249His CCTxATG + 4881 81 0 0% 43 19 30.60% NA. NA.

CC-H046 chr1 160461061 T G SLAMF6 EX3 missense NM_001184714.1 NP_001171643.1 c.500A>C p.E167A | p.Glu167Ala GCCxCCC - 114836 49 0 0% 42 17 28.80% NA. NA.

CC-H046 chr1 162345160 G C C1orf111 EX2 missense NM_182581.3 NP_872387.2 c.137C>G p.S46C | p.Ser46Cys CTGxATG - 284680 50 0 0% 57 5 8% NA. NA.

CC-H046 chr1 196395070 G A KCNT2 EX11 nonsense NM_198503.2 NP_940905.2 c.1033C>T p.R345* | p.Arg345* TTCxAAC - 343450 86 0 0% 78 33 29.70% NA. NA.

CC-H046 chr1 237870546 G C RYR2 EX68 missense NM_001035.2 NP_001026.2 c.9878G>C p.G3293A | p.Gly3293Ala AGGxAGC + 6262 58 0 0% 44 25 36.20% NA. NA.

CC-H046 chr2 71788898 A T DYSF EX23 missense NM_001130978.1 NP_001124450.1 c.2179A>T p.I727F | p.Ile727Phe GACxTCC + 8291 50 0 0% 26 12 31.50% NA. NA.

CC-H046 chr2 112777061 G T MERTK EX16 missense NM_006343.2 NP_006334.2 c.2151G>T p.R717S | p.Arg717Ser CAGxAAT + 10461 82 1 1.20% 47 6 11.30% NA. NA.

CC-H046 chr2 159514712 T C PKP4 EX12 missense NM_003628.3 NP_003619.2 c.1979T>C p.L660S | p.Leu660Ser CCTxAAC + 8502 65 1 1.50% 57 24 29.60% NA. NA.

CC-H046 chr2 196822076 G C DNAH7 EX19 missense NM_018897.2 NP_061720.2 c.2987C>G p.S996C | p.Ser996Cys GGAxAGC - 56171 64 0 0% 52 24 31.50% NA. NA.

CC-H046 chr2 215645291 G A BARD1 EX4 missense NM_000465.2 NP_000456.2 c.1307C>T p.S436F | p.Ser436Phe ATAxAAG - 580 73 0 0% 23 17 42.50% NA. NA.

CC-H046 chr2 215645697 C A BARD1 EX4 nonsense NM_000465.2 NP_000456.2 c.901G>T p.E301* | p.Glu301* TCTxAGG - 580 47 0 0% 11 16 59.20% NA. NA.

CC-H046 chr2 230632361 A C TRIP12 EX41E missense NM_004238.1 NP_004229.1 c.5888T>G p.L1963R | p.Leu1963Arg TTAxGAT - 9320 75 0 0% 19 23 54.70% NA. NA.

CC-H046 chr3 16399467 A C RFTN1 EX7 missense NM_015150.1 NP_055965.1 c.1118T>G p.I373S | p.Ile373Ser ACAxTAG - 23180 81 0 0% 46 24 34.20% NA. NA.

CC-H046 chr3 19436765 T G KCNH8 EX7 missense NM_144633.2 NP_653234.2 c.1139T>G p.M380R | p.Met380Arg AAAxGGA + 131096 83 0 0% 52 27 34.10% NA. NA.

CC-H046 chr3 40468944 C A ENTPD3 EX11E missense NM_001248.2 NP_001239.2 c.1535C>A p.T512N | p.Thr512Asn CAAxCAG + 956 56 0 0% 16 11 40.70% NA. NA.

CC-H046 chr3 184018081 C A PSMD2 EX3 missense NM_002808.3 NP_002799.3 c.206C>A p.S69Y | p.Ser69Tyr CATxCCT + 5708 54 0 0% 91 23 20.10% NA. NA.

CC-H046 chr4 126371053 C A FAT4 EX9 missense NM_024582.4 NP_078858.4 c.8882C>A p.P2961H | p.Pro2961His AACxTTC + 79633 60 0 0% 50 27 35% NA. NA.

CC-H046 chr4 128949736 C G C4orf29 EX10 nonsense NM_001039717.1 NP_001034806.1 c.806C>G p.S269* | p.Ser269* TATxAAA + 80167 42 0 0% 36 17 32% NA. NA.

CC-H046 chr4 187073192 C T FAM149A EX4 missense NM_015398.2 NP_056213.1 c.79C>T p.H27Y | p.His27Tyr CTCxATT + 25854 50 1 1.90% 24 7 22.50% NA. NA.

CC-H046 chr5 41749661 T C OXCT1 EX15 missense NM_000436.3 NP_000427.1 c.1387A>G p.K463E | p.Lys463Glu GCTxTCC - 5019 106 1 0.90% 58 28 32.50% NA. NA.

CC-H046 chr5 140201646 C T PCDHA5 EX1 missense NM_018908.2 NP_061731.1 c.286C>T p.R96W | p.Arg96Trp TGCxGGC + 56143 139 0 0% 123 55 30.80% NA. NA.

CC-H046 chr5 169506008 C T DOCK2 EX49 missense NM_004946.2 NP_004937.1 c.5024C>T p.T1675M | p.Thr1675Met AGAxGCC + 1794 76 0 0% 38 17 30.90% NA. NA.

CC-H046 chr5 179707511 G C MAPK9 EX2 missense NM_002752.4 NP_002743.3 c.51C>G p.D17E | p.Asp17Glu TGAxTCT - 5601 80 0 0% 67 32 32.30% NA. NA.

CC-H046 chr6 32139149 T C AGPAT1 EX2 missense NM_006411.3 NP_006402.1 c.125A>G p.N42S | p.Asn42Ser CCAxTGT - 10554 71 0 0% 55 19 25.60% NA. NA.

CC-H046 chr6 33172447 T C HSD17B8 EX1 init-loss NM_014234.4 NP_055049.1 c.2T>C p.0? CCAxGGC + 7923 105 0 0% 117 27 18.70% NA. NA.

CC-H046 chr6 87971230 G C ZNF292 EX8E missense NM_015021.1 NP_055836.1 c.7883G>C p.R2628T | p.Arg2628Thr CAAxAAA + 23036 68 0 0% 51 23 31% NA. NA.

CC-H046 chr6 126243843 C A NCOA7 EX15 missense NM_001199620.1 NP_001186549.1 c.2386C>A p.P796T | p.Pro796Thr CTTxCTG + 135112 99 0 0% 47 38 44.70% NA. NA.

CC-H046 chr6 142758632 G T GPR126 EX23 missense NM_020455.5 NP_065188.4c.3380_3381delGGinsATp.R1127H | p.Arg1127His GCAxCAT + 57211 42 0 0% 35 21 37.50% NA. NA.

CC-H046 chr6 170169661 A T C6orf70 EX12 missense NM_018341.1 NP_060811.1 c.1085A>T p.H362L | p.His362Leu ACCxTCA + 55780 79 0 0% 55 23 29.40% NA. NA.

CC-H046 chr7 5363850 G T TNRC18 EX21 missense NM_001080495.2 NP_001073964.2 c.6437C>A p.T2146N | p.Thr2146Asn GGGxTCA - 84629 214 1 0.40% 128 59 31.50% Sanger somatic

CC-H046 chr7 72727098 A G TRIM50 EX7E missense NM_178125.2 NP_835226.1 c.1283T>C p.F428S | p.Phe428Ser TCGxAGA - 135892 49 0 0% 32 20 38.40% NA. NA.

CC-H046 chr7 76916863 G A CCDC146 EX17 missense NM_020879.2 NP_065930.2 c.2384G>A p.C795Y | p.Cys795Tyr GCTxCAA + 57639 52 0 0% 30 11 26.80% NA. NA.

CC-H046 chr7 143047566 C G CLCN1 EX21 missense NM_000083.2 NP_000074.2 c.2505C>G p.H835Q | p.His835Gln GCAxAAG + 1180 47 0 0% 46 9 16.30% NA. NA.

CC-H046 chr7 149503088 C A SSPO EX56 missense NM_198455.2 NP_940857.2 c.8592C>A p.D2864E | p.Asp2864Glu GGAxACC + 23145 34 0 0% 18 19 51.30% NA. NA.

CC-H046 chr7 150554524 G A ABP1 EX2 nonsense NM_001091.2 NP_001082.2 c.966G>A p.W322* | p.Trp322* CTGxAGC + 26 40 0 0% 32 49 60.40% NA. NA.

CC-H046 chr7 150709524 T A NOS3 EX24 missense NM_000603.4 NP_000594.2 c.3070T>A p.F1024I | p.Phe1024Ile GGAxTCT + 4846 56 0 0% 38 15 28.30% NA. NA.

CC-H046 chr8 65509227 A G CYP7B1 EX6E missense NM_004820.3 NP_004811.1 c.1493T>C p.V498A | p.Val498Ala AAAxCAT - 9420 87 1 1.10% 90 5 5.20% NA. NA.

CC-H046 chr8 70585519 G T SLCO5A1 EX10E missense NM_030958.2 NP_112220.2 c.2132C>A p.T711N | p.Thr711Asn GTGxTGT - 81796 45 0 0% 18 15 45.40% NA. NA.

CC-H046 chr8 118175744 G T SLC30A8 EX9 missense NM_001172813.1 NP_001166284.1 c.657G>T p.K219N | p.Lys219Asn AAAxGAC + 169026 61 0 0% 72 25 25.70% NA. NA.

CC-H046 chr9 3288188 A T RFX3 EX8 missense NM_134428.1 NP_602304.1 c.794T>A p.L265Q | p.Leu265Gln TGCxGAC - 5991 108 0 0% 30 186 86.10% NA. NA.

CC-H046 chr9 39144335 G A CNTNAP3 EX11 missense NM_033655.3 NP_387504.2 c.1658C>T p.P553L | p.Pro553Leu CTGxGCA - 79937 328 1 0.30% 157 68 30.20% NA. NA.

CC-H046 chr9 114204590 C G KIAA0368 EX6 missense NM_001080398.1 NP_001073867.1 c.919G>C p.D307H | p.Asp307His TATxCTG - 23392 89 0 0% 78 31 28.40% NA. NA.

CC-H046 chr9 128061276 C A GAPVD1 EX2 missense NM_015635.2 NP_056450.2 c.76C>A p.L26I | p.Leu26Ile CAGxTCA + 26130 51 0 0% 32 35 52.20% NA. NA.

CC-H046 chr10 26434373 A T MYO3A IVS21 splice-3 NM_017433.4 NP_059129.3 c.2417-2A>T . TACxGAA + 53904 49 0 0% 29 21 42% Sanger somatic

CC-H046 chr10 73956655 G C ASCC1 EX6 missense NM_001198799.2 NP_001185728.1 c.487C>G p.H163D | p.His163Asp AGTxAGT - 51008 85 0 0% 57 32 35.90% NA. NA.

CC-H046 chr10 75552160 G A ZSWIM8 EX10 missense NM_001242488.1 NP_001229417.1 c.1863G>A p.M621I | p.Met621Ile GATxAGC + 23053 91 0 0% 47 28 37.30% NA. NA.

CC-H046 chr10 75552223 G C ZSWIM8 EX10 missense NM_001242488.1 NP_001229417.1 c.1926G>C p.E642D | p.Glu642Asp TGAxAGC + 23053 86 0 0% 51 31 37.80% NA. NA.

CC-H046 chr11 19256532 T G E2F8 EX5 missense NM_024680.3 NP_078956.2 c.525A>C p.K175N | p.Lys175Asn GTTxTTG - 79733 63 0 0% 19 17 47.20% NA. NA.

CC-H046 chr11 20676326 G A SLC6A5 EX16E missense NM_004211.3 NP_004202.2 c.2306G>A p.R769H | p.Arg769His AGCxTTA + 9152 82 0 0% 25 30 54.50% NA. NA.

CC-H046 chr11 61070618 C A DDB1 EX23 missense NM_001923.4 NP_001914.3 c.2842G>T p.D948Y | p.Asp948Tyr AGTxTCG - 1642 75 0 0% 61 22 26.50% NA. NA.

CC-H046 chr11 61571170 C G FADS1 EX8 missense NM_013402.4 NP_037534.3 c.1123G>C p.A375P | p.Ala375Pro AGGxTTT - 3992 64 0 0% 79 20 20.20% NA. NA.

CC-H046 chr11 66001638 G A PACS1 EX17 missense NM_018026.3 NP_060496.2 c.2029G>A p.D677N | p.Asp677Asn GTCxACA + 55690 59 0 0% 58 25 30.10% NA. NA.

CC-H046 chr12 4543506 A T FGF6 EX3E missense NM_020996.1 NP_066276.2 c.502T>A p.Y168N | p.Tyr168Asn TGTxATT - 2251 101 0 0% 50 24 32.40% NA. NA.

CC-H046 chr12 7867974 G C DPPA3 EX2 missense NM_199286.2 NP_954980.1 c.278G>C p.R93T | p.Arg93Thr AGAxAGA + 359787 123 0 0% 81 36 30.70% NA. NA.

CC-H046 chr12 25672895 G T IFLTD1 EX7 missense NM_001145728.2 NP_001139200.1 c.913C>A p.Q305K | p.Gln305Lys ACTxAAA - 160492 79 0 0% 48 34 41.40% NA. NA.

CC-H046 chr12 34175670 C T ALG10 EX1 nonsense NM_032834.3 NP_116223.3 c.136C>T p.Q46* | p.Gln46* GCGxAGC + 84920 58 0 0% 46 32 41% NA. NA.

CC-H046 chr12 50536976 C G CERS5 EX3 missense NM_147190.2 NP_671723.1 c.315G>C p.K105N | p.Lys105Asn TTTxTTA - 91012 80 0 0% 80 31 27.90% NA. NA.

CC-H046 chr12 51748251 G C GALNT6 EX12E missense NM_007210.3 NP_009141.2 c.1781C>G p.S594C | p.Ser594Cys CCAxATC - 11226 57 0 0% 36 22 37.90% NA. NA.

CC-H046 chr12 55820466 C G OR6C76 EX1E missense NM_001005183.1 NP_001005183.1 c.429C>G p.I143M | p.Ile143Met AATxAGC + 390326 85 0 0% 94 12 11.30% NA. NA.

CC-H046 chr12 112605323 G A HECTD4 EX72 missense NM_001109662.3 NP_001103132.3 c.11930C>T p.P3977L | p.Pro3977Leu CTCxGGG - 283450 64 0 0% 42 25 37.30% NA. NA.

CC-H046 chr13 23904849 G T SACS EX10E nonsense NM_014363.4 NP_055178.3 c.13166C>A p.S4389* | p.Ser4389* TCTxACT - 26278 69 0 0% 36 23 38.90% NA. NA.

CC-H046 chr14 45605286 C T FANCM EX1 nonsense NM_020937.2 NP_065988.1 c.52C>T p.R18* | p.Arg18* TCCxGAT + 57697 54 0 0% 62 19 23.40% NA. NA.

CC-H046 chr14 61190037 C G SIX4 EX1 missense NM_017420.4 NP_059116.3 c.756G>C p.E252D | p.Glu252Asp CTTxTCG - 51804 108 0 0% 83 37 30.80% NA. NA.

CC-H046 chr14 105405887 G T AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.15901C>A p.P5301T | p.Pro5301Thr ATGxATG - 113146 71 1 1.30% 41 51 55.40% Sanger somatic

CC-H046 chr15 90763028 G C SEMA4B EX5 missense NM_020210.3 NP_064595.2 c.388G>C p.D130H | p.Asp130His CGCxACT + 10509 37 0 0% 35 8 18.60% NA. NA.

CC-H046 chr15 100657178 C G ADAMTS17 EX13 missense NM_139057.2 NP_620688.2 c.1762G>C p.E588Q | p.Glu588Gln GTTxTAC - 170691 44 0 0% 41 20 32.70% NA. NA.

CC-H046 chr16 2018507 C T RNF151 EX4E missense NM_174903.4 NP_777563.2 c.319C>T p.P107S | p.Pro107Ser TGCxCCT + 146310 39 0 0% 35 14 28.50% NA. NA.

CC-H046 chr16 5080411 C A NAGPA EX4 missense NM_016256.3 NP_057340.2 c.766G>T p.A256S | p.Ala256Ser CTGxATG - 51172 59 0 0% 47 14 22.90% NA. NA.

CC-H046 chr16 19455530 T G TMC5 EX4 missense NM_001105248.1 NP_001098718.1 c.916T>G p.S306A | p.Ser306Ala AACxCAT + 79838 86 0 0% 32 21 39.60% NA. NA.

CC-H046 chr17 29508746 G T NF1 EX7 nonsense NM_001042492.2 NP_001035957.1 c.673G>T p.E225* | p.Glu225* GTAxAAA + 4763 160 0 0% 99 53 34.80% NA. NA.

CC-H046 chr17 36485062 G C GPR179 EX11E missense NM_001004334.2 NP_001004334.2 c.4390C>G p.L1464V | p.Leu1464Val ACAxACA - 440435 38 0 0% 20 20 50% NA. NA.

CC-H046 chr17 39137354 A G KRT40 EX6 missense NM_182497.3 NP_872303.2 c.737T>C p.L246P | p.Leu246Pro TCCxGCT - 125115 45 0 0% 34 19 35.80% NA. NA.

CC-H046 chr17 79682047 G A SLC25A10 EX2 missense NM_001270953.1 NP_001257882.1 c.158G>A p.R53H | p.Arg53His TGCxTAC + 1468 74 0 0% 53 13 19.60% NA. NA.

CC-H046 chr18 13073159 G A CEP192 EX30 missense NM_032142.3 NP_115518.3 c.5591G>A p.R1864Q | p.Arg1864Gln ATCxATC + 55125 86 0 0% 52 35 40.20% NA. NA.

CC-H046 chr19 7172315 C G INSR EX5 missense NM_000208.2 NP_000199.2 c.1254G>C p.E418D | p.Glu418Asp GGTxTCT - 3643 90 0 0% 36 18 33.30% NA. NA.

CC-H046 chr19 19011194 G T COPE EX8 missense NM_007263.3 NP_009194.2 c.800C>A p.P267H | p.Pro267His TCAxGGG - 11316 137 0 0% 73 35 32.40% NA. NA.

CC-H046 chr19 34870442 A G GPI EX8 missense NM_000175.3 NP_000166.2 c.725A>G p.H242R | p.His242Arg AGCxCTT + 2821 104 1 0.90% 53 34 39% NA. NA.

CC-H046 chr19 47845046 C G GPR77 EX2E missense NM_018485.1 NP_060955.1 c.990C>G p.D330E | p.Asp330Glu TGAxCTG + 27202 63 0 0% 44 23 34.30% NA. NA.

CC-H046 chr19 48250277 C T GLTSCR2 EX2 missense NM_015710.4 NP_056525.2 c.278C>T p.S93F | p.Ser93Phe GCTxCAA + 29997 77 0 0% 55 21 27.60% NA. NA.

CC-H046 chr19 58290139 G C ZNF586 EX3E missense NM_017652.3 NP_060122.2 c.184G>C p.D62H | p.Asp62His GAAxATG + 54807 66 0 0% 52 16 23.50% NA. NA.

CC-H046 chr20 7866441 C T HAO1 EX6 missense NM_017545.2 NP_060015.1 c.884G>A p.R295Q | p.Arg295Gln TTCxGCA - 54363 83 1 1.10% 44 25 36.20% NA. NA.

CC-H046 chr20 23967187 G C GGTLC1 EX2 missense NM_178311.2 NP_842563.1 c.62C>G p.P21R | p.Pro21Arg ATCxGGT - 92086 305 0 0% 159 81 33.70% NA. NA.

CC-H046 chr20 62658478 G A PRPF6 EX16 missense NM_012469.3 NP_036601.2 c.2172G>A p.M724I | p.Met724Ile GATxATG + 24148 57 0 0% 9 35 79.50% NA. NA.

CC-H046 chr21 37584372 G C DOPEY2 EX7 missense NM_005128.2 NP_005119.2 c.881G>C p.R294T | p.Arg294Thr ACAxAAG + 9980 38 0 0% 28 11 28.20% NA. NA.

CC-H046 chr21 45987818 G A TSPEAR EX2 nonsense NM_144991.2 NP_659428.2 c.154C>T p.Q52* | p.Gln52* CCTxAAC - 54084 60 0 0% 68 19 21.80% NA. NA.

CC-H046 chr22 39358205 G A APOBEC3A EX4 missense NM_145699.3 NP_663745.1 c.572G>A p.R191Q | p.Arg191Gln TGCxGGC + 200315 50 0 0% 13 55 80.80% NA. NA.

CC-H046 chr22 50280068 G C ZBED4 EX2E missense NM_014838.2 NP_055653.2 c.2758G>C p.E920Q | p.Glu920Gln CGAxAGC + 9889 30 0 0% 52 12 18.70% NA. NA.

CC-H046 chr22 50439582 G T IL17REL EX4 missense NM_001001694.2 NP_001001694.2 c.38C>A p.T13N | p.Thr13Asn GCAxTGG - 400935 67 0 0% 86 22 20.30% NA. NA.

CC-H046 chrX 46712936 G C RP2 EX2 missense NM_006915.2 NP_008846.2 c.128G>C p.S43T | p.Ser43Thr TCAxTGG + 6102 72 0 0% 59 7 10.60% NA. NA.

CC-H046 chrX 48688133 G T ERAS EX1E missense NM_181532.2 NP_853510.1 c.600G>T p.Q200H | p.Gln200His CCAxAGG + 3266 88 0 0% 62 25 28.70% NA. NA.

CC-H046 chrX 49028414 C T PLP2 EX1 nonsense NM_002668.2 NP_002659.1 c.67C>T p.R23* | p.Arg23* ACTxGAA + 5355 156 0 0% 95 37 28% NA. NA.

CC-H046 chrX 118975093 C G UPF3B EX7 missense NM_080632.2 NP_542199.1 c.753G>C p.K251N | p.Lys251Asn CTTxTTT - 65109 71 0 0% 50 27 35% NA. NA.

CC-H046 chr1 7723461 T . CAMTA1 EX9 frameshift NM_015215.2 NP_056030.1c.856_874delATCTCGCCCAAGGTGGAGCp.I286Hfs*98 | p.Ile286Hisfs*98 AT.CC + 23261 111 0 0% 52 19 26.76% NA. NA.

CC-H046 chr3 12875301 G +A CAND2 EX15E frameshift NM_001162499.1 NP_001155971.1c.3532A[2>3] (std: c.3533dupA alt: c.3533_3534insA )p.R1179Afs*34 | p.Arg1179Alafs*34TG.AA + 23066 49 0 0% 33 17 34% NA. NA.

CC-H046 chr11 76944177 C +GGTGTAT GDPD4 EX13 frameshift NM_182833.1 NP_878253.1c.1275_1281dupATACACCp.V428Ifs*5 | p.Val428Ilefs*5 AC.GG - 220032 84 0 0% 38 11 22.45% NA. NA.

CC-H047 chr1 19029614 C T PAX7 EX7 nonsense NM_001135254.1 NP_001128726.1 c.979C>T p.Q327* | p.Gln327* CCTxAGC + 5081 56 0 0% 57 21 26.90% NA. NA.

CC-H047 chr1 27878175 C T AHDC1 EX6 missense NM_001029882.2 NP_001025053.1 c.452G>A p.R151Q | p.Arg151Gln AGTxGGA - 27245 22 0 0% 22 11 33.30% NA. NA.

CC-H047 chr1 36767160 C T THRAP3 EX11 nonsense NM_005119.3 NP_005110.2 c.2509C>T p.R837* | p.Arg837* TTTxGAG + 9967 55 0 0% 50 12 19.30% NA. NA.

CC-H047 chr1 113392934 C A LOC100996702 EX1 missense XM_003846363.1 XP_003846411.1 c.11G>T p.R4L | p.Arg4Leu CCTxGTA - 100996702 54 0 0% 81 28 25.60% NA. NA.

CC-H047 chr1 113392942 C A LOC100996702 EX1 init-loss XM_003846363.1 XP_003846411.1 c.3G>T p.0? GCTxATC - 100996702 51 0 0% 81 25 23.50% NA. NA.

CC-H047 chr1 158906794 G A PYHIN1 EX2 missense NM_152501.4 NP_689714.2 c.94G>A p.D32N | p.Asp32Asn AACxATT + 149628 118 0 0% 107 36 25.10% NA. NA.

CC-H047 chr1 186123062 G C HMCN1 EX97 missense NM_031935.2 NP_114141.2 c.15199G>C p.D5067H | p.Asp5067His TCTxACT + 83872 59 0 0% 65 22 25.20% Sanger somatic

CC-H047 chr1 212957735 G C NSL1 EX3 missense NM_015471.3 NP_056286.3 c.414C>G p.I138M | p.Ile138Met TTTxATG - 25936 56 0 0% 61 13 17.50% NA. NA.

CC-H047 chr1 214638112 C T PTPN14 EX2 missense NM_005401.4 NP_005392.2 c.35G>A p.R12H | p.Arg12His TAGxGCC - 5784 28 0 0% 39 18 31.50% NA. NA.

CC-H047 chr1 230895257 G A CAPN9 IVS2 splice-3 NM_006615.2 NP_006606.1 c.284-1G>A . GCAxGAG + 10753 50 0 0% 58 18 23.60% NA. NA.

CC-H047 chr1 248512579 G A OR14C36 EX1E missense NM_001001918.1 NP_001001918.1 c.503G>A p.R168Q | p.Arg168Gln GTCxGTC + 127066 46 0 0% 58 17 22.60% NA. NA.

CC-H047 chr2 28464261 G A BRE IVS9 splice-5 NM_004899.4 NP_004890.2 c.851+1G>A . CACxTAA + 9577 90 0 0% 70 35 33.30% NA. NA.

CC-H047 chr2 55570832 G A CCDC88A EX12 missense NM_001135597.1 NP_001129069.1 c.1285C>T p.L429F | p.Leu429Phe CAAxATG - 55704 78 0 0% 32 18 36% NA. NA.

CC-H047 chr2 99778585 G A LIPT1 EX3E missense NM_001204830.1 NP_001191759.1 c.165G>A p.M55I | p.Met55Ile TATxAAT + 51601 47 0 0% 36 12 25% NA. NA.

CC-H047 chr3 13672932 G A FBLN2 EX16 missense NM_001165035.1 NP_001158507.1 c.3189G>A p.M1063I | p.Met1063Ile CATxACG + 2199 93 0 0% 78 17 17.80% NA. NA.

CC-H047 chr3 122003056 G A CASR EX7E missense NM_000388.3 NP_000379.2 c.2255G>A p.R752H | p.Arg752His ACCxCAA + 846 27 0 0% 33 12 26.60% NA. NA.



CC-H047 chr4 122836041 G C TRPC3 EX4 nonsense NM_001130698.1 NP_001124170.1 c.1235C>G p.S412* | p.Ser412* CCTxAGA - 7222 65 1 1.50% 48 19 28.30% NA. NA.

CC-H047 chr4 153247288 C A FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1514G>T p.R505L | p.Arg505Leu CAGxGGA - 55294 74 0 0% 36 21 36.80% NA. NA.

CC-H047 chr4 185320156 C T IRF2 EX7 missense NM_002199.3 NP_002190.2 c.607G>A p.V203I | p.Val203Ile CTAxAAC - 3660 45 0 0% 35 9 20.40% NA. NA.

CC-H047 chr4 185320201 C G IRF2 EX7 missense NM_002199.3 NP_002190.2 c.562G>C p.E188Q | p.Glu188Gln TCTxAAT - 3660 42 0 0% 32 5 13.50% NA. NA.

CC-H047 chr5 458016 C T EXOC3 EX6 missense NM_007277.4 NP_009208.2 c.1166C>T p.S389L | p.Ser389Leu AGTxAAA + 11336 61 0 0% 73 20 21.50% NA. NA.

CC-H047 chr5 14602301 G A FAM105A EX5 missense NM_019018.2 NP_061891.1 c.358G>A p.E120K | p.Glu120Lys GAGxAGC + 54491 77 0 0% 66 23 25.80% NA. NA.

CC-H047 chr5 45262847 G A HCN1 EX8E nonsense NM_021072.3 NP_066550.2 c.1849C>T p.Q617* | p.Gln617* CCTxATT - 348980 70 0 0% 55 18 24.60% NA. NA.

CC-H047 chr6 27841066 C T HIST1H4L EX1E missense NM_003546.2 NP_003537.1 c.223G>A p.E75K | p.Glu75Lys GCTxCGT - 8368 122 0 0% 160 12 6.90% NA. NA.

CC-H047 chr6 31600450 C T PRRC2A EX16 missense NM_004638.3 NP_004629.3 c.4000C>T p.R1334C | p.Arg1334Cys GAGxGCC + 7916 53 0 0% 60 23 27.70% NA. NA.

CC-H047 chr7 33054388 T C NT5C3 EX9E missense NM_001002010.2 NP_001002010.1 c.965A>G p.D322G | p.Asp322Gly TCAxCTT - 51251 51 0 0% 57 6 9.50% NA. NA.

CC-H047 chr7 44737797 G A OGDH EX18 missense NM_002541.3 NP_002532.2 c.2365G>A p.E789K | p.Glu789Lys CCAxAAC + 4967 45 0 0% 20 8 28.50% NA. NA.

CC-H047 chr7 73790289 G A CLIP2 EX10 missense NM_003388.4 NP_003379.3 c.1558G>A p.E520K | p.Glu520Lys ATCxAGG + 7461 96 0 0% 66 39 37.10% NA. NA.

CC-H047 chr7 75609720 G T POR EX5 missense NM_000941.2 NP_000932.3 c.430G>T p.G144C | p.Gly144Cys TACxGTG + 5447 52 0 0% 54 24 30.70% NA. NA.

CC-H047 chr8 33369687 G A TTI2 EX1 missense NM_025115.3 NP_079391.2 c.445C>T p.P149S | p.Pro149Ser CGGxTCC - 80185 88 0 0% 61 30 32.90% NA. NA.

CC-H047 chr9 33796673 G A PRSS3 EX2 missense NM_007343.3 NP_031369.2 c.244G>A p.V82I | p.Val82Ile ATTxTTG + 5646 121 1 0.80% 127 7 5.20% NA. NA.

CC-H047 chr9 113459633 C G MUSK EX5 missense NM_005592.3 NP_005583.1 c.515C>G p.S172C | p.Ser172Cys AATxTGG + 4593 93 1 1% 55 20 26.60% NA. NA.

CC-H047 chr9 130473658 G A C9orf117 EX4 missense NM_001012502.2 NP_001012520.2 c.738G>A p.M246I | p.Met246Ile CATxAAG + 286207 41 0 0% 38 25 39.60% NA. NA.

CC-H047 chr9 134357831 C T PRRC2B EX20 missense NM_013318.3 NP_037450.2 c.5057C>T p.S1686F | p.Ser1686Phe CCTxCTC + 84726 45 0 0% 40 23 36.50% NA. NA.

CC-H047 chr10 7765524 G A ITIH2 EX9 missense NM_002216.2 NP_002207.2 c.978G>A p.M326I | p.Met326Ile AATxAAA + 3698 113 0 0% 94 44 31.80% NA. NA.

CC-H047 chr10 31137837 G T ZNF438 EX7 missense NM_001143766.1 NP_001137238.1 c.1497C>A p.F499L | p.Phe499Leu AGAxAAT - 220929 50 0 0% 62 21 25.30% NA. NA.

CC-H047 chr10 76910517 A T SAMD8 EX2 missense NM_001174156.1 NP_001167627.1 c.231A>T p.K77N | p.Lys77Asn GAAxATA + 142891 62 0 0% 50 22 30.50% NA. NA.

CC-H047 chr10 112769019 C G SHOC2 EX7 nonsense NM_007373.3 NP_031399.2 c.1298C>G p.S433* | p.Ser433* TATxAAA + 8036 77 0 0% 33 21 38.80% NA. NA.

CC-H047 chr12 772610 C G NINJ2 EX1 missense NM_016533.4 NP_057617.2 c.55G>C p.E19Q | p.Glu19Gln TCTxTGC - 4815 31 0 0% 27 18 40% NA. NA.

CC-H047 chr12 11461549 G C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.368C>G p.P123R | p.Pro123Arg GGTxGTC - 5545 66 0 0% 64 5 7.20% NA. NA.

CC-H047 chr12 11461745 G C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.172C>G p.Q58E | p.Gln58Glu CTTxTGG - 5545 66 1 1.40% 103 7 6.30% NA. NA.

CC-H047 chr12 31249290 G A DDX11 EX15 missense NM_030653.3 NP_085911.2 c.1498G>A p.E500K | p.Glu500Lys TGTxAGA + 1663 114 0 0% 112 7 5.80% NA. NA.

CC-H047 chr12 104376700 A C TDG EX5 missense NM_003211.4 NP_003202.3 c.602A>C p.K201T | p.Lys201Thr GCAxAGA + 6996 66 1 1.40% 79 6 7% NA. NA.

CC-H047 chr12 104492254 C G HCFC2 EX13 nonsense NM_013320.2 NP_037452.1 c.1874C>G p.S625* | p.Ser625* TCTxAAA + 29915 104 0 0% 80 60 42.80% NA. NA.

CC-H047 chr12 129559271 G A TMEM132D EX9E missense NM_133448.2 NP_597705.2 c.2449C>T p.H817Y | p.His817Tyr TGTxAAC - 121256 86 0 0% 75 36 32.40% NA. NA.

CC-H047 chr13 24520062 C T ANKRD20A19P EX1 missense XM_003846335.1 XP_003846383.1 c.548G>A p.G183E | p.Gly183Glu GCTxCCG - 400110 211 0 0% 219 66 23.10% NA. NA.

CC-H047 chr13 73346338 C T DIS3 EX10 missense NM_014953.3 NP_055768.3 c.1462G>A p.D488N | p.Asp488Asn CATxGTC - 22894 59 0 0% 42 12 22.20% NA. NA.

CC-H047 chr13 77760129 G A MYCBP2 EX31 missense NM_015057.4 NP_055872.4 c.4321C>T p.L1441F | p.Leu1441Phe TAAxTTC - 23077 57 0 0% 65 12 15.50% NA. NA.

CC-H047 chr14 21698482 C G HNRNPC EX5 missense NM_031314.2 NP_112604.2 c.400G>C p.D134H | p.Asp134His TATxATA - 3183 96 0 0% 45 19 29.60% NA. NA.

CC-H047 chr14 50952831 C G MAP4K5 EX4 missense NM_198794.2 NP_942089.1 c.248G>C p.S83T | p.Ser83Thr TAAxTCC - 11183 78 0 0% 69 9 11.50% NA. NA.

CC-H047 chr14 52171516 C T FRMD6 EX6 missense NM_001267046.1 NP_001253975.1 c.421C>T p.L141F | p.Leu141Phe GTTxTTC + 122786 46 0 0% 27 13 32.50% NA. NA.

CC-H047 chr14 52171525 C A FRMD6 EX6 missense NM_001267046.1 NP_001253975.1 c.430C>A p.Q144K | p.Gln144Lys TCTxAGT + 122786 49 0 0% 33 13 28.20% NA. NA.

CC-H047 chr14 74189535 C T ELMSAN1 EX10 missense NM_194278.3 NP_919254.2 c.2590G>A p.V864M | p.Val864Met CCAxGGT - 91748 68 0 0% 70 13 15.60% NA. NA.

CC-H047 chr14 103442086 G C CDC42BPB EX11 nonsense NM_006035.3 NP_006026.3 c.1442C>G p.S481* | p.Ser481* TTTxAAT - 9578 59 0 0% 52 20 27.70% NA. NA.

CC-H047 chr16 29918288 C T KCTD13 EX6E missense NM_178863.3 NP_849194.1 c.895G>A p.E299K | p.Glu299Lys TCTxTTC - 253980 53 0 0% 49 13 20.90% NA. NA.

CC-H047 chr17 4994848 G C ZFP3 EX2E missense NM_153018.2 NP_694563.1 c.49G>C p.E17Q | p.Glu17Gln GAAxAAT + 124961 76 0 0% 39 19 32.70% NA. NA.

CC-H047 chr17 30348998 C T LRRC37B EX1 missense NM_052888.2 NP_443120.2 c.833C>T p.S278F | p.Ser278Phe CCTxTTC + 114659 126 0 0% 112 44 28.20% NA. NA.

CC-H047 chr17 39305785 A T KRTAP4-5 EX1E missense NM_033188.3 NP_149445.3 c.235T>A p.C79S | p.Cys79Ser AGCxGGG - 85289 235 1 0.40% 201 50 19.90% NA. NA.

CC-H047 chr17 72838623 G A GRIN2C EX13E missense NM_000835.3 NP_000826.2 c.3653C>T p.P1218L | p.Pro1218Leu CCCxGGA - 2905 79 1 1.20% 74 40 35% NA. NA.

CC-H047 chr18 31319299 C T ASXL3 EX11 missense NM_030632.1 NP_085135.1 c.1931C>T p.S644F | p.Ser644Phe CCTxCCT + 80816 62 0 0% 55 13 19.10% NA. NA.

CC-H047 chr19 8138094 G C FBN3 EX61 missense NM_032447.3 NP_115823.3 c.7790C>G p.S2597C | p.Ser2597Cys CCAxAGG - 84467 130 0 0% 103 46 30.80% NA. NA.

CC-H047 chr19 39214816 A G ACTN4 EX15 missense NM_004924.4 NP_004915.2 c.1712A>G p.D571G | p.Asp571Gly ATGxCCA + 81 119 0 0% 110 48 30.30% NA. NA.

CC-H047 chr19 40929308 G T SERTAD1 EX2E nonsense NM_013376.3 NP_037508.2 c.146C>A p.S49* | p.Ser49* ACTxAGA - 29950 64 0 0% 47 19 28.70% NA. NA.

CC-H047 chr19 40929372 G A SERTAD1 EX2E missense NM_013376.3 NP_037508.2 c.82C>T p.P28S | p.Pro28Ser CAGxATC - 29950 51 0 0% 27 8 22.80% NA. NA.

CC-H047 chr19 46288865 C T DMWD EX3 missense NM_004943.1 NP_004934.1 c.1889G>A p.R630Q | p.Arg630Gln GGCxGGG - 1762 48 0 0% 45 8 15% NA. NA.

CC-H047 chr19 52941729 C G ZNF534 EX4E missense NM_001143939.1 NP_001137411.1 c.1055C>G p.S352C | p.Ser352Cys AGTxTTC + 147658 111 0 0% 57 27 32.10% NA. NA.

CC-H047 chr19 56538564 G A NLRP5 EX7 missense NM_153447.4 NP_703148.4 c.965G>A p.R322K | p.Arg322Lys TTAxAGA + 126206 56 0 0% 55 18 24.60% NA. NA.

CC-H047 chr21 47957406 G T DIP2A EX15 missense NM_015151.3 NP_055966.2 c.1755G>T p.M585I | p.Met585Ile GATxAAG + 23181 64 0 0% 75 23 23.40% NA. NA.

CC-H047 chr22 24726251 C T SPECC1L EX8 nonsense NM_015330.3 NP_056145.3 c.2248C>T p.Q750* | p.Gln750* TTTxAGG + 23384 89 0 0% 99 32 24.40% NA. NA.

CC-H047 chr22 29628347 C T EMID1 EX8 missense NM_133455.3 NP_597712.2 c.779C>T p.P260L | p.Pro260Leu GGCxCCC + 129080 55 0 0% 38 34 47.20% NA. NA.

CC-H047 chr22 36653415 A G APOL1 EX5 missense NM_145343.2 NP_663318.1 c.197A>G p.K66R | p.Lys66Arg GTAxGCC + 8542 95 0 0% 116 11 8.60% NA. NA.

CC-H047 chrX 53561079 G T HUWE1 EX83 missense NM_031407.5 NP_113584.3 c.12911C>A p.S4304Y | p.Ser4304Tyr TTGxAAG - 10075 75 0 0% 45 52 53.60% NA. NA.

CC-H047 chrX 57619016 C G ZXDB EX1E missense NM_007157.3 NP_009088.1 c.535C>G p.R179G | p.Arg179Gly TTGxGCT + 158586 61 0 0% 44 55 55.50% NA. NA.

CC-H047 chr5 90077358 C-ATCATTGAATTTGACCCAGPR98 EX65 cds-del NM_032119.3 NP_115495.3c.13196_13213delTCATTGAATTTGACCCAAp.I4399_P4404del | p.Ile4399_Pro4404delGC.AA + 84059 108 0 0% 108 6 5.26% NA. NA.

CC-H047 chr19 5144411 T+GAGAGCATCACGGTGAGCTGTGGGGTGGGGCAGGGGGCGGGGGGAGGCTGGGAGCACAGCGACAACCTGTACCCCKDM4B EX20 cds-ins NM_015015.2 NP_055830.1c.2901_2902insGTGAGCTGTGGGGTGGGGCAGGGGGCGGGGGGAGGCTGGGAGCACAGCGACAACCTGTACCCCGAGAGCATCACGp.T967_S968insVSCGVGQGAGGGWEHSDNLYPESIT | p.Thr967_Ser968insValSerCysGlyValGlyGlnGlyAlaGlyGlyGlyTrpGluHisSerAspAsnLeuTyrProGluSerIleThrCT.GA + 23030 17 0 0% 23 5 17.86% NA. NA.

CC-H047 chr20 61528194 T +GGGG DIDO1 EX7 frameshift NM_033081.2 NP_149072.2c.1741C[2>6] (std: c.1741C[6] alt: c.1742_1743insCCCC )p.A582Pfs*4 | p.Ala582Profs*4 CT.GG - 11083 112 0 0% 72 8 10% NA. NA.

CC-H048 chr1 880097 G T NOC2L EX19E missense NM_015658.3 NP_056473.2 c.2227C>A p.L743M | p.Leu743Met GCAxATC - 26155 40 0 0% 63 11 14.80% NA. NA.

CC-H048 chr1 1233237 C T ACAP3 EX14 missense NM_030649.2 NP_085152.2 c.1093G>A p.A365T | p.Ala365Thr AGGxGGA - 116983 10 0 0% 15 7 31.80% NA. NA.

CC-H048 chr1 1559321 C T MIB2 EX4 missense NM_080875.2 NP_543151.2 c.760C>T p.R254C | p.Arg254Cys TCGxGCC + 142678 39 0 0% 38 8 17.30% NA. NA.

CC-H048 chr1 1718810 G A GNB1 EX11 missense NM_002074.3 NP_002065.1 c.983C>T p.A328V | p.Ala328Val GTCxCCA - 2782 59 0 0% 49 21 30% NA. NA.

CC-H048 chr1 3342767 G T PRDM16 EX14 missense NM_022114.3 NP_071397.3 c.3262G>T p.A1088S | p.Ala1088Ser CAAxCAT + 63976 123 0 0% 142 23 13.90% NA. NA.

CC-H048 chr1 9661217 G A TMEM201 EX5 missense NM_001130924.2 NP_001124396.2 c.661G>A p.A221T | p.Ala221Thr CTCxCCT + 199953 84 0 0% 80 54 40.20% NA. NA.

CC-H048 chr1 10659322 C T PEX14 EX4 missense NM_004565.2 NP_004556.1 c.197C>T p.A66V | p.Ala66Val TGGxCTT + 5195 67 0 0% 60 11 15.40% NA. NA.

CC-H048 chr1 11884608 C T CLCN6 EX8 nonsense NM_001286.3 NP_001277.1 c.646C>T p.Q216* | p.Gln216* CCTxAGG + 1185 41 0 0% 59 14 19.10% NA. NA.

CC-H048 chr1 12908012 G A HNRNPCL1 EX2E missense NM_001013631.1 NP_001013653.1 c.131C>T p.A44V | p.Ala44Val CCCxCAA - 343069 406 1 0.20% 511 52 9.20% NA. NA.

CC-H048 chr1 12919952 T G PRAMEF2 EX3 missense NM_023014.1 NP_075390.1 c.692T>G p.M231R | p.Met231Arg AGAxGAA + 65122 212 0 0% 193 21 9.80% NA. NA.

CC-H048 chr1 12919973 T G PRAMEF2 EX3 missense NM_023014.1 NP_075390.1 c.713T>G p.V238G | p.Val238Gly TCGxTTT + 65122 180 0 0% 175 20 10.20% NA. NA.

CC-H048 chr1 12952857 G A PRAMEF10 EX4E missense NM_001039361.3 NP_001034450.2 c.1315C>T p.R439C | p.Arg439Cys TACxCAT - 343071 181 1 0.50% 153 52 25.30% NA. NA.

CC-H048 chr1 16464530 C T EPHA2 EX5 missense NM_004431.3 NP_004422.2 c.1130G>A p.G377E | p.Gly377Glu GGCxCGC - 1969 76 0 0% 91 15 14.10% NA. NA.

CC-H048 chr1 17964406 C T ARHGEF10L EX19 missense NM_018125.3 NP_060595.3 c.1951C>T p.R651C | p.Arg651Cys CCAxGCC + 55160 49 0 0% 55 6 9.80% NA. NA.

CC-H048 chr1 26879921 G A RPS6KA1 EX6 missense NM_001006665.1 NP_001006666.1c.534_535delCGinsTAp.E179K | p.Glu179Lys GCTxAGC + 6195 46 1 2.10% 45 26 36.60% NA. NA.

CC-H048 chr1 28527832 G A DNAJC8 EX9E missense NM_014280.2 NP_055095.2 c.689C>T p.T230M | p.Thr230Met TTCxTAT - 22826 75 0 0% 104 19 15.40% NA. NA.

CC-H048 chr1 32206079 G A BAI2 EX12 missense NM_001703.2 NP_001694.2 c.1858C>T p.R620C | p.Arg620Cys TGCxCAC - 576 59 1 1.60% 81 25 23.50% NA. NA.

CC-H048 chr1 33161497 C T SYNC EX2 missense NM_030786.2 NP_110413.2 c.202G>A p.D68N | p.Asp68Asn CATxAAG - 81493 68 0 0% 70 11 13.50% NA. NA.

CC-H048 chr1 37941166 G T ZC3H12A EX2 missense NM_025079.2 NP_079355.2 c.69G>T p.E23D | p.Glu23Asp TGAxGAC + 80149 36 0 0% 43 16 27.10% NA. NA.

CC-H048 chr1 40839841 G A SMAP2 EX1 missense NM_022733.2 NP_073570.1 c.49G>A p.A17T | p.Ala17Thr CTGxCCA + 64744 73 0 0% 91 17 15.70% NA. NA.

CC-H048 chr1 44595380 C A KLF17 EX2 missense NM_173484.3 NP_775755.3 c.437C>A p.P146H | p.Pro146His GGCxCTT + 128209 76 1 1.20% 113 16 12.40% NA. NA.

CC-H048 chr1 53555506 C T SLC1A7 EX9 missense NM_006671.4 NP_006662.3 c.1327G>A p.D443N | p.Asp443Asn TGTxATC - 6512 38 0 0% 60 8 11.70% NA. NA.

CC-H048 chr1 53556410 C T SLC1A7 EX8 missense NM_006671.4 NP_006662.3 c.1100G>A p.R367H | p.Arg367His AAGxGAG - 6512 31 0 0% 24 8 25% NA. NA.

CC-H048 chr1 53746273 G A LRP8 EX4 missense NM_004631.4 NP_004622.2 c.482C>T p.A161V | p.Ala161Val CCGxCCT - 7804 48 0 0% 81 5 5.80% NA. NA.

CC-H048 chr1 55081804 G A FAM151A EX3 missense NM_176782.2 NP_788954.2 c.304C>T p.L102F | p.Leu102Phe CGAxCCC - 338094 37 0 0% 48 5 9.40% NA. NA.

CC-H048 chr1 55148429 G A HEATR8 EX14 missense NM_001039464.2 NP_001034553.2 c.2482G>A p.V828I | p.Val828Ile CCCxTCA + 374977 53 0 0% 54 38 41.30% NA. NA.

CC-H048 chr1 55555319 C A USP24 EX55 nonsense NM_015306.2 NP_056121.2 c.6649G>T p.E2217* | p.Glu2217* CTTxAGA - 23358 79 0 0% 72 14 16.20% NA. NA.

CC-H048 chr1 62676289 G T L1TD1 EX5E nonsense NM_001164835.1 NP_001158307.1 c.1843G>T p.E615* | p.Glu615* GAAxAAA + 54596 73 0 0% 68 6 8.10% NA. NA.

CC-H048 chr1 67561024 G A C1orf141 EX6 missense NM_001013674.1 NP_001013696.1 c.497C>T p.S166L | p.Ser166Leu ACTxACC - 400757 69 0 0% 60 14 18.90% NA. NA.

CC-H048 chr1 71478001 C T PTGER3 EX2 missense NM_198714.1 NP_942007.1 c.1064G>A p.R355Q | p.Arg355Gln TTTxGAA - 5733 66 0 0% 31 26 45.60% NA. NA.

CC-H048 chr1 86048618 G A CYR61 EX5E missense NM_001554.4 NP_001545.2 c.1039G>A p.V347I | p.Val347Ile AACxTCA + 3491 77 0 0% 87 15 14.70% NA. NA.

CC-H048 chr1 86171989 G A ZNHIT6 EX3 nonsense NM_017953.3 NP_060423.3 c.772C>T p.R258* | p.Arg258* CTCxAAC - 54680 93 0 0% 86 6 6.50% NA. NA.

CC-H048 chr1 93687259 C T CCDC18 EX15 missense NM_206886.3 NP_996769.3 c.2056C>T p.H686Y | p.His686Tyr CATxATC + 343099 84 0 0% 52 31 37.30% NA. NA.

CC-H048 chr1 95323013 C T SLC44A3 EX10 nonsense NM_001114106.2 NP_001107578.1 c.1195C>T p.Q399* | p.Gln399* CAGxAAA + 126969 86 0 0% 110 17 13.30% NA. NA.

CC-H048 chr1 100382210 G T AGL EX33 missense NM_000642.2 NP_000633.2 c.4404G>T p.L1468F | p.Leu1468Phe ATTxATG + 178 72 0 0% 46 10 17.80% NA. NA.

CC-H048 chr1 101339578 C G EXTL2 EX6E missense NM_001261441.1 NP_001248370.1 c.937G>C p.D313H | p.Asp313His TATxATA - 2135 51 0 0% 26 28 51.80% NA. NA.

CC-H048 chr1 109197375 G A HENMT1 EX5 missense NM_144584.2 NP_653185.2 c.361C>T p.R121C | p.Arg121Cys AACxAGA - 113802 141 0 0% 110 27 19.70% NA. NA.

CC-H048 chr1 109812199 G A CELSR2 EX21 nonsense NM_001408.2 NP_001399.1 c.6966G>A p.W2322* | p.Trp2322* CTGxAAC + 1952 28 0 0% 38 8 17.30% NA. NA.

CC-H048 chr1 109870219 C T SORT1 EX12 missense NM_002959.5 NP_002950.3 c.1376G>A p.S459N | p.Ser459Asn AGGxTGC - 6272 42 0 0% 41 6 12.70% NA. NA.

CC-H048 chr1 110030282 G T ATXN7L2 EX5 missense NM_153340.4 NP_699171.3 c.556G>T p.A186S | p.Ala186Ser ATGxCTC + 127002 104 0 0% 88 51 36.60% NA. NA.

CC-H048 chr1 111889582 C T PIFO EX2 missense NM_181643.4 NP_857594.2 c.70C>T p.P24S | p.Pro24Ser TTTxCTC + 128344 46 0 0% 63 11 14.80% NA. NA.

CC-H048 chr1 112525276 A T KCND3 EX2 missense NM_004980.4 NP_004971.2 c.73T>A p.C25S | p.Cys25Ser GGCxGTT - 3752 43 0 0% 52 17 24.60% NA. NA.

CC-H048 chr1 115268902 C T CSDE1 EX15 missense NM_001242891.1 NP_001229820.1 c.1708G>A p.A570T | p.Ala570Thr TTGxCAC - 7812 94 0 0% 117 16 12% NA. NA.

CC-H048 chr1 116937831 G T ATP1A1 EX13 missense NM_001160233.1 NP_001153705.1 c.1760G>T p.G587V | p.Gly587Val TTGxGCT + 476 63 0 0% 69 10 12.60% NA. NA.

CC-H048 chr1 145296379 T G NBPF10 EX3 missense NM_001039703.4 NP_001034792.3 c.301T>G p.S101A | p.Ser101Ala CACxCTC + 100132406 595 1 0.10% 587 82 12.20% NA. NA.

CC-H048 chr1 158626362 C T SPTA1 EX20 missense NM_003126.2 NP_003117.2 c.2890G>A p.A964T | p.Ala964Thr AGGxGTT - 6708 66 0 0% 30 31 50.80% NA. NA.

CC-H048 chr1 158943441 A C PYHIN1 EX8 missense NM_152501.4 NP_689714.2 c.1364A>C p.D455A | p.Asp455Ala AGGxTGA + 149628 64 0 0% 84 5 5.60% NA. NA.

CC-H048 chr1 159683658 G T CRP EX2E missense NM_000567.2 NP_000558.2 c.332C>A p.P111Q | p.Pro111Gln ACTxGAG - 1401 101 0 0% 122 15 10.90% NA. NA.

CC-H048 chr1 160164800 A C CASQ1 IVS3 splice-3 NM_001231.4 NP_001222.3 c.466-2A>C . TTCxGGT + 844 52 0 0% 63 8 11.20% NA. NA.

CC-H048 chr1 160276187 G A COPA EX15 nonsense NM_001098398.1 NP_001091868.1 c.1399C>T p.R467* | p.Arg467* CTCxAAG - 1314 41 0 0% 53 9 14.50% NA. NA.

CC-H048 chr1 160651255 G T CD48 EX3E missense NM_001256030.1 NP_001242959.1 c.389C>A p.P130H | p.Pro130His ACAxGGT - 962 44 0 0% 49 9 15.50% NA. NA.

CC-H048 chr1 171621186 C G MYOC EX1 missense NM_000261.1 NP_000252.1 c.566G>C p.R189P | p.Arg189Pro TCTxGGG - 4653 53 0 0% 40 30 42.80% NA. NA.

CC-H048 chr1 172546943 C A SUCO EX13 missense NM_014283.3 NP_055098.1 c.1324C>A p.P442T | p.Pro442Thr TGTxCAT + 51430 49 0 0% 27 12 30.70% NA. NA.

CC-H048 chr1 173478799 C T SLC9C2 EX24 missense NM_178527.3 NP_848622.2 c.2947G>A p.D983N | p.Asp983Asn CATxAAA - 284525 98 0 0% 50 37 42.50% NA. NA.

CC-H048 chr1 178436530 G A RASAL2 EX17 missense NM_170692.2 NP_733793.2 c.3652G>A p.A1218T | p.Ala1218Thr GATxCAA + 9462 40 0 0% 44 11 20% NA. NA.

CC-H048 chr1 183516361 G A SMG7 EX18 missense NM_201569.2 NP_963863.2 c.2728G>A p.A910T | p.Ala910Thr CTCxCCT + 9887 82 0 0% 101 14 12.10% NA. NA.

CC-H048 chr1 185964111 G A HMCN1 EX24 missense NM_031935.2 NP_114141.2 c.3670G>A p.G1224R | p.Gly1224Arg GACxGAA + 83872 87 0 0% 76 13 14.60% NA. NA.

CC-H048 chr1 186644511 A C PTGS2 EX9 missense NM_000963.2 NP_000954.1 c.1275T>G p.N425K | p.Asn425Lys AACxTTC - 5743 114 0 0% 144 25 14.70% NA. NA.

CC-H048 chr1 196658606 C T CFH EX8 missense NM_000186.3 NP_000177.2 c.1021C>T p.R341C | p.Arg341Cys ATGxGTA + 3075 84 1 1.10% 60 12 16.60% NA. NA.

CC-H048 chr1 196706714 G T CFH EX17 missense NM_000186.3 NP_000177.2 c.2706G>T p.E902D | p.Glu902Asp TGAxGGT + 3075 114 0 0% 64 10 13.50% NA. NA.

CC-H048 chr1 203144832 C T MYBPH EX1 missense NM_004997.2 NP_004988.2 c.52G>A p.A18T | p.Ala18Thr ATGxGGT - 4608 90 0 0% 98 13 11.70% NA. NA.

CC-H048 chr1 203455905 G A PRELP EX3E missense NM_002725.3 NP_002716.1 c.1045G>A p.V349M | p.Val349Met AACxTGC + 5549 57 0 0% 72 43 37.30% NA. NA.

CC-H048 chr1 205034284 G A CNTN2 EX13 missense NM_005076.3 NP_005067.1 c.1589G>A p.C530Y | p.Cys530Tyr AGTxCCA + 6900 99 0 0% 122 18 12.80% NA. NA.

CC-H048 chr1 206634568 G A SRGAP2 EX20E missense NM_015326.2 NP_056141.2 c.3019G>A p.A1007T | p.Ala1007Thr CCCxCCT + 23380 128 0 0% 133 79 37.20% NA. NA.

CC-H048 chr1 208200607 G A PLXNA2 EX32E missense NM_025179.3 NP_079455.3 c.5666C>T p.A1889V | p.Ala1889Val ATGxCAT - 5362 44 0 0% 49 22 30.90% NA. NA.

CC-H048 chr1 211192273 C G KCNH1 EX6 missense NM_172362.2 NP_758872.1 c.884G>C p.W295S | p.Trp295Ser AACxACG - 3756 111 0 0% 128 14 9.80% NA. NA.

CC-H048 chr1 216062201 T A USH2A EX41 missense NM_206933.2 NP_996816.2 c.7790A>T p.K2597M | p.Lys2597Met AACxTAT - 7399 65 0 0% 64 11 14.60% NA. NA.

CC-H048 chr1 220156137 G A EPRS EX23 missense NM_004446.2 NP_004437.2 c.3350C>T p.A1117V | p.Ala1117Val ATGxCAA - 2058 99 0 0% 90 9 9% NA. NA.

CC-H048 chr1 220791978 G A MARK1 EX9 missense NM_018650.3 NP_061120.3 c.790G>A p.E264K | p.Glu264Lys AAGxAAC + 4139 89 0 0% 63 35 35.70% NA. NA.

CC-H048 chr1 220791987 G A MARK1 EX9 missense NM_018650.3 NP_061120.3 c.799G>A p.E267K | p.Glu267Lys CGAxAGC + 4139 91 0 0% 65 37 36.20% NA. NA.

CC-H048 chr1 223994595 G A TP53BP2 EX6 missense NM_005426.2 NP_005417.1 c.40C>T p.R14C | p.Arg14Cys GGCxAGA - 7159 70 0 0% 62 35 36% NA. NA.

CC-H048 chr1 226825389 C A ITPKB EX7 missense NM_002221.3 NP_002212.3 c.2616G>T p.K872N | p.Lys872Asn GCAxTTG - 3707 45 0 0% 49 37 43% NA. NA.

CC-H048 chr1 227152815 G A ADCK3 EX3 missense NM_020247.4 NP_064632.2 c.292G>A p.A98T | p.Ala98Thr TCCxCTC + 56997 93 0 0% 116 13 10% NA. NA.

CC-H048 chr1 227174205 G A ADCK3 EX15E missense NM_020247.4 NP_064632.2 c.1711G>A p.A571T | p.Ala571Thr TTCxCCT + 56997 66 0 0% 86 9 9.40% NA. NA.

CC-H048 chr1 233518179 C T KIAA1804 EX10E missense NM_032435.2 NP_115811.2 c.2833C>T p.R945C | p.Arg945Cys CAGxGTC + 84451 29 0 0% 23 13 36.10% NA. NA.

CC-H048 chr1 248685387 G A OR2G6 EX1E missense NM_001013355.1 NP_001013373.1 c.440G>A p.G147E | p.Gly147Glu GTGxAGC + 391211 32 0 0% 28 8 22.20% NA. NA.

CC-H048 chr2 1480945 G A TPO EX8 missense NM_000547.5 NP_000538.3 c.907G>A p.A303T | p.Ala303Thr GGCxCGC + 7173 38 0 0% 68 16 19% NA. NA.

CC-H048 chr2 11738968 C T GREB1 EX15 missense NM_014668.3 NP_055483.2 c.2315C>T p.A772V | p.Ala772Val ATGxGCA + 9687 126 0 0% 83 14 14.40% NA. NA.

CC-H048 chr2 18758161 C T NT5C1B EX8 missense NM_001199087.1 NP_001186016.1 c.1253G>A p.G418D | p.Gly418Asp AAGxCTA - 93034 95 0 0% 83 14 14.40% NA. NA.

CC-H048 chr2 18758161 C T NT5C1B-RDH14 EX7 missense NM_001199103.1 NP_001186032.1 c.1028G>A p.G343D | p.Gly343Asp AAGxCTA - 100526794 95 0 0% 83 14 14.40% NA. NA.

CC-H048 chr2 23918902 G A KLHL29 EX10 nonsense NM_052920.1 NP_443152.1 c.1823G>A p.W608* | p.Trp608* GCTxGAA + 114818 98 0 0% 129 16 11% NA. NA.

CC-H048 chr2 26539258 C T GPR113 EX5 nonsense NM_001145168.1 NP_001138640.1 c.561G>A p.W187* | p.Trp187* GTTxCAC - 165082 49 0 0% 36 18 33.30% NA. NA.

CC-H048 chr2 27163007 G T DPYSL5 EX9 missense NM_020134.3 NP_064519.2 c.1056G>T p.Q352H | p.Gln352His GCAxGAC + 56896 86 1 1.10% 83 13 13.50% NA. NA.

CC-H048 chr2 27528506 G A TRIM54 EX6 missense NM_032546.3 NP_115935.3 c.790G>A p.A264T | p.Ala264Thr TGCxCAG + 57159 65 0 0% 73 9 10.90% NA. NA.

CC-H048 chr2 32474786 G A NLRC4 EX4 missense NM_021209.4 NP_067032.3 c.2147C>T p.S716F | p.Ser716Phe AGAxAAT - 58484 41 0 0% 30 24 44.40% NA. NA.

CC-H048 chr2 42924940 G A MTA3 EX11 missense NM_020744.2 NP_065795.1 c.991G>A p.E331K | p.Glu331Lys GCTxAGA + 57504 58 0 0% 42 13 23.60% NA. NA.

CC-H048 chr2 45647027 C T SRBD1 EX17 missense NM_018079.4 NP_060549.4 c.2056G>A p.V686I | p.Val686Ile ATAxGTC - 55133 93 1 1% 60 8 11.70% NA. NA.

CC-H048 chr2 48030648 T C MSH6 EX5 missense NM_000179.2 NP_000170.1 c.3262T>C p.F1088L | p.Phe1088Leu CCCxTCT + 2956 97 0 0% 55 11 16.60% NA. NA.

CC-H048 chr2 55599647 C T CCDC88A IVS4 splice-3 NM_001135597.1 NP_001129069.1 c.344-1G>A . GTTxTAA - 55704 143 0 0% 101 29 22.30% NA. NA.

CC-H048 chr2 61187598 C T PUS10 EX11 missense NM_144709.2 NP_653310.2 c.929G>A p.G310E | p.Gly310Glu TCTxCAT - 150962 65 0 0% 55 15 21.40% NA. NA.

CC-H048 chr2 84851434 T A DNAH6 EX27 missense NM_001370.1 NP_001361.1 c.4117T>A p.L1373I | p.Leu1373Ile AAAxTAC + 1768 76 0 0% 43 9 17.30% NA. NA.

CC-H048 chr2 95537580 G A TEKT4 EX1 missense NM_144705.2 NP_653306.1 c.256G>A p.D86N | p.Asp86Asn CAAxACT + 150483 43 0 0% 60 11 15.40% NA. NA.

CC-H048 chr2 108622640 G A SLC5A7 EX7 missense NM_021815.2 NP_068587.1 c.877G>A p.A293T | p.Ala293Thr GGGxCCA + 60482 52 0 0% 56 6 9.60% NA. NA.

CC-H048 chr2 112761522 G C MERTK EX13 missense NM_006343.2 NP_006334.2 c.1828G>C p.D610H | p.Asp610His GAAxATG + 10461 115 1 0.80% 82 30 26.70% NA. NA.

CC-H048 chr2 121742248 G A GLI2 EX11 missense NM_005270.4 NP_005261.2 c.1885G>A p.E629K | p.Glu629Lys ACCxAGG + 2736 67 0 0% 86 12 12.20% NA. NA.

CC-H048 chr2 152484152 T G NEB EX69 missense NM_001271208.1 NP_001258137.1 c.10028A>C p.K3343T | p.Lys3343Thr CACxTCT - 4703 119 0 0% 127 15 10.50% NA. NA.

CC-H048 chr2 165956892 C T SCN3A EX22 missense NM_006922.3 NP_008853.3 c.3886G>A p.E1296K | p.Glu1296Lys GTTxTGA - 6328 54 0 0% 62 11 15% NA. NA.

CC-H048 chr2 170732406 C T UBR3 EX3 missense NM_172070.3 NP_742067.3 c.791C>T p.S264F | p.Ser264Phe GGTxTGT + 130507 90 0 0% 78 10 11.30% NA. NA.

CC-H048 chr2 176794703 C T KIAA1715 EX13E missense NM_030650.1 NP_085153.1 c.1279G>A p.A427T | p.Ala427Thr CTGxCGT - 80856 67 0 0% 33 8 19.50% NA. NA.

CC-H048 chr2 177054700 G A HOXD1 EX2E missense NM_024501.2 NP_078777.1 c.817G>A p.V273I | p.Val273Ile CAAxTCA + 3231 62 0 0% 51 22 30.10% NA. NA.

CC-H048 chr2 179296831 C T PRKRA EX8E missense NM_003690.4 NP_003681.1 c.935G>A p.R312K | p.Arg312Lys TTTxTTT - 8575 63 0 0% 55 14 20.20% NA. NA.

CC-H048 chr2 179417443 T C TTN EX335 missense NM_001267550.1 NP_001254479.1 c.90184A>G p.I30062V | p.Ile30062Val TGAxGAC - 7273 107 0 0% 90 17 15.80% NA. NA.

CC-H048 chr2 179419700 C T TTN EX331 missense NM_001267550.1 NP_001254479.1 c.88486G>A p.A29496T | p.Ala29496Thr ATGxGAG - 7273 68 0 0% 47 8 14.50% NA. NA.

CC-H048 chr2 179458052 A C TTN EX299 missense NM_001267550.1 NP_001254479.1 c.58883T>G p.V19628G | p.Val19628Gly GTAxCTC - 7273 93 0 0% 69 20 22.40% NA. NA.

CC-H048 chr2 179483416 A C TTN EX251 missense NM_001267550.1 NP_001254479.1 c.46861T>G p.S15621A | p.Ser15621Ala AAGxAGT - 7273 88 0 0% 32 25 43.80% NA. NA.

CC-H048 chr2 179605050 A C TTN EX48 missense NM_001267550.1 NP_001254479.1 c.12910T>G p.L4304V | p.Leu4304Val TCAxAAT - 7273 47 0 0% 41 6 12.70% NA. NA.

CC-H048 chr2 188332609 G A TFPI EX7 missense NM_006287.4 NP_006278.1 c.679C>T p.R227C | p.Arg227Cys CACxACA - 7035 83 0 0% 45 15 25% NA. NA.

CC-H048 chr2 191064735 A G C2orf88 EX2E missense NM_001042519.1 NP_001035984.1 c.149A>G p.E50G | p.Glu50Gly AGGxACC + 84281 75 0 0% 65 5 7.10% NA. NA.

CC-H048 chr2 192700746 C T SDPR EX2E missense NM_004657.5 NP_004648.1 c.1181G>A p.R394H | p.Arg394His TAGxGTA - 8436 38 1 2.50% 42 10 19.20% NA. NA.

CC-H048 chr2 203383655 G C BMPR2 EX6 missense NM_001204.6 NP_001195.2 c.732G>C p.K244N | p.Lys244Asn AAAxAAC + 659 49 0 0% 59 8 11.90% NA. NA.

CC-H048 chr2 204304518 C T RAPH1 EX14E missense NM_213589.1 NP_998754.1 c.3395G>A p.R1132H | p.Arg1132His AGGxGGG - 65059 56 0 0% 46 17 26.90% NA. NA.

CC-H048 chr2 206050488 G A PARD3B EX13 missense NM_152526.5 NP_689739.4 c.1739G>A p.G580D | p.Gly580Asp TAGxTCT + 117583 64 0 0% 49 21 30% NA. NA.

CC-H048 chr2 209219304 G A PIKFYVE EX41 missense NM_015040.3 NP_055855.2 c.6116G>A p.R2039Q | p.Arg2039Gln TTCxAAC + 200576 105 0 0% 61 12 16.40% NA. NA.

CC-H048 chr2 218683231 A G TNS1 EX24 missense NM_022648.4 NP_072174.3 c.3512T>C p.V1171A | p.Val1171Ala TGGxCGC - 7145 93 0 0% 79 15 15.90% NA. NA.

CC-H048 chr2 220041509 G T CNPPD1 EX1 missense NM_015680.4 NP_056495.3 c.42C>A p.F14L | p.Phe14Leu GGAxAAG - 27013 18 0 0% 32 5 13.50% NA. NA.

CC-H048 chr2 228217241 G A MFF EX9 missense NM_020194.4 NP_064579.3 c.764G>A p.R255H | p.Arg255His TGCxTGG + 56947 91 0 0% 81 11 11.90% NA. NA.

CC-H048 chr2 238289635 T A COL6A3 EX5 missense NM_004369.3 NP_004360.2 c.1820A>T p.E607V | p.Glu607Val AACxCAG - 1293 77 0 0% 56 14 20% NA. NA.

CC-H048 chr2 239059455 G A KLHL30 EX8E missense NM_198582.3 NP_940984.3 c.1486G>A p.V496M | p.Val496Met CAGxTGC + 377007 82 0 0% 99 29 22.60% NA. NA.

CC-H048 chr2 241989320 C T SNED1 EX12 missense NM_001080437.1 NP_001073906.1 c.1705C>T p.R569C | p.Arg569Cys CCGxGCG + 25992 116 0 0% 112 21 15.70% NA. NA.



CC-H048 chr3 23960750 T C RPL15 EX4E missense NM_001253379.1 NP_001240308.1 c.373T>C p.S125P | p.Ser125Pro GATxCCA + 6138 147 0 0% 108 28 20.50% NA. NA.

CC-H048 chr3 32544162 C T CMTM6 EX1 missense NM_017801.2 NP_060271.1 c.76G>A p.A26T | p.Ala26Thr CAGxGAG - 54918 32 0 0% 24 9 27.20% NA. NA.

CC-H048 chr3 33617677 G A CLASP2 EX24 missense NM_015097.2 NP_055912.2 c.2441C>T p.A814V | p.Ala814Val ACCxCCT - 23122 96 1 1% 72 18 20% NA. NA.

CC-H048 chr3 37055922 G A MLH1 IVS8 splice-3 NM_000249.3 NP_000240.1 c.678-1G>A . ATAxAGA + 4292 157 1 0.60% 72 57 44.10% NA. NA.

CC-H048 chr3 38835342 G A SCN10A EX1 nonsense NM_006514.2 NP_006505.2 c.160C>T p.Q54* | p.Gln54* GCTxGGG - 6336 48 0 0% 32 28 46.60% NA. NA.

CC-H048 chr3 42265110 C T TRAK1 EX16E missense NM_001042646.2 NP_001036111.1 c.2743C>T p.R915W | p.Arg915Trp ATCxGGC + 22906 39 0 0% 24 13 35.10% NA. NA.

CC-H048 chr3 42265120 G A TRAK1 EX16E missense NM_001042646.2 NP_001036111.1 c.2753G>A p.R918H | p.Arg918His ATCxCAG + 22906 41 0 0% 29 8 21.60% NA. NA.

CC-H048 chr3 44489656 G A ZNF445 EX8E missense NM_181489.5 NP_852466.1 c.1507C>T p.H503Y | p.His503Tyr GATxATA - 353274 53 1 1.80% 25 16 39% NA. NA.

CC-H048 chr3 44879861 C T KIF15 EX27 missense NM_020242.2 NP_064627.1 c.3266C>T p.A1089V | p.Ala1089Val CTGxCCA + 56992 58 0 0% 34 7 17% NA. NA.

CC-H048 chr3 52442567 G A BAP1 EX4 nonsense NM_004656.2 NP_004647.1 c.178C>T p.R60* | p.Arg60* TTCxCCG - 8314 45 0 0% 30 22 42.30% NA. NA.

CC-H048 chr3 52859928 G A ITIH4 EX6 missense NM_002218.4 NP_002209.2 c.733C>T p.R245W | p.Arg245Trp CCCxGTC - 3700 108 0 0% 66 34 34% NA. NA.

CC-H048 chr3 54958835 T C LRTM1 EX2 missense NM_020678.2 NP_065729.1 c.415A>G p.T139A | p.Thr139Ala ATGxGGG - 57408 52 0 0% 35 7 16.60% NA. NA.

CC-H048 chr3 64005039 G A PSMD6 EX3 missense NM_014814.1 NP_055629.1 c.430C>T p.L144F | p.Leu144Phe GGAxATA - 9861 120 0 0% 66 11 14.20% NA. NA.

CC-H048 chr3 66432777 T C LRIG1 EX16 missense NM_015541.2 NP_056356.2 c.2537A>G p.Q846R | p.Gln846Arg CCCxGAG - 26018 78 0 0% 42 8 16% NA. NA.

CC-H048 chr3 75718431 G A LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.617G>A p.R206H | p.Arg206His ATCxCTT + 100996350 108 1 0.90% 165 9 5.10% NA. NA.

CC-H048 chr3 75718482 C T LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.668C>T p.P223L | p.Pro223Leu TCCxGGA + 100996350 107 1 0.90% 154 12 7.20% NA. NA.

CC-H048 chr3 97596470 G T CRYBG3 EX4 missense NM_153605.3 NP_705833.3 c.6432G>T p.E2144D | p.Glu2144Asp AGAxGCA + 131544 45 0 0% 30 7 18.90% NA. NA.

CC-H048 chr3 100096662 A G TOMM70A EX6 missense NM_014820.4 NP_055635.3 c.979T>C p.Y327H | p.Tyr327His TGTxTTT - 9868 76 0 0% 68 13 16% NA. NA.

CC-H048 chr3 101401670 C T RPL24 EX4 missense NM_000986.3 NP_000977.1 c.274G>A p.A92T | p.Ala92Thr TGGxCAT - 6152 111 0 0% 94 13 12.10% NA. NA.

CC-H048 chr3 108273332 C T KIAA1524 EX18 missense NM_020890.2 NP_065941.2 c.2215G>A p.E739K | p.Glu739Lys TTTxATT - 57650 42 0 0% 44 9 16.90% NA. NA.

CC-H048 chr3 108380728 C T DZIP3 EX20 missense NM_014648.3 NP_055463.1 c.2204C>T p.S735L | p.Ser735Leu GCTxAGC + 9666 128 0 0% 98 18 15.50% NA. NA.

CC-H048 chr3 113092297 G A WDR52 EX18 missense NM_001164496.1 NP_001157968.1 c.2405C>T p.A802V | p.Ala802Val TCCxCAA - 55779 116 0 0% 116 13 10% NA. NA.

CC-H048 chr3 113724450 C T KIAA1407 EX10 nonsense NM_020817.1 NP_065868.1 c.1773G>A p.W591* | p.Trp591* TGCxCAC - 57577 51 1 1.90% 50 22 30.50% NA. NA.

CC-H048 chr3 118649048 G A IGSF11 EX2 missense NM_001015887.1 NP_001015887.1 c.127C>T p.P43S | p.Pro43Ser AGGxCAG - 152404 60 0 0% 68 10 12.80% NA. NA.

CC-H048 chr3 118945801 C T B4GALT4 EX5 missense NM_212543.1 NP_997708.1 c.341G>A p.R114H | p.Arg114His GGGxGAT - 8702 42 0 0% 71 8 10.10% NA. NA.

CC-H048 chr3 120876446 T A STXBP5L EX9 missense NM_014980.2 NP_055795.1 c.849T>A p.S283R | p.Ser283Arg AAGxCGC + 9515 95 0 0% 83 10 10.70% NA. NA.

CC-H048 chr3 121341349 G A FBXO40 EX3 missense NM_016298.3 NP_057382.2 c.1073G>A p.G358E | p.Gly358Glu GTGxAAA + 51725 55 0 0% 46 13 22% NA. NA.

CC-H048 chr3 123452638 C G MYLK EX10 missense NM_053025.3 NP_444253.3 c.1205G>C p.R402T | p.Arg402Thr ATTxTCC - 4638 79 0 0% 98 14 12.50% NA. NA.

CC-H048 chr3 124149606 T C KALRN EX16 missense NM_001024660.3 NP_001019831.2 c.2807T>C p.F936S | p.Phe936Ser AGTxCCA + 8997 42 0 0% 45 6 11.70% NA. NA.

CC-H048 chr3 127325114 G A MCM2 EX5 missense NM_004526.2 NP_004517.2 c.827G>A p.R276H | p.Arg276His ACCxCAT + 4171 37 0 0% 52 9 14.70% NA. NA.

CC-H048 chr3 128984551 G A COPG1 EX14 missense NM_016128.3 NP_057212.1 c.1384G>A p.E462K | p.Glu462Lys CAGxAGG + 22820 44 0 0% 61 7 10.20% NA. NA.

CC-H048 chr3 129546738 C T TMCC1 EX3 missense NM_001017395.3 NP_001017395.2 c.484G>A p.A162T | p.Ala162Thr GTGxATC - 23023 59 0 0% 66 10 13.10% NA. NA.

CC-H048 chr3 133191280 C T BFSP2 EX6 missense NM_003571.2 NP_003562.1 c.1115C>T p.A372V | p.Ala372Val AGGxGGA + 8419 76 0 0% 96 16 14.20% NA. NA.

CC-H048 chr3 134670423 T G EPHB1 EX3 missense NM_004441.4 NP_004432.1 c.334T>G p.L112V | p.Leu112Val AACxTGT + 2047 78 0 0% 68 8 10.50% NA. NA.

CC-H048 chr3 137843363 G A A4GNT EX3E missense NM_016161.2 NP_057245.1 c.766C>T p.H256Y | p.His256Tyr GGTxTAA - 51146 78 1 1.20% 79 18 18.50% NA. NA.

CC-H048 chr3 140277663 G A CLSTN2 EX12 missense NM_022131.2 NP_071414.2 c.2005G>A p.A669T | p.Ala669Thr TTCxCCA + 64084 79 1 1.20% 84 9 9.60% NA. NA.

CC-H048 chr3 148768096 G A HLTF EX15 missense NM_003071.3 NP_003062.2 c.1540C>T p.R514C | p.Arg514Cys TACxATC - 6596 87 1 1.10% 91 13 12.50% NA. NA.

CC-H048 chr3 151090423 C T MED12L EX25 nonsense NM_053002.4 NP_443728.3 c.3628C>T p.R1210* | p.Arg1210* TTGxGAT + 116931 91 0 0% 69 9 11.50% NA. NA.

CC-H048 chr3 160243767 G A KPNA4 EX9 missense NM_002268.4 NP_002259.1 c.685C>T p.R229C | p.Arg229Cys GGCxACA - 3840 75 0 0% 74 11 12.90% NA. NA.

CC-H048 chr3 167083760 T C ZBBX EX6 missense NM_001199201.1 NP_001186130.1 c.187A>G p.S63G | p.Ser63Gly CGCxTGA - 79740 71 0 0% 38 7 15.50% NA. NA.

CC-H048 chr3 167510389 G A SERPINI1 EX4 missense NM_005025.4 NP_005016.1 c.493G>A p.D165N | p.Asp165Asn AAAxATT + 5274 61 0 0% 58 8 12.10% NA. NA.

CC-H048 chr3 170011296 G T PRKCI EX14 missense NM_002740.5 NP_002731.4 c.1417G>T p.V473F | p.Val473Phe CAAxGTA + 5584 107 1 0.90% 105 16 13.20% NA. NA.

CC-H048 chr3 170136873 C T CLDN11 EX1 nonsense NM_005602.5 NP_005593.2 c.19C>T p.Q7* | p.Gln7* CTGxAGG + 5010 51 0 0% 83 15 15.30% NA. NA.

CC-H048 chr3 170725005 T A SLC2A2 EX5 missense NM_000340.1 NP_000331.1 c.544A>T p.T182S | p.Thr182Ser CGGxTGG - 6514 71 0 0% 65 10 13.30% NA. NA.

CC-H048 chr3 180669209 G A FXR1 EX8 missense NM_005087.3 NP_005078.2 c.754G>A p.A252T | p.Ala252Thr ACCxCCA + 8087 50 0 0% 51 6 10.50% NA. NA.

CC-H048 chr3 184026344 C T PSMD2 EX20 missense NM_002808.3 NP_002799.3 c.2533C>T p.R845C | p.Arg845Cys GTCxGTG + 5708 66 0 0% 74 19 20.40% NA. NA.

CC-H048 chr3 185181440 G A MAP3K13 EX8 missense NM_004721.4 NP_004712.1 c.1381G>A p.E461K | p.Glu461Lys GAAxAGC + 9175 47 0 0% 51 6 10.50% NA. NA.

CC-H048 chr3 186760913 G A ST6GAL1 EX4 missense NM_173216.2 NP_775323.1 c.422G>A p.R141H | p.Arg141His TGCxCTG + 6480 63 0 0% 70 11 13.50% NA. NA.

CC-H048 chr3 193175212 G A ATP13A4 EX15 missense NM_032279.2 NP_115655.2 c.1717C>T p.P573S | p.Pro573Ser CCGxCAC - 84239 73 0 0% 64 10 13.50% NA. NA.

CC-H048 chr3 193855855 G A HES1 EX4E missense NM_005524.3 NP_005515.1 c.676G>A p.D226N | p.Asp226Asn CCCxATG + 3280 68 0 0% 125 7 5.30% NA. NA.

CC-H048 chr3 194134544 G A ATP13A3 EX31 missense NM_024524.3 NP_078800.3 c.3427C>T p.R1143C | p.Arg1143Cys CACxCCA - 79572 79 0 0% 90 27 23% NA. NA.

CC-H048 chr3 194387278 G T LSG1 EX3 missense NM_018385.2 NP_060855.2 c.250C>A p.P84T | p.Pro84Thr CAGxCAC - 55341 67 1 1.40% 56 6 9.60% NA. NA.

CC-H048 chr3 196388024 G A LRRC33 EX3E missense NM_198565.1 NP_940967.1 c.1510G>A p.A504T | p.Ala504Thr CTCxCCC + 375387 61 0 0% 85 19 18.20% NA. NA.

CC-H048 chr4 659056 G A PDE6B EX19 missense NM_000283.3 NP_000274.2 c.2206G>A p.V736M | p.Val736Met CTCxTGG + 5158 37 0 0% 32 8 20% NA. NA.

CC-H048 chr4 1918616 G A WHSC1 EX4 missense NM_001042424.2 NP_001035889.1 c.779G>A p.R260H | p.Arg260His CACxCCA + 7468 106 0 0% 57 38 40% NA. NA.

CC-H048 chr4 2883647 C G ADD1 EX3 nonsense NM_176801.2 NP_789771.1 c.218C>G p.S73* | p.Ser73* AATxAAT + 118 69 0 0% 44 24 35.20% NA. NA.

CC-H048 chr4 2916684 G A ADD1 EX13 missense NM_176801.2 NP_789771.1 c.1772G>A p.G591D | p.Gly591Asp CGGxCCC + 118 66 0 0% 56 11 16.40% NA. NA.

CC-H048 chr4 17585181 C T LAP3 EX5 missense NM_015907.2 NP_056991.2 c.455C>T p.A152V | p.Ala152Val CTGxGGA + 51056 45 0 0% 41 7 14.50% NA. NA.

CC-H048 chr4 38933181 C T FAM114A1 EX11 missense NM_138389.2 NP_612398.2 c.1271C>T p.S424F | p.Ser424Phe AATxTCA + 92689 77 0 0% 52 35 40.20% NA. NA.

CC-H048 chr4 41648692 C T LIMCH1 EX12 missense NM_014988.2 NP_055803.2 c.1447C>T p.P483S | p.Pro483Ser GACxCCA + 22998 109 0 0% 62 13 17.30% NA. NA.

CC-H048 chr4 52765528 C T DCUN1D4 EX8 missense NM_001040402.1 NP_001035492.1 c.599C>T p.A200V | p.Ala200Val ATGxGTT + 23142 90 0 0% 37 30 44.70% NA. NA.

CC-H048 chr4 53787014 T A SCFD2 EX6 missense NM_152540.3 NP_689753.2 c.1585A>T p.T529S | p.Thr529Ser ATGxCAG - 152579 98 0 0% 80 32 28.50% NA. NA.

CC-H048 chr4 79402987 G T FRAS1 EX57 missense NM_025074.6 NP_079350.5 c.8473G>T p.G2825C | p.Gly2825Cys CATxGTA + 80144 62 0 0% 26 19 42.20% NA. NA.

CC-H048 chr4 88536899 A G DSPP EX5E missense NM_014208.3 NP_055023.2 c.3085A>G p.N1029D | p.Asn1029Asp AGCxACA + 1834 126 1 0.70% 86 30 25.80% NA. NA.

CC-H048 chr4 89349885 T G HERC6 EX16 missense NM_017912.3 NP_060382.3 c.2089T>G p.F697V | p.Phe697Val GACxTCT + 55008 58 0 0% 44 9 16.90% NA. NA.

CC-H048 chr4 110909805 G A EGF EX18 missense NM_001963.4 NP_001954.2 c.2674G>A p.E892K | p.Glu892Lys ACCxAAG + 1950 45 0 0% 29 17 36.90% NA. NA.

CC-H048 chr4 126372813 T G FAT4 EX9 missense NM_024582.4 NP_078858.4 c.10642T>G p.L3548V | p.Leu3548Val TACxTGC + 79633 67 0 0% 62 14 18.40% NA. NA.

CC-H048 chr4 128716975 G A HSPA4L EX3 missense NM_014278.2 NP_055093.2 c.218G>A p.R73Q | p.Arg73Gln GGCxATC + 22824 88 0 0% 36 8 18.10% NA. NA.

CC-H048 chr4 146058694 C T OTUD4 EX21E missense NM_001102653.1 NP_001096123.1 c.3038G>A p.S1013N | p.Ser1013Asn CTGxTTG - 54726 101 0 0% 81 26 24.20% NA. NA.

CC-H048 chr4 153249460 C T FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1318G>A p.D440N | p.Asp440Asn GATxTGT - 55294 89 0 0% 39 29 42.60% NA. NA.

CC-H048 chr4 169351745 G A DDX60L EX13 nonsense NM_001012967.1 NP_001012985.1 c.1561C>T p.Q521* | p.Gln521* CCTxAAT - 91351 113 1 0.80% 43 33 43.40% NA. NA.

CC-H048 chr4 184367481 G A CDKN2AIP EX3E missense NM_017632.2 NP_060102.1 c.644G>A p.S215N | p.Ser215Asn GCAxCAG + 55602 55 0 0% 50 9 15.20% NA. NA.

CC-H048 chr5 819650 G A ZDHHC11 EX10 missense NM_024786.2 NP_079062.1 c.1136C>T p.S379L | p.Ser379Leu ATCxAGC - 79844 75 0 0% 94 8 7.80% NA. NA.

CC-H048 chr5 1033510 G A NKD2 EX5 missense NM_033120.3 NP_149111.1 c.226G>A p.E76K | p.Glu76Lys GCTxAGG + 85409 100 0 0% 106 47 30.70% NA. NA.

CC-H048 chr5 13735422 T C DNAH5 EX68 missense NM_001369.2 NP_001360.1 c.11579A>G p.K3860R | p.Lys3860Arg CTCxTGA - 1767 87 0 0% 82 14 14.50% NA. NA.

CC-H048 chr5 14758630 C T ANKH EX3 missense NM_054027.4 NP_473368.1 c.391G>A p.A131T | p.Ala131Thr AGGxCCT - 56172 95 0 0% 97 17 14.90% NA. NA.

CC-H048 chr5 16668441 G A MYO10 EX40 missense NM_012334.2 NP_036466.2 c.6020C>T p.A2007V | p.Ala2007Val TTCxCCA - 4651 62 1 1.50% 62 9 12.60% NA. NA.

CC-H048 chr5 23527518 A C PRDM9 EX11E missense NM_020227.2 NP_064612.2 c.2321A>C p.K774T | p.Lys774Thr AGAxGCC + 56979 183 0 0% 179 32 15.10% NA. NA.

CC-H048 chr5 32397348 G A ZFR EX10 nonsense NM_016107.3 NP_057191.2 c.1810C>T p.R604* | p.Arg604* TTCxCCC - 51663 112 0 0% 74 9 10.80% NA. NA.

CC-H048 chr5 39289029 G T C9 EX10 missense NM_001737.3 NP_001728.1 c.1441C>A p.P481T | p.Pro481Thr CTGxAAC - 735 76 0 0% 67 12 15.10% NA. NA.

CC-H048 chr5 56777483 G A ACTBL2 EX1E missense NM_001017992.3 NP_001017992.1 c.1052C>T p.S351F | p.Ser351Phe GTGxACA - 345651 58 0 0% 81 7 7.90% NA. NA.

CC-H048 chr5 56778353 C T ACTBL2 EX1E missense NM_001017992.3 NP_001017992.1 c.182G>A p.S61N | p.Ser61Asn TTGxTCT - 345651 39 1 2.50% 45 8 15% NA. NA.

CC-H048 chr5 82838054 G A VCAN EX8 missense NM_004385.4 NP_004376.2 c.9232G>A p.E3078K | p.Glu3078Lys GAAxAGT + 1462 40 0 0% 28 7 20% NA. NA.

CC-H048 chr5 89989708 G A GPR98 EX33 missense NM_032119.3 NP_115495.3 c.7135G>A p.G2379R | p.Gly2379Arg AGCxGAG + 84059 70 0 0% 54 10 15.60% NA. NA.

CC-H048 chr5 90040914 C T GPR98 EX51 missense NM_032119.3 NP_115495.3 c.10601C>T p.S3534L | p.Ser3534Leu ATTxGGA + 84059 71 0 0% 45 14 23.70% NA. NA.

CC-H048 chr5 90678753 C A ARRDC3 EX1 nonsense NM_020801.2 NP_065852.1 c.157G>T p.G53* | p.Gly53* GTCxTCT - 57561 58 0 0% 49 5 9.20% NA. NA.

CC-H048 chr5 92929270 G T NR2F1 EX3E missense NM_005654.4 NP_005645.1 c.994G>T p.A332S | p.Ala332Ser GACxCCT + 7025 49 1 2% 58 5 7.90% NA. NA.

CC-H048 chr5 98129159 G A RGMB EX5E missense NM_001012761.2 NP_001012779.2 c.1139G>A p.R380H | p.Arg380His CTCxCAC + 285704 20 0 0% 27 6 18.10% NA. NA.

CC-H048 chr5 109051913 G T MAN2A1 EX3 missense NM_002372.2 NP_002363.2 c.483G>T p.W161C | p.Trp161Cys ATGxGAC + 4124 115 0 0% 88 20 18.50% NA. NA.

CC-H048 chr5 122720772 G C CEP120 EX12 missense NM_153223.3 NP_694955.2 c.1636C>G p.L546V | p.Leu546Val CCAxAAG - 153241 130 1 0.70% 66 25 27.40% NA. NA.

CC-H048 chr5 122726854 G T CEP120 EX8 missense NM_153223.3 NP_694955.2 c.988C>A p.P330T | p.Pro330Thr TTGxGGC - 153241 65 0 0% 45 21 31.80% NA. NA.

CC-H048 chr5 131825082 A G IRF1 IVS2 splice-5 NM_002198.2 NP_002189.1 c.87+2T>C . CTCxCTT - 3659 72 1 1.30% 81 18 18.10% NA. NA.

CC-H048 chr5 131924381 C T RAD50 EX8 missense NM_005732.3 NP_005723.2 c.1054C>T p.R352C | p.Arg352Cys GGTxGTC + 10111 70 1 1.40% 41 17 29.30% NA. NA.

CC-H048 chr5 132159542 C T SHROOM1 EX7 missense NM_001172700.1 NP_001166171.1 c.1811G>A p.G604E | p.Gly604Glu CACxCTG - 134549 93 0 0% 131 19 12.60% NA. NA.

CC-H048 chr5 137803162 G C EGR1 EX2E missense NM_001964.2 NP_001955.1 c.1024G>C p.V342L | p.Val342Leu CCAxTGG + 1958 88 0 0% 89 13 12.70% NA. NA.

CC-H048 chr5 137906679 C T HSPA9 EX4 missense NM_004134.6 NP_004125.3 c.380G>A p.R127Q | p.Arg127Gln TATxGCC - 3313 62 0 0% 44 11 20% NA. NA.

CC-H048 chr5 140209867 G A PCDHA6 EX1 missense NM_018909.2 NP_061732.1 c.2191G>A p.A731T | p.Ala731Thr GGCxCGT + 56142 87 0 0% 83 22 20.90% NA. NA.

CC-H048 chr5 140531337 C T PCDHB6 EX1E missense NM_018939.2 NP_061762.1 c.1499C>T p.S500F | p.Ser500Phe CTTxCCT + 56130 262 0 0% 316 54 14.50% NA. NA.

CC-H048 chr5 140580963 C T PCDHB11 EX1E missense NM_018931.2 NP_061754.1 c.1616C>T p.P539L | p.Pro539Leu CCCxGGC + 56125 259 0 0% 245 98 28.50% NA. NA.

CC-H048 chr5 140718644 C T PCDHGA2 EX1 missense NM_018915.2 NP_061738.1 c.106C>T p.R36W | p.Arg36Trp GTGxGGG + 56113 61 0 0% 66 17 20.40% NA. NA.

CC-H048 chr5 140741441 G A PCDHGB2 EX1 missense NM_018923.2 NP_061746.1 c.1739G>A p.R580H | p.Arg580His CACxCGC + 56103 146 0 0% 100 17 14.50% NA. NA.

CC-H048 chr5 140751624 C T PCDHGB3 EX1 missense NM_018924.2 NP_061747.1 c.1663C>T p.R555C | p.Arg555Cys GACxGCA + 56102 129 0 0% 132 64 32.60% NA. NA.

CC-H048 chr5 140754642 C T PCDHGA6 EX1 missense NM_018919.2 NP_061742.1 c.992C>T p.A331V | p.Ala331Val GAGxGAA + 56109 46 0 0% 30 27 47.30% NA. NA.

CC-H048 chr5 140794707 G T PCDHGA10 EX1 missense NM_018913.2 NP_061736.1 c.1965G>T p.Q655H | p.Gln655His CCAxCCC + 56106 181 1 0.50% 218 29 11.70% NA. NA.

CC-H048 chr5 140874390 C T PCDHGC3 EX2 missense NM_002588.2 NP_002579.2 c.2447C>T p.T816M | p.Thr816Met ACAxGGA + 5098 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA12 EX2 missense NM_003735.2 NP_003726.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 26025 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB4 EX2 missense NM_003736.2 NP_003727.1 c.2414C>T p.T805M | p.Thr805Met ACAxGGA + 8641 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA1 EX2 missense NM_018912.2 NP_061735.1 c.2438C>T p.T813M | p.Thr813Met ACAxGGA + 56114 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA10 EX2 missense NM_018913.2 NP_061736.1 c.2453C>T p.T818M | p.Thr818Met ACAxGGA + 56106 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA11 EX2 missense NM_018914.2 NP_061737.1 c.2450C>T p.T817M | p.Thr817Met ACAxGGA + 56105 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA2 EX2 missense NM_018915.2 NP_061738.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 56113 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA3 EX2 missense NM_018916.3 NP_061739.2 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 56112 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA4 EX2 missense NM_018917.2 NP_061740.1 c.2438C>T p.T813M | p.Thr813Met ACAxGGA + 56111 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA5 EX2 missense NM_018918.2 NP_061741.1 c.2438C>T p.T813M | p.Thr813Met ACAxGGA + 56110 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA6 EX2 missense NM_018919.2 NP_061742.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 56109 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA7 EX2 missense NM_018920.2 NP_061743.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 56108 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA9 EX2 missense NM_018921.2 NP_061744.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 56107 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB1 EX2 missense NM_018922.2 NP_061745.1 c.2426C>T p.T809M | p.Thr809Met ACAxGGA + 56104 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB2 EX2 missense NM_018923.2 NP_061746.1 c.2438C>T p.T813M | p.Thr813Met ACAxGGA + 56103 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB3 EX2 missense NM_018924.2 NP_061747.1 c.2432C>T p.T811M | p.Thr811Met ACAxGGA + 56102 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB5 EX2 missense NM_018925.2 NP_061748.1 c.2414C>T p.T805M | p.Thr805Met ACAxGGA + 56101 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB6 EX2 missense NM_018926.2 NP_061749.1 c.2435C>T p.T812M | p.Thr812Met ACAxGGA + 56100 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGB7 EX2 missense NM_018927.3 NP_061750.1 c.2432C>T p.T811M | p.Thr811Met ACAxGGA + 56099 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGC4 EX2 missense NM_018928.2 NP_061751.1 c.2459C>T p.T820M | p.Thr820Met ACAxGGA + 56098 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGC5 EX2 missense NM_018929.2 NP_061752.1 c.2477C>T p.T826M | p.Thr826Met ACAxGGA + 56097 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 140874390 C T PCDHGA8 EX2 missense NM_032088.1 NP_114477.1 c.2441C>T p.T814M | p.Thr814Met ACAxGGA + 9708 52 0 0% 56 13 18.80% NA. NA.

CC-H048 chr5 141335709 G A PCDH12 EX1 missense NM_016580.2 NP_057664.1 c.1708C>T p.L570F | p.Leu570Phe TGAxCAC - 51294 45 0 0% 54 13 19.40% NA. NA.

CC-H048 chr5 145834728 C T TCERG1 EX2 nonsense NM_006706.3 NP_006697.2 c.169C>T p.R57* | p.Arg57* ATGxGAG + 10915 104 0 0% 83 37 30.80% NA. NA.

CC-H048 chr5 156940486 C T ADAM19 EX8 missense NM_033274.3 NP_150377.1 c.694G>A p.A232T | p.Ala232Thr TGGxGTC - 8728 76 0 0% 88 14 13.70% NA. NA.

CC-H048 chr5 167836930 G A WWC1 EX8 missense NM_015238.2 NP_056053.1 c.871G>A p.G291S | p.Gly291Ser TTCxGCA + 23286 78 0 0% 71 36 33.60% NA. NA.

CC-H048 chr5 172362219 G A ERGIC1 EX9 missense NM_001031711.2 NP_001026881.1 c.671G>A p.R224H | p.Arg224His GCCxCAT + 57222 79 0 0% 104 23 18.10% NA. NA.

CC-H048 chr5 176562304 C A NSD1 EX2 missense NM_022455.4 NP_071900.2 c.200C>A p.S67Y | p.Ser67Tyr CATxTTG + 64324 69 0 0% 70 11 13.50% NA. NA.

CC-H048 chr5 177546849 C T N4BP3 EX2 missense NM_015111.1 NP_055926.1 c.265C>T p.R89W | p.Arg89Trp TACxGGG + 23138 59 0 0% 52 10 16.10% NA. NA.

CC-H048 chr5 179045185 C T HNRNPH1 EX6 missense NM_001257293.1 NP_001244222.1 c.676G>A p.A226T | p.Ala226Thr CAGxTCC - 3187 94 0 0% 106 15 12.30% NA. NA.

CC-H048 chr5 180474938 C A BTNL9 EX3 missense NM_152547.4 NP_689760.2 c.121C>A p.L41I | p.Leu41Ile GTGxTAG + 153579 44 0 0% 60 5 7.60% NA. NA.

CC-H048 chr6 398835 G T IRF4 EX6 missense NM_002460.3 NP_002451.2 c.645G>T p.Q215H | p.Gln215His CCAxGTG + 3662 50 0 0% 37 34 47.80% NA. NA.

CC-H048 chr6 4041058 G A PRPF4B EX4 missense NM_003913.4 NP_003904.3 c.1465G>A p.G489S | p.Gly489Ser CGCxGTG + 8899 101 0 0% 61 47 43.50% NA. NA.

CC-H048 chr6 17665607 G C NUP153 EX9 missense NM_005124.2 NP_005115.2 c.1078C>G p.Q360E | p.Gln360Glu ATTxAGA - 9972 81 1 1.20% 35 45 56.20% NA. NA.

CC-H048 chr6 30557655 C T ABCF1 EX22 missense NM_001025091.1 NP_001020262.1 c.2137C>T p.R713W | p.Arg713Trp CAGxGGG + 23 54 0 0% 57 14 19.70% NA. NA.

CC-H048 chr6 31548559 A G LTB EX4E missense NM_002341.1 NP_002332.1 c.662T>C p.V221A | p.Val221Ala TTGxCGT - 4050 76 0 0% 84 13 13.40% NA. NA.

CC-H048 chr6 31593807 C T PRRC2A EX9 missense NM_004638.3 NP_004629.3 c.850C>T p.R284C | p.Arg284Cys CCCxGTG + 7916 42 0 0% 26 16 38% NA. NA.

CC-H048 chr6 49415493 C T MUT EX8 missense NM_000255.3 NP_000246.2 c.1450G>A p.E484K | p.Glu484Lys CTTxAGA - 4594 34 0 0% 7 7 50% NA. NA.

CC-H048 chr6 70428910 G A LMBRD1 EX8 missense NM_018368.3 NP_060838.3 c.700C>T p.R234C | p.Arg234Cys AACxTTC - 55788 82 0 0% 65 8 10.90% NA. NA.

CC-H048 chr6 74161267 C T MB21D1 EX1 missense NM_138441.2 NP_612450.2 c.638G>A p.S213N | p.Ser213Asn TAGxTCC - 115004 58 0 0% 56 5 8.10% NA. NA.

CC-H048 chr6 89479551 G A RNGTT EX13 missense NM_003800.3 NP_003791.3 c.1381C>T p.P461S | p.Pro461Ser GAGxCTT - 8732 102 1 0.90% 54 38 41.30% NA. NA.

CC-H048 chr6 100056657 G A PRDM13 EX2 missense NM_021620.3 NP_067633.2 c.185G>A p.G62D | p.Gly62Asp GGGxCTC + 59336 82 0 0% 95 15 13.60% NA. NA.

CC-H048 chr6 101110241 C T ASCC3 EX15 missense NM_006828.2 NP_006819.2 c.2458G>A p.A820T | p.Ala820Thr GGGxGGG - 10973 80 0 0% 39 12 23.50% NA. NA.

CC-H048 chr6 101214482 C A ASCC3 EX10 missense NM_006828.2 NP_006819.2 c.1696G>T p.G566C | p.Gly566Cys CACxAGT - 10973 83 0 0% 31 42 57.50% NA. NA.

CC-H048 chr6 137524698 C T IFNGR1 EX5 nonsense NM_000416.2 NP_000407.1 c.671G>A p.W224* | p.Trp224* CCCxACA - 3459 97 0 0% 49 50 50.50% NA. NA.

CC-H048 chr6 159049444 G A TMEM181 EX14 missense NM_020823.1 NP_065874.1 c.1525G>A p.A509T | p.Ala509Thr ATCxCCA + 57583 68 0 0% 68 19 21.80% NA. NA.

CC-H048 chr6 168312059 C T MLLT4 EX14 missense NM_001207008.1 NP_001193937.1 c.1879C>T p.R627W | p.Arg627Trp TGCxGGT + 4301 49 0 0% 35 24 40.60% NA. NA.

CC-H048 chr6 170036530 G A WDR27 EX19 missense NM_182552.4 NP_872358.4 c.1940C>T p.S647F | p.Ser647Phe GAAxATA - 253769 99 0 0% 68 33 32.60% NA. NA.

CC-H048 chr7 1511235 C T INTS1 EX45 missense NM_001080453.2 NP_001073922.2 c.6227G>A p.R2076Q | p.Arg2076Gln CTCxGCC - 26173 60 1 1.60% 79 22 21.70% NA. NA.

CC-H048 chr7 1516499 G A INTS1 EX36 missense NM_001080453.2 NP_001073922.2 c.4994C>T p.T1665M | p.Thr1665Met TGCxTGA - 26173 52 0 0% 75 27 26.40% NA. NA.

CC-H048 chr7 2472485 G T CHST12 EX2E missense NM_018641.4 NP_061111.1 c.211G>T p.D71Y | p.Asp71Tyr CTGxACA + 55501 99 0 0% 128 16 11.10% NA. NA.

CC-H048 chr7 2584567 C T BRAT1 EX4 missense NM_152743.3 NP_689956.2 c.406G>A p.A136T | p.Ala136Thr GGGxGCT - 221927 124 0 0% 183 23 11.10% NA. NA.

CC-H048 chr7 4008964 C T SDK1 EX11 missense NM_152744.3 NP_689957.3 c.1622C>T p.A541V | p.Ala541Val TCGxGCC + 221935 45 0 0% 53 13 19.60% NA. NA.

CC-H048 chr7 5770420 C T RNF216 EX6 missense NM_207111.3 NP_996994.1 c.1150G>A p.D384N | p.Asp384Asn AATxTGG - 54476 105 0 0% 65 31 32.20% NA. NA.

CC-H048 chr7 6086688 G A EIF2AK1 EX5 missense NM_014413.3 NP_055228.2 c.484C>T p.R162C | p.Arg162Cys AACxTGA - 27102 102 0 0% 74 28 27.40% NA. NA.

CC-H048 chr7 13971246 T C ETV1 EX8 missense NM_001163148.1 NP_001156620.1 c.629A>G p.K210R | p.Lys210Arg TGCxTAA - 2115 79 0 0% 94 20 17.50% NA. NA.

CC-H048 chr7 26237261 C T HNRNPA2B1 EX3 missense NM_031243.2 NP_112533.1 c.134G>A p.G45E | p.Gly45Glu TTTxCCC - 3181 99 0 0% 64 12 15.70% NA. NA.

CC-H048 chr7 31592687 G A CCDC129 EX2 missense NM_001257968.1 NP_001244897.1 c.127G>A p.E43K | p.Glu43Lys CAGxAAA + 223075 74 0 0% 74 27 26.70% NA. NA.

CC-H048 chr7 31736639 A C PPP1R17 EX4 missense NM_006658.4 NP_006649.2 c.296A>C p.K99T | p.Lys99Thr GCAxAAT + 10842 63 1 1.50% 50 16 24.20% NA. NA.

CC-H048 chr7 35242295 G A TBX20 EX8E missense NM_001077653.2 NP_001071121.1 c.1091C>T p.S364F | p.Ser364Phe AGGxACT - 57057 99 0 0% 87 10 10.30% NA. NA.

CC-H048 chr7 38502676 G A AMPH EX10 missense NM_001635.3 NP_001626.1 c.787C>T p.P263S | p.Pro263Ser GCGxTGA - 273 103 0 0% 98 14 12.50% NA. NA.

CC-H048 chr7 43918278 C T URGCP EX6E missense NM_001077663.1 NP_001071131.1 c.784G>A p.A262T | p.Ala262Thr AGGxGGG - 55665 57 0 0% 50 16 24.20% NA. NA.

CC-H048 chr7 44119273 C T POLM EX4 missense NM_013284.2 NP_037416.1 c.539G>A p.C180Y | p.Cys180Tyr CTGxAGA - 27434 126 0 0% 126 14 10% NA. NA.

CC-H048 chr7 45004051 C T MYO1G EX19 missense NM_033054.2 NP_149043.2 c.2594G>A p.G865D | p.Gly865Asp AAGxCAT - 64005 33 0 0% 48 14 22.50% NA. NA.

CC-H048 chr7 45067319 C T CCM2 EX1 missense NM_001029835.2 NP_001025006.1 c.16C>T p.R6W | p.Arg6Trp TGTxGGC + 83605 60 1 1.60% 73 7 8.70% NA. NA.

CC-H048 chr7 47384421 C T TNS3 EX20 missense NM_022748.11 NP_073585.8 c.2582G>A p.R861H | p.Arg861His TGGxGCA - 64759 43 0 0% 72 10 12.10% NA. NA.

CC-H048 chr7 53104203 G T POM121L12 EX1E missense NM_182595.3 NP_872401.3 c.839G>T p.R280M | p.Arg280Met GTAxGGT + 285877 48 0 0% 55 16 22.50% NA. NA.

CC-H048 chr7 55559980 C A VOPP1 EX4 missense NM_030796.3 NP_110423.3 c.323G>T p.G108V | p.Gly108Val GGGxCGG - 81552 70 0 0% 92 17 15.50% NA. NA.

CC-H048 chr7 56147440 C T SUMF2 EX8E missense NM_001130069.2 NP_001123541.1 c.953C>T p.S318F | p.Ser318Phe CCTxTGT + 25870 102 0 0% 87 28 24.30% NA. NA.

CC-H048 chr7 64167471 G C ZNF107 EX7E missense NM_016220.3 NP_057304.1 c.789G>C p.K263N | p.Lys263Asn TAAxAGA + 51427 65 0 0% 40 22 35.40% NA. NA.

CC-H048 chr7 70242108 C A AUTS2 EX14 missense NM_015570.2 NP_056385.1 c.1952C>A p.A651D | p.Ala651Asp GTGxTAT + 26053 78 1 1.20% 95 11 10.30% NA. NA.

CC-H048 chr7 75643106 C T STYXL1 EX5 missense NM_016086.2 NP_057170.1 c.407G>A p.G136D | p.Gly136Asp GTGxCTG - 51657 56 0 0% 101 16 13.60% NA. NA.

CC-H048 chr7 75643191 C T STYXL1 EX5 missense NM_016086.2 NP_057170.1 c.322G>A p.A108T | p.Ala108Thr CTGxTTG - 51657 45 1 2.10% 101 12 10.60% NA. NA.

CC-H048 chr7 78256484 T C MAGI2 EX3 missense NM_012301.3 NP_036433.2 c.490A>G p.M164V | p.Met164Val CCAxAAA - 9863 73 0 0% 93 18 16.20% NA. NA.

CC-H048 chr7 86415650 A C GRM3 EX3 missense NM_000840.2 NP_000831.2 c.542A>C p.K181T | p.Lys181Thr ATAxGTC + 2913 65 0 0% 88 7 7.30% NA. NA.



CC-H048 chr7 94539933 G A PPP1R9A EX2 missense NM_001166160.1 NP_001159632.1 c.508G>A p.E170K | p.Glu170Lys AGTxAAC + 55607 76 0 0% 79 8 9.10% NA. NA.

CC-H048 chr7 97822154 G A LMTK2 EX11 missense NM_014916.3 NP_055731.2 c.2377G>A p.D793N | p.Asp793Asn GACxATA + 22853 67 0 0% 53 25 32% NA. NA.

CC-H048 chr7 99314801 G C CYP3A7 EX6 missense NM_000765.3 NP_000756.2 c.520C>G p.H174D | p.His174Asp ACTxTTT - 1551 95 0 0% 101 39 27.80% NA. NA.

CC-H048 chr7 99314801 G C CYP3A7-CYP3AP1 EX6 missense NM_001256497.1 NP_001243426.1 c.520C>G p.H174D | p.His174Asp ACTxTTT - 100861540 95 0 0% 101 39 27.80% NA. NA.

CC-H048 chr7 99564796 C T AZGP1 EX4E missense NM_001185.3 NP_001176.1 c.727G>A p.G243S | p.Gly243Ser CGCxGGC - 563 72 0 0% 42 27 39.10% NA. NA.

CC-H048 chr7 99999521 C G ZCWPW1 EX17 missense NM_017984.4 NP_060454.3 c.1615G>C p.D539H | p.Asp539His GGTxAGA - 55063 52 0 0% 69 18 20.60% NA. NA.

CC-H048 chr7 99999559 C G ZCWPW1 EX17 missense NM_017984.4 NP_060454.3 c.1577G>C p.R526T | p.Arg526Thr ATTxTGG - 55063 46 0 0% 64 18 21.90% NA. NA.

CC-H048 chr7 100683834 C A MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.9137C>A p.T3046N | p.Thr3046Asn GTAxTCC + 140453 222 0 0% 205 34 14.20% NA. NA.

CC-H048 chr7 102427911 T G FAM185A EX7 missense NM_001145268.1 NP_001138740.1 c.1061T>G p.V354G | p.Val354Gly CAGxGAC + 222234 176 0 0% 165 38 18.70% NA. NA.

CC-H048 chr7 102956533 C T DNAJC2 EX14 nonsense NM_014377.1 NP_055192.1 c.1430G>A p.W477* | p.Trp477* TCCxATC - 27000 62 0 0% 49 20 28.90% NA. NA.

CC-H048 chr7 103113350 C T RELN EX65E missense NM_005045.3 NP_005036.2 c.10292G>A p.R3431H | p.Arg3431His TTGxGAG - 5649 101 0 0% 78 33 29.70% NA. NA.

CC-H048 chr7 107303812 G A SLC26A4 EX3 missense NM_000441.1 NP_000432.1 c.236G>A p.R79Q | p.Arg79Gln ACCxAGT + 5172 104 1 0.90% 110 40 26.60% NA. NA.

CC-H048 chr7 110764000 C T LRRN3 EX4E missense NM_001099660.1 NP_001093130.1 c.1172C>T p.P391L | p.Pro391Leu AGCxAGA + 54674 114 0 0% 74 29 28.10% NA. NA.

CC-H048 chr7 111161439 G A IMMP2L EX3 missense NM_001244606.1 NP_001231535.1 c.65C>T p.A22V | p.Ala22Val ACCxCCA - 83943 81 0 0% 63 18 22.20% NA. NA.

CC-H048 chr7 111368349 C T DOCK4 EX52E missense NM_014705.3 NP_055520.3 c.5882G>A p.R1961H | p.Arg1961His TTGxGGG - 9732 53 0 0% 67 10 12.90% NA. NA.

CC-H048 chr7 116435966 C T MET EX21E missense NM_001127500.1 NP_001120972.1 c.4015C>T p.H1339Y | p.His1339Tyr TGGxACC + 4233 81 1 1.20% 79 14 15% NA. NA.

CC-H048 chr7 127991425 G A PRRT4 EX6E nonsense NM_001174164.1 NP_001167635.1 c.2185C>T p.R729* | p.Arg729* GTCxCAG - 401399 53 0 0% 68 10 12.80% NA. NA.

CC-H048 chr7 131825433 C T PLXNA4 EX30 missense NM_020911.1 NP_065962.1 c.5363G>A p.R1788Q | p.Arg1788Gln AGCxGGT - 91584 104 0 0% 114 17 12.90% NA. NA.

CC-H048 chr7 133943059 C T LRGUK EX19 missense NM_144648.1 NP_653249.1 c.2249C>T p.P750L | p.Pro750Leu GTCxGTG + 136332 88 0 0% 81 38 31.90% NA. NA.

CC-H048 chr7 137600713 G A CREB3L2 EX3 missense NM_194071.3 NP_919047.2 c.365C>T p.S122L | p.Ser122Leu GTTxAAG - 64764 76 0 0% 70 26 27% NA. NA.

CC-H048 chr7 138968514 G A UBN2 EX15 missense NM_173569.3 NP_775840.3 c.2863G>A p.V955I | p.Val955Ile CCCxTCG + 254048 104 1 0.90% 110 24 17.90% NA. NA.

CC-H048 chr7 139164945 G T KLRG2 EX2 missense NM_198508.2 NP_940910.1 c.806C>A p.A269D | p.Ala269Asp ACAxCCA - 346689 58 0 0% 60 8 11.70% NA. NA.

CC-H048 chr7 140064249 G A SLC37A3 EX5 nonsense NM_207113.1 NP_996996.1 c.334C>T p.R112* | p.Arg112* ATCxCAA - 84255 77 0 0% 87 6 6.40% NA. NA.

CC-H048 chr7 140255486 C T DENND2A EX10 missense NM_015689.3 NP_056504.3 c.1987G>A p.E663K | p.Glu663Lys CTTxAGG - 27147 60 0 0% 61 22 26.50% NA. NA.

CC-H048 chr7 141414010 C T WEE2 EX2 missense NM_001105558.1 NP_001099028.1 c.344C>T p.T115I | p.Thr115Ile AGAxCAT + 494551 62 0 0% 68 11 13.90% NA. NA.

CC-H048 chr7 141464550 G A TAS2R3 EX1E missense NM_016943.2 NP_058639.1 c.592G>A p.A198T | p.Ala198Thr CTGxCCT + 50831 78 0 0% 83 16 16.10% NA. NA.

CC-H048 chr7 141629946 A C CLEC5A EX7E missense NM_013252.2 NP_037384.1 c.525T>G p.C175W | p.Cys175Trp GTCxCAT - 23601 60 0 0% 62 11 15% NA. NA.

CC-H048 chr7 142989709 G A CASP2 IVS3 splice-3 NM_032982.3 NP_116764.2 c.394-1G>A . ACAxTTG + 835 56 0 0% 61 16 20.70% NA. NA.

CC-H048 chr7 143141441 G A TAS2R60 EX1E missense NM_177437.1 NP_803186.1 c.896G>A p.S299N | p.Ser299Asn TCAxCAA + 338398 46 0 0% 49 7 12.50% NA. NA.

CC-H048 chr7 149133748 C A ZNF777 EX5 missense NM_015694.2 NP_056509.2 c.1257G>T p.E419D | p.Glu419Asp GTTxTCT - 27153 57 0 0% 59 29 32.90% NA. NA.

CC-H048 chr7 149133864 C G ZNF777 EX5 missense NM_015694.2 NP_056509.2 c.1141G>C p.E381Q | p.Glu381Gln TTTxTGA - 27153 57 0 0% 40 19 32.20% NA. NA.

CC-H048 chr7 149502591 C T SSPO EX55 nonsense NM_198455.2 NP_940857.2 c.8404C>T p.R2802* | p.Arg2802* TCCxGAC + 23145 38 1 2.50% 35 17 32.60% NA. NA.

CC-H048 chr7 149558644 G A ZNF862 EX7 missense NM_001099220.1 NP_001092690.1 c.2395G>A p.A799T | p.Ala799Thr CACxCGC + 643641 38 0 0% 40 12 23% NA. NA.

CC-H048 chr7 150034015 A C LRRC61 EX3E missense NM_001142928.1 NP_001136400.1 c.65A>C p.K22T | p.Lys22Thr TGAxGTC + 65999 30 0 0% 53 6 10.10% NA. NA.

CC-H048 chr7 150940786 C T SMARCD3 EX4 missense NM_003078.3 NP_003069.2 c.253G>A p.A85T | p.Ala85Thr TGGxACT - 6604 98 0 0% 128 14 9.80% NA. NA.

CC-H048 chr7 152513599 C T ACTR3B EX6 nonsense NM_020445.5 NP_065178.1 c.466C>T p.R156* | p.Arg156* TCTxGAC + 57180 119 0 0% 103 40 27.90% NA. NA.

CC-H048 chr7 158902594 C A VIPR2 EX3 missense NM_003382.4 NP_003373.2 c.168G>T p.W56C | p.Trp56Cys GTCxCAG - 7434 55 0 0% 54 12 18.10% NA. NA.

CC-H048 chr8 418742 G A FBXO25 EX11E missense NM_183421.1 NP_904357.1 c.1042G>A p.D348N | p.Asp348Asn GCCxACC + 26260 80 0 0% 54 24 30.70% NA. NA.

CC-H048 chr8 8176077 G A SGK223 EX5E missense NM_001080826.1 NP_001074295.1 c.3808C>T p.R1270C | p.Arg1270Cys CGCxCAC - 157285 53 0 0% 56 19 25.30% NA. NA.

CC-H048 chr8 21926946 G A EPB49 EX6 missense NM_001978.2 NP_001969.2 c.311G>A p.R104Q | p.Arg104Gln GCCxGTC + 2039 74 0 0% 84 16 16% NA. NA.

CC-H048 chr8 22451380 G A PDLIM2 EX10E missense NM_021630.5 NP_067643.3 c.1766G>A p.R589H | p.Arg589His CCCxCCA + 64236 73 0 0% 54 41 43.10% NA. NA.

CC-H048 chr8 22885976 C T TNFRSF10B EX5 missense NM_003842.4 NP_003833.4 c.616G>A p.A206T | p.Ala206Thr AGGxAGG - 8795 65 0 0% 62 24 27.90% NA. NA.

CC-H048 chr8 27764727 C A SCARA5 EX6 missense NM_173833.5 NP_776194.2 c.1034G>T p.G345V | p.Gly345Val GGCxCGG - 286133 45 0 0% 56 14 20% NA. NA.

CC-H048 chr8 28573715 G A EXTL3 EX3 missense NM_001440.2 NP_001431.1 c.139G>A p.A47T | p.Ala47Thr ATCxCCC + 2137 43 0 0% 57 9 13.60% NA. NA.

CC-H048 chr8 29940361 A G TMEM66 IVS1 splice-5 NM_016127.4 NP_057211.4 c.103+2T>C . CTCxCCA - 51669 24 0 0% 19 21 52.50% NA. NA.

CC-H048 chr8 42232342 G A DKK4 EX3 missense NM_014420.2 NP_055235.1 c.352C>T p.H118Y | p.His118Tyr GGTxCCC - 27121 79 1 1.20% 99 13 11.60% NA. NA.

CC-H048 chr8 42829292 G A HOOK3 EX13 missense NM_032410.3 NP_115786.1 c.1276G>A p.E426K | p.Glu426Lys GAAxAGC + 84376 112 0 0% 111 27 19.50% NA. NA.

CC-H048 chr8 48586449 G T KIAA0146 EX11 missense NM_001080394.2 NP_001073863.1 c.1631G>T p.G544V | p.Gly544Val AAGxGAA + 23514 76 0 0% 59 35 37.20% NA. NA.

CC-H048 chr8 48885469 C T MCM4 EX13 missense NM_005914.3 NP_005905.2 c.1981C>T p.R661C | p.Arg661Cys AGGxGTC + 4173 48 0 0% 50 6 10.70% NA. NA.

CC-H048 chr8 52323953 G T PXDNL EX16 missense NM_144651.4 NP_653252.3 c.1919C>A p.S640Y | p.Ser640Tyr CTGxAGG - 137902 87 0 0% 74 27 26.70% NA. NA.

CC-H048 chr8 54852205 G A RGS20 EX3 missense NM_170587.2 NP_733466.1 c.580G>A p.A194T | p.Ala194Thr GCCxCCC + 8601 45 0 0% 30 16 34.70% NA. NA.

CC-H048 chr8 55540220 G A RP1 EX4E missense NM_006269.1 NP_006260.1 c.3778G>A p.E1260K | p.Glu1260Lys TGTxAGA + 6101 74 0 0% 37 27 42.10% NA. NA.

CC-H048 chr8 70512852 A C SULF1 EX9 missense NM_001128205.1 NP_001121677.1 c.749A>C p.N250T | p.Asn250Thr ATAxCTA + 23213 109 0 0% 83 19 18.60% NA. NA.

CC-H048 chr8 77763418 A C ZFHX4 EX10 missense NM_024721.4 NP_078997.4 c.4261A>C p.I1421L | p.Ile1421Leu GCAxTTC + 79776 63 0 0% 79 7 8.10% NA. NA.

CC-H048 chr8 82592960 T C IMPA1 EX4 missense NM_001144878.1 NP_001138350.1 c.299A>G p.D100G | p.Asp100Gly AAAxCAA - 3612 105 0 0% 69 54 43.90% NA. NA.

CC-H048 chr8 90937486 C T OSGIN2 EX6E missense NM_001126111.1 NP_001119583.1 c.1376C>T p.S459F | p.Ser459Phe GTTxTCA + 734 59 0 0% 49 10 16.90% NA. NA.

CC-H048 chr8 94147021 T G C8orf87 EX2 missense NM_001242668.1 NP_001229597.1 c.57A>C p.E19D | p.Glu19Asp GGTxTCT - 389676 43 0 0% 49 8 14% NA. NA.

CC-H048 chr8 97506507 G A SDC2 EX1 missense NM_002998.3 NP_002989.2 c.8G>A p.R3H | p.Arg3His GGCxCGC + 6383 162 0 0% 189 81 30% NA. NA.

CC-H048 chr8 101271113 C T RNF19A EX10E missense NM_183419.2 NP_904355.1 c.2188G>A p.E730K | p.Glu730Lys ATTxAGA - 25897 95 0 0% 50 31 38.20% NA. NA.

CC-H048 chr8 101276317 C G RNF19A EX7 missense NM_183419.2 NP_904355.1 c.1413G>C p.R471S | p.Arg471Ser AATxCTA - 25897 104 0 0% 70 40 36.30% NA. NA.

CC-H048 chr8 101642562 G A SNX31 EX4 missense NM_152628.3 NP_689841.3 c.314C>T p.A105V | p.Ala105Val TGCxCCA - 169166 46 0 0% 64 16 20% NA. NA.

CC-H048 chr8 113237106 C T CSMD3 EX71E missense NM_198123.1 NP_937756.1 c.11018G>A p.G3673D | p.Gly3673Asp TGGxCAT - 114788 57 0 0% 48 29 37.60% NA. NA.

CC-H048 chr8 114185972 A T CSMD3 EX4 missense NM_198123.1 NP_937756.1 c.688T>A p.F230I | p.Phe230Ile GAAxATC - 114788 73 0 0% 91 12 11.60% NA. NA.

CC-H048 chr8 119123212 C T EXT1 EX1 missense NM_000127.2 NP_000118.2 c.74G>A p.G25D | p.Gly25Asp AAGxCTC - 2131 50 0 0% 78 7 8.20% NA. NA.

CC-H048 chr8 122627250 G A HAS2 EX4E missense NM_005328.2 NP_005319.1 c.758C>T p.S253L | p.Ser253Leu AATxAGA - 3037 77 1 1.20% 46 16 25.80% NA. NA.

CC-H048 chr8 128428858 C A POU5F1B EX1E missense NM_001159542.1 NP_001153014.1 c.747C>A p.F249L | p.Phe249Leu GTTxCTG + 5462 124 0 0% 148 24 13.90% NA. NA.

CC-H048 chr8 132957010 G A EFR3A EX3 missense NM_015137.4 NP_055952.2 c.106G>A p.D36N | p.Asp36Asn ACTxATA + 23167 96 0 0% 65 11 14.40% NA. NA.

CC-H048 chr8 134125741 G A TG EX44 missense NM_003235.4 NP_003226.4 c.7648G>A p.E2550K | p.Glu2550Lys GGCxAGG + 7038 78 0 0% 80 13 13.90% NA. NA.

CC-H048 chr8 134477046 C T ST3GAL1 EX6 missense NM_003033.3 NP_003024.1 c.658G>A p.A220T | p.Ala220Thr TGGxGCT - 6482 25 0 0% 43 5 10.40% NA. NA.

CC-H048 chr8 139649035 T C COL22A1 EX48 missense NM_152888.1 NP_690848.1 c.3505A>G p.S1169G | p.Ser1169Gly GACxTCC - 169044 35 0 0% 50 11 18% NA. NA.

CC-H048 chr8 139672710 T G COL22A1 EX44 missense NM_152888.1 NP_690848.1 c.3254A>C p.N1085T | p.Asn1085Thr GGAxTTC - 169044 37 0 0% 66 9 12% NA. NA.

CC-H048 chr8 141381239 G T TRAPPC9 EX8 missense NM_031466.5 NP_113654.4 c.1469C>A p.S490Y | p.Ser490Tyr TCGxAGA - 83696 85 0 0% 81 15 15.60% NA. NA.

CC-H048 chr8 143958540 G T CYP11B1 EX3 missense NM_000497.3 NP_000488.3 c.494C>A p.A165D | p.Ala165Asp CTGxCCA - 1584 85 0 0% 119 10 7.70% NA. NA.

CC-H048 chr8 145622755 G A CPSF1 EX22 missense NM_013291.2 NP_037423.2 c.2332C>T p.R778W | p.Arg778Trp CCCxGAA - 29894 69 0 0% 81 37 31.30% NA. NA.

CC-H048 chr8 145625649 A G CPSF1 EX9 missense NM_013291.2 NP_037423.2 c.848T>C p.V283A | p.Val283Ala TTGxCGG - 29894 52 0 0% 87 15 14.70% NA. NA.

CC-H048 chr9 13217267 T G MPDZ EX9 missense NM_003829.4 NP_003820.2 c.1113A>C p.E371D | p.Glu371Asp TTCxTCA - 8777 131 0 0% 80 18 18.30% NA. NA.

CC-H048 chr9 19078262 G A HAUS6 EX10 missense NM_017645.4 NP_060115.3 c.1103C>T p.S368F | p.Ser368Phe ACAxAAT - 54801 143 1 0.60% 116 23 16.50% NA. NA.

CC-H048 chr9 33529044 G A ANKRD18B EX3 missense NM_001244752.1 NP_001231681.1 c.368G>A p.R123H | p.Arg123His AACxTGG + 441459 185 1 0.50% 171 40 18.90% NA. NA.

CC-H048 chr9 35075657 G A FANCG EX10 missense NM_004629.1 NP_004620.1 c.1238C>T p.A413V | p.Ala413Val AAGxCAT - 2189 27 0 0% 14 8 36.30% NA. NA.

CC-H048 chr9 35095334 C T PIGO EX2 missense NM_032634.3 NP_116023.2 c.229G>A p.A77T | p.Ala77Thr GAGxATC - 84720 55 0 0% 75 13 14.70% NA. NA.

CC-H048 chr9 35548205 C T RUSC2 EX2 missense NM_001135999.1 NP_001129471.1 c.1687C>T p.R563C | p.Arg563Cys CTTxGTG + 9853 89 0 0% 81 28 25.60% NA. NA.

CC-H048 chr9 36211733 G A CLTA EX7E missense NM_007096.3 NP_009027.1 c.709G>A p.V237I | p.Val237Ile TCAxTCC + 1211 52 0 0% 53 9 14.50% NA. NA.

CC-H048 chr9 36390579 C T RNF38 EX2 missense NM_022781.4 NP_073618.3 c.47G>A p.G16D | p.Gly16Asp TGGxCAG - 152006 53 0 0% 40 5 11.10% NA. NA.

CC-H048 chr9 71849374 G A TJP2 EX12 missense NM_004817.3 NP_004808.2 c.1691G>A p.R564K | p.Arg564Lys TCAxAGG + 9414 63 0 0% 42 22 34.30% NA. NA.

CC-H048 chr9 72965306 C G SMC5 EX24 missense NM_015110.3 NP_055925.2 c.3084C>G p.I1028M | p.Ile1028Met AATxAAT + 23137 90 0 0% 55 27 32.90% NA. NA.

CC-H048 chr9 73234013 T C TRPM3 IVS15 splice-3 NM_001007471.2 NP_001007472.2 c.2094-2A>G . CTCxGAA - 80036 34 0 0% 38 10 20.80% NA. NA.

CC-H048 chr9 86280005 A G UBQLN1 EX9 missense NM_013438.4 NP_038466.2 c.1388T>C p.L463S | p.Leu463Ser AACxAGG - 29979 88 0 0% 101 16 13.60% NA. NA.

CC-H048 chr9 91616303 C T S1PR3 EX2E missense NM_005226.3 NP_005217.2 c.188C>T p.A63V | p.Ala63Val TTGxCAT + 1903 77 0 0% 69 14 16.80% NA. NA.

CC-H048 chr9 93375664 T C DIRAS2 EX2E missense NM_017594.3 NP_060064.2 c.446A>G p.E149G | p.Glu149Gly GTCxCCA - 54769 49 0 0% 43 20 31.70% NA. NA.

CC-H048 chr9 93641216 C T SYK EX11 missense NM_003177.5 NP_003168.2 c.1562C>T p.A521V | p.Ala521Val GTGxTGA + 6850 69 0 0% 52 8 13.30% NA. NA.

CC-H048 chr9 95165665 G C OGN EX2 missense NM_033014.2 NP_148935.1 c.25C>G p.L9V | p.Leu9Val GGAxAAG - 4969 68 0 0% 55 14 20.20% NA. NA.

CC-H048 chr9 96398752 G A PHF2 EX3 missense NM_005392.3 NP_005383.3 c.244G>A p.V82M | p.Val82Met CCCxTGC + 5253 65 0 0% 57 23 28.70% NA. NA.

CC-H048 chr9 96439038 G A PHF2 EX21 missense NM_005392.3 NP_005383.3 c.2995G>A p.A999T | p.Ala999Thr ACGxCCA + 5253 68 0 0% 87 12 12.10% NA. NA.

CC-H048 chr9 100122361 C T C9orf174 EX26 missense NM_020893.2 NP_065944.2 c.3593C>T p.S1198F | p.Ser1198Phe TGTxCAT + 100499483 96 0 0% 58 25 30.10% NA. NA.

CC-H048 chr9 100895364 G A CORO2A EX5 missense NM_003389.3 NP_003380.3 c.604C>T p.R202C | p.Arg202Cys TGCxGTC - 7464 103 0 0% 114 18 13.60% NA. NA.

CC-H048 chr9 104171215 C T ZNF189 EX3E missense NM_003452.2 NP_003443.2 c.1165C>T p.R389C | p.Arg389Cys ACTxGTC + 7743 95 0 0% 92 16 14.80% NA. NA.

CC-H048 chr9 116136420 C T HDHD3 EX2E missense NM_031219.2 NP_112496.1 c.215G>A p.R72H | p.Arg72His TGGxGGG - 81932 41 0 0% 58 9 13.40% NA. NA.

CC-H048 chr9 116346073 C A RGS3 EX21 missense NM_144488.4 NP_652759.3 c.2381C>A p.P794H | p.Pro794His ACCxTCT + 5998 107 1 0.90% 114 25 17.90% NA. NA.

CC-H048 chr9 116764909 G A ZNF618 EX5 missense NM_133374.2 NP_588615.2 c.421G>A p.E141K | p.Glu141Lys ACCxAAG + 114991 24 0 0% 21 16 43.20% NA. NA.

CC-H048 chr9 117822246 C G TNC EX14 missense NM_002160.3 NP_002151.2 c.4069G>C p.E1357Q | p.Glu1357Gln CCTxAGA - 3371 55 0 0% 48 10 17.20% NA. NA.

CC-H048 chr9 123675942 C T TRAF1 EX6 missense NM_001190945.1 NP_001177874.1 c.369G>A p.M123I | p.Met123Ile TTTxATG - 7185 60 0 0% 73 9 10.90% NA. NA.

CC-H048 chr9 125273748 C T OR1J2 EX1E missense NM_054107.1 NP_473448.1 c.668C>T p.A223V | p.Ala223Val GGGxCAC + 26740 90 0 0% 74 36 32.70% NA. NA.

CC-H048 chr9 125585449 C T PDCL EX3 missense NM_005388.4 NP_005379.3 c.200G>A p.R67H | p.Arg67His CGGxGCC - 5082 55 0 0% 47 12 20.30% NA. NA.

CC-H048 chr9 125797644 C T GPR21 EX1E missense NM_005294.1 NP_005285.1 c.799C>T p.P267S | p.Pro267Ser TTGxCAT + 2844 67 0 0% 61 24 28.20% NA. NA.

CC-H048 chr9 130887639 C T PTGES2 EX2 missense NM_025072.6 NP_079348.1 c.361G>A p.D121N | p.Asp121Asn AGTxGAG - 80142 62 0 0% 62 16 20.50% NA. NA.

CC-H048 chr9 131233713 A G ODF2 EX8 missense NM_002540.4 NP_002531.3 c.475A>G p.I159V | p.Ile159Val AACxTCG + 4957 76 0 0% 92 18 16.30% NA. NA.

CC-H048 chr9 131247674 C G ODF2 EX15 missense NM_002540.4 NP_002531.3 c.1249C>G p.L417V | p.Leu417Val ACTxTGG + 4957 70 0 0% 60 27 31% NA. NA.

CC-H048 chr9 131583022 C A ENDOG EX2 missense NM_004435.2 NP_004426.2 c.506C>A p.P169H | p.Pro169His TGCxCCA + 2021 84 0 0% 118 17 12.50% NA. NA.

CC-H048 chr9 131704018 G A PHYHD1 EX12E missense NM_174933.3 NP_777593.2 c.880G>A p.A294T | p.Ala294Thr CTCxCCC + 254295 34 0 0% 40 15 27.20% NA. NA.

CC-H048 chr9 132401543 C T ASB6 EX4 missense NM_017873.3 NP_060343.1 c.449G>A p.R150H | p.Arg150His AGGxGCT - 140459 40 0 0% 46 13 22% NA. NA.

CC-H048 chr9 134398453 G A POMT1 EX20E missense NM_007171.3 NP_009102.3 c.2204G>A p.R735H | p.Arg735His TTCxCTG + 10585 58 0 0% 72 10 12.10% NA. NA.

CC-H048 chr9 136432075 G A ADAMTSL2 EX13 missense NM_001145320.1 NP_001138792.1 c.1765G>A p.A589T | p.Ala589Thr TACxCCA + 9719 83 0 0% 106 26 19.60% NA. NA.

CC-H048 chr9 138392921 C A MRPS2 EX2 missense NM_016034.4 NP_057118.1 c.121C>A p.L41I | p.Leu41Ile ACGxTTG + 51116 34 0 0% 33 7 17.50% NA. NA.

CC-H048 chr9 138557162 T G LCN9 EX4 missense NM_001001676.1 NP_001001676.1 c.379T>G p.F127V | p.Phe127Val AACxTCA + 392399 111 0 0% 154 22 12.50% NA. NA.

CC-H048 chr9 139417337 G A NOTCH1 EX4 missense NM_017617.3 NP_060087.3 c.707C>T p.T236M | p.Thr236Met CCCxTGG - 4851 18 0 0% 17 11 39.20% NA. NA.

CC-H048 chr9 139701042 G A KIAA1984 EX11 missense NM_001039374.4 NP_001034463.4 c.1196G>A p.G399D | p.Gly399Asp AGGxCCA + 84960 48 0 0% 51 8 13.50% NA. NA.

CC-H048 chr9 139906388 C T ABCA2 EX35 missense NM_212533.2 NP_997698.1 c.5533G>A p.V1845M | p.Val1845Met CCAxGAG - 20 55 0 0% 36 21 36.80% NA. NA.

CC-H048 chr9 140137914 T C TUBB4B EX4E missense NM_006088.5 NP_006079.1 c.1244T>C p.M415T | p.Met415Thr ACAxGAA + 10383 121 0 0% 118 18 13.20% NA. NA.

CC-H048 chr9 140352318 C T NELF EX3 missense NM_001130969.1 NP_001124441.1 c.169G>A p.G57R | p.Gly57Arg ACCxGTC - 26012 83 0 0% 88 22 20% NA. NA.

CC-H048 chr10 410387 G A DIP2C EX20 missense NM_014974.2 NP_055789.1 c.2404C>T p.R802C | p.Arg802Cys TGCxCCC - 22982 80 0 0% 71 21 22.80% NA. NA.

CC-H048 chr10 11911546 C T C10orf47 EX4E missense NM_153256.3 NP_694988.3 c.449C>T p.P150L | p.Pro150Leu CTCxAGA + 254427 104 0 0% 106 23 17.80% NA. NA.

CC-H048 chr10 12139754 T C DHTKD1 EX8 missense NM_018706.5 NP_061176.3 c.1430T>C p.V477A | p.Val477Ala AGGxGTC + 55526 66 1 1.40% 44 12 21.40% NA. NA.

CC-H048 chr10 27326847 G A ANKRD26 EX22 nonsense NM_014915.2 NP_055730.2 c.2512C>T p.Q838* | p.Gln838* TTTxGAG - 22852 97 0 0% 64 12 15.70% NA. NA.

CC-H048 chr10 30336524 C T KIAA1462 EX2 missense NM_020848.2 NP_065899.1 c.218G>A p.R73H | p.Arg73His CTGxGGC - 57608 78 0 0% 74 16 17.70% NA. NA.

CC-H048 chr10 34690823 T A PARD3 EX6 missense NM_019619.3 NP_062565.2 c.737A>T p.D246V | p.Asp246Val TTAxCCT - 56288 84 0 0% 48 16 25% NA. NA.

CC-H048 chr10 44112000 G A ZNF485 EX5E missense NM_145312.3 NP_660355.2 c.509G>A p.S170N | p.Ser170Asn ACAxTTC + 220992 109 0 0% 72 9 11.10% NA. NA.

CC-H048 chr10 45941127 G A ALOX5 EX14E missense NM_000698.3 NP_000689.1 c.2017G>A p.A673T | p.Ala673Thr GTGxCCA + 240 38 1 2.50% 27 7 20.50% NA. NA.

CC-H048 chr10 68139035 G A CTNNA3 EX12 missense NM_013266.2 NP_037398.2 c.1607C>T p.A536V | p.Ala536Val GCAxCAC - 29119 91 0 0% 43 9 17.30% NA. NA.

CC-H048 chr10 71018706 G A HKDC1 EX15 missense NM_025130.3 NP_079406.3 c.2207G>A p.G736D | p.Gly736Asp CTGxCAA + 80201 41 0 0% 22 7 24.10% NA. NA.

CC-H048 chr10 75290095 G T USP54 EX12 missense NM_152586.3 NP_689799.3 c.1634C>A p.P545H | p.Pro545His CTAxGAG - 159195 69 0 0% 52 9 14.70% NA. NA.

CC-H048 chr10 75830459 G A VCL EX3 missense NM_014000.2 NP_054706.1 c.271G>A p.A91T | p.Ala91Thr CAGxCAG + 7414 67 0 0% 63 16 20.20% NA. NA.

CC-H048 chr10 100016701 G A LOXL4 EX9 missense NM_032211.6 NP_115587.6 c.1264C>T p.R422C | p.Arg422Cys AGCxCAC - 84171 54 1 1.80% 62 8 11.40% NA. NA.

CC-H048 chr10 100021841 C T LOXL4 EX3 missense NM_032211.6 NP_115587.6 c.407G>A p.R136H | p.Arg136His TGGxGCC - 84171 35 0 0% 35 8 18.60% NA. NA.

CC-H048 chr10 101816775 C A CPN1 EX6 nonsense NM_001308.2 NP_001299.1 c.1006G>T p.E336* | p.Glu336* GTTxCAG - 1369 84 0 0% 92 13 12.30% NA. NA.

CC-H048 chr10 103292769 C A BTRC EX9 missense NM_033637.3 NP_378663.1 c.1039C>A p.L347I | p.Leu347Ile GTCxTCT + 8945 78 0 0% 67 11 14.10% NA. NA.

CC-H048 chr10 105349292 G A NEURL EX5 missense NM_004210.4 NP_004201.3 c.1361G>A p.R454Q | p.Arg454Gln AGCxGGG + 9148 95 0 0% 96 16 14.20% NA. NA.

CC-H048 chr10 114059268 C T TECTB EX8 missense NM_058222.1 NP_478129.1 c.853C>T p.R285C | p.Arg285Cys AAGxGCC + 6975 131 0 0% 99 25 20.10% NA. NA.

CC-H048 chr10 114181719 C T ACSL5 EX16 missense NM_016234.3 NP_057318.2 c.1570C>T p.P524S | p.Pro524Ser GTGxCCC + 51703 44 0 0% 34 10 22.70% NA. NA.

CC-H048 chr10 123892195 C T TACC2 EX6 missense NM_206862.2 NP_996744.2 c.5645C>T p.S1882F | p.Ser1882Phe CCTxTTC + 10579 65 0 0% 45 21 31.80% NA. NA.

CC-H048 chr10 127424225 G A C10orf137 EX13 missense NM_001202438.1 NP_001189367.1 c.1510G>A p.A504T | p.Ala504Thr TCCxCCA + 26098 67 0 0% 46 8 14.80% NA. NA.

CC-H048 chr10 128798503 G A DOCK1 EX9 missense NM_001380.3 NP_001371.1 c.917G>A p.R306H | p.Arg306His GTCxCAT + 1793 100 0 0% 88 24 21.40% NA. NA.

CC-H048 chr10 134980900 G A KNDC1 EX2 missense NM_152643.6 NP_689856.6 c.118G>A p.A40T | p.Ala40Thr CTGxCTG + 85442 72 0 0% 61 10 14% NA. NA.

CC-H048 chr10 135212714 G A MTG1 EX5 missense NM_138384.2 NP_612393.2 c.404G>A p.R135H | p.Arg135His ACCxCTA + 92170 53 0 0% 39 19 32.70% NA. NA.

CC-H048 chr11 320606 G T IFITM3 EX1 missense NM_021034.2 NP_066362.2 c.208C>A p.P70T | p.Pro70Thr AGGxGTT - 10410 68 1 1.40% 60 5 7.60% NA. NA.

CC-H048 chr11 1862309 C T TNNI2 EX7 missense NM_003282.3 NP_003273.1 c.325C>T p.R109W | p.Arg109Trp AAGxGGC + 7136 28 0 0% 24 5 17.20% NA. NA.

CC-H048 chr11 3250019 G T MRGPRE EX2E missense NM_001039165.2 NP_001034254.1 c.8C>A p.P3H | p.Pro3His CTGxGCT - 116534 34 0 0% 31 10 24.30% NA. NA.

CC-H048 chr11 4967426 A G OR51A4 EX1E missense NM_001005329.1 NP_001005329.1 c.905T>C p.V302A | p.Val302Ala CTCxCTC - 401666 287 1 0.30% 198 14 6.60% NA. NA.

CC-H048 chr11 4976039 A G OR51A2 EX1E missense NM_001004748.1 NP_001004748.1 c.905T>C p.V302A | p.Val302Ala CTCxCTC - 401667 53 0 0% 11 8 42.10% NA. NA.

CC-H048 chr11 5565964 A G OR52H1 EX1E missense NM_001005289.1 NP_001005289.1 c.790T>C p.F264L | p.Phe264Leu AAAxGGC - 390067 80 0 0% 53 13 19.60% NA. NA.

CC-H048 chr11 5632210 C A TRIM6 EX8E missense NM_001003818.2 NP_001003818.1 c.1189C>A p.L397M | p.Leu397Met ATCxTGG + 117854 78 0 0% 58 16 21.60% NA. NA.

CC-H048 chr11 6550192 C T DNHD1 EX12 nonsense NM_144666.2 NP_653267.2 c.2188C>T p.Q730* | p.Gln730* CCTxAGA + 144132 55 0 0% 46 17 26.90% NA. NA.

CC-H048 chr11 20959334 A C NELL1 EX10 missense NM_006157.3 NP_006148.2 c.1000A>C p.K334Q | p.Lys334Gln GCAxAAT + 4745 59 0 0% 57 9 13.60% NA. NA.

CC-H048 chr11 20959356 T G NELL1 EX10 missense NM_006157.3 NP_006148.2 c.1022T>G p.V341G | p.Val341Gly AAGxTCT + 4745 60 0 0% 60 8 11.70% NA. NA.

CC-H048 chr11 36057737 C T LDLRAD3 EX2 missense NM_174902.2 NP_777562.1 c.131C>T p.P44L | p.Pro44Leu TCCxGGG + 143458 32 0 0% 33 9 21.40% NA. NA.

CC-H048 chr11 46394354 C T DGKZ EX14 missense NM_001105540.1 NP_001099010.1 c.1669C>T p.R557C | p.Arg557Cys CTAxGCC + 8525 114 1 0.80% 100 27 21.20% NA. NA.

CC-H048 chr11 46406736 C T CHRM4 EX1E missense NM_000741.2 NP_000732.2 c.1372G>A p.A458T | p.Ala458Thr TGGxGTT - 1132 50 0 0% 41 10 19.60% NA. NA.

CC-H048 chr11 46529757 C T AMBRA1 EX11 missense NM_001267782.1 NP_001254711.1 c.2332G>A p.E778K | p.Glu778Lys ATTxCAA - 55626 65 0 0% 50 7 12.20% NA. NA.

CC-H048 chr11 49000488 A C TRIM51GP EX3 missense NM_001206625.1 NP_001193554.1 c.674T>G p.L225R | p.Leu225Arg AAAxGCT - 120824 266 0 0% 132 38 22.30% NA. NA.

CC-H048 chr11 57004051 C T APLNR EX1E missense NM_005161.4 NP_005152.1 c.428G>A p.R143Q | p.Arg143Gln ACCxGCA - 187 43 0 0% 40 16 28.50% NA. NA.

CC-H048 chr11 57080906 C T TNKS1BP1 EX5 missense NM_033396.2 NP_203754.2 c.1256G>A p.R419H | p.Arg419His GGGxGGA - 85456 67 0 0% 74 11 12.90% NA. NA.

CC-H048 chr11 60885818 C T CD5 EX3 missense NM_014207.3 NP_055022.2 c.266C>T p.P89L | p.Pro89Leu TGCxCTT + 921 66 1 1.40% 62 11 15% NA. NA.

CC-H048 chr11 61719381 G C BEST1 EX2 missense NM_004183.3 NP_004174.1 c.103G>C p.E35Q | p.Glu35Gln GGCxAGT + 7439 65 0 0% 55 12 17.90% NA. NA.

CC-H048 chr11 64522963 C T PYGM EX6 missense NM_005609.2 NP_005600.1 c.728G>A p.R243H | p.Arg243His AGGxGCA - 5837 38 0 0% 47 5 9.60% NA. NA.

CC-H048 chr11 64595028 C T CDC42BPG EX32 missense NM_017525.2 NP_059995.2 c.4121G>A p.R1374H | p.Arg1374His AGGxGGA - 55561 34 0 0% 28 7 20% NA. NA.

CC-H048 chr11 65380718 C T MAP3K11 EX1 missense NM_002419.3 NP_002410.1 c.510G>A p.M170I | p.Met170Ile CAGxATG - 4296 68 0 0% 42 13 23.60% NA. NA.

CC-H048 chr11 65633355 C T MUS81 EX15 missense NM_025128.4 NP_079404.3 c.1579C>T p.R527C | p.Arg527Cys GGGxGTC + 80198 76 0 0% 60 9 13% NA. NA.

CC-H048 chr11 65743986 G A SART1 EX13 missense NM_005146.4 NP_005137.1 c.1693G>A p.E565K | p.Glu565Lys GGGxAGA + 9092 88 0 0% 94 16 14.50% NA. NA.

CC-H048 chr11 65745236 G A SART1 EX17 missense NM_005146.4 NP_005137.1 c.2038G>A p.A680T | p.Ala680Thr AGGxCCA + 9092 53 0 0% 52 19 26.70% NA. NA.

CC-H048 chr11 65793757 G A CATSPER1 EX1 missense NM_053054.3 NP_444282.3 c.94C>T p.H32Y | p.His32Tyr TGTxGTG - 117144 70 0 0% 61 13 17.50% NA. NA.

CC-H048 chr11 66638572 G A PC EX7 missense NM_001040716.1 NP_001035806.1 c.584C>T p.A195V | p.Ala195Val GCCxCCT - 5091 84 0 0% 98 15 13.20% NA. NA.

CC-H048 chr11 68696654 C T IGHMBP2 EX8 missense NM_002180.2 NP_002171.2 c.1064C>T p.A355V | p.Ala355Val GTGxGTC + 3508 40 0 0% 40 11 21.50% NA. NA.

CC-H048 chr11 68707132 G T IGHMBP2 EX15E missense NM_002180.2 NP_002171.2 c.2915G>T p.R972M | p.Arg972Met GGAxGCT + 3508 193 0 0% 145 32 18% NA. NA.

CC-H048 chr11 70820992 G A SHANK2 EX5 missense NM_012309.3 NP_036441.2 c.587C>T p.T196I | p.Thr196Ile CCGxTCT - 22941 54 0 0% 47 6 11.30% NA. NA.

CC-H048 chr11 73022255 C T ARHGEF17 EX1 missense NM_014786.3 NP_055601.2 c.2572C>T p.P858S | p.Pro858Ser CTGxCTC + 9828 81 0 0% 71 21 22.80% NA. NA.

CC-H048 chr11 73789297 C A C2CD3 EX23 missense NM_015531.4 NP_056346.3 c.4466G>T p.R1489M | p.Arg1489Met AGCxTCT - 26005 70 0 0% 60 20 25% NA. NA.

CC-H048 chr11 75508201 A G DGAT2 IVS5 splice-3 NM_032564.4 NP_115953.2 c.635-2A>G . CTCxGGT + 84649 61 0 0% 35 11 23.90% NA. NA.

CC-H048 chr11 77386183 G A RSF1 EX14 missense NM_016578.3 NP_057662.3 c.3460C>T p.R1154W | p.Arg1154Trp GCCxAGA - 51773 72 0 0% 56 6 9.60% NA. NA.

CC-H048 chr11 77820582 G C ALG8 EX9 nonsense NM_024079.4 NP_076984.2 c.944C>G p.S315* | p.Ser315* ATTxAGG - 79053 97 0 0% 83 17 17% NA. NA.

CC-H048 chr11 92616201 G T FAT3 EX23 missense NM_001008781.2 NP_001008781.2 c.12579G>T p.Q4193H | p.Gln4193His GCAxGAC + 120114 64 0 0% 60 11 15.40% NA. NA.



CC-H048 chr11 103104795 T G DYNC2H1 EX61 missense NM_001080463.1 NP_001073932.1 c.9473T>G p.L3158R | p.Leu3158Arg AACxTGA + 79659 72 0 0% 49 14 22.20% NA. NA.

CC-H048 chr11 103908599 T A DDI1 EX1E missense NM_001001711.2 NP_001001711.1 c.1049T>A p.V350D | p.Val350Asp TGGxCAT + 414301 76 0 0% 46 7 13.20% NA. NA.

CC-H048 chr11 104901137 C T CASP1 EX5 missense NM_033292.3 NP_150634.1 c.547G>A p.E183K | p.Glu183Lys CCTxAGC - 834 93 0 0% 44 9 16.90% NA. NA.

CC-H048 chr11 114574734 G T NXPE2 EX4 missense NM_182495.5 NP_872301.2 c.888G>T p.M296I | p.Met296Ile AATxATG + 120406 82 0 0% 50 10 16.60% NA. NA.

CC-H048 chr11 120349035 G A ARHGEF12 EX37 missense NM_015313.2 NP_056128.1 c.3703G>A p.A1235T | p.Ala1235Thr ATCxCAA + 23365 94 0 0% 67 23 25.50% NA. NA.

CC-H048 chr11 121323227 C T SORL1 EX1 missense NM_003105.5 NP_003096.1 c.187C>T p.R63C | p.Arg63Cys GCGxGCG + 6653 28 0 0% 18 7 28% NA. NA.

CC-H048 chr11 122678840 C A UBASH3B EX13 missense NM_032873.4 NP_116262.2 c.1768C>A p.L590M | p.Leu590Met GGCxTGT + 84959 88 0 0% 65 12 15.50% NA. NA.

CC-H048 chr11 123901174 T G OR10G8 EX1E missense NM_001004464.1 NP_001004464.1 c.845T>G p.L282R | p.Leu282Arg TTCxCAA + 219869 147 0 0% 115 19 14.10% NA. NA.

CC-H048 chr11 124483010 C T PANX3 EX2 missense NM_052959.2 NP_443191.1 c.316C>T p.P106S | p.Pro106Ser TGGxCCC + 116337 50 0 0% 33 10 23.20% NA. NA.

CC-H048 chr11 125791248 C T DDX25 EX11 missense NM_013264.4 NP_037396.3 c.1364C>T p.S455L | p.Ser455Leu CCTxGCT + 29118 49 0 0% 40 12 23% NA. NA.

CC-H048 chr11 126075456 G A RPUSD4 EX5 missense NM_032795.2 NP_116184.2 c.703C>T p.R235W | p.Arg235Trp GCCxCAC - 84881 48 0 0% 31 12 27.90% NA. NA.

CC-H048 chr11 130069858 G A ST14 EX16 missense NM_021978.3 NP_068813.1 c.1820G>A p.R607Q | p.Arg607Gln TGCxGTC + 6768 38 0 0% 47 5 9.60% NA. NA.

CC-H048 chr11 131781522 G C NTM EX1 missense NM_001144058.1 NP_001137530.1 c.147G>C p.Q49H | p.Gln49His GCAxGGG + 50863 122 0 0% 110 29 20.80% NA. NA.

CC-H048 chr11 133814213 C T IGSF9B EX3 missense NM_014987.1 NP_055802.1 c.311G>A p.R104H | p.Arg104His GAGxGAA - 22997 37 0 0% 37 8 17.70% NA. NA.

CC-H048 chr12 667743 C T B4GALNT3 EX18 missense NM_173593.3 NP_775864.3 c.2677C>T p.R893W | p.Arg893Trp ATTxGGA + 283358 43 0 0% 53 10 15.80% NA. NA.

CC-H048 chr12 1005313 C T WNK1 EX24 missense NM_213655.4 NP_998820.3 c.6416C>T p.S2139F | p.Ser2139Phe AATxCAG + 65125 104 0 0% 79 33 29.40% NA. NA.

CC-H048 chr12 1219476 A G ERC1 EX4 missense NM_178040.2 NP_829884.1 c.1280A>G p.E427G | p.Glu427Gly TGGxAGT + 23085 112 0 0% 80 38 32.20% NA. NA.

CC-H048 chr12 1904518 G A CACNA2D4 EX37 missense NM_172364.4 NP_758952.4 c.3256C>T p.R1086C | p.Arg1086Cys AGCxCAT - 93589 96 0 0% 109 31 22.10% NA. NA.

CC-H048 chr12 6172211 C T VWF EX13 missense NM_000552.3 NP_000543.2 c.1442G>A p.R481H | p.Arg481His ATGxGGA - 7450 42 0 0% 38 9 19.10% NA. NA.

CC-H048 chr12 6626840 G A NCAPD2 EX12 missense NM_014865.3 NP_055680.3 c.1399G>A p.A467T | p.Ala467Thr ACTxCAG + 9918 65 0 0% 71 13 15.40% NA. NA.

CC-H048 chr12 6637933 C T NCAPD2 EX26 nonsense NM_014865.3 NP_055680.3 c.3388C>T p.Q1130* | p.Gln1130* GGGxAGG + 9918 66 1 1.40% 57 20 25.90% NA. NA.

CC-H048 chr12 7069586 G A PTPN6 EX14 missense NM_080549.3 NP_536859.1 c.1661G>A p.R554H | p.Arg554His CCCxCAC + 5777 24 0 0% 34 7 17% NA. NA.

CC-H048 chr12 7984273 A G SLC2A14 EX5 missense NM_153449.2 NP_703150.1 c.268T>C p.S90P | p.Ser90Pro CAGxCAA - 144195 135 0 0% 127 24 15.80% NA. NA.

CC-H048 chr12 8196307 G A FOXJ2 EX4 nonsense NM_018416.2 NP_060886.1 c.419G>A p.W140* | p.Trp140* ATTxGAC + 55810 73 0 0% 79 11 12.20% NA. NA.

CC-H048 chr12 8244383 G A NECAP1 EX4 missense NM_015509.3 NP_056324.2 c.320G>A p.G107D | p.Gly107Asp TTGxCAT + 25977 50 0 0% 48 15 23.80% NA. NA.

CC-H048 chr12 10321682 C A OLR1 EX2 missense NM_002543.3 NP_002534.1 c.169G>T p.G57C | p.Gly57Cys TGCxCAG - 4973 61 0 0% 63 9 12.50% NA. NA.

CC-H048 chr12 11139285 G A TAS2R50 EX1E missense NM_176890.2 NP_795371.2 c.175C>T p.L59F | p.Leu59Phe AGAxCAA - 259296 139 0 0% 106 9 7.80% NA. NA.

CC-H048 chr12 12397370 G C LRP6 EX2 missense NM_002336.2 NP_002327.2 c.275C>G p.S92C | p.Ser92Cys CCAxAAA - 4040 85 0 0% 75 41 35.30% NA. NA.

CC-H048 chr12 18837207 C A PLCZ1 EX14 missense NM_033123.3 NP_149114.2 c.1598G>T p.S533I | p.Ser533Ile GGAxTAA - 89869 52 0 0% 27 7 20.50% NA. NA.

CC-H048 chr12 21331939 G T SLCO1B1 EX7 nonsense NM_006446.4 NP_006437.3 c.712G>T p.G238* | p.Gly238* ATTxGAT + 10599 67 1 1.40% 33 8 19.50% NA. NA.

CC-H048 chr12 24048795 G A SOX5 EX5 nonsense NM_152989.3 NP_694534.1 c.163C>T p.Q55* | p.Gln55* GCTxAAA - 6660 82 0 0% 62 6 8.80% NA. NA.

CC-H048 chr12 27462116 C A STK38L EX5 missense NM_015000.3 NP_055815.1 c.379C>A p.L127I | p.Leu127Ile ATGxTTG + 23012 27 0 0% 28 5 15.10% NA. NA.

CC-H048 chr12 40823375 G A MUC19 EX20 missense XM_003846356.1 XP_003846404.1 c.2380G>A p.E794K | p.Glu794Lys ACCxAAG + 283463 70 0 0% 47 10 17.50% NA. NA.

CC-H048 chr12 52159756 G A SCN8A EX16 missense NM_014191.3 NP_055006.1 c.2846G>A p.G949D | p.Gly949Asp CAGxCCA + 6334 75 0 0% 79 19 19.30% NA. NA.

CC-H048 chr12 53460425 C T SPRYD3 EX9 missense NM_032840.2 NP_116229.1 c.953G>A p.R318H | p.Arg318His CAGxGTG - 84926 36 0 0% 38 8 17.30% NA. NA.

CC-H048 chr12 56490968 C T ERBB3 EX20 missense NM_001982.3 NP_001973.2 c.2414C>T p.A805V | p.Ala805Val GGGxACT + 2065 49 0 0% 48 10 17.20% NA. NA.

CC-H048 chr12 57396711 G A ZBTB39 EX2E missense NM_014830.2 NP_055645.1 c.1991C>T p.T664I | p.Thr664Ile ACTxTGC - 9880 38 0 0% 51 8 13.50% NA. NA.

CC-H048 chr12 64488960 G A SRGAP1 EX14 missense NM_020762.2 NP_065813.1 c.1654G>A p.D552N | p.Asp552Asn AATxATA + 57522 64 0 0% 54 8 12.90% NA. NA.

CC-H048 chr12 70049190 C T BEST3 EX10E missense NM_032735.2 NP_116124.2 c.1504G>A p.E502K | p.Glu502Lys CCTxAGG - 144453 58 0 0% 51 13 20.30% NA. NA.

CC-H048 chr12 88508231 G A CEP290 EX20 missense NM_025114.3 NP_079390.3 c.2018C>T p.S673F | p.Ser673Phe AGAxATG - 80184 69 0 0% 33 19 36.50% NA. NA.

CC-H048 chr12 105593206 C T APPL2 EX10 missense NM_018171.3 NP_060641.2 c.808G>A p.A270T | p.Ala270Thr GTGxGGC - 55198 74 0 0% 91 12 11.60% NA. NA.

CC-H048 chr12 109186386 C A SSH1 EX14 missense NM_018984.3 NP_061857.3 c.1569G>T p.E523D | p.Glu523Asp ATCxTCA - 54434 65 0 0% 59 35 37.20% NA. NA.

CC-H048 chr12 110345343 G A TCHP EX6 missense NM_032300.4 NP_115676.1 c.538G>A p.A180T | p.Ala180Thr ACCxCAG + 84260 81 0 0% 76 14 15.50% NA. NA.

CC-H048 chr12 112583426 G A TRAFD1 EX7 missense NM_001143906.1 NP_001137378.1 c.887G>A p.C296Y | p.Cys296Tyr TTTxTGA + 10906 85 0 0% 79 6 7% NA. NA.

CC-H048 chr12 112681462 G A HECTD4 EX31 nonsense NM_001109662.3 NP_001103132.3 c.4351C>T p.Q1451* | p.Gln1451* GCTxCCC - 283450 64 0 0% 44 16 26.60% NA. NA.

CC-H048 chr12 120118068 C T PRKAB1 EX7E missense NM_006253.4 NP_006244.2 c.751C>T p.L251F | p.Leu251Phe GTGxTCA + 5564 40 0 0% 52 8 13.30% NA. NA.

CC-H048 chr12 122247875 G A SETD1B EX5 missense NM_015048.1 NP_055863.1 c.1024G>A p.A342T | p.Ala342Thr GGGxCCA + 23067 44 0 0% 46 12 20.60% NA. NA.

CC-H048 chr12 123089466 C T KNTC1 EX50 missense NM_014708.4 NP_055523.1 c.5218C>T p.H1740Y | p.His1740Tyr CTTxATA + 9735 43 0 0% 27 12 30.70% NA. NA.

CC-H048 chr12 129190589 C T TMEM132C EX9E missense NM_001136103.2 NP_001129575.2 c.3076C>T p.H1026Y | p.His1026Tyr ATTxACA + 92293 79 0 0% 96 14 12.70% NA. NA.

CC-H048 chr12 133378462 G A GOLGA3 EX8 missense NM_005895.3 NP_005886.2 c.1691C>T p.S564L | p.Ser564Leu TGCxACG - 2802 67 0 0% 62 39 38.60% NA. NA.

CC-H048 chr13 20315775 G A PSPC1 EX6 nonsense NM_001042414.2 NP_001035879.1 c.982C>T p.Q328* | p.Gln328* CTTxACG - 55269 80 0 0% 54 14 20.50% NA. NA.

CC-H048 chr13 27669856 C T USP12 EX4 missense NM_182488.3 NP_872294.2 c.455G>A p.R152H | p.Arg152His AAAxGAC - 219333 125 0 0% 78 12 13.30% NA. NA.

CC-H048 chr13 29600303 C G MTUS2 EX1 missense NM_001033602.2 NP_001028774.2 c.1498C>G p.Q500E | p.Gln500Glu CCTxAAA + 23281 94 0 0% 51 6 10.50% NA. NA.

CC-H048 chr13 35733844 G A NBEA EX22 missense NM_015678.4 NP_056493.3 c.3536G>A p.G1179D | p.Gly1179Asp TTGxTGT + 26960 73 0 0% 40 5 11.10% NA. NA.

CC-H048 chr13 37422874 C A SMAD9 EX7E missense NM_001127217.2 NP_001120689.1 c.1343G>T p.W448L | p.Trp448Leu AGCxACT - 4093 50 0 0% 33 5 13.10% NA. NA.

CC-H048 chr13 49833517 G A CDADC1 EX4 missense NM_030911.3 NP_112173.1 c.288G>A p.M96I | p.Met96Ile CATxAAA + 81602 97 0 0% 54 9 14.20% NA. NA.

CC-H048 chr13 50050882 A C SETDB2 EX7 missense NM_031915.2 NP_114121.2 c.612A>C p.E204D | p.Glu204Asp GGAxGTT + 83852 81 0 0% 58 9 13.40% NA. NA.

CC-H048 chr13 51969571 C A INTS6 EX5 nonsense NM_012141.2 NP_036273.1 c.478G>T p.E160* | p.Glu160* GTTxCTT - 26512 76 0 0% 51 17 25% NA. NA.

CC-H048 chr13 52539079 C T ATP7B EX5 missense NM_000053.3 NP_000044.2 c.1798G>A p.A600T | p.Ala600Thr TGGxAAG - 540 106 0 0% 97 25 20.40% NA. NA.

CC-H048 chr13 60545272 C A DIAPH3 EX16 missense NM_001042517.1 NP_001035982.1 c.1673G>T p.C558F | p.Cys558Phe TTAxAAT - 81624 81 0 0% 39 13 25% NA. NA.

CC-H048 chr13 76379754 C T LMO7 EX6 missense NM_015842.2 NP_056667.2 c.355C>T p.R119C | p.Arg119Cys GTGxGCA + 4008 85 0 0% 60 25 29.40% NA. NA.

CC-H048 chr13 77641871 C T MYCBP2 EX71 nonsense NM_015057.4 NP_055872.4 c.12300G>A p.W4100* | p.Trp4100* ATTxCAG - 23077 85 0 0% 80 18 18.30% NA. NA.

CC-H048 chr13 77786233 C A MYCBP2 EX22 missense NM_015057.4 NP_055872.4 c.3120G>T p.M1040I | p.Met1040Ile AGGxATG - 23077 103 0 0% 58 9 13.40% NA. NA.

CC-H048 chr13 88328773 C T SLITRK5 EX2E missense NM_015567.1 NP_056382.1 c.1130C>T p.A377V | p.Ala377Val CCGxGTG + 26050 32 0 0% 18 6 25% NA. NA.

CC-H048 chr13 101707721 C T NALCN EX44E missense NM_052867.2 NP_443099.1 c.5143G>A p.E1715K | p.Glu1715Lys CTTxAGA - 259232 133 0 0% 100 18 15.20% NA. NA.

CC-H048 chr13 103393470 C A CCDC168 EX4E nonsense NM_001146197.1 NP_001139669.1 c.9577G>T p.E3193* | p.Glu3193* ATTxCAG - 643677 47 0 0% 29 8 21.60% NA. NA.

CC-H048 chr13 107211856 C T ARGLU1 EX2 missense NM_018011.3 NP_060481.3 c.497G>A p.R166H | p.Arg166His ATGxGTT - 55082 99 0 0% 49 14 22.20% NA. NA.

CC-H048 chr13 110960293 C T COL4A2 EX2 missense NM_001846.2 NP_001837.2 c.43C>T p.R15W | p.Arg15Trp CGGxGGT + 1284 81 0 0% 94 22 18.90% NA. NA.

CC-H048 chr13 113873314 G A CUL4A EX3 missense NM_001008895.1 NP_001008895.1 c.320G>A p.R107H | p.Arg107His TGCxTCA + 8451 74 0 0% 45 7 13.40% NA. NA.

CC-H048 chr14 19377929 T G OR11H12 EX1E missense NM_001013354.1 NP_001013372.1 c.336T>G p.C112W | p.Cys112Trp ATGxTTT + 440153 345 0 0% 132 8 5.70% NA. NA.

CC-H048 chr14 20711173 A C OR11H4 EX1E missense NM_001004479.1 NP_001004479.1 c.223A>C p.N75H | p.Asn75His GGAxATT + 390442 104 0 0% 91 15 14.10% NA. NA.

CC-H048 chr14 20823088 G A PARP2 EX9 missense NM_005484.3 NP_005475.2 c.923G>A p.R308K | p.Arg308Lys CCAxGAT + 10038 70 0 0% 94 7 6.90% NA. NA.

CC-H048 chr14 20916117 G A OSGEP EX8 nonsense NM_017807.3 NP_060277.1 c.739C>T p.R247* | p.Arg247* CTCxCTC - 55644 100 0 0% 80 43 34.90% NA. NA.

CC-H048 chr14 21469568 C T SLC39A2 EX4E missense NM_014579.3 NP_055394.2 c.760C>T p.R254W | p.Arg254Trp GGGxGGG + 29986 40 0 0% 61 12 16.40% NA. NA.

CC-H048 chr14 21836506 C T SUPT16H EX7 missense NM_007192.3 NP_009123.1 c.877G>A p.D293N | p.Asp293Asn GATxAAC - 11198 51 0 0% 33 12 26.60% NA. NA.

CC-H048 chr14 21936854 C A RAB2B EX4 missense NM_032846.3 NP_116235.2 c.244G>T p.A82S | p.Ala82Ser GTGxTCC - 84932 83 0 0% 74 16 17.70% NA. NA.

CC-H048 chr14 24108447 G A DHRS2 EX3 missense NM_182908.4 NP_878912.1 c.200G>A p.S67N | p.Ser67Asn GCAxCCG + 10202 47 0 0% 49 12 19.60% NA. NA.

CC-H048 chr14 24676569 T A TSSK4 EX3 missense NM_001184739.1 NP_001171668.1 c.688T>A p.S230T | p.Ser230Thr CTGxCTG + 283629 83 1 1.10% 87 16 15.50% NA. NA.

CC-H048 chr14 25043994 C A CTSG EX3 missense NM_001911.2 NP_001902.1 c.226G>T p.A76S | p.Ala76Ser GGGxGCC - 1511 45 0 0% 72 14 16.20% NA. NA.

CC-H048 chr14 31762653 G A HEATR5A EX36E missense NM_015473.3 NP_056288.2 c.5999C>T p.A2000V | p.Ala2000Val GAAxCCA - 25938 113 0 0% 120 15 11.10% NA. NA.

CC-H048 chr14 33201741 G A AKAP6 EX10 missense NM_004274.4 NP_004265.3 c.3082G>A p.V1028I | p.Val1028Ile GGCxTTT + 9472 117 0 0% 57 25 30.40% NA. NA.

CC-H048 chr14 45373644 G A C14orf28 EX4 missense NM_001017923.1 NP_001017923.1 c.661G>A p.A221T | p.Ala221Thr GGGxCAC + 122525 125 0 0% 84 13 13.40% NA. NA.

CC-H048 chr14 45537736 C A FAM179B EX17 missense NM_015091.2 NP_055906.2 c.4700C>A p.P1567H | p.Pro1567His CTCxTAT + 23116 64 0 0% 40 9 18.30% NA. NA.

CC-H048 chr14 50616726 C A SOS2 EX14 missense NM_006939.2 NP_008870.2 c.2384G>T p.R795M | p.Arg795Met TACxTGT - 6655 70 0 0% 58 12 17.10% NA. NA.

CC-H048 chr14 51228516 C T NIN EX16 missense NM_020921.3 NP_065972.3 c.1888G>A p.E630K | p.Glu630Lys CTTxGAG - 51199 64 0 0% 60 14 18.90% NA. NA.

CC-H048 chr14 52907373 C T TXNDC16 EX19 missense NM_020784.2 NP_065835.2 c.1912G>A p.D638N | p.Asp638Asn CATxACT - 57544 87 0 0% 56 16 22.20% NA. NA.

CC-H048 chr14 73989616 G A HEATR4 EX3 nonsense NM_001220484.1 NP_001207413.1 c.241C>T p.R81* | p.Arg81* CTCxCTG - 399671 67 0 0% 69 19 21.50% NA. NA.

CC-H048 chr14 74154058 T A DNAL1 EX6 missense NM_031427.3 NP_113615.2 c.361T>A p.Y121N | p.Tyr121Asn CTCxACA + 83544 108 0 0% 91 35 27.70% NA. NA.

CC-H048 chr14 74427882 G C COQ6 EX9 missense NM_182480.2 NP_872286.2 c.823G>C p.D275H | p.Asp275His AGTxATG + 51004 38 0 0% 35 6 14.60% NA. NA.

CC-H048 chr14 75515826 A C MLH3 EX2 missense NM_001040108.1 NP_001035197.1 c.533T>G p.L178R | p.Leu178Arg GAGxGAG - 27030 122 0 0% 78 21 21.20% NA. NA.

CC-H048 chr14 80669393 G A DIO2 EX3E missense NM_001007023.3 NP_001007024.1 c.569C>T p.A190V | p.Ala190Val TCAxCCA - 1734 58 0 0% 33 18 35.20% NA. NA.

CC-H048 chr14 91247106 T A TTC7B EX3 missense NM_001010854.1 NP_001010854.1 c.421A>T p.I141F | p.Ile141Phe CGAxCAC - 145567 87 0 0% 108 16 12.90% NA. NA.

CC-H048 chr14 91700644 G A GPR68 EX2E missense NM_001177676.1 NP_001171147.1 c.751C>T p.R251C | p.Arg251Cys TGCxCAC - 8111 68 0 0% 62 17 21.50% NA. NA.

CC-H048 chr14 95932324 C T SYNE3 EX3 missense NM_152592.3 NP_689805.3 c.571G>A p.E191K | p.Glu191Lys CTTxGTC - 161176 51 0 0% 19 16 45.70% NA. NA.

CC-H048 chr14 99976751 G A CCNK EX11E missense NM_001099402.1 NP_001092872.1 c.1375G>A p.G459S | p.Gly459Ser TACxGTG + 8812 31 0 0% 34 6 15% NA. NA.

CC-H048 chr14 102481637 G A DYNC1H1 EX35 missense NM_001376.4 NP_001367.2 c.7210G>A p.E2404K | p.Glu2404Lys GATxAGG + 1778 41 0 0% 28 16 36.30% NA. NA.

CC-H048 chr14 104165790 C T XRCC3 EX8 missense NM_001100119.1 NP_001093589.1 c.685G>A p.A229T | p.Ala229Thr GGGxGGA - 7517 47 1 2% 59 9 13.20% NA. NA.

CC-H048 chr14 104508419 G T TDRD9 EX34 missense NM_153046.2 NP_694591.2 c.3869G>T p.R1290M | p.Arg1290Met TCAxGGC + 122402 80 0 0% 71 12 14.40% NA. NA.

CC-H048 chr15 32917690 C T ARHGAP11A EX6 missense NM_014783.3 NP_055598.1 c.718C>T p.R240C | p.Arg240Cys GGGxGTG + 9824 133 0 0% 71 18 20.20% NA. NA.

CC-H048 chr15 33359870 A C FMN1 EX1 missense NM_001103184.2 NP_001096654.1 c.216T>G p.D72E | p.Asp72Glu ATCxTCC - 342184 63 0 0% 47 7 12.90% NA. NA.

CC-H048 chr15 40311357 G A EIF2AK4 EX30 missense NM_001013703.2 NP_001013725.2 c.4129G>A p.A1377T | p.Ala1377Thr ATAxCTA + 440275 76 0 0% 52 25 32.40% NA. NA.

CC-H048 chr15 43017724 C T CDAN1 EX26 missense NM_138477.2 NP_612486.2 c.3413G>A p.R1138K | p.Arg1138Lys TTTxTTG - 146059 71 0 0% 68 13 16% NA. NA.

CC-H048 chr15 59470649 C T MYO1E EX19 missense NM_004998.3 NP_004989.2 c.1992G>A p.M664I | p.Met664Ile GTCxATG - 4643 80 0 0% 80 18 18.30% NA. NA.

CC-H048 chr15 60297347 G A FOXB1 EX2E missense NM_012182.2 NP_036314.2 c.185G>A p.R62H | p.Arg62His TGCxCCA + 27023 54 0 0% 62 9 12.60% NA. NA.

CC-H048 chr15 62173985 G A VPS13C EX70 missense NM_020821.2 NP_065872.1 c.9667C>T p.H3223Y | p.His3223Tyr GATxAAA - 54832 81 0 0% 43 15 25.80% NA. NA.

CC-H048 chr15 65693182 G A IGDCC4 EX5 missense NM_020962.1 NP_066013.1 c.803C>T p.S268L | p.Ser268Leu GCTxAGG - 57722 46 0 0% 32 10 23.80% NA. NA.

CC-H048 chr15 66615851 C T DIS3L EX11 missense NM_001143688.1 NP_001137160.1 c.1595C>T p.A532V | p.Ala532Val TAGxAGA + 115752 40 0 0% 29 12 29.20% NA. NA.

CC-H048 chr15 77473055 C T PEAK1 EX5 missense NM_024776.3 NP_079052.2 c.1214G>A p.S405N | p.Ser405Asn GAGxTTT - 79834 55 0 0% 46 8 14.80% NA. NA.

CC-H048 chr15 81616398 C G STARD5 EX1 missense NM_181900.2 NP_871629.1 c.43G>C p.E15Q | p.Glu15Gln TCTxGGC - 80765 113 0 0% 96 22 18.60% NA. NA.

CC-H048 chr15 81627074 G A TMC3 EX21 missense NM_001080532.1 NP_001074001.1 c.2446C>T p.H816Y | p.His816Tyr CATxCTC - 342125 40 0 0% 29 7 19.40% NA. NA.

CC-H048 chr15 83433999 G C FSD2 EX11 missense NM_001007122.2 NP_001007123.1 c.1739C>G p.S580C | p.Ser580Cys TCAxAAA - 123722 61 0 0% 42 6 12.50% NA. NA.

CC-H048 chr15 83677290 C T C15orf40 EX3E missense NM_001160113.1 NP_001153585.1 c.376G>A p.A126T | p.Ala126Thr GAGxGAG - 123207 40 0 0% 27 8 22.80% NA. NA.

CC-H048 chr15 89008925 G A MRPL46 EX2 missense NM_022163.3 NP_071446.2 c.308C>T p.A103V | p.Ala103Val TCAxCTT - 26589 75 0 0% 43 8 15.60% NA. NA.

CC-H048 chr15 89421379 G A HAPLN3 EX5E missense NM_178232.2 NP_839946.1 c.905C>T p.A302V | p.Ala302Val CAGxCGG - 145864 72 0 0% 61 20 24.60% NA. NA.

CC-H048 chr15 91491062 T C UNC45A EX11 missense NM_018671.3 NP_061141.2 c.1537T>C p.F513L | p.Phe513Leu GACxTCA + 55898 40 0 0% 33 11 25% NA. NA.

CC-H048 chr15 99251184 C T IGF1R EX2 missense NM_000875.3 NP_000866.1 c.488C>T p.A163V | p.Ala163Val ATGxGGT + 3480 36 0 0% 38 9 19.10% NA. NA.

CC-H048 chr15 101598255 T C LRRK1 EX29 missense NM_024652.3 NP_078928.3 c.4588T>C p.Y1530H | p.Tyr1530His ATGxATG + 79705 57 0 0% 52 16 23.50% NA. NA.

CC-H048 chr16 789690 C T NARFL EX2 missense NM_022493.1 NP_071938.1 c.115G>A p.A39T | p.Ala39Thr TGGxCAC - 64428 61 1 1.60% 57 6 9.50% NA. NA.

CC-H048 chr16 1573848 G A IFT140 EX25 missense NM_014714.3 NP_055529.2 c.3251C>T p.A1084V | p.Ala1084Val ACCxCCC - 9742 108 1 0.90% 142 18 11.20% NA. NA.

CC-H048 chr16 2161063 G A PKD1 EX15 missense NM_001009944.2 NP_001009944.2 c.4105C>T p.H1369Y | p.His1369Tyr AATxCGC - 5310 148 0 0% 251 39 13.40% NA. NA.

CC-H048 chr16 2334788 C T ABCA3 EX24 missense NM_001089.2 NP_001080.2 c.3695G>A p.R1232H | p.Arg1232His ATGxGCA - 21 110 1 0.90% 142 30 17.40% NA. NA.

CC-H048 chr16 2338066 C T ABCA3 EX21 missense NM_001089.2 NP_001080.2 c.2965G>A p.A989T | p.Ala989Thr GTGxGTC - 21 61 0 0% 107 19 15% NA. NA.

CC-H048 chr16 2550275 C T TBC1D24 EX7 missense NM_001199107.1 NP_001186036.1 c.1309C>T p.P437S | p.Pro437Ser CAGxCTG + 57465 31 0 0% 24 9 27.20% NA. NA.

CC-H048 chr16 2569727 T C ATP6V0C EX3E missense NM_001694.3 NP_001685.1 c.449T>C p.L150P | p.Leu150Pro CCCxCAT + 527 56 0 0% 86 14 14% NA. NA.

CC-H048 chr16 2820618 C T SRRM2 EX14 missense NM_016333.3 NP_057417.3 c.8149C>T p.R2717W | p.Arg2717Trp GAGxGGG + 23524 69 0 0% 100 17 14.50% NA. NA.

CC-H048 chr16 2908081 C T PRSS22 EX1 missense NM_022119.3 NP_071402.1 c.25G>A p.A9T | p.Ala9Thr GGGxTGG - 64063 100 0 0% 180 19 9.50% NA. NA.

CC-H048 chr16 2983890 C T FLYWCH1 EX6 missense NM_032296.2 NP_115672.2 c.1420C>T p.R474C | p.Arg474Cys ATGxGTG + 84256 52 0 0% 46 10 17.80% NA. NA.

CC-H048 chr16 3656528 G A SLX4 EX3 missense NM_032444.2 NP_115820.2 c.707C>T p.A236V | p.Ala236Val CGCxCAG - 84464 79 0 0% 65 6 8.40% NA. NA.

CC-H048 chr16 4383372 C A GLIS2 EX2 missense NM_032575.2 NP_115964.2 c.197C>A p.P66H | p.Pro66His TCCxCGA + 84662 120 0 0% 174 24 12.10% NA. NA.

CC-H048 chr16 4941886 C T PPL EX16 missense NM_002705.4 NP_002696.3 c.1894G>A p.E632K | p.Glu632Lys TCTxGTG - 5493 42 0 0% 57 25 30.40% NA. NA.

CC-H048 chr16 8891752 G A PMM2 EX1 missense NM_000303.2 NP_000294.1 c.13G>A p.G5S | p.Gly5Ser CCTxGCC + 5373 88 1 1.10% 105 27 20.40% NA. NA.

CC-H048 chr16 10998640 A G CIITA EX10 missense NM_000246.3 NP_000237.2 c.977A>G p.E326G | p.Glu326Gly GAGxGGT + 4261 88 0 0% 91 20 18% NA. NA.

CC-H048 chr16 14021970 G A ERCC4 EX4 missense NM_005236.2 NP_005227.1 c.670G>A p.A224T | p.Ala224Thr CTTxCTA + 2072 110 0 0% 99 19 16.10% NA. NA.

CC-H048 chr16 18573281 G A NOMO2 EX1 missense NM_001004060.1 NP_001004060.1 c.82C>T p.P28S | p.Pro28Ser CCGxCCC - 283820 20 0 0% 39 5 11.30% NA. NA.

CC-H048 chr16 19451706 C G TMC5 EX3 missense NM_001105248.1 NP_001098718.1 c.346C>G p.H116D | p.His116Asp AGTxATC + 79838 67 1 1.40% 47 13 21.60% NA. NA.

CC-H048 chr16 20335161 C T GP2 EX3 nonsense NM_001007240.1 NP_001007241.2 c.512G>A p.W171* | p.Trp171* CACxAGG - 2813 48 0 0% 32 14 30.40% NA. NA.

CC-H048 chr16 20810668 C T ERI2 EX8 missense NM_001142725.1 NP_001136197.1 c.649G>A p.D217N | p.Asp217Asn CGTxCAA - 112479 75 0 0% 55 24 30.30% NA. NA.

CC-H048 chr16 21261782 C T ANKS4B EX2E missense NM_145865.2 NP_665872.2 c.895C>T p.P299S | p.Pro299Ser CTGxCCA + 257629 58 0 0% 69 27 28.10% NA. NA.

CC-H048 chr16 24372679 G A CACNG3 EX4E missense NM_006539.3 NP_006530.1 c.443G>A p.S148N | p.Ser148Asn TAAxCAA + 10368 55 0 0% 59 20 25.30% NA. NA.

CC-H048 chr16 28507156 C T APOBR EX2 missense NM_018690.3 NP_061160.3 c.794C>T p.T265M | p.Thr265Met GGAxGTG + 55911 44 0 0% 72 7 8.80% NA. NA.

CC-H048 chr16 28846413 G A ATXN2L EX19 missense NM_148414.2 NP_680780.1 c.2468G>A p.R823H | p.Arg823His CACxCAT + 11273 64 0 0% 99 14 12.30% NA. NA.

CC-H048 chr16 46843671 G A C16orf87 EX3 nonsense NM_001001436.2 NP_001001436.1 c.190C>T p.R64* | p.Arg64* TTCxCCT - 388272 60 0 0% 62 12 16.20% NA. NA.

CC-H048 chr16 50360303 C T BRD7 IVS9 splice-3 NM_001173984.2 NP_001167455.1 c.1088-1G>A . GCTxTAC - 29117 69 0 0% 47 19 28.70% NA. NA.

CC-H048 chr16 58201696 G A CSNK2A2 EX7 nonsense NM_001896.2 NP_001887.1 c.517C>T p.R173* | p.Arg173* GTCxCAG - 1459 45 0 0% 34 5 12.80% NA. NA.

CC-H048 chr16 67183668 C G B3GNT9 EX2E missense NM_033309.2 NP_171608.2 c.721G>C p.E241Q | p.Glu241Gln ACTxCAG - 84752 53 1 1.80% 76 31 28.90% NA. NA.

CC-H048 chr16 67429002 G A ZDHHC1 EX10 missense NM_013304.2 NP_037436.1 c.1133C>T p.A378V | p.Ala378Val ATCxCCA - 29800 113 0 0% 172 25 12.60% NA. NA.

CC-H048 chr16 67440179 T C ZDHHC1 EX3 missense NM_013304.2 NP_037436.1 c.176A>G p.Y59C | p.Tyr59Cys AGGxACA - 29800 66 0 0% 79 8 9.10% NA. NA.

CC-H048 chr16 68914501 G A TMCO7 EX7 missense NM_024562.1 NP_078838.1 c.1345G>A p.E449K | p.Glu449Lys GAAxAAC + 79613 96 2 2% 76 36 32.10% NA. NA.

CC-H048 chr16 70889130 C T HYDIN EX73 missense NM_001270974.1 NP_001257903.1 c.12344G>A p.G4115E | p.Gly4115Glu AACxCCT - 54768 139 1 0.70% 185 16 7.90% NA. NA.

CC-H048 chr16 71022296 T G HYDIN EX26 missense NM_001270974.1 NP_001257903.1 c.3984A>C p.E1328D | p.Glu1328Asp TACxTCT - 54768 409 0 0% 412 24 5.50% NA. NA.

CC-H048 chr16 74708965 G T MLKL EX10 missense NM_152649.2 NP_689862.1 c.1274C>A p.A425D | p.Ala425Asp ACAxCCA - 197259 48 0 0% 49 8 14% NA. NA.

CC-H048 chr16 74752999 G T FA2H EX5 missense NM_024306.4 NP_077282.3 c.673C>A p.L225I | p.Leu225Ile AGAxGAA - 79152 56 0 0% 81 8 8.90% NA. NA.

CC-H048 chr16 81241180 G A PKD1L2 EX5 missense NM_052892.3 NP_443124.3 c.821C>T p.T274M | p.Thr274Met CACxTCA - 114780 38 0 0% 49 21 30% NA. NA.

CC-H048 chr16 84163719 C T HSDL1 EX4 missense NM_031463.4 NP_113651.4 c.538G>A p.A180T | p.Ala180Thr CGGxGGC - 83693 87 0 0% 100 18 15.20% NA. NA.

CC-H048 chr16 84351925 G T WFDC1 EX3 missense NM_021197.2 NP_067020.2 c.385G>T p.G129C | p.Gly129Cys AATxGCT + 58189 32 0 0% 40 6 13% NA. NA.

CC-H048 chr16 84485559 C T ATP2C2 EX18 missense NM_014861.2 NP_055676.2 c.1693C>T p.R565W | p.Arg565Trp GGGxGGC + 9914 54 0 0% 79 15 15.90% NA. NA.

CC-H048 chr16 87369043 C T FBXO31 EX7 missense NM_024735.3 NP_079011.3 c.863G>A p.R288H | p.Arg288His ATGxGGC - 79791 168 0 0% 248 44 15% NA. NA.

CC-H048 chr16 87723534 C T JPH3 EX4 missense NM_020655.2 NP_065706.2 c.1568C>T p.A523V | p.Ala523Val GGGxCGG + 57338 14 0 0% 24 6 20% NA. NA.

CC-H048 chr17 1582441 A G PRPF8 EX11 missense NM_006445.3 NP_006436.3 c.1469T>C p.V490A | p.Val490Ala TCCxCCC - 10594 71 0 0% 54 15 21.70% NA. NA.

CC-H048 chr17 4443261 G A MYBBP1A EX26 missense NM_001105538.1 NP_001099008.1 c.3436C>T p.R1146C | p.Arg1146Cys GGCxCCT - 10514 41 0 0% 47 6 11.30% NA. NA.

CC-H048 chr17 4444853 G A MYBBP1A EX24 missense NM_001105538.1 NP_001099008.1 c.3202C>T p.R1068C | p.Arg1068Cys CGCxCAA - 10514 44 0 0% 46 12 20.60% NA. NA.

CC-H048 chr17 4623566 A G ARRB2 EX12 missense NM_001257328.1 NP_001244257.1 c.1036A>G p.K346E | p.Lys346Glu GTCxAGG + 409 52 0 0% 46 25 35.20% NA. NA.

CC-H048 chr17 6021344 G A WSCD1 EX8 missense NM_015253.1 NP_056068.1 c.1211G>A p.R404H | p.Arg404His GACxCAC + 23302 56 0 0% 54 11 16.90% NA. NA.

CC-H048 chr17 10402115 G T MYH1 EX30 missense NM_005963.3 NP_005954.3 c.4009C>A p.L1337M | p.Leu1337Met GCAxGGC - 4619 79 0 0% 56 8 12.50% NA. NA.

CC-H048 chr17 11532794 A G DNAH9 EX7 missense NM_001372.3 NP_001363.2 c.1411A>G p.R471G | p.Arg471Gly GTCxGAG + 1770 98 0 0% 54 23 29.80% NA. NA.

CC-H048 chr17 15974830 G A NCOR1 EX30 missense NM_006311.3 NP_006302.2 c.4045C>T p.R1349C | p.Arg1349Cys AACxCCC - 9611 121 0 0% 54 44 44.80% NA. NA.

CC-H048 chr17 25937139 G A KSR1 EX19 missense NM_014238.1 NP_055053.1 c.1927G>A p.A643T | p.Ala643Thr CTGxCCC + 8844 43 0 0% 37 8 17.70% NA. NA.

CC-H048 chr17 26449631 C T NLK EX2 missense NM_016231.4 NP_057315.3 c.461C>T p.S154L | p.Ser154Leu GGTxAGT + 51701 96 0 0% 54 25 31.60% NA. NA.

CC-H048 chr17 27910585 G T GIT1 EX2 nonsense NM_001085454.1 NP_001078923.1 c.102C>A p.C34* | p.Cys34* GCAxCAC - 28964 42 0 0% 48 7 12.70% NA. NA.

CC-H048 chr17 27999106 C G SSH2 EX8 missense NM_033389.2 NP_203747.2 c.575G>C p.R192T | p.Arg192Thr GCTxTGG - 85464 60 0 0% 36 32 47% NA. NA.

CC-H048 chr17 29562641 C T NF1 EX28 nonsense NM_001042492.2 NP_001035957.1 c.3721C>T p.R1241* | p.Arg1241* GCTxGAG + 4763 98 0 0% 44 39 46.90% NA. NA.

CC-H048 chr17 37666014 G T CDK12 EX7 missense NM_016507.2 NP_057591.2 c.2666G>T p.S889I | p.Ser889Ile AGAxGTA + 51755 56 0 0% 35 28 44.40% NA. NA.

CC-H048 chr17 42275436 C T ATXN7L3 EX1 init-loss NM_020218.1 NP_064603.1 c.3G>A p.0? TTTxATT - 56970 35 0 0% 35 5 12.50% NA. NA.

CC-H048 chr17 43348444 C T MAP3K14 EX10 missense NM_003954.3 NP_003945.2 c.1802G>A p.R601Q | p.Arg601Gln CCTxGGA - 9020 102 0 0% 85 43 33.50% NA. NA.

CC-H048 chr17 45886273 G A OSBPL7 EX21 missense NM_145798.2 NP_665741.1 c.2254C>T p.R752W | p.Arg752Trp ACCxTTT - 114881 40 0 0% 34 7 17% NA. NA.

CC-H048 chr17 46670782 G A HOXB5 EX1 missense NM_002147.3 NP_002138.1 c.263C>T p.A88V | p.Ala88Val GCCxCTT - 3215 60 0 0% 49 15 23.40% NA. NA.

CC-H048 chr17 48742598 G A ABCC3 EX11 missense NM_003786.3 NP_003777.2 c.1423G>A p.A475T | p.Ala475Thr CGCxCCT + 8714 31 0 0% 36 11 23.40% NA. NA.

CC-H048 chr17 58506739 C T C17orf64 EX5 missense NM_181707.2 NP_859058.2 c.446C>T p.S149L | p.Ser149Leu CCTxGGA + 124773 51 0 0% 32 15 31.90% NA. NA.

CC-H048 chr17 61784744 C A STRADA EX9 missense NM_001003787.2 NP_001003787.1 c.616G>T p.D206Y | p.Asp206Tyr CATxCAC - 92335 57 1 1.70% 52 14 21.20% NA. NA.



CC-H048 chr17 65104674 G A HELZ EX30 missense NM_014877.3 NP_055692.2 c.4658C>T p.P1553L | p.Pro1553Leu GGCxGCT - 9931 59 0 0% 44 10 18.50% NA. NA.

CC-H048 chr17 68171194 G A KCNJ2 EX2E missense NM_000891.2 NP_000882.1 c.14G>A p.R5Q | p.Arg5Gln TGCxAAC + 3759 36 0 0% 29 5 14.70% NA. NA.

CC-H048 chr17 72306298 C G DNAI2 EX11 missense NM_023036.4 NP_075462.3 c.1490C>G p.S497C | p.Ser497Cys CCTxTTC + 64446 56 0 0% 28 19 40.40% NA. NA.

CC-H048 chr17 72343938 G A KIF19 EX9 missense NM_153209.3 NP_694941.2 c.947G>A p.R316H | p.Arg316His GCCxCAC + 124602 88 0 0% 84 11 11.50% NA. NA.

CC-H048 chr17 73667929 G A SAP30BP EX3 missense NM_013260.6 NP_037392.1 c.250G>A p.A84T | p.Ala84Thr GAGxCTG + 29115 123 0 0% 88 27 23.40% NA. NA.

CC-H048 chr17 76109279 C T TMC6 EX20E missense NM_007267.6 NP_009198.4 c.2368G>A p.E790K | p.Glu790Lys CCTxGGT - 11322 134 0 0% 99 38 27.70% NA. NA.

CC-H048 chr17 76698657 G A CYTH1 EX4 missense NM_004762.2 NP_004753.1 c.200C>T p.A67V | p.Ala67Val ATGxCTA - 9267 76 0 0% 54 12 18.10% NA. NA.

CC-H048 chr17 79866754 C A PCYT2 EX3 missense NM_001184917.1 NP_001171846.1 c.338G>T p.G113V | p.Gly113Val CTGxCGT - 5833 44 1 2.20% 31 8 20.50% NA. NA.

CC-H048 chr17 80195181 G A SLC16A3 EX4 missense NM_001206950.1 NP_001193879.1 c.535G>A p.G179S | p.Gly179Ser GGCxGCT + 9123 27 0 0% 20 6 23% NA. NA.

CC-H048 chr18 6943349 G A LAMA1 EX62 missense NM_005559.3 NP_005550.2 c.8897C>T p.P2966L | p.Pro2966Leu TTGxGCT - 284217 113 0 0% 57 39 40.60% NA. NA.

CC-H048 chr18 11867195 G T GNAL EX8 nonsense NM_182978.3 NP_892023.1 c.880G>T p.E294* | p.Glu294* GATxAGA + 2774 78 0 0% 98 18 15.50% NA. NA.

CC-H048 chr18 12496079 C T SPIRE1 EX7 missense NM_001128626.1 NP_001122098.1 c.995G>A p.R332Q | p.Arg332Gln AACxGAG - 56907 85 0 0% 46 10 17.80% NA. NA.

CC-H048 chr18 28979265 C T DSG4 EX9 nonsense NM_177986.3 NP_817123.1 c.1036C>T p.Q346* | p.Gln346* ATTxAGC + 147409 113 0 0% 64 24 27.20% NA. NA.

CC-H048 chr18 29693747 A T RNF138 EX4 nonsense NM_016271.4 NP_057355.2 c.316A>T p.K106* | p.Lys106* TGTxAGA + 51444 55 0 0% 37 11 22.90% NA. NA.

CC-H048 chr18 39595493 C T PIK3C3 EX12 missense NM_002647.2 NP_002638.2 c.1379C>T p.S460L | p.Ser460Leu CATxAAA + 5289 137 0 0% 82 14 14.50% NA. NA.

CC-H048 chr18 44013287 G A RNF165 EX2 missense NM_152470.2 NP_689683.2 c.196G>A p.A66T | p.Ala66Thr AGCxCCC + 494470 50 0 0% 58 12 17.10% NA. NA.

CC-H048 chr18 47563270 C A MYO5B EX4 missense NM_001080467.2 NP_001073936.1 c.405G>T p.M135I | p.Met135Ile GTCxATG - 4645 63 0 0% 63 15 19.20% NA. NA.

CC-H048 chr18 47809229 G A CXXC1 EX14 missense NM_001101654.1 NP_001095124.1 c.1831C>T p.R611C | p.Arg611Cys CACxCAC - 30827 69 0 0% 50 20 28.50% NA. NA.

CC-H048 chr18 48255598 C T MAPK4 EX6E missense NM_002747.3 NP_002738.2 c.1138C>T p.R380C | p.Arg380Cys CAGxGCG + 5596 28 0 0% 38 20 34.40% NA. NA.

CC-H048 chr18 56651363 G A ZNF532 EX11E missense NM_018181.4 NP_060651.2 c.3571G>A p.E1191K | p.Glu1191Lys CACxAAC + 55205 103 0 0% 121 21 14.70% NA. NA.

CC-H048 chr18 72999415 G C TSHZ1 EX2E missense NM_005786.5 NP_005777.3 c.1918G>C p.E640Q | p.Glu640Gln GAGxAAG + 10194 47 0 0% 50 9 15.20% NA. NA.

CC-H048 chr19 803565 G A PTBP1 EX3 missense NM_002819.4 NP_002810.1 c.44G>A p.G15E | p.Gly15Glu GGGxATC + 5725 34 0 0% 40 7 14.80% NA. NA.

CC-H048 chr19 1506618 C T ADAMTSL5 EX11 missense NM_213604.2 NP_998769.2 c.1085G>A p.R362Q | p.Arg362Gln AGTxGGT - 339366 46 0 0% 72 16 18.10% NA. NA.

CC-H048 chr19 3119308 G T GNA11 EX6 missense NM_002067.2 NP_002058.2 c.840G>T p.E280D | p.Glu280Asp GGAxGAC + 2767 68 1 1.40% 57 10 14.90% NA. NA.

CC-H048 chr19 4054744 A C ZBTB7A EX2 missense NM_015898.2 NP_056982.1 c.487T>G p.F163V | p.Phe163Val AGAxCTC - 51341 121 1 0.80% 137 35 20.30% NA. NA.

CC-H048 chr19 4511544 C T PLIN4 EX3 missense NM_001080400.1 NP_001073869.1 c.2386G>A p.A796T | p.Ala796Thr TGGxCAC - 729359 107 0 0% 74 11 12.90% NA. NA.

CC-H048 chr19 5776317 C T CATSPERD EX21 missense NM_152784.3 NP_689997.3 c.2087C>T p.P696L | p.Pro696Leu ATCxGTA + 257062 73 0 0% 73 13 15.10% NA. NA.

CC-H048 chr19 5785401 G A DUS3L EX12 missense NM_020175.2 NP_064560.2 c.1873C>T p.R625C | p.Arg625Cys TGCxGAT - 56931 61 0 0% 75 22 22.60% NA. NA.

CC-H048 chr19 5785737 G A DUS3L EX11 missense NM_020175.2 NP_064560.2 c.1628C>T p.S543L | p.Ser543Leu GACxACG - 56931 31 0 0% 51 11 17.70% NA. NA.

CC-H048 chr19 7975375 G A MAP2K7 EX5 missense NM_145185.2 NP_660186.1 c.485G>A p.R162H | p.Arg162His AGCxCAT + 5609 43 0 0% 65 12 15.50% NA. NA.

CC-H048 chr19 8130833 C G FBN3 EX63E missense NM_032447.3 NP_115823.3 c.8400G>C p.L2800F | p.Leu2800Phe CCTxAAG - 84467 36 0 0% 37 13 26% NA. NA.

CC-H048 chr19 8168532 G T FBN3 EX38 missense NM_032447.3 NP_115823.3 c.4853C>A p.P1618H | p.Pro1618His CCAxGGC - 84467 114 0 0% 115 20 14.80% NA. NA.

CC-H048 chr19 8210774 G A FBN3 EX4 missense NM_032447.3 NP_115823.3 c.398C>T p.A133V | p.Ala133Val GACxCCC - 84467 36 0 0% 37 7 15.90% NA. NA.

CC-H048 chr19 9087311 A G MUC16 EX1 missense NM_024690.2 NP_078966.2 c.4504T>C p.S1502P | p.Ser1502Pro CTGxCTT - 94025 45 0 0% 25 5 16.60% NA. NA.

CC-H048 chr19 9237505 C A OR7G3 EX1E missense NM_001001958.1 NP_001001958.1 c.122G>T p.G41V | p.Gly41Val TTCxCCA - 390883 107 1 0.90% 128 11 7.90% NA. NA.

CC-H048 chr19 9639299 T G ZNF426 EX8E missense NM_024106.1 NP_077011.1 c.1422A>C p.K474N | p.Lys474Asn GGGxTTT - 79088 75 0 0% 70 11 13.50% NA. NA.

CC-H048 chr19 10205436 A G ANGPTL6 EX3 missense NM_031917.2 NP_114123.2 c.761T>C p.V254A | p.Val254Ala CCCxCAG - 83854 31 0 0% 25 17 40.40% NA. NA.

CC-H048 chr19 10506198 C T CDC37 EX3 missense NM_007065.3 NP_008996.1 c.400G>A p.E134K | p.Glu134Lys TCTxGGG - 11140 37 0 0% 35 7 16.60% NA. NA.

CC-H048 chr19 12126311 T G ZNF433 EX4E missense NM_001080411.1 NP_001073880.1 c.1371A>C p.K457N | p.Lys457Asn TGGxTTT - 163059 123 1 0.80% 84 30 26.30% NA. NA.

CC-H048 chr19 12817057 C T TNPO2 EX14 missense NM_001136196.1 NP_001129668.1 c.1621G>A p.A541T | p.Ala541Thr TGGxGTC - 30000 82 0 0% 107 19 15% NA. NA.

CC-H048 chr19 12984143 A C MAST1 EX25 missense NM_014975.2 NP_055790.1 c.3269A>C p.K1090T | p.Lys1090Thr AGAxGCG + 22983 64 0 0% 53 15 22% NA. NA.

CC-H048 chr19 15538257 C T WIZ EX4 missense NM_021241.2 NP_067064.2 c.617G>A p.R206H | p.Arg206His GAGxGCG - 58525 92 0 0% 105 6 5.40% NA. NA.

CC-H048 chr19 15726621 G A CYP4F8 EX2 missense NM_007253.3 NP_009184.1 c.194G>A p.G65D | p.Gly65Asp TGGxCCT + 11283 93 0 0% 97 20 17% NA. NA.

CC-H048 chr19 16918802 C T NWD1 EX18 missense NM_001007525.3 NP_001007526.3 c.4142C>T p.A1381V | p.Ala1381Val AAGxGTT + 284434 53 0 0% 70 15 17.60% NA. NA.

CC-H048 chr19 16989037 C T SIN3B EX19 missense NM_015260.2 NP_056075.1 c.3094C>T p.R1032W | p.Arg1032Trp GCGxGGG + 23309 64 0 0% 75 28 27.10% NA. NA.

CC-H048 chr19 16989074 G T SIN3B EX19 missense NM_015260.2 NP_056075.1 c.3131G>T p.R1044L | p.Arg1044Leu AGCxGCT + 23309 53 0 0% 78 10 11.30% NA. NA.

CC-H048 chr19 17844127 C T MAP1S EX6 missense NM_018174.4 NP_060644.4 c.2914C>T p.R972C | p.Arg972Cys GTGxGCG + 55201 101 0 0% 103 69 40.10% NA. NA.

CC-H048 chr19 18121381 C T ARRDC2 EX7 missense NM_015683.1 NP_056498.1 c.1013C>T p.A338V | p.Ala338Val CAGxTCC + 27106 72 0 0% 50 18 26.40% NA. NA.

CC-H048 chr19 18376864 G A KIAA1683 EX3 missense NM_001145304.1 NP_001138776.1 c.1486C>T p.R496C | p.Arg496Cys GGCxGGT - 80726 40 0 0% 73 20 21.50% NA. NA.

CC-H048 chr19 18707791 G A CRLF1 EX5 missense NM_004750.4 NP_004741.1 c.766C>T p.R256C | p.Arg256Cys AGCxCAC - 9244 63 0 0% 74 14 15.90% NA. NA.

CC-H048 chr19 19337369 G C NCAN EX7 missense NM_004386.2 NP_004377.2 c.1147G>C p.E383Q | p.Glu383Gln GCAxAGG + 1463 59 0 0% 37 27 42.10% NA. NA.

CC-H048 chr19 19349067 G A NCAN EX11 missense NM_004386.2 NP_004377.2 c.3256G>A p.E1086K | p.Glu1086Lys ACCxAGG + 1463 123 0 0% 149 59 28.30% NA. NA.

CC-H048 chr19 19770714 C T ATP13A1 EX2 missense NM_020410.2 NP_065143.2 c.479G>A p.R160H | p.Arg160His TTGxGGT - 57130 36 0 0% 53 9 14.50% NA. NA.

CC-H048 chr19 21476383 T A ZNF708 EX4E missense NM_021269.2 NP_067092.2 c.1385A>T p.N462I | p.Asn462Ile AAAxTTG - 7562 75 0 0% 37 10 21.20% NA. NA.

CC-H048 chr19 33268077 G A TDRD12 EX11 missense NM_001110822.1 NP_001104292.1 c.1063G>A p.E355K | p.Glu355Lys AATxAGA + 91646 102 0 0% 90 20 18.10% NA. NA.

CC-H048 chr19 35524610 G A SCN1B EX3 missense NM_001037.4 NP_001028.1 c.415G>A p.V139I | p.Val139Ile GTCxTCA + 6324 59 0 0% 60 10 14.20% NA. NA.

CC-H048 chr19 37314260 T G ZNF790 EX4 missense NM_001242802.1 NP_001229731.1 c.156A>C p.E52D | p.Glu52Asp CGCxTCT - 388536 60 0 0% 44 10 18.50% NA. NA.

CC-H048 chr19 38380865 T C WDR87 EX6E missense NM_031951.3 NP_114157.3 c.3329A>G p.Q1110R | p.Gln1110Arg ATCxGTT - 83889 56 0 0% 55 9 14% NA. NA.

CC-H048 chr19 39212255 G A ACTN4 EX12 missense NM_004924.4 NP_004915.2 c.1369G>A p.E457K | p.Glu457Lys CACxAGG + 81 79 0 0% 75 8 9.60% NA. NA.

CC-H048 chr19 39590942 C A PAPL EX5 missense NM_001004318.2 NP_001004318.2 c.581C>A p.A194D | p.Ala194Asp TGGxTGC + 390928 39 0 0% 45 16 26.20% NA. NA.

CC-H048 chr19 39860423 C A SAMD4B EX6 missense NM_018028.2 NP_060498.2 c.325C>A p.L109M | p.Leu109Met GTGxTGG + 55095 45 1 2.10% 58 19 24.60% NA. NA.

CC-H048 chr19 39868230 G A SAMD4B EX10 missense NM_018028.2 NP_060498.2 c.1210G>A p.A404T | p.Ala404Thr GCCxCCA + 55095 61 1 1.60% 57 9 13.60% NA. NA.

CC-H048 chr19 39868411 C A SAMD4B EX10 missense NM_018028.2 NP_060498.2 c.1391C>A p.A464D | p.Ala464Asp CGGxTCC + 55095 53 0 0% 48 29 37.60% NA. NA.

CC-H048 chr19 41596319 C G CYP2A13 EX4 missense NM_000766.4 NP_000757.2 c.504C>G p.I168M | p.Ile168Met TATxGAT + 1553 124 0 0% 118 25 17.40% NA. NA.

CC-H048 chr19 41928230 G A BCKDHA EX6 missense NM_000709.3 NP_000700.1 c.808G>A p.A270T | p.Ala270Thr TACxCCA + 593 95 0 0% 109 11 9.10% NA. NA.

CC-H048 chr19 41928551 T C BCKDHA EX7 missense NM_000709.3 NP_000700.1 c.871T>C p.Y291H | p.Tyr291His GGGxATG + 593 28 0 0% 41 5 10.80% NA. NA.

CC-H048 chr19 44008219 C T PHLDB3 EX2 missense NM_198850.3 NP_942147.3 c.52G>A p.E18K | p.Glu18Lys ATTxCGG - 653583 58 0 0% 84 17 16.80% NA. NA.

CC-H048 chr19 44116689 C T SRRM5 EX1E missense NM_001145641.1 NP_001139113.1 c.416C>T p.A139V | p.Ala139Val GGGxCAG + 100170229 79 0 0% 95 10 9.50% NA. NA.

CC-H048 chr19 44660735 C T ZNF234 EX6E missense NM_006630.2 NP_006621.1 c.566C>T p.S189L | p.Ser189Leu TCTxAGC + 10780 146 1 0.60% 135 30 18.10% NA. NA.

CC-H048 chr19 45488497 G A CLPTM1 EX6 missense NM_001294.2 NP_001285.1 c.608G>A p.R203K | p.Arg203Lys GCAxACG + 1209 62 0 0% 76 12 13.60% NA. NA.

CC-H048 chr19 46333443 G A SYMPK EX13 missense NM_004819.2 NP_004810.2 c.1618C>T p.R540C | p.Arg540Cys TGCxCCC - 8189 111 0 0% 134 23 14.60% NA. NA.

CC-H048 chr19 47876065 C T DHX34 EX8 missense NM_014681.5 NP_055496.2 c.1847C>T p.S616L | p.Ser616Leu AGTxGCC + 9704 55 0 0% 60 36 37.50% NA. NA.

CC-H048 chr19 49254126 C T FUT1 EX4E missense NM_000148.3 NP_000139.1 c.413G>A p.R138H | p.Arg138His GTGxGGC - 2523 97 0 0% 83 23 21.60% NA. NA.

CC-H048 chr19 49793916 C T SLC6A16 EX11 missense NM_014037.2 NP_054756.2 c.1887G>A p.M629I | p.Met629Ile CATxATG - 28968 60 0 0% 53 28 34.50% NA. NA.

CC-H048 chr19 50338288 G A MED25 EX14 missense NM_030973.3 NP_112235.2 c.1528G>A p.V510M | p.Val510Met CGCxTGC + 81857 70 0 0% 76 18 19.10% NA. NA.

CC-H048 chr19 51323553 C A KLK1 EX3 missense NM_002257.2 NP_002248.1 c.353G>T p.S118I | p.Ser118Ile TGGxTGT - 3816 38 0 0% 44 12 21.40% NA. NA.

CC-H048 chr19 51890556 C A LIM2 EX2 missense NM_030657.3 NP_085915.2 c.142G>T p.G48C | p.Gly48Cys TGCxCAG - 3982 56 0 0% 51 15 22.70% NA. NA.

CC-H048 chr19 53304457 G C ZNF28 EX4E missense NM_006969.3 NP_008900.3 c.641C>G p.S214C | p.Ser214Cys AAAxATT - 7576 121 0 0% 102 14 12% NA. NA.

CC-H048 chr19 53911979 A G ZNF765 EX4E missense NM_001040185.1 NP_001035275.1 c.1171A>G p.T391A | p.Thr391Ala AAGxCCT + 91661 172 0 0% 130 51 28.10% NA. NA.

CC-H048 chr19 55710187 G A PTPRH EX8 missense NM_002842.3 NP_002833.3 c.1514C>T p.S505F | p.Ser505Phe TAGxAAG - 5794 57 0 0% 77 44 36.30% NA. NA.

CC-H048 chr19 55715273 G A PTPRH EX5 nonsense NM_002842.3 NP_002833.3 c.763C>T p.R255* | p.Arg255* TTCxAGT - 5794 87 0 0% 93 17 15.40% NA. NA.

CC-H048 chr19 56103914 C T FIZ1 EX3E missense NM_032836.2 NP_116225.2 c.1393G>A p.G465S | p.Gly465Ser TGCxGTG - 84922 17 0 0% 15 13 46.40% NA. NA.

CC-H048 chr19 57327144 C T PEG3 EX10E missense NM_006210.2 NP_006201.1 c.2666G>A p.R889H | p.Arg889His TTGxGAT - 5178 60 0 0% 58 7 10.70% NA. NA.

CC-H048 chr19 57802487 T C ZNF460 EX3E missense NM_006635.3 NP_006626.3 c.578T>C p.V193A | p.Val193Ala GTGxGAA + 10794 52 0 0% 62 7 10.10% NA. NA.

CC-H048 chr19 58117105 C G ZNF530 EX3E missense NM_020880.3 NP_065931.3 c.212C>G p.S71C | p.Ser71Cys TTTxTGT + 348327 40 0 0% 54 9 14.20% NA. NA.

CC-H048 chr19 58850178 C T ZSCAN22 EX3E missense NM_181846.2 NP_862829.1 c.962C>T p.A321V | p.Ala321Val GGGxGAA + 342945 40 0 0% 36 23 38.90% NA. NA.

CC-H048 chr19 58983123 G A ZNF324 EX4E missense NM_014347.2 NP_055162.1 c.1264G>A p.E422K | p.Glu422Lys GGCxAGA + 25799 58 0 0% 65 13 16.60% NA. NA.

CC-H048 chr20 168589 C T DEFB128 EX2E missense NM_001037732.1 NP_001032821.1 c.220G>A p.E74K | p.Glu74Lys TCTxACC - 245939 88 0 0% 51 9 15% NA. NA.

CC-H048 chr20 3025459 C T GNRH2 EX3 nonsense NM_001501.1 NP_001492.1 c.289C>T p.R97* | p.Arg97* AAGxGAC + 2797 59 0 0% 55 26 32% NA. NA.

CC-H048 chr20 3181005 G A DDRGK1 EX3 nonsense NM_023935.1 NP_076424.1 c.391C>T p.R131* | p.Arg131* TTCxCGC - 65992 41 0 0% 60 5 7.60% NA. NA.

CC-H048 chr20 4866514 G T SLC23A2 EX7 missense NM_005116.5 NP_005107.4 c.524C>A p.P175H | p.Pro175His GCAxGGG - 9962 39 0 0% 50 16 24.20% NA. NA.

CC-H048 chr20 13052913 C T SPTLC3 EX3 missense NM_018327.2 NP_060797.2 c.313C>T p.P105S | p.Pro105Ser GTGxCAC + 55304 100 0 0% 82 14 14.50% NA. NA.

CC-H048 chr20 13868616 C T SEL1L2 EX7 missense NM_001271539.1 NP_001258468.1 c.635G>A p.G212E | p.Gly212Glu CCTxCAG - 80343 53 0 0% 28 17 37.70% NA. NA.

CC-H048 chr20 25273193 G T PYGB EX17 missense NM_002862.3 NP_002853.2 c.2121G>T p.E707D | p.Glu707Asp CGAxAAC + 5834 71 1 1.30% 81 13 13.80% NA. NA.

CC-H048 chr20 32881914 C T AHCY EX3 missense NM_001161766.1 NP_001155238.1 c.184G>A p.A62T | p.Ala62Thr CAGxCGC - 191 36 0 0% 23 19 45.20% NA. NA.

CC-H048 chr20 34268708 C T NFS1 EX7 missense NM_021100.4 NP_066923.3 c.741G>A p.M247I | p.Met247Ile TTTxATG - 9054 88 0 0% 67 18 21.10% NA. NA.

CC-H048 chr20 34807719 G A EPB41L1 EX17 missense NM_177996.2 NP_818932.1 c.2086G>A p.A696T | p.Ala696Thr GGCxCCA + 2036 65 0 0% 77 12 13.40% NA. NA.

CC-H048 chr20 36784354 C T TGM2 EX3 missense NM_004613.2 NP_004604.2 c.328G>A p.A110T | p.Ala110Thr GGGxGTT - 7052 103 0 0% 105 18 14.60% NA. NA.

CC-H048 chr20 37154090 C T RALGAPB EX12 nonsense NM_020336.2 NP_065069.1 c.1831C>T p.R611* | p.Arg611* TTGxGAA + 57148 114 0 0% 56 17 23.20% NA. NA.

CC-H048 chr20 37580346 T C FAM83D EX4E missense NM_030919.2 NP_112181.2 c.1031T>C p.L344P | p.Leu344Pro ACCxCAC + 81610 71 0 0% 61 20 24.60% NA. NA.

CC-H048 chr20 39788273 G A PLCG1 EX2 missense NM_002660.2 NP_002651.2 c.245G>A p.R82H | p.Arg82His TCCxCCC + 5335 46 0 0% 53 14 20.80% NA. NA.

CC-H048 chr20 43726343 C T KCNS1 EX4 missense NM_002251.3 NP_002242.2 c.1070G>A p.R357H | p.Arg357His TGGxGCG - 3787 68 0 0% 86 18 17.30% NA. NA.

CC-H048 chr20 44430041 C A DNTTIP1 EX6 missense NM_052951.2 NP_443183.1 c.442C>A p.R148S | p.Arg148Ser TAGxGTG + 116092 38 0 0% 47 6 11.30% NA. NA.

CC-H048 chr20 45174048 A G OCSTAMP EX2 missense NM_080721.1 NP_542452.1 c.965T>C p.V322A | p.Val322Ala GCTxCAT - 128506 47 0 0% 56 11 16.40% NA. NA.

CC-H048 chr20 49621105 A C KCNG1 EX3E missense NM_002237.3 NP_002228.2 c.1013T>G p.V338G | p.Val338Gly CCCxCCT - 3755 27 0 0% 39 12 23.50% NA. NA.

CC-H048 chr20 54978640 A G CSTF1 EX6E missense NM_001324.2 NP_001315.1 c.1153A>G p.T385A | p.Thr385Ala AGGxCAG + 1477 54 0 0% 65 11 14.40% NA. NA.

CC-H048 chr20 60900398 C T LAMA5 EX41 missense NM_005560.3 NP_005551.3 c.5503G>A p.A1835T | p.Ala1835Thr TGGxGGG - 3911 42 0 0% 49 10 16.90% NA. NA.

CC-H048 chr20 61167831 G A C20orf166 EX4E missense NM_178463.3 NP_848558.1 c.301G>A p.A101T | p.Ala101Thr GATxCCA + 128826 26 0 0% 51 14 21.50% NA. NA.

CC-H048 chr20 61869339 C T BIRC7 EX2 missense NM_139317.1 NP_647478.1 c.434C>T p.A145V | p.Ala145Val ATGxCAA + 79444 90 0 0% 137 26 15.90% NA. NA.

CC-H048 chr20 61910343 A G ARFGAP1 EX7 missense NM_175609.1 NP_783202.1 c.623A>G p.Y208C | p.Tyr208Cys TGTxCTC + 55738 36 0 0% 22 15 40.50% NA. NA.

CC-H048 chr20 62127246 C T EEF1A2 EX3 missense NM_001958.3 NP_001949.1 c.287G>A p.R96H | p.Arg96His TCGxGGT - 1917 54 0 0% 58 6 9.30% NA. NA.

CC-H048 chr20 62333512 G T ARFRP1 EX5 missense NM_001267547.1 NP_001254476.1 c.322C>A p.L108M | p.Leu108Met CCAxCCT - 10139 70 1 1.40% 107 10 8.50% NA. NA.

CC-H048 chr21 10951359 C A TPTE EX10 missense NM_199261.2 NP_954870.2 c.353G>T p.S118I | p.Ser118Ile TTGxTGT - 7179 543 0 0% 400 27 6.30% NA. NA.

CC-H048 chr21 30380289 G A RWDD2B EX4 missense NM_016940.2 NP_058636.1 c.518C>T p.S173L | p.Ser173Leu GGTxAAG - 10069 50 0 0% 32 12 27.20% NA. NA.

CC-H048 chr21 30701962 G A BACH1 EX4 missense NM_001186.2 NP_001177.1 c.1724G>A p.R575H | p.Arg575His GTCxCAA + 571 110 1 0.90% 94 10 9.60% NA. NA.

CC-H048 chr21 32638666 C T TIAM1 EX5 missense NM_003253.2 NP_003244.2 c.623G>A p.C208Y | p.Cys208Tyr TCGxAGT - 7074 44 0 0% 34 7 17% NA. NA.

CC-H048 chr21 44589381 G A CRYAA EX1 missense NM_000394.2 NP_000385.1 c.172G>A p.D58N | p.Asp58Asn CTGxACT + 1409 31 0 0% 34 7 17% NA. NA.

CC-H048 chr22 19956140 G A COMT EX6E missense NM_000754.3 NP_000745.1 c.697G>A p.V233M | p.Val233Met CACxTGC + 1312 41 0 0% 52 9 14.70% NA. NA.

CC-H048 chr22 24159040 G A SMARCB1 EX6 missense NM_003073.3 NP_003064.2 c.712G>A p.A238T | p.Ala238Thr ATCxCCT + 6598 70 0 0% 54 23 29.80% NA. NA.

CC-H048 chr22 24468386 G A CABIN1 EX18 missense NM_001199281.1 NP_001186210.1 c.2558G>A p.R853Q | p.Arg853Gln ACCxGAT + 23523 96 0 0% 91 14 13.30% NA. NA.

CC-H048 chr22 24487547 G A CABIN1 EX24 missense NM_001199281.1 NP_001186210.1 c.3536G>A p.R1179Q | p.Arg1179Gln GCCxGCG + 23523 45 0 0% 46 15 24.50% NA. NA.

CC-H048 chr22 28388603 G A TTC28 EX19 missense NM_001145418.1 NP_001138890.1 c.5525C>T p.S1842F | p.Ser1842Phe TCGxAGG - 23331 81 1 1.20% 76 19 20% NA. NA.

CC-H048 chr22 30688413 C T TBC1D10A EX9E missense NM_001204240.1 NP_001191169.1 c.1499G>A p.R500H | p.Arg500His GAGxGGT - 83874 76 0 0% 90 17 15.80% NA. NA.

CC-H048 chr22 30688559 C A TBC1D10A EX9E missense NM_001204240.1 NP_001191169.1 c.1353G>T p.Q451H | p.Gln451His CAGxTGC - 83874 58 0 0% 61 13 17.50% NA. NA.

CC-H048 chr22 30741038 G A SF3A1 EX4 missense NM_005877.4 NP_005868.1 c.535C>T p.R179C | p.Arg179Cys GGCxCCC - 10291 62 0 0% 58 12 17.10% NA. NA.

CC-H048 chr22 31335977 C T MORC2 EX12 missense NM_014941.1 NP_055756.1 c.770G>A p.R257H | p.Arg257His AGGxGTA - 22880 60 0 0% 54 5 8.40% NA. NA.

CC-H048 chr22 31487423 G A SMTN EX10 missense NM_134269.2 NP_599031.1 c.1414G>A p.A472T | p.Ala472Thr CAGxCCT + 6525 25 0 0% 24 5 17.20% NA. NA.

CC-H048 chr22 32239156 C T DEPDC5 EX28 missense NM_001242896.1 NP_001229825.1 c.2591C>T p.T864M | p.Thr864Met TGAxGCT + 9681 110 0 0% 100 15 13% NA. NA.

CC-H048 chr22 33376685 G A SYN3 EX3 missense NM_001135774.1 NP_001129246.1 c.314C>T p.S105L | p.Ser105Leu TTCxACC - 8224 69 0 0% 52 14 21.20% NA. NA.

CC-H048 chr22 38333782 C T MICALL1 EX15 missense NM_033386.3 NP_203744.1 c.2453C>T p.A818V | p.Ala818Val AAGxCAT + 85377 46 0 0% 54 9 14.20% NA. NA.

CC-H048 chr22 38822957 G A KCNJ4 EX2E missense NM_152868.2 NP_690607.1 c.1181C>T p.A394V | p.Ala394Val GCCxCCG - 3761 68 0 0% 62 22 26.10% NA. NA.

CC-H048 chr22 41077648 G A MCHR1 EX2E missense NM_005297.3 NP_005288.3 c.985G>A p.A329T | p.Ala329Thr ATCxCCA + 2847 34 0 0% 29 16 35.50% NA. NA.

CC-H048 chr22 44277487 C T PNPLA5 EX8 missense NM_138814.3 NP_620169.1 c.1150G>A p.A384T | p.Ala384Thr GGGxCAT - 150379 122 0 0% 149 37 19.80% NA. NA.

CC-H048 chr22 50647044 C T SELO EX3 nonsense NM_031454.1 NP_113642.1 c.838C>T p.R280* | p.Arg280* ATTxGAG + 83642 46 0 0% 51 9 15% NA. NA.

CC-H048 chrX 2945494 G A ARSH EX7 missense NM_001011719.1 NP_001011719.1 c.1177G>A p.G393R | p.Gly393Arg GGCxGAG + 347527 80 0 0% 97 41 29.70% NA. NA.

CC-H048 chrX 9900531 C T SHROOM2 EX6 missense NM_001649.2 NP_001640.1 c.3208C>T p.R1070C | p.Arg1070Cys AAGxGCG + 357 84 0 0% 105 18 14.60% NA. NA.

CC-H048 chrX 10535278 G A MID1 EX2 missense NM_033290.3 NP_150632.1 c.310C>T p.R104W | p.Arg104Trp CCCxCTC - 4281 65 0 0% 79 17 17.70% NA. NA.

CC-H048 chrX 11162186 T A ARHGAP6 EX11 missense NM_013427.2 NP_038286.2 c.2090A>T p.Y697F | p.Tyr697Phe CTGxAAA - 395 100 0 0% 97 27 21.70% NA. NA.

CC-H048 chrX 12939297 C T TLR8 EX2E missense NM_138636.4 NP_619542.1 c.2138C>T p.S713F | p.Ser713Phe CTTxCCT + 51311 47 0 0% 38 8 17.30% NA. NA.

CC-H048 chrX 24906154 G A POLA1 EX35 missense NM_016937.3 NP_058633.2 c.4061G>A p.R1354H | p.Arg1354His GTCxCAA + 5422 89 0 0% 110 15 12% NA. NA.

CC-H048 chrX 27766765 C T DCAF8L2 EX1E missense NM_001136533.1 NP_001130005.1 c.1753C>T p.R585C | p.Arg585Cys CTGxGTC + 347442 72 0 0% 52 19 26.70% NA. NA.

CC-H048 chrX 34148199 G A FAM47A EX1E missense NM_203408.3 NP_981953.2 c.2197C>T p.L733F | p.Leu733Phe AAAxATC - 158724 141 0 0% 141 38 21.20% NA. NA.

CC-H048 chrX 44109525 T C EFHC2 EX5 missense NM_025184.3 NP_079460.2 c.773A>G p.D258G | p.Asp258Gly GTAxCAT - 80258 45 0 0% 57 28 32.90% NA. NA.

CC-H048 chrX 44879968 G C KDM6A EX6 missense NM_021140.2 NP_066963.2 c.557G>C p.S186T | p.Ser186Thr CTAxTTT + 7403 192 0 0% 154 13 7.70% NA. NA.

CC-H048 chrX 46359294 C G ZNF674 EX6E missense NM_001039891.2 NP_001034980.1 c.1730G>C p.G577A | p.Gly577Ala TCTxCTG - 641339 109 0 0% 101 17 14.40% NA. NA.

CC-H048 chrX 48826543 C T KCND1 EX1 missense NM_004979.4 NP_004970.3 c.136G>A p.V46M | p.Val46Met TCAxGTT - 3750 59 0 0% 66 15 18.50% NA. NA.

CC-H048 chrX 50125516 C T DGKK EX18 missense NM_001013742.2 NP_001013764.1 c.2635G>A p.D879N | p.Asp879Asn CATxTCT - 139189 95 0 0% 88 18 16.90% NA. NA.

CC-H048 chrX 50125521 C T DGKK EX18 missense NM_001013742.2 NP_001013764.1 c.2630G>A p.R877K | p.Arg877Lys CTTxTGG - 139189 96 0 0% 89 19 17.50% NA. NA.

CC-H048 chrX 50127814 C T DGKK EX16 missense NM_001013742.2 NP_001013764.1 c.2356G>A p.E786K | p.Glu786Lys CCTxATC - 139189 88 0 0% 85 28 24.70% NA. NA.

CC-H048 chrX 53247076 T C KDM5C EX4 missense NM_004187.3 NP_004178.2 c.424A>G p.N142D | p.Asn142Asp AGTxGAG - 8242 118 0 0% 107 27 20.10% NA. NA.

CC-H048 chrX 54949162 C A TRO EX3 missense NM_001039705.2 NP_001034794.1 c.197C>A p.P66H | p.Pro66His GGCxTAA + 7216 152 0 0% 209 29 12.10% NA. NA.

CC-H048 chrX 55050240 T C ALAS2 EX4 missense NM_000032.4 NP_000023.2 c.365A>G p.Q122R | p.Gln122Arg TCCxGCT - 212 59 0 0% 56 7 11.10% NA. NA.

CC-H048 chrX 63444343 G A ASB12 EX3E missense NM_130388.3 NP_569059.3 c.829C>T p.P277S | p.Pro277Ser GTGxAGT - 142689 77 0 0% 82 11 11.80% NA. NA.

CC-H048 chrX 64754455 G T LAS1L EX1 missense NM_031206.4 NP_112483.1 c.141C>A p.S47R | p.Ser47Arg CCTxCTG - 81887 87 0 0% 62 19 23.40% NA. NA.

CC-H048 chrX 69509181 C T PDZD11 EX2 missense NM_016484.4 NP_057568.1 c.11G>A p.R4Q | p.Arg4Gln ATCxGGC - 51248 95 0 0% 74 27 26.70% NA. NA.

CC-H048 chrX 70387053 G A NLGN3 EX6 missense NM_018977.3 NP_061850.2 c.1046G>A p.R349H | p.Arg349His CCCxCTA + 54413 44 0 0% 41 5 10.80% NA. NA.

CC-H048 chrX 70524857 C T ITGB1BP2 EX11E missense NM_012278.1 NP_036410.1 c.859C>T p.R287W | p.Arg287Trp TCTxGGG + 26548 31 0 0% 49 15 23.40% NA. NA.

CC-H048 chrX 70787545 G A OGT EX20 missense NM_181673.2 NP_858059.1 c.2755G>A p.G919R | p.Gly919Arg AATxGGC + 8473 63 0 0% 64 10 13.50% NA. NA.

CC-H048 chrX 71401649 G A PIN4 EX1 missense NM_006223.3 NP_006214.2 c.89G>A p.G30E | p.Gly30Glu AAGxAAA + 5303 139 0 0% 176 25 12.40% NA. NA.

CC-H048 chrX 75004253 G A MAGEE2 EX1E missense NM_138703.4 NP_619648.1 c.634C>T p.P212S | p.Pro212Ser GAGxCTT - 139599 53 0 0% 69 13 15.80% NA. NA.

CC-H048 chrX 75650323 A C MAGEE1 EX1E missense NM_020932.2 NP_065983.1 c.2000A>C p.K667T | p.Lys667Thr TGAxAAT + 57692 71 0 0% 71 8 10.10% NA. NA.

CC-H048 chrX 77245124 G A ATP7A EX4 missense NM_000052.5 NP_000043.3 c.1006G>A p.E336K | p.Glu336Lys ATAxAGG + 538 90 0 0% 69 16 18.80% NA. NA.

CC-H048 chrX 77254022 C T ATP7A EX5 missense NM_000052.5 NP_000043.3 c.1384C>T p.P462S | p.Pro462Ser ATGxCGC + 538 65 0 0% 71 7 8.90% NA. NA.

CC-H048 chrX 77373636 C T PGK1 EX6 missense NM_000291.3 NP_000282.1 c.610C>T p.P204S | p.Pro204Ser AGCxCAG + 5230 83 0 0% 94 33 25.90% NA. NA.

CC-H048 chrX 79286567 G A TBX22 EX9E missense NM_001109878.1 NP_001103348.1 c.1520G>A p.C507Y | p.Cys507Tyr AATxTAA + 50945 64 0 0% 42 6 12.50% NA. NA.

CC-H048 chrX 79999746 C T BRWD3 EX8 missense NM_153252.4 NP_694984.4 c.598G>A p.D200N | p.Asp200Asn CATxTGA - 254065 272 0 0% 246 25 9.20% NA. NA.

CC-H048 chrX 84510336 G T ZNF711 EX4 missense NM_021998.4 NP_068838.3 c.151G>T p.V51F | p.Val51Phe TTAxTTT + 7552 58 0 0% 49 14 22.20% NA. NA.

CC-H048 chrX 86773222 C T KLHL4 EX1 missense NM_019117.4 NP_061990.2 c.326C>T p.S109L | p.Ser109Leu AATxAGT + 56062 127 0 0% 82 18 18% NA. NA.

CC-H048 chrX 100183005 G A XKRX EX1 missense NM_212559.2 NP_997724.2 c.289C>T p.P97S | p.Pro97Ser GCGxTTT - 402415 156 0 0% 118 29 19.70% NA. NA.

CC-H048 chrX 103267806 G A H2BFWT EX1 missense NM_001002916.3 NP_001002916.2 c.427C>T p.R143C | p.Arg143Cys GGCxCAC - 158983 72 0 0% 103 8 7.20% NA. NA.

CC-H048 chrX 103499121 G A ESX1 EX2 missense NM_153448.3 NP_703149.1 c.220C>T p.R74C | p.Arg74Cys CACxGTC - 80712 33 0 0% 22 12 35.20% NA. NA.

CC-H048 chrX 104961452 G A IL1RAPL2 EX7 missense NM_017416.1 NP_059112.1 c.865G>A p.E289K | p.Glu289Lys ATTxAAG + 26280 116 0 0% 87 29 25% NA. NA.

CC-H048 chrX 105193651 G A NRK EX27 missense NM_198465.2 NP_940867.2 c.4438G>A p.A1480T | p.Ala1480Thr GAAxCCC + 203447 185 0 0% 140 20 12.50% NA. NA.

CC-H048 chrX 106845719 G A FRMPD3 EX18E missense XM_042978.7 XP_042978.6 c.4684G>A p.E1562K | p.Glu1562Lys GACxAGG + 84443 56 0 0% 51 26 33.70% NA. NA.

CC-H048 chrX 107310335 A C VSIG1 EX3 missense NM_182607.4 NP_872413.1 c.383A>C p.N128T | p.Asn128Thr AAAxCCA + 340547 105 0 0% 100 17 14.50% NA. NA.

CC-H048 chrX 122799518 C T THOC2 EX12 missense NM_001081550.1 NP_001075019.1 c.1361G>A p.R454H | p.Arg454His ATGxGCA - 57187 105 0 0% 113 12 9.60% NA. NA.

CC-H048 chrX 123838861 A G TENM1 IVS5 splice-5 NM_014253.3 NP_055068.2 c.1015+2T>C . CTTxCCA - 10178 64 0 0% 82 14 14.50% NA. NA.

CC-H048 chrX 125685991 C T DCAF12L1 EX1 missense NM_178470.4 NP_848565.2 c.601G>A p.A201T | p.Ala201Thr AGGxGAC - 139170 123 1 0.80% 154 32 17.20% NA. NA.

CC-H048 chrX 132730480 G A GPC3 EX7 missense NM_004484.3 NP_004475.1 c.1561C>T p.R521C | p.Arg521Cys AGCxGAG - 2719 42 0 0% 42 5 10.60% NA. NA.



CC-H048 chrX 134421701 C T ZNF75D EX6E missense NM_007131.3 NP_009062.2 c.901G>A p.E301K | p.Glu301Lys CTTxGCA - 7626 65 0 0% 59 13 18% NA. NA.

CC-H048 chrX 135126864 C T SLC9A6 EX16E missense NM_001042537.1 NP_001036002.1 c.2087C>T p.T696M | p.Thr696Met ATAxGAG + 10479 110 0 0% 103 13 11.20% NA. NA.

CC-H048 chrX 142716463 G A SLITRK4 EX2E missense NM_001184749.1 NP_001171678.1 c.2462C>T p.S821F | p.Ser821Phe GGGxAAC - 139065 140 2 1.40% 102 9 8.10% NA. NA.

CC-H048 chrX 147063010 G A FMR1NB EX1 missense NM_152578.2 NP_689791.1 c.88G>A p.E30K | p.Glu30Lys TATxAGT + 158521 69 0 0% 95 12 11.20% NA. NA.

CC-H048 chrX 148797437 A G MAGEA11 EX5E missense NM_001011544.1 NP_001011544.1 c.204A>G p.I68M | p.Ile68Met GATxTTT + 4110 88 0 0% 72 35 32.70% NA. NA.

CC-H048 chrX 150349067 G A GPR50 EX2E missense NM_004224.3 NP_004215.2 c.1012G>A p.A338T | p.Ala338Thr CGCxCCC + 9248 62 0 0% 86 12 12.20% NA. NA.

CC-H048 chrX 153220155 C T HCFC1 EX17 missense NM_005334.2 NP_005325.2 c.3695G>A p.R1232H | p.Arg1232His TGGxGCC - 3054 12 0 0% 7 5 41.60% NA. NA.

CC-H048 chrX 153539581 G A TKTL1 EX5 missense NM_012253.3 NP_036385.3 c.662G>A p.G221D | p.Gly221Asp GGGxCAC + 8277 60 0 0% 63 10 13.60% NA. NA.

CC-H048 chrX 153628188 A C RPL10 EX5 missense NM_006013.3 NP_006004.2 c.235A>C p.S79R | p.Ser79Arg AAAxGTT + 6134 113 0 0% 109 12 9.90% NA. NA.

CC-H048 chrX 153628193 T G RPL10 EX5 missense NM_006013.3 NP_006004.2 c.240T>G p.C80W | p.Cys80Trp TTGxGGC + 6134 110 0 0% 95 30 24% NA. NA.

CC-H048 chrX 153660622 A G ATP6AP1 EX4 missense NM_001183.4 NP_001174.2 c.374A>G p.D125G | p.Asp125Gly TGGxCCT + 537 75 0 0% 97 12 11% NA. NA.

CC-H048 chr1 12918995 T -C PRAMEF2 EX2 frameshift NM_023014.1 NP_075390.1 c.132delC p.F44Lfs*9 | p.Phe44Leufs*9 TT.AG + 65122 269 0 0% 268 24 8.22% NA. NA.

CC-H048 chr1 22199879 T +G HSPG2 EX30 frameshift NM_005529.5 NP_005520.4c.3780C[2>3] (std: c.3781dupC alt: c.3781_3782insC )p.Q1261Pfs*18 | p.Gln1261Profs*18CT.GG - 3339 127 0 0% 146 8 5.19% NA. NA.

CC-H048 chr1 207195977 C -CTT C1orf116 EX4E cds-del NM_023938.5 NP_076427.2 c.1129_1131delAAGp.K377del | p.Lys377del TC.GG - 79098 26 0 0% 18 14 43.75% NA. NA.

CC-H048 chr1 226567323 C +T PARP1 EX11 frameshift NM_001618.3 NP_001609.2c.1559A[4>5] (std: c.1562dupA alt: c.1562_1563insA )p.R522Efs*7 | p.Arg522Glufs*7 TC.TT - 142 44 0 0% 50 8 13.79% NA. NA.

CC-H048 chr2 128747228 C -CT SAP130 EX13 frameshift NM_001145928.1 NP_001139400.1 c.1766_1767delAGp.Q589Rfs*26 | p.Gln589Argfs*26CC.GT - 79595 61 0 0% 72 22 23.40% NA. NA.

CC-H048 chr2 183616906 C -TG DNAJC10 EX16 frameshift NM_018981.1 NP_061854.1 c.1544_1545delGT p.C515* | p.Cys515* TC.TA + 54431 62 0 0% 37 14 27.45% NA. NA.

CC-H048 chr2 217297445 G -C SMARCAL1 EX8 frameshift NM_014140.3 NP_054859.2c.1340C[2>1] (std: c.1340C[1] alt: c.1341delC )p.I448* | p.Ile448* TG.CA + 50485 38 0 0% 47 7 12.96% NA. NA.

CC-H048 chr5 82834190 A -CTC VCAN EX8 cds-del NM_004385.4 NP_004376.2 c.5371_5373delCCTp.P1791del | p.Pro1791del TA.CT + 1462 65 0 0% 73 10 12.05% NA. NA.

CC-H048 chr7 41739683 T +C INHBA EX2 frameshift NM_002192.2 NP_002183.1c.286G[4>5] (std: c.289dupG alt: c.289_290insG )p.E97Gfs*10 | p.Glu97Glyfs*10 CT.CC - 3624 60 0 0% 73 11 13.10% NA. NA.

CC-H048 chr9 133279236 T +G HMCN2 EX55 frameshift XM_001726942.3 XP_001726994.1c.8235G[4>5] (std: c.8238dupG alt: c.8238_8239insG )p.K2747Efs*38 | p.Lys2747Glufs*38AT.GG + 256158 88 0 0% 97 31 24.22% NA. NA.

CC-H048 chr9 134350690 T -G PRRC2B EX15 frameshift NM_013318.3 NP_037450.2c.3175G[4>3] (std: c.3175G[3] alt: c.3178delG )p.V1060Sfs*110 | p.Val1060Serfs*110TT.GG + 84726 37 0 0% 39 6 13.33% NA. NA.

CC-H048 chr9 135939882 T -C CEL EX2 frameshift NM_001807.3 NP_001798.2c.168C[4>3] (std: c.168C[3] alt: c.171delC )p.F58Sfs*21 | p.Phe58Serfs*21 AT.CC + 1056 63 0 0% 87 16 15.53% NA. NA.

CC-H048 chr11 1018493 T -G MUC6 EX31 frameshift NM_005961.2 NP_005952.2c.4304C[4>3] (std: c.4304C[3] alt: c.4307delC )p.P1436Hfs*20 | p.Pro1436Hisfs*20AT.GG - 4588 137 0 0% 88 13 12.87% NA. NA.

CC-H048 chr11 71249184 G -C KRTAP5-8 EX1E frameshift NM_021046.2 NP_066384.2 c.84delC p.C29Vfs*186 | p.Cys29Valfs*186TG.TG + 57830 172 0 0% 158 9 5.39% NA. NA.

CC-H048 chr12 124979745 C -G NCOR2 EX3 frameshift NM_006312.5 NP_006303.4c.49C[4>3] (std: c.49C[3] alt: c.52delC )p.R18Afs*93 | p.Arg18Alafs*93 GC.GG - 9612 81 0 0% 127 22 14.77% NA. NA.

CC-H048 chr13 25268591 A +T ATP12A EX11 frameshift NM_001185085.1 NP_001172014.1c.1406T[2>3] (std: c.1407dupT alt: c.1407_1408insT )p.G470Wfs*18 | p.Gly470Trpfs*18GA.TT + 479 69 0 0% 52 5 8.77% NA. NA.

CC-H048 chr13 39343879 G -A FREM2 EX4 frameshift NM_207361.4 NP_997244.3 c.5576delAp.E1859Gfs*52 | p.Glu1859Glyfs*52AG.GC + 341640 57 0 0% 42 6 12.50% NA. NA.

CC-H048 chr14 24710024 T -GAG TINF2 EX6 cds-del NM_001099274.1 NP_001092744.1c.656CTC[2>1] (std: c.656CTC[1] alt: c.659_661delCTC )p.P219[2>1] (std: p.P219[1] alt: p.P220del ) | p.Pro219[2>1] (std: p.Pro219[1] alt: p.Pro220del )CT.GA - 26277 19 0 0% 14 7 33.33% NA. NA.

CC-H048 chr14 51228550 A -TGT NIN EX16 cds-del NM_020921.3 NP_065972.3c.1848ACA[2>1] (std: c.1848ACA[1] alt: c.1851_1853delACA )p.Q617del | p.Gln617del GA.TG - 51199 66 0 0% 72 13 15.29% NA. NA.

CC-H048 chr16 68267280 T -C ESRP2 EX5 frameshift NM_024939.2 NP_079215.2c.602G[3>2] (std: c.602G[2] alt: c.604delG )p.E202Kfs*6 | p.Glu202Lysfs*6 TT.CC - 80004 46 0 0% 65 9 12.16% NA. NA.

CC-H048 chr19 10397800 C -CT ICAM4 EX1 frameshift NM_001544.4 NP_001535.1c.114TC[2>1] (std: c.114TC[1] alt: c.116_117delTC )p.L39Rfs*260 | p.Leu39Argfs*260CC.CT + 3386 27 0 0% 35 10 22.22% NA. NA.

CC-H048 chr19 38946146 C -T RYR1 EX15 frameshift NM_000540.2 NP_000531.2 c.1633delTp.W545Gfs*30 | p.Trp545Glyfs*30AC.GG + 6261 51 0 0% 43 21 32.81% NA. NA.

CC-H048 chr19 39212271 A -C ACTN4 EX12 frameshift NM_004924.4 NP_004915.2c.1386C[2>1] (std: c.1386C[1] alt: c.1387delC )p.L463Wfs*46 | p.Leu463Trpfs*46GA.CT + 81 79 0 0% 76 10 11.63% NA. NA.

CC-H048 chr19 50161482 T +G SCAF1 EX11E frameshift NM_021228.2 NP_067051.2c.3766G[4>5] (std: c.3769dupG alt: c.3769_3770insG )p.E1257Gfs*136 | p.Glu1257Glyfs*136GT.GG + 58506 119 0 0% 113 18 13.74% NA. NA.

CC-H048 chr20 4163281 G -T SMOX EX5 frameshift NM_001270691.1 NP_001257620.1c.1156T[3>2] (std: c.1156T[2] alt: c.1158delT )p.F386Lfs*39 | p.Phe386Leufs*39AG.TT + 54498 42 0 0% 86 8 8.51% NA. NA.

CC-H048 chr20 61867661 C -G BIRC7 EX1 frameshift NM_139317.1 NP_647478.1c.214G[4>3] (std: c.214G[3] alt: c.217delG )p.A73Pfs*27 | p.Ala73Profs*27 CC.GG + 79444 61 0 0% 74 10 11.90% NA. NA.

CC-H049 chr1 22925389 C T EPHA8 EX13 missense NM_020526.3 NP_065387.1 c.2237C>T p.A746V | p.Ala746Val GTGxCGG + 2046 83 0 0% 108 6 5.20% NA. NA.

CC-H049 chr1 145295428 G A NBPF10 EX2 missense NM_001039703.4 NP_001034792.3 c.181G>A p.E61K | p.Glu61Lys TATxAAG + 100132406 418 1 0.20% 170 59 25.70% NA. NA.

CC-H049 chr1 157512910 C G FCRL5 EX6 missense NM_031281.2 NP_112571.2 c.862G>C p.V288L | p.Val288Leu GGAxAGG - 83416 45 0 0% 22 8 26.60% NA. NA.

CC-H049 chr1 233515426 C T KIAA1804 EX9 missense NM_032435.2 NP_115811.2 c.2674C>T p.R892W | p.Arg892Trp AGAxGGA + 84451 43 1 2.20% 35 21 37.50% NA. NA.

CC-H049 chr2 135891443 C T RAB3GAP1 EX15 nonsense NM_001172435.1 NP_001165906.1 c.1339C>T p.Q447* | p.Gln447* AATxAGT + 22930 130 1 0.70% 19 18 48.60% NA. NA.

CC-H049 chr2 168106910 A C XIRP2 EX9 missense NM_152381.5 NP_689594.4 c.9008A>C p.N3003T | p.Asn3003Thr AGAxTAA + 129446 105 1 0.90% 31 46 59.70% NA. NA.

CC-H049 chr5 21755822 C A CDH12 EX14 missense NM_004061.3 NP_004052.2 c.1763G>T p.R588L | p.Arg588Leu ACTxGAA - 1010 124 1 0.80% 36 24 40% NA. NA.

CC-H049 chr6 2785482 G C WRNIP1 EX7E missense NM_020135.2 NP_064520.2 c.1964G>C p.R655T | p.Arg655Thr TGAxGGG + 56897 91 0 0% 59 26 30.50% NA. NA.

CC-H049 chr6 41039346 C G OARD1 EX2 missense NM_145063.2 NP_659500.1 c.28G>C p.E10Q | p.Glu10Gln CTTxTGG - 221443 82 1 1.20% 31 10 24.30% NA. NA.

CC-H049 chr7 87329825 C G RUNDC3B EX4 missense NM_138290.2 NP_612147.1 c.378C>G p.I126M | p.Ile126Met TATxTGC + 154661 117 1 0.80% 25 9 26.40% NA. NA.

CC-H049 chr7 143554409 C T FAM115A EX8 missense NM_014719.2 NP_055534.1 c.2540G>A p.R847H | p.Arg847His AGAxGGA - 9747 474 1 0.20% 183 36 16.40% NA. NA.

CC-H049 chr8 42183579 C T IKBKB EX20 missense NM_001556.2 NP_001547.1 c.2078C>T p.T693M | p.Thr693Met CCAxGGC + 3551 97 1 1% 91 5 5.20% NA. NA.

CC-H049 chr8 97245447 A G UQCRB EX2 missense NM_006294.4 NP_006285.1 c.28T>C p.S10P | p.Ser10Pro CTGxTGC - 7381 83 0 0% 19 24 55.80% NA. NA.

CC-H049 chr9 82333800 G A TLE4 EX15 missense NM_007005.3 NP_008936.2 c.1504G>A p.V502M | p.Val502Met CACxTGT + 7091 184 0 0% 131 34 20.60% NA. NA.

CC-H049 chr12 63544283 C T AVPR1A EX1 missense NM_000706.4 NP_000697.1 c.334G>A p.D112N | p.Asp112Asn TGTxCCA - 552 73 0 0% 51 25 32.80% NA. NA.

CC-H049 chr12 124281209 A G DNAH10 EX12 missense NM_207437.3 NP_997320.2 c.1639A>G p.I547V | p.Ile547Val GACxTCA + 196385 111 1 0.80% 63 29 31.50% NA. NA.

CC-H049 chr13 52707850 C G NEK3 EX15 missense NM_152720.2 NP_689933.1 c.1411G>C p.E471Q | p.Glu471Gln GCTxAAG - 4752 61 0 0% 31 19 38% NA. NA.

CC-H049 chr14 24045015 G A JPH4 EX4 missense NM_032452.2 NP_115828.2 c.1030C>T p.R344C | p.Arg344Cys TGCxGAC - 84502 53 0 0% 22 15 40.50% NA. NA.

CC-H049 chr14 73726186 G A PAPLN EX15 missense NM_173462.3 NP_775733.3 c.1837G>A p.D613N | p.Asp613Asn CCCxATG + 89932 59 1 1.60% 53 25 32% NA. NA.

CC-H049 chr14 105404462 C T AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.17326G>A p.E5776K | p.Glu5776Lys GCTxGGG - 113146 105 0 0% 101 10 9% NA. NA.

CC-H049 chr15 48720609 G A FBN1 EX57 missense NM_000138.4 NP_000129.3 c.6931C>T p.R2311C | p.Arg2311Cys CACxGGT - 2200 145 0 0% 69 29 29.50% NA. NA.

CC-H049 chr15 70352975 G A TLE3 EX9 missense NM_005078.2 NP_005069.2 c.608C>T p.S203L | p.Ser203Leu GGTxACA - 7090 119 0 0% 72 36 33.30% NA. NA.

CC-H049 chr15 73409040 C G NEO1 EX2 nonsense NM_002499.3 NP_002490.2 c.290C>G p.S97* | p.Ser97* TATxAGA + 4756 115 1 0.80% 22 15 40.50% NA. NA.

CC-H049 chr17 60766982 G A MRC2 EX24 missense NM_006039.4 NP_006030.2 c.3434G>A p.R1145H | p.Arg1145His TGCxCTG + 9902 93 0 0% 65 26 28.50% NA. NA.

CC-H049 chr17 66423360 C T WIPI1 EX11 missense NM_017983.5 NP_060453.3 c.1108G>A p.E370K | p.Glu370Lys TTTxTTT - 55062 110 0 0% 82 9 9.80% NA. NA.

CC-H049 chr18 13884710 C T MC2R EX2E missense NM_000529.2 NP_000520.1 c.808G>A p.V270I | p.Val270Ile TGAxGGC - 4158 51 0 0% 33 26 44% NA. NA.

CC-H049 chr19 39220058 G A ACTN4 EX21E missense NM_004924.4 NP_004915.2 c.2722G>A p.E908K | p.Glu908Lys GGCxAGA + 81 148 0 0% 111 64 36.50% NA. NA.

CC-H049 chr20 8626828 C G PLCB1 EX5 missense NM_015192.2 NP_056007.1 c.464C>G p.A155G | p.Ala155Gly AAGxGTA + 23236 121 1 0.80% 73 24 24.70% NA. NA.

CC-H049 chr20 29960725 G A DEFB118 EX2E missense NM_054112.2 NP_473453.1 c.124G>A p.E42K | p.Glu42Lys GGAxAAG + 117285 116 0 0% 103 27 20.70% NA. NA.

CC-H049 chr22 30951917 C T GAL3ST1 EX4E missense NM_004861.1 NP_004852.1 c.295G>A p.G99S | p.Gly99Ser GGCxGAA - 9514 127 0 0% 107 46 30% NA. NA.

CC-H049 chr22 41548322 C G EP300 EX16 nonsense NM_001429.3 NP_001420.2 c.3110C>G p.S1037* | p.Ser1037* AGTxATC + 2033 134 1 0.70% 68 29 29.80% NA. NA.

CC-H049 chrX 70340958 C T MED12 EX5 missense NM_005120.2 NP_005111.2 c.691C>T p.R231W | p.Arg231Trp ATCxGGC + 9968 130 0 0% 113 6 5% NA. NA.

CC-H049 chrX 105883944 G A CXorf57 EX10 missense NM_018015.5 NP_060485.4 c.1897G>A p.A633T | p.Ala633Thr CACxCTA + 55086 245 1 0.40% 49 42 46.10% NA. NA.

CC-H049 chrX 110555904 G A DCX EX6 missense NM_178152.2 NP_835365.1 c.1007C>T p.T336M | p.Thr336Met GGCxTAG - 1641 155 1 0.60% 71 37 34.20% NA. NA.

CC-H049 chr6 160454023 C -TG IGF2R EX9 frameshift NM_000876.2 NP_000867.2c.1096TG[2>1] (std: c.1096TG[1] alt: c.1098_1099delTG )p.C366Wfs*4 | p.Cys366Trpfs*4 TC.TG + 3482 120 0 0% 28 26 48.15% NA. NA.

CC-H050 chr3 75718445 G A LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.631G>A p.A211T | p.Ala211Thr ATCxCCG + 100996350 73 1 1.30% 166 12 6.70% NA. NA.

CC-H050 chr12 11461549 G C PRB4 EX3 missense NM_002723.4 NP_002714.2 c.368C>G p.P123R | p.Pro123Arg GGTxGTC - 5545 73 1 1.30% 52 15 22.30% NA. NA.

CC-H050 chr12 11461706 G T PRB4 EX3 missense NM_002723.4 NP_002714.2 c.211C>A p.P71T | p.Pro71Thr GGGxACC - 5545 92 1 1% 92 16 14.80% NA. NA.

CC-H050 chr19 33350845 C T SLC7A9 EX8 missense NM_014270.4 NP_055085.1 c.775G>A p.G259R | p.Gly259Arg TCCxGAT - 11136 71 0 0% 113 6 5% NA. NA.

CC-H050 chr5 132736670 T +G FSTL4 EX4 frameshift NM_015082.1 NP_055897.1c.167C[2>3] (std: c.168dupC alt: c.168_169insC )p.S57Qfs*48 | p.Ser57Glnfs*48 CT.GG - 23105 105 0 0% 122 8 6.15% NA. NA.

CC-H051 chr1 898147 G A KLHL17 EX6 missense NM_198317.2 NP_938073.1 c.892G>A p.E298K | p.Glu298Lys GCCxAGA + 339451 104 1 0.90% 150 12 7.40% NA. NA.

CC-H051 chr1 1636344 C G CDK11A EX13 missense NM_024011.2 NP_076916.2 c.1457G>C p.R486T | p.Arg486Thr ACTxTAA - 728642 96 0 0% 84 32 27.50% NA. NA.

CC-H051 chr1 20304924 C T PLA2G2A EX4 missense NM_000300.3 NP_000291.1 c.134G>A p.G45D | p.Gly45Asp CAGxCGT - 5320 46 0 0% 56 5 8.10% NA. NA.

CC-H051 chr1 33407941 G C RNF19B EX7 missense NM_153341.2 NP_699172.2 c.1525C>G p.P509A | p.Pro509Ala AAGxACC - 127544 64 0 0% 90 5 5.20% NA. NA.

CC-H051 chr1 36752429 G A THRAP3 EX4 missense NM_005119.3 NP_005110.2 c.598G>A p.E200K | p.Glu200Lys GATxAGG + 9967 116 0 0% 111 16 12.50% NA. NA.

CC-H051 chr1 40230376 G A BMP8B EX4 missense NM_001720.3 NP_001711.2 c.787C>T p.R263W | p.Arg263Trp CCCxAGG - 656 195 0 0% 246 26 9.50% NA. NA.

CC-H051 chr1 40703660 C G RLF EX8E missense NM_012421.3 NP_036553.2 c.3286C>G p.L1096V | p.Leu1096Val TCTxTTC + 6018 83 0 0% 106 6 5.30% NA. NA.

CC-H051 chr1 42914261 C G ZMYND12 EX3 missense NM_032257.4 NP_115633.3 c.301G>C p.E101Q | p.Glu101Gln CTTxAAA - 84217 62 0 0% 102 7 6.40% NA. NA.

CC-H051 chr1 62734110 C G KANK4 EX5 missense NM_181712.4 NP_859063.3 c.2080G>C p.E694Q | p.Glu694Gln CCTxGCT - 163782 40 0 0% 74 10 11.90% NA. NA.

CC-H051 chr1 65305367 C T JAK1 EX20 missense NM_002227.2 NP_002218.2 c.2761G>A p.D921N | p.Asp921Asn GATxAGC - 3716 80 0 0% 110 8 6.70% NA. NA.

CC-H051 chr1 65855099 C T DNAJC6 EX10 missense NM_001256864.1 NP_001243793.1 c.1354C>T p.H452Y | p.His452Tyr TCTxACC + 9829 122 0 0% 172 11 6% NA. NA.

CC-H051 chr1 75055630 G A C1orf173 EX12 nonsense NM_001002912.4 NP_001002912.4 c.1861C>T p.Q621* | p.Gln621* CCTxAGA - 127254 60 0 0% 70 17 19.50% NA. NA.

CC-H051 chr1 75672389 C T SLC44A5 EX24E missense NM_152697.4 NP_689910.2 c.2063G>A p.R688K | p.Arg688Lys TTTxTTT - 204962 62 0 0% 97 7 6.70% NA. NA.

CC-H051 chr1 90050097 C T LRRC8B EX5 nonsense NM_015350.2 NP_056165.1 c.1888C>T p.Q630* | p.Gln630* TTTxAGC + 23507 71 0 0% 86 18 17.30% NA. NA.

CC-H051 chr1 93667448 G A CCDC18 IVS6 splice-3 NM_206886.3 NP_996769.3 c.699-1G>A . TTAxAGC + 343099 85 0 0% 118 7 5.60% NA. NA.

CC-H051 chr1 109170795 C T FAM102B EX7 missense NM_001010883.2 NP_001010883.2 c.563C>T p.S188L | p.Ser188Leu TTTxAGC + 284611 88 0 0% 107 8 6.90% NA. NA.

CC-H051 chr1 109806872 G C CELSR2 EX10 missense NM_001408.2 NP_001399.1 c.5174G>C p.R1725T | p.Arg1725Thr AGAxAGC + 1952 132 0 0% 125 11 8% NA. NA.

CC-H051 chr1 113196281 C T CAPZA1 EX4 nonsense NM_006135.2 NP_006126.1 c.217C>T p.Q73* | p.Gln73* GATxAGG + 829 101 0 0% 98 23 19% NA. NA.

CC-H051 chr1 151115016 G A SEMA6C EX3 nonsense NM_001178061.1 NP_001171532.1 c.82C>T p.Q28* | p.Gln28* CCTxGGG - 10500 87 0 0% 119 16 11.80% NA. NA.

CC-H051 chr1 153916772 C T DENND4B EX2 missense NM_014856.2 NP_055671.2 c.79G>A p.E27K | p.Glu27Lys CCTxAGG - 9909 127 0 0% 132 19 12.50% NA. NA.

CC-H051 chr1 177906517 G A SEC16B EX19 nonsense NM_033127.2 NP_149118.2 c.2335C>T p.Q779* | p.Gln779* GCTxGAG - 89866 92 0 0% 92 21 18.50% NA. NA.

CC-H051 chr1 207196160 C T C1orf116 EX4E missense NM_023938.5 NP_076427.2 c.949G>A p.D317N | p.Asp317Asn GGTxACT - 79098 37 0 0% 52 9 14.70% NA. NA.

CC-H051 chr1 210332819 C T SYT14 EX9 nonsense NM_001146261.2 NP_001139733.1 c.1543C>T p.R515* | p.Arg515* ATCxGAG + 255928 112 0 0% 154 13 7.70% NA. NA.

CC-H051 chr1 220324739 C T RAB3GAP2 EX35E missense NM_012414.3 NP_036546.2 c.4036G>A p.D1346N | p.Asp1346Asn GGTxCTG - 25782 68 0 0% 88 6 6.30% NA. NA.

CC-H051 chr1 225971032 G A SRP9 EX2 missense NM_003133.5 NP_003124.1 c.103G>A p.D35N | p.Asp35Asn TCTxATG + 6726 125 0 0% 165 13 7.30% NA. NA.

CC-H051 chr1 228505276 G A OBSCN EX52 missense NM_052843.3 NP_443075.3 c.13673G>A p.R4558H | p.Arg4558His ACCxCGT + 84033 85 1 1.10% 90 11 10.80% NA. NA.

CC-H051 chr1 240370934 G C FMN2 EX5 missense NM_020066.4 NP_064450.3 c.2822G>C p.G941A | p.Gly941Ala CGGxAAT + 56776 62 0 0% 101 18 15.10% NA. NA.

CC-H051 chr1 247473075 C T ZNF496 EX7 missense NM_032752.1 NP_116141.1 c.818G>A p.G273E | p.Gly273Glu TCTxCCT - 84838 81 0 0% 87 9 9.30% NA. NA.

CC-H051 chr2 17696466 C A RAD51AP2 EX1 nonsense NM_001099218.2 NP_001092688.1 c.3217G>T p.E1073* | p.Glu1073* CTTxCTC - 729475 126 0 0% 142 14 8.90% NA. NA.

CC-H051 chr2 33335694 G C LTBP1 EX4 missense NM_206943.2 NP_996826.2 c.909G>C p.Q303H | p.Gln303His CCAxACC + 4052 88 0 0% 95 30 24% NA. NA.

CC-H051 chr2 54849584 C T SPTBN1 EX9 nonsense NM_003128.2 NP_003119.2 c.1024C>T p.Q342* | p.Gln342* CTTxAGG + 6711 83 0 0% 84 25 22.90% NA. NA.

CC-H051 chr2 71591377 C T ZNF638 EX5 missense NM_001252612.1 NP_001239541.1 c.1712C>T p.S571L | p.Ser571Leu GATxATC + 27332 60 0 0% 90 5 5.20% NA. NA.

CC-H051 chr2 73681053 G C ALMS1 EX8 missense NM_015120.4 NP_055935.4 c.7402G>C p.E2468Q | p.Glu2468Gln TCAxAGA + 7840 106 0 0% 111 6 5.10% NA. NA.

CC-H051 chr2 80620378 G A CTNNA2 EX8 missense NM_004389.3 NP_004380.2 c.1099G>A p.D367N | p.Asp367Asn ATTxATA + 1496 131 0 0% 171 13 7% NA. NA.

CC-H051 chr2 152348225 G C NEB EX180 missense NM_001271208.1 NP_001258137.1 c.25227C>G p.I8409M | p.Ile8409Met CTGxATG - 4703 103 0 0% 100 18 15.20% NA. NA.

CC-H051 chr2 172821952 G C HAT1 EX5 missense NM_003642.3 NP_003633.1 c.403G>C p.D135H | p.Asp135His GTTxATT + 8520 53 0 0% 47 5 9.60% NA. NA.

CC-H051 chr2 177016464 G A HOXD4 EX1 missense NM_014621.2 NP_055436.2 c.103G>A p.D35N | p.Asp35Asn GCCxACT + 3233 127 0 0% 159 30 15.80% NA. NA.

CC-H051 chr2 179462543 G A TTN EX294 missense NM_001267550.1 NP_001254479.1 c.57266C>T p.S19089L | p.Ser19089Leu GGTxAAA - 7273 75 0 0% 104 8 7.10% NA. NA.

CC-H051 chr2 179478875 G A TTN EX262 missense NM_001267550.1 NP_001254479.1 c.49249C>T p.P16417S | p.Pro16417Ser TGGxGAT - 7273 56 0 0% 42 5 10.60% NA. NA.

CC-H051 chr2 201438409 G A SGOL2 EX7 missense NM_152524.5 NP_689737.4 c.3340G>A p.D1114N | p.Asp1114Asn GCTxATA + 151246 101 0 0% 118 14 10.60% NA. NA.

CC-H051 chr3 38537867 C G EXOG EX1 missense NM_005107.3 NP_005098.2 c.9C>G p.I3M | p.Ile3Met TATxAAG + 9941 127 0 0% 176 14 7.30% NA. NA.

CC-H051 chr3 44636026 C G ZNF660 EX3E missense NM_173658.2 NP_775929.2 c.341C>G p.S114C | p.Ser114Cys AATxTTT + 285349 83 0 0% 102 21 17% NA. NA.

CC-H051 chr3 47891008 C G DHX30 EX20 nonsense NM_138615.2 NP_619520.1 c.3155C>G p.S1052* | p.Ser1052* AATxAGG + 22907 54 0 0% 45 6 11.70% NA. NA.

CC-H051 chr3 49140786 C G QARS EX5 missense NM_005051.1 NP_005042.1 c.508G>C p.D170H | p.Asp170His TGTxCAC - 5859 32 0 0% 48 6 11.10% NA. NA.

CC-H051 chr3 52430680 G A DNAH1 EX72 missense NM_015512.4 NP_056327.4 c.11477G>A p.G3826E | p.Gly3826Glu ATGxGAA + 25981 68 0 0% 81 10 10.90% NA. NA.

CC-H051 chr3 53886143 C T IL17RB EX4 missense NM_018725.3 NP_061195.2 c.344C>T p.S115F | p.Ser115Phe CCTxTGG + 55540 58 0 0% 84 12 12.50% NA. NA.

CC-H051 chr3 58109242 G T FLNB EX21 missense NM_001457.3 NP_001448.2 c.3549G>T p.Q1183H | p.Gln1183His TCAxAAC + 2317 80 0 0% 63 20 24% NA. NA.

CC-H051 chr3 65464383 G A MAGI1 EX4 missense NM_015520.1 NP_056335.1 c.641C>T p.S214F | p.Ser214Phe TTAxAGC - 9223 103 0 0% 132 15 10.20% NA. NA.

CC-H051 chr3 120952471 G A STXBP5L EX12 missense NM_014980.2 NP_055795.1 c.1120G>A p.E374K | p.Glu374Lys CAAxAAC + 9515 82 0 0% 110 9 7.50% NA. NA.

CC-H051 chr3 122269650 C A PARP9 IVS5 splice-3 NM_031458.2 NP_113646.2 c.1213-1G>T . TATxTGC - 83666 59 0 0% 71 8 10.10% NA. NA.

CC-H051 chr3 172486848 C T ECT2 EX13 missense NM_001258315.1 NP_001245244.1 c.1343C>T p.S448L | p.Ser448Leu CTTxAAA + 1894 100 0 0% 149 12 7.40% NA. NA.

CC-H051 chr3 178938922 G A PIK3CA EX14 missense NM_006218.2 NP_006209.2 c.2164G>A p.E722K | p.Glu722Lys CAGxAGA + 5290 164 0 0% 175 10 5.40% NA. NA.

CC-H051 chr3 178938934 G A PIK3CA EX14 missense NM_006218.2 NP_006209.2 c.2176G>A p.E726K | p.Glu726Lys GATxAAA + 5290 161 0 0% 175 16 8.30% NA. NA.

CC-H051 chr3 184100536 G C CHRD EX8 missense NM_003741.2 NP_003732.2 c.956G>C p.R319P | p.Arg319Pro TCCxAGG + 8646 41 0 0% 47 7 12.90% NA. NA.

CC-H051 chr3 190578502 C T GMNC EX2 missense NM_001146686.2 NP_001140158.1 c.149G>A p.R50K | p.Arg50Lys TCTxTGT - 647309 72 0 0% 80 5 5.80% NA. NA.

CC-H051 chr4 6596329 C G MAN2B2 EX7 missense NM_015274.1 NP_056089.1 c.927C>G p.I309M | p.Ile309Met CATxAAC + 23324 47 0 0% 38 5 11.60% NA. NA.

CC-H051 chr4 22436984 C T GPR125 EX10 missense NM_145290.3 NP_660333.2 c.1393G>A p.E465K | p.Glu465Lys TTTxTGC - 166647 142 0 0% 101 27 21% NA. NA.

CC-H051 chr4 69682165 G C UGT2B10 EX1 missense NM_001075.4 NP_001066.1 c.428G>C p.R143T | p.Arg143Thr CAAxATT + 7365 209 1 0.40% 279 19 6.30% NA. NA.

CC-H051 chr4 71889315 G A DCK EX4 missense NM_000788.2 NP_000779.1 c.441G>A p.M147I | p.Met147Ile CATxAAT + 1633 113 0 0% 131 14 9.60% NA. NA.

CC-H051 chr4 83552496 C G SCD5 EX5E missense NM_001037582.2 NP_001032671.2 c.977G>C p.G326A | p.Gly326Ala TCTxCAG - 79966 77 0 0% 119 18 13.10% NA. NA.

CC-H051 chr4 83838854 G C THAP9 EX5E missense NM_024672.4 NP_078948.3 c.1489G>C p.D497H | p.Asp497His TTAxACC + 79725 103 0 0% 155 9 5.40% NA. NA.

CC-H051 chr4 95147374 G C SMARCAD1 EX3 missense NM_001128430.1 NP_001121902.1 c.295G>C p.E99Q | p.Glu99Gln AGTxAAG + 56916 87 0 0% 116 22 15.90% NA. NA.

CC-H051 chr4 114254262 G C ANK2 EX29 missense NM_001148.4 NP_001139.3 c.3277G>C p.E1093Q | p.Glu1093Gln AGGxAAC + 287 104 0 0% 141 30 17.50% Sanger somatic

CC-H051 chr4 123175424 G A KIAA1109 EX36 missense NM_015312.3 NP_056127.2 c.5997G>A p.M1999I | p.Met1999Ile CATxAAG + 84162 118 0 0% 151 30 16.50% NA. NA.

CC-H051 chr4 156696142 G A GUCY1B3 EX3 missense NM_000857.2 NP_000848.1 c.100G>A p.E34K | p.Glu34Lys GAAxAAG + 2983 83 0 0% 103 9 8% NA. NA.

CC-H051 chr4 156710986 G C GUCY1B3 EX5 missense NM_000857.2 NP_000848.1 c.418G>C p.E140Q | p.Glu140Gln AGAxAAG + 2983 73 0 0% 83 12 12.60% NA. NA.

CC-H051 chr4 164394118 C G TKTL2 EX1E missense NM_032136.4 NP_115512.3 c.769G>C p.D257H | p.Asp257His CATxCTC - 84076 60 0 0% 60 8 11.70% NA. NA.

CC-H051 chr4 187630295 C T FAT1 EX2 missense NM_005245.3 NP_005236.2 c.687G>A p.M229I | p.Met229Ile CTTxATG - 2195 46 0 0% 62 7 10.10% NA. NA.

CC-H051 chr5 35649511 C A SPEF2 EX6 missense NM_024867.3 NP_079143.3 c.775C>A p.L259I | p.Leu259Ile GATxTCC + 79925 73 0 0% 72 7 8.80% NA. NA.

CC-H051 chr5 140202795 C T PCDHA5 EX1 missense NM_018908.2 NP_061731.1 c.1435C>T p.R479W | p.Arg479Trp GCAxGGG + 56143 291 1 0.30% 255 32 11.10% NA. NA.

CC-H051 chr5 140740307 G C PCDHGB2 EX1 missense NM_018923.2 NP_061746.1 c.605G>C p.R202T | p.Arg202Thr ACAxAGA + 56103 64 0 0% 46 8 14.80% NA. NA.

CC-H051 chr6 7590506 C T SNRNP48 EX1 missense NM_152551.3 NP_689764.3 c.16C>T p.P6S | p.Pro6Ser CCTxCAC + 154007 31 0 0% 34 9 20.90% NA. NA.

CC-H051 chr6 17539575 C G CAP2 EX8 missense NM_006366.2 NP_006357.1 c.712C>G p.L238V | p.Leu238Val CCTxTGC + 10486 68 0 0% 88 13 12.80% NA. NA.

CC-H051 chr6 27880095 C T OR2B2 EX1E init-loss NM_033057.2 NP_149046.2 c.3G>A p.0? ATTxATG - 81697 59 0 0% 73 7 8.70% NA. NA.

CC-H051 chr6 33261412 G A RGL2 EX14 missense NM_004761.4 NP_004752.1 c.1573C>T p.R525W | p.Arg525Trp GCCxAAG - 5863 52 0 0% 57 5 8% NA. NA.

CC-H051 chr6 33415669 G A SYNGAP1 EX18 missense NM_006772.2 NP_006763.2 c.3844G>A p.E1282K | p.Glu1282Lys GCTxAGC + 8831 67 0 0% 89 17 16% NA. NA.

CC-H051 chr6 38858506 C T DNAH8 EX58 missense NM_001206927.1 NP_001193856.1 c.8552C>T p.S2851L | p.Ser2851Leu TCTxAGT + 1769 80 0 0% 113 11 8.80% NA. NA.

CC-H051 chr6 38885036 G A DNAH8 EX69 missense NM_001206927.1 NP_001193856.1 c.10162G>A p.A3388T | p.Ala3388Thr ATTxCCA + 1769 125 0 0% 165 19 10.30% NA. NA.

CC-H051 chr6 39602734 C T KIF6 EX5 missense NM_145027.4 NP_659464.3 c.400G>A p.D134N | p.Asp134Asn TGTxCTG - 221458 111 0 0% 171 13 7% NA. NA.

CC-H051 chr6 47648023 G C GPR111 EX6 missense NM_153839.6 NP_722581.4 c.484G>C p.D162H | p.Asp162His GTTxATG + 222611 80 0 0% 116 22 15.90% NA. NA.

CC-H051 chr6 99891461 G A USP45 EX15 missense NM_001080481.1 NP_001073950.1 c.2053C>T p.H685Y | p.His685Tyr GGTxGAG - 85015 188 1 0.50% 223 49 18% NA. NA.

CC-H051 chr6 99999739 C A CCNC EX6 nonsense NM_005190.3 NP_005181.2 c.379G>T p.E127* | p.Glu127* ATTxCTT - 892 137 0 0% 148 22 12.90% NA. NA.

CC-H051 chr6 106967473 C G AIM1 EX2 nonsense NM_001624.2 NP_001615.1 c.1166C>G p.S389* | p.Ser389* TTTxAGA + 202 62 0 0% 69 5 6.70% NA. NA.

CC-H051 chr6 111694994 C T REV3L EX13 missense NM_002912.3 NP_002903.3 c.4564G>A p.E1522K | p.Glu1522Lys CTTxACC - 5980 82 0 0% 89 21 19% NA. NA.

CC-H051 chr6 135299843 C G HBS1L EX15 missense NM_006620.3 NP_006611.1 c.1771G>C p.E591Q | p.Glu591Gln TTTxAAT - 10767 92 0 0% 163 9 5.20% NA. NA.

CC-H051 chr6 139232460 C G REPS1 EX17 missense NM_031922.3 NP_114128.3 c.2017G>C p.D673H | p.Asp673His TATxTGT - 85021 58 0 0% 89 11 11% NA. NA.

CC-H051 chr6 154481061 G A IPCEF1 EX13E nonsense NM_001130699.1 NP_001124171.1 c.1219C>T p.Q407* | p.Gln407* GCTxATA - 26034 52 0 0% 46 7 13.20% NA. NA.

CC-H051 chr6 158923969 G A TULP4 EX13 missense NM_020245.4 NP_064630.2 c.3274G>A p.E1092K | p.Glu1092Lys GACxAGG + 56995 92 0 0% 103 7 6.30% NA. NA.

CC-H051 chr6 159688925 C G FNDC1 EX22 missense NM_032532.2 NP_115921.2 c.5536C>G p.Q1846E | p.Gln1846Glu CCTxAGT + 84624 95 1 1% 139 12 7.90% NA. NA.

CC-H051 chr6 160579604 C T SLC22A1 EX11E missense NM_003057.2 NP_003048.1 c.1655C>T p.S552L | p.Ser552Leu CCTxGGG + 6580 70 0 0% 96 29 23.20% NA. NA.

CC-H051 chr6 166902327 G A RPS6KA2 EX11 missense NM_001006932.1 NP_001006933.1 c.925C>T p.R309W | p.Arg309Trp GCCxGTT - 6196 122 0 0% 138 12 8% NA. NA.

CC-H051 chr6 167753620 G A TTLL2 EX3E missense NM_031949.4 NP_114155.4 c.232G>A p.E78K | p.Glu78Lys GATxAAC + 83887 102 0 0% 120 10 7.60% NA. NA.

CC-H051 chr6 170700163 G C FAM120B EX8 missense NM_032448.1 NP_115824.1 c.2553G>C p.E851D | p.Glu851Asp GGAxAAC + 84498 50 0 0% 82 5 5.70% NA. NA.

CC-H051 chr7 7278455 G C C1GALT1 EX3 missense NM_020156.3 NP_064541.1 c.790G>C p.E264Q | p.Glu264Gln AAAxAAA + 56913 89 1 1.10% 141 9 6% NA. NA.

CC-H051 chr7 72721658 C G NSUN5 EX3 missense NM_001168347.1 NP_001161819.1 c.313G>C p.E105Q | p.Glu105Gln ACTxAGC - 55695 51 0 0% 73 8 9.80% NA. NA.

CC-H051 chr7 86479764 C T GRM3 EX5 missense NM_000840.2 NP_000831.2 c.2470C>T p.H824Y | p.His824Tyr GTTxACA + 2913 93 0 0% 135 10 6.80% NA. NA.

CC-H051 chr7 88965832 G A ZNF804B EX4E missense NM_181646.2 NP_857597.1 c.3536G>A p.R1179Q | p.Arg1179Gln TTCxAGT + 219578 74 0 0% 84 13 13.40% NA. NA.

CC-H051 chr7 97941441 G C BAIAP2L1 EX8 missense NM_018842.4 NP_061330.2 c.775C>G p.Q259E | p.Gln259Glu CCTxAGG - 55971 92 0 0% 135 15 10% NA. NA.

CC-H051 chr7 99367785 G A CYP3A4 EX5 missense NM_017460.5 NP_059488.2 c.392C>T p.S131L | p.Ser131Leu AATxATC - 1576 126 0 0% 169 15 8.10% NA. NA.

CC-H051 chr7 116340156 G A MET EX2 missense NM_001127500.1 NP_001120972.1 c.1018G>A p.D340N | p.Asp340Asn GATxACA + 4233 93 0 0% 113 8 6.60% NA. NA.

CC-H051 chr7 139717547 G A TBXAS1 EX12 missense NM_001061.4 NP_001052.2 c.1444G>A p.G482R | p.Gly482Arg CTCxGGG + 6916 80 0 0% 138 12 8% NA. NA.

CC-H051 chr7 142962159 G A GSTK1 EX4 missense NM_001143679.1 NP_001137151.1 c.358G>A p.E120K | p.Glu120Lys CGGxAGC + 373156 76 0 0% 99 14 12.30% NA. NA.



CC-H051 chr7 151945526 C A MLL3 EX14 nonsense NM_170606.2 NP_733751.2 c.1993G>T p.E665* | p.Glu665* GTTxTTG - 58508 93 0 0% 85 32 27.30% NA. NA.

CC-H051 chr7 158486179 G A NCAPG2 EX3 missense NM_017760.5 NP_060230.5 c.89C>T p.S30F | p.Ser30Phe TCAxAGG - 54892 67 0 0% 72 9 11.10% NA. NA.

CC-H051 chr8 12043978 C G FAM86B1 EX5 missense NM_001083537.1 NP_001077006.1 c.523G>C p.E175Q | p.Glu175Gln CCTxTAA - 85002 529 1 0.10% 578 68 10.50% NA. NA.

CC-H051 chr8 12952410 C T DLC1 EX12 missense NM_182643.2 NP_872584.2 c.3384G>A p.M1128I | p.Met1128Ile ATTxATC - 10395 64 0 0% 80 13 13.90% NA. NA.

CC-H051 chr8 21977674 G A HR EX13 missense NM_005144.4 NP_005135.2 c.2789C>T p.S930L | p.Ser930Leu TCTxACT - 55806 134 0 0% 151 32 17.40% NA. NA.

CC-H051 chr8 27605673 C G CCDC25 EX7 missense NM_018246.2 NP_060716.2 c.472G>C p.E158Q | p.Glu158Gln TCTxATT - 55246 49 0 0% 63 8 11.20% NA. NA.

CC-H051 chr8 56686202 G A TGS1 EX1 missense NM_024831.6 NP_079107.6 c.25G>A p.V9M | p.Val9Met CGCxTGG + 96764 45 0 0% 41 8 16.30% NA. NA.

CC-H051 chr8 56711725 G C TGS1 EX8 missense NM_024831.6 NP_079107.6 c.1795G>C p.E599Q | p.Glu599Gln GATxAGC + 96764 69 0 0% 93 20 17.60% NA. NA.

CC-H051 chr8 68028299 C G CSPP1 EX11 missense NM_024790.6 NP_079066.5 c.1423C>G p.Q475E | p.Gln475Glu TCTxAAA + 79848 120 0 0% 165 11 6.20% NA. NA.

CC-H051 chr8 77896291 G A PEX2 EX3E missense NM_001079867.1 NP_001073336.1 c.124C>T p.H42Y | p.His42Tyr CATxAAA - 5828 88 0 0% 107 7 6.10% NA. NA.

CC-H051 chr8 90921865 G A OSGIN2 EX2 missense NM_001126111.1 NP_001119583.1 c.115G>A p.G39R | p.Gly39Arg TTGxGGC + 734 151 0 0% 208 17 7.50% NA. NA.

CC-H051 chr8 90926912 G A OSGIN2 EX4 missense NM_001126111.1 NP_001119583.1 c.466G>A p.E156K | p.Glu156Lys TTAxAGC + 734 103 0 0% 118 19 13.80% NA. NA.

CC-H051 chr8 100990267 G C RGS22 EX23 missense NM_015668.3 NP_056483.3 c.3397C>G p.Q1133E | p.Gln1133Glu ACTxAGG - 26166 68 0 0% 94 16 14.50% NA. NA.

CC-H051 chr8 104897556 G C RIMS2 EX4 missense NM_001100117.2 NP_001093587.1 c.729G>C p.Q243H | p.Gln243His TCAxAAT + 9699 61 0 0% 68 10 12.80% NA. NA.

CC-H051 chr9 15784646 C T CCDC171 EX21 missense NM_173550.2 NP_775821.2 c.3221C>T p.S1074F | p.Ser1074Phe ACTxCAG + 203238 89 0 0% 118 17 12.50% NA. NA.

CC-H051 chr9 72930441 C T SMC5 EX13 missense NM_015110.3 NP_055925.2 c.1753C>T p.H585Y | p.His585Tyr TATxATA + 23137 142 0 0% 153 9 5.50% NA. NA.

CC-H051 chr9 100418343 G C NCBP1 EX14 missense NM_002486.4 NP_002477.1 c.1349G>C p.R450T | p.Arg450Thr TAAxAGA + 4686 97 0 0% 125 11 8% NA. NA.

CC-H051 chr9 113233820 C T SVEP1 EX16 missense NM_153366.3 NP_699197.3 c.2822G>A p.R941Q | p.Arg941Gln AGTxGTT - 79987 69 0 0% 106 10 8.60% NA. NA.

CC-H051 chr9 123797151 C G C5 EX5 missense NM_001735.2 NP_001726.2 c.514G>C p.D172H | p.Asp172His TGTxAAC - 727 106 0 0% 135 34 20.10% NA. NA.

CC-H051 chr9 123800179 C T C5 EX4 missense NM_001735.2 NP_001726.2 c.472G>A p.E158K | p.Glu158Lys TTTxTCT - 727 212 1 0.40% 217 36 14.20% NA. NA.

CC-H051 chr9 123808657 C A C5 EX2 missense NM_001735.2 NP_001726.2 c.70G>T p.V24F | p.Val24Phe TGAxATA - 727 76 0 0% 85 10 10.50% NA. NA.

CC-H051 chr9 132591701 T G C9orf78 EX7 missense NM_016520.2 NP_057604.1 c.662A>C p.Y221S | p.Tyr221Ser ACAxAAT - 51759 55 0 0% 43 7 14% NA. NA.

CC-H051 chr9 134151464 G A FAM78A EX1 missense NM_033387.3 NP_203745.2 c.103C>T p.R35W | p.Arg35Trp CCCxGAA - 286336 65 0 0% 73 13 15.10% NA. NA.

CC-H051 chr9 139113763 C A QSOX2 EX6 nonsense NM_181701.3 NP_859052.3 c.700G>T p.E234* | p.Glu234* TTTxATA - 169714 82 0 0% 107 11 9.30% NA. NA.

CC-H051 chr10 5496949 G C NET1 EX10 missense NM_001047160.2 NP_001040625.1 c.1065G>C p.L355F | p.Leu355Phe CTTxAAG + 10276 66 0 0% 67 12 15.10% NA. NA.

CC-H051 chr10 7844752 C G ATP5C1 EX8 missense NM_001001973.1 NP_001001973.1 c.825C>G p.F275L | p.Phe275Leu ATTxAAC + 509 63 0 0% 65 5 7.10% NA. NA.

CC-H051 chr10 60553271 G A BICC1 EX9 missense NM_001080512.1 NP_001073981.1 c.1075G>A p.D359N | p.Asp359Asn TTTxATA + 80114 86 0 0% 100 14 12.20% NA. NA.

CC-H051 chr10 115423593 C A NRAP EX1 nonsense NM_001261463.1 NP_001248392.1 c.49G>T p.E17* | p.Glu17* TCTxGGC - 4892 50 0 0% 69 9 11.50% NA. NA.

CC-H051 chr10 119799772 G T RAB11FIP2 EX2 missense NM_014904.2 NP_055719.1 c.658C>A p.Q220K | p.Gln220Lys GCTxAGG - 22841 103 0 0% 96 13 11.90% NA. NA.

CC-H051 chr10 134219575 G A PWWP2B EX2 missense NM_138499.3 NP_612508.3 c.1571G>A p.R524Q | p.Arg524Gln GGCxAGA + 170394 100 0 0% 91 20 18% NA. NA.

CC-H051 chr10 135032402 C T KNDC1 EX27 missense NM_152643.6 NP_689856.6 c.4745C>T p.A1582V | p.Ala1582Val TCGxGAC + 85442 67 0 0% 60 5 7.60% NA. NA.

CC-H051 chr11 6541243 C G DNHD1 EX9 missense NM_144666.2 NP_653267.2 c.1696C>G p.H566D | p.His566Asp GATxATG + 144132 86 0 0% 65 13 16.60% NA. NA.

CC-H051 chr11 47732059 C G AGBL2 EX4 missense NM_024783.3 NP_079059.2 c.102G>C p.Q34H | p.Gln34His TCTxTGA - 79841 74 0 0% 59 13 18% NA. NA.

CC-H051 chr11 55944133 C T OR5J2 EX1E missense NM_001005492.1 NP_001005492.1 c.40C>T p.L14F | p.Leu14Phe ATTxTTT + 282775 79 0 0% 70 10 12.50% NA. NA.

CC-H051 chr11 62334354 C T EEF1G EX7 missense NM_001404.4 NP_001395.1 c.781G>A p.E261K | p.Glu261Lys CCTxCTC - 1937 105 0 0% 100 16 13.70% NA. NA.

CC-H051 chr11 64668383 C T ATG2A EX30 missense NM_015104.2 NP_055919.2 c.4301G>A p.R1434Q | p.Arg1434Gln TCTxGGC - 23130 89 0 0% 106 14 11.60% NA. NA.

CC-H051 chr11 68702010 C T IGHMBP2 EX11 missense NM_002180.2 NP_002171.2 c.1616C>T p.S539L | p.Ser539Leu TCTxGCC + 3508 62 0 0% 39 9 18.70% NA. NA.

CC-H051 chr11 94587237 G C AMOTL1 EX8 missense NM_130847.2 NP_570899.1 c.1934G>C p.R645T | p.Arg645Thr TGAxAAC + 154810 70 0 0% 74 16 17.70% NA. NA.

CC-H051 chr11 118938574 G C VPS11 EX1 missense NM_021729.4 NP_068375.3 c.40G>C p.D14H | p.Asp14His TTCxACA + 55823 70 1 1.40% 69 8 10.30% NA. NA.

CC-H051 chr11 118938701 G A VPS11 EX1 missense NM_021729.4 NP_068375.3 c.167G>A p.R56Q | p.Arg56Gln GCCxAGG + 55823 64 0 0% 56 15 21.10% NA. NA.

CC-H051 chr11 119004843 G A HINFP EX11E missense NM_015517.4 NP_056332.2 c.1189G>A p.E397K | p.Glu397Lys TACxAGA + 25988 84 0 0% 66 21 24.10% NA. NA.

CC-H051 chr11 123908946 G C OR10G7 EX1E missense NM_001004463.1 NP_001004463.1 c.763C>G p.L255V | p.Leu255Val AAAxACC - 390265 168 0 0% 222 28 11.20% NA. NA.

CC-H051 chr12 1996188 G A CACNA2D4 EX7 nonsense NM_172364.4 NP_758952.4 c.829C>T p.R277* | p.Arg277* TTCxGCA - 93589 74 0 0% 76 8 9.50% NA. NA.

CC-H051 chr12 12043910 G A ETV6 EX8E missense NM_001987.4 NP_001978.1 c.1289G>A p.R430Q | p.Arg430Gln GCCxAAC + 2120 108 0 0% 147 36 19.60% NA. NA.

CC-H051 chr12 19514600 G C PLEKHA5 EX29 missense NM_001256470.1 NP_001243399.1 c.3568G>C p.E1190Q | p.Glu1190Gln AAAxAAA + 54477 134 0 0% 141 12 7.80% NA. NA.

CC-H051 chr12 31545312 C T DENND5B EX19 missense NM_144973.3 NP_659410.3 c.3355G>A p.V1119M | p.Val1119Met ACAxGGT - 160518 100 0 0% 89 20 18.30% NA. NA.

CC-H051 chr12 46246450 T G ARID2 EX15 missense NM_152641.2 NP_689854.2 c.4544T>G p.V1515G | p.Val1515Gly CTGxAAA + 196528 75 0 0% 99 8 7.40% NA. NA.

CC-H051 chr12 49171950 G T ADCY6 EX2 missense NM_015270.3 NP_056085.1 c.955C>A p.Q319K | p.Gln319Lys CCTxAAA - 112 49 0 0% 51 8 13.50% NA. NA.

CC-H051 chr12 51584305 C T POU6F1 EX6E missense NM_002702.3 NP_002693.3 c.631G>A p.E211K | p.Glu211Lys CTTxGTT - 5463 39 0 0% 51 6 10.50% NA. NA.

CC-H051 chr12 56478781 G C ERBB3 EX3 missense NM_001982.3 NP_001973.2 c.237G>C p.W79C | p.Trp79Cys GTGxATT + 2065 96 0 0% 94 19 16.80% NA. NA.

CC-H051 chr12 56478817 G A ERBB3 EX3 missense NM_001982.3 NP_001973.2 c.273G>A p.M91I | p.Met91Ile CATxAAT + 2065 108 1 0.90% 96 17 15% NA. NA.

CC-H051 chr12 56676694 C T CS EX5 missense NM_004077.2 NP_004068.2 c.349G>A p.E117K | p.Glu117Lys CCTxAGG - 1431 83 0 0% 85 22 20.50% NA. NA.

CC-H051 chr12 64821893 C G XPOT EX16 missense NM_007235.4 NP_009166.2 c.1730C>G p.S577C | p.Ser577Cys TTTxTCC + 11260 57 0 0% 85 7 7.60% NA. NA.

CC-H051 chr12 75678754 G C CAPS2 EX16 nonsense NM_032606.3 NP_115995.2 c.1559C>G p.S520* | p.Ser520* TATxATT - 84698 198 0 0% 216 12 5.20% NA. NA.

CC-H051 chr12 108936871 G A SART3 EX6 missense NM_014706.3 NP_055521.1 c.839C>T p.S280L | p.Ser280Leu ACTxACT - 9733 54 0 0% 74 6 7.50% NA. NA.

CC-H051 chr12 120750384 C T SIRT4 EX3 missense NM_012240.2 NP_036372.1 c.623C>T p.S208L | p.Ser208Leu TCTxAGA + 23409 76 0 0% 70 7 9% NA. NA.

CC-H051 chr12 130897222 C T RIMBP2 EX15 missense NM_015347.4 NP_056162.4 c.2763G>A p.M921I | p.Met921Ile CATxATC - 23504 84 0 0% 87 11 11.20% NA. NA.

CC-H051 chr12 133733421 C G ZNF10 EX5E missense NM_015394.4 NP_056209.2 c.1589C>G p.S530C | p.Ser530Cys ACTxTCC + 7556 92 0 0% 76 6 7.30% NA. NA.

CC-H051 chr13 24798433 G A SPATA13 EX2 missense NM_001166271.1 NP_001159743.1 c.1366G>A p.D456N | p.Asp456Asn TTTxACC + 221178 99 0 0% 131 25 16% NA. NA.

CC-H051 chr13 41645683 G T WBP4 EX6 nonsense NM_007187.3 NP_009118.1 c.460G>T p.E154* | p.Glu154* CCTxAAG + 11193 78 0 0% 93 18 16.20% NA. NA.

CC-H051 chr13 76397823 G C LMO7 EX12 missense NM_015842.2 NP_056667.2 c.2064G>C p.Q688H | p.Gln688His CCAxAAA + 4008 137 0 0% 143 20 12.20% NA. NA.

CC-H051 chr13 99043103 G C FARP1 EX11 missense NM_005766.2 NP_005757.1 c.1057G>C p.E353Q | p.Glu353Gln AAAxAAG + 10160 95 0 0% 126 16 11.20% NA. NA.

CC-H051 chr13 103384805 C A CCDC168 EX4E missense NM_001146197.1 NP_001139669.1 c.18242G>T p.R6081I | p.Arg6081Ile AATxTGC - 643677 43 0 0% 65 16 19.70% NA. NA.

CC-H051 chr13 103491048 C T BIVM-ERCC5 EX8 missense NM_001204425.1 NP_001191354.1 c.1177C>T p.R393W | p.Arg393Trp ATCxGGC + 100533467 49 0 0% 81 13 13.80% NA. NA.

CC-H051 chr13 103491048 C T BIVM EX10 missense NM_017693.3 NP_060163.2 c.1177C>T p.R393W | p.Arg393Trp ATCxGGC + 54841 49 0 0% 81 13 13.80% NA. NA.

CC-H051 chr14 21486365 G C NDRG2 EX15 missense NM_201535.1 NP_963293.1 c.895C>G p.Q299E | p.Gln299Glu CCTxAGT - 57447 32 0 0% 30 6 16.60% NA. NA.

CC-H051 chr14 24041061 C T JPH4 EX5 missense NM_032452.2 NP_115828.2 c.1220G>A p.R407Q | p.Arg407Gln ATTxGAG - 84502 54 0 0% 95 8 7.70% NA. NA.

CC-H051 chr14 35263982 C T BAZ1A EX11 missense NM_013448.2 NP_038476.2 c.1336G>A p.D446N | p.Asp446Asn CATxTTG - 11177 95 0 0% 132 7 5% NA. NA.

CC-H051 chr14 35777251 G A PSMA6 EX2 missense NM_002791.1 NP_002782.1 c.128G>A p.R43K | p.Arg43Lys TCAxAGG + 5687 102 0 0% 128 11 7.90% NA. NA.

CC-H051 chr14 55618609 C G DLGAP5 EX17 missense NM_014750.4 NP_055565.3 c.2172G>C p.M724I | p.Met724Ile ACTxATT - 9787 105 0 0% 129 15 10.40% NA. NA.

CC-H051 chr14 74531938 G T ALDH6A1 EX10 missense NM_005589.2 NP_005580.1 c.1350C>A p.F450L | p.Phe450Leu GGTxAAG - 4329 50 0 0% 74 7 8.60% NA. NA.

CC-H051 chr14 90756696 G A NRDE2 EX10 missense NM_017970.3 NP_060440.2 c.2098C>T p.R700C | p.Arg700Cys AGCxAGG - 55051 70 0 0% 105 7 6.20% NA. NA.

CC-H051 chr14 95562435 C A DICER1 EX23 nonsense NM_177438.2 NP_803187.1 c.4822G>T p.E1608* | p.Glu1608* TCTxCCG - 23405 88 0 0% 83 7 7.70% NA. NA.

CC-H051 chr14 100803481 C G WARS EX10 missense NM_173701.1 NP_776049.1 c.1172G>C p.G391A | p.Gly391Ala CCCxCAA - 7453 61 0 0% 75 8 9.60% NA. NA.

CC-H051 chr14 105420236 C G AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.1552G>C p.D518H | p.Asp518His CATxCTG - 113146 66 0 0% 96 9 8.50% NA. NA.

CC-H051 chr15 42059456 C T MGA EX24E missense NM_001164273.1 NP_001157745.1 c.9176C>T p.S3059L | p.Ser3059Leu CCTxACC + 23269 47 0 0% 59 5 7.80% NA. NA.

CC-H051 chr15 50822028 C T USP50 EX6 missense NM_203494.4 NP_987090.2 c.902G>A p.R301Q | p.Arg301Gln TTCxGGA - 373509 149 0 0% 157 17 9.70% NA. NA.

CC-H051 chr15 52556394 G A MYO5C EX9 missense NM_018728.3 NP_061198.2 c.1040C>T p.S347L | p.Ser347Leu ACTxAGG - 55930 89 0 0% 102 17 14.20% NA. NA.

CC-H051 chr15 68583389 C T FEM1B EX2E missense NM_015322.3 NP_056137.1 c.1693C>T p.H565Y | p.His565Tyr GCTxACA + 10116 108 0 0% 120 24 16.60% NA. NA.

CC-H051 chr15 72597133 C A CELF6 EX3 missense NM_052840.4 NP_443072.3 c.348G>T p.M116I | p.Met116Ile ATTxATC - 60677 57 0 0% 58 7 10.70% NA. NA.

CC-H051 chr15 99758905 C T TTC23 EX7 missense NM_001040655.1 NP_001035745.1 c.469G>A p.A157T | p.Ala157Thr CTGxAGC - 64927 80 0 0% 122 12 8.90% NA. NA.

CC-H051 chr16 2812360 C T SRRM2 EX11 missense NM_016333.3 NP_057417.3 c.1831C>T p.R611W | p.Arg611Trp GCCxGGA + 23524 116 0 0% 142 28 16.40% NA. NA.

CC-H051 chr16 4557753 G A HMOX2 EX5 missense NM_001127204.1 NP_001120676.1 c.244G>A p.E82K | p.Glu82Lys CTCxAGG + 3163 58 0 0% 94 12 11.30% NA. NA.

CC-H051 chr16 11217784 G A CLEC16A EX21 missense NM_015226.2 NP_056041.1 c.2454G>A p.M818I | p.Met818Ile CATxAAG + 23274 32 0 0% 25 6 19.30% NA. NA.

CC-H051 chr16 18863446 C G SMG1 EX33 missense NM_015092.4 NP_055907.3 c.4995G>C p.E1665D | p.Glu1665Asp TTTxTCT - 23049 64 0 0% 88 17 16.10% NA. NA.

CC-H051 chr16 53337910 C A CHD9 EX31 missense NM_025134.4 NP_079410.4 c.5992C>A p.Q1998K | p.Gln1998Lys GCTxAGA + 80205 75 0 0% 126 7 5.20% NA. NA.

CC-H051 chr16 53653099 C G RPGRIP1L EX24 missense NM_015272.2 NP_056087.2 c.3454G>C p.E1152Q | p.Glu1152Gln TCTxAAT - 23322 77 0 0% 83 20 19.40% NA. NA.

CC-H051 chr16 57799508 C T KIFC3 EX11 missense NM_005550.3 NP_005541.3 c.1375G>A p.D459N | p.Asp459Asn CATxCTC - 3801 66 0 0% 85 5 5.50% NA. NA.

CC-H051 chr16 82182427 C T MPHOSPH6 EX5E missense NM_005792.2 NP_005783.2 c.392G>A p.R131K | p.Arg131Lys TTTxTGG - 10200 108 0 0% 136 18 11.60% NA. NA.

CC-H051 chr17 2203701 G A SMG6 EX2 missense NM_017575.4 NP_060045.4 c.346C>T p.R116W | p.Arg116Trp CCCxATT - 23293 97 0 0% 110 27 19.70% NA. NA.

CC-H051 chr17 4711573 G A PLD2 EX4 missense NM_002663.4 NP_002654.3 c.245G>A p.G82E | p.Gly82Glu TGGxAAC + 5338 66 0 0% 68 7 9.30% NA. NA.

CC-H051 chr17 18198054 C G TOP3A EX10 missense NM_004618.3 NP_004609.1 c.1036G>C p.E346Q | p.Glu346Gln TTTxTTT - 7156 44 0 0% 57 7 10.90% NA. NA.

CC-H051 chr17 36484183 C G GPR179 EX11E missense NM_001004334.2 NP_001004334.2 c.5269G>C p.E1757Q | p.Glu1757Gln ACTxTGG - 440435 72 0 0% 59 8 11.90% NA. NA.

CC-H051 chr17 40737154 C G FAM134C EX6 missense NM_178126.3 NP_835227.1 c.716G>C p.R239T | p.Arg239Thr TCTxTCT - 162427 67 0 0% 59 10 14.40% NA. NA.

CC-H051 chr17 40766981 G C TUBG1 EX11E missense NM_001070.4 NP_001061.2 c.1278G>C p.E426D | p.Glu426Asp GGAxATT + 7283 81 0 0% 69 19 21.50% NA. NA.

CC-H051 chr17 45009497 C T GOSR2 EX4 missense NM_004287.3 NP_004278.2 c.268C>T p.R90W | p.Arg90Trp CATxGGC + 9570 38 0 0% 50 12 19.30% NA. NA.

CC-H051 chr17 56569092 G C MTMR4 EX19E missense NM_004687.4 NP_004678.3 c.3520C>G p.Q1174E | p.Gln1174Glu CTTxAAT - 9110 90 0 0% 125 14 10% NA. NA.

CC-H051 chr17 56620700 C T C17orf47 EX1 missense NM_001038704.2 NP_001033793.2 c.848G>A p.G283D | p.Gly283Asp ACAxCAT - 284083 55 0 0% 59 5 7.80% NA. NA.

CC-H051 chr17 58980003 G A BCAS3 EX11 missense NM_001099432.1 NP_001092902.1 c.761G>A p.R254H | p.Arg254His CCCxTGG + 54828 47 0 0% 93 7 7% NA. NA.

CC-H051 chr17 60493456 G C EFCAB3 EX12E missense NM_001144933.1 NP_001138405.1 c.1239G>C p.L413F | p.Leu413Phe TTTxATT + 146779 119 0 0% 156 30 16.10% NA. NA.

CC-H051 chr17 74056400 C G SRP68 EX7 missense NM_014230.3 NP_055045.2 c.826G>C p.E276Q | p.Glu276Gln TTTxAGC - 6730 53 0 0% 102 8 7.20% NA. NA.

CC-H051 chr17 75489071 C T SEPT9 EX9 missense NM_006640.4 NP_006631.2 c.1432C>T p.P478S | p.Pro478Ser ATCxCAT + 10801 110 0 0% 115 30 20.60% NA. NA.

CC-H051 chr17 77102753 C T RBFOX3 EX4 missense NM_001082575.1 NP_001076044.1 c.340G>A p.D114N | p.Asp114Asn AGTxGGG - 146713 166 0 0% 194 14 6.70% NA. NA.

CC-H051 chr18 7049157 G A LAMA1 EX5 missense NM_005559.3 NP_005550.2 c.688C>T p.R230C | p.Arg230Cys TGCxTTG - 284217 79 0 0% 84 10 10.60% Sanger No mutation

CC-H051 chr18 43310411 G A SLC14A1 EX3 missense NM_015865.6 NP_056949.4 c.126G>A p.M42I | p.Met42Ile CATxAAA + 6563 57 0 0% 78 7 8.20% NA. NA.

CC-H051 chr19 919577 C T KISS1R EX3 missense NM_032551.4 NP_115940.2 c.457C>T p.R153C | p.Arg153Cys CACxGCC + 84634 59 0 0% 70 6 7.80% NA. NA.

CC-H051 chr19 9639738 C T ZNF426 EX8E missense NM_024106.1 NP_077011.1 c.983G>A p.R328K | p.Arg328Lys GTTxTTC - 79088 124 0 0% 160 20 11.10% NA. NA.

CC-H051 chr19 12060131 C T ZNF700 EX4E missense NM_144566.1 NP_653167.1 c.1292C>T p.S431L | p.Ser431Leu CCTxACA + 90592 134 0 0% 147 21 12.50% NA. NA.

CC-H051 chr19 12060395 C T ZNF700 EX4E missense NM_144566.1 NP_653167.1 c.1556C>T p.S519F | p.Ser519Phe ATTxTGC + 90592 134 0 0% 126 13 9.30% NA. NA.

CC-H051 chr19 12758149 C A MAN2B1 EX23 missense NM_000528.3 NP_000519.2 c.2821G>T p.D941Y | p.Asp941Tyr GGTxCTG - 4125 63 0 0% 57 12 17.30% NA. NA.

CC-H051 chr19 13323262 G A CACNA1A EX42 missense NM_001127221.1 NP_001120693.1 c.6128C>T p.T2043M | p.Thr2043Met CCCxTCT - 773 111 0 0% 120 34 22% NA. NA.

CC-H051 chr19 36038045 C G TMEM147 EX6 missense NM_032635.3 NP_116024.1 c.454C>G p.Q152E | p.Gln152Glu GCTxAGG + 10430 68 0 0% 80 5 5.80% NA. NA.

CC-H051 chr19 36050024 C G ATP4A EX8 missense NM_000704.2 NP_000695.2 c.1126G>C p.E376Q | p.Glu376Gln TCTxCAC - 495 53 0 0% 52 7 11.80% NA. NA.

CC-H051 chr19 40872812 G A PLD3 EX5 missense NM_012268.2 NP_036400.2 c.235G>A p.D79N | p.Asp79Asn TATxACC + 23646 32 0 0% 26 8 23.50% NA. NA.

CC-H051 chr19 43430779 C T PSG7 EX3 missense NM_001206650.1 NP_001193579.1 c.433G>A p.E145K | p.Glu145Lys TCTxACT - 5676 340 1 0.20% 366 70 16% NA. NA.

CC-H051 chr19 51162239 C G C19orf81 EX5E missense NM_001195076.1 NP_001182005.1 c.437C>G p.S146W | p.Ser146Trp GCTxGCG + 342918 46 0 0% 49 5 9.20% NA. NA.

CC-H051 chr19 54485359 C G CACNG8 EX4E missense NM_031895.5 NP_114101.4 c.534C>G p.I178M | p.Ile178Met GATxGTG + 59283 35 0 0% 49 6 10.90% NA. NA.

CC-H051 chr19 54848842 C T LILRA4 EX5 missense NM_012276.3 NP_036408.3 c.781G>A p.D261N | p.Asp261Asn CATxGGC - 23547 230 1 0.40% 262 19 6.70% NA. NA.

CC-H051 chr19 55329821 G A KIR3DL1 EX3 missense NM_013289.2 NP_037421.2 c.122G>A p.R41Q | p.Arg41Gln CTCxAGG + 3811 136 0 0% 189 11 5.50% NA. NA.

CC-H051 chr20 585252 G C TCF15 EX2E missense NM_004609.3 NP_004600.2 c.583C>G p.R195G | p.Arg195Gly CTCxAAG - 6939 190 1 0.50% 260 56 17.70% NA. NA.

CC-H051 chr20 5095943 C T PCNA EX7E missense NM_002592.2 NP_002583.1 c.772G>A p.E258K | p.Glu258Lys CTTxATC - 5111 100 0 0% 114 11 8.80% NA. NA.

CC-H051 chr20 30232657 C T COX4I2 EX5E nonsense NM_032609.2 NP_115998.2 c.466C>T p.Q156* | p.Gln156* GTGxAGG + 84701 107 0 0% 84 17 16.80% NA. NA.

CC-H051 chr20 33935057 C T UQCC EX7 missense NM_018244.4 NP_060714.3 c.483G>A p.M161I | p.Met161Ile CTTxATT - 55245 39 0 0% 41 8 16.30% NA. NA.

CC-H051 chr20 42143220 G C L3MBTL1 EX1 missense NM_015478.6 NP_056293.4 c.36G>C p.E12D | p.Glu12Asp CGAxATG + 26013 141 0 0% 203 12 5.50% NA. NA.

CC-H051 chr20 50051746 G A NFATC2 EX8 nonsense NM_173091.3 NP_775114.1 c.2011C>T p.Q671* | p.Gln671* GCTxAGG - 4773 107 0 0% 145 14 8.80% NA. NA.

CC-H051 chr20 55949769 C T RAE1 EX11 missense NM_001015885.1 NP_001015885.1 c.932C>T p.S311L | p.Ser311Leu CTTxGGA + 8480 77 0 0% 102 10 8.90% NA. NA.

CC-H051 chr20 58470578 G C SYCP2 EX19 missense NM_014258.2 NP_055073.2 c.1579C>G p.Q527E | p.Gln527Glu TTTxAGA - 10388 89 0 0% 162 16 8.90% NA. NA.

CC-H051 chr20 61461736 C T COL9A3 EX23 missense NM_001853.3 NP_001844.3 c.1186C>T p.P396S | p.Pro396Ser CCTxCCG + 1299 185 0 0% 235 27 10.30% NA. NA.

CC-H051 chr21 43164272 G A RIPK4 EX7 missense NM_020639.2 NP_065690.2 c.965C>T p.S322F | p.Ser322Phe GCAxAGG - 54101 58 0 0% 52 10 16.10% NA. NA.

CC-H051 chr22 17072432 G A CCT8L2 EX1E missense NM_014406.4 NP_055221.1 c.1009C>T p.R337C | p.Arg337Cys GACxAGG - 150160 81 0 0% 94 10 9.60% NA. NA.

CC-H051 chr22 21105992 G C PI4KA EX26 missense NM_058004.3 NP_477352.3 c.3039C>G p.I1013M | p.Ile1013Met CAGxATG - 5297 79 0 0% 86 5 5.40% NA. NA.

CC-H051 chr22 29629428 C T EMID1 EX9 missense NM_133455.3 NP_597712.2 c.884C>T p.T295I | p.Thr295Ile CCAxTGG + 129080 71 0 0% 74 7 8.60% NA. NA.

CC-H051 chr22 33960915 C T LARGE EX7 missense NM_004737.4 NP_004728.1 c.706G>A p.E236K | p.Glu236Lys TCTxCAG - 9215 70 0 0% 72 12 14.20% NA. NA.

CC-H051 chr22 36157250 G C RBFOX2 EX9 missense NM_001082578.1 NP_001076047.1 c.963C>G p.I321M | p.Ile321Met ACTxATT - 23543 69 0 0% 110 9 7.50% NA. NA.

CC-H051 chr22 39083948 C T JOSD1 EX4E missense NM_014876.5 NP_055691.1 c.568G>A p.E190K | p.Glu190Lys CTTxTGG - 9929 71 0 0% 86 5 5.40% NA. NA.

CC-H051 chr22 39530529 G A CBX7 EX5 missense NM_175709.3 NP_783640.1 c.475C>T p.R159C | p.Arg159Cys CGCxGGG - 23492 37 0 0% 30 11 26.80% NA. NA.

CC-H051 chr22 43538933 G A MCAT EX1 missense NM_173467.4 NP_775738.3 c.422C>T p.S141L | p.Ser141Leu ACCxAGG - 27349 64 0 0% 62 6 8.80% NA. NA.

CC-H051 chr22 50633422 G C TRABD EX5 missense NM_025204.2 NP_079480.2 c.373G>C p.E125Q | p.Glu125Gln CGGxAGG + 80305 85 0 0% 79 8 9.10% NA. NA.

CC-H051 chr22 50962099 C T SCO2 EX2E missense NM_001169109.1 NP_001162580.1 c.742G>A p.E248K | p.Glu248Lys GCTxAGC - 9997 86 0 0% 95 15 13.60% NA. NA.

CC-H051 chrX 2853004 C T ARSE EX11E missense NM_000047.2 NP_000038.2 c.1639G>A p.E547K | p.Glu547Lys GTTxCCA - 415 118 0 0% 130 11 7.80% NA. NA.

CC-H051 chrX 13762584 G C OFD1 EX6 missense NM_003611.2 NP_003602.1 c.463G>C p.E155Q | p.Glu155Gln AAAxAGA + 8481 98 0 0% 108 15 12.10% NA. NA.

CC-H051 chrX 18198714 T G BEND2 EX9 missense NM_153346.4 NP_699177.2 c.1345A>C p.N449H | p.Asn449His TGTxGAC - 139105 102 0 0% 156 10 6% NA. NA.

CC-H051 chrX 44108163 C T EFHC2 IVS5 splice-3 NM_025184.3 NP_079460.2 c.859-1G>A . ATTxTGG - 80258 138 1 0.70% 178 15 7.70% NA. NA.

CC-H051 chrX 53560980 G A HUWE1 EX83 missense NM_031407.5 NP_113584.3 c.13010C>T p.S4337L | p.Ser4337Leu GCTxAAG - 10075 94 0 0% 103 19 15.50% NA. NA.

CC-H051 chrX 54800539 G A ITIH6 EX6 missense NM_198510.2 NP_940912.1 c.878C>T p.S293F | p.Ser293Phe ATGxAGC - 347365 138 1 0.70% 177 14 7.30% NA. NA.

CC-H051 chrX 84358923 T A SATL1 IVS1 splice-3 NM_001012980.2 NP_001012998.2 c.1642-2A>T . TCCxGTC - 340562 102 0 0% 119 28 19% NA. NA.

CC-H051 chrX 112054600 C T AMOT EX4 missense NM_133265.2 NP_573572.1 c.187G>A p.V63I | p.Val63Ile AGAxGCG - 154796 53 0 0% 120 8 6.20% NA. NA.

CC-H051 chrX 129283525 C T AIFM1 EX3 missense NM_004208.3 NP_004199.1 c.268G>A p.E90K | p.Glu90Lys CCTxTTT - 9131 72 0 0% 95 14 12.80% NA. NA.

CC-H051 chrX 144909519 G T CXorf1 EX1E missense NM_004709.2 NP_004700.1 c.324G>T p.W108C | p.Trp108Cys CTGxCCC + 9142 77 0 0% 85 14 14.10% NA. NA.

CC-H051 chrX 152991087 C G ABCD1 EX1 missense NM_000033.3 NP_000024.2 c.366C>G p.I122M | p.Ile122Met CATxGTC + 215 135 0 0% 130 27 17.10% NA. NA.

CC-H051 chr1 111957523 G+GGTCAGGGTCTTCTGTCCAGTOVGP1 EX11E cds-ins NM_002557.3 NP_002548.3c.1599_1600insACTGGACAGAAGACCCTGACCp.T533_P534insTGQKTLT | p.Thr533_Pro534insThrGlyGlnLysThrLeuThrGG.GG - 5016 38 0 0% 51 6 10.53% NA. NA.

CC-H051 chr11 71249184 G -C KRTAP5-8 EX1E frameshift NM_021046.2 NP_066384.2 c.84delC p.C29Vfs*186 | p.Cys29Valfs*186TG.TG + 57830 204 0 0% 229 13 5.37% NA. NA.

CC-H051 chr12 9009776 A -GCCCTG A2ML1 EX24 cds-del NM_144670.4 NP_653271.2c.2866_2871delGCCCTGp.A956_L957del | p.Ala956_Leu957delCA.CA + 144568 57 0 0% 57 9 13.64% NA. NA.

CC-H052 chr1 46774779 G A UQCRH EX2 missense NM_006004.2 NP_005995.2 c.61G>A p.E21K | p.Glu21Lys GAAxAGG + 7388 117 0 0% 76 5 6.10% NA. NA.

CC-H052 chr1 57216746 G C C1orf168 EX9 missense NM_001004303.4 NP_001004303.3 c.1358C>G p.P453R | p.Pro453Arg TTTxGGC - 199920 65 0 0% 54 6 10% NA. NA.

CC-H052 chr1 101203682 G A VCAM1 EX9E missense NM_001078.3 NP_001069.1 c.2063G>A p.R688K | p.Arg688Lys GAAxAGA + 7412 105 1 0.90% 79 6 7% NA. NA.

CC-H052 chr1 152282081 G A FLG EX3E missense NM_002016.1 NP_002007.1 c.5281C>T p.R1761C | p.Arg1761Cys AACxTCC - 2312 222 0 0% 210 12 5.40% NA. NA.

CC-H052 chr1 154461575 C T SHE EX3 missense NM_001010846.2 NP_001010846.1 c.976G>A p.E326K | p.Glu326Lys GCTxGTA - 126669 146 0 0% 120 11 8.30% NA. NA.

CC-H052 chr1 168054963 A C GPR161 EX7E missense NM_001267609.1 NP_001254538.1 c.1456T>G p.L486V | p.Leu486Val CCAxGCT - 23432 94 0 0% 80 7 8% NA. NA.

CC-H052 chr1 201179770 G A IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.5749G>A p.E1917K | p.Glu1917Lys GTAxAAA + 91156 272 0 0% 113 7 5.80% NA. NA.

CC-H052 chr1 229745889 C G TAF5L EX3 missense NM_014409.3 NP_055224.1 c.211G>C p.E71Q | p.Glu71Gln CTTxATA - 27097 97 0 0% 62 8 11.40% NA. NA.

CC-H052 chr1 247607363 G A NLRP3 EX7 missense NM_004895.4 NP_004886.3 c.2759G>A p.R920Q | p.Arg920Gln TGCxAGG + 114548 176 0 0% 132 8 5.70% NA. NA.

CC-H052 chr2 1437358 C T TPO EX4 nonsense NM_000547.5 NP_000538.3 c.328C>T p.Q110* | p.Gln110* ACTxAAC + 7173 106 0 0% 54 9 14.20% NA. NA.

CC-H052 chr2 44078851 G A ABCG8 EX4 missense NM_022437.2 NP_071882.1 c.451G>A p.V151M | p.Val151Met CACxTGC + 64241 106 0 0% 73 8 9.80% NA. NA.

CC-H052 chr2 54125063 G A PSME4 EX31 missense NM_014614.2 NP_055429.2 c.3550C>T p.R1184C | p.Arg1184Cys CACxAAG - 23198 74 0 0% 62 5 7.40% NA. NA.

CC-H052 chr2 74273834 C T TET3 EX1 missense NM_144993.1 NP_659430.1 c.385C>T p.R129W | p.Arg129Trp GCGxGGC + 200424 122 0 0% 67 10 12.90% NA. NA.

CC-H052 chr2 86697461 G A KDM3A EX11 missense NM_018433.5 NP_060903.2 c.1654G>A p.D552N | p.Asp552Asn TTGxACA + 55818 75 0 0% 65 5 7.10% NA. NA.

CC-H052 chr2 96949657 G A SNRNP200 EX32 missense NM_014014.4 NP_054733.2 c.4478C>T p.S1493L | p.Ser1493Leu AGCxAAG - 23020 63 0 0% 56 5 8.10% NA. NA.

CC-H052 chr2 114257875 G A FOXD4L1 EX1E missense NM_012184.4 NP_036316.1 c.1042G>A p.A348T | p.Ala348Thr ACCxCGT + 200350 209 0 0% 101 29 22.30% NA. NA.

CC-H052 chr2 171509509 G A MYO3B EX35E missense NM_138995.4 NP_620482.3 c.3904G>A p.D1302N | p.Asp1302Asn CTTxATG + 140469 90 0 0% 53 5 8.60% NA. NA.

CC-H052 chr2 179395242 G A TTN EX358 missense NM_001267550.1 NP_001254479.1 c.106100C>T p.T35367M | p.Thr35367MetGACxTTC - 7273 83 0 0% 44 9 16.90% NA. NA.

CC-H052 chr2 189918620 C T COL5A2 IVS37 splice-5 NM_000393.3 NP_000384.2 c.2499+1G>A . TTAxAGG - 1290 132 0 0% 94 15 13.70% NA. NA.

CC-H052 chr3 9089150 C T SRGAP3 EX10 missense NM_014850.3 NP_055665.1 c.1333G>A p.E445K | p.Glu445Lys ACTxTTT - 9901 56 0 0% 44 6 12% NA. NA.

CC-H052 chr3 12583380 G A LOC100129480 EX3 missense NM_001195279.1 NP_001182208.1 c.410C>T p.S137L | p.Ser137Leu CCCxAGG - 100129480 80 0 0% 74 5 6.30% NA. NA.

CC-H052 chr3 62267274 G A PTPRG EX27 missense NM_002841.3 NP_002832.3 c.3802G>A p.E1268K | p.Glu1268Lys GAAxAAT + 5793 114 0 0% 67 11 14.10% NA. NA.

CC-H052 chr3 101576281 C G NFKBIZ EX11 missense NM_031419.3 NP_113607.1 c.2081C>G p.P694R | p.Pro694Arg TTCxCGA + 64332 109 0 0% 85 13 13.20% NA. NA.

CC-H052 chr3 186761092 G A ST6GAL1 EX4 missense NM_173216.2 NP_775323.1 c.601G>A p.E201K | p.Glu201Lys AGAxAAA + 6480 70 0 0% 32 7 17.90% NA. NA.

CC-H052 chr4 65155443 G A TECRL EX9 missense NM_001010874.4 NP_001010874.2 c.817C>T p.H273Y | p.His273Tyr GATxAGA - 253017 61 0 0% 48 9 15.70% NA. NA.

CC-H052 chr4 71265005 G A PROL1 EX2 init-loss NM_021225.4 NP_067048.4 c.3G>A p.0? AATxAAA + 58503 82 0 0% 64 8 11.10% NA. NA.



CC-H052 chr4 159618815 G C ETFDH EX8 missense NM_004453.2 NP_004444.2 c.936G>C p.L312F | p.Leu312Phe TTTxAAT + 2110 75 0 0% 67 9 11.80% NA. NA.

CC-H052 chr5 13919443 G A DNAH5 EX7 nonsense NM_001369.2 NP_001360.1 c.817C>T p.Q273* | p.Gln273* GCTxATT - 1767 43 0 0% 58 6 9.30% NA. NA.

CC-H052 chr5 77330225 C T AP3B1 EX24 missense NM_003664.3 NP_003655.3 c.2854G>A p.D952N | p.Asp952Asn AGTxAAT - 8546 111 0 0% 83 9 9.70% NA. NA.

CC-H052 chr6 25770370 C T SLC17A4 EX4 missense NM_005495.2 NP_005486.1 c.373C>T p.P125S | p.Pro125Ser GCTxCAA + 10050 75 0 0% 45 10 18.10% NA. NA.

CC-H052 chr6 26158551 G A HIST1H2BD EX1 missense NM_138720.2 NP_619790.1 c.154G>A p.D52N | p.Asp52Asn CCCxACA + 3017 275 0 0% 149 20 11.80% NA. NA.

CC-H052 chr6 27419447 G C ZNF184 EX6E missense NM_007149.2 NP_009080.2 c.1891C>G p.Q631E | p.Gln631Glu GTTxAGC - 7738 95 0 0% 56 16 22.20% NA. NA.

CC-H052 chr7 19184565 C T FERD3L EX1E missense NM_152898.2 NP_690862.1 c.421G>A p.E141K | p.Glu141Lys TCTxGAT - 222894 57 0 0% 33 5 13.10% NA. NA.

CC-H052 chr7 77975241 C T MAGI2 EX8 missense NM_012301.3 NP_036433.2 c.1223G>A p.R408Q | p.Arg408Gln CCTxGGA - 9863 142 0 0% 82 18 18% NA. NA.

CC-H052 chr7 91622331 G A AKAP9 EX5 missense NM_005751.4 NP_005742.4 c.538G>A p.E180K | p.Glu180Lys GAAxAAA + 10142 92 0 0% 70 16 18.60% NA. NA.

CC-H052 chr7 100637173 C T MUC12 EX2 missense NM_001164462.1 NP_001157934.1 c.3329C>T p.S1110L | p.Ser1110Leu GATxACC + 10071 289 0 0% 145 9 5.80% NA. NA.

CC-H052 chr7 110764155 C T LRRN3 EX4E missense NM_001099660.1 NP_001093130.1 c.1327C>T p.H443Y | p.His443Tyr TTTxACT + 54674 83 0 0% 68 9 11.60% NA. NA.

CC-H052 chr7 128597334 C T TNPO3 EX22 missense NM_012470.3 NP_036602.1 c.2747G>A p.R916Q | p.Arg916Gln TCTxGCA - 23534 115 0 0% 81 7 7.90% NA. NA.

CC-H052 chr7 146805351 T A CNTNAP2 EX5 missense NM_014141.5 NP_054860.1 c.663T>A p.S221R | p.Ser221Arg AAGxGAA + 26047 126 0 0% 81 13 13.80% NA. NA.

CC-H052 chr7 154564575 C A DPP6 EX10 missense NM_130797.2 NP_570629.2 c.1059C>A p.S353R | p.Ser353Arg CAGxATT + 1804 85 0 0% 44 7 13.70% NA. NA.

CC-H052 chr8 86351973 G A CA3 EX2 missense NM_005181.3 NP_005172.1 c.67G>A p.A23T | p.Ala23Thr AATxCCA + 761 81 1 1.20% 67 13 16.20% NA. NA.

CC-H052 chr8 110986334 T A KCNV1 EX1 missense NM_014379.2 NP_055194.1 c.284A>T p.N95I | p.Asn95Ile GGGxTGG - 27012 152 0 0% 150 8 5% NA. NA.

CC-H052 chr8 124138379 C T WDR67 EX12 missense NM_145647.3 NP_663622.2 c.1654C>T p.H552Y | p.His552Tyr TTTxATG + 93594 102 0 0% 68 6 8.10% NA. NA.

CC-H052 chr8 126034095 C G SQLE EX11E missense NM_003129.3 NP_003120.2 c.1633C>G p.R545G | p.Arg545Gly CCTxGAG + 6713 91 0 0% 82 5 5.70% NA. NA.

CC-H052 chr8 145557088 G C SCRT1 EX2E missense NM_031309.4 NP_112599.1 c.806C>G p.S269W | p.Ser269Trp TGCxAGC - 83482 49 0 0% 33 12 26.60% NA. NA.

CC-H052 chr9 123550147 C T FBXW2 EX3 missense NM_012164.3 NP_036296.2 c.390G>A p.M130I | p.Met130Ile CTTxATT - 26190 82 0 0% 74 5 6.30% NA. NA.

CC-H052 chr9 131454997 G A SET EX4 missense NM_001122821.1 NP_001116293.1 c.370G>A p.E124K | p.Glu124Lys GTTxAAG + 6418 61 0 0% 44 5 10.20% NA. NA.

CC-H052 chr10 26462733 G C MYO3A EX30 missense NM_017433.4 NP_059129.3 c.3540G>C p.E1180D | p.Glu1180Asp GGAxAGT + 53904 113 0 0% 88 9 9.20% NA. NA.

CC-H052 chr10 32762951 C T CCDC7 EX9 nonsense NM_145023.4 NP_659460.3 c.796C>T p.Q266* | p.Gln266* CCAxGTA + 221016 143 0 0% 106 9 7.80% NA. NA.

CC-H052 chr10 73580086 C T PSAP EX10 missense NM_001042465.1 NP_001035930.1 c.925G>A p.E309K | p.Glu309Lys CCTxGTG - 5660 74 0 0% 58 6 9.30% NA. NA.

CC-H052 chr11 621629 G A CDHR5 EX5 missense NM_021924.4 NP_068743.2 c.440C>T p.T147M | p.Thr147Met TGCxTCT - 53841 85 0 0% 42 6 12.50% NA. NA.

CC-H052 chr11 11986157 C T DKK3 EX8E missense NM_015881.5 NP_056965.3 c.907G>A p.E303K | p.Glu303Lys CCTxTCT - 27122 132 0 0% 95 6 5.90% NA. NA.

CC-H052 chr11 33719991 G A C11orf91 EX2E missense NM_001166692.1 NP_001160164.1 c.566C>T p.S189L | p.Ser189Leu GCCxACT - 100131378 72 0 0% 56 10 15.10% NA. NA.

CC-H052 chr11 63276250 G T LGALS12 EX3 missense NM_001142535.1 NP_001136007.1 c.228G>T p.R76S | p.Arg76Ser TAGxTTT + 85329 69 0 0% 54 7 11.40% NA. NA.

CC-H052 chr11 129321089 C G BARX2 EX4E missense NM_003658.4 NP_003649.2 c.632C>G p.S211C | p.Ser211Cys ACTxCAT + 8538 133 0 0% 95 5 5% NA. NA.

CC-H052 chr12 10560365 C T KLRC4 EX4E missense NM_013431.2 NP_038459.1 c.364G>A p.E122K | p.Glu122Lys CCTxAGG - 8302 234 0 0% 176 14 7.30% NA. NA.

CC-H052 chr12 42503418 C T GXYLT1 EX4 missense NM_173601.1 NP_775872.1 c.562G>A p.E188K | p.Glu188Lys ACTxTGC - 283464 107 0 0% 78 5 6% NA. NA.

CC-H052 chr12 78513604 G A NAV3 EX15 missense NM_014903.4 NP_055718.4 c.3628G>A p.E1210K | p.Glu1210Lys TCAxAAA + 89795 107 1 0.90% 102 7 6.40% NA. NA.

CC-H052 chr12 112429589 G C TMEM116 EX4 missense NM_001193531.1 NP_001180460.1 c.183C>G p.I61M | p.Ile61Met GCAxATG - 89894 107 0 0% 68 9 11.60% NA. NA.

CC-H052 chr12 132326280 C T MMP17 EX5 missense NM_016155.4 NP_057239.4 c.818C>T p.P273L | p.Pro273Leu GCCxGGT + 4326 66 0 0% 28 6 17.60% NA. NA.

CC-H052 chr13 25486725 C T CENPJ EX2 missense NM_018451.4 NP_060921.3 c.439G>A p.E147K | p.Glu147Lys GTTxAAG - 55835 92 0 0% 83 8 8.70% NA. NA.

CC-H052 chr13 110835426 C T COL4A1 EX28 missense NM_001845.4 NP_001836.2 c.2009G>A p.G670E | p.Gly670Glu GTTxCGG - 1282 125 0 0% 113 6 5% Sanger No mutation

CC-H052 chr14 36211734 C T RALGAPA1 EX11 missense NM_194301.2 NP_919277.2 c.1289G>A p.R430K | p.Arg430Lys TTTxTCA - 253959 77 0 0% 69 5 6.70% NA. NA.

CC-H052 chr14 105407521 G C AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.14267C>G p.S4756C | p.Ser4756Cys ATGxATG - 113146 72 0 0% 55 6 9.80% NA. NA.

CC-H052 chr15 34531202 G C SLC12A6 EX19 missense NM_005135.2 NP_005126.1 c.2443C>G p.Q815E | p.Gln815Glu TTTxACG - 9990 61 0 0% 30 9 23% NA. NA.

CC-H052 chr15 42041950 G A MGA EX17 missense NM_001164273.1 NP_001157745.1 c.6145G>A p.E2049K | p.Glu2049Lys TCTxAGC + 23269 101 0 0% 90 5 5.20% NA. NA.

CC-H052 chr15 42743019 T C ZFP106 EX2 missense NM_022473.1 NP_071918.1 c.1382A>G p.K461R | p.Lys461Arg GATxTAG - 64397 102 0 0% 100 8 7.40% NA. NA.

CC-H052 chr15 51791157 C T DMXL2 EX18 missense NM_015263.3 NP_056078.2 c.4264G>A p.E1422K | p.Glu1422Lys TCTxAGT - 23312 104 1 0.90% 100 11 9.90% NA. NA.

CC-H052 chr15 67571840 C G IQCH EX4 missense NM_001031715.2 NP_001026885.1 c.377C>G p.P126R | p.Pro126Arg TTCxAAG + 64799 144 0 0% 119 17 12.50% NA. NA.

CC-H052 chr15 81633734 G C TMC3 EX16 nonsense NM_001080532.1 NP_001074001.1 c.1841C>G p.S614* | p.Ser614* CTTxAGG - 342125 84 0 0% 76 12 13.60% NA. NA.

CC-H052 chr15 89870458 T G POLG EX7 missense NM_002693.2 NP_002684.1 c.1373A>C p.E458A | p.Glu458Ala ATCxCCC - 5428 101 0 0% 53 11 17.10% NA. NA.

CC-H052 chr16 14029336 G A ERCC4 EX8 missense NM_005236.2 NP_005227.1 c.1547G>A p.R516Q | p.Arg516Gln GTCxAGA + 2072 146 0 0% 107 10 8.50% NA. NA.

CC-H052 chr16 23578335 C T UBFD1 EX6 missense NM_019116.2 NP_061989.2 c.764C>T p.S255F | p.Ser255Phe GCTxCAT + 56061 92 0 0% 53 5 8.60% NA. NA.

CC-H052 chr17 40557013 T C PTRF EX2E missense NM_012232.5 NP_036364.2 c.865A>G p.K289E | p.Lys289Glu GTTxCTC - 284119 54 0 0% 43 5 10.40% NA. NA.

CC-H052 chr17 49825092 C T CA10 EX5 missense NM_001082533.1 NP_001076002.1 c.366G>A p.M122I | p.Met122Ile TGTxATG - 56934 106 1 0.90% 80 10 11.10% NA. NA.

CC-H052 chr17 61512513 G C CYB561 EX5 missense NM_001017916.1 NP_001017916.1 c.497C>G p.T166S | p.Thr166Ser ATGxTAG - 1534 181 0 0% 82 19 18.80% NA. NA.

CC-H052 chr18 43217132 G C SLC14A2 EX6 missense NM_007163.3 NP_009094.3 c.828G>C p.E276D | p.Glu276Asp AGAxATG + 8170 93 0 0% 59 9 13.20% NA. NA.

CC-H052 chr19 7935999 G C FLJ22184 EX5 missense NM_001190467.1 NP_001177396.1 c.2131C>G p.L711V | p.Leu711Val CCAxAGG - 80164 148 0 0% 72 10 12.10% NA. NA.

CC-H052 chr19 12157211 C T ZNF878 EX3 missense NM_001080404.2 NP_001073873.2 c.163G>A p.E55K | p.Glu55Lys GCTxATC - 729747 81 0 0% 51 9 15% NA. NA.

CC-H052 chr19 12157560 C G ZNF878 EX2 missense NM_001080404.2 NP_001073873.2 c.19G>C p.E7Q | p.Glu7Gln CCTxAAA - 729747 235 0 0% 177 23 11.50% NA. NA.

CC-H052 chr19 21477412 T G ZNF708 EX4E missense NM_021269.2 NP_067092.2 c.356A>C p.K119T | p.Lys119Thr AACxTAT - 7562 94 0 0% 84 9 9.60% NA. NA.

CC-H052 chr19 22499085 A G ZNF729 EX4E missense NM_001242680.1 NP_001229609.1 c.2866A>G p.I956V | p.Ile956Val AAGxTAA + 100287226 132 0 0% 89 16 15.20% NA. NA.

CC-H052 chr19 40430410 G C FCGBP EX3 missense NM_003890.2 NP_003881.2 c.1533C>G p.F511L | p.Phe511Leu GCTxAAG - 8857 151 0 0% 117 20 14.50% NA. NA.

CC-H052 chr19 53911404 C T ZNF765 EX4E missense NM_001040185.1 NP_001035275.1 c.596C>T p.S199F | p.Ser199Phe ATTxTTC + 91661 143 1 0.60% 101 7 6.40% NA. NA.

CC-H052 chr20 8722119 G A PLCB1 EX23 missense NM_015192.2 NP_056007.1 c.2422G>A p.E808K | p.Glu808Lys ATCxAAG + 23236 121 1 0.80% 121 9 6.90% NA. NA.

CC-H052 chr20 36611895 G A TTI1 EX9E missense NM_014657.1 NP_055472.1 c.3233C>T p.T1078M | p.Thr1078Met GTCxTGT - 9675 69 0 0% 66 9 12% NA. NA.

CC-H052 chr20 43932954 G A MATN4 EX3 missense NM_003833.3 NP_003824.2 c.557C>T p.S186L | p.Ser186Leu GGCxATG - 8785 68 1 1.40% 84 10 10.60% NA. NA.

CC-H052 chr20 48130890 G A PTGIS EX7 missense NM_000961.3 NP_000952.1 c.898C>T p.L300F | p.Leu300Phe TGAxAAG - 5740 61 0 0% 57 7 10.90% NA. NA.

CC-H052 chr21 33067164 C T SCAF4 EX10 missense NM_020706.2 NP_065757.1 c.1198G>A p.A400T | p.Ala400Thr GTGxCTG - 57466 102 0 0% 65 14 17.70% NA. NA.

CC-H052 chrX 16635302 C T CTPS2 EX16 missense NM_001144002.1 NP_001137474.1 c.1517G>A p.G506E | p.Gly506Glu TCTxCAT - 56474 175 0 0% 125 8 6% NA. NA.

CC-H052 chrX 18597988 A C CDKL5 EX6 missense NM_003159.2 NP_003150.1 c.303A>C p.E101D | p.Glu101Asp GGAxGAA + 6792 277 1 0.30% 242 32 11.60% NA. NA.

CC-H052 chrX 18956763 G C PHKA2 EX10 missense NM_000292.2 NP_000283.1 c.1023C>G p.F341L | p.Phe341Leu ACTxAAG - 5256 211 0 0% 126 23 15.40% NA. NA.

CC-H052 chrX 49107847 T C FOXP3 EX12E missense NM_014009.3 NP_054728.2 c.1244A>G p.K415R | p.Lys415Arg TTCxTGC - 50943 49 0 0% 23 5 17.80% NA. NA.

CC-H052 chrX 53277405 C T IQSEC2 EX7 missense NM_001111125.2 NP_001104595.1 c.2473G>A p.E825K | p.Glu825Lys TCTxATC - 23096 112 1 0.80% 90 10 10% NA. NA.

CC-H052 chrX 63444798 C T ASB12 EX2 missense NM_130388.3 NP_569059.3 c.733G>A p.D245N | p.Asp245Asn AATxGAT - 142689 111 0 0% 103 14 11.90% NA. NA.

CC-H052 chrX 71428189 G A ERCC6L EX2E missense NM_017669.2 NP_060139.2 c.428C>T p.S143L | p.Ser143Leu AGTxATG - 54821 116 0 0% 73 7 8.70% NA. NA.

CC-H052 chrX 77294445 G A ATP7A EX18 missense NM_000052.5 NP_000043.3 c.3623G>A p.R1208K | p.Arg1208Lys AGAxAAA + 538 146 0 0% 113 6 5% NA. NA.

CC-H052 chrX 84362878 G A SATL1 EX1 missense NM_001012980.2 NP_001012998.2 c.1097C>T p.T366M | p.Thr366Met CTCxTGC - 340562 111 0 0% 122 15 10.90% NA. NA.

CC-H052 chrX 91133164 A G PCDH11X EX5 missense NM_032967.2 NP_116749.1 c.1925A>G p.Y642C | p.Tyr642Cys TCTxTGT + 27328 206 0 0% 123 12 8.80% NA. NA.

CC-H052 chrX 123514592 C A TENM1 EX31E missense NM_014253.3 NP_055068.2 c.7972G>T p.A2658S | p.Ala2658Ser AGGxCTG - 10178 100 0 0% 99 11 10% NA. NA.

CC-H052 chrX 125298932 G A DCAF12L2 EX1E nonsense NM_001013628.2 NP_001013650.1 c.976C>T p.Q326* | p.Gln326* ACTxAGA - 340578 115 0 0% 96 19 16.50% NA. NA.

CC-H052 chrX 140983301 G A MAGEC3 EX6 missense NM_138702.1 NP_619647.1 c.1079G>A p.R360H | p.Arg360His GCCxCCG + 139081 182 1 0.50% 115 38 24.80% NA. NA.

CC-H052 chrX 151303180 C T MAGEA10 EX5E missense NM_001011543.2 NP_001011543.2 c.913G>A p.E305K | p.Glu305Lys TTTxAGC - 4109 165 0 0% 138 10 6.70% NA. NA.

CC-H052 chr1 152085339 G -TCT TCHH EX2E cds-del NM_007113.2 NP_009044.2c.345AGA[3>2] (std: c.345AGA[2] alt: c.351_353delAGA )p.E116[2>1] (std: p.E116[1] alt: p.E117del ) | p.Glu116[2>1] (std: p.Glu116[1] alt: p.Glu117del )GG.TC - 7062 88 0 0% 55 9 14.06% NA. NA.

CC-H052 chr7 29519896 T -CTC CHN2 EX7 cds-del NM_004067.2 NP_004058.1c.580TCC[2>1] (std: c.580TCC[1] alt: c.583_585delTCC )p.S194[2>1] (std: p.S194[1] alt: p.S195del ) | p.Ser194[2>1] (std: p.Ser194[1] alt: p.Ser195del )AT.CT + 1124 77 0 0% 63 8 11.27% NA. NA.

CC-H053 chr1 1576463 C T CDK11B EX8 missense NM_033492.1 NP_277027.1 c.1015G>A p.E339K | p.Glu339Lys CCTxACT - 984 86 0 0% 30 6 16.60% NA. NA.

CC-H053 chr1 7723760 G A CAMTA1 EX9 missense NM_015215.2 NP_056030.1 c.1153G>A p.A385T | p.Ala385Thr ATGxCGG + 23261 68 0 0% 50 9 15.20% NA. NA.

CC-H053 chr1 23219431 G A EPHB2 EX7 missense NM_004442.6 NP_004433.2 c.1483G>A p.V495M | p.Val495Met ACCxTGC + 2048 66 1 1.40% 57 15 20.80% NA. NA.

CC-H053 chr1 57425723 C T C8B EX2 nonsense NM_000066.2 NP_000057.1 c.219G>A p.W73* | p.Trp73* GGTxCAA - 732 59 0 0% 66 24 26.60% NA. NA.

CC-H053 chr1 66081710 C T LEPR EX15 missense NM_002303.5 NP_002294.2 c.2015C>T p.S672L | p.Ser672Leu ACTxATT + 3953 43 0 0% 56 6 9.60% NA. NA.

CC-H053 chr1 204411706 G A PIK3C2B EX21 missense NM_002646.3 NP_002637.3 c.3104C>T p.S1035L | p.Ser1035Leu CACxAGC - 5287 79 0 0% 81 13 13.80% NA. NA.

CC-H053 chr1 216462651 T C USH2A EX11 missense NM_206933.2 NP_996816.2 c.1942A>G p.T648A | p.Thr648Ala TAGxGCC - 7399 102 0 0% 91 33 26.60% NA. NA.

CC-H053 chr2 219492760 C T PLCD4 EX7 missense NM_032726.3 NP_116115.1 c.781C>T p.R261W | p.Arg261Trp CTGxGGC + 84812 62 0 0% 45 16 26.20% NA. NA.

CC-H053 chr2 219920327 C T IHH EX3E missense NM_002181.3 NP_002172.2 c.838G>A p.A280T | p.Ala280Thr CAGxCGT - 3549 108 0 0% 92 27 22.60% NA. NA.

CC-H053 chr3 52988343 G C SFMBT1 EX3 missense NM_016329.3 NP_057413.2 c.113C>G p.S38C | p.Ser38Cys AAAxACC - 51460 87 0 0% 78 6 7.10% NA. NA.

CC-H053 chr3 97852058 A G OR5H1 EX1E missense NM_001005338.1 NP_001005338.1 c.517A>G p.I173V | p.Ile173Val AACxTAG + 26341 104 0 0% 82 6 6.80% NA. NA.

CC-H053 chr3 108107842 C T MYH15 EX39 missense NM_014981.1 NP_055796.1 c.5570G>A p.R1857Q | p.Arg1857Gln CATxGCT - 22989 59 0 0% 61 17 21.70% NA. NA.

CC-H053 chr3 110912170 C T PVRL3 EX9E missense NM_001243288.1 NP_001230217.1 c.1408C>T p.H470Y | p.His470Tyr CATxATC + 25945 130 1 0.70% 179 15 7.70% NA. NA.

CC-H053 chr3 123457877 C T MYLK EX7 missense NM_053025.3 NP_444253.3 c.455G>A p.R152H | p.Arg152His GGAxGGG - 4638 74 0 0% 72 21 22.50% NA. NA.

CC-H053 chr3 126216936 C T UROC1 EX15 missense NM_001165974.1 NP_001159446.1 c.1576G>A p.E526K | p.Glu526Lys GTTxGTC - 131669 85 0 0% 82 37 31% NA. NA.

CC-H053 chr3 130398190 G A PIK3R4 EX20E missense NM_014602.2 NP_055417.1 c.4046C>T p.S1349F | p.Ser1349Phe CTAxAAG - 30849 113 0 0% 119 23 16.10% NA. NA.

CC-H053 chr3 170244453 G C SLC7A14 EX2 missense NM_020949.2 NP_066000.2 c.273C>G p.F91L | p.Phe91Leu GATxAAG - 57709 72 0 0% 66 39 37.10% NA. NA.

CC-H053 chr4 5830277 C T CRMP1 EX12 missense NM_001014809.1 NP_001014809.1 c.1742G>A p.R581H | p.Arg581His AAGxGGC - 1400 75 0 0% 46 14 23.30% NA. NA.

CC-H053 chr4 114163337 G A ANK2 EX9 missense NM_001148.4 NP_001139.3 c.863G>A p.R288Q | p.Arg288Gln ATCxAGG + 287 122 0 0% 68 21 23.50% Sanger somatic

CC-H053 chr5 54405889 G A GZMA EX5E missense NM_006144.3 NP_006135.1 c.668G>A p.R223Q | p.Arg223Gln TCCxAGG + 3001 114 0 0% 112 23 17% NA. NA.

CC-H053 chr5 114878986 C T FEM1C EX2 missense NM_020177.2 NP_064562.1 c.205G>A p.E69K | p.Glu69Lys CTTxTAT - 56929 80 0 0% 72 15 17.20% NA. NA.

CC-H053 chr5 151231087 C T GLRA1 EX7 missense NM_001146040.1 NP_001139512.1 c.776G>A p.S259N | p.Ser259Asn AGGxTGG - 2741 76 0 0% 51 13 20.30% NA. NA.

CC-H053 chr7 20782528 G A ABCB5 EX25 missense NM_001163941.1 NP_001157413.1 c.3053G>A p.R1018Q | p.Arg1018Gln TTCxAGA + 340273 67 0 0% 61 10 14% NA. NA.

CC-H053 chr7 21599294 G C DNAH11 EX4 missense NM_003777.3 NP_003768.2 c.766G>C p.E256Q | p.Glu256Gln CAAxAAA + 8701 85 0 0% 70 10 12.50% NA. NA.

CC-H053 chr7 22999937 G C FAM126A EX10 missense NM_032581.3 NP_115970.2 c.929C>G p.S310C | p.Ser310Cys CGAxAGG - 84668 86 0 0% 99 19 16.10% NA. NA.

CC-H053 chr7 134001445 A G SLC35B4 EX1 missense NM_032826.4 NP_116215.1 c.59T>C p.F20S | p.Phe20Ser AGGxAGA - 84912 43 0 0% 28 5 15.10% NA. NA.

CC-H053 chr7 140221887 G T DENND2A EX16 missense NM_015689.3 NP_056504.3 c.2679C>A p.S893R | p.Ser893Arg GGGxCTG - 27147 58 0 0% 47 7 12.90% NA. NA.

CC-H053 chr7 151716810 G A GALNTL5 EX9E missense NM_145292.3 NP_660335.2 c.1256G>A p.R419Q | p.Arg419Gln AACxACT + 168391 55 0 0% 45 12 21% NA. NA.

CC-H053 chr8 18729382 G A PSD3 EX3 missense NM_015310.3 NP_056125.3 c.992C>T p.S331F | p.Ser331Phe GGAxAGG - 23362 81 0 0% 84 24 22.20% NA. NA.

CC-H053 chr9 4697756 G T CDC37L1 IVS4 splice-3 NM_017913.2 NP_060383.2 c.625-1G>T . TCAxAAA + 55664 75 1 1.30% 34 7 17% NA. NA.

CC-H053 chr10 97081759 C A SORBS1 EX29 missense NM_001034954.1 NP_001030126.1 c.3659G>T p.R1220L | p.Arg1220Leu CTTxGCT - 10580 77 0 0% 75 27 26.40% NA. NA.

CC-H053 chr10 99640065 C T CRTAC1 EX14 missense NM_018058.6 NP_060528.3 c.1760G>A p.R587Q | p.Arg587Gln GTCxGGC - 55118 57 1 1.70% 59 11 15.70% NA. NA.

CC-H053 chr10 101163367 A G GOT1 EX7 missense NM_002079.2 NP_002070.1 c.818T>C p.V273A | p.Val273Ala ACCxCAG - 2805 74 0 0% 60 7 10.40% NA. NA.

CC-H053 chr11 612755 C T IRF7 EX11E missense NM_001572.3 NP_001563.2 c.1402G>A p.E468K | p.Glu468Lys CCTxACG - 3665 137 1 0.70% 92 38 29.20% NA. NA.

CC-H053 chr11 33612861 G A KIAA1549L EX11 missense NM_012194.2 NP_036326.2 c.3754G>A p.E1252K | p.Glu1252Lys CAGxAGA + 25758 64 0 0% 56 12 17.60% Sanger somatic

CC-H053 chr11 47652107 G A MTCH2 EX8 missense NM_014342.3 NP_055157.1 c.539C>T p.A180V | p.Ala180Val CACxCGA - 23788 137 1 0.70% 102 31 23.30% NA. NA.

CC-H053 chr11 56230342 T C OR5M9 EX1E missense NM_001004743.1 NP_001004743.1 c.536A>G p.D179G | p.Asp179Gly GGAxCTG - 390162 50 0 0% 24 6 20% NA. NA.

CC-H053 chr11 126294521 G A KIRREL3 EX17E missense NM_032531.3 NP_115920.1 c.2291C>T p.S764F | p.Ser764Phe TCAxAGT - 84623 54 0 0% 29 5 14.70% NA. NA.

CC-H053 chr12 18238628 C T RERGL IVS3 splice-3 NM_024730.2 NP_079006.1 c.113-1G>A . ATTxTGC - 79785 45 0 0% 47 6 11.30% NA. NA.

CC-H053 chr13 48517567 G C SUCLA2 EX11E missense NM_003850.2 NP_003841.1 c.1331C>G p.S444C | p.Ser444Cys TCAxAGA - 8803 50 0 0% 47 6 11.30% NA. NA.

CC-H053 chr14 24624385 G T RNF31 EX12 missense NM_017999.4 NP_060469.4 c.2150G>T p.C717F | p.Cys717Phe CCTxTGA + 55072 70 0 0% 63 11 14.80% NA. NA.

CC-H053 chr16 88014726 C T BANP EX3 missense NM_079837.2 NP_524576.2 c.155C>T p.S52F | p.Ser52Phe CATxTAT + 54971 89 0 0% 72 24 25% NA. NA.

CC-H053 chr17 18025557 G A MYO15A EX2 missense NM_016239.3 NP_057323.3 c.3443G>A p.R1148K | p.Arg1148Lys CAAxAGC + 51168 77 0 0% 67 8 10.60% NA. NA.

CC-H053 chr17 38252716 G A NR1D1 EX4 missense NM_021724.3 NP_068370.1 c.584C>T p.S195F | p.Ser195Phe ACAxAGA - 9572 44 0 0% 40 13 24.50% NA. NA.

CC-H053 chr17 40485960 C T STAT3 EX9 missense NM_139276.2 NP_644805.1 c.905G>A p.R302Q | p.Arg302Gln GGCxGGT - 6774 73 0 0% 84 18 17.60% NA. NA.

CC-H053 chr17 72246483 G C TTYH2 EX10 missense NM_032646.5 NP_116035.5 c.1103G>C p.R368P | p.Arg368Pro GCCxAGG + 94015 88 0 0% 65 17 20.70% NA. NA.

CC-H053 chr18 13068150 G A CEP192 EX23 missense NM_032142.3 NP_115518.3 c.4672G>A p.E1558K | p.Glu1558Lys GTGxAAG + 55125 37 0 0% 30 6 16.60% NA. NA.

CC-H053 chr19 9763819 T C ZNF562 EX6E missense NM_001130031.1 NP_001123503.1 c.1087A>G p.I363V | p.Ile363Val GTAxGTG - 54811 175 0 0% 99 32 24.40% NA. NA.

CC-H053 chr19 17988858 G A SLC5A5 EX7 missense NM_000453.2 NP_000444.1 c.925G>A p.D309N | p.Asp309Asn ACTxACT + 6528 36 0 0% 22 8 26.60% NA. NA.

CC-H053 chr19 57333111 G A PEG3 EX7 missense NM_006210.2 NP_006201.1 c.577C>T p.R193W | p.Arg193Trp CCCxCGG - 5178 58 0 0% 64 11 14.60% NA. NA.

CC-H053 chr19 57333111 G A ZIM2 EX6 missense NM_015363.4 NP_056178.3 c.202C>T p.R68W | p.Arg68Trp CCCxCGG - 23619 58 0 0% 64 11 14.60% NA. NA.

CC-H053 chr20 10639193 A T JAG1 EX4 missense NM_000214.2 NP_000205.1 c.617T>A p.F206Y | p.Phe206Tyr AAGxAGT - 182 52 0 0% 46 9 16.30% NA. NA.

CC-H053 chr20 45130051 G A ZNF334 EX5E missense NM_018102.4 NP_060572.3 c.1927C>T p.L643F | p.Leu643Phe TGAxAGT - 55713 140 0 0% 100 18 15.20% NA. NA.

CC-H053 chr20 46311823 G C SULF2 EX7 missense NM_001161841.1 NP_001155313.1 c.979C>G p.L327V | p.Leu327Val CCAxGCC - 55959 97 0 0% 72 22 23.40% NA. NA.

CC-H053 chr20 61941835 G A COL20A1 EX11 missense NM_020882.2 NP_065933.2 c.1366G>A p.E456K | p.Glu456Lys GGCxAAG + 57642 156 0 0% 138 38 21.50% NA. NA.

CC-H053 chr21 30358503 C T LTN1 EX3 missense NM_015565.2 NP_056380.2 c.440G>A p.G147E | p.Gly147Glu ACTxCTT - 26046 111 0 0% 93 21 18.40% NA. NA.

CC-H053 chrX 100509891 C T DRP2 EX19 nonsense NM_001939.2 NP_001930.2 c.2158C>T p.R720* | p.Arg720* TCCxGAA + 1821 123 0 0% 179 27 13.10% NA. NA.

CC-H053 chrX 101911038 G A GPRASP1 EX6E missense NM_001184727.1 NP_001171656.1 c.2197G>A p.D733N | p.Asp733Asn ATAxATG + 9737 129 0 0% 117 113 49.10% NA. NA.

CC-H053 chrX 123019696 C T XIAP EX2 missense NM_001167.3 NP_001158.2 c.184C>T p.R62W | p.Arg62Trp GTGxGGT + 331 98 0 0% 132 13 8.90% NA. NA.

CC-H053 chrX 153206960 G A RENBP EX8 nonsense NM_002910.5 NP_002901.2 c.916C>T p.Q306* | p.Gln306* CCTxGAA - 5973 95 0 0% 90 94 51% NA. NA.

CC-H054 chr1 1372370 C G VWA1 EX2 missense NM_022834.4 NP_073745.2 c.137C>G p.S46C | p.Ser46Cys TCTxTCA + 64856 93 0 0% 94 6 6% NA. NA.

CC-H054 chr1 62728946 C T KANK4 EX7 missense NM_181712.4 NP_859063.3 c.2357G>A p.R786H | p.Arg786His ACGxGGA - 163782 73 0 0% 77 9 10.40% NA. NA.

CC-H054 chr1 78340606 G C FAM73A EX16E missense NM_001270384.1 NP_001257313.1 c.1759G>C p.E587Q | p.Glu587Gln GCTxAAG + 374986 80 0 0% 94 6 6% NA. NA.

CC-H054 chr1 87208914 A G SH3GLB1 EX11E missense NM_001206652.1 NP_001193581.1 c.1157A>G p.N386S | p.Asn386Ser TCAxTTA + 51100 62 1 1.50% 100 17 14.50% NA. NA.

CC-H054 chr1 152081151 C G TCHH EX2E missense NM_007113.2 NP_009044.2 c.4542G>C p.E1514D | p.Glu1514Asp TCTxTCT - 7062 104 0 0% 108 9 7.60% NA. NA.

CC-H054 chr2 7035921 A C RSAD2 EX6E missense NM_080657.4 NP_542388.2 c.934A>C p.N312H | p.Asn312His CTGxACT + 91543 125 0 0% 156 15 8.70% NA. NA.

CC-H054 chr2 84881790 G A DNAH6 EX35 missense NM_001370.1 NP_001361.1 c.5641G>A p.D1881N | p.Asp1881Asn CAAxATC + 1768 112 1 0.80% 135 15 10% NA. NA.

CC-H054 chr2 84881791 A T DNAH6 EX35 missense NM_001370.1 NP_001361.1 c.5642A>T p.D1881V | p.Asp1881Val AAGxTCT + 1768 111 1 0.80% 134 15 10% NA. NA.

CC-H054 chr2 239975209 C G HDAC4 EX26 missense NM_006037.3 NP_006028.2 c.3162G>C p.E1054D | p.Glu1054Asp CGTxTCG - 9759 119 1 0.80% 161 9 5.20% NA. NA.

CC-H054 chr3 24193885 C T THRB EX6 missense NM_001128177.1 NP_001121649.1 c.380G>A p.C127Y | p.Cys127Tyr TTGxAGC - 7068 95 0 0% 148 9 5.70% NA. NA.

CC-H054 chr3 44882565 G C KIF15 IVS28 splice-3 NM_020242.2 NP_064627.1 c.3421-1G>C . TTAxAGT + 56992 147 0 0% 137 10 6.80% NA. NA.

CC-H054 chr3 70008542 G A MITF EX8 missense NM_000248.3 NP_000239.1 c.829G>A p.A277T | p.Ala277Thr CACxCCA + 4286 99 0 0% 101 11 9.80% NA. NA.

CC-H054 chr4 106861679 G A NPNT EX8 missense NM_001184691.1 NP_001171620.1 c.739G>A p.E247K | p.Glu247Lys GACxAAT + 255743 56 1 1.70% 92 7 7% NA. NA.

CC-H054 chr5 13864729 C T DNAH5 EX28 missense NM_001369.2 NP_001360.1 c.4373G>A p.R1458Q | p.Arg1458Gln GCCxGGG - 1767 124 1 0.80% 167 15 8.20% NA. NA.

CC-H054 chr5 92929426 G A NR2F1 EX3E missense NM_005654.4 NP_005645.1 c.1150G>A p.V384I | p.Val384Ile TCCxTCA + 7025 138 1 0.70% 161 15 8.50% NA. NA.

CC-H054 chr8 68956777 C T PREX2 EX8 missense NM_024870.2 NP_079146.2 c.895C>T p.R299W | p.Arg299Trp GGCxGGA + 80243 117 0 0% 138 8 5.40% NA. NA.

CC-H054 chr10 16941000 C T CUBN EX54 missense NM_001081.3 NP_001072.2 c.8593G>A p.V2865M | p.Val2865Met TCAxGAA - 8029 108 1 0.90% 154 15 8.80% NA. NA.

CC-H054 chr11 6565416 G A DNHD1 EX19 missense NM_144666.2 NP_653267.2 c.3694G>A p.E1232K | p.Glu1232Lys ATCxAAA + 144132 49 0 0% 70 5 6.60% NA. NA.

CC-H054 chr12 8673736 G C CLEC4D EX6E missense NM_080387.4 NP_525126.2 c.517G>C p.E173Q | p.Glu173Gln AATxAAC + 338339 63 1 1.50% 75 7 8.50% NA. NA.

CC-H054 chr12 51064984 C T DIP2B EX5 missense NM_173602.2 NP_775873.2 c.443C>T p.S148F | p.Ser148Phe CCTxTGA + 57609 76 0 0% 91 6 6.10% NA. NA.

CC-H054 chr12 100603966 G C ACTR6 EX5 missense NM_022496.4 NP_071941.1 c.495G>C p.K165N | p.Lys165Asn AAAxAAA + 64431 43 0 0% 71 6 7.70% NA. NA.

CC-H054 chr12 132530425 A G EP400 EX39 missense NM_015409.4 NP_056224.3 c.7180A>G p.I2394V | p.Ile2394Val ATCxTTC + 57634 105 1 0.90% 99 16 13.90% NA. NA.

CC-H054 chr13 101258675 C T TMTC4 EX18 missense NM_032813.2 NP_116202.2 c.2071G>A p.E691K | p.Glu691Lys CTTxAGA - 84899 84 0 0% 100 10 9% NA. NA.

CC-H054 chr14 68038555 C G PLEKHH1 EX10 missense NM_020715.2 NP_065766.1 c.1521C>G p.I507M | p.Ile507Met AATxTCG + 57475 83 1 1.10% 82 10 10.80% NA. NA.

CC-H054 chr15 56996370 C T ZNF280D EX4 missense NM_017661.2 NP_060131.2 c.124G>A p.D42N | p.Asp42Asn CATxATC - 54816 66 0 0% 127 8 5.90% NA. NA.

CC-H054 chr16 53528092 C T AKTIP EX8 missense NM_001012398.1 NP_001012398.1 c.668G>A p.R223H | p.Arg223His AAAxGAG - 64400 75 0 0% 112 10 8.10% NA. NA.

CC-H054 chr16 81051405 C T CENPN EX5 missense NM_001100625.2 NP_001094095.2 c.320C>T p.S107L | p.Ser107Leu ATTxGTT + 55839 139 1 0.70% 214 15 6.50% NA. NA.

CC-H054 chr17 41113350 T C PTGES3L-AARSD1 EX8 missense NM_001136042.2 NP_001129514.2 c.712A>G p.I238V | p.Ile238Val TGAxTGT - 100885850 68 1 1.40% 85 12 12.30% NA. NA.

CC-H054 chr17 41113350 T C AARSD1 EX3 missense NM_001261434.1 NP_001248363.1 c.190A>G p.I64V | p.Ile64Val TGAxTGT - 80755 68 1 1.40% 85 12 12.30% NA. NA.

CC-H054 chr18 56063446 G T NEDD4L EX31E missense NM_001144967.2 NP_001138439.1 c.2873G>T p.R958L | p.Arg958Leu TACxAGA + 23327 83 0 0% 106 10 8.60% NA. NA.

CC-H054 chr19 39908611 G C PLEKHG2 EX9 missense NM_022835.2 NP_073746.2 c.949G>C p.E317Q | p.Glu317Gln TTGxAGG + 64857 153 1 0.60% 258 15 5.40% NA. NA.

CC-H054 chr19 42861007 C G MEGF8 EX26 missense NM_001410.2 NP_001401.2 c.4503C>G p.F1501L | p.Phe1501Leu CTTxCAT + 1954 75 0 0% 87 5 5.40% NA. NA.

CC-H054 chr19 48785699 G C ZNF114 EX4 missense NM_153608.1 NP_705836.1 c.81G>C p.Q27H | p.Gln27His TCAxAGG + 163071 77 0 0% 111 8 6.70% NA. NA.

CC-H054 chr20 42162993 C T L3MBTL1 EX12 missense NM_015478.6 NP_056293.4 c.1399C>T p.R467C | p.Arg467Cys ATTxGCG + 26013 116 1 0.80% 117 9 7.10% NA. NA.

CC-H054 chrX 140995918 G A MAGEC1 EX4E missense NM_005462.4 NP_005453.2 c.2728G>A p.E910K | p.Glu910Lys GATxAAA + 9947 107 1 0.90% 114 6 5% NA. NA.

CC-H055 chr1 84999433 G A SPATA1 EX8 missense XM_003118960.3 XP_003119008.3 c.767G>A p.R256K | p.Arg256Lys GTAxAAG + 100505741 94 1 1% 97 17 14.90% NA. NA.

CC-H055 chr1 155030386 C G ADAM15 EX14 missense NM_207197.2 NP_997080.1 c.1476C>G p.F492L | p.Phe492Leu ATTxTGC + 8751 65 0 0% 47 6 11.30% NA. NA.

CC-H055 chr1 186308842 C G TPR EX30 missense NM_003292.2 NP_003283.2 c.4083G>C p.K1361N | p.Lys1361Asn TTCxTTT - 7175 74 0 0% 81 10 10.90% NA. NA.

CC-H055 chr1 203186950 C T CHIT1 EX10 nonsense NM_003465.2 NP_003456.1 c.1073G>A p.W358* | p.Trp358* GCCxAGA - 1118 90 0 0% 82 9 9.80% NA. NA.

CC-H055 chr1 220275477 C G IARS2 EX4 nonsense NM_018060.3 NP_060530.3 c.557C>G p.S186* | p.Ser186* GATxATT + 55699 109 0 0% 83 23 21.60% NA. NA.



CC-H055 chr2 29296953 C G C2orf71 EX1 missense NM_001029883.2 NP_001025054.1 c.175G>C p.E59Q | p.Glu59Gln CCTxTGC - 388939 99 0 0% 64 9 12.30% NA. NA.

CC-H055 chr2 120900665 C G EPB41L5 EX19 missense NM_020909.3 NP_065960.2 c.1686C>G p.F562L | p.Phe562Leu CTTxAAG + 57669 94 0 0% 88 11 11.10% NA. NA.

CC-H055 chr2 192257876 G C MYO1B EX20 missense NM_001130158.1 NP_001123630.1 c.2154G>C p.W718C | p.Trp718Cys GTGxAAA + 4430 95 0 0% 89 11 11% NA. NA.

CC-H055 chr2 202150030 C T CASP8 EX9 nonsense NM_001228.4 NP_001219.2 c.1345C>T p.R449* | p.Arg449* GAGxGAT + 841 62 0 0% 53 6 10.10% sanger somatic

CC-H055 chr2 203332319 C T BMPR2 EX3 nonsense NM_001204.6 NP_001195.2 c.325C>T p.Q109* | p.Gln109* ATTxAGA + 659 72 0 0% 69 5 6.70% NA. NA.

CC-H055 chr3 10103881 G C FANCD2 EX20 missense NM_033084.3 NP_149075.2 c.1813G>C p.E605Q | p.Glu605Gln GATxAGC + 2177 193 1 0.50% 153 13 7.80% NA. NA.

CC-H055 chr3 49151702 C G USP19 EX16 missense NM_001199160.1 NP_001186089.1 c.2302G>C p.D768H | p.Asp768His GGTxAAA - 10869 91 0 0% 61 6 8.90% NA. NA.

CC-H055 chr3 75790481 C G ZNF717 EX4 missense NM_001128223.1 NP_001121695.1 c.223G>C p.E75Q | p.Glu75Gln GCTxTAG - 100131827 151 0 0% 114 6 5% NA. NA.

CC-H055 chr3 121445786 G C GOLGB1 EX5 missense NM_001256486.1 NP_001243415.1 c.505C>G p.Q169E | p.Gln169Glu CCTxAGT - 2804 111 0 0% 91 15 14.10% NA. NA.

CC-H055 chr3 186917640 G A RTP1 EX2E missense NM_153708.2 NP_714919.2 c.574G>A p.E192K | p.Glu192Lys TGCxAGG + 132112 44 0 0% 54 5 8.40% NA. NA.

CC-H055 chr4 103853335 C T SLC9B1 EX7 missense NM_001100874.2 NP_001094344.1 c.775G>A p.D259N | p.Asp259Asn TGTxATC - 150159 260 1 0.30% 216 15 6.40% NA. NA.

CC-H055 chr4 156634698 G A GUCY1A3 EX8 missense NM_000856.5 NP_000847.2 c.1535G>A p.R512H | p.Arg512His CTCxCTT + 2982 54 0 0% 47 7 12.90% NA. NA.

CC-H055 chr5 39393490 C G DAB2 EX3 missense NM_001343.3 NP_001334.2 c.97G>C p.E33Q | p.Glu33Gln TTTxAGG - 1601 94 0 0% 84 12 12.50% NA. NA.

CC-H055 chr5 72875779 G C UTP15 EX13E missense NM_032175.2 NP_115551.2 c.1417G>C p.E473Q | p.Glu473Gln AAAxAGA + 84135 109 0 0% 72 7 8.80% NA. NA.

CC-H055 chr5 109864367 G C TMEM232 EX12 nonsense NM_001039763.3 NP_001034852.3 c.1625C>G p.S542* | p.Ser542* ATTxATG - 642987 99 0 0% 85 8 8.60% NA. NA.

CC-H055 chr5 118469664 C G DMXL1 EX12 missense NM_005509.4 NP_005500.4 c.2045C>G p.S682C | p.Ser682Cys GCTxTTT + 1657 72 0 0% 63 10 13.60% NA. NA.

CC-H055 chr5 122754060 G A CEP120 EX3 nonsense NM_153223.3 NP_694955.2 c.199C>T p.Q67* | p.Gln67* GCTxATG - 153241 143 0 0% 161 21 11.50% NA. NA.

CC-H055 chr5 131013458 G T FNIP1 EX13 missense NM_133372.2 NP_588613.2 c.1457C>A p.S486Y | p.Ser486Tyr GAGxAAT - 96459 99 0 0% 100 11 9.90% NA. NA.

CC-H055 chr5 157078245 G T SOX30 EX1 nonsense NM_178424.1 NP_848511.1 c.842C>A p.S281* | p.Ser281* TCTxAAG - 11063 136 0 0% 104 9 7.90% NA. NA.

CC-H055 chr6 10990004 C T ELOVL2 EX7 missense NM_017770.3 NP_060240.3 c.697G>A p.G233S | p.Gly233Ser AACxGAA - 54898 59 1 1.60% 54 8 12.90% NA. NA.

CC-H055 chr6 152770691 C T SYNE1 EX28 missense NM_182961.3 NP_892006.3 c.3481G>A p.G1161R | p.Gly1161Arg CTCxGTG - 23345 99 0 0% 93 9 8.80% NA. NA.

CC-H055 chr7 23191755 G A KLHL7 EX7 missense NM_001031710.2 NP_001026880.2 c.863G>A p.R288K | p.Arg288Lys GAAxAAA + 55975 136 0 0% 122 17 12.20% NA. NA.

CC-H055 chr8 87540814 C T CPNE3 EX3 missense NM_003909.3 NP_003900.1 c.41C>T p.S14F | p.Ser14Phe TTTxCTG + 8895 57 0 0% 69 6 8% NA. NA.

CC-H055 chr8 117783732 G A UTP23 EX3E missense NM_032334.2 NP_115710.2 c.401G>A p.G134E | p.Gly134Glu CTGxAGT + 84294 93 0 0% 98 6 5.70% NA. NA.

CC-H055 chr8 131812818 C T ADCY8 EX15 missense NM_001115.2 NP_001106.1 c.2914G>A p.E972K | p.Glu972Lys GCTxCTG - 114 112 0 0% 90 5 5.20% NA. NA.

CC-H055 chr9 5720325 G A KIAA1432 IVS5 splice-5 NM_020829.3 NP_065880.2 c.583+1G>A . GAGxTAG + 57589 103 0 0% 106 8 7% NA. NA.

CC-H055 chr9 109689813 G A ZNF462 EX3 missense NM_021224.4 NP_067047.4 c.3620G>A p.G1207E | p.Gly1207Glu AAGxGGT + 58499 69 0 0% 82 7 7.80% NA. NA.

CC-H055 chr10 6258694 G C PFKFB3 EX5 missense NM_004566.3 NP_004557.1 c.392G>C p.R131T | p.Arg131Thr CTAxAGA + 5209 91 0 0% 78 9 10.30% NA. NA.

CC-H055 chr10 7217985 C T SFMBT2 EX17 missense NM_001029880.2 NP_001025051.1 c.1951G>A p.E651K | p.Glu651Lys TCTxTGG - 57713 107 0 0% 86 17 16.50% NA. NA.

CC-H055 chr10 7218122 C G SFMBT2 EX17 missense NM_001029880.2 NP_001025051.1 c.1814G>C p.R605T | p.Arg605Thr CCTxTGT - 57713 76 0 0% 73 10 12% NA. NA.

CC-H055 chr10 25226269 C G PRTFDC1 EX3 missense NM_020200.5 NP_064585.1 c.183G>C p.M61I | p.Met61Ile TTTxATA - 56952 79 0 0% 83 5 5.60% NA. NA.

CC-H055 chr11 18317629 C G HPS5 EX13 missense NM_181507.1 NP_852608.1 c.1551G>C p.K517N | p.Lys517Asn ATTxTTA - 11234 132 0 0% 95 9 8.60% NA. NA.

CC-H055 chr11 61249334 C T PPP1R32 EX2 missense NM_145017.2 NP_659454.2 c.53C>T p.S18L | p.Ser18Leu GTTxGGG + 220004 90 0 0% 69 11 13.70% NA. NA.

CC-H055 chr11 64055638 G C GPR137 EX6 missense NM_001170726.1 NP_001164197.1 c.909G>C p.Q303H | p.Gln303His CCAxAGC + 56834 60 0 0% 53 9 14.50% NA. NA.

CC-H055 chr11 93913306 G A PANX1 EX4 missense NM_015368.3 NP_056183.2 c.1084G>A p.D362N | p.Asp362Asn ATCxACC + 24145 79 0 0% 88 5 5.30% NA. NA.

CC-H055 chr11 103057162 C G DYNC2H1 EX42 missense NM_001080463.1 NP_001073932.1 c.6825C>G p.F2275L | p.Phe2275Leu TTTxAAA + 79659 114 1 0.80% 121 11 8.30% NA. NA.

CC-H055 chr12 2622038 G C CACNA1C EX9 missense NM_001129827.1 NP_001123299.1 c.1278G>C p.E426D | p.Glu426Asp GGAxAAG + 775 85 0 0% 65 8 10.90% NA. NA.

CC-H055 chr12 40927975 G C MUC19 EX121 missense XM_003846356.1 XP_003846404.1 c.21718G>C p.E7240Q | p.Glu7240Gln CTAxAAG + 283463 83 0 0% 88 5 5.30% Sanger somatic

CC-H055 chr12 46320993 G C SCAF11 EX11 missense NM_004719.2 NP_004710.2 c.2491C>G p.Q831E | p.Gln831Glu ATTxAGA - 9169 43 0 0% 32 8 20% NA. NA.

CC-H055 chr12 53607390 C A RARG EX8 missense NM_000966.5 NP_000957.1 c.908G>T p.G303V | p.Gly303Val AAGxCGG - 5916 100 0 0% 81 7 7.90% NA. NA.

CC-H055 chr12 56666933 G C CS EX11E missense NM_004077.2 NP_004068.2 c.1336C>G p.L446V | p.Leu446Val CTAxAGG - 1431 150 0 0% 112 8 6.60% NA. NA.

CC-H055 chr12 57569861 C G LRP1 EX24 missense NM_002332.2 NP_002323.2 c.3963C>G p.I1321M | p.Ile1321Met GATxTAC + 4035 69 0 0% 58 8 12.10% NA. NA.

CC-H055 chr12 71286665 C G PTPRR EX2 missense NM_002849.3 NP_002840.2 c.151G>C p.E51Q | p.Glu51Gln TCTxAAT - 5801 116 0 0% 126 13 9.30% NA. NA.

CC-H055 chr12 88530536 C G CEP290 EX6 missense NM_025114.3 NP_079390.3 c.325G>C p.D109H | p.Asp109His TATxTCG - 80184 92 0 0% 121 7 5.40% NA. NA.

CC-H055 chr12 116445353 G C MED13L EX11 missense NM_015335.4 NP_056150.1 c.2101C>G p.L701V | p.Leu701Val ATAxAGG - 23389 136 0 0% 113 16 12.40% NA. NA.

CC-H055 chr12 123061469 G C KNTC1 EX30 missense NM_014708.4 NP_055523.1 c.2614G>C p.D872H | p.Asp872His CAAxATG + 9735 67 0 0% 48 8 14.20% NA. NA.

CC-H055 chr13 36521567 C T DCLK1 EX4 missense NM_004734.4 NP_004725.1 c.751G>A p.D251N | p.Asp251Asn CATxACC - 9201 88 0 0% 67 5 6.90% NA. NA.

CC-H055 chr13 77853040 C G MYCBP2 EX4 missense NM_015057.4 NP_055872.4 c.601G>C p.E201Q | p.Glu201Gln CCTxAAT - 23077 71 0 0% 64 12 15.70% Sanger No mutation

CC-H055 chr13 88329424 C T SLITRK5 EX2E missense NM_015567.1 NP_056382.1 c.1781C>T p.A594V | p.Ala594Val AGGxGCC + 26050 57 1 1.70% 44 9 16.90% NA. NA.

CC-H055 chr14 23450641 C A AJUBA EX1 nonsense NM_032876.4 NP_116265.1 c.835G>T p.E279* | p.Glu279* GCTxGTC - 84962 69 0 0% 72 34 32% NA. NA.

CC-H055 chr14 24610102 G A EMC9 EX3 nonsense NM_016049.3 NP_057133.2 c.271C>T p.Q91* | p.Gln91* TCTxATC - 51016 81 0 0% 77 11 12.50% NA. NA.

CC-H055 chr15 56686901 G C TEX9 EX9 missense NM_198524.1 NP_940926.1 c.697G>C p.E233Q | p.Glu233Gln TTTxAAG + 374618 141 0 0% 173 14 7.40% NA. NA.

CC-H055 chr15 65995327 G C DENND4A EX16 missense NM_001144823.1 NP_001138295.1 c.2107C>G p.L703V | p.Leu703Val TAAxAAC - 10260 72 0 0% 49 11 18.30% NA. NA.

CC-H055 chr16 15168676 C T RRN3 EX11 missense NM_018427.3 NP_060897.3 c.901G>A p.E301K | p.Glu301Lys GTTxAGG - 54700 140 0 0% 127 21 14.10% NA. NA.

CC-H055 chr16 30760169 G A PHKG2 EX2 missense NM_000294.2 NP_000285.1 c.28G>A p.E10K | p.Glu10Lys GATxAGC + 5261 147 0 0% 116 7 5.60% NA. NA.

CC-H055 chr17 61315388 C T TANC2 EX6 missense NM_025185.3 NP_079461.2 c.761C>T p.S254L | p.Ser254Leu AATxAGT + 26115 131 0 0% 129 9 6.50% NA. NA.

CC-H055 chr19 1207146 G C STK11 EX1 missense NM_000455.4 NP_000446.1 c.234G>C p.K78N | p.Lys78Asn CAAxATC + 6794 83 0 0% 66 8 10.80% NA. NA.

CC-H055 chr19 11687276 C G ACP5 EX6 missense NM_001111035.1 NP_001104505.1 c.517G>C p.E173Q | p.Glu173Gln TCTxAGG - 54 89 0 0% 68 8 10.50% NA. NA.

CC-H055 chr19 45490531 G C CLPTM1 EX8 missense NM_001294.2 NP_001285.1 c.888G>C p.E296D | p.Glu296Asp CGAxAGC + 1209 88 0 0% 63 16 20.20% NA. NA.

CC-H055 chr19 53058550 C T ZNF808 EX5E missense NM_001039886.3 NP_001034975.2 c.2381C>T p.T794M | p.Thr794Met GTAxGGT + 388558 219 0 0% 137 16 10.40% NA. NA.

CC-H055 chr19 55144632 C G LILRB1 EX7 missense NM_001081637.1 NP_001075106.1 c.1124C>G p.S375C | p.Ser375Cys AATxTCA + 10859 132 0 0% 142 8 5.30% NA. NA.

CC-H055 chr20 13029756 C G SPTLC3 EX2 missense NM_018327.2 NP_060797.2 c.281C>G p.A94G | p.Ala94Gly CAGxTGT + 55304 88 0 0% 87 5 5.40% NA. NA.

CC-H055 chr20 47905581 G C ZNFX1-AS1 IVS4 splice-3 NR_003604.2 . n.793-1G>C . TTAxAAA + 441951 104 0 0% 91 6 6.10% NA. NA.

CC-H055 chr22 26165132 G A MYO18B EX4 missense NM_032608.5 NP_115997.5 c.1249G>A p.E417K | p.Glu417Lys TGTxAAG + 84700 60 0 0% 44 7 13.70% NA. NA.

CC-H055 chr22 28379618 C G TTC28 EX23E missense NM_001145418.1 NP_001138890.1 c.6037G>C p.E2013Q | p.Glu2013Gln CCTxTGA - 23331 49 0 0% 54 10 15.60% NA. NA.

CC-H055 chr22 31858950 C G EIF4ENIF1 EX6 missense NM_019843.3 NP_062817.2 c.755G>C p.R252T | p.Arg252Thr GTTxTTT - 56478 104 0 0% 84 7 7.60% NA. NA.

CC-H055 chr22 40807744 C T MKL1 EX15E missense NM_020831.3 NP_065882.1 c.2446G>A p.D816N | p.Asp816Asn AGTxCTC - 57591 68 0 0% 76 6 7.30% NA. NA.

CC-H055 chr22 50905073 C T SBF1 EX6 missense NM_002972.2 NP_002963.2 c.616G>A p.V206I | p.Val206Ile TGAxGGG - 6305 100 0 0% 64 10 13.50% NA. NA.

CC-H055 chrX 27840231 C T MAGEB10 EX3E missense NM_182506.3 NP_872312.2 c.808C>T p.R270C | p.Arg270Cys CCAxGCT + 139422 151 0 0% 114 12 9.50% NA. NA.

CC-H055 chrX 77380525 C G PGK1 EX9 missense NM_000291.3 NP_000282.1 c.1091C>G p.S364C | p.Ser364Cys CTTxTAG + 5230 72 0 0% 61 6 8.90% NA. NA.

CC-H055 chrX 119388830 G T ZBTB33 EX2E missense NM_006777.3 NP_006768.1 c.1560G>T p.K520N | p.Lys520Asn GAAxAAG + 10009 102 0 0% 84 11 11.50% NA. NA.

CC-H056 chr1 6479379 C T HES2 EX3 missense NM_019089.4 NP_061962.2 c.163G>A p.E55K | p.Glu55Lys TCTxTAG - 54626 72 0 0% 43 16 27.10% NA. NA.

CC-H056 chr1 11589701 G A PTCHD2 EX14 missense NM_020780.1 NP_065831.1 c.2887G>A p.D963N | p.Asp963Asn CCCxATG + 57540 97 0 0% 98 21 17.60% NA. NA.

CC-H056 chr1 19446677 T C UBR4 EX69 missense NM_020765.2 NP_065816.2 c.10307A>G p.Y3436C | p.Tyr3436Cys CTGxAGA - 23352 98 1 1% 66 13 16.40% NA. NA.

CC-H056 chr1 70504040 C T LRRC7 EX19 missense NM_020794.2 NP_065845.1 c.2419C>T p.R807C | p.Arg807Cys GGAxGCA + 57554 85 0 0% 93 14 13% NA. NA.

CC-H056 chr1 85583471 C A WDR63 EX17 missense NM_145172.3 NP_660155.2 c.1846C>A p.L616M | p.Leu616Met AATxTGG + 126820 99 0 0% 49 20 28.90% NA. NA.

CC-H056 chr1 92445135 G T BRDT EX8 nonsense NM_001242806.1 NP_001229735.1 c.1120G>T p.E374* | p.Glu374* TTCxAAA + 676 103 0 0% 61 22 26.50% NA. NA.

CC-H056 chr1 155298023 C G RUSC1 EX9 missense NM_001105203.1 NP_001098673.1 c.2497C>G p.Q833E | p.Gln833Glu CCTxAGG + 23623 127 0 0% 91 22 19.40% NA. NA.

CC-H056 chr1 161022229 C T ARHGAP30 IVS8 splice-5 NM_001025598.1 NP_001020769.1 c.940+1G>A . TTAxCCC - 257106 104 1 0.90% 67 20 22.90% NA. NA.

CC-H056 chr2 27246225 C G MAPRE3 EX3 missense NM_012326.2 NP_036458.2 c.147C>G p.D49E | p.Asp49Glu GGAxATG + 22924 103 0 0% 82 24 22.60% NA. NA.

CC-H056 chr2 37347280 G C EIF2AK2 EX13 nonsense NM_002759.3 NP_002750.1 c.1070C>G p.S357* | p.Ser357* TTTxACC - 5610 158 0 0% 98 25 20.30% NA. NA.

CC-H056 chr2 54826337 G A SPTBN1 EX3 missense NM_003128.2 NP_003119.2 c.257G>A p.R86Q | p.Arg86Gln GACxGAT + 6711 147 0 0% 120 18 13% NA. NA.

CC-H056 chr2 88409945 G A SMYD1 EX10E missense NM_198274.3 NP_938015.1 c.1387G>A p.E463K | p.Glu463Lys CGCxAGG + 150572 60 1 1.60% 49 9 15.50% NA. NA.

CC-H056 chr2 88890500 C T EIF2AK3 EX5 missense NM_004836.5 NP_004827.4 c.838G>A p.E280K | p.Glu280Lys TTTxAAT - 9451 118 0 0% 73 18 19.70% NA. NA.

CC-H056 chr2 130948068 G A MZT2B EX3E missense NM_025029.3 NP_079305.2 c.346G>A p.G116R | p.Gly116Arg CTCxGGG + 80097 192 0 0% 192 11 5.40% NA. NA.

CC-H056 chr3 158371171 G A GFM1 EX7 missense NM_024996.5 NP_079272.4 c.913G>A p.G305R | p.Gly305Arg AAAxGAG + 85476 175 0 0% 101 20 16.50% NA. NA.

CC-H056 chr3 158371172 G A GFM1 EX7 missense NM_024996.5 NP_079272.4 c.914G>A p.G305E | p.Gly305Glu AAGxAGT + 85476 173 0 0% 100 20 16.60% NA. NA.

CC-H056 chr5 140951538 C G DIAPH1 EX17 missense NM_005219.4 NP_005210.3 c.2428G>C p.E810Q | p.Glu810Gln GTTxATT - 1729 201 1 0.40% 122 21 14.60% NA. NA.

CC-H056 chr5 156353318 C T TIMD4 EX6 missense NM_138379.2 NP_612388.2 c.850G>A p.D284N | p.Asp284Asn TATxAGA - 91937 121 0 0% 68 14 17% NA. NA.

CC-H056 chr5 161317999 C G GABRA1 EX9 missense NM_000806.5 NP_000797.2 c.799C>G p.L267V | p.Leu267Val ATTxTCT + 2554 132 0 0% 67 14 17.20% NA. NA.

CC-H056 chr6 3127484 G A BPHL EX3 missense NM_004332.2 NP_004323.2 c.220G>A p.E74K | p.Glu74Lys GGAxAGA + 670 109 0 0% 68 17 20% NA. NA.

CC-H056 chr6 41129144 G A TREM2 EX2 missense NM_018965.2 NP_061838.1 c.248C>T p.A83V | p.Ala83Val ATGxCTG - 54209 83 1 1.10% 59 11 15.70% NA. NA.

CC-H056 chr6 42204014 C T TRERF1 EX16 missense NM_033502.2 NP_277037.1 c.2995G>A p.E999K | p.Glu999Lys CCTxCGT - 55809 72 0 0% 27 10 27% NA. NA.

CC-H056 chr7 91502948 C G MTERF EX3E missense NM_006980.3 NP_008911.1 c.1160G>C p.R387T | p.Arg387Thr TATxTTT - 7978 119 0 0% 67 23 25.50% NA. NA.

CC-H056 chr7 94248149 G T SGCE EX5 missense NM_003919.2 NP_003910.1 c.583C>A p.R195S | p.Arg195Ser GGCxCTC - 8910 95 0 0% 69 10 12.60% NA. NA.

CC-H056 chr7 94540686 C A PPP1R9A EX2 missense NM_001166160.1 NP_001159632.1 c.1261C>A p.Q421K | p.Gln421Lys GAGxAGG + 55607 83 0 0% 47 9 16% NA. NA.

CC-H056 chr7 97493582 G A ASNS EX5 missense NM_183356.3 NP_899199.2 c.476C>T p.S159L | p.Ser159Leu TCTxAAC - 440 163 1 0.60% 85 20 19% NA. NA.

CC-H056 chr8 3200969 A T CSMD1 EX23 missense NM_033225.5 NP_150094.5 c.3478T>A p.Y1160N | p.Tyr1160Asn CATxTAC - 64478 115 0 0% 73 5 6.40% NA. NA.

CC-H056 chr8 3200971 A T CSMD1 EX23 missense NM_033225.5 NP_150094.5 c.3476T>A p.V1159E | p.Val1159Glu TATxCCT - 64478 112 0 0% 70 5 6.60% NA. NA.

CC-H056 chr8 97157107 C A GDF6 EX2E missense NM_001001557.2 NP_001001557.1 c.1052G>T p.R351M | p.Arg351Met AGCxTGG - 392255 61 0 0% 53 13 19.60% NA. NA.

CC-H056 chr9 130487163 G A TTC16 EX9 missense NM_144965.1 NP_659402.1 c.1246G>A p.E416K | p.Glu416Lys TGCxAGC + 158248 52 1 1.80% 58 11 15.90% NA. NA.

CC-H056 chr10 7772098 T C ITIH2 IVS12 splice-5 NM_002216.2 NP_002207.2 c.1461+2T>C . AGGxAAC + 3698 148 0 0% 72 14 16.20% NA. NA.

CC-H056 chr10 33215028 G C ITGB1 EX6 nonsense NM_002211.3 NP_002202.2 c.557C>G p.S186* | p.Ser186* AATxAGC - 3688 97 0 0% 73 12 14.10% NA. NA.

CC-H056 chr10 97174480 G A SORBS1 EX7 missense NM_001034954.1 NP_001030126.1 c.581C>T p.A194V | p.Ala194Val GTCxCTG - 10580 134 1 0.70% 112 17 13.10% NA. NA.

CC-H056 chr12 51751204 C G GALNT6 EX10 missense NM_007210.3 NP_009141.2 c.1531G>C p.D511H | p.Asp511His CATxCAG - 11226 119 0 0% 94 10 9.60% NA. NA.

CC-H056 chr12 81101802 G A MYF6 EX1 missense NM_002469.2 NP_002460.1 c.304G>A p.E102K | p.Glu102Lys CGCxAAA + 4618 123 1 0.80% 99 18 15.30% NA. NA.

CC-H056 chr13 39261618 C A FREM2 EX1 missense NM_207361.4 NP_997244.3 c.137C>A p.A46E | p.Ala46Glu CGGxACA + 341640 145 0 0% 101 19 15.80% NA. NA.

CC-H056 chr14 74976802 C A LTBP2 EX20 missense NM_000428.2 NP_000419.1 c.3143G>T p.G1048V | p.Gly1048Val CAGxCCT - 4053 63 0 0% 39 15 27.70% NA. NA.

CC-H056 chr15 23892787 C T MAGEL2 EX1E missense NM_019066.4 NP_061939.3 c.103G>A p.A35T | p.Ala35Thr AAGxGGG - 54551 144 1 0.60% 137 21 13.20% NA. NA.

CC-H056 chr15 40468742 C A BUB1B EX5 nonsense NM_001211.5 NP_001202.4 c.449C>A p.S150* | p.Ser150* TTTxACT + 701 134 0 0% 71 18 20.20% NA. NA.

CC-H056 chr15 41192412 G C VPS18 EX4 missense NM_020857.2 NP_065908.1 c.1396G>C p.E466Q | p.Glu466Gln CAGxAGG + 57617 109 1 0.90% 74 17 18.60% NA. NA.

CC-H056 chr16 3273965 C G ZNF200 EX5E missense NM_003454.3 NP_003445.2 c.1115G>C p.R372T | p.Arg372Thr AATxTTC - 7752 112 1 0.80% 70 21 23% NA. NA.

CC-H056 chr16 57805466 C T KIFC3 EX5 missense NM_005550.3 NP_005541.3 c.514G>A p.E172K | p.Glu172Lys GCTxACA - 3801 50 0 0% 36 10 21.70% NA. NA.

CC-H056 chr17 4711688 G C PLD2 EX4 missense NM_002663.4 NP_002654.3 c.360G>C p.L120F | p.Leu120Phe CTTxATG + 5338 94 0 0% 86 18 17.30% NA. NA.

CC-H056 chr18 7013977 G A LAMA1 EX23 missense NM_005559.3 NP_005550.2 c.3200C>T p.S1067L | p.Ser1067Leu TTTxACT - 284217 136 1 0.70% 94 12 11.30% NA. NA.

CC-H056 chr18 21119340 C T NPC1 EX19 missense NM_000271.4 NP_000262.2 c.2890G>A p.D964N | p.Asp964Asn GGTxAGT - 4864 126 0 0% 90 26 22.40% NA. NA.

CC-H056 chr19 8564225 G A PRAM1 EX2 missense NM_032152.4 NP_115528.4 c.467C>T p.S156L | p.Ser156Leu AGCxAGG - 84106 142 1 0.60% 120 18 13% NA. NA.

CC-H056 chr19 19349170 C G NCAN EX11 missense NM_004386.2 NP_004377.2 c.3359C>G p.S1120C | p.Ser1120Cys GCTxCGG + 1463 293 1 0.30% 217 41 15.80% NA. NA.

CC-H056 chr19 38573136 G A SIPA1L3 EX3 missense NM_015073.1 NP_055888.1 c.931G>A p.E311K | p.Glu311Lys CCCxAGG + 23094 40 0 0% 46 11 19.20% NA. NA.

CC-H056 chr19 44131399 G A CADM4 EX3 missense NM_145296.1 NP_660339.1 c.283C>T p.R95C | p.Arg95Cys GGCxGGC - 199731 96 1 1% 87 8 8.40% NA. NA.

CC-H056 chr19 50154533 G A SCAF1 EX7 missense NM_021228.2 NP_067051.2 c.887G>A p.R296H | p.Arg296His GCCxCAT + 58506 116 1 0.80% 110 7 5.90% NA. NA.

CC-H056 chr19 54652478 C T CNOT3 EX12 missense NM_014516.3 NP_055331.1 c.1406C>T p.S469L | p.Ser469Leu CCTxGTG + 4849 130 0 0% 91 20 18% NA. NA.

CC-H056 chr20 5965639 G C MCM8 EX15 missense NM_032485.4 NP_115874.3 c.1946G>C p.R649T | p.Arg649Thr AAAxACT + 84515 105 0 0% 77 20 20.60% NA. NA.

CC-H056 chr20 9370543 C G PLCB4 EX15 missense NM_001172646.1 NP_001166117.1 c.1176C>G p.I392M | p.Ile392Met CATxAAG + 5332 69 0 0% 50 7 12.20% NA. NA.

CC-H056 chr20 58468643 G C SYCP2 EX20 missense NM_014258.2 NP_055073.2 c.1671C>G p.I557M | p.Ile557Met TTTxATA - 10388 152 1 0.60% 72 19 20.80% NA. NA.

CC-H056 chr21 31802727 C T KRTAP13-4 EX1E missense NM_181600.1 NP_853631.1 c.134C>T p.S45F | p.Ser45Phe GTTxCTC + 284827 146 0 0% 82 17 17.10% NA. NA.

CC-H056 chr21 42622813 C G BACE2 EX7 missense NM_012105.3 NP_036237.2 c.1119C>G p.I373M | p.Ile373Met TATxACA + 25825 126 1 0.70% 85 18 17.40% NA. NA.

CC-H056 chr22 20104408 C T TRMT2A EX1 missense NM_022727.5 NP_073564.3 c.22G>A p.E8K | p.Glu8Lys CCTxGTT - 27037 240 0 0% 165 39 19.10% NA. NA.

CC-H056 chr22 21983681 C G YDJC EX3 missense NM_001017964.1 NP_001017964.1 c.340G>C p.E114Q | p.Glu114Gln CCTxGAG - 150223 127 1 0.70% 126 28 18.10% NA. NA.

CC-H056 chr22 21983690 C T YDJC EX3 missense NM_001017964.1 NP_001017964.1 c.331G>A p.E111K | p.Glu111Lys CCTxCCG - 150223 122 1 0.80% 122 26 17.50% NA. NA.

CC-H056 chrX 13058018 C G FAM9C EX6 missense NM_174901.5 NP_777561.1 c.347G>C p.R116T | p.Arg116Thr ATTxTAT - 171484 186 0 0% 148 21 12.40% NA. NA.

CC-H056 chrX 32717291 G A DMD EX8 missense NM_004006.2 NP_003997.1 c.769C>T p.P257S | p.Pro257Ser GTGxCCT - 1756 183 1 0.50% 127 17 11.80% NA. NA.

CC-H056 chrX 48921917 C T CCDC120 EX6 missense NM_001163321.1 NP_001156793.1 c.341C>T p.A114V | p.Ala114Val AGGxCCT + 90060 79 0 0% 102 10 8.90% NA. NA.

CC-H056 chrX 106796091 G C FRMPD3 EX10 missense XM_042978.7 XP_042978.6 c.811G>C p.E271Q | p.Glu271Gln CTTxAGT + 84443 160 0 0% 160 18 10.10% NA. NA.

CC-H056 chrX 144904835 G A SLITRK2 EX5E missense NM_032539.4 NP_115928.1 c.892G>A p.A298T | p.Ala298Thr AGGxCTC + 84631 176 1 0.50% 196 23 10.50% NA. NA.

CC-H057 chr1 3519043 C A MEGF6 EX2 missense NM_001409.3 NP_001400.3 c.253G>T p.G85C | p.Gly85Cys GACxCAC - 1953 255 0 0% 243 29 10.60% NA. NA.

CC-H057 chr1 40558068 A T PPT1 IVS2 splice-5 NM_000310.3 NP_000301.1 c.234+2T>A . CTTxCCT - 5538 74 0 0% 59 18 23.30% NA. NA.

CC-H057 chr1 150131558 G A PLEKHO1 EX6E missense NM_016274.4 NP_057358.2 c.1070G>A p.R357Q | p.Arg357Gln AACxGCT + 51177 68 0 0% 74 8 9.70% NA. NA.

CC-H057 chr1 229745851 A G TAF5L IVS3 splice-5 NM_014409.3 NP_055224.1 c.247+2T>C . CTTxCCA - 27097 62 0 0% 63 11 14.80% NA. NA.

CC-H057 chr1 248403030 C T OR2M4 EX1E missense NM_017504.1 NP_059974.1 c.800C>T p.T267M | p.Thr267Met ATAxGCC + 26245 62 0 0% 55 7 11.20% NA. NA.

CC-H057 chr2 55561699 C A CCDC88A EX15 missense NM_001135597.1 NP_001129069.1 c.2258G>T p.R753L | p.Arg753Leu AAGxGTT - 55704 58 0 0% 56 7 11.10% NA. NA.

CC-H057 chr2 79385523 C T REG3A EX4 missense NM_002580.2 NP_002571.1 c.262G>A p.V88M | p.Val88Met ACAxGAA - 5068 100 0 0% 74 28 27.40% NA. NA.

CC-H057 chr2 121727999 C A GLI2 EX6 missense NM_005270.4 NP_005261.2 c.876C>A p.N292K | p.Asn292Lys CAAxCCC + 2736 73 0 0% 71 15 17.40% NA. NA.

CC-H057 chr2 121992806 A G TFCP2L1 EX11 missense NM_014553.2 NP_055368.1 c.1085T>C p.I362T | p.Ile362Thr TTGxTGG - 29842 51 0 0% 67 14 17.20% NA. NA.

CC-H057 chr3 37340813 C T GOLGA4 EX10 missense NM_001172713.1 NP_001166184.1 c.1103C>T p.T368I | p.Thr368Ile TCAxTCA + 2803 135 0 0% 113 51 31% NA. NA.

CC-H057 chr3 52817120 C T ITIH1 EX9 missense NM_002215.3 NP_002206.2 c.1078C>T p.R360W | p.Arg360Trp GTGxGGG + 3697 106 0 0% 93 19 16.90% NA. NA.

CC-H057 chr3 125652460 G A ALG1L EX3 missense NM_001195223.1 NP_001182152.1 c.118C>T p.R40C | p.Arg40Cys CGCxGAG - 200810 120 0 0% 108 20 15.60% NA. NA.

CC-H057 chr6 168289998 G A MLLT4 EX7 missense NM_001207008.1 NP_001193937.1 c.998G>A p.S333N | p.Ser333Asn CAAxTGA + 4301 55 0 0% 36 8 18.10% NA. NA.

CC-H057 chr7 149981930 G A ACTR3C EX6 missense NM_001164458.1 NP_001157930.1 c.476C>T p.A159V | p.Ala159Val TTGxCAA - 653857 83 0 0% 88 14 13.70% NA. NA.

CC-H057 chr8 8234744 G A SGK223 EX2 missense NM_001080826.1 NP_001074295.1 c.1175C>T p.T392M | p.Thr392Met CCCxTCA - 157285 97 0 0% 99 40 28.70% NA. NA.

CC-H057 chr8 35579823 C T UNC5D EX9 missense NM_080872.2 NP_543148.2 c.1213C>T p.R405W | p.Arg405Trp AGAxGGA + 137970 79 0 0% 88 16 15.30% NA. NA.

CC-H057 chr8 86574541 C T REXO1L1 EX1E missense NM_172239.4 NP_758439.4 c.1186G>A p.A396T | p.Ala396Thr CGGxGCC - 254958 318 0 0% 188 10 5% NA. NA.

CC-H057 chr8 110587443 C T SYBU EX8E missense NM_001099744.1 NP_001093214.1 c.1684G>A p.A562T | p.Ala562Thr TGGxGTA - 55638 57 0 0% 59 11 15.70% NA. NA.

CC-H057 chr8 143562630 G A BAI1 EX9 missense NM_001702.2 NP_001693.2 c.1844G>A p.R615Q | p.Arg615Gln GACxGTG + 575 89 1 1.10% 132 15 10.20% NA. NA.

CC-H057 chr9 80537112 T A GNAQ EX2 missense NM_002072.3 NP_002063.2 c.286A>T p.T96S | p.Thr96Ser GTGxGTC - 2776 80 1 1.20% 99 6 5.70% NA. NA.

CC-H057 chr10 71697472 G A COL13A1 IVS33 splice-5 NM_001130103.1 NP_001123575.1 c.1845+1G>A . CCCxTAA + 1305 96 1 1% 99 13 11.60% NA. NA.

CC-H057 chr10 106899195 G A SORCS3 EX8 missense NM_014978.1 NP_055793.1 c.1253G>A p.R418Q | p.Arg418Gln ATCxAAG + 22986 52 0 0% 52 10 16.10% NA. NA.

CC-H057 chr10 111629751 C T XPNPEP1 EX19 missense NM_020383.3 NP_065116.3 c.1733G>A p.R578H | p.Arg578His ATGxGAA - 7511 71 0 0% 72 11 13.20% NA. NA.

CC-H057 chr10 134016256 C T DPYSL4 EX12 missense NM_006426.2 NP_006417.2 c.1388C>T p.P463L | p.Pro463Leu CCCxGGG + 10570 124 1 0.80% 142 18 11.20% NA. NA.

CC-H057 chr11 17596300 C A OTOG EX19 missense XM_291816.8 XP_291816.8 c.2363C>A p.P788H | p.Pro788His GCCxCTG + 340990 81 0 0% 84 8 8.60% NA. NA.

CC-H057 chr12 54928892 C A NCKAP1L EX27 missense NM_005337.4 NP_005328.2 c.2867C>A p.T956N | p.Thr956Asn TGAxCTT + 3071 61 1 1.60% 40 17 29.80% NA. NA.

CC-H057 chr12 93202805 A G EEA1 EX18 missense NM_003566.3 NP_003557.2 c.2327T>C p.M776T | p.Met776Thr TCCxTTT - 8411 53 1 1.80% 49 11 18.30% NA. NA.

CC-H057 chr12 120530858 C T CCDC64 EX9E missense NM_207311.2 NP_997194.2 c.1615C>T p.R539W | p.Arg539Trp GAAxGGA + 92558 45 0 0% 48 5 9.40% NA. NA.

CC-H057 chr14 94007163 G A UNC79 EX13 missense NM_020818.3 NP_065869.3 c.979G>A p.G327R | p.Gly327Arg TTCxGAA + 57578 113 0 0% 129 17 11.60% NA. NA.

CC-H057 chr14 100405575 G A EML1 EX22 missense NM_001008707.1 NP_001008707.1 c.2290G>A p.V764I | p.Val764Ile GCCxTCT + 2009 60 0 0% 92 14 13.20% NA. NA.

CC-H057 chr16 78011584 A G VAT1L EX9E missense NM_020927.1 NP_065978.1 c.1252A>G p.I418V | p.Ile418Val TTTxTCC + 57687 111 0 0% 113 18 13.70% NA. NA.

CC-H057 chr17 56423665 C T SUPT4H1 EX5E missense NM_003168.1 NP_003159.1 c.296G>A p.R99Q | p.Arg99Gln TCCxGCA - 6827 34 0 0% 39 7 15.20% NA. NA.

CC-H057 chr18 11887017 T A MPPE1 EX7 missense NM_023075.5 NP_075563.3 c.577A>T p.M193L | p.Met193Leu CCAxCAC - 65258 42 0 0% 41 11 21.10% NA. NA.

CC-H057 chr19 45864881 G A ERCC2 EX12 missense NM_000400.3 NP_000391.1 c.1138C>T p.R380W | p.Arg380Trp ACCxGAG - 2068 97 0 0% 83 14 14.40% NA. NA.

CC-H057 chr19 53612366 C T ZNF415 EX4E missense NM_001136038.2 NP_001129510.2 c.932G>A p.R311Q | p.Arg311Gln TTTxGAC - 55786 76 0 0% 97 12 11% NA. NA.

CC-H057 chr19 58385748 G A ZNF814 EX3E missense NM_001144989.1 NP_001138461.1 c.1010C>T p.A337V | p.Ala337Val CTAxCAT - 730051 190 1 0.50% 206 111 35% NA. NA.

CC-H057 chr22 30123752 G A CABP7 EX2 missense NM_182527.2 NP_872333.1 c.211G>A p.E71K | p.Glu71Lys AACxAGG + 164633 94 0 0% 92 17 15.50% NA. NA.

CC-H057 chrX 30254849 C T MAGEB3 EX5E missense NM_002365.4 NP_002356.2 c.808C>T p.R270C | p.Arg270Cys GCAxGCT + 4114 98 0 0% 117 18 13.30% NA. NA.

CC-H057 chrX 107978251 G A IRS4 EX1E missense NM_003604.2 NP_003595.1 c.1324C>T p.R442C | p.Arg442Cys GACxTGC - 8471 80 0 0% 105 7 6.20% NA. NA.

CC-H057 chrX 123517766 G A TENM1 EX29 nonsense NM_014253.3 NP_055068.2 c.6994C>T p.Q2332* | p.Gln2332* CCTxACC - 10178 61 0 0% 75 5 6.20% NA. NA.

CC-H058 chr1 26303222 A G PAFAH2 EX8 missense NM_000437.3 NP_000428.2 c.709T>C p.F237L | p.Phe237Leu CAAxTGA - 5051 85 0 0% 66 23 25.80% NA. NA.

CC-H058 chr1 55139824 C T HEATR8 EX10 nonsense NM_001039464.2 NP_001034553.2 c.1936C>T p.R646* | p.Arg646* AAAxGTA + 374977 86 0 0% 69 21 23.30% NA. NA.

CC-H058 chr1 85486878 G A MCOLN3 EX12 nonsense NM_018298.10 NP_060768.8 c.1402C>T p.Q468* | p.Gln468* GCTxCAT - 55283 81 1 1.20% 55 13 19.10% NA. NA.

CC-H058 chr1 201195242 C T IGFN1 EX22 missense NM_001164586.1 NP_001158058.1 c.10777C>T p.R3593W | p.Arg3593Trp CCCxGGC + 91156 34 1 2.80% 47 6 11.30% NA. NA.



CC-H058 chr1 215759843 A G KCTD3 EX9 missense NM_016121.3 NP_057205.2 c.632A>G p.K211R | p.Lys211Arg TCAxAGA + 51133 119 0 0% 125 31 19.80% NA. NA.

CC-H058 chr2 162865123 C T DPP4 EX22 missense NM_001935.3 NP_001926.2 c.1936G>A p.V646M | p.Val646Met ACAxGCC - 1803 119 1 0.80% 106 30 22% NA. NA.

CC-H058 chr3 75718386 C A LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.572C>A p.T191N | p.Thr191Asn TCAxCGG + 100996350 188 1 0.50% 92 7 7% NA. NA.

CC-H058 chr3 108288396 T G KIAA1524 EX9 missense NM_020890.2 NP_065941.2 c.953A>C p.Q318P | p.Gln318Pro ATCxGAG - 57650 142 0 0% 107 31 22.40% NA. NA.

CC-H058 chr4 153247289 G C FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1513C>G p.R505G | p.Arg505Gly AGCxGAC - 55294 124 0 0% 56 39 41% NA. NA.

CC-H058 chr7 120386047 A G KCND2 EX5 missense NM_012281.2 NP_036413.1 c.1681A>G p.I561V | p.Ile561Val CAGxTCA + 3751 87 0 0% 62 24 27.90% NA. NA.

CC-H058 chr7 128531284 G A KCP EX17 missense NM_001135914.1 NP_001129386.1 c.1753C>T p.P585S | p.Pro585Ser CTGxACA - 375616 15 0 0% 9 5 35.70% NA. NA.

CC-H058 chr9 40774731 C T ZNF658 EX5E missense NM_033160.5 NP_149350.3 c.544G>A p.A182T | p.Ala182Thr GAGxTTT - 26149 265 0 0% 148 32 17.70% NA. NA.

CC-H058 chr9 127570102 C T OLFML2A EX7 missense NM_182487.2 NP_872293.2 c.1211C>T p.P404L | p.Pro404Leu ACCxCCC + 169611 105 0 0% 87 34 28% NA. NA.

CC-H058 chr9 138710952 G A CAMSAP1 EX12 missense NM_015447.3 NP_056262.3 c.3863C>T p.A1288V | p.Ala1288Val GCCxCCC - 157922 64 0 0% 63 16 20.20% NA. NA.

CC-H058 chr11 22398151 C T SLC17A6 EX11 missense NM_020346.2 NP_065079.1 c.1346C>T p.S449L | p.Ser449Leu TTTxGAA + 57084 138 0 0% 66 38 36.50% NA. NA.

CC-H058 chr11 63520029 A G RTN3 EX5 missense NM_001265589.1 NP_001252518.1 c.2789A>G p.Y930C | p.Tyr930Cys ATTxCAT + 10313 91 0 0% 76 23 23.20% NA. NA.

CC-H058 chr11 64571819 C T MEN1 EX10E missense NM_130799.2 NP_570711.1 c.1820G>A p.R607H | p.Arg607His TTGxGCT - 4221 57 1 1.70% 85 12 12.30% NA. NA.

CC-H058 chr12 56848061 G A MIP EX1 nonsense NM_012064.3 NP_036196.1 c.337C>T p.R113* | p.Arg113* CTCxGAC - 4284 83 0 0% 68 28 29.10% NA. NA.

CC-H058 chr12 108169038 T C ASCL4 EX1E missense NM_203436.2 NP_982260.2 c.46T>C p.S16P | p.Ser16Pro TACxCGC + 121549 109 0 0% 90 25 21.70% NA. NA.

CC-H058 chr14 60074174 G A RTN1 EX4 missense NM_021136.2 NP_066959.1 c.1802C>T p.T601M | p.Thr601Met CCCxTCT - 6252 67 0 0% 52 15 22.30% NA. NA.

CC-H058 chr14 93652633 C T TMEM251 EX2E missense NM_001098621.1 NP_001092091.1 c.127C>T p.R43C | p.Arg43Cys TTCxGTC + 26175 106 1 0.90% 115 28 19.50% NA. NA.

CC-H058 chr16 15609245 C T C16orf45 EX2 missense NM_033201.2 NP_149978.1 c.190C>T p.R64W | p.Arg64Trp CTCxGGG + 89927 93 0 0% 91 18 16.50% NA. NA.

CC-H058 chr16 22111641 T C VWA3A IVS4 splice-5 NM_173615.3 NP_775886.3 c.350+2T>C . CTGxAAG + 146177 53 0 0% 44 21 32.30% NA. NA.

CC-H058 chr16 23691404 G T PLK1 IVS1 splice-3 NM_005030.3 NP_005021.2 c.409-1G>T . ACAxTCT + 5347 66 0 0% 60 21 25.90% NA. NA.

CC-H058 chr16 60392728 C A LOC729159 EX1E missense XM_001129515.4 XP_001129515.1 c.879G>T p.M293I | p.Met293Ile CACxATC - 729159 244 1 0.40% 150 44 22.60% NA. NA.

CC-H058 chr17 4578480 G A PELP1 EX11 missense NM_014389.2 NP_055204.2 c.1168C>T p.R390W | p.Arg390Trp GCCxGCT - 27043 119 0 0% 105 33 23.90% NA. NA.

CC-H058 chr17 61498804 G A TANC2 EX25E missense NM_025185.3 NP_079461.2 c.5461G>A p.D1821N | p.Asp1821Asn TGTxACG + 26115 52 0 0% 57 9 13.60% NA. NA.

CC-H058 chr19 55447767 C T NLRP7 EX6 missense NM_001127255.1 NP_001120727.1 c.2162G>A p.R721Q | p.Arg721Gln TCCxGGT - 199713 48 0 0% 36 17 32% NA. NA.

CC-H058 chr20 18429707 C T DZANK1 EX7 missense NM_001099407.1 NP_001092877.1 c.550G>A p.G184S | p.Gly184Ser AACxGGG - 55184 68 0 0% 60 18 23% NA. NA.

CC-H058 chr20 18491531 C T SEC23B EX2 missense NM_032985.4 NP_116780.1 c.52C>T p.R18C | p.Arg18Cys GTGxGTT + 10483 174 0 0% 135 29 17.60% NA. NA.

CC-H058 chrX 10165985 A T CLCN4 EX6 missense NM_001830.3 NP_001821.2 c.439A>T p.S147C | p.Ser147Cys GCCxGTG + 1183 143 0 0% 96 27 21.90% NA. NA.

CC-H058 chrX 50659095 G T BMP15 EX2E missense NM_005448.2 NP_005439.2 c.667G>T p.G223C | p.Gly223Cys CATxGCA + 9210 128 1 0.70% 87 24 21.60% NA. NA.

CC-H058 chrX 53566626 G A HUWE1 EX75 missense NM_031407.5 NP_113584.3 c.11624C>T p.A3875V | p.Ala3875Val ACCxCAT - 10075 104 0 0% 90 19 17.40% NA. NA.

CC-H058 chrX 54777617 C G ITIH6 EX12 missense NM_198510.2 NP_940912.1 c.3549G>C p.K1183N | p.Lys1183Asn CCTxTTC - 347365 170 0 0% 158 34 17.70% NA. NA.

CC-H058 chr1 16477411 T +GAGC EPHA2 EX2 frameshift NM_004431.3 NP_004422.2 c.129_132dupGCTCp.T45Afs*18 | p.Thr45Alafs*18 GT.GA - 1969 82 0 0% 55 14 20.29% NA. NA.

CC-H058 chr18 55226356 C-CAGAAAATGTTCTTACTTAFECH IVS7 splice-5 NM_001012515.2 NP_001012533.1c.822+2_822+20delTAAGTAAGAACATTTTCTG. CC.CA - 2235 92 0 0% 84 11 11.58% NA. NA.

CC-H059 chr1 2426383 G A PLCH2 EX12 missense NM_014638.2 NP_055453.2 c.1748G>A p.R583H | p.Arg583His GGCxCAA + 9651 168 1 0.50% 129 30 18.80% NA. NA.

CC-H059 chr1 43047112 G C CCDC30 EX8 missense NM_001080850.2 NP_001074319.1 c.1147G>C p.E383Q | p.Glu383Gln CTAxAGG + 728621 113 0 0% 97 6 5.80% NA. NA.

CC-H059 chr1 43778240 C T TIE1 EX12 missense NM_005424.4 NP_005415.1 c.1895C>T p.S632L | p.Ser632Leu CCTxGCC + 7075 71 0 0% 45 18 28.50% NA. NA.

CC-H059 chr1 150531472 G A ADAMTSL4 EX16 missense NM_019032.4 NP_061905.2 c.2594G>A p.R865H | p.Arg865His GGCxCTC + 54507 147 1 0.60% 90 83 47.90% NA. NA.

CC-H059 chr1 156146384 G A SEMA4A EX15E missense NM_001193301.1 NP_001180230.1 c.1882G>A p.E628K | p.Glu628Lys ACTxAGA + 64218 71 0 0% 83 6 6.70% NA. NA.

CC-H059 chr1 162270481 A T NOS1AP EX4 missense NM_014697.2 NP_055512.1 c.329A>T p.Q110L | p.Gln110Leu TGCxGGA + 9722 72 0 0% 48 47 49.40% NA. NA.

CC-H059 chr2 21001187 C A C2orf43 EX2 nonsense NM_021925.2 NP_068744.1 c.37G>T p.E13* | p.Glu13* CCTxATG - 60526 102 0 0% 116 9 7.20% NA. NA.

CC-H059 chr2 96148433 C G TRIM43B EX2 missense NM_001164464.1 NP_001157936.1 c.30G>C p.Q10H | p.Gln10His CTTxTGG - 653192 168 0 0% 151 13 7.90% NA. NA.

CC-H059 chr2 241974124 G A SNED1 EX4 missense NM_001080437.1 NP_001073906.1 c.782G>A p.R261H | p.Arg261His TGCxCGT + 25992 100 0 0% 49 25 33.70% NA. NA.

CC-H059 chr3 99895209 G A CMSS1 EX9 missense NM_032359.3 NP_115735.2 c.706G>A p.D236N | p.Asp236Asn TTTxACT + 84319 129 0 0% 171 10 5.50% NA. NA.

CC-H059 chr3 99895224 G C CMSS1 EX9 missense NM_032359.3 NP_115735.2 c.721G>C p.D241H | p.Asp241His AGAxATC + 84319 132 0 0% 154 10 6% NA. NA.

CC-H059 chr4 82074859 C G PRKG2 EX6 missense NM_006259.1 NP_006250.1 c.929G>C p.G310A | p.Gly310Ala TCTxCTT - 5593 49 0 0% 36 5 12.10% NA. NA.

CC-H059 chr4 88535333 T A DSPP EX5E missense NM_014208.3 NP_055023.2 c.1519T>A p.S507T | p.Ser507Thr GACxCAA + 1834 97 0 0% 50 14 21.80% NA. NA.

CC-H059 chr4 123192719 G A KIAA1109 EX45 missense NM_015312.3 NP_056127.2 c.8040G>A p.M2680I | p.Met2680Ile CATxACT + 84162 89 0 0% 70 18 20.40% NA. NA.

CC-H059 chr4 147215188 G C SLC10A7 EX8 missense NM_001029998.3 NP_001025169.1 c.615C>G p.I205M | p.Ile205Met GCTxATA - 84068 71 0 0% 62 10 13.80% NA. NA.

CC-H059 chr6 632979 G A EXOC2 EX3 missense NM_018303.5 NP_060773.3 c.257C>T p.S86L | p.Ser86Leu GTTxAGG - 55770 83 0 0% 69 9 11.50% NA. NA.

CC-H059 chr7 2565371 G T LFNG EX5 missense NM_001040168.1 NP_001035258.1 c.788G>T p.R263L | p.Arg263Leu GCCxTGG + 3955 80 0 0% 67 5 6.90% NA. NA.

CC-H059 chr7 40039016 G T CDK13 EX4 missense NM_003718.4 NP_003709.3 c.2099G>T p.R700L | p.Arg700Leu AACxCTG + 8621 96 0 0% 74 10 11.90% NA. NA.

CC-H059 chr7 93055724 C T CALCR EX16E missense NM_001164737.1 NP_001158209.1 c.1471G>A p.E491K | p.Glu491Lys CCTxGCC - 799 93 0 0% 89 6 6.30% NA. NA.

CC-H059 chr7 104741992 G C MLL5 EX16 missense NM_182931.2 NP_891847.1 c.1843G>C p.E615Q | p.Glu615Gln ACTxAAT + 55904 113 0 0% 99 8 7.40% NA. NA.

CC-H059 chr7 141420820 G A WEE2 EX5 missense NM_001105558.1 NP_001099028.1 c.844G>A p.D282N | p.Asp282Asn GAAxATG + 494551 85 1 1.10% 70 13 15.60% NA. NA.

CC-H059 chr7 149148161 C T ZNF777 EX4 missense NM_015694.2 NP_056509.2 c.1016G>A p.R339H | p.Arg339His CCGxGCT - 27153 61 0 0% 43 9 17.30% NA. NA.

CC-H059 chr8 73849130 G T KCNB2 EX3E nonsense NM_004770.2 NP_004761.2 c.1540G>T p.E514* | p.Glu514* CAGxAGG + 9312 129 1 0.70% 91 8 8% NA. NA.

CC-H059 chr10 99349669 G C C10orf62 EX1E missense NM_001009997.2 NP_001009997.2 c.15G>C p.Q5H | p.Gln5His TCAxAGA + 414157 57 0 0% 46 10 17.80% NA. NA.

CC-H059 chr10 114190656 C A ZDHHC6 EX11E missense NM_022494.1 NP_071939.1 c.1148G>T p.R383I | p.Arg383Ile ATTxTTG - 64429 104 0 0% 92 9 8.90% NA. NA.

CC-H059 chr11 26558985 A G ANO3 EX10 missense NM_031418.2 NP_113606.2 c.1009A>G p.I337V | p.Ile337Val TACxTAG + 63982 125 0 0% 88 25 22.10% NA. NA.

CC-H059 chr11 55798595 G A OR5AS1 EX1E missense NM_001001921.1 NP_001001921.1 c.701G>A p.R234K | p.Arg234Lys GCAxAAG + 219447 105 0 0% 64 7 9.80% NA. NA.

CC-H059 chr12 88420300 C T C12orf50 EX3 missense NM_152589.1 NP_689802.1 c.98G>A p.R33Q | p.Arg33Gln TTTxGAG - 160419 111 0 0% 112 8 6.60% NA. NA.

CC-H059 chr12 114804011 G T TBX5 EX8 missense NM_000192.3 NP_000183.2 c.941C>A p.P314H | p.Pro314His TGGxGCA - 6910 132 0 0% 74 19 20.40% NA. NA.

CC-H059 chr13 33701537 G C STARD13 EX6 missense NM_178006.3 NP_821074.1 c.1895C>G p.S632C | p.Ser632Cys ATGxAGT - 90627 69 0 0% 53 9 14.50% NA. NA.

CC-H059 chr14 24546830 T C CPNE6 EX16 missense NM_006032.2 NP_006023.1 c.1565T>C p.V522A | p.Val522Ala GTGxCCT + 9362 52 0 0% 55 6 9.80% NA. NA.

CC-H059 chr14 55429704 C T WDHD1 EX19 missense NM_007086.3 NP_009017.1 c.2497G>A p.E833K | p.Glu833Lys CTTxTTC - 11169 112 0 0% 85 9 9.50% NA. NA.

CC-H059 chr16 21629379 C T METTL9 EX3 nonsense NM_016025.3 NP_057109.3 c.550C>T p.Q184* | p.Gln184* CTTxAGA + 51108 106 0 0% 84 7 7.60% NA. NA.

CC-H059 chr16 23464298 G T COG7 EX1 missense NM_153603.3 NP_705831.1 c.18C>A p.F6L | p.Phe6Leu CAGxAAC - 91949 71 0 0% 68 13 16% NA. NA.

CC-H059 chr16 66511470 C A BEAN1 EX4 missense NM_001178020.2 NP_001171491.1 c.297C>A p.D99E | p.Asp99Glu GGAxGAG + 146227 54 0 0% 49 12 19.60% NA. NA.

CC-H059 chr16 89764074 C G SPATA2L EX3E missense NM_152339.3 NP_689552.2 c.943G>C p.E315Q | p.Glu315Gln GCTxACG - 124044 201 0 0% 175 23 11.60% NA. NA.

CC-H059 chr16 89789935 G T ZNF276 EX4 missense NM_001113525.1 NP_001106997.1 c.824G>T p.R275L | p.Arg275Leu ACCxAGG + 92822 75 0 0% 51 5 8.90% NA. NA.

CC-H059 chr17 37822152 G C TCAP EX2E missense NM_003673.3 NP_003664.1 c.294G>C p.K98N | p.Lys98Asn CAAxATG + 8557 195 0 0% 148 24 13.90% NA. NA.

CC-H059 chr17 42855378 G A ADAM11 EX24 missense NM_002390.4 NP_002381.2 c.2129G>A p.S710N | p.Ser710Asn GCAxTAT + 4185 103 0 0% 105 13 11% NA. NA.

CC-H059 chr17 54923158 G T DGKE EX4 missense NM_003647.2 NP_003638.1 c.732G>T p.L244F | p.Leu244Phe GTTxAAT + 8526 84 0 0% 78 6 7.10% NA. NA.

CC-H059 chr18 32457743 T C DTNA EX18 missense NM_001390.4 NP_001381.2 c.1883T>C p.M628T | p.Met628Thr CTAxGTC + 1837 110 0 0% 89 24 21.20% NA. NA.

CC-H059 chr18 42281672 G A SETBP1 EX2 missense NM_015559.2 NP_056374.2 c.361G>A p.E121K | p.Glu121Lys TTGxAGA + 26040 171 0 0% 113 14 11% NA. NA.

CC-H059 chr18 77102286 G A ATP9B EX20 missense NM_198531.3 NP_940933.3 c.2302G>A p.D768N | p.Asp768Asn GGCxATA + 374868 89 1 1.10% 54 13 19.40% NA. NA.

CC-H059 chr19 8193955 G C FBN3 EX17 missense NM_032447.3 NP_115823.3 c.2253C>G p.C751W | p.Cys751Trp GGGxCAG - 84467 105 0 0% 61 7 10.20% NA. NA.

CC-H059 chr19 58578485 G C ZNF135 EX4E missense NM_007134.1 NP_009065.1 c.705G>C p.E235D | p.Glu235Asp AGAxAAA + 7694 119 0 0% 68 8 10.50% NA. NA.

CC-H059 chr22 51207266 C G RABL2B EX10E missense NM_001130923.1 NP_001124395.1 c.655G>C p.D219H | p.Asp219His GGTxTGG - 11158 115 0 0% 85 10 10.50% NA. NA.

CC-H059 chrX 119389135 G A ZBTB33 EX2E missense NM_006777.3 NP_006768.1 c.1865G>A p.G622E | p.Gly622Glu CTGxAAA + 10009 208 0 0% 166 10 5.60% NA. NA.

CC-H060 chr1 1887096 G T KIAA1751 EX18E missense NM_001080484.1 NP_001073953.1 c.2210C>A p.A737E | p.Ala737Glu CCCxCCC - 85452 187 0 0% 127 11 7.90% NA. NA.

CC-H060 chr1 13036634 C G PRAMEF22 EX2 missense NM_001100631.1 NP_001094101.1 c.706C>G p.L236V | p.Leu236Val AATxTTC + 653606 370 1 0.20% 252 18 6.60% NA. NA.

CC-H060 chr1 24483898 C T IL28RA EX7E missense NM_170743.3 NP_734464.1 c.1285G>A p.E429K | p.Glu429Lys ATTxAGG - 163702 87 0 0% 69 5 6.70% NA. NA.

CC-H060 chr1 27226824 C T GPATCH3 EX1 missense NM_022078.2 NP_071361.2 c.110G>A p.R37Q | p.Arg37Gln TCTxGGA - 63906 187 0 0% 159 12 7% NA. NA.

CC-H060 chr1 36752346 C G THRAP3 EX4 missense NM_005119.3 NP_005110.2 c.515C>G p.S172C | p.Ser172Cys CTTxTAA + 9967 136 0 0% 92 17 15.50% NA. NA.

CC-H060 chr1 40701958 G C RLF EX8E missense NM_012421.3 NP_036553.2 c.1584G>C p.L528F | p.Leu528Phe TTTxACA + 6018 58 0 0% 53 6 10.10% NA. NA.

CC-H060 chr1 40702007 G A RLF EX8E missense NM_012421.3 NP_036553.2 c.1633G>A p.E545K | p.Glu545Lys TCTxAAA + 6018 74 0 0% 53 6 10.10% NA. NA.

CC-H060 chr1 44442826 C G ATP6V0B EX7 missense NM_004047.3 NP_004038.1 c.529C>G p.L177V | p.Leu177Val ATTxTCA + 533 99 0 0% 72 9 11.10% NA. NA.

CC-H060 chr1 46087071 C T CCDC17 EX10 missense NM_001114938.2 NP_001108410.2 c.1270G>A p.D424N | p.Asp424Asn CATxGCG - 149483 103 0 0% 81 11 11.90% NA. NA.

CC-H060 chr1 46211819 G C IPP EX2 missense NM_005897.2 NP_005888.1 c.265C>G p.Q89E | p.Gln89Glu TCTxAAA - 3652 98 0 0% 91 5 5.20% NA. NA.

CC-H060 chr1 60456422 C T C1orf87 EX12E missense NM_152377.2 NP_689590.1 c.1564G>A p.D522N | p.Asp522Asn GGTxGAT - 127795 184 0 0% 165 10 5.70% NA. NA.

CC-H060 chr1 117644056 G C TTF2 EX23E missense NM_003594.3 NP_003585.3 c.3399G>C p.K1133N | p.Lys1133Asn AAAxAAA + 8458 96 0 0% 73 7 8.70% NA. NA.

CC-H060 chr1 152278624 C G FLG EX3E missense NM_002016.1 NP_002007.1 c.8738G>C p.R2913T | p.Arg2913Thr TTTxTGG - 2312 511 0 0% 384 23 5.60% NA. NA.

CC-H060 chr1 152285639 C T FLG EX3E missense NM_002016.1 NP_002007.1 c.1723G>A p.E575K | p.Glu575Lys GTTxCTC - 2312 262 0 0% 265 36 11.90% NA. NA.

CC-H060 chr1 169206912 C G NME7 EX8 missense NM_013330.3 NP_037462.1 c.768G>C p.K256N | p.Lys256Asn GATxTTT - 29922 114 0 0% 66 7 9.50% NA. NA.

CC-H060 chr1 170024459 C G KIFAP3 EX2 missense NM_014970.3 NP_055785.2 c.151G>C p.E51Q | p.Glu51Gln ATTxTTT - 22920 130 0 0% 90 8 8.10% NA. NA.

CC-H060 chr1 176738875 C G PAPPA2 EX16 missense NM_020318.2 NP_064714.2 c.4456C>G p.L1486V | p.Leu1486Val TTTxTGA + 60676 97 1 1% 94 14 12.90% NA. NA.

CC-H060 chr1 201177934 G A IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.3913G>A p.D1305N | p.Asp1305Asn GCAxATT + 91156 90 0 0% 106 6 5.30% NA. NA.

CC-H060 chr1 225230705 G A DNAH14 EX13 missense NM_001373.1 NP_001364.1 c.1657G>A p.E553K | p.Glu553Lys GATxAAA + 127602 145 0 0% 122 9 6.80% NA. NA.

CC-H060 chr1 226924448 G A ITPKB EX2 missense NM_002221.3 NP_002212.3 c.712C>T p.P238S | p.Pro238Ser CGGxAAG - 3707 111 0 0% 101 21 17.20% NA. NA.

CC-H060 chr1 235950651 C T LYST EX14 missense NM_000081.2 NP_000072.2 c.4711G>A p.D1571N | p.Asp1571Asn TGTxATC - 1130 153 0 0% 120 11 8.30% NA. NA.

CC-H060 chr1 240370934 G C FMN2 EX5 missense NM_020066.4 NP_064450.3 c.2822G>C p.G941A | p.Gly941Ala CGGxAAT + 56776 90 0 0% 93 16 14.60% NA. NA.

CC-H060 chr1 244724406 C G C1orf101 EX10 nonsense NM_001130957.1 NP_001124429.1 c.1466C>G p.S489* | p.Ser489* TATxAAT + 257044 94 0 0% 79 7 8.10% NA. NA.

CC-H060 chr2 9597111 C G CPSF3 EX14 missense NM_016207.3 NP_057291.1 c.1653C>G p.F551L | p.Phe551Leu GTTxAAA + 51692 211 0 0% 125 15 10.70% NA. NA.

CC-H060 chr2 9599681 G C CPSF3 EX15 missense NM_016207.3 NP_057291.1 c.1720G>C p.D574H | p.Asp574His AATxATA + 51692 157 0 0% 121 17 12.30% NA. NA.

CC-H060 chr2 11767146 G A GREB1 EX25 missense NM_014668.3 NP_055483.2 c.4365G>A p.M1455I | p.Met1455Ile GATxAGA + 9687 112 0 0% 99 7 6.60% NA. NA.

CC-H060 chr2 31484572 G T EHD3 EX5 missense NM_014600.2 NP_055415.1 c.1073G>T p.R358M | p.Arg358Met AGAxGAT + 30845 120 0 0% 106 13 10.90% NA. NA.

CC-H060 chr2 32639917 C T BIRC6 EX10 nonsense NM_016252.3 NP_057336.3 c.1558C>T p.Q520* | p.Gln520* CTTxAGT + 57448 129 0 0% 81 9 10% NA. NA.

CC-H060 chr2 32640223 C G BIRC6 EX10 missense NM_016252.3 NP_057336.3 c.1864C>G p.L622V | p.Leu622Val CCTxTGG + 57448 98 0 0% 82 10 10.80% NA. NA.

CC-H060 chr2 32640424 C T BIRC6 EX10 nonsense NM_016252.3 NP_057336.3 c.2065C>T p.Q689* | p.Gln689* ATTxAGC + 57448 76 0 0% 67 5 6.90% NA. NA.

CC-H060 chr2 32693524 C T BIRC6 EX29 missense NM_016252.3 NP_057336.3 c.5800C>T p.R1934C | p.Arg1934Cys CATxGTC + 57448 126 0 0% 79 6 7% NA. NA.

CC-H060 chr2 44202304 C T LRPPRC EX7 missense NM_133259.3 NP_573566.2 c.790G>A p.E264K | p.Glu264Lys GCTxAAT - 10128 92 0 0% 74 6 7.50% NA. NA.

CC-H060 chr2 44202309 C T LRPPRC EX7 missense NM_133259.3 NP_573566.2 c.785G>A p.G262E | p.Gly262Glu ATTxCGG - 10128 93 0 0% 75 6 7.40% NA. NA.

CC-H060 chr2 46985795 G C SOCS5 EX2E missense NM_144949.2 NP_659198.1 c.126G>C p.E42D | p.Glu42Asp AGAxAAA + 9655 114 0 0% 110 11 9% NA. NA.

CC-H060 chr2 55471179 C T MTIF2 EX12 missense NM_001005369.1 NP_001005369.1 c.1297G>A p.E433K | p.Glu433Lys CTTxAAG - 4528 107 0 0% 79 10 11.20% NA. NA.

CC-H060 chr2 56108800 G A EFEMP1 EX6 missense NM_001039348.2 NP_001034437.1 c.587C>T p.S196F | p.Ser196Phe AAGxATC - 2202 119 0 0% 69 6 8% NA. NA.

CC-H060 chr2 61415355 C G USP34 EX80E missense NM_014709.3 NP_055524.3 c.10523G>C p.R3508T | p.Arg3508Thr CCTxTGG - 9736 89 0 0% 85 6 6.50% NA. NA.

CC-H060 chr2 70502146 C T PCYOX1 EX4 missense NM_016297.3 NP_057381.3 c.550C>T p.H184Y | p.His184Tyr CTTxATG + 51449 115 0 0% 107 9 7.70% NA. NA.

CC-H060 chr2 70504143 C G PCYOX1 EX6E missense NM_016297.3 NP_057381.3 c.1137C>G p.F379L | p.Phe379Leu GTTxATT + 51449 104 0 0% 68 5 6.80% NA. NA.

CC-H060 chr2 113309370 G A POLR1B EX6 missense NM_019014.4 NP_061887.2 c.781G>A p.D261N | p.Asp261Asn TCTxATT + 84172 125 0 0% 107 6 5.30% NA. NA.

CC-H060 chr2 131688688 C T ARHGEF4 EX3 missense NM_015320.2 NP_056135.2 c.158C>T p.S53L | p.Ser53Leu CTTxACA + 50649 63 0 0% 50 6 10.70% NA. NA.

CC-H060 chr2 166789554 C G TTC21B EX7 missense NM_024753.4 NP_079029.3 c.724G>C p.D242H | p.Asp242His TATxTTG - 79809 91 0 0% 61 7 10.20% NA. NA.

CC-H060 chr2 179226458 G C OSBPL6 EX14 missense NM_001201480.1 NP_001188409.1 c.1278G>C p.E426D | p.Glu426Asp GGAxAAG + 114880 115 0 0% 73 7 8.70% NA. NA.

CC-H060 chr2 179582791 G C TTN EX86 missense NM_001267550.1 NP_001254479.1 c.24942C>G p.F8314L | p.Phe8314Leu TTTxAAT - 7273 85 0 0% 70 7 9% NA. NA.

CC-H060 chr2 179583192 G A TTN EX85 missense NM_001267550.1 NP_001254479.1 c.24641C>T p.S8214F | p.Ser8214Phe TCAxATT - 7273 84 0 0% 61 9 12.80% NA. NA.

CC-H060 chr2 179590197 G C TTN EX71 missense NM_001267550.1 NP_001254479.1 c.20734C>G p.L6912V | p.Leu6912Val GTAxAGT - 7273 114 0 0% 92 7 7% NA. NA.

CC-H060 chr2 187533616 C T ITGAV EX25 missense NM_002210.3 NP_002201.1 c.2561C>T p.S854L | p.Ser854Leu CTTxAGA + 3685 137 0 0% 86 11 11.30% NA. NA.

CC-H060 chr2 201437087 C G SGOL2 EX7 missense NM_152524.5 NP_689737.4 c.2018C>G p.S673C | p.Ser673Cys TTTxTAC + 151246 132 0 0% 78 9 10.30% NA. NA.

CC-H060 chr2 211471571 C T CPS1 EX18 nonsense NM_001875.4 NP_001866.2 c.2098C>T p.Q700* | p.Gln700* ATTxAGT + 1373 88 0 0% 83 7 7.70% NA. NA.

CC-H060 chr2 215855473 G C ABCA12 EX24 missense NM_173076.2 NP_775099.2 c.3577C>G p.L1193V | p.Leu1193Val CCAxAAC - 26154 164 0 0% 125 14 10% NA. NA.

CC-H060 chr3 14712535 G A CCDC174 EX11E missense NM_016474.4 NP_057558.3 c.1238G>A p.R413K | p.Arg413Lys GCAxACC + 51244 136 0 0% 111 16 12.50% NA. NA.

CC-H060 chr3 44835802 G C KIF15 EX8 missense NM_020242.2 NP_064627.1 c.733G>C p.E245Q | p.Glu245Gln ATAxAGT + 56992 140 0 0% 95 7 6.80% NA. NA.

CC-H060 chr3 50645307 C T CISH EX4E missense NM_013324.5 NP_037456.5 c.559G>A p.D187N | p.Asp187Asn TATxAGC - 1154 62 0 0% 64 6 8.50% NA. NA.

CC-H060 chr3 51347723 C T DOCK3 EX28 missense NM_004947.4 NP_004938.1 c.2983C>T p.R995W | p.Arg995Trp CCTxGGG + 1795 109 0 0% 96 12 11.10% NA. NA.

CC-H060 chr3 78737811 C T ROBO1 EX9 missense NM_002941.3 NP_002932.1 c.1157G>A p.R386K | p.Arg386Lys TCTxTCC - 6091 125 0 0% 83 7 7.70% NA. NA.

CC-H060 chr3 100086975 C T TOMM70A EX11 missense NM_014820.4 NP_055635.3 c.1586G>A p.R529K | p.Arg529Lys CCTxTAT - 9868 84 0 0% 79 6 7% NA. NA.

CC-H060 chr3 113327369 C G SIDT1 EX17 missense NM_017699.2 NP_060169.2 c.1706C>G p.S569C | p.Ser569Cys ATTxCAA + 54847 132 0 0% 117 8 6.40% NA. NA.

CC-H060 chr3 119132911 C G ARHGAP31 EX12E missense NM_020754.2 NP_065805.2 c.2135C>G p.S712C | p.Ser712Cys TCTxCAC + 57514 151 0 0% 104 11 9.50% NA. NA.

CC-H060 chr3 129034185 C G H1FX EX1E missense NM_006026.3 NP_006017.1 c.561G>C p.K187N | p.Lys187Asn CTTxTTG - 8971 73 0 0% 56 7 11.10% NA. NA.

CC-H060 chr3 146318251 C T PLSCR5 IVS1 splice-3 NM_001085420.1 NP_001078889.1 c.14-1G>A . CATxTGC - 389158 73 0 0% 74 5 6.30% NA. NA.

CC-H060 chr3 172163023 G C GHSR EX2E missense NM_198407.2 NP_940799.1 c.1029C>G p.F343L | p.Phe343Leu GGAxAAG - 2693 135 0 0% 99 6 5.70% NA. NA.

CC-H060 chr3 172163105 G A GHSR EX2E missense NM_198407.2 NP_940799.1 c.947C>T p.A316V | p.Ala316Val GCAxCAC - 2693 159 0 0% 132 9 6.30% NA. NA.

CC-H060 chr3 195509788 G C MUC4 EX2 nonsense NM_018406.6 NP_060876.5 c.8663C>G p.S2888* | p.Ser2888* ACTxAGG - 4585 414 1 0.20% 282 19 6.30% NA. NA.

CC-H060 chr3 195510796 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.7655C>T p.S2552L | p.Ser2552Leu GCTxAGG - 4585 431 0 0% 271 15 5.20% NA. NA.

CC-H060 chr4 43022402 C G GRXCR1 EX3 nonsense NM_001080476.2 NP_001073945.1 c.659C>G p.S220* | p.Ser220* AATxAGG + 389207 166 0 0% 110 10 8.30% NA. NA.

CC-H060 chr4 47517614 G A ATP10D EX3 missense NM_020453.3 NP_065186.3 c.412G>A p.D138N | p.Asp138Asn AAAxATG + 57205 106 0 0% 82 10 10.80% NA. NA.

CC-H060 chr4 123230562 G A KIAA1109 EX57 missense NM_015312.3 NP_056127.2 c.10195G>A p.E3399K | p.Glu3399Lys TTTxAGA + 84162 103 0 0% 60 6 9% NA. NA.

CC-H060 chr4 153895950 G A FHDC1 EX11E missense NM_033393.2 NP_203751.2 c.1507G>A p.D503N | p.Asp503Asn AATxATG + 85462 49 0 0% 52 9 14.70% NA. NA.

CC-H060 chr4 155243546 C T DCHS2 EX13 missense NM_017639.3 NP_060109.2 c.2748G>A p.M916I | p.Met916Ile ACTxATT - 54798 116 0 0% 77 9 10.40% NA. NA.

CC-H060 chr4 185689472 G A ACSL1 EX12 nonsense NM_001995.2 NP_001986.2 c.1126C>T p.R376* | p.Arg376* CTCxGTC - 2180 69 0 0% 49 6 10.90% NA. NA.

CC-H060 chr5 37333733 C G NUP155 EX13 missense NM_153485.1 NP_705618.1 c.1350G>C p.M450I | p.Met450Ile TGTxATC - 9631 85 1 1.10% 65 5 7.10% NA. NA.

CC-H060 chr5 106763083 C T EFNA5 EX2 missense NM_001962.2 NP_001953.1 c.253G>A p.D85N | p.Asp85Asn CATxAAA - 1946 120 0 0% 93 14 13% NA. NA.

CC-H060 chr5 122724294 G A CEP120 EX10 missense NM_153223.3 NP_694955.2 c.1262C>T p.S421F | p.Ser421Phe GAAxAAC - 153241 107 0 0% 73 8 9.80% NA. NA.

CC-H060 chr5 127637143 C T FBN2 EX47 missense NM_001999.3 NP_001990.2 c.5977G>A p.E1993K | p.Glu1993Lys TTTxATT - 2201 114 0 0% 83 7 7.70% NA. NA.

CC-H060 chr5 138784830 G C ECSCR EX2 missense NM_001077693.2 NP_001071161.1 c.546C>G p.I182M | p.Ile182Met GGTxATG - 641700 126 0 0% 95 6 5.90% NA. NA.

CC-H060 chr5 139193808 C T PSD2 EX4 missense NM_032289.2 NP_115665.1 c.875C>T p.S292L | p.Ser292Leu GCTxGGA + 84249 159 0 0% 94 16 14.50% NA. NA.

CC-H060 chr5 140580539 G C PCDHB11 EX1E missense NM_018931.2 NP_061754.1 c.1192G>C p.E398Q | p.Glu398Gln GTTxAGA + 56125 243 0 0% 217 22 9.20% NA. NA.

CC-H060 chr5 176305058 C T UNC5A EX11 missense NM_133369.2 NP_588610.2 c.1799C>T p.P600L | p.Pro600Leu CGCxGGT + 90249 110 0 0% 80 16 16.60% NA. NA.

CC-H060 chr6 38841098 G A DNAH8 EX52 missense NM_001206927.1 NP_001193856.1 c.7566G>A p.M2522I | p.Met2522Ile TATxAAG + 1769 26 0 0% 31 6 16.20% NA. NA.

CC-H060 chr7 23224785 G A NUPL2 EX2 missense NM_007342.2 NP_031368.1 c.218G>A p.R73K | p.Arg73Lys GCAxAGA + 11097 145 0 0% 99 10 9.10% NA. NA.

CC-H060 chr7 70246649 G A AUTS2 EX15 missense NM_015570.2 NP_056385.1 c.2053G>A p.E685K | p.Glu685Lys CCTxAGT + 26053 110 0 0% 107 6 5.30% NA. NA.

CC-H060 chr7 73653287 C G RFC2 EX8 missense NM_181471.1 NP_852136.1 c.725G>C p.G242A | p.Gly242Ala AATxCTG - 5982 116 0 0% 51 7 12% NA. NA.

CC-H060 chr7 76943795 G C PION EX27 missense NM_017439.3 NP_059135.2 c.2101C>G p.L701V | p.Leu701Val GCAxAGT - 54103 169 0 0% 109 15 12% NA. NA.

CC-H060 chr7 99208145 C A LOC100289187 EX6E nonsense NM_001195541.1 NP_001182470.1 c.623C>A p.S208* | p.Ser208* GCTxAGT + 100289187 110 0 0% 83 5 5.60% NA. NA.

CC-H060 chr7 102755547 G C NAPEPLD EX4 missense NM_001122838.1 NP_001116310.1 c.1016C>G p.S339C | p.Ser339Cys ATAxATT - 222236 146 0 0% 105 12 10.20% NA. NA.

CC-H060 chr7 137773372 C T AKR1D1 EX2 missense NM_005989.3 NP_005980.1 c.119C>T p.S40L | p.Ser40Leu CATxGGT + 6718 146 0 0% 113 10 8.10% NA. NA.

CC-H060 chr7 138968014 C G UBN2 EX15 nonsense NM_173569.3 NP_775840.3 c.2363C>G p.S788* | p.Ser788* GCTxAAG + 254048 105 0 0% 81 9 10% NA. NA.

CC-H060 chr7 149190051 G C ZNF746 EX4 missense NM_001163474.1 NP_001156946.1 c.419C>G p.S140C | p.Ser140Cys TTGxAGA - 155061 167 0 0% 135 11 7.50% NA. NA.

CC-H060 chr7 149525731 G A SSPO EX99 missense NM_198455.2 NP_940857.2 c.14987G>A p.G4996E | p.Gly4996Glu CTGxATC + 23145 108 0 0% 91 9 9% NA. NA.

CC-H060 chr7 155537850 G C RBM33 EX14 missense NM_053043.2 NP_444271.2 c.2533G>C p.E845Q | p.Glu845Gln GAAxAGC + 155435 53 0 0% 45 5 10% NA. NA.

CC-H060 chr8 2910023 C T CSMD1 EX50 missense NM_033225.5 NP_150094.5 c.7621G>A p.G2541R | p.Gly2541Arg ACCxATC - 64478 144 0 0% 95 9 8.60% NA. NA.

CC-H060 chr8 3855465 C G CSMD1 EX5 missense NM_033225.5 NP_150094.5 c.778G>C p.D260H | p.Asp260His AATxATA - 64478 98 0 0% 89 6 6.30% NA. NA.

CC-H060 chr8 24771638 G A NEFM EX1 missense NM_005382.2 NP_005373.2 c.332G>A p.R111H | p.Arg111His ACCxCTT + 4741 96 0 0% 88 10 10.20% NA. NA.

CC-H060 chr8 30702022 C G TEX15 EX1 missense NM_031271.3 NP_112561.2 c.4512G>C p.E1504D | p.Glu1504Asp TTTxTCA - 56154 146 0 0% 84 9 9.60% NA. NA.

CC-H060 chr8 98991216 C G MATN2 EX6 missense NM_002380.3 NP_002371.3 c.1061C>G p.P354R | p.Pro354Arg ACCxAGA + 4147 108 0 0% 74 7 8.60% NA. NA.

CC-H060 chr8 117784053 C T UTP23 EX3E missense NM_032334.2 NP_115710.2 c.722C>T p.S241F | p.Ser241Phe TTTxTGA + 84294 121 0 0% 81 9 10% NA. NA.

CC-H060 chr8 120602836 G C ENPP2 EX14 missense NM_006209.4 NP_006200.3 c.1272C>G p.F424L | p.Phe424Leu CAAxAAC - 5168 106 0 0% 74 8 9.70% NA. NA.

CC-H060 chr8 131826413 C T ADCY8 EX14 missense NM_001115.2 NP_001106.1 c.2815G>A p.E939K | p.Glu939Lys TCTxATT - 114 99 0 0% 110 14 11.20% NA. NA.

CC-H060 chr9 17795619 G C SH3GL2 EX9E missense NM_003026.2 NP_003017.1 c.937G>C p.E313Q | p.Glu313Gln AAAxAGG + 6456 59 0 0% 41 9 18% NA. NA.

CC-H060 chr9 21859380 C T MTAP EX7 nonsense NM_002451.3 NP_002442.2 c.769C>T p.Q257* | p.Gln257* CCTxAGA + 4507 165 0 0% 157 16 9.20% NA. NA.



CC-H060 chr9 77473642 C T TRPM6 EX2 missense NM_017662.4 NP_060132.3 c.56G>A p.G19E | p.Gly19Glu ACTxCTT - 140803 104 0 0% 69 7 9.20% NA. NA.

CC-H060 chr9 78947393 G T PCSK5 EX33 nonsense NM_001190482.1 NP_001177411.1 c.4534G>T p.E1512* | p.Glu1512* GATxAGG + 5125 79 0 0% 70 13 15.60% NA. NA.

CC-H060 chr9 84606582 A G SPATA31D1 EX4E missense NM_001001670.2 NP_001001670.1 c.1197A>G p.I399M | p.Ile399Met CATxGAG + 389763 210 1 0.40% 193 36 15.70% NA. NA.

CC-H060 chr9 116856170 C G KIF12 EX11 missense NM_138424.1 NP_612433.1 c.982G>C p.E328Q | p.Glu328Gln TCTxTAG - 113220 39 0 0% 29 6 17.10% NA. NA.

CC-H060 chr9 131586394 C G C9orf114 EX10 missense NM_016390.3 NP_057474.2 c.871G>C p.E291Q | p.Glu291Gln GCTxTGA - 51490 107 0 0% 79 15 15.90% NA. NA.

CC-H060 chr9 133268640 G A HMCN2 EX42 missense XM_001726942.3 XP_001726994.1 c.6305G>A p.C2102Y | p.Cys2102Tyr CCTxTGT + 256158 90 0 0% 75 16 17.50% NA. NA.

CC-H060 chr10 5005718 G C AKR1C1 EX1 missense NM_001353.5 NP_001344.2 c.82G>C p.E28Q | p.Glu28Gln GCAxAGG + 1645 116 0 0% 96 15 13.50% NA. NA.

CC-H060 chr10 24508773 C G KIAA1217 EX2 missense NM_019590.3 NP_062536.2 c.289C>G p.L97V | p.Leu97Val CATxTGA + 56243 119 0 0% 88 14 13.70% NA. NA.

CC-H060 chr10 33502344 C T NRP1 EX9 missense NM_003873.5 NP_003864.4 c.1584G>A p.M528I | p.Met528Ile GATxATC - 8829 136 0 0% 131 15 10.20% NA. NA.

CC-H060 chr10 37486227 C G ANKRD30A EX28 missense NM_052997.2 NP_443723.2 c.2465C>G p.S822C | p.Ser822Cys CATxTGC + 91074 305 0 0% 215 16 6.90% NA. NA.

CC-H060 chr10 48387916 C T RBP3 EX1 missense NM_002900.2 NP_002891.1 c.2962G>A p.D988N | p.Asp988Asn GGTxAGC - 5949 67 0 0% 55 6 9.80% NA. NA.

CC-H060 chr10 75549948 C A ZSWIM8 EX7 nonsense NM_001242488.1 NP_001229417.1 c.839C>A p.S280* | p.Ser280* CCTxAGC + 23053 126 0 0% 112 25 18.20% NA. NA.

CC-H060 chr10 75552408 C G ZSWIM8 EX10 missense NM_001242488.1 NP_001229417.1 c.2111C>G p.S704C | p.Ser704Cys CTTxTAC + 23053 159 0 0% 111 20 15.20% NA. NA.

CC-H060 chr10 104230742 C T TMEM180 EX5 missense NM_024789.3 NP_079065.2 c.572C>T p.S191F | p.Ser191Phe CCTxCTT + 79847 127 0 0% 108 8 6.80% NA. NA.

CC-H060 chr10 115526199 G T PLEKHS1 EX2 nonsense NM_182601.1 NP_872407.1 c.40G>T p.E14* | p.Glu14* AATxAAG + 79949 86 0 0% 69 6 8% NA. NA.

CC-H060 chr10 128118399 C T C10orf90 EX7 missense NM_001004298.2 NP_001004298.2 c.1918G>A p.E640K | p.Glu640Lys GTTxTTT - 118611 145 0 0% 114 21 15.50% NA. NA.

CC-H060 chr10 133976728 G A JAKMIP3 EX19 missense NM_001105521.2 NP_001098991.1 c.2230G>A p.E744K | p.Glu744Lys CTGxAAG + 282973 137 0 0% 113 8 6.60% NA. NA.

CC-H060 chr11 4095862 G C STIM1 EX7 missense NM_003156.3 NP_003147.2 c.922G>C p.E308Q | p.Glu308Gln ACTxAGA + 6786 97 0 0% 73 5 6.40% NA. NA.

CC-H060 chr11 22396409 G A SLC17A6 EX9 missense NM_020346.2 NP_065079.1 c.1150G>A p.V384M | p.Val384Met ACAxTGA + 57084 142 0 0% 94 6 6% NA. NA.

CC-H060 chr11 32954260 C T QSER1 EX4 missense NM_001076786.1 NP_001070254.1 c.1069C>T p.H357Y | p.His357Tyr GTTxATT + 79832 102 0 0% 64 5 7.20% NA. NA.

CC-H060 chr11 46802032 C G CKAP5 EX19 missense NM_001008938.3 NP_001008938.1 c.2253G>C p.L751F | p.Leu751Phe ATTxAAC - 9793 91 0 0% 61 9 12.80% NA. NA.

CC-H060 chr11 77413301 C T RSF1 EX6 missense NM_016578.3 NP_057662.3 c.973G>A p.E325K | p.Glu325Lys CCTxAAC - 51773 85 0 0% 70 18 20.40% NA. NA.

CC-H060 chr11 101362346 C T TRPC6 EX3 missense NM_004621.5 NP_004612.2 c.1069G>A p.D357N | p.Asp357Asn GATxACC - 7225 102 0 0% 74 7 8.60% NA. NA.

CC-H060 chr11 123886797 G C OR10G4 EX1E missense NM_001004462.1 NP_001004462.1 c.516G>C p.Q172H | p.Gln172His CCAxATC + 390264 183 0 0% 137 9 6.10% NA. NA.

CC-H060 chr12 9688881 G A OVOS EX6 missense XM_001715897.2 XP_001715949.2 c.691G>A p.E231K | p.Glu231Lys AATxAAA + 408186 247 0 0% 164 10 5.70% NA. NA.

CC-H060 chr12 11035696 C G PRH1 IVS1 splice-3 NM_006250.3 NP_006241.2 c.65-1G>C . CATxTAG - 5554 135 0 0% 140 12 7.80% NA. NA.

CC-H060 chr12 11035696 C G PRH1-PRR4 IVS5 splice-3 NR_037918.1 . n.667-1G>C . CATxTAG - 100533464 135 0 0% 140 12 7.80% NA. NA.

CC-H060 chr12 14804946 G A GUCY2C EX14 missense NM_004963.3 NP_004954.2 c.1552C>T p.L518F | p.Leu518Phe TGAxATC - 2984 90 0 0% 66 5 7% NA. NA.

CC-H060 chr12 27461350 G A STK38L EX4 missense NM_015000.3 NP_055815.1 c.265G>A p.D89N | p.Asp89Asn GATxACT + 23012 108 0 0% 86 8 8.50% NA. NA.

CC-H060 chr12 54674604 G C HNRNPA1 EX1 missense NM_031157.2 NP_112420.1 c.13G>C p.E5Q | p.Glu5Gln TCAxAGG + 3178 145 0 0% 111 10 8.20% NA. NA.

CC-H060 chr12 57919697 C G MBD6 EX6 missense NM_052897.3 NP_443129.3 c.946C>G p.P316A | p.Pro316Ala GCAxCCC + 114785 156 0 0% 135 11 7.50% NA. NA.

CC-H060 chr12 58160680 G C CYP27B1 EX1 missense NM_000785.3 NP_000776.1 c.145C>G p.L49V | p.Leu49Val CCAxAAA - 1594 176 0 0% 127 11 7.90% NA. NA.

CC-H060 chr12 68646379 C T IL22 EX3 missense NM_020525.4 NP_065386.1 c.301G>A p.E101K | p.Glu101Lys CTTxAAG - 50616 120 0 0% 97 8 7.60% NA. NA.

CC-H060 chr12 81545817 G A ACSS3 EX7 missense NM_024560.2 NP_078836.1 c.1040G>A p.G347E | p.Gly347Glu TTGxACA + 79611 109 0 0% 54 7 11.40% NA. NA.

CC-H060 chr12 81768479 C T PPFIA2 EX11 missense NM_003625.3 NP_003616.2 c.1200G>A p.M400I | p.Met400Ile TCTxATG - 8499 110 1 0.90% 74 6 7.50% NA. NA.

CC-H060 chr12 109972411 C G UBE3B EX28E missense NM_130466.3 NP_569733.2 c.3031C>G p.L1011V | p.Leu1011Val ACTxTGG + 89910 111 0 0% 87 11 11.20% NA. NA.

CC-H060 chr12 110957685 C G RAD9B EX9 nonsense NM_152442.3 NP_689655.3 c.854C>G p.S285* | p.Ser285* CTTxACC + 144715 112 0 0% 69 5 6.70% NA. NA.

CC-H060 chr12 112843181 C T RPL6 IVS6 splice-3 NM_001024662.1 NP_001019833.1 c.715-1G>A . TTTxTAA - 6128 159 0 0% 110 9 7.50% NA. NA.

CC-H060 chr12 122837317 G A CLIP1 EX8 nonsense NM_002956.2 NP_002947.1 c.1324C>T p.Q442* | p.Gln442* ACTxAAG - 6249 112 0 0% 79 10 11.20% NA. NA.

CC-H060 chr12 132522506 C G EP400 EX32 missense NM_015409.4 NP_056224.3 c.6072C>G p.I2024M | p.Ile2024Met CATxCAG + 57634 104 0 0% 96 7 6.70% NA. NA.

CC-H060 chr13 75861050 G C TBC1D4 EX21E missense NM_014832.2 NP_055647.2 c.3775C>G p.Q1259E | p.Gln1259Glu TTTxATA - 9882 150 0 0% 110 9 7.50% NA. NA.

CC-H060 chr13 113718642 G C MCF2L EX6 missense NM_001112732.2 NP_001106203.2 c.514G>C p.D172H | p.Asp172His CCAxACT + 23263 131 0 0% 94 7 6.90% NA. NA.

CC-H060 chr14 23992135 G C ZFHX2 EX10E nonsense NM_033400.2 NP_207646.2 c.6755C>G p.S2252* | p.Ser2252* CCTxAGG - 85446 51 0 0% 60 6 9% NA. NA.

CC-H060 chr14 37969153 C T MIPOL1 EX14 nonsense NM_001195296.1 NP_001182225.1 c.1072C>T p.Q358* | p.Gln358* GATxAGT + 145282 132 0 0% 81 10 10.90% NA. NA.

CC-H060 chr14 59942687 C T L3HYPDH EX4 missense NM_144581.1 NP_653182.1 c.839G>A p.R280Q | p.Arg280Gln ATTxGGG - 112849 85 0 0% 80 7 8% NA. NA.

CC-H060 chr14 69993953 G A PLEKHD1 EX11 missense NM_001161498.1 NP_001154970.1 c.1105G>A p.E369K | p.Glu369Lys GCAxAAG + 400224 109 0 0% 83 8 8.70% NA. NA.

CC-H060 chr14 73140989 C T DPF3 EX8 missense NM_012074.3 NP_036206.3 c.830G>A p.R277Q | p.Arg277Gln GGCxGCC - 8110 112 0 0% 95 11 10.30% NA. NA.

CC-H060 chr14 76638347 C T GPATCH2L EX4 missense NM_017926.2 NP_060396.2 c.889C>T p.R297W | p.Arg297Trp TCTxGGC + 55668 99 0 0% 74 6 7.50% NA. NA.

CC-H060 chr14 81558924 C T TSHR EX6 nonsense NM_000369.2 NP_000360.2 c.517C>T p.Q173* | p.Gln173* TTTxAGG + 7253 122 0 0% 101 15 12.90% NA. NA.

CC-H060 chr14 93412799 C T ITPK1 EX10 missense NM_014216.4 NP_055031.2 c.778G>A p.E260K | p.Glu260Lys CCTxGTC - 3705 139 0 0% 117 11 8.50% NA. NA.

CC-H060 chr14 102964022 G A TECPR2 EX19 nonsense NM_014844.3 NP_055659.2 c.4047G>A p.W1349* | p.Trp1349* CTGxAAG + 9895 45 0 0% 40 5 11.10% NA. NA.

CC-H060 chr15 28261301 G T OCA2 EX8 missense NM_000275.2 NP_000266.2 c.839C>A p.P280Q | p.Pro280Gln CTCxGAT - 4948 81 0 0% 68 12 15% NA. NA.

CC-H060 chr15 31353693 C T TRPM1 EX9 missense NM_002420.5 NP_002411.3 c.1048G>A p.E350K | p.Glu350Lys CCTxAGA - 4308 101 0 0% 80 11 12% NA. NA.

CC-H060 chr15 35084392 G A ACTC1 EX5 missense NM_005159.4 NP_005150.1 c.707C>T p.S236F | p.Ser236Phe GAGxAGG - 70 130 0 0% 113 6 5% NA. NA.

CC-H060 chr15 42363480 G A PLA2G4D EX17 missense NM_178034.3 NP_828848.3 c.1717C>T p.R573W | p.Arg573Trp GCCxCGA - 283748 74 0 0% 50 5 9% NA. NA.

CC-H060 chr15 42851536 G A HAUS2 IVS2 splice-3 NM_018097.2 NP_060567.1 c.187-1G>A . GTAxAAA + 55142 113 0 0% 83 14 14.40% NA. NA.

CC-H060 chr15 42851546 G C HAUS2 EX3 missense NM_018097.2 NP_060567.1 c.196G>C p.E66Q | p.Glu66Gln CTGxAAA + 55142 116 0 0% 88 14 13.70% NA. NA.

CC-H060 chr15 44943853 G C SPG11 EX6 missense NM_025137.3 NP_079413.3 c.1292C>G p.S431C | p.Ser431Cys ACAxACA - 80208 141 0 0% 118 7 5.60% NA. NA.

CC-H060 chr15 44943860 A T SPG11 EX6 missense NM_025137.3 NP_079413.3 c.1285T>A p.C429S | p.Cys429Ser CACxTTT - 80208 136 0 0% 110 9 7.50% NA. NA.

CC-H060 chr15 68468916 G C PIAS1 EX11 missense NM_016166.1 NP_057250.1 c.1405G>C p.D469H | p.Asp469His TCTxATG + 8554 105 0 0% 77 8 9.40% NA. NA.

CC-H060 chr15 72103849 G A NR2E3 EX2 missense NM_014249.2 NP_055064.1 c.145G>A p.V49M | p.Val49Met CGCxTGT + 10002 56 0 0% 63 9 12.50% NA. NA.

CC-H060 chr15 74426563 G A ISLR2 EX4E missense NM_001130136.1 NP_001123608.1 c.1468G>A p.A490T | p.Ala490Thr ATCxCGC + 57611 26 0 0% 36 5 12.10% NA. NA.

CC-H060 chr15 75982538 G A CSPG4 EX3 missense NM_001897.4 NP_001888.2 c.868C>T p.H290Y | p.His290Tyr TGTxGAC - 1464 241 0 0% 165 14 7.80% NA. NA.

CC-H060 chr15 82512054 C T EFTUD1 EX14 missense NM_024580.5 NP_078856.4 c.1550G>A p.R517Q | p.Arg517Gln CTTxGAG - 79631 267 0 0% 161 19 10.50% NA. NA.

CC-H060 chr17 16527818 C G ZNF624 EX6E missense NM_020787.3 NP_065838.2 c.382G>C p.E128Q | p.Glu128Gln GCTxCAT - 57547 114 1 0.80% 88 7 7.30% NA. NA.

CC-H060 chr17 27844576 C G TAOK1 EX16 missense NM_020791.2 NP_065842.1 c.1810C>G p.L604V | p.Leu604Val CTTxTTC + 57551 100 0 0% 74 7 8.60% NA. NA.

CC-H060 chr17 28414150 C T EFCAB5 EX19 missense NM_198529.3 NP_940931.2 c.3649C>T p.P1217S | p.Pro1217Ser AATxCTC + 374786 127 0 0% 68 6 8.10% NA. NA.

CC-H060 chr17 33289670 C T ZNF830 EX1E missense NM_052857.3 NP_443089.3 c.1085C>T p.S362F | p.Ser362Phe TGTxTCA + 91603 154 0 0% 103 13 11.20% NA. NA.

CC-H060 chr17 40612937 G A ATP6V0A1 EX2 missense NM_001130020.1 NP_001123492.1 c.25G>A p.E9K | p.Glu9Lys GAAxAAA + 535 133 0 0% 102 8 7.20% NA. NA.

CC-H060 chr17 40612942 G A ATP6V0A1 EX2 missense NM_001130020.1 NP_001123492.1 c.30G>A p.M10I | p.Met10Ile AATxACA + 535 142 0 0% 103 7 6.30% NA. NA.

CC-H060 chr17 41362066 C A NBR1 EX21E missense NM_031858.2 NP_114064.1 c.2874C>A p.N958K | p.Asn958Lys CAAxAAC + 4077 129 1 0.70% 79 9 10.20% NA. NA.

CC-H060 chr17 41577420 G A DHX8 EX11 missense NM_004941.1 NP_004932.1 c.1495G>A p.D499N | p.Asp499Asn ATGxATT + 1659 107 0 0% 91 6 6.10% NA. NA.

CC-H060 chr17 42169818 G A HDAC5 EX8 missense NM_001015053.1 NP_001015053.1 c.853C>T p.R285C | p.Arg285Cys TGCxACG - 10014 99 0 0% 65 8 10.90% NA. NA.

CC-H060 chr17 54517690 G A ANKFN1 EX8 missense NM_153228.2 NP_694960.2 c.922G>A p.E308K | p.Glu308Lys GTGxAAT + 162282 59 0 0% 56 9 13.80% NA. NA.

CC-H060 chr17 56293601 C G MKS1 EX4 missense NM_017777.3 NP_060247.2 c.265G>C p.E89Q | p.Glu89Gln CTTxAAA - 54903 142 0 0% 128 11 7.90% NA. NA.

CC-H060 chr17 56294083 C G MKS1 EX3 missense NM_017777.3 NP_060247.2 c.205G>C p.E69Q | p.Glu69Gln CCTxTGG - 54903 125 0 0% 115 12 9.40% NA. NA.

CC-H060 chr17 57917176 G A VMP1 EX12E missense NM_030938.3 NP_112200.2 c.1125G>A p.M375I | p.Met375Ile CATxGTG + 81671 136 0 0% 124 7 5.30% NA. NA.

CC-H060 chr17 58150631 C T HEATR6 EX4 missense NM_022070.4 NP_071353.4 c.478G>A p.E160K | p.Glu160Lys GCTxTGG - 63897 119 0 0% 105 7 6.20% NA. NA.

CC-H060 chr17 61887872 G C DDX42 IVS12 splice-3 NM_007372.2 NP_031398.2 c.1253-1G>C . GCAxAGT + 11325 100 0 0% 88 6 6.30% NA. NA.

CC-H060 chr17 61888448 G C DDX42 EX14 missense NM_007372.2 NP_031398.2 c.1313G>C p.S438T | p.Ser438Thr TTAxTGC + 11325 89 0 0% 66 7 9.50% NA. NA.

CC-H060 chr17 67300863 G A ABCA5 EX6 nonsense NM_018672.3 NP_061142.2 c.877C>T p.Q293* | p.Gln293* TTTxAGG - 23461 245 1 0.40% 177 20 10.10% NA. NA.

CC-H060 chr17 73872012 C T TRIM47 EX4 missense NM_033452.2 NP_258411.2 c.1171G>A p.E391K | p.Glu391Lys CCTxGTT - 91107 93 0 0% 85 5 5.50% NA. NA.

CC-H060 chr18 12971156 C T SEH1L EX5 missense NM_001013437.1 NP_001013455.1 c.526C>T p.R176C | p.Arg176Cys TCTxGTG + 81929 139 0 0% 114 10 8% NA. NA.

CC-H060 chr18 22804383 C G ZNF521 EX4 missense NM_015461.2 NP_056276.1 c.3499G>C p.D1167H | p.Asp1167His TGTxTGG - 25925 71 0 0% 63 5 7.30% NA. NA.

CC-H060 chr18 31158635 G A ASXL3 EX1 missense NM_030632.1 NP_085135.1 c.40G>A p.E14K | p.Glu14Lys GCCxAGG + 80816 59 1 1.60% 44 6 12% NA. NA.

CC-H060 chr18 43529541 C G EPG5 EX5 missense NM_020964.2 NP_066015.2 c.1406G>C p.R469T | p.Arg469Thr ACTxTTT - 57724 133 0 0% 90 8 8.10% NA. NA.

CC-H060 chr18 67857797 G A RTTN EX9 missense NM_173630.3 NP_775901.3 c.1166C>T p.S389L | p.Ser389Leu GCTxATT - 25914 135 0 0% 89 5 5.30% NA. NA.

CC-H060 chr18 77960692 C T PARD6G EX2 missense NM_032510.3 NP_115899.1 c.196G>A p.D66N | p.Asp66Asn CATxTGC - 84552 91 0 0% 73 8 9.80% NA. NA.

CC-H060 chr19 18188408 C T IL12RB1 EX5 missense NM_005535.1 NP_005526.1 c.467G>A p.R156H | p.Arg156His ATAxGCA - 3594 80 1 1.20% 58 6 9.30% NA. NA.

CC-H060 chr19 22941905 G A ZNF99 EX4E missense NM_001080409.2 NP_001073878.2 c.806C>T p.S269F | p.Ser269Phe GAGxAAT - 7652 108 0 0% 67 10 12.90% NA. NA.

CC-H060 chr19 35250931 C G ZNF599 EX4E missense NM_001007248.2 NP_001007249.1 c.775G>C p.E259Q | p.Glu259Gln ACTxAAT - 148103 99 0 0% 94 6 6% NA. NA.

CC-H060 chr19 38990368 C T RYR1 EX44 missense NM_000540.2 NP_000531.2 c.7121C>T p.S2374L | p.Ser2374Leu GCTxAGG + 6261 51 0 0% 52 5 8.70% NA. NA.

CC-H060 chr19 39207906 C T ACTN4 EX10 missense NM_004924.4 NP_004915.2 c.1093C>T p.R365C | p.Arg365Cys CTGxGCC + 81 88 0 0% 104 6 5.40% NA. NA.

CC-H060 chr19 40900054 G C PRX EX7E missense NM_181882.2 NP_870998.2 c.4205C>G p.P1402R | p.Pro1402Arg ACGxGGG - 57716 131 0 0% 130 17 11.50% NA. NA.

CC-H060 chr19 43866259 G C CD177 EX9E missense NM_020406.2 NP_065139.2 c.1101G>C p.M367I | p.Met367Ile AATxAGC + 57126 106 0 0% 109 6 5.20% NA. NA.

CC-H060 chr19 44006288 C A PHLDB3 EX3 nonsense NM_198850.3 NP_942147.3 c.361G>T p.E121* | p.Glu121* GCTxCTT - 653583 116 0 0% 99 6 5.70% NA. NA.

CC-H060 chr19 44117467 G C SRRM5 EX1E missense NM_001145641.1 NP_001139113.1 c.1194G>C p.Q398H | p.Gln398His GCAxAGA + 100170229 140 0 0% 163 15 8.40% NA. NA.

CC-H060 chr19 46375735 C T FOXA3 EX2E nonsense NM_004497.2 NP_004488.2 c.472C>T p.Q158* | p.Gln158* AATxAGC + 3171 101 0 0% 103 11 9.60% NA. NA.

CC-H060 chr19 48229230 G A EHD2 EX4 missense NM_014601.3 NP_055416.2 c.664G>A p.D222N | p.Asp222Asn GCCxACA + 30846 60 0 0% 50 7 12.20% NA. NA.

CC-H060 chr19 49458852 C T BAX EX2 nonsense NM_138761.3 NP_620116.1 c.82C>T p.Q28* | p.Gln28* CTTxAGG + 581 132 0 0% 88 6 6.30% NA. NA.

CC-H060 chr19 49965866 G A ALDH16A1 EX8 missense NM_153329.3 NP_699160.2 c.952G>A p.E318K | p.Glu318Lys GATxAAG + 126133 150 0 0% 123 9 6.80% NA. NA.

CC-H060 chr19 52001508 G C SIGLEC12 EX5 nonsense NM_053003.2 NP_443729.1 c.1169C>G p.S390* | p.Ser390* ACTxAAA - 89858 115 0 0% 94 6 6% NA. NA.

CC-H060 chr19 53855955 C A ZNF845 EX4E nonsense NM_138374.1 NP_612383.1 c.2027C>A p.S676* | p.Ser676* AGTxATA + 91664 195 0 0% 191 20 9.40% NA. NA.

CC-H060 chr19 57036454 C T ZNF471 EX5E missense NM_020813.2 NP_065864.2 c.1018C>T p.H340Y | p.His340Tyr TGTxACA + 57573 56 0 0% 39 5 11.30% NA. NA.

CC-H060 chr19 58004389 C T ZNF419 EX5E missense NM_001098491.1 NP_001091961.1 c.467C>T p.S156L | p.Ser156Leu TATxAGA + 79744 176 0 0% 161 12 6.90% NA. NA.

CC-H060 chr19 58858754 G A A1BG EX7 missense NM_130786.3 NP_570602.2 c.1445C>T p.S482L | p.Ser482Leu TCCxATT - 1 189 0 0% 155 16 9.30% NA. NA.

CC-H060 chr20 2636629 A G NOP56 EX8 missense NM_006392.3 NP_006383.2 c.959A>G p.K320R | p.Lys320Arg CCAxGTA + 10528 35 0 0% 45 5 10% NA. NA.

CC-H060 chr20 3278823 C A C20orf194 IVS21 splice-3 NM_001009984.2 NP_001009984.1 c.1783-1G>T . ATCxTAA - 25943 99 0 0% 91 8 8% NA. NA.

CC-H060 chr20 5958597 C G MCM8 EX13 missense NM_032485.4 NP_115874.3 c.1471C>G p.L491V | p.Leu491Val ACTxTTT + 84515 142 0 0% 128 10 7.20% NA. NA.

CC-H060 chr20 34797558 C G EPB41L1 EX14 missense NM_177996.2 NP_818932.1 c.1595C>G p.S532C | p.Ser532Cys GCTxCAG + 2036 110 0 0% 85 8 8.60% NA. NA.

CC-H060 chr20 44505462 G C ZSWIM3 EX2E missense NM_080752.3 NP_542790.2 c.265G>C p.D89H | p.Asp89His CTAxATA + 140831 118 0 0% 97 6 5.80% NA. NA.

CC-H060 chr20 49552777 C G DPM1 EX8 missense NM_003859.1 NP_003850.1 c.586G>C p.E196Q | p.Glu196Gln TCTxTAG - 8813 102 0 0% 66 7 9.50% NA. NA.

CC-H060 chr20 56793661 G A ANKRD60 EX5E missense XM_001134442.5 XP_001134442.5 c.1096C>T p.R366W | p.Arg366Trp TCCxGTG - 140731 82 0 0% 74 7 8.60% NA. NA.

CC-H060 chr20 57768224 G A ZNF831 EX1 missense NM_178457.1 NP_848552.1 c.2150G>A p.R717K | p.Arg717Lys GGAxAGG + 128611 106 0 0% 81 9 10% NA. NA.

CC-H060 chr21 38462581 G A TTC3 EX6 missense NM_003316.3 NP_003307.3 c.475G>A p.E159K | p.Glu159Lys ATAxAAA + 7267 130 0 0% 96 12 11.10% NA. NA.

CC-H060 chr22 29138168 G C HSCB EX1 missense NM_172002.3 NP_741999.3 c.85G>C p.D29H | p.Asp29His TGCxATG + 150274 160 0 0% 141 13 8.40% NA. NA.

CC-H060 chr22 32108991 C G PRR14L EX4 missense NM_173566.2 NP_775837.2 c.4834G>C p.E1612Q | p.Glu1612Gln ATTxTTT - 253143 80 0 0% 76 6 7.30% NA. NA.

CC-H060 chr22 36916736 C G EIF3D IVS6 splice-3 NM_003753.3 NP_003744.1 c.466-1G>C . TTTxTGC - 8664 57 0 0% 39 6 13.30% NA. NA.

CC-H060 chr22 37322207 C G CSF2RB EX4 missense NM_000395.2 NP_000386.1 c.379C>G p.L127V | p.Leu127Val ACTxTGA + 1439 44 0 0% 40 5 11.10% NA. NA.

CC-H060 chrX 5827100 G A NLGN4X EX4 missense NM_020742.2 NP_065793.1 c.806C>T p.S269L | p.Ser269Leu TCTxAGT - 57502 231 0 0% 209 32 13.20% NA. NA.

CC-H060 chrX 17818894 T A RAI2 EX2E missense NM_021785.4 NP_068557.3 c.1237A>T p.S413C | p.Ser413Cys GGCxGAG - 10742 57 0 0% 68 10 12.80% NA. NA.

CC-H060 chrX 24580607 C G PCYT1B EX8E missense NM_004845.4 NP_004836.2 c.913G>C p.E305Q | p.Glu305Gln TCTxCTG - 9468 121 0 0% 129 12 8.50% NA. NA.

CC-H060 chrX 26212507 C T MAGEB6 EX2E nonsense NM_173523.2 NP_775794.2 c.544C>T p.Q182* | p.Gln182* TCAxAGA + 158809 128 0 0% 125 7 5.30% NA. NA.

CC-H060 chrX 36103466 C T CXorf59 EX5 missense NM_173695.2 NP_775966.1 c.452C>T p.S151L | p.Ser151Leu CCTxGCC + 286464 256 1 0.30% 168 10 5.60% NA. NA.

CC-H060 chrX 41064577 G A USP9X EX32 missense NM_001039590.2 NP_001034679.2 c.4846G>A p.D1616N | p.Asp1616Asn GATxATG + 8239 141 0 0% 118 14 10.60% NA. NA.

CC-H060 chrX 53430583 C G SMC1A EX15 missense NM_006306.2 NP_006297.2 c.2335G>C p.E779Q | p.Glu779Gln ACTxTTC - 8243 163 0 0% 148 9 5.70% NA. NA.

CC-H060 chrX 54950965 G C TRO EX4 missense NM_001039705.2 NP_001034794.1 c.1318G>C p.D440H | p.Asp440His CGAxATG + 7216 131 0 0% 138 15 9.80% NA. NA.

CC-H060 chrX 69497579 G A ARR3 EX10 missense NM_004312.2 NP_004303.2 c.623G>A p.G208E | p.Gly208Glu ACGxAGA + 407 73 0 0% 67 10 12.90% NA. NA.

CC-H060 chrX 70602626 G A TAF1 EX11 missense NM_004606.3 NP_004597.2 c.1741G>A p.E581K | p.Glu581Lys CCAxAAG + 6872 134 0 0% 132 9 6.30% NA. NA.

CC-H060 chrX 73814213 C T RLIM EX3 missense NM_016120.3 NP_057204.2 c.181G>A p.E61K | p.Glu61Lys CCTxAGT - 51132 99 0 0% 76 5 6.10% NA. NA.

CC-H060 chrX 74494316 C G UPRT EX1 nonsense NM_145052.3 NP_659489.1 c.227C>G p.S76* | p.Ser76* ACTxAGA + 139596 128 0 0% 129 10 7.10% NA. NA.

CC-H060 chrX 100808781 C A ARMCX1 EX4E missense NM_016608.1 NP_057692.1 c.868C>A p.Q290K | p.Gln290Lys AGTxAAG + 51309 90 0 0% 87 7 7.40% NA. NA.

CC-H060 chrX 104440388 C T IL1RAPL2 EX3 missense NM_017416.1 NP_059112.1 c.314C>T p.S105L | p.Ser105Leu ACTxAGC + 26280 127 0 0% 163 11 6.30% NA. NA.

CC-H060 chrX 119004594 G A RNF113A EX1E missense NM_006978.2 NP_008909.1 c.983C>T p.A328V | p.Ala328Val GAAxCAC - 7737 87 0 0% 62 23 27% NA. NA.

CC-H060 chrX 128674754 C T OCRL EX2 missense NM_000276.3 NP_000267.2 c.73C>T p.R25W | p.Arg25Trp CTCxGGG + 4952 198 0 0% 171 12 6.50% NA. NA.

CC-H060 chrX 139587203 G A SOX3 EX1E missense NM_005634.2 NP_005625.2 c.23C>T p.S8L | p.Ser8Leu GATxAGT - 6658 151 0 0% 146 14 8.70% NA. NA.

CC-H060 chr2 54826270 G +T SPTBN1 EX3 frameshift NM_003128.2 NP_003119.2 c.191dupT p.N65Qfs*17 | p.Asn65Glnfs*17GG.TC + 6711 117 0 0% 112 14 11.11% NA. NA.

CC-H060 chr16 22161149 A +GGG VWA3A EX29 cds-ins NM_173615.3 NP_775886.3c.3027G[2>5] (std: c.3027G[5] alt: c.3028_3029insGGG )p.Q1009_D1010insG | p.Gln1009_Asp1010insGlyCA.GG + 146177 82 0 0% 52 6 10.34% NA. NA.

CC-H061 chr1 27332971 C T FAM46B EX2E missense NM_052943.3 NP_443175.2 c.742G>A p.E248K | p.Glu248Lys TTTxGCC - 115572 65 0 0% 48 8 14.20% NA. NA.

CC-H061 chr1 32503458 C T KHDRBS1 EX6 missense NM_006559.1 NP_006550.1 c.928C>T p.R310W | p.Arg310Trp CCTxGGG + 10657 102 0 0% 48 17 26.10% NA. NA.

CC-H061 chr1 45228307 G T KIF2C EX19 nonsense NM_006845.3 NP_006836.2 c.1948G>T p.E650* | p.Glu650* ATGxAAG + 11004 35 0 0% 17 13 43.30% NA. NA.

CC-H061 chr1 92649699 C G KIAA1107 EX9E missense NM_015237.2 NP_056052.2 c.3877C>G p.Q1293E | p.Gln1293Glu AATxAGA + 23285 90 0 0% 26 11 29.70% NA. NA.

CC-H061 chr1 155255097 C T HCN3 EX5 missense NM_020897.2 NP_065948.1 c.1231C>T p.R411C | p.Arg411Cys CTTxGCG + 57657 54 0 0% 47 12 20.30% NA. NA.

CC-H061 chr1 238050775 G A ZP4 EX5 missense NM_021186.3 NP_067009.1 c.640C>T p.R214C | p.Arg214Cys AGCxCAC - 57829 73 0 0% 122 13 9.60% NA. NA.

CC-H061 chr1 240370934 G C FMN2 EX5 missense NM_020066.4 NP_064450.3 c.2822G>C p.G941A | p.Gly941Ala CGGxAAT + 56776 67 1 1.40% 11 30 73.10% NA. NA.

CC-H061 chr2 1544421 C A TPO EX16 missense NM_000547.5 NP_000538.3 c.2674C>A p.P892T | p.Pro892Thr ACTxCCG + 7173 66 0 0% 39 8 17% NA. NA.

CC-H061 chr2 9658057 C G ADAM17 EX10 missense NM_003183.4 NP_003174.3 c.1164G>C p.K388N | p.Lys388Asn ATTxTTT - 6868 115 0 0% 58 13 18.30% NA. NA.

CC-H061 chr2 16085824 G A MYCN EX3E missense NM_005378.4 NP_005369.2 c.1000G>A p.A334T | p.Ala334Thr GCCxCCC + 4613 62 0 0% 51 7 12% NA. NA.

CC-H061 chr2 61722711 G C XPO1 EX11 nonsense NM_003400.3 NP_003391.1 c.926C>G p.S309* | p.Ser309* TTTxAGT - 7514 95 0 0% 54 12 18.10% NA. NA.

CC-H061 chr2 70315482 G A PCBP1 EX1E missense NM_006196.3 NP_006187.2 c.607G>A p.D203N | p.Asp203Asn AGCxACG + 5093 61 0 0% 46 12 20.60% NA. NA.

CC-H061 chr2 167273262 C T SCN7A EX20 missense NM_002976.3 NP_002967.2 c.3369G>A p.M1123I | p.Met1123Ile GTTxATT - 6332 75 0 0% 23 32 58.10% NA. NA.

CC-H061 chr2 186655485 G A FSIP2 EX16 missense NM_173651.2 NP_775922.2 c.3889G>A p.E1297K | p.Glu1297Lys ACTxAAC + 401024 82 0 0% 33 7 17.50% NA. NA.

CC-H061 chr2 206869367 C T INO80D EX11E missense NM_017759.4 NP_060229.3 c.2809G>A p.V937M | p.Val937Met TCAxGGT - 54891 67 0 0% 34 6 15% NA. NA.

CC-H061 chr2 241656789 G A KIF1A EX49E missense NM_001244008.1 NP_001230937.1 c.5368C>T p.R1790W | p.Arg1790Trp CCCxCAT - 547 183 1 0.50% 104 43 29.20% NA. NA.

CC-H061 chr3 63975994 G C ATXN7 EX10 missense NM_000333.3 NP_000324.1 c.1504G>C p.E502Q | p.Glu502Gln GAAxAGT + 6314 54 0 0% 12 19 61.20% NA. NA.

CC-H061 chr3 97617820 G A CRYBG3 EX13 missense NM_153605.3 NP_705833.3 c.7795G>A p.E2599K | p.Glu2599Lys GAAxAAA + 131544 79 0 0% 35 26 42.60% NA. NA.

CC-H061 chr3 111799923 C G TMPRSS7 EX16E missense NM_001042575.2 NP_001036040.2 c.2146C>G p.L716V | p.Leu716Val TCTxTTT + 344805 76 0 0% 43 37 46.20% NA. NA.

CC-H061 chr3 118645011 G C IGSF11 EX4 missense NM_001015887.1 NP_001015887.1 c.517C>G p.R173G | p.Arg173Gly GTCxAGG - 152404 109 0 0% 40 25 38.40% NA. NA.

CC-H061 chr3 150874031 G A MED12L EX5 missense NM_053002.4 NP_443728.3 c.640G>A p.D214N | p.Asp214Asn GGCxATG + 116931 57 0 0% 38 17 30.90% NA. NA.

CC-H061 chr3 175473127 C T NAALADL2 EX13 missense NM_207015.2 NP_996898.2 c.2110C>T p.R704C | p.Arg704Cys ATCxGCA + 254827 68 0 0% 44 15 25.40% NA. NA.

CC-H061 chr4 187630723 C A FAT1 EX2 nonsense NM_005245.3 NP_005236.2 c.259G>T p.E87* | p.Glu87* ACTxTTC - 2195 88 0 0% 17 26 60.40% NA. NA.

CC-H061 chr5 6449069 C A UBE2QL1 EX1 missense NM_001145161.2 NP_001138633.1 c.63C>A p.D21E | p.Asp21Glu GGAxGAG + 134111 23 0 0% 38 6 13.60% NA. NA.

CC-H061 chr5 32087646 G C PDZD2 EX19 missense NM_178140.2 NP_835260.2 c.4092G>C p.M1364I | p.Met1364Ile AATxACA + 23037 54 0 0% 34 27 44.20% NA. NA.

CC-H061 chr5 41149448 C T C6 EX17 missense NM_000065.2 NP_000056.2 c.2518G>A p.G840S | p.Gly840Ser GGCxGTC - 729 73 0 0% 41 12 22.60% NA. NA.

CC-H061 chr5 137278694 C G FAM13B EX21 missense NM_016603.2 NP_057687.2 c.2392G>C p.E798Q | p.Glu798Gln ACTxAGA - 51306 135 0 0% 87 53 37.80% NA. NA.

CC-H061 chr5 140552879 G A PCDHB7 EX1E missense NM_018940.2 NP_061763.1 c.463G>A p.E155K | p.Glu155Lys CTAxAGA + 56129 74 0 0% 68 8 10.50% NA. NA.

CC-H061 chr5 141050169 C G ARAP3 EX14 missense NM_022481.5 NP_071926.4 c.2017G>C p.V673L | p.Val673Leu CCAxCTC - 64411 59 0 0% 55 40 42.10% NA. NA.

CC-H061 chr5 150439905 C G TNIP1 EX5 missense NM_001252390.1 NP_001239319.1 c.409G>C p.E137Q | p.Glu137Gln TCTxTGG - 10318 62 0 0% 50 36 41.80% NA. NA.

CC-H061 chr5 161569298 G T GABRG2 EX8 missense NM_198903.2 NP_944493.2 c.1018G>T p.A340S | p.Ala340Ser GATxCTG + 2566 93 0 0% 46 32 41% NA. NA.

CC-H061 chr6 29141642 G A OR2J2 EX1E missense NM_030905.2 NP_112167.2 c.230G>A p.S77N | p.Ser77Asn CCAxCTC + 26707 126 0 0% 18 35 66% NA. NA.

CC-H061 chr6 30309726 G A TRIM39 EX9E missense NM_021253.3 NP_067076.2 c.1247G>A p.R416Q | p.Arg416Gln GCCxAAA + 56658 50 0 0% 8 20 71.40% NA. NA.

CC-H061 chr6 168440837 C A KIF25 EX6 missense NM_030615.2 NP_085118.2 c.587C>A p.S196Y | p.Ser196Tyr CCTxCAG + 3834 54 0 0% 9 18 66.60% NA. NA.

CC-H061 chr7 91682106 C G AKAP9 EX22 nonsense NM_005751.4 NP_005742.4 c.5435C>G p.S1812* | p.Ser1812* GGTxAAA + 10142 107 0 0% 53 26 32.90% NA. NA.

CC-H061 chr7 94292890 G A PEG10 EX2E missense NM_001040152.1 NP_001035242.1 c.22G>A p.E8K | p.Glu8Lys GACxAGC + 23089 66 0 0% 43 21 32.80% NA. NA.

CC-H061 chr7 100684661 C G MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.9964C>G p.P3322A | p.Pro3322Ala TCTxCTC + 140453 221 0 0% 112 96 46.10% NA. NA.

CC-H061 chr7 100684664 C G MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.9967C>G p.P3323A | p.Pro3323Ala CCTxCAA + 140453 224 0 0% 112 94 45.60% NA. NA.

CC-H061 chr7 144098538 C A NOBOX EX4 nonsense NM_001080413.3 NP_001073882.3 c.445G>T p.E149* | p.Glu149* CTTxTCC - 135935 112 0 0% 108 17 13.60% NA. NA.

CC-H061 chr7 148080860 G A CNTNAP2 EX22 missense NM_014141.5 NP_054860.1 c.3595G>A p.A1199T | p.Ala1199Thr AACxCCT + 26047 113 0 0% 74 57 43.50% NA. NA.

CC-H061 chr7 152497697 T C ACTR3B EX3 missense NM_020445.5 NP_065178.1 c.182T>C p.F61S | p.Phe61Ser TTTxCAT + 57180 156 0 0% 121 11 8.30% NA. NA.



CC-H061 chr9 114994512 G C PTBP3 EX9 nonsense NM_001244898.1 NP_001231827.1 c.989C>G p.S330* | p.Ser330* ACTxATA - 9991 111 0 0% 51 48 48.40% NA. NA.

CC-H061 chr9 136256553 G C C9orf96 EX7 missense NM_153710.3 NP_714921.3 c.564G>C p.W188C | p.Trp188Cys ATGxAAT + 169436 133 1 0.70% 66 58 46.70% NA. NA.

CC-H061 chr10 124331842 C G DMBT1 EX5 missense NM_007329.2 NP_015568.2 c.200C>G p.S67C | p.Ser67Cys TTTxCTT + 1755 139 0 0% 68 48 41.30% NA. NA.

CC-H061 chr11 22747918 C A GAS2 EX4 missense NM_001143830.1 NP_001137302.1 c.348C>A p.F116L | p.Phe116Leu TTTxTTA + 2620 110 0 0% 50 15 23% NA. NA.

CC-H061 chr11 56431588 G T OR5AR1 EX1E missense NM_001004730.1 NP_001004730.1 c.427G>T p.A143S | p.Ala143Ser TTGxCTC + 219493 66 0 0% 48 9 15.70% NA. NA.

CC-H061 chr11 67133002 G A CLCF1 EX3E nonsense NM_001166212.1 NP_001159684.1 c.253C>T p.R85* | p.Arg85* TTCxCCA - 23529 97 0 0% 72 52 41.90% NA. NA.

CC-H061 chr11 76796074 G A CAPN5 EX2 missense NM_004055.4 NP_004046.2 c.142G>A p.A48T | p.Ala48Thr CCCxCCG + 726 91 0 0% 63 12 16% NA. NA.

CC-H061 chr12 5020869 C T KCNA1 EX2E missense NM_000217.2 NP_000208.2 c.325C>T p.P109S | p.Pro109Ser GTGxCCC + 3736 158 1 0.60% 78 76 49.30% NA. NA.

CC-H061 chr12 7076360 G A PHB2 EX7 nonsense NM_001144831.1 NP_001138303.1 c.763C>T p.R255* | p.Arg255* CTCxAAT - 11331 49 0 0% 39 6 13.30% NA. NA.

CC-H061 chr12 9875311 A G CLECL1 EX2 missense NM_001253750.1 NP_001240679.1 c.415T>C p.W139R | p.Trp139Arg TCCxAGA - 160365 84 0 0% 43 8 15.60% NA. NA.

CC-H061 chr12 109940861 C G UBE3B EX14 nonsense NM_130466.3 NP_569733.2 c.1316C>G p.S439* | p.Ser439* CATxAGT + 89910 76 0 0% 29 32 52.40% NA. NA.

CC-H061 chr12 118405891 C T KSR2 EX1 missense NM_173598.4 NP_775869.3 c.83G>A p.R28Q | p.Arg28Gln GTCxGGA - 283455 51 0 0% 25 28 52.80% NA. NA.

CC-H061 chr12 129190613 C T TMEM132C EX9E missense NM_001136103.2 NP_001129575.2 c.3100C>T p.R1034W | p.Arg1034Trp GGGxGGC + 92293 92 0 0% 54 14 20.50% NA. NA.

CC-H061 chr14 20898798 C A KLHL33 EX2 nonsense NM_001109997.2 NP_001103467.2 c.37G>T p.E13* | p.Glu13* CCTxTGT - 123103 38 0 0% 25 7 21.80% NA. NA.

CC-H061 chr14 30093380 C T PRKD1 EX13 missense NM_002742.2 NP_002733.2 c.1883G>A p.R628H | p.Arg628His TTAxGAA - 5587 88 0 0% 53 9 14.50% NA. NA.

CC-H061 chr14 77880295 G A NOXRED1 EX2 missense NM_001113475.2 NP_001106946.1 c.331C>T p.R111W | p.Arg111Trp TCCxAGT - 122945 63 0 0% 38 9 19.10% NA. NA.

CC-H061 chr14 86089626 G A FLRT2 EX2E missense NM_013231.4 NP_037363.1 c.1768G>A p.E590K | p.Glu590Lys TGCxAGG + 23768 47 0 0% 26 5 16.10% NA. NA.

CC-H061 chr15 42053937 G T MGA EX21 missense NM_001164273.1 NP_001157745.1 c.7399G>T p.A2467S | p.Ala2467Ser TAGxCCT + 23269 127 0 0% 67 53 44.10% NA. NA.

CC-H061 chr15 56032655 C T PRTG EX2 missense NM_173814.4 NP_776175.2 c.322G>A p.E108K | p.Glu108Lys CTTxATC - 283659 109 1 0.90% 117 8 6.40% NA. NA.

CC-H061 chr15 63915971 C T HERC1 EX73 missense NM_003922.3 NP_003913.3 c.13564G>A p.D4522N | p.Asp4522Asn CATxAGC - 8925 74 0 0% 60 8 11.70% NA. NA.

CC-H061 chr15 72700088 G A TMEM202 EX5E missense NM_001080462.1 NP_001073931.1 c.676G>A p.V226I | p.Val226Ile AACxTCA + 338949 103 0 0% 73 37 33.60% NA. NA.

CC-H061 chr16 1872910 C G HAGH EX3 missense NM_001040427.1 NP_001035517.1 c.61G>C p.E21Q | p.Glu21Gln TCTxATC - 3029 65 0 0% 46 8 14.80% NA. NA.

CC-H061 chr16 15166911 C T RRN3 EX12 missense NM_018427.3 NP_060897.3 c.1024G>A p.D342N | p.Asp342Asn GATxCTT - 54700 118 0 0% 83 34 29% NA. NA.

CC-H061 chr16 88499848 G C ZNF469 EX2E missense NM_001127464.1 NP_001120936.1 c.5886G>C p.E1962D | p.Glu1962Asp CGAxAAA + 84627 93 0 0% 62 54 46.50% NA. NA.

CC-H061 chr16 89347891 C G ANKRD11 EX10 missense NM_001256182.1 NP_001243111.1 c.5059G>C p.E1687Q | p.Glu1687Gln CCTxTTT - 29123 60 0 0% 62 7 10.10% NA. NA.

CC-H061 chr17 33504614 G A UNC45B EX17 missense NM_173167.2 NP_775259.1 c.2246G>A p.R749Q | p.Arg749Gln GGCxGAG + 146862 83 0 0% 48 24 33.30% NA. NA.

CC-H061 chr17 36966810 C G CWC25 EX5 missense NM_017748.3 NP_060218.1 c.537G>C p.K179N | p.Lys179Asn CTTxTTT - 54883 39 0 0% 18 27 60% NA. NA.

CC-H061 chr17 39645893 G A KRT36 EX1 missense NM_003771.4 NP_003762.1 c.224C>T p.S75F | p.Ser75Phe CCAxAGG - 8689 82 0 0% 63 22 25.80% NA. NA.

CC-H061 chr17 66040020 G C KPNA2 EX8 missense NM_002266.2 NP_002257.1 c.997G>C p.D333H | p.Asp333His ATTxATG + 3838 164 0 0% 109 21 16.10% NA. NA.

CC-H061 chr17 79496176 C T FSCN2 EX1 missense NM_001077182.2 NP_001070650.1 c.619C>T p.R207C | p.Arg207Cys CCCxGTG + 25794 156 0 0% 151 55 26.60% NA. NA.

CC-H061 chr18 18534852 G A ROCK1 EX31 missense NM_005406.2 NP_005397.1 c.3745C>T p.L1249F | p.Leu1249Phe AGAxAGG - 6093 190 0 0% 71 23 24.40% NA. NA.

CC-H061 chr18 21406706 C G LAMA3 EX22 missense NM_198129.1 NP_937762.1 c.2612C>G p.S871C | p.Ser871Cys CCTxTGT + 3909 43 0 0% 34 11 24.40% NA. NA.

CC-H061 chr19 3918803 G A ATCAY IVS10 splice-3 NM_033064.4 NP_149053.1 c.1002-1G>A . ACAxCGC + 85300 53 0 0% 8 15 65.20% NA. NA.

CC-H061 chr19 4262082 C T CCDC94 EX6 missense NM_018074.4 NP_060544.2 c.679C>T p.R227W | p.Arg227Trp CTTxGGC + 55702 35 0 0% 10 17 62.90% NA. NA.

CC-H061 chr19 10506011 G A CDC37 EX4 missense NM_007065.3 NP_008996.1 c.496C>T p.R166C | p.Arg166Cys GGCxAAG - 11140 20 0 0% 1 6 85.70% NA. NA.

CC-H061 chr19 14582486 G A PKN1 EX22E missense NM_213560.1 NP_998725.1 c.2737G>A p.E913K | p.Glu913Lys GAGxAGT + 5585 28 0 0% 8 14 63.60% NA. NA.

CC-H061 chr19 39734312 C T IL28B EX5E missense NM_172139.2 NP_742151.2 c.551G>A p.R184Q | p.Arg184Gln TCTxGCG - 282617 176 1 0.50% 145 190 56.70% NA. NA.

CC-H061 chr19 44050762 C G XRCC1 EX12 missense NM_006297.2 NP_006288.2 c.1411G>C p.E471Q | p.Glu471Gln CCTxAAT - 7515 51 0 0% 86 7 7.50% NA. NA.

CC-H061 chr19 45852159 G A KLC3 EX7 missense NM_177417.2 NP_803136.2 c.949G>A p.A317T | p.Ala317Thr CGCxCTT + 147700 71 0 0% 98 38 27.90% NA. NA.

CC-H061 chr19 49618132 G C LIN7B EX2 missense NM_022165.2 NP_071448.1 c.64G>C p.E22Q | p.Glu22Gln CTCxAGC + 64130 11 0 0% 7 17 70.80% NA. NA.

CC-H061 chr19 51274468 T A GPR32 EX1E missense NM_001506.1 NP_001497.1 c.611T>A p.I204N | p.Ile204Asn AGAxTTG + 2854 55 0 0% 34 39 53.40% NA. NA.

CC-H061 chr19 52034862 G A SIGLEC6 EX1 missense NM_001245.5 NP_001236.4 c.41C>T p.P14L | p.Pro14Leu AGCxGTA - 946 50 0 0% 62 25 28.70% NA. NA.

CC-H061 chr19 55718291 T C PTPRH EX3 missense NM_002842.3 NP_002833.3 c.118A>G p.T40A | p.Thr40Ala GAGxCTC - 5794 116 1 0.80% 102 45 30.60% NA. NA.

CC-H061 chr19 56466181 G A NLRP8 EX3 missense NM_176811.2 NP_789781.2 c.757G>A p.D253N | p.Asp253Asn ACAxACC + 126205 59 0 0% 47 23 32.80% NA. NA.

CC-H061 chr20 35695170 T C RBL1 EX6 missense NM_002895.2 NP_002886.2 c.803A>G p.E268G | p.Glu268Gly TGCxCCT - 5933 60 0 0% 47 19 28.70% NA. NA.

CC-H061 chr20 62595995 G A ZNF512B EX6 missense NM_020713.1 NP_065764.1 c.1109C>T p.S370F | p.Ser370Phe GAGxAGG - 57473 64 0 0% 93 17 15.40% NA. NA.

CC-H061 chr22 29726680 G A AP1B1 EX20 missense NM_001127.3 NP_001118.3 c.2543C>T p.A848V | p.Ala848Val GTGxCCA - 162 69 0 0% 76 10 11.60% NA. NA.

CC-H061 chrX 17739651 C G NHS EX4 missense NM_198270.2 NP_938011.1 c.943C>G p.Q315E | p.Gln315Glu AAGxAGA + 4810 128 0 0% 86 18 17.30% NA. NA.

CC-H061 chrX 17743803 C A NHS EX6 nonsense NM_198270.2 NP_938011.1 c.1514C>A p.S505* | p.Ser505* CCTxAGC + 4810 90 0 0% 39 24 38% NA. NA.

CC-H061 chrX 49022629 C T MAGIX EX6E missense NM_024859.2 NP_079135.2 c.896C>T p.S299F | p.Ser299Phe GTTxCCC + 79917 80 0 0% 31 43 58.10% NA. NA.

CC-H061 chrX 99890231 G C TSPAN6 EX3 missense NM_003270.2 NP_003261.1 c.295C>G p.L99V | p.Leu99Val CGAxAGT - 7105 251 1 0.30% 182 20 9.90% NA. NA.

CC-H061 chrX 119048765 C T AKAP14 EX5 missense NM_178813.5 NP_848928.1 c.365C>T p.S122L | p.Ser122Leu TCTxAAC + 158798 118 0 0% 47 52 52.50% NA. NA.

CC-H061 chrX 148582535 T C IDS EX4 missense NM_000202.5 NP_000193.1 c.452A>G p.Y151C | p.Tyr151Cys CTAxACG - 3423 219 0 0% 144 25 14.70% NA. NA.

CC-H061 chrX 153070274 G A PDZD4 EX8E missense NM_032512.2 NP_115901.2 c.844C>T p.R282W | p.Arg282Trp TCCxGCC - 57595 108 0 0% 85 21 19.80% NA. NA.

CC-P002 chr1 2435864 G A PLCH2 EX22E missense NM_014638.2 NP_055453.2 c.3463G>A p.V1155I | p.Val1155Ile ACTxTCA + 9651 62 0 0% 64 14 17.90% NA. NA.

CC-P002 chr1 6521693 C T TNFRSF25 EX10E missense NM_148965.1 NP_683866.1 c.1082G>A p.R361H | p.Arg361His GTGxGCA - 8718 142 0 0% 137 38 21.70% NA. NA.

CC-P002 chr1 7725036 C T CAMTA1 EX9 missense NM_015215.2 NP_056030.1 c.2429C>T p.A810V | p.Ala810Val GGGxGCG + 23261 84 0 0% 85 24 22% NA. NA.

CC-P002 chr1 9661268 G A TMEM201 EX5 missense NM_001130924.2 NP_001124396.2 c.712G>A p.G238R | p.Gly238Arg AGCxGAC + 199953 43 0 0% 46 10 17.80% NA. NA.

CC-P002 chr1 11182124 G T MTOR EX48 missense NM_004958.3 NP_004949.1 c.6722C>A p.P2241H | p.Pro2241His TGGxGAA - 2475 129 0 0% 90 21 18.90% NA. NA.

CC-P002 chr1 11893617 A G CLCN6 EX14 missense NM_001286.3 NP_001277.1 c.1294A>G p.N432D | p.Asn432Asp CCCxATG + 1185 50 0 0% 44 12 21.40% NA. NA.

CC-P002 chr1 21605731 G A ECE1 EX3 missense NM_001113348.1 NP_001106819.1 c.185C>T p.A62V | p.Ala62Val CCTxCCG - 1889 31 0 0% 31 16 34% NA. NA.

CC-P002 chr1 22987521 G A C1QB EX3E missense NM_000491.3 NP_000482.3 c.404G>A p.R135H | p.Arg135His TGCxCCG + 713 51 0 0% 47 8 14.50% NA. NA.

CC-P002 chr1 24113826 G T PITHD1 EX6E missense NM_020362.4 NP_065095.2 c.596G>T p.R199M | p.Arg199Met ATAxGGT + 57095 166 0 0% 171 60 25.90% NA. NA.

CC-P002 chr1 25611169 C T RHD EX2 missense NM_016124.3 NP_057208.2 c.254C>T p.A85V | p.Ala85Val TGGxGCT + 6007 146 0 0% 144 46 24.20% NA. NA.

CC-P002 chr1 27277203 C T C1orf172 EX3 missense NM_152365.2 NP_689578.2 c.1084G>A p.A362T | p.Ala362Thr GGGxGAT - 126695 69 0 0% 49 18 26.80% NA. NA.

CC-P002 chr1 27874813 G A AHDC1 EX6 nonsense NM_001029882.2 NP_001025053.1 c.3814C>T p.R1272* | p.Arg1272* CTCxCGG - 27245 75 0 0% 53 17 24.20% NA. NA.

CC-P002 chr1 33760569 C A ZNF362 EX7 missense NM_152493.2 NP_689706.2 c.940C>A p.P314T | p.Pro314Thr TGCxCAC + 149076 123 0 0% 109 28 20.40% NA. NA.

CC-P002 chr1 36214094 C T CLSPN EX13 missense NM_022111.3 NP_071394.2 c.2384G>A p.R795H | p.Arg795His CCAxGGC - 63967 39 0 0% 28 6 17.60% NA. NA.

CC-P002 chr1 40230438 C T BMP8B EX4 missense NM_001720.3 NP_001711.2 c.725G>A p.R242H | p.Arg242His GAGxGTG - 656 126 0 0% 129 14 9.70% NA. NA.

CC-P002 chr1 40363091 G A MYCL1 EX3E missense NM_001033082.2 NP_001028254.2 c.1138C>T p.R380W | p.Arg380Trp GCCxGCA - 4610 258 0 0% 208 55 20.90% NA. NA.

CC-P002 chr1 43162398 G A YBX1 EX5 missense NM_004559.3 NP_004550.2 c.440G>A p.R147H | p.Arg147His GACxCTA + 4904 106 0 0% 113 23 16.90% NA. NA.

CC-P002 chr1 44878292 G A RNF220 EX2 missense NM_018150.2 NP_060620.2 c.523G>A p.G175S | p.Gly175Ser CCCxGTT + 55182 92 0 0% 79 14 15% NA. NA.

CC-P002 chr1 46655200 G A POMGNT1 EX21 missense NM_001243766.1 NP_001230695.1 c.1825C>T p.R609W | p.Arg609Trp CCCxATG - 55624 141 0 0% 134 51 27.50% NA. NA.

CC-P002 chr1 52704980 G A ZFYVE9 EX3 missense NM_004799.2 NP_004790.2 c.1891G>A p.V631I | p.Val631Ile AATxTAT + 9372 233 0 0% 190 36 15.90% NA. NA.

CC-P002 chr1 52937641 A G ZCCHC11 EX14 missense NM_001009881.2 NP_001009881.1 c.2861T>C p.V954A | p.Val954Ala CATxCTA - 23318 147 0 0% 134 35 20.70% NA. NA.

CC-P002 chr1 55167778 C T HEATR8 EX20 missense NM_001039464.2 NP_001034553.2 c.3301C>T p.R1101C | p.Arg1101Cys GTGxGCT + 374977 198 0 0% 152 41 21.20% NA. NA.

CC-P002 chr1 65147723 C T CACHD1 EX26 nonsense NM_020925.2 NP_065976.2 c.3367C>T p.R1123* | p.Arg1123* GAAxGAC + 57685 122 0 0% 114 30 20.80% NA. NA.

CC-P002 chr1 68906599 T C RPE65 EX6 missense NM_000329.2 NP_000320.1 c.580A>G p.N194D | p.Asn194Asp AATxACC - 6121 99 0 0% 66 21 24.10% NA. NA.

CC-P002 chr1 70505384 A G LRRC7 EX19 missense NM_020794.2 NP_065845.1 c.3763A>G p.T1255A | p.Thr1255Ala CCTxCTC + 57554 208 0 0% 177 40 18.40% NA. NA.

CC-P002 chr1 86172138 G A ZNHIT6 EX2 nonsense NM_017953.3 NP_060423.3 c.709C>T p.R237* | p.Arg237* ATCxCAT - 54680 161 0 0% 135 58 30% NA. NA.

CC-P002 chr1 91447865 A G ZNF644 IVS2 splice-5 NM_201269.2 NP_958357.1 c.44+2T>C . CTTxCCT - 84146 132 0 0% 110 26 19.10% NA. NA.

CC-P002 chr1 92647945 C T KIAA1107 EX8 missense NM_015237.2 NP_056052.2 c.3391C>T p.R1131C | p.Arg1131Cys CAAxGCA + 23285 97 0 0% 62 35 36% NA. NA.

CC-P002 chr1 94047928 C T BCAR3 EX9 missense NM_001261408.1 NP_001248337.1 c.1616G>A p.R539H | p.Arg539His GCAxGTT - 8412 169 1 0.50% 210 21 9% NA. NA.

CC-P002 chr1 103345324 T A COL11A1 EX66 missense NM_080629.2 NP_542196.2 c.5225A>T p.K1742I | p.Lys1742Ile GCTxTGT - 1301 37 0 0% 42 7 14.20% NA. NA.

CC-P002 chr1 109803804 G A CELSR2 EX3 missense NM_001408.2 NP_001399.1 c.4099G>A p.V1367M | p.Val1367Met CAGxTGA + 1952 166 0 0% 188 55 22.60% NA. NA.

CC-P002 chr1 110200453 G A GSTM4 EX5 missense NM_000850.4 NP_000841.1 c.319G>A p.V107I | p.Val107Ile GACxTCT + 2948 80 0 0% 62 21 25.30% NA. NA.

CC-P002 chr1 115256421 C A NRAS EX3 missense NM_002524.4 NP_002515.1 c.290G>T p.R97M | p.Arg97Met TACxTGT - 4893 54 0 0% 36 18 33.30% MS somatic

CC-P002 chr1 153909155 G C DENND4B EX16 missense NM_014856.2 NP_055671.2 c.2302C>G p.L768V | p.Leu768Val CCAxCAG - 9909 115 0 0% 158 46 22.50% NA. NA.

CC-P002 chr1 153914527 C A DENND4B EX6 missense NM_014856.2 NP_055671.2 c.873G>T p.Q291H | p.Gln291His TGCxTGT - 9909 21 0 0% 22 7 24.10% NA. NA.

CC-P002 chr1 154516440 G T TDRD10 EX9 missense NM_001098475.1 NP_001091945.1 c.505G>T p.G169W | p.Gly169Trp AGAxGGT + 126668 122 0 0% 151 27 15.10% NA. NA.

CC-P002 chr1 160062138 C T IGSF8 EX6 missense NM_001206665.2 NP_001193594.1 c.1660G>A p.D554N | p.Asp554Asn AGTxGGC - 93185 72 0 0% 79 10 11.20% NA. NA.

CC-P002 chr1 160062722 C T IGSF8 EX5 missense NM_001206665.2 NP_001193594.1 c.1304G>A p.R435Q | p.Arg435Gln TCCxGCA - 93185 98 0 0% 94 25 21% NA. NA.

CC-P002 chr1 160129281 G A ATP1A4 EX6 missense NM_144699.3 NP_653300.2 c.743G>A p.R248Q | p.Arg248Gln CCCxAAA + 480 187 0 0% 134 50 27.10% NA. NA.

CC-P002 chr1 170115351 C T METTL11B EX1 missense NM_001136107.1 NP_001129579.1 c.103C>T p.R35C | p.Arg35Cys ATTxGCA + 149281 75 0 0% 70 22 23.90% NA. NA.

CC-P002 chr1 196451462 T C KCNT2 EX4 missense NM_198503.2 NP_940905.2 c.323A>G p.Q108R | p.Gln108Arg ACCxGTA - 343450 20 0 0% 15 9 37.50% NA. NA.

CC-P002 chr1 197073502 C T ASPM EX18 missense NM_018136.4 NP_060606.3 c.4879G>A p.A1627T | p.Ala1627Thr ATGxTAG - 259266 167 0 0% 123 34 21.60% NA. NA.

CC-P002 chr1 200843076 C T GPR25 EX1E missense NM_005298.2 NP_005289.2 c.911C>T p.P304L | p.Pro304Leu ACCxGCT + 2848 62 0 0% 50 11 18% NA. NA.

CC-P002 chr1 200978480 G A KIF21B EX2 nonsense NM_001252100.1 NP_001239029.1 c.178C>T p.Q60* | p.Gln60* CTTxCCA - 23046 284 1 0.30% 302 76 20.10% NA. NA.

CC-P002 chr1 201018177 G A CACNA1S EX35 missense NM_000069.2 NP_000060.2 c.4292C>T p.P1431L | p.Pro1431Leu GGGxGCT - 779 78 0 0% 73 32 30.40% NA. NA.

CC-P002 chr1 201969060 C T RNPEP EX6 missense NM_020216.3 NP_064601.3 c.1121C>T p.T374M | p.Thr374Met CAAxGGG + 6051 80 0 0% 59 21 26.20% NA. NA.

CC-P002 chr1 201983070 C T ELF3 EX8 missense NM_001114309.1 NP_001107781.1 c.919C>T p.R307C | p.Arg307Cys CTGxGCT + 1999 87 0 0% 75 19 20.20% MS somatic

CC-P002 chr1 203455918 G A PRELP EX3E missense NM_002725.3 NP_002716.1 c.1058G>A p.R353H | p.Arg353His TGCxCTA + 5549 110 0 0% 96 59 38% NA. NA.

CC-P002 chr1 209807874 C T LAMB3 EX6 missense NM_000228.2 NP_000219.2 c.482G>A p.R161H | p.Arg161His TGGxGGA - 3914 102 0 0% 70 13 15.60% NA. NA.

CC-P002 chr1 220312480 A C IARS2 EX18 missense NM_018060.3 NP_060530.3 c.2306A>C p.K769T | p.Lys769Thr ACAxGGT + 55699 115 0 0% 95 27 22.10% NA. NA.

CC-P002 chr1 221057685 G A HLX EX4E missense NM_021958.3 NP_068777.1 c.1106G>A p.R369H | p.Arg369His GCCxTTC + 3142 64 0 0% 69 14 16.80% NA. NA.

CC-P002 chr1 225971006 G A SRP9 EX2 missense NM_003133.5 NP_003124.1 c.77G>A p.R26H | p.Arg26His CACxTGT + 6726 168 0 0% 177 61 25.60% NA. NA.

CC-P002 chr1 240072130 A G CHRM3 EX5E missense NM_000740.2 NP_000731.1 c.1379A>G p.E460G | p.Glu460Gly AGGxAGC + 1131 172 1 0.50% 136 42 23.50% NA. NA.

CC-P002 chr1 247588288 G A NLRP3 EX3 missense NM_004895.4 NP_004886.3 c.1543G>A p.E515K | p.Glu515Lys TGCxAGA + 114548 113 0 0% 83 15 15.30% NA. NA.

CC-P002 chr1 248756721 C T OR2T10 EX1E missense NM_001004693.1 NP_001004693.1 c.349G>A p.A117T | p.Ala117Thr TGGxGGC - 127069 49 0 0% 30 27 47.30% NA. NA.

CC-P002 chr2 9484763 G A ASAP2 EX10 missense NM_003887.2 NP_003878.1 c.952G>A p.G318R | p.Gly318Arg GACxGGT + 8853 104 0 0% 148 45 23.30% NA. NA.

CC-P002 chr2 23980947 C T ATAD2B EX25 missense NM_017552.2 NP_060022.1 c.3419G>A p.R1140Q | p.Arg1140Gln CTCxGCC - 54454 96 0 0% 75 12 13.70% NA. NA.

CC-P002 chr2 26410750 T G FAM59B EX6E missense NM_001168241.1 NP_001161713.1 c.2249T>G p.L750R | p.Leu750Arg TGCxGCA + 150946 55 0 0% 32 6 15.70% NA. NA.

CC-P002 chr2 26684695 G A OTOF EX43 missense NM_194248.2 NP_919224.1 c.5402C>T p.A1801V | p.Ala1801Val GCCxCCA - 9381 67 0 0% 80 10 11.10% NA. NA.

CC-P002 chr2 26739446 G A OTOF EX5 missense NM_194248.2 NP_919224.1 c.349C>T p.R117W | p.Arg117Trp ACCxGAC - 9381 68 0 0% 46 12 20.60% NA. NA.

CC-P002 chr2 27746238 G A GCKR EX19E missense NM_001486.3 NP_001477.2 c.1810G>A p.A604T | p.Ala604Thr AGTxCTC + 2646 50 0 0% 38 16 29.60% NA. NA.

CC-P002 chr2 33477776 C T LTBP1 EX11 missense NM_206943.2 NP_996826.2 c.2032C>T p.P678S | p.Pro678Ser GGGxCCT + 4052 120 0 0% 110 32 22.50% NA. NA.

CC-P002 chr2 37088341 C T STRN EX13 missense NM_003162.3 NP_003153.2 c.1603G>A p.G535S | p.Gly535Ser TACxACC - 6801 43 0 0% 41 21 33.80% NA. NA.

CC-P002 chr2 42995046 C T HAAO EX8 missense NM_012205.2 NP_036337.2 c.653G>A p.S218N | p.Ser218Asn CTGxTGC - 23498 50 0 0% 52 8 13.30% NA. NA.

CC-P002 chr2 47357100 G A C2orf61 EX5 missense NM_001163561.1 NP_001157033.1 c.499C>T p.P167S | p.Pro167Ser TTGxGAA - 285051 54 0 0% 58 45 43.60% NA. NA.

CC-P002 chr2 63272604 C T EHBP1 EX23E missense NM_001142615.2 NP_001136087.1 c.3452C>T p.A1151V | p.Ala1151Val TGGxCAA + 23301 46 0 0% 72 19 20.80% NA. NA.

CC-P002 chr2 74043580 C T C2orf78 EX3E missense NM_001080474.1 NP_001073943.1 c.2230C>T p.R744C | p.Arg744Cys TCAxGTA + 388960 44 0 0% 68 12 15% NA. NA.

CC-P002 chr2 96852515 G A STARD7 EX8E nonsense NM_020151.3 NP_064536.2 c.1066C>T p.R356* | p.Arg356* TTCxCTC - 56910 219 0 0% 249 81 24.50% NA. NA.

CC-P002 chr2 97462877 G A CNNM4 EX2 missense NM_020184.3 NP_064569.3 c.1531G>A p.E511K | p.Glu511Lys GACxAGT + 26504 89 0 0% 82 27 24.70% NA. NA.

CC-P002 chr2 120012305 C T STEAP3 EX5 missense NM_182915.2 NP_878919.2 c.1096C>T p.R366W | p.Arg366Trp TGGxGGA + 55240 98 0 0% 83 16 16.10% NA. NA.

CC-P002 chr2 128186235 G A PROC EX9E missense NM_000312.3 NP_000303.1 c.1099G>A p.V367M | p.Val367Met CCCxTGG + 5624 51 0 0% 59 19 24.30% NA. NA.

CC-P002 chr2 130878034 C A POTEF EX3 missense NM_001099771.2 NP_001093241.1 c.55G>T p.G19C | p.Gly19Cys GACxAAA - 728378 132 0 0% 86 23 21.10% NA. NA.

CC-P002 chr2 133175397 C T GPR39 EX1 missense NM_001508.2 NP_001499.1 c.782C>T p.T261M | p.Thr261Met GCAxGCG + 2863 53 0 0% 52 17 24.60% NA. NA.

CC-P002 chr2 136396346 C T R3HDM1 EX13 missense NM_015361.2 NP_056176.2 c.979C>T p.R327C | p.Arg327Cys AGGxGCC + 23518 119 0 0% 123 24 16.30% NA. NA.

CC-P002 chr2 142238055 G T LRP1B EX3 missense NM_018557.2 NP_061027.2 c.253C>A p.L85I | p.Leu85Ile CAAxGCA - 53353 62 0 0% 61 12 16.40% NA. NA.

CC-P002 chr2 149226893 C T MBD5 EX9 missense NM_018328.4 NP_060798.2 c.1381C>T p.R461C | p.Arg461Cys TCAxGCT + 55777 90 0 0% 93 17 15.40% NA. NA.

CC-P002 chr2 155555564 G A KCNJ3 EX1 missense NM_002239.3 NP_002230.1 c.277G>A p.V93M | p.Val93Met ACCxTGG + 3760 49 0 0% 50 8 13.70% NA. NA.

CC-P002 chr2 157186017 C T NR4A2 EX3 missense NM_006186.3 NP_006177.1 c.682G>A p.A228T | p.Ala228Thr ACGxGGG - 4929 86 0 0% 66 22 25% NA. NA.

CC-P002 chr2 166514427 G A CSRNP3 EX5 missense NM_001172173.1 NP_001165644.1 c.305G>A p.R102H | p.Arg102His TGCxCCA + 80034 99 0 0% 87 24 21.60% NA. NA.

CC-P002 chr2 170101379 C T LRP2 EX22 missense NM_004525.2 NP_004516.2 c.3254G>A p.R1085H | p.Arg1085His CAGxGCC - 4036 295 0 0% 252 57 18.40% NA. NA.

CC-P002 chr2 176965436 G A HOXD12 EX2E missense NM_021193.3 NP_067016.3 c.761G>A p.R254H | p.Arg254His GGCxTAT + 3238 162 0 0% 162 42 20.50% NA. NA.

CC-P002 chr2 179426020 C T TTN EX326 missense NM_001267550.1 NP_001254479.1 c.84839G>A p.G28280D | p.Gly28280AspCCAxCAT - 7273 92 0 0% 89 21 19% NA. NA.

CC-P002 chr2 179438368 T C TTN EX326 missense NM_001267550.1 NP_001254479.1 c.72491A>G p.E24164G | p.Glu24164Gly GTTxCAC - 7273 34 0 0% 32 15 31.90% NA. NA.

CC-P002 chr2 179589239 C A TTN EX72 nonsense NM_001267550.1 NP_001254479.1 c.20863G>T p.G6955* | p.Gly6955* GTCxTGC - 7273 155 0 0% 183 43 19% NA. NA.

CC-P002 chr2 187703779 C T ZSWIM2 EX4 missense NM_182521.2 NP_872327.2 c.401G>A p.G134E | p.Gly134Glu TACxCAT - 151112 92 0 0% 116 30 20.50% NA. NA.

CC-P002 chr2 191922929 T G STAT4 EX12 missense NM_003151.3 NP_003142.1 c.1111A>C p.S371R | p.Ser371Arg ACCxTAG - 6775 72 0 0% 42 17 28.80% NA. NA.

CC-P002 chr2 192228949 C T MYO1B EX11 nonsense NM_001130158.1 NP_001123630.1 c.979C>T p.R327* | p.Arg327* TTCxGAA + 4430 227 0 0% 269 69 20.40% NA. NA.

CC-P002 chr2 192701271 G A SDPR EX2E missense NM_004657.5 NP_004648.1 c.656C>T p.A219V | p.Ala219Val TCGxCAC - 8436 68 0 0% 44 10 18.50% NA. NA.

CC-P002 chr2 196720674 G A DNAH7 EX45 missense NM_018897.2 NP_061720.2 c.8456C>T p.A2819V | p.Ala2819Val GCTxCAG - 56171 227 0 0% 232 45 16.20% NA. NA.

CC-P002 chr2 201478595 C T AOX1 EX15 missense NM_001159.3 NP_001150.3 c.1517C>T p.S506L | p.Ser506Leu GCTxGGC + 316 143 0 0% 134 21 13.50% NA. NA.

CC-P002 chr2 202509975 C A MPP4 EX22E missense NM_033066.2 NP_149055.1 c.1872G>T p.W624C | p.Trp624Cys TACxCAC - 58538 168 0 0% 203 19 8.50% NA. NA.

CC-P002 chr2 206869569 C A INO80D EX11E missense NM_017759.4 NP_060229.3 c.2607G>T p.Q869H | p.Gln869His GTGxTGC - 54891 213 0 0% 175 41 18.90% NA. NA.

CC-P002 chr2 209358194 G A PTH2R EX13E missense NM_005048.2 NP_005039.1 c.1463G>A p.S488N | p.Ser488Asn ACAxCCA + 5746 290 1 0.30% 259 57 18% NA. NA.

CC-P002 chr2 215278945 A G VWC2L EX2 missense NM_001080500.2 NP_001073969.1 c.28A>G p.I10V | p.Ile10Val TGCxTAC + 402117 53 0 0% 47 10 17.50% NA. NA.

CC-P002 chr2 219249071 G A SLC11A1 EX3 missense NM_000578.3 NP_000569.3 c.256G>A p.A86T | p.Ala86Thr GGCxCCG + 6556 108 0 0% 134 15 10% NA. NA.

CC-P002 chr2 219757820 C A WNT10A EX4E missense NM_025216.2 NP_079492.2 c.1081C>A p.L361M | p.Leu361Met CGCxTGT + 80326 76 0 0% 61 14 18.60% NA. NA.

CC-P002 chr2 220155285 T C PTPRN EX22 missense NM_002846.3 NP_002837.1 c.2843A>G p.Q948R | p.Gln948Arg CGCxGGT - 5798 96 0 0% 89 23 20.50% NA. NA.

CC-P002 chr2 220406426 C T CHPF EX2 missense NM_024536.5 NP_078812.2 c.800G>A p.R267H | p.Arg267His TTGxGGC - 79586 21 0 0% 16 7 30.40% NA. NA.

CC-P002 chr2 223066851 G A PAX3 EX8E missense NM_181457.3 NP_852122.1 c.1232C>T p.A411V | p.Ala411Val AGCxCGT - 5077 105 0 0% 99 31 23.80% MS somatic

CC-P002 chr2 231033844 G T SP110 EX19E missense NM_080424.2 NP_536349.2 c.2138C>A p.P713H | p.Pro713His CAAxGAA - 3431 93 0 0% 85 20 19% NA. NA.

CC-P002 chr2 231742266 G A ITM2C IVS5 splice-5 NM_030926.4 NP_112188.1 c.712+1G>A . GGCxTGA + 81618 75 0 0% 80 11 12% NA. NA.

CC-P002 chr2 232263244 G A B3GNT7 EX2E missense NM_145236.2 NP_660279.1 c.814G>A p.A272T | p.Ala272Thr CACxCTC + 93010 41 0 0% 34 18 34.60% NA. NA.

CC-P002 chr2 232458380 G A C2orf57 EX1E missense NM_152614.2 NP_689827.2 c.718G>A p.A240T | p.Ala240Thr CCAxCAG + 165100 138 0 0% 116 30 20.50% NA. NA.

CC-P002 chr3 9780897 G A BRPF1 EX3 missense NM_001003694.1 NP_001003694.1 c.814G>A p.E272K | p.Glu272Lys GACxAGG + 7862 119 0 0% 106 23 17.80% NA. NA.

CC-P002 chr3 10331499 G A GHRL EX2 missense NM_001134944.1 NP_001128416.1 c.136C>T p.R46C | p.Arg46Cys GGCxGAG - 51738 216 0 0% 160 42 20.70% NA. NA.

CC-P002 chr3 19575380 C T KCNH8 EX16E missense NM_144633.2 NP_653234.2 c.3113C>T p.S1038L | p.Ser1038Leu CTTxGGA + 131096 184 0 0% 136 30 18% NA. NA.

CC-P002 chr3 24009346 C T NR1D2 EX7 missense NM_005126.4 NP_005117.3 c.1375C>T p.R459C | p.Arg459Cys GAAxGTA + 9975 191 0 0% 156 36 18.70% NA. NA.

CC-P002 chr3 27490219 C T SLC4A7 EX3 missense NM_003615.4 NP_003606.3 c.185G>A p.R62H | p.Arg62His CCGxGAT - 9497 82 0 0% 75 22 22.60% NA. NA.

CC-P002 chr3 36893259 C T TRANK1 EX14 missense NM_014831.2 NP_055646.2 c.4706G>A p.G1569D | p.Gly1569Asp AAGxCTT - 9881 120 0 0% 120 27 18.30% NA. NA.

CC-P002 chr3 38265352 C T OXSR1 EX7 missense NM_005109.2 NP_005100.1 c.650C>T p.A217V | p.Ala217Val CAGxAAT + 9943 355 0 0% 406 30 6.80% NA. NA.

CC-P002 chr3 39185681 T C CSRNP1 EX4 missense NM_033027.3 NP_149016.2 c.727A>G p.R243G | p.Arg243Gly TCCxATC - 64651 113 1 0.80% 121 33 21.40% NA. NA.

CC-P002 chr3 42771974 G A CCDC13 EX13 missense NM_144719.3 NP_653320.3 c.1703C>T p.T568I | p.Thr568Ile ACAxTGA - 152206 167 1 0.50% 165 40 19.50% NA. NA.

CC-P002 chr3 42956259 C T ZNF662 EX4E nonsense NM_001134656.1 NP_001128128.1 c.772C>T p.R258* | p.Arg258* TTTxGAT + 389114 153 0 0% 108 34 23.90% NA. NA.

CC-P002 chr3 44843419 C T KIF15 EX13 missense NM_020242.2 NP_064627.1 c.1462C>T p.R488C | p.Arg488Cys GATxGTT + 56992 213 0 0% 166 39 19% NA. NA.

CC-P002 chr3 45153643 A G CDCP1 EX3 missense NM_022842.3 NP_073753.3 c.587T>C p.L196S | p.Leu196Ser TGTxAGG - 64866 71 0 0% 41 19 31.60% NA. NA.

CC-P002 chr3 47125707 G C SETD2 EX12 missense NM_014159.6 NP_054878.5 c.5563C>G p.L1855V | p.Leu1855Val TGAxTGG - 29072 50 0 0% 43 14 24.50% MS somatic

CC-P002 chr3 47888159 C T DHX30 EX11 missense NM_138615.2 NP_619520.1 c.1597C>T p.L533F | p.Leu533Phe CTGxTCT + 22907 36 0 0% 47 10 17.50% NA. NA.

CC-P002 chr3 48454272 G T PLXNB1 EX25 missense NM_002673.4 NP_002664.2 c.4733C>A p.P1578H | p.Pro1578His CCAxGGA - 5364 43 0 0% 44 7 13.70% NA. NA.

CC-P002 chr3 48698663 G A CELSR3 EX1 missense NM_001407.2 NP_001398.2 c.1405C>T p.R469C | p.Arg469Cys AGCxCAG - 1951 40 0 0% 31 11 26.10% MS somatic

CC-P002 chr3 49094842 G A QRICH1 EX4 missense NM_017730.2 NP_060200.2 c.791C>T p.P264L | p.Pro264Leu ACCxGCT - 54870 109 0 0% 84 38 31.10% NA. NA.

CC-P002 chr3 49723549 G A MST1 EX9 missense NM_020998.3 NP_066278.3 c.1093C>T p.R365C | p.Arg365Cys CGCxCAT - 4485 67 0 0% 58 16 21.60% NA. NA.

CC-P002 chr3 49881317 C T TRAIP EX5 missense NM_005879.2 NP_005870.2 c.325G>A p.D109N | p.Asp109Asn TATxCCG - 10293 96 1 1% 77 28 26.60% NA. NA.

CC-P002 chr3 50395962 A G TMEM115 EX1 missense NM_007024.4 NP_008955.1 c.533T>C p.L178P | p.Leu178Pro AGGxGCA - 11070 98 0 0% 95 34 26.30% NA. NA.

CC-P002 chr3 50395963 G C TMEM115 EX1 missense NM_007024.4 NP_008955.1 c.532C>G p.L178V | p.Leu178Val GGAxCAG - 11070 99 0 0% 96 34 26.10% NA. NA.

CC-P002 chr3 51671413 C T RAD54L2 EX10 missense NM_015106.2 NP_055921.2 c.1576C>T p.R526C | p.Arg526Cys GAAxGCC + 23132 125 0 0% 106 19 15.20% NA. NA.



CC-P002 chr3 52417938 C T DNAH1 EX52 missense NM_015512.4 NP_056327.4 c.8213C>T p.T2738I | p.Thr2738Ile GTAxCAT + 25981 152 0 0% 165 39 19.10% NA. NA.

CC-P002 chr3 56674140 C T FAM208A EX16 missense NM_001112736.1 NP_001106207.1 c.2638G>A p.V880M | p.Val880Met TCAxGCT - 23272 159 0 0% 173 39 18.30% NA. NA.

CC-P002 chr3 62739249 C T CADPS EX3 missense NM_003716.3 NP_003707.2 c.755G>A p.R252Q | p.Arg252Gln TTCxGCG - 8618 27 0 0% 28 12 30% NA. NA.

CC-P002 chr3 77147474 C T ROBO2 EX3 missense NM_001128929.2 NP_001122401.1 c.419C>T p.A140V | p.Ala140Val ATGxGTC + 6092 117 0 0% 60 33 35.40% NA. NA.

CC-P002 chr3 100467319 C T TFG EX8E missense NM_001007565.2 NP_001007566.1 c.1147C>T p.R383C | p.Arg383Cys GCGxGTA + 10342 177 0 0% 173 31 15.10% MS somatic

CC-P002 chr3 105389175 C A CBLB EX18 missense NM_170662.3 NP_733762.2 c.2591G>T p.S864I | p.Ser864Ile CCAxTTG - 868 108 0 0% 64 28 30.40% MS somatic

CC-P002 chr3 121414007 G A GOLGB1 EX13 missense NM_001256486.1 NP_001243415.1 c.5363C>T p.T1788M | p.Thr1788Met TTCxTTT - 2804 76 0 0% 52 11 17.40% NA. NA.

CC-P002 chr3 125854471 T C ALDH1L1 EX12 missense NM_012190.3 NP_036322.2 c.1379A>G p.D460G | p.Asp460Gly ACGxCGG - 10840 66 0 0% 39 11 22% NA. NA.

CC-P002 chr3 127335758 G T MCM2 EX10 missense NM_004526.2 NP_004517.2 c.1570G>T p.D524Y | p.Asp524Tyr GGAxACC + 4171 211 0 0% 199 45 18.40% NA. NA.

CC-P002 chr3 128990718 C T COPG1 EX19 missense NM_016128.3 NP_057212.1 c.1952C>T p.T651I | p.Thr651Ile GCAxCAA + 22820 95 0 0% 79 28 26.10% NA. NA.

CC-P002 chr3 130159538 C T COL6A5 EX35 missense NM_153264.5 NP_694996.5 c.6356C>T p.T2119I | p.Thr2119Ile CTAxACG + 256076 146 0 0% 112 25 18.20% NA. NA.

CC-P002 chr3 138183235 G A ESYT3 EX9 missense NM_031913.3 NP_114119.2 c.964G>A p.D322N | p.Asp322Asn AAGxACA + 83850 67 0 0% 64 14 17.90% NA. NA.

CC-P002 chr3 141499493 C T GRK7 EX2 missense NM_139209.2 NP_631948.1 c.890C>T p.S297L | p.Ser297Leu ACTxGGC + 131890 94 0 0% 110 37 25.10% NA. NA.

CC-P002 chr3 153912509 T C ARHGEF26 IVS9 splice-5 NM_015595.3 NP_056410.3 c.1845+2T>C . AGGxAAC + 26084 143 0 0% 100 18 15.20% NA. NA.

CC-P002 chr3 164760914 C T SI EX17 missense NM_001041.3 NP_001032.2 c.1937G>A p.C646Y | p.Cys646Tyr CTGxAAA - 6476 157 0 0% 128 29 18.40% NA. NA.

CC-P002 chr3 178916876 G A PIK3CA EX2 missense NM_006218.2 NP_006209.2 c.263G>A p.R88Q | p.Arg88Gln GACxACT + 5290 127 0 0% 131 29 18.10% MS somatic

CC-P002 chr3 178928067 C T PIK3CA EX8 missense NM_006218.2 NP_006209.2 c.1345C>T p.P449S | p.Pro449Ser GTAxCTC + 5290 82 0 0% 76 18 19.10% MS somatic

CC-P002 chr3 184008112 G A ECE2 EX14 missense NM_014693.3 NP_055508.3 c.1975G>A p.A659T | p.Ala659Thr ATGxCTG + 9718 211 0 0% 135 35 20.50% NA. NA.

CC-P002 chr3 184064518 C T CLCN2 EX24E missense NM_004366.5 NP_004357.3 c.2573G>A p.R858Q | p.Arg858Gln TCTxGGA - 1181 76 0 0% 85 14 14.10% NA. NA.

CC-P002 chr4 755068 T C PCGF3 EX9 missense NM_006315.4 NP_006306.2 c.464T>C p.V155A | p.Val155Ala AGGxGAG + 10336 89 1 1.10% 90 25 21.70% NA. NA.

CC-P002 chr4 985326 C T SLC26A1 EX3 missense NM_213613.2 NP_998778.1 c.166G>A p.A56T | p.Ala56Thr TGGxGGG - 10861 25 0 0% 23 5 17.80% NA. NA.

CC-P002 chr4 1232123 C T CTBP1 EX2 missense NM_001328.2 NP_001319.1 c.43G>A p.V15I | p.Val15Ile GGAxGCC - 1487 78 0 0% 88 26 22.80% NA. NA.

CC-P002 chr4 10447295 G A ZNF518B EX3E missense NM_053042.2 NP_444270.2 c.658C>T p.R220W | p.Arg220Trp GCCxTTT - 85460 156 0 0% 141 46 24.50% NA. NA.

CC-P002 chr4 39846343 C A PDS5A EX30 missense NM_001100399.1 NP_001093869.1 c.3481G>T p.G1161C | p.Gly1161Cys TGCxAGT - 23244 70 0 0% 38 21 35.50% NA. NA.

CC-P002 chr4 41691654 T C LIMCH1 IVS25 splice-5 NM_014988.2 NP_055803.2 c.3123+2T>C . GGGxACG + 22998 126 0 0% 107 31 22.40% NA. NA.

CC-P002 chr4 42895594 G A GRXCR1 EX1 missense NM_001080476.2 NP_001073945.1 c.311G>A p.G104D | p.Gly104Asp ATGxCAC + 389207 63 1 1.50% 45 10 18.10% NA. NA.

CC-P002 chr4 56284003 G T TMEM165 EX4 missense NM_018475.4 NP_060945.2 c.643G>T p.D215Y | p.Asp215Tyr GGAxATG + 55858 61 0 0% 58 10 14.70% NA. NA.

CC-P002 chr4 68488616 C T UBA6 EX32 missense NM_018227.5 NP_060697.4 c.2956G>A p.V986M | p.Val986Met CCAxCAT - 55236 137 0 0% 184 45 19.60% NA. NA.

CC-P002 chr4 71201003 A G CABS1 EX1 missense NM_033122.3 NP_149113.3 c.247A>G p.T83A | p.Thr83Ala GGGxCCG + 85438 58 0 0% 44 14 24.10% NA. NA.

CC-P002 chr4 81283954 C T C4orf22 EX2 missense NM_001206997.1 NP_001193926.1 c.158C>T p.T53I | p.Thr53Ile GGAxTGG + 255119 208 0 0% 171 46 21.10% NA. NA.

CC-P002 chr4 85781660 G A WDFY3 EX4 missense NM_014991.4 NP_055806.2 c.85C>T p.R29C | p.Arg29Cys GGCxGAG - 23001 107 0 0% 68 25 26.80% NA. NA.

CC-P002 chr4 94145900 C T GRID2 EX7 missense NM_001510.2 NP_001501.2 c.1099C>T p.R367C | p.Arg367Cys GGGxGCT + 2895 124 0 0% 84 11 11.50% NA. NA.

CC-P002 chr4 100504620 G T MTTP EX4 missense NM_000253.2 NP_000244.2 c.339G>T p.K113N | p.Lys113Asn AAAxGAA + 4547 102 0 0% 86 23 21.10% NA. NA.

CC-P002 chr4 121958294 G A NDNF EX4E missense NM_024574.3 NP_078850.3 c.832C>T p.R278C | p.Arg278Cys GACxCCC - 79625 108 0 0% 92 12 11.50% NA. NA.

CC-P002 chr4 126328144 G A FAT4 EX3 missense NM_024582.4 NP_078858.4 c.5417G>A p.R1806H | p.Arg1806His AACxCCG + 79633 102 0 0% 113 28 19.80% NA. NA.

CC-P002 chr4 155720461 A T RBM46 EX4 missense NM_144979.3 NP_659416.1 c.1147A>T p.M383L | p.Met383Leu AGTxTGT + 166863 149 0 0% 117 30 20.40% NA. NA.

CC-P002 chr4 164394381 G T TKTL2 EX1E missense NM_032136.4 NP_115512.3 c.506C>A p.A169D | p.Ala169Asp AAAxCAA - 84076 45 0 0% 32 8 20% NA. NA.

CC-P002 chr4 165962393 G A TRIM60 EX4E missense NM_001258025.1 NP_001244954.1 c.1169G>A p.R390Q | p.Arg390Gln GGCxATA + 166655 90 0 0% 61 10 14% NA. NA.

CC-P002 chr4 169085421 C T ANXA10 EX5 nonsense NM_007193.4 NP_009124.2 c.382C>T p.R128* | p.Arg128* ATGxGAG + 11199 87 0 0% 54 8 12.90% NA. NA.

CC-P002 chr4 170663151 G A C4orf27 EX5 missense NM_017867.2 NP_060337.2 c.605C>T p.S202L | p.Ser202Leu AGCxAGT - 54969 42 0 0% 27 5 15.60% NA. NA.

CC-P002 chr4 175158610 C A FBXO8 EX6E missense NM_012180.2 NP_036312.2 c.913G>T p.G305W | p.Gly305Trp GCCxTAC - 26269 155 0 0% 182 13 6.60% NA. NA.

CC-P002 chr4 185045389 T C ENPP6 EX3 missense NM_153343.3 NP_699174.1 c.458A>G p.Y153C | p.Tyr153Cys CAGxAGG - 133121 181 0 0% 125 58 31.60% NA. NA.

CC-P002 chr4 185550538 C T CASP3 EX8E missense NM_004346.3 NP_004337.2 c.722G>A p.R241Q | p.Arg241Gln TTTxGGT - 836 139 0 0% 111 34 23.40% NA. NA.

CC-P002 chr4 187538214 G A FAT1 EX11 missense NM_005245.3 NP_005236.2 c.9020C>T p.A3007V | p.Ala3007Val ATCxCTT - 2195 66 0 0% 59 20 25.30% MS somatic

CC-P002 chr5 1077962 C T SLC12A7 EX12 missense NM_006598.2 NP_006589.2 c.1615G>A p.V539I | p.Val539Ile GGAxGAT - 10723 225 1 0.40% 192 43 18.20% NA. NA.

CC-P002 chr5 5462742 G T KIAA0947 EX13 missense NM_015325.2 NP_056140.1 c.3295G>T p.G1099C | p.Gly1099Cys ACAxGCA + 23379 56 0 0% 61 19 23.70% NA. NA.

CC-P002 chr5 6754873 G A PAPD7 EX13E missense NM_006999.4 NP_008930.1 c.1444G>A p.G482S | p.Gly482Ser AACxGCA + 11044 50 0 0% 44 6 12% NA. NA.

CC-P002 chr5 24593514 G A CDH10 EX2 missense NM_006727.3 NP_006718.2 c.86C>T p.T29M | p.Thr29Met GGCxTCC - 1008 131 0 0% 98 16 14% NA. NA.

CC-P002 chr5 33549440 C T ADAMTS12 EX21 missense NM_030955.2 NP_112217.2 c.4174G>A p.V1392M | p.Val1392Met CCAxGCA - 81792 130 0 0% 83 29 25.80% NA. NA.

CC-P002 chr5 52899310 G A NDUFS4 EX2 missense NM_002495.2 NP_002486.1 c.127G>A p.A43T | p.Ala43Thr TTGxCAC + 4724 78 0 0% 74 17 18.60% NA. NA.

CC-P002 chr5 90000296 A G GPR98 EX36 missense NM_032119.3 NP_115495.3 c.8377A>G p.R2793G | p.Arg2793Gly GTCxGGA + 84059 75 0 0% 58 22 27.50% NA. NA.

CC-P002 chr5 110819883 G A CAMK4 EX11E missense NM_001744.4 NP_001735.1 c.1141G>A p.D381N | p.Asp381Asn GGCxATG + 814 153 0 0% 145 28 16.10% NA. NA.

CC-P002 chr5 140181539 G A PCDHA3 EX1 missense NM_018906.2 NP_061729.1 c.757G>A p.E253K | p.Glu253Lys CTCxAAA + 56145 192 0 0% 107 28 20.70% NA. NA.

CC-P002 chr5 140580920 C T PCDHB11 EX1E nonsense NM_018931.2 NP_061754.1 c.1573C>T p.Q525* | p.Gln525* CTGxAGG + 56125 36 0 0% 34 14 29.10% NA. NA.

CC-P002 chr5 140731362 C T PCDHGB1 EX1 missense NM_018922.2 NP_061745.1 c.1535C>T p.A512V | p.Ala512Val TCGxGCA + 56104 180 0 0% 160 52 24.50% NA. NA.

CC-P002 chr5 140790078 G A PCDHGB6 EX1 missense NM_018926.2 NP_061749.1 c.2309G>A p.S770N | p.Ser770Asn GCAxTGT + 56100 125 0 0% 107 33 23.50% NA. NA.

CC-P002 chr5 140812145 C T PCDHGA12 EX1 missense NM_003735.2 NP_003726.1 c.1819C>T p.R607C | p.Arg607Cys TACxGTC + 26025 53 0 0% 51 17 25% NA. NA.

CC-P002 chr5 149901037 A G NDST1 EX2 missense NM_001543.4 NP_001534.1 c.221A>G p.Q74R | p.Gln74Arg TGCxGGC + 3340 85 0 0% 72 12 14.20% NA. NA.

CC-P002 chr5 150838492 A G SLC36A1 EX2 missense NM_078483.2 NP_510968.2 c.139A>G p.T47A | p.Thr47Ala AGCxCAA + 206358 32 0 0% 34 7 17% NA. NA.

CC-P002 chr5 158250216 G A EBF1 EX8 missense NM_024007.3 NP_076870.1 c.746C>T p.P249L | p.Pro249Leu GAGxGGT - 1879 77 0 0% 70 22 23.90% NA. NA.

CC-P002 chr5 159519523 A G PWWP2A EX2E missense NM_001130864.1 NP_001124336.1 c.2134T>C p.F712L | p.Phe712Leu AAAxGGG - 114825 155 0 0% 145 20 12.10% NA. NA.

CC-P002 chr5 160753439 C A GABRB2 EX10 missense NM_021911.2 NP_068711.1 c.1127G>T p.W376L | p.Trp376Leu TCCxACA - 2561 91 0 0% 68 18 20.90% NA. NA.

CC-P002 chr5 173317467 G A CPEB4 EX1 missense NM_030627.2 NP_085130.2 c.731G>A p.S244N | p.Ser244Asn ACAxCCA + 80315 45 0 0% 25 11 30.50% NA. NA.

CC-P002 chr5 176301547 G A UNC5A EX8 missense NM_133369.2 NP_588610.2 c.1358G>A p.R453Q | p.Arg453Gln GCCxGCT + 90249 54 0 0% 44 15 25.40% NA. NA.

CC-P002 chr5 176305108 G A UNC5A EX11 missense NM_133369.2 NP_588610.2 c.1849G>A p.D617N | p.Asp617Asn CATxACA + 90249 112 0 0% 94 15 13.70% NA. NA.

CC-P002 chr5 178540878 C A ADAMTS2 EX22E missense NM_014244.4 NP_055059.2 c.3626G>T p.G1209V | p.Gly1209Val TTTxCGA - 9509 50 0 0% 47 10 17.50% NA. NA.

CC-P002 chr5 180687638 C A TRIM52 EX1 missense NM_032765.2 NP_116154.1 c.177G>T p.E59D | p.Glu59Asp TTCxTCC - 84851 120 0 0% 117 24 17% NA. NA.

CC-P002 chr6 348185 C T DUSP22 EX6 missense NM_020185.3 NP_064570.1 c.346C>T p.H116Y | p.His116Tyr CTGxACA + 56940 216 0 0% 226 21 8.50% NA. NA.

CC-P002 chr6 10400820 C T TFAP2A EX6 missense NM_001042425.1 NP_001035890.1 c.874G>A p.E292K | p.Glu292Lys CTTxTCC - 7020 220 0 0% 237 76 24.20% NA. NA.

CC-P002 chr6 10704839 G A PAK1IP1 EX6 missense NM_017906.2 NP_060376.2 c.596G>A p.G199D | p.Gly199Asp GTGxCAC + 55003 54 0 0% 48 15 23.80% NA. NA.

CC-P002 chr6 10959084 T C SYCP2L EX26 missense NM_001040274.2 NP_001035364.2 c.2231T>C p.L744P | p.Leu744Pro AACxTTT + 221711 94 0 0% 94 21 18.20% NA. NA.

CC-P002 chr6 25967090 C T TRIM38 EX3 missense NM_006355.3 NP_006346.1 c.340C>T p.R114C | p.Arg114Cys TGGxGCT + 10475 51 0 0% 47 19 28.70% NA. NA.

CC-P002 chr6 26598733 C T ABT1 EX3E missense NM_013375.3 NP_037507.1 c.679C>T p.R227W | p.Arg227Trp GCAxGGC + 29777 142 0 0% 155 40 20.50% NA. NA.

CC-P002 chr6 29643219 T C ZFP57 EX3 missense NM_001109809.2 NP_001103279.2 c.296A>G p.Q99R | p.Gln99Arg TCTxGCT - 346171 32 0 0% 23 5 17.80% NA. NA.

CC-P002 chr6 30039412 G A RNF39 EX4E missense NM_025236.3 NP_079512.2 c.739C>T p.R247C | p.Arg247Cys GGCxGTC - 80352 49 0 0% 66 25 27.40% NA. NA.

CC-P002 chr6 30632990 C T DHX16 EX6 missense NM_003587.4 NP_003578.2 c.983G>A p.R328H | p.Arg328His CAGxGCC - 8449 311 0 0% 439 91 17.10% NA. NA.

CC-P002 chr6 31895930 C T C2 EX2 missense NM_000063.4 NP_000054.2 c.245C>T p.A82V | p.Ala82Val AGGxGGT + 717 137 0 0% 120 31 20.50% NA. NA.

CC-P002 chr6 32944691 C A BRD2 EX6 missense NM_001199455.1 NP_001186384.1 c.1178C>A p.P393H | p.Pro393His ACCxCAT + 6046 103 0 0% 138 32 18.80% NA. NA.

CC-P002 chr6 39040708 G A GLP1R EX6 missense NM_002062.3 NP_002053.3 c.580G>A p.V194I | p.Val194Ile TCCxTCT + 2740 80 0 0% 94 15 13.70% NA. NA.

CC-P002 chr6 41057381 C A NFYA EX5 missense NM_002505.4 NP_002496.1 c.373C>A p.Q125K | p.Gln125Lys GGCxAGC + 4800 49 0 0% 36 11 23.40% NA. NA.

CC-P002 chr6 42890764 G T PTCRA IVS1 splice-3 NM_001243168.1 NP_001230097.1 c.59-1G>T . GCAxGTG + 171558 61 0 0% 89 11 11% NA. NA.

CC-P002 chr6 43096984 G A PTK7 EX2 missense NM_001270398.1 NP_001257327.1 c.373G>A p.A125T | p.Ala125Thr AACxCCT + 5754 85 0 0% 81 19 19% NA. NA.

CC-P002 chr6 43414034 C T ABCC10 EX16 nonsense NM_001198934.1 NP_001185863.1 c.3394C>T p.R1132* | p.Arg1132* CTGxGAC + 89845 173 0 0% 117 34 22.50% NA. NA.

CC-P002 chr6 43590449 C T GTPBP2 EX10 missense NM_019096.3 NP_061969.3 c.1388G>A p.R463H | p.Arg463His GAGxGGT - 54676 161 0 0% 139 29 17.20% NA. NA.

CC-P002 chr6 44102397 G A TMEM63B EX2 missense NM_018426.1 NP_060896.1 c.76G>A p.A26T | p.Ala26Thr AGCxCCC + 55362 103 0 0% 109 13 10.60% NA. NA.

CC-P002 chr6 51890943 C T PKHD1 EX32 missense NM_138694.3 NP_619639.3 c.3665G>A p.S1222N | p.Ser1222Asn CTGxTGA - 5314 293 0 0% 295 79 21.10% NA. NA.

CC-P002 chr6 56392400 G A DST EX49 missense NM_015548.4 NP_056363.2 c.9944C>T p.T3315I | p.Thr3315Ile TGTxTGG - 667 188 0 0% 168 36 17.60% NA. NA.

CC-P002 chr6 56418264 G A DST EX42 missense NM_015548.4 NP_056363.2 c.7457C>T p.A2486V | p.Ala2486Val TGAxCGG - 667 257 0 0% 278 91 24.60% NA. NA.

CC-P002 chr6 75862133 C T COL12A1 EX18 missense NM_004370.5 NP_004361.3 c.3631G>A p.G1211S | p.Gly1211Ser GGCxGAT - 1303 117 0 0% 110 23 17.20% NA. NA.

CC-P002 chr6 87964632 C T ZNF292 EX8E missense NM_015021.1 NP_055836.1 c.1285C>T p.R429C | p.Arg429Cys TTAxGCT + 23036 139 0 0% 95 34 26.30% NA. NA.

CC-P002 chr6 99729123 G T FAXC EX6E missense NM_032511.2 NP_115900.1 c.1147C>A p.P383T | p.Pro383Thr CTGxGGT - 84553 99 0 0% 84 21 20% NA. NA.

CC-P002 chr6 127797051 G A SOGA3 EX6 missense NM_001012279.2 NP_001012279.1 c.2120C>T p.A707V | p.Ala707Val GCCxCCT - 387104 46 0 0% 35 5 12.50% NA. NA.

CC-P002 chr6 129899710 A G ARHGAP18 EX15E missense NM_033515.2 NP_277050.2 c.1940T>C p.L647S | p.Leu647Ser TATxAAT - 93663 213 0 0% 202 60 22.90% NA. NA.

CC-P002 chr6 129963102 G A ARHGAP18 EX2 missense NM_033515.2 NP_277050.2 c.175C>T p.P59S | p.Pro59Ser GAGxCTT - 93663 87 1 1.10% 61 10 14% NA. NA.

CC-P002 chr6 137187787 G A PEX7 EX6 nonsense NM_000288.3 NP_000279.1 c.549G>A p.W183* | p.Trp183* ATGxGAT + 5191 118 0 0% 94 22 18.90% NA. NA.

CC-P002 chr6 146720714 C T GRM1 EX8 missense NM_000838.3 NP_000829.2 c.2539C>T p.R847C | p.Arg847Cys GTCxGCA + 2911 150 0 0% 119 34 22.20% NA. NA.

CC-P002 chr6 148865443 C T SASH1 EX18 missense NM_015278.3 NP_056093.3 c.2837C>T p.T946M | p.Thr946Met GGAxGCC + 23328 136 0 0% 116 37 24.10% NA. NA.

CC-P002 chr6 168709593 C T DACT2 EX4E missense NM_214462.3 NP_999627.2 c.844G>A p.V282M | p.Val282Met CCAxGGC - 168002 282 0 0% 240 67 21.80% NA. NA.

CC-P002 chr7 893188 A G SUN1 EX10 missense NM_001130965.2 NP_001124437.1 c.1196A>G p.Q399R | p.Gln399Arg ACCxGAT + 23353 72 0 0% 45 14 23.70% NA. NA.

CC-P002 chr7 1976416 G A MAD1L1 EX17 missense NM_003550.2 NP_003541.2 c.1714C>T p.R572C | p.Arg572Cys CGCxCAG - 8379 80 0 0% 86 18 17.30% NA. NA.

CC-P002 chr7 5545110 C T FBXL18 EX2 missense NM_024963.4 NP_079239.3 c.170G>A p.R57Q | p.Arg57Gln TTCxGAC - 80028 134 0 0% 159 34 17.60% NA. NA.

CC-P002 chr7 24324938 G A NPY EX2 missense NM_000905.3 NP_000896.1 c.79G>A p.E27K | p.Glu27Lys GCCxAGG + 4852 82 0 0% 71 23 24.40% NA. NA.

CC-P002 chr7 42005009 T C GLI3 EX15E missense NM_000168.5 NP_000159.3 c.3662A>G p.N1221S | p.Asn1221Ser GGGxTGC - 2737 44 0 0% 46 12 20.60% NA. NA.

CC-P002 chr7 43680197 A G COA1 EX5 missense NM_018224.3 NP_060694.2 c.316T>C p.S106P | p.Ser106Pro ATGxGTG - 55744 87 0 0% 125 24 16.10% NA. NA.

CC-P002 chr7 75611613 G A POR EX8 missense NM_000941.2 NP_000932.3 c.803G>A p.R268Q | p.Arg268Gln GCCxGCT + 5447 43 0 0% 36 9 20% NA. NA.

CC-P002 chr7 87092072 A G ABCB4 IVS4 splice-5 NM_018849.2 NP_061337.1 c.286+2T>C . CTTxCCT - 5244 94 0 0% 97 25 20.40% NA. NA.

CC-P002 chr7 98565235 C T TRRAP EX50 missense NM_001244580.1 NP_001231509.1 c.7405C>T p.R2469C | p.Arg2469Cys CGTxGTG + 8295 199 0 0% 156 48 23.50% NA. NA.

CC-P002 chr7 99690698 G A MCM7 EX15E nonsense NM_005916.3 NP_005907.3 c.2017C>T p.R673* | p.Arg673* TTCxGCC - 4176 139 0 0% 126 26 17.10% NA. NA.

CC-P002 chr7 99817821 G C PVRIG EX3 missense NM_024070.3 NP_076975.2 c.203G>C p.G68A | p.Gly68Ala CTGxCTC + 79037 52 1 1.80% 33 9 21.40% NA. NA.

CC-P002 chr7 100160278 G A AGFG2 EX8 missense NM_006076.4 NP_006067.3 c.1060G>A p.G354S | p.Gly354Ser GGCxGCA + 3268 57 0 0% 68 16 19% NA. NA.

CC-P002 chr7 103214643 C A RELN EX30 missense NM_005045.3 NP_005036.2 c.4407G>T p.Q1469H | p.Gln1469His AACxTGG - 5649 240 0 0% 173 77 30.80% NA. NA.

CC-P002 chr7 111368496 C T DOCK4 EX52E missense NM_014705.3 NP_055520.3 c.5735G>A p.R1912H | p.Arg1912His GGGxGCC - 9732 67 0 0% 44 11 20% NA. NA.

CC-P002 chr7 128492908 G A FLNC EX37 missense NM_001458.4 NP_001449.3 c.6031G>A p.G2011R | p.Gly2011Arg GTCxGGG + 2318 63 0 0% 66 17 20.40% NA. NA.

CC-P002 chr7 129351328 C T NRF1 EX8 missense NM_005011.3 NP_005002.3 c.977C>T p.A326V | p.Ala326Val GGGxAAC + 4899 225 1 0.40% 231 35 13.10% NA. NA.

CC-P002 chr7 131825459 C A PLXNA4 EX30 missense NM_020911.1 NP_065962.1 c.5337G>T p.M1779I | p.Met1779Ile GTCxATG - 91584 146 0 0% 142 21 12.80% NA. NA.

CC-P002 chr7 135323372 C A NUP205 EX38 missense NM_015135.2 NP_055950.1 c.5333C>A p.A1778D | p.Ala1778Asp ATGxTGT + 23165 36 0 0% 32 10 23.80% NA. NA.

CC-P002 chr7 138601683 C T KIAA1549 EX2 missense NM_001164665.1 NP_001158137.1 c.2689G>A p.D897N | p.Asp897Asn AGTxGAG - 57670 51 0 0% 38 5 11.60% MS somatic

CC-P002 chr7 140154923 T C MKRN1 EX7 missense NM_013446.3 NP_038474.2 c.1208A>G p.Q403R | p.Gln403Arg TTCxGTC - 23608 88 0 0% 78 14 15.20% NA. NA.

CC-P002 chr7 148080827 G A CNTNAP2 EX22 missense NM_014141.5 NP_054860.1 c.3562G>A p.A1188T | p.Ala1188Thr ATCxCCC + 26047 193 0 0% 193 57 22.80% NA. NA.

CC-P002 chr7 148288118 G A C7orf33 EX1 missense NM_145304.2 NP_660347.1 c.101G>A p.R34H | p.Arg34His GGCxCCG + 202865 64 0 0% 38 13 25.40% NA. NA.

CC-P002 chr7 148876879 G T ZNF398 EX6E missense NM_170686.2 NP_733787.1 c.1915G>T p.G639W | p.Gly639Trp GGAxGGG + 57541 70 0 0% 109 17 13.40% NA. NA.

CC-P002 chr7 149485472 A G SSPO EX25 missense NM_198455.2 NP_940857.2 c.3878A>G p.H1293R | p.His1293Arg GCCxTGA + 23145 239 0 0% 299 66 18% NA. NA.

CC-P002 chr7 149557918 C T ZNF862 EX7 missense NM_001099220.1 NP_001092690.1 c.1669C>T p.H557Y | p.His557Tyr GAGxACT + 643641 39 0 0% 27 6 18.10% NA. NA.

CC-P002 chr7 150754933 C T CDK5 EX1 init-loss NM_004935.3 NP_004926.1 c.3G>A p.0? CTGxATC - 1020 25 0 0% 25 19 43.10% NA. NA.

CC-P002 chr7 151082231 G A WDR86 EX4 missense NM_198285.2 NP_938026.2 c.805C>T p.R269C | p.Arg269Cys TGCxCAC - 349136 32 0 0% 32 10 23.80% NA. NA.

CC-P002 chr7 151133389 T G CRYGN EX3 missense NM_144727.1 NP_653328.1 c.293A>C p.E98A | p.Glu98Ala ATTxCTA - 155051 210 0 0% 165 43 20.60% NA. NA.

CC-P002 chr7 154738290 G A PAXIP1 EX19 missense NM_007349.3 NP_031375.3 c.3065C>T p.S1022L | p.Ser1022Leu TCCxACA - 22976 89 0 0% 64 30 31.90% NA. NA.

CC-P002 chr8 8234021 C T SGK223 EX2 missense NM_001080826.1 NP_001074295.1 c.1898G>A p.R633H | p.Arg633His TGAxGAC - 157285 67 0 0% 52 23 30.60% NA. NA.

CC-P002 chr8 10467367 C T RP1L1 EX4E missense NM_178857.5 NP_849188.4 c.4241G>A p.S1414N | p.Ser1414Asn GAGxTGG - 94137 33 0 0% 19 12 38.70% NA. NA.

CC-P002 chr8 17401120 C T SLC7A2 EX2 missense NM_001008539.3 NP_001008539.3 c.272C>T p.A91V | p.Ala91Val GGGxCCG + 6542 144 0 0% 155 36 18.80% NA. NA.

CC-P002 chr8 22033743 G A BMP1 EX3 missense NM_006129.4 NP_006120.1 c.350G>A p.R117H | p.Arg117His CCCxTAG + 649 105 0 0% 67 17 20.20% NA. NA.

CC-P002 chr8 25181417 C A DOCK5 EX17 missense NM_024940.6 NP_079216.4 c.1669C>A p.P557T | p.Pro557Thr AACxCGG + 80005 124 0 0% 99 26 20.80% NA. NA.

CC-P002 chr8 27321034 A G CHRNA2 EX6 missense NM_000742.3 NP_000733.2 c.926T>C p.V309A | p.Val309Ala AAGxCGG - 1135 115 0 0% 84 11 11.50% NA. NA.

CC-P002 chr8 37702445 G A BRF2 EX4E missense NM_018310.3 NP_060780.2 c.823C>T p.R275W | p.Arg275Trp TCCxCAG - 55290 184 0 0% 156 33 17.40% NA. NA.

CC-P002 chr8 37734854 G A RAB11FIP1 EX2 missense NM_001002814.2 NP_001002814.2 c.587C>T p.T196M | p.Thr196Met GTCxTGC - 80223 138 0 0% 140 40 22.20% NA. NA.

CC-P002 chr8 48849050 C T PRKDC EX12 missense NM_006904.6 NP_008835.5 c.1141G>A p.V381I | p.Val381Ile CAAxATC - 5591 67 0 0% 44 20 31.20% NA. NA.

CC-P002 chr8 67064625 A T TRIM55 EX8 missense NM_184085.1 NP_908973.1 c.999A>T p.E333D | p.Glu333Asp TGAxGAA + 84675 79 0 0% 112 32 22.20% NA. NA.

CC-P002 chr8 71593483 A G XKR9 EX3 missense NM_001011720.1 NP_001011720.1 c.190A>G p.K64E | p.Lys64Glu TTCxAGG + 389668 100 0 0% 81 19 19% NA. NA.

CC-P002 chr8 77617840 G A ZFHX4 EX2 missense NM_024721.4 NP_078997.4 c.1517G>A p.S506N | p.Ser506Asn AAAxCAT + 79776 255 0 0% 246 54 18% NA. NA.

CC-P002 chr8 81577217 C T ZNF704 EX6 missense NM_001033723.2 NP_001028895.1 c.760G>A p.A254T | p.Ala254Thr GGGxCAG - 619279 60 1 1.60% 42 19 31.10% NA. NA.

CC-P002 chr8 81605251 C T ZNF704 EX3 missense NM_001033723.2 NP_001028895.1 c.313G>A p.V105M | p.Val105Met GCAxGGG - 619279 86 0 0% 75 23 23.40% NA. NA.

CC-P002 chr8 108970466 C T RSPO2 EX5 nonsense NM_178565.4 NP_848660.3 c.458G>A p.W153* | p.Trp153* CCCxATT - 340419 149 0 0% 115 33 22.20% NA. NA.

CC-P002 chr8 110588177 T C SYBU EX8E missense NM_001099744.1 NP_001093214.1 c.950A>G p.E317G | p.Glu317Gly CACxCCT - 55638 125 0 0% 127 18 12.40% NA. NA.

CC-P002 chr8 121455433 T C MRPL13 EX2 missense NM_014078.5 NP_054797.2 c.143A>G p.H48R | p.His48Arg GCAxGGT - 28998 158 0 0% 174 47 21.20% NA. NA.

CC-P002 chr8 133975257 G A TG EX29 missense NM_003235.4 NP_003226.4 c.5486G>A p.R1829Q | p.Arg1829Gln CTCxGCC + 7038 184 0 0% 164 50 23.30% NA. NA.

CC-P002 chr8 140631097 C T KCNK9 EX2 missense NM_016601.2 NP_057685.1 c.529G>A p.A177T | p.Ala177Thr AGGxGGC - 51305 118 0 0% 131 48 26.80% NA. NA.

CC-P002 chr8 143695230 C T ARC EX1 missense NM_015193.4 NP_056008.1 c.403G>A p.G135S | p.Gly135Ser TGCxGCC - 23237 167 0 0% 165 58 26% NA. NA.

CC-P002 chr8 144944474 G A EPPK1 EX1E missense NM_031308.1 NP_112598.2 c.2948C>T p.S983L | p.Ser983Leu ACCxAGA - 83481 29 0 0% 18 7 28% NA. NA.

CC-P002 chr8 145003712 C T PLEC EX24 missense NM_201380.2 NP_958782.1 c.3362G>A p.R1121H | p.Arg1121His CAGxGCT - 5339 100 0 0% 99 28 22% NA. NA.

CC-P002 chr8 145618212 G A ADCK5 EX15E missense NM_174922.3 NP_777582.3 c.1666G>A p.A556T | p.Ala556Thr ACCxCCC + 203054 67 0 0% 43 10 18.80% NA. NA.

CC-P002 chr9 17416032 C T CNTLN EX18 missense NM_017738.2 NP_060208.2 c.2959C>T p.R987W | p.Arg987Trp GAAxGGA + 54875 68 0 0% 38 15 28.30% NA. NA.

CC-P002 chr9 19049855 G T RRAGA EX1E missense NM_006570.4 NP_006561.1 c.198G>T p.Q66H | p.Gln66His TCAxGAC + 10670 69 0 0% 53 22 29.30% NA. NA.

CC-P002 chr9 23692613 C T ELAVL2 EX7E missense NM_004432.3 NP_004423.2 c.1022G>A p.R341H | p.Arg341His AGAxGGT - 1993 202 0 0% 213 15 6.50% NA. NA.

CC-P002 chr9 27949313 T C LINGO2 EX7E missense NM_152570.2 NP_689783.1 c.1357A>G p.T453A | p.Thr453Ala TGGxGAT - 158038 136 0 0% 113 32 22% NA. NA.

CC-P002 chr9 34993304 G A DNAJB5 EX3 missense NM_001135004.2 NP_001128476.2 c.416G>A p.R139Q | p.Arg139Gln ACCxGAA + 25822 149 0 0% 115 40 25.80% NA. NA.

CC-P002 chr9 37495210 C A POLR1E EX7 missense NM_022490.1 NP_071935.1 c.592C>A p.L198I | p.Leu198Ile TCCxTCT + 64425 77 0 0% 80 19 19.10% NA. NA.

CC-P002 chr9 37887974 C T SLC25A51 EX3E missense NM_033412.3 NP_219480.1 c.574G>A p.G192S | p.Gly192Ser GGCxGAA - 92014 129 0 0% 125 27 17.70% NA. NA.

CC-P002 chr9 77354736 G A TRPM6 EX34 missense NM_017662.4 NP_060132.3 c.5390C>T p.P1797L | p.Pro1797Leu CCCxGCT - 140803 76 0 0% 88 10 10.20% NA. NA.

CC-P002 chr9 78774026 G T PCSK5 EX12 nonsense NM_001190482.1 NP_001177411.1 c.1558G>T p.G520* | p.Gly520* AGAxGAG + 5125 60 0 0% 55 11 16.60% NA. NA.

CC-P002 chr9 94060317 C T AUH EX5 missense NM_001698.2 NP_001689.1 c.547G>A p.A183T | p.Ala183Thr AAGxGAG - 549 128 0 0% 107 34 24.10% NA. NA.

CC-P002 chr9 101611318 C T GALNT12 EX10E nonsense NM_024642.4 NP_078918.3 c.1690C>T p.R564* | p.Arg564* TTAxGAG + 79695 169 0 0% 119 16 11.80% NA. NA.

CC-P002 chr9 107289126 C T OR13C4 EX1E missense NM_001001919.1 NP_001001919.1 c.365G>A p.R122H | p.Arg122His TAAxGAT - 138804 160 0 0% 161 28 14.80% NA. NA.

CC-P002 chr9 112168897 G A PTPN3 EX18 missense NM_002829.3 NP_002820.3 c.1637C>T p.A546V | p.Ala546Val TCCxCCT - 5774 131 0 0% 122 36 22.70% NA. NA.

CC-P002 chr9 117099524 G A AKNA EX22E missense NM_030767.4 NP_110394.3 c.4130C>T p.S1377F | p.Ser1377Phe GGAxAGG - 80709 162 0 0% 169 47 21.70% NA. NA.

CC-P002 chr9 117848839 G A TNC EX3 missense NM_002160.3 NP_002151.2 c.1171C>T p.R391W | p.Arg391Trp ACCxCCC - 3371 187 0 0% 185 25 11.90% NA. NA.

CC-P002 chr9 125551380 G A OR5C1 EX1E missense NM_001001923.1 NP_001001923.1 c.169G>A p.A57T | p.Ala57Thr GATxCCC + 392391 109 0 0% 76 24 24% NA. NA.

CC-P002 chr9 130829212 C T NAIF1 EX1 missense NM_197956.3 NP_931045.1 c.169G>A p.A57T | p.Ala57Thr CGGxGTT - 203245 94 0 0% 62 8 11.40% NA. NA.

CC-P002 chr9 131353882 C T SPTAN1 EX22 missense NM_001130438.2 NP_001123910.1 c.3133C>T p.R1045W | p.Arg1045Trp CTGxGGC + 6709 92 0 0% 86 15 14.80% NA. NA.

CC-P002 chr9 133901854 C T LAMC3 EX2 missense NM_006059.3 NP_006050.3 c.556C>T p.R186C | p.Arg186Cys GAGxGCG + 10319 366 2 0.50% 308 73 19.10% NA. NA.

CC-P002 chr9 134003854 G A NUP214 EX3 missense NM_005085.2 NP_005076.3 c.377G>A p.R126H | p.Arg126His TTCxCAC + 8021 169 0 0% 190 19 9% MS somatic

CC-P002 chr9 138714664 G A CAMSAP1 EX11 missense NM_015447.3 NP_056262.3 c.1843C>T p.R615W | p.Arg615Trp CCCxTTC - 157922 247 0 0% 182 40 18% NA. NA.

CC-P002 chr9 139390743 G A NOTCH1 EX34E missense NM_017617.3 NP_060087.3 c.7448C>T p.T2483M | p.Thr2483Met GGCxTCA - 4851 49 0 0% 58 13 18.30% MS somatic

CC-P002 chr9 139910460 G A ABCA2 EX22 missense NM_212533.2 NP_997698.1 c.3361C>T p.R1121W | p.Arg1121Trp GCCxTGA - 20 213 0 0% 269 61 18.40% NA. NA.

CC-P002 chr9 140157579 C T COBRA1 EX5 missense NM_015456.3 NP_056271.2 c.688C>T p.R230W | p.Arg230Trp ACGxGGA + 25920 84 0 0% 74 23 23.70% NA. NA.

CC-P002 chr10 5958255 G A FBXO18 EX11 missense NM_032807.4 NP_116196.3 c.1777G>A p.V593I | p.Val593Ile TCCxTCC + 84893 185 0 0% 205 34 14.20% NA. NA.

CC-P002 chr10 18276557 G A SLC39A12 EX7 missense NM_001145195.1 NP_001138667.1 c.1246G>A p.A416T | p.Ala416Thr GACxCTC + 221074 145 0 0% 79 20 20.20% NA. NA.

CC-P002 chr10 22498906 G A EBLN1 EX1E missense NM_001199938.1 NP_001186867.1 c.7C>T p.R3C | p.Arg3Cys GGCxGGA - 340900 227 0 0% 238 76 24.20% NA. NA.

CC-P002 chr10 48390388 C T RBP3 EX1 missense NM_002900.2 NP_002891.1 c.490G>A p.A164T | p.Ala164Thr AGGxGGA - 5949 62 0 0% 43 16 27.10% NA. NA.

CC-P002 chr10 48429546 C T GDF10 EX2 missense NM_004962.3 NP_004953.1 c.340G>A p.V114M | p.Val114Met ACAxGGC - 2662 97 0 0% 66 16 19.50% NA. NA.



CC-P002 chr10 50953481 A G OGDHL EX12 missense NM_018245.2 NP_060715.2 c.1538T>C p.M513T | p.Met513Thr TACxTGA - 55753 72 0 0% 47 6 11.30% NA. NA.

CC-P002 chr10 72014954 C T NPFFR1 EX4E missense NM_022146.4 NP_071429.1 c.1052G>A p.R351H | p.Arg351His GGGxGCG - 64106 83 1 1.10% 76 39 33.90% NA. NA.

CC-P002 chr10 72532305 G A TBATA EX10 missense NM_152710.2 NP_689923.2 c.935C>T p.T312M | p.Thr312Met TTCxTTT - 219793 71 0 0% 97 14 12.60% NA. NA.

CC-P002 chr10 73476025 C T C10orf105 EX2E missense NM_001164375.2 NP_001157847.1 c.70G>A p.V24I | p.Val24Ile TGAxGGG - 414152 72 0 0% 72 15 17.20% NA. NA.

CC-P002 chr10 74831874 G A P4HA1 EX5 missense NM_001142595.1 NP_001136067.1 c.238C>T p.H80Y | p.His80Tyr GATxCCC - 5033 169 0 0% 169 32 15.90% NA. NA.

CC-P002 chr10 85971464 G A CDHR1 EX14 missense NM_033100.2 NP_149091.1 c.1546G>A p.A516T | p.Ala516Thr GGGxCAG + 92211 135 0 0% 108 33 23.40% NA. NA.

CC-P002 chr10 89624263 A T PTEN EX1 nonsense NM_000314.4 NP_000305.3 c.37A>T p.K13* | p.Lys13* AACxAAA + 5728 107 0 0% 138 19 12.10% MS somatic

CC-P002 chr10 89725055 C G PTEN EX9E nonsense NM_000314.4 NP_000305.3 c.1038C>G p.Y346* | p.Tyr346* GTAxTTC + 5728 128 0 0% 115 41 26.20% MS somatic

CC-P002 chr10 94230055 G A IDE EX18 missense NM_004969.3 NP_004960.2 c.2164C>T p.R722W | p.Arg722Trp GCCxTGA - 3416 86 0 0% 67 22 24.70% NA. NA.

CC-P002 chr10 97919915 G A ZNF518A EX6E missense NM_014803.3 NP_055618.2 c.3836G>A p.R1279Q | p.Arg1279Gln AACxAAA + 9849 306 0 0% 238 54 18.40% NA. NA.

CC-P002 chr10 102089016 G T PKD2L1 EX2 missense NM_016112.2 NP_057196.2 c.301C>A p.L101M | p.Leu101Met TCAxGGT - 9033 91 0 0% 65 17 20.70% NA. NA.

CC-P002 chr10 102748734 G A C10orf2 EX1 missense NM_021830.4 NP_068602.2 c.767G>A p.R256Q | p.Arg256Gln GTCxAGA + 56652 81 0 0% 138 27 16.30% NA. NA.

CC-P002 chr10 114912163 G A TCF7L2 EX10 missense NM_030756.4 NP_110383.2 c.1164G>A p.M388I | p.Met388Ile TATxCAA + 6934 243 0 0% 244 59 19.40% MS somatic

CC-P002 chr10 115312906 A G HABP2 EX1 missense NM_004132.3 NP_004123.1 c.26A>G p.H9R | p.His9Arg TCCxTGT + 3026 189 0 0% 168 54 24.30% NA. NA.

CC-P002 chr10 134713076 G A TTC40 EX23 nonsense NM_001200049.2 NP_001186978.2 c.3019C>T p.R1007* | p.Arg1007* GTCxCAG - 54777 116 0 0% 108 22 16.90% NA. NA.

CC-P002 chr11 3988848 G A STIM1 EX2 missense NM_003156.3 NP_003147.2 c.206G>A p.R69H | p.Arg69His TCCxTAA + 6786 42 0 0% 44 10 18.50% NA. NA.

CC-P002 chr11 6190652 C T OR52B2 EX1E missense NM_001004052.1 NP_001004052.1 c.905G>A p.R302H | p.Arg302His TCAxGTA - 255725 251 1 0.30% 195 41 17.30% NA. NA.

CC-P002 chr11 7111226 C G RBMXL2 EX1E missense NM_014469.4 NP_055284.3 c.875C>G p.A292G | p.Ala292Gly GCGxCGC + 27288 59 0 0% 63 12 16% NA. NA.

CC-P002 chr11 7111237 C T RBMXL2 EX1E missense NM_014469.4 NP_055284.3 c.886C>T p.R296W | p.Arg296Trp GGAxGGG + 27288 71 0 0% 67 9 11.80% NA. NA.

CC-P002 chr11 8642106 A T TRIM66 EX16 missense NM_014818.1 NP_055633.1 c.3031T>A p.C1011S | p.Cys1011Ser TACxCAC - 9866 22 0 0% 30 10 25% NA. NA.

CC-P002 chr11 10580749 G T LYVE1 EX6E missense NM_006691.3 NP_006682.2 c.878C>A p.P293H | p.Pro293His TTAxGGT - 10894 157 0 0% 220 71 24.30% NA. NA.

CC-P002 chr11 18505488 G A TSG101 EX8 nonsense NM_006292.3 NP_006283.1 c.772C>T p.R258* | p.Arg258* TTCxTTT - 7251 58 0 0% 50 14 21.80% NA. NA.

CC-P002 chr11 18751350 G A PTPN5 EX13 nonsense NM_006906.1 NP_008837.1 c.1345C>T p.R449* | p.Arg449* CTCxCTC - 84867 138 0 0% 139 31 18.20% NA. NA.

CC-P002 chr11 27148885 G A BBOX1 EX9E missense NM_003986.2 NP_003977.1 c.1049G>A p.R350H | p.Arg350His GACxTAG + 8424 249 0 0% 164 46 21.90% NA. NA.

CC-P002 chr11 36302380 G A COMMD9 EX2 missense NM_014186.3 NP_054905.2 c.59C>T p.S20L | p.Ser20Leu TTCxAGG - 29099 143 0 0% 133 20 13% NA. NA.

CC-P002 chr11 47498899 G A CELF1 EX11 missense NM_001172639.1 NP_001166110.1 c.920C>T p.T307I | p.Thr307Ile TTGxTAC - 10658 149 0 0% 142 29 16.90% NA. NA.

CC-P002 chr11 55861283 C T OR8I2 EX1E missense NM_001003750.1 NP_001003750.1 c.500C>T p.A167V | p.Ala167Val TGGxGTT + 120586 195 0 0% 124 27 17.80% NA. NA.

CC-P002 chr11 56043602 C T OR5T1 EX1E missense NM_001004745.1 NP_001004745.1 c.488C>T p.A163V | p.Ala163Val TTGxTAG + 390155 264 0 0% 266 73 21.50% NA. NA.

CC-P002 chr11 59573828 G A MRPL16 EX4E missense NM_017840.3 NP_060310.1 c.748C>T p.R250C | p.Arg250Cys CACxTTT - 54948 89 0 0% 95 18 15.90% NA. NA.

CC-P002 chr11 62678206 G A CHRM1 EX2E missense NM_000738.2 NP_000729.2 c.367C>T p.R123C | p.Arg123Cys AGCxGTC - 1128 165 0 0% 147 37 20.10% NA. NA.

CC-P002 chr11 64368242 G A SLC22A12 EX9 missense NM_144585.2 NP_653186.2 c.1430G>A p.R477H | p.Arg477His CCCxTGG + 116085 154 0 0% 162 59 26.60% NA. NA.

CC-P002 chr11 65403207 C T PCNXL3 EX32 missense NM_032223.2 NP_115599.2 c.5392C>T p.R1798W | p.Arg1798Trp CTAxGGG + 399909 98 0 0% 77 35 31.20% NA. NA.

CC-P002 chr11 65637603 C T EFEMP2 EX6 missense NM_016938.4 NP_058634.4 c.596G>A p.R199H | p.Arg199His GAGxGGT - 30008 47 0 0% 45 16 26.20% NA. NA.

CC-P002 chr11 71155985 G A DHCR7 EX3 missense NM_001360.2 NP_001351.2 c.14C>T p.S5L | p.Ser5Leu TGCxATT - 1717 145 0 0% 145 40 21.60% NA. NA.

CC-P002 chr11 73630000 C T PAAF1 EX10 missense NM_025155.2 NP_079431.1 c.941C>T p.P314L | p.Pro314Leu CTCxGGT + 80227 198 0 0% 139 31 18.20% NA. NA.

CC-P002 chr11 73941999 G A PPME1 EX7 missense NM_016147.1 NP_057231.1 c.596G>A p.R199Q | p.Arg199Gln TACxGGG + 51400 85 0 0% 55 9 14% NA. NA.

CC-P002 chr11 100095466 A G CNTN5 EX16 missense NM_014361.3 NP_055176.1 c.1927A>G p.M643V | p.Met643Val CTGxTGC + 53942 146 0 0% 93 29 23.70% NA. NA.

CC-P002 chr11 108200970 A T ATM EX50 missense NM_000051.3 NP_000042.3 c.7337A>T p.E2446V | p.Glu2446Val TGGxGTT + 472 160 0 0% 150 13 7.90% NA. NA.

CC-P002 chr11 110007448 C T ZC3H12C EX2 missense NM_033390.1 NP_203748.1 c.82C>T p.R28C | p.Arg28Cys ACAxGTA + 85463 145 0 0% 133 38 22.20% NA. NA.

CC-P002 chr11 116661245 T C APOA5 EX4E missense NM_052968.4 NP_443200.2 c.700A>G p.K234E | p.Lys234Glu GCTxCCG - 116519 48 0 0% 41 5 10.80% NA. NA.

CC-P002 chr11 117060973 C T SIDT2 EX17 missense NM_001040455.1 NP_001035545.1 c.1585C>T p.R529W | p.Arg529Trp AACxGGG + 51092 155 0 0% 151 49 24.50% NA. NA.

CC-P002 chr11 117109543 G A RNF214 EX3 missense NM_001077239.1 NP_001070707.1 c.334G>A p.V112M | p.Val112Met GATxTGG + 257160 81 0 0% 74 21 22.10% NA. NA.

CC-P002 chr11 119510606 G A PVRL1 EX6 nonsense NM_203285.1 NP_976030.1 c.1120C>T p.Q374* | p.Gln374* TCTxCTG - 5818 100 0 0% 73 14 16% NA. NA.

CC-P002 chr11 119548363 C T PVRL1 EX3 missense NM_203285.1 NP_976030.1 c.635G>A p.R212H | p.Arg212His AGGxGGT - 5818 77 0 0% 78 27 25.70% NA. NA.

CC-P002 chr11 125853800 G T CDON EX16 missense NM_016952.4 NP_058648.4 c.2962C>A p.L988M | p.Leu988Met ACAxGCA - 50937 173 0 0% 81 47 36.70% MS somatic

CC-P002 chr11 129734637 C T NFRKB EX25E missense NM_006165.3 NP_006156.2 c.3958G>A p.A1320T | p.Ala1320Thr GTGxCTG - 4798 51 0 0% 43 17 28.30% NA. NA.

CC-P002 chr12 6428031 C A PLEKHG6 EX12 missense NM_001144856.1 NP_001138328.1 c.1396C>A p.L466M | p.Leu466Met CCCxTGC + 55200 104 0 0% 104 43 29.20% NA. NA.

CC-P002 chr12 6964974 G A USP5 EX3 missense NM_001098536.1 NP_001092006.1 c.293G>A p.R98Q | p.Arg98Gln CGCxGCT + 8078 64 0 0% 75 22 22.60% NA. NA.

CC-P002 chr12 7522043 C A CD163L1 EX15 nonsense NM_174941.4 NP_777601.2 c.3949G>T p.G1317* | p.Gly1317* TTCxTTT - 283316 70 0 0% 62 10 13.80% NA. NA.

CC-P002 chr12 25249883 G T LRMP EX14 nonsense NM_006152.3 NP_006143.2 c.646G>T p.E216* | p.Glu216* CAGxAAA + 4033 197 0 0% 210 45 17.60% NA. NA.

CC-P002 chr12 25398282 C A KRAS EX2 missense NM_033360.2 NP_203524.1 c.37G>T p.G13C | p.Gly13Cys CGCxACC - 3845 133 0 0% 95 30 24% MS somatic

CC-P002 chr12 45795783 C T ANO6 EX13 missense NM_001142679.1 NP_001136151.1 c.1592C>T p.A531V | p.Ala531Val TGGxAAT + 196527 191 0 0% 177 31 14.90% NA. NA.

CC-P002 chr12 49164737 C T ADCY6 EX19 missense NM_015270.3 NP_056085.1 c.3068G>A p.R1023Q | p.Arg1023Gln AACxGCT - 112 52 0 0% 56 21 27.20% NA. NA.

CC-P002 chr12 53412686 G A EIF4B EX3 missense NM_001417.4 NP_001408.2 c.256G>A p.D86N | p.Asp86Asn ATCxACC + 1975 114 0 0% 104 25 19.30% NA. NA.

CC-P002 chr12 53609489 C T RARG EX4 missense NM_000966.5 NP_000957.1 c.274G>A p.V92M | p.Val92Met ACAxGAA - 5916 164 0 0% 164 43 20.70% NA. NA.

CC-P002 chr12 54797513 G A ITGA5 EX17 missense NM_002205.2 NP_002196.2 c.1672C>T p.R558W | p.Arg558Trp GCCxTAC - 3678 95 0 0% 94 19 16.80% NA. NA.

CC-P002 chr12 54911640 G A NCKAP1L EX13 missense NM_005337.4 NP_005328.2 c.1256G>A p.R419Q | p.Arg419Gln TCCxAAG + 3071 158 0 0% 171 38 18.10% NA. NA.

CC-P002 chr12 57957973 A C KIF5A EX4 missense NM_004984.2 NP_004975.2 c.374A>C p.E125A | p.Glu125Ala ATGxGAA + 3798 137 0 0% 139 26 15.70% NA. NA.

CC-P002 chr12 57994850 G A PIP4K2C EX8 missense NM_024779.4 NP_079055.3 c.1070G>A p.R357Q | p.Arg357Gln TCCxGAG + 79837 133 0 0% 175 42 19.30% NA. NA.

CC-P002 chr12 78531119 G A NAV3 EX19 missense NM_014903.4 NP_055718.4 c.4604G>A p.G1535D | p.Gly1535Asp CGGxCTC + 89795 200 0 0% 208 50 19.30% NA. NA.

CC-P002 chr12 85521798 C T LRRIQ1 EX18 missense NM_001079910.1 NP_001073379.1 c.4196C>T p.A1399V | p.Ala1399Val CTGxTAT + 84125 78 0 0% 59 10 14.40% NA. NA.

CC-P002 chr12 101017758 C T GAS2L3 EX10E missense NM_174942.1 NP_777602.1 c.1175C>T p.T392M | p.Thr392Met TAAxGAA + 283431 103 0 0% 95 18 15.90% NA. NA.

CC-P002 chr12 101680278 G C UTP20 EX5 missense NM_014503.2 NP_055318.2 c.506G>C p.S169T | p.Ser169Thr CCAxTAT + 27340 62 0 0% 66 14 17.50% NA. NA.

CC-P002 chr12 108051362 A G BTBD11 EX17E missense NM_001018072.1 NP_001018082.1 c.3182A>G p.E1061G | p.Glu1061Gly ACGxAGC + 121551 59 0 0% 53 10 15.80% NA. NA.

CC-P002 chr12 109971337 C T UBE3B EX27 missense NM_130466.3 NP_569733.2 c.2989C>T p.R997C | p.Arg997Cys ATCxGCT + 89910 29 0 0% 30 14 31.80% NA. NA.

CC-P002 chr12 113624796 C T C12orf52 EX3 missense NM_032848.1 NP_116237.1 c.245C>T p.T82I | p.Thr82Ile AGAxCAC + 84934 59 0 0% 83 16 16.10% NA. NA.

CC-P002 chr12 120901824 C T SRSF9 EX3 missense NM_003769.2 NP_003760.1 c.451G>A p.E151K | p.Glu151Lys ACTxGAC - 8683 188 0 0% 203 79 28% NA. NA.

CC-P002 chr12 122995721 T G RSRC2 EX7 missense NM_023012.5 NP_075388.2 c.740A>C p.K247T | p.Lys247Thr TTCxTTG - 65117 236 0 0% 222 65 22.60% NA. NA.

CC-P002 chr12 131360218 G T RAN EX6 missense NM_006325.3 NP_006316.1 c.497G>T p.R166M | p.Arg166Met CTAxGAA + 5901 249 0 0% 200 43 17.60% NA. NA.

CC-P002 chr13 29674991 G A MTUS2 EX3 missense NM_001033602.2 NP_001028774.2 c.2558G>A p.R853H | p.Arg853His CACxTCT + 23281 42 0 0% 41 8 16.30% NA. NA.

CC-P002 chr13 40175281 C T LHFP EX2 missense NM_005780.2 NP_005771.1 c.73G>A p.V25M | p.Val25Met CCAxGCA - 10186 139 0 0% 119 18 13.10% NA. NA.

CC-P002 chr13 42164843 G A VWA8 EX41 missense NM_015058.1 NP_055873.1 c.5045C>T p.A1682V | p.Ala1682Val TTGxCAT - 23078 118 0 0% 133 34 20.30% NA. NA.

CC-P002 chr13 42179327 G A VWA8 EX40 nonsense NM_015058.1 NP_055873.1 c.4963C>T p.R1655* | p.Arg1655* TTCxGAG - 23078 133 0 0% 115 20 14.80% NA. NA.

CC-P002 chr13 42764551 C T DGKH EX16 missense NM_178009.3 NP_821077.1 c.1925C>T p.P642L | p.Pro642Leu ACCxGAC + 160851 206 0 0% 149 45 23.10% NA. NA.

CC-P002 chr13 53035979 G A CKAP2 EX4 missense NM_001098525.1 NP_001091995.1 c.1021G>A p.V341I | p.Val341Ile CCCxTTG + 26586 50 0 0% 72 14 16.20% NA. NA.

CC-P002 chr13 99064185 G A FARP1 EX16 missense NM_005766.2 NP_005757.1 c.1723G>A p.A575T | p.Ala575Thr GACxCCA + 10160 126 0 0% 100 28 21.80% NA. NA.

CC-P002 chr13 101890144 A G NALCN EX12 missense NM_052867.2 NP_443099.1 c.1396T>C p.Y466H | p.Tyr466His GGTxTAC - 259232 87 0 0% 104 25 19.30% NA. NA.

CC-P002 chr13 111082290 G A COL4A2 EX8 missense NM_001846.2 NP_001837.2 c.536G>A p.R179H | p.Arg179His AGCxCGA + 1284 80 0 0% 67 19 22% NA. NA.

CC-P002 chr14 21896413 C T CHD8 EX4 missense NM_020920.3 NP_065971.2 c.379G>A p.A127T | p.Ala127Thr CAGxCTA - 57680 134 0 0% 114 33 22.40% NA. NA.

CC-P002 chr14 23346234 G A LRP10 EX7E missense NM_014045.3 NP_054764.2 c.1640G>A p.R547H | p.Arg547His GTCxTCA + 26020 66 0 0% 68 19 21.80% NA. NA.

CC-P002 chr14 24632620 G A IRF9 EX4 missense NM_006084.4 NP_006075.3 c.398G>A p.R133Q | p.Arg133Gln AGCxACA + 10379 99 0 0% 124 42 25.30% NA. NA.

CC-P002 chr14 24683542 C T NEDD8-MDP1 EX6 missense NM_001199823.1 NP_001186752.1 c.428G>A p.R143Q | p.Arg143Gln TTCxGCC - 100528064 75 0 0% 71 22 23.60% NA. NA.

CC-P002 chr14 24683542 C T MDP1 EX5 missense NM_138476.3 NP_612485.2 c.377G>A p.R126Q | p.Arg126Gln TTCxGCC - 145553 75 0 0% 71 22 23.60% NA. NA.

CC-P002 chr14 29237216 G A FOXG1 EX1E missense NM_005249.4 NP_005240.3 c.731G>A p.R244H | p.Arg244His CGCxCCA + 2290 61 0 0% 63 10 13.60% NA. NA.

CC-P002 chr14 33015600 A C AKAP6 EX4 missense NM_004274.4 NP_004265.3 c.1741A>C p.S581R | p.Ser581Arg CAGxGCA + 9472 86 0 0% 93 20 17.60% NA. NA.

CC-P002 chr14 51095079 A G ATL1 EX12 missense NM_015915.4 NP_056999.2 c.1450A>G p.T484A | p.Thr484Ala CTGxCCC + 51062 127 0 0% 113 27 19.20% NA. NA.

CC-P002 chr14 58033223 C A SLC35F4 EX7 missense NM_001206920.1 NP_001193849.1 c.1183G>T p.G395W | p.Gly395Trp TCCxAAT - 341880 191 0 0% 159 38 19.20% NA. NA.

CC-P002 chr14 64676742 G A SYNE2 EX103 missense NM_182914.2 NP_878918.2 c.18623G>A p.R6208H | p.Arg6208His ACCxCAC + 23224 76 0 0% 81 13 13.80% MS somatic

CC-P002 chr14 69890895 G A SLC39A9 EX2 missense NM_018375.4 NP_060845.2 c.181G>A p.A61T | p.Ala61Thr CATxCCC + 55334 125 0 0% 96 30 23.80% NA. NA.

CC-P002 chr14 78390807 G A ADCK1 EX8 missense NM_020421.3 NP_065154.2 c.866G>A p.R289H | p.Arg289His CACxCCA + 57143 144 0 0% 110 34 23.60% NA. NA.

CC-P002 chr14 94109920 C T UNC79 EX35 missense NM_020818.3 NP_065869.3 c.5507C>T p.A1836V | p.Ala1836Val GGGxCAT + 57578 54 0 0% 59 9 13.20% NA. NA.

CC-P002 chr14 99976500 A G CCNK EX11E missense NM_001099402.1 NP_001092872.1 c.1124A>G p.K375R | p.Lys375Arg GGAxGCC + 8812 148 0 0% 155 21 11.90% NA. NA.

CC-P002 chr14 104640582 G A KIF26A EX11 missense NM_015656.1 NP_056471.1 c.2128G>A p.A710T | p.Ala710Thr CACxCAG + 26153 169 0 0% 117 26 18.10% NA. NA.

CC-P002 chr15 31359337 C A TRPM1 EX5 missense NM_002420.5 NP_002411.3 c.481G>T p.G161C | p.Gly161Cys GGCxTCT - 4308 171 0 0% 171 40 18.90% NA. NA.

CC-P002 chr15 34028470 C T RYR3 EX49 nonsense NM_001036.3 NP_001027.3 c.7459C>T p.R2487* | p.Arg2487* CTGxGAC + 6263 130 0 0% 111 37 25% NA. NA.

CC-P002 chr15 40700168 G A IVD EX3 missense NM_002225.3 NP_002216.2 c.274G>A p.V92I | p.Val92Ile GGCxTAT + 3712 127 0 0% 130 45 25.70% NA. NA.

CC-P002 chr15 42035256 G A MGA EX15 missense NM_001164273.1 NP_001157745.1 c.5098G>A p.V1700M | p.Val1700Met GTCxTGG + 23269 162 0 0% 146 37 20.20% NA. NA.

CC-P002 chr15 42436793 C A PLA2G4F EX17 missense NM_213600.3 NP_998765.3 c.1830G>T p.R610S | p.Arg610Ser GAGxCTC - 255189 48 0 0% 41 7 14.50% NA. NA.

CC-P002 chr15 42734520 C T ZFP106 EX7 missense NM_022473.1 NP_071918.1 c.3445G>A p.A1149T | p.Ala1149Thr GTGxGGC - 64397 86 0 0% 64 21 24.70% NA. NA.

CC-P002 chr15 43525510 C A TGM5 EX13E missense NM_201631.3 NP_963925.2 c.2042G>T p.S681I | p.Ser681Ile ATGxTTG - 9333 123 0 0% 122 29 19.20% NA. NA.

CC-P002 chr15 45557785 T C SLC28A2 EX9 missense NM_004212.3 NP_004203.2 c.785T>C p.L262S | p.Leu262Ser CCTxACC + 9153 116 0 0% 93 26 21.80% NA. NA.

CC-P002 chr15 51535090 T C CYP19A1 EX3 missense NM_031226.2 NP_112503.1 c.20A>G p.N7S | p.Asn7Ser GGGxTCA - 1588 126 0 0% 68 22 24.40% NA. NA.

CC-P002 chr15 56386195 G A RFX7 EX9E missense NM_022841.5 NP_073752.5 c.3731C>T p.A1244V | p.Ala1244Val TTTxCTT - 64864 255 0 0% 237 58 19.60% NA. NA.

CC-P002 chr15 60803596 C T RORA EX5 missense NM_134261.2 NP_599023.1 c.649G>A p.A217T | p.Ala217Thr CGGxGGA - 6095 97 0 0% 85 20 19% NA. NA.

CC-P002 chr15 63904545 G A HERC1 EX77 missense NM_003922.3 NP_003913.3 c.14305C>T p.R4769W | p.Arg4769Trp CCCxCTC - 8925 195 1 0.50% 167 40 19.30% NA. NA.

CC-P002 chr15 63967221 G A HERC1 EX38 missense NM_003922.3 NP_003913.3 c.7166C>T p.T2389M | p.Thr2389Met GCCxTCA - 8925 65 0 0% 59 20 25.30% NA. NA.

CC-P002 chr15 65489347 C T CILP EX9E missense NM_003613.3 NP_003604.3 c.3277G>A p.G1093S | p.Gly1093Ser GGCxGAG - 8483 142 0 0% 120 29 19.40% NA. NA.

CC-P002 chr15 69079831 A G ANP32A EX3 missense NM_006305.3 NP_006296.1 c.248T>C p.L83S | p.Leu83Ser GCCxATA - 8125 75 0 0% 87 11 11.20% NA. NA.

CC-P002 chr15 69238082 A C SPESP1 EX2E missense NM_145658.3 NP_663633.1 c.209A>C p.K70T | p.Lys70Thr CAAxGGG + 246777 56 0 0% 45 11 19.60% NA. NA.

CC-P002 chr15 74626276 G A CCDC33 EX17 missense NM_025055.3 NP_079331.3 c.1993G>A p.A665T | p.Ala665Thr CACxCTC + 80125 93 0 0% 90 26 22.40% NA. NA.

CC-P002 chr15 77228017 A G RCN2 EX3 missense NM_002902.2 NP_002893.1 c.401A>G p.D134G | p.Asp134Gly TTGxTGA + 5955 151 0 0% 178 52 22.60% NA. NA.

CC-P002 chr16 707134 G A WDR90 EX20 missense NM_145294.4 NP_660337.3 c.2386G>A p.G796S | p.Gly796Ser GACxGCC + 197335 140 0 0% 138 21 13.20% NA. NA.

CC-P002 chr16 1392742 G A BAIAP3 EX13 missense NM_003933.4 NP_003924.2 c.1193G>A p.R398H | p.Arg398His AGCxCGG + 8938 78 0 0% 69 12 14.80% NA. NA.

CC-P002 chr16 2094713 G A NTHL1 EX3 missense NM_002528.5 NP_002519.1 c.467C>T p.A156V | p.Ala156Val CGCxCCC - 4913 205 0 0% 196 57 22.50% NA. NA.

CC-P002 chr16 2147475 G T PKD1 EX33 missense NM_001009944.2 NP_001009944.2 c.10250C>A p.T3417K | p.Thr3417Lys AGCxTTC - 5310 53 0 0% 44 20 31.20% NA. NA.

CC-P002 chr16 3644516 C T SLX4 EX10 missense NM_032444.2 NP_115820.2 c.2098G>A p.G700R | p.Gly700Arg CCCxGCT - 84464 34 0 0% 29 16 35.50% NA. NA.

CC-P002 chr16 11940391 G A RSL1D1 EX5 missense NM_015659.2 NP_056474.2 c.602C>T p.T201I | p.Thr201Ile ACTxTTC - 26156 103 0 0% 73 13 15.10% NA. NA.

CC-P002 chr16 19543838 G A CCP110 EX3 missense NM_001199022.1 NP_001185951.1 c.242G>A p.R81H | p.Arg81His CTCxTGT + 9738 83 0 0% 64 19 22.80% NA. NA.

CC-P002 chr16 28331667 G A SBK1 EX4E missense NM_001024401.2 NP_001019572.1 c.700G>A p.V234M | p.Val234Met GGCxTGG + 388228 38 0 0% 51 12 19% NA. NA.

CC-P002 chr16 28856316 C T TUFM EX4 missense NM_003321.4 NP_003312.3 c.475G>A p.G159S | p.Gly159Ser GGCxGTC - 7284 145 0 0% 108 42 28% NA. NA.

CC-P002 chr16 29756070 C T C16orf54 EX2E missense NM_175900.3 NP_787096.2 c.203G>A p.R68H | p.Arg68His GCAxGGT - 283897 66 0 0% 36 9 20% NA. NA.

CC-P002 chr16 30455704 A G SEPHS2 EX1E stop-loss NM_012248.2 NP_036380.2 c.1345T>C p.*449Rfs*? | p.*449Argfs*?CTCxCGA - 22928 142 1 0.60% 202 16 7.30% NA. NA.

CC-P002 chr16 30750977 C T SRCAP EX34E missense NM_006662.2 NP_006653.2 c.9616C>T p.R3206C | p.Arg3206Cys CAGxGCA + 10847 89 0 0% 101 15 12.90% NA. NA.

CC-P002 chr16 30783429 G A RNF40 EX19 missense NM_014771.3 NP_055586.1 c.2747G>A p.R916Q | p.Arg916Gln TGCxGCG + 9810 35 0 0% 30 8 21% NA. NA.

CC-P002 chr16 49764811 T C ZNF423 EX4 missense NM_015069.2 NP_055884.2 c.148A>G p.S50G | p.Ser50Gly GACxTGT - 23090 96 0 0% 84 23 21.40% NA. NA.

CC-P002 chr16 57103782 G A NLRC5 EX36 missense NM_032206.4 NP_115582.4 c.4534G>A p.A1512T | p.Ala1512Thr CTCxCCC + 84166 169 0 0% 186 50 21.10% Sanger somatic

CC-P002 chr16 58031082 C T ZNF319 EX2E missense NM_020807.1 NP_065858.1 c.1088G>A p.R363H | p.Arg363His GTGxGCC - 57567 23 0 0% 19 9 32.10% NA. NA.

CC-P002 chr16 58570973 G T CNOT1 EX39 missense NM_016284.4 NP_057368.3 c.5566C>A p.L1856M | p.Leu1856Met TCAxAAG - 23019 140 0 0% 108 27 20% NA. NA.

CC-P002 chr16 67354737 C T KCTD19 EX2 missense NM_001100915.1 NP_001094385.1 c.55G>A p.V19I | p.Val19Ile CTAxGTT - 146212 182 0 0% 178 31 14.80% NA. NA.

CC-P002 chr16 69318055 G T SNTB2 EX5 missense NM_006750.3 NP_006741.1 c.1253G>T p.R418M | p.Arg418Met TCAxGGT + 6645 22 0 0% 7 9 56.20% NA. NA.

CC-P002 chr16 70508091 G A FUK EX16 missense NM_145059.2 NP_659496.2 c.1837G>A p.V613I | p.Val613Ile GACxTCC + 197258 111 1 0.80% 97 15 13.30% NA. NA.

CC-P002 chr16 71703182 C T PHLPP2 EX10 missense NM_015020.2 NP_055835.2 c.1624G>A p.V542M | p.Val542Met TCAxGGG - 23035 167 0 0% 156 35 18.30% NA. NA.

CC-P002 chr16 75276825 C T BCAR1 EX3 missense NM_001170714.1 NP_001164185.1 c.314G>A p.R105H | p.Arg105His AGGxGGT - 9564 74 0 0% 51 22 30.10% NA. NA.

CC-P002 chr17 3985746 A T ZZEF1 EX17 missense NM_015113.3 NP_055928.3 c.2699T>A p.L900Q | p.Leu900Gln CACxGTG - 23140 91 0 0% 55 10 15.30% NA. NA.

CC-P002 chr17 4905888 A G KIF1C EX7 missense NM_006612.5 NP_006603.2 c.559A>G p.T187A | p.Thr187Ala GTGxCCT + 10749 92 0 0% 112 17 13.10% NA. NA.

CC-P002 chr17 5424271 G A NLRP1 EX14 missense NM_001033053.2 NP_001028225.1 c.3857C>T p.T1286I | p.Thr1286Ile GGGxTCA - 22861 121 0 0% 145 55 27.50% NA. NA.

CC-P002 chr17 7405315 G A POLR2A EX15 missense NM_000937.4 NP_000928.1 c.2446G>A p.G816R | p.Gly816Arg TACxGGC + 5430 68 0 0% 46 7 13.20% NA. NA.

CC-P002 chr17 18149529 G A FLII EX25 nonsense NM_002018.3 NP_002009.1 c.3214C>T p.Q1072* | p.Gln1072* TCTxGAT - 2314 53 0 0% 56 9 13.80% NA. NA.

CC-P002 chr17 19186773 G A EPN2 EX3 missense NM_014964.4 NP_055779.2 c.341G>A p.R114Q | p.Arg114Gln ACCxAGA + 22905 49 0 0% 41 13 24% NA. NA.

CC-P002 chr17 21319556 G A KCNJ12 EX3E missense NM_021012.4 NP_066292.2 c.902G>A p.G301D | p.Gly301Asp AAGxCAT + 3768 481 0 0% 474 41 7.90% NA. NA.

CC-P002 chr17 26694865 C T VTN EX7 missense NM_000638.3 NP_000629.3 c.1195G>A p.A399T | p.Ala399Thr TGGxGCG - 7448 77 0 0% 88 14 13.70% NA. NA.

CC-P002 chr17 26856116 C T FOXN1 EX4 missense NM_003593.2 NP_003584.2 c.704C>T p.S235L | p.Ser235Leu ACTxGCC + 8456 160 2 1.20% 89 25 21.90% NA. NA.

CC-P002 chr17 27001570 G A SUPT6H EX4 missense NM_003170.3 NP_003161.2 c.284G>A p.R95H | p.Arg95His ACCxCCT + 6830 43 0 0% 32 11 25.50% NA. NA.

CC-P002 chr17 27044011 C T RAB34 EX3 missense NM_001144943.1 NP_001138415.1 c.227G>A p.C76Y | p.Cys76Tyr AGGxACT - 83871 226 0 0% 339 23 6.30% NA. NA.

CC-P002 chr17 27580709 C T CRYBA1 EX5 missense NM_005208.4 NP_005199.2 c.409C>T p.R137C | p.Arg137Cys GGAxGCC + 1411 76 0 0% 44 20 31.20% NA. NA.

CC-P002 chr17 28618505 G A BLMH EX2 missense NM_000386.3 NP_000377.1 c.35C>T p.A12V | p.Ala12Val GCAxCTA - 642 72 0 0% 42 10 19.20% NA. NA.

CC-P002 chr17 30815044 G A CDK5R1 EX2E missense NM_003885.2 NP_003876.1 c.406G>A p.A136T | p.Ala136Thr TCCxCAG + 8851 81 0 0% 79 15 15.90% NA. NA.

CC-P002 chr17 31072245 G A MYO1D EX13 missense NM_015194.1 NP_056009.1 c.1597C>T p.R533C | p.Arg533Cys GGCxCTT - 4642 113 0 0% 110 20 15.30% NA. NA.

CC-P002 chr17 34062337 C T RASL10B EX2 missense NM_033315.3 NP_201572.1 c.134C>T p.A45V | p.Ala45Val CTGxTGT + 91608 98 0 0% 105 16 13.20% NA. NA.

CC-P002 chr17 35748640 G T C17orf78 EX7E missense NM_173625.3 NP_775896.3 c.790G>T p.A264S | p.Ala264Ser AAAxCTG + 284099 180 0 0% 161 52 24.40% NA. NA.

CC-P002 chr17 37343808 G A CACNB1 EX4 missense NM_000723.4 NP_000714.3 c.338C>T p.P113L | p.Pro113Leu GACxGAT - 782 63 0 0% 47 14 22.90% NA. NA.

CC-P002 chr17 37880220 T C ERBB2 EX19 missense NM_004448.2 NP_004439.2 c.2264T>C p.L755S | p.Leu755Ser TGTxGAG + 2064 116 0 0% 142 25 14.90% MS somatic

CC-P002 chr17 37900851 G A GRB7 EX8 missense NM_005310.3 NP_005301.2 c.847G>A p.V283M | p.Val283Met AACxTGT + 2886 74 0 0% 61 19 23.70% NA. NA.

CC-P002 chr17 39975482 G A FKBP10 EX5 missense NM_021939.3 NP_068758.3 c.748G>A p.A250T | p.Ala250Thr CAGxCCT + 60681 300 0 0% 222 83 27.20% NA. NA.

CC-P002 chr17 40010224 T C KLHL11 EX2E missense NM_018143.1 NP_060613.1 c.1895A>G p.Y632C | p.Tyr632Cys CGGxAGG - 55175 174 0 0% 119 23 16.10% NA. NA.

CC-P002 chr17 40133984 C T DNAJC7 EX12 missense NM_003315.3 NP_003306.3 c.1273G>A p.E425K | p.Glu425Lys TCTxCTC - 7266 63 0 0% 40 13 24.50% NA. NA.

CC-P002 chr17 42254195 G A ASB16 EX3 missense NM_080863.4 NP_543139.4 c.659G>A p.R220H | p.Arg220His CGCxCGG + 92591 25 0 0% 32 8 20% NA. NA.

CC-P002 chr17 42745150 A T C17orf104 EX5 missense NM_001145080.2 NP_001138552.2 c.1871A>T p.K624M | p.Lys624Met CAAxGCA + 284071 147 0 0% 105 21 16.60% NA. NA.

CC-P002 chr17 48559701 C T RSAD1 EX4 missense NM_018346.1 NP_060816.1 c.724C>T p.R242W | p.Arg242Trp CAGxGGG + 55316 39 0 0% 48 6 11.10% NA. NA.

CC-P002 chr17 55062742 G T SCPEP1 EX3 missense NM_021626.2 NP_067639.1 c.229G>T p.G77C | p.Gly77Cys GGCxGTC + 59342 100 0 0% 79 13 14.10% NA. NA.

CC-P002 chr17 62038665 G A SCN4A EX11 missense NM_000334.4 NP_000325.4 c.1733C>T p.P578L | p.Pro578Leu AACxGGT - 6329 235 0 0% 211 73 25.70% NA. NA.

CC-P002 chr17 63049839 C A GNA13 EX2 missense NM_006572.4 NP_006563.2 c.291G>T p.R97S | p.Arg97Ser CACxCTC - 10672 78 0 0% 73 12 14.10% NA. NA.

CC-P002 chr17 72470740 C A CD300A EX3 missense NM_007261.3 NP_009192.2 c.449C>A p.P150H | p.Pro150His CACxTGT + 11314 114 0 0% 82 26 24% NA. NA.

CC-P002 chr17 73274395 C T SLC25A19 EX6 missense NM_021734.4 NP_068380.3 c.481G>A p.A161T | p.Ala161Thr CGGxGTG - 60386 205 0 0% 211 55 20.60% NA. NA.

CC-P002 chr17 78263536 G A RNF213 EX6 missense NM_001256071.1 NP_001243000.1 c.1012G>A p.D338N | p.Asp338Asn GAAxACC + 57674 38 0 0% 38 12 24% NA. NA.

CC-P002 chr17 78313293 T C RNF213 EX26 missense NM_001256071.1 NP_001243000.1 c.5126T>C p.L1709P | p.Leu1709Pro AGCxGGT + 57674 115 0 0% 73 18 19.70% NA. NA.

CC-P002 chr18 12325845 G A TUBB6 EX4E missense NM_032525.1 NP_115914.1 c.1057G>A p.V353M | p.Val353Met GCCxTGT + 84617 92 0 0% 89 32 26.40% NA. NA.

CC-P002 chr18 12358856 C T AFG3L2 EX8 missense NM_006796.2 NP_006787.2 c.839G>A p.R280Q | p.Arg280Gln GTCxGGC - 10939 102 0 0% 95 28 22.70% NA. NA.

CC-P002 chr18 21136301 C T NPC1 EX8 missense NM_000271.4 NP_000262.2 c.1232G>A p.R411Q | p.Arg411Gln GCCxGGA - 4864 163 0 0% 140 52 27% NA. NA.

CC-P002 chr18 28648870 C T DSC2 EX15 missense NM_004949.3 NP_004940.1 c.2498G>A p.R833H | p.Arg833His AGAxGGG - 1824 111 0 0% 73 17 18.80% NA. NA.

CC-P002 chr18 39537575 G T PIK3C3 EX2 missense NM_002647.2 NP_002638.2 c.109G>T p.A37S | p.Ala37Ser AAAxCTG + 5289 153 0 0% 141 40 22% NA. NA.

CC-P002 chr18 43319192 G A SLC14A1 EX7 missense NM_015865.6 NP_056949.4 c.728G>A p.G243D | p.Gly243Asp GGGxCAT + 6563 132 0 0% 112 23 17% NA. NA.

CC-P002 chr18 47373627 G A MYO5B EX33 missense NM_001080467.2 NP_001073936.1 c.4348C>T p.R1450C | p.Arg1450Cys GGCxCTT - 4645 222 0 0% 184 50 21.30% NA. NA.

CC-P002 chr18 56204378 G T ALPK2 EX5 missense NM_052947.3 NP_443179.3 c.3041C>A p.A1014D | p.Ala1014Asp GTGxCAA - 115701 74 0 0% 71 16 18.30% NA. NA.

CC-P002 chr18 65178845 C T DSEL EX2E missense NM_032160.2 NP_115536.1 c.3031G>A p.V1011M | p.Val1011Met GCAxAGG - 92126 89 0 0% 96 23 19.30% NA. NA.

CC-P002 chr18 65180075 C A DSEL EX2E nonsense NM_032160.2 NP_115536.1 c.1801G>T p.E601* | p.Glu601* CTTxTTG - 92126 106 0 0% 86 28 24.50% NA. NA.

CC-P002 chr19 308618 C T MIER2 EX12 missense NM_017550.1 NP_060020.1 c.1157G>A p.R386H | p.Arg386His GGAxGGC - 54531 30 0 0% 17 8 32% NA. NA.

CC-P002 chr19 1043357 G T ABCA7 EX9 missense NM_019112.3 NP_061985.2 c.815G>T p.G272V | p.Gly272Val TTGxAGC + 10347 50 0 0% 32 14 30.40% NA. NA.

CC-P002 chr19 1081598 G A HMHA1 EX18 missense NM_001258328.1 NP_001245257.1 c.2288G>A p.C763Y | p.Cys763Tyr AGTxCGG + 23526 33 0 0% 31 14 31.10% NA. NA.



CC-P002 chr19 1112464 G A SBNO2 EX21 missense NM_014963.2 NP_055778.2 c.2452C>T p.R818W | p.Arg818Trp GCCxCTG - 22904 84 0 0% 80 30 27.20% NA. NA.

CC-P002 chr19 1979059 C T CSNK1G2 EX6 missense NM_001319.6 NP_001310.3 c.649C>T p.R217C | p.Arg217Cys GCGxGCT + 1455 65 0 0% 45 12 21% NA. NA.

CC-P002 chr19 2129381 G A AP3D1 EX7 missense NM_001261826.1 NP_001248755.1 c.668C>T p.P223L | p.Pro223Leu AGCxGGG - 8943 55 0 0% 51 13 20.30% NA. NA.

CC-P002 chr19 2853604 G T ZNF555 EX4E missense NM_152791.4 NP_690004.4 c.1541G>T p.G514V | p.Gly514Val GTGxGAA + 148254 220 0 0% 218 72 24.80% NA. NA.

CC-P002 chr19 4719896 C T DPP9 EX3 missense NM_139159.4 NP_631898.3 c.23G>A p.R8H | p.Arg8His AGGxGCA - 91039 104 0 0% 62 15 19.40% NA. NA.

CC-P002 chr19 5119857 G A KDM4B EX11 missense NM_015015.2 NP_055830.1 c.1309G>A p.A437T | p.Ala437Thr GGCxCAG + 23030 42 0 0% 33 13 28.20% NA. NA.

CC-P002 chr19 7625955 T C PNPLA6 EX33 missense NM_006702.4 NP_006693.3 c.3758T>C p.I1253T | p.Ile1253Thr GGAxTGA + 10908 143 0 0% 84 10 10.60% NA. NA.

CC-P002 chr19 8376450 G A NDUFA7 EX4E missense NM_005001.3 NP_004992.2 c.281C>T p.A94V | p.Ala94Val ACCxCCT - 4701 90 0 0% 82 28 25.40% NA. NA.

CC-P002 chr19 9325052 C T OR7D4 EX1E nonsense NM_001005191.2 NP_001005191.1 c.462G>A p.W154* | p.Trp154* GAAxCAG - 125958 57 0 0% 69 18 20.60% NA. NA.

CC-P002 chr19 10265416 G A DNMT1 EX21 missense NM_001130823.1 NP_001124295.1 c.1678C>T p.R560C | p.Arg560Cys AGCxGTT - 1786 79 0 0% 36 9 20% NA. NA.

CC-P002 chr19 11453547 C T TMEM205 EX3E missense NM_198536.2 NP_940938.1 c.514G>A p.V172I | p.Val172Ile GGAxGCA - 374882 70 0 0% 104 28 21.20% NA. NA.

CC-P002 chr19 12187907 G A ZNF844 EX4E missense NM_001136501.1 NP_001129973.1 c.1972G>A p.V658I | p.Val658Ile TTCxTAG + 284391 57 0 0% 29 6 17.10% NA. NA.

CC-P002 chr19 12875653 C T HOOK2 EX20 missense NM_013312.2 NP_037444.2 c.1802G>A p.R601H | p.Arg601His CGGxGGT - 29911 102 0 0% 75 14 15.70% NA. NA.

CC-P002 chr19 15794482 G A CYP4F12 EX7 missense NM_023944.3 NP_076433.3 c.827G>A p.R276H | p.Arg276His GTCxCAC + 66002 94 0 0% 75 12 13.70% NA. NA.

CC-P002 chr19 17330090 G A USE1 EX7 missense NM_018467.3 NP_060937.1 c.491G>A p.R164Q | p.Arg164Gln AGCxACA + 55850 142 0 0% 103 39 27.40% NA. NA.

CC-P002 chr19 36210914 G A MLL4 EX3 missense NM_014727.1 NP_055542.1 c.665G>A p.R222Q | p.Arg222Gln GACxGCC + 9757 52 0 0% 41 20 32.70% NA. NA.

CC-P002 chr19 36216630 C A MLL4 EX13 missense NM_014727.1 NP_055542.1 c.3796C>A p.L1266M | p.Leu1266Met CTCxTGG + 9757 184 0 0% 279 62 18.10% NA. NA.

CC-P002 chr19 37038558 T C ZNF529 EX6E missense NM_001145649.1 NP_001139121.1 c.902A>G p.Q301R | p.Gln301Arg TTCxGAT - 57711 212 0 0% 191 59 23.60% NA. NA.

CC-P002 chr19 38796044 G A YIF1B EX8E missense NM_001039672.2 NP_001034761.1 c.893C>T p.A298V | p.Ala298Val GCCxCCA - 90522 67 0 0% 56 14 20% NA. NA.

CC-P002 chr19 38800274 C T YIF1B EX2 missense NM_001039672.2 NP_001034761.1 c.68G>A p.R23Q | p.Arg23Gln CTCxGCT - 90522 34 0 0% 27 14 34.10% NA. NA.

CC-P002 chr19 38948872 G A RYR1 EX18 missense NM_000540.2 NP_000531.2 c.2107G>A p.G703S | p.Gly703Ser GGCxGCA + 6261 121 0 0% 79 21 21% MS somatic

CC-P002 chr19 38991502 C T RYR1 EX47 missense NM_000540.2 NP_000531.2 c.7486C>T p.P2496S | p.Pro2496Ser GTGxCGG + 6261 62 0 0% 33 21 38.80% MS somatic

CC-P002 chr19 39760176 A G IL28A EX4 missense NM_172138.1 NP_742150.1 c.319A>G p.K107E | p.Lys107Glu CTGxAGG + 282616 32 0 0% 37 5 11.90% NA. NA.

CC-P002 chr19 39963908 C T SUPT5H EX23 missense NM_003169.3 NP_003160.2 c.2324C>T p.T775M | p.Thr775Met AGAxGCC + 6829 63 0 0% 48 13 21.30% NA. NA.

CC-P002 chr19 41066224 G A SPTBN4 EX27 missense NM_020971.2 NP_066022.2 c.5830G>A p.A1944T | p.Ala1944Thr GACxCCC + 57731 184 0 0% 146 40 21.50% NA. NA.

CC-P002 chr19 41096163 C T SHKBP1 EX16 missense NM_138392.3 NP_612401.2 c.1603C>T p.R535C | p.Arg535Cys GTGxGCT + 92799 47 0 0% 38 11 22.40% NA. NA.

CC-P002 chr19 41383846 G A CYP2A7 EX6 missense NM_000764.2 NP_000755.2 c.884C>T p.T295M | p.Thr295Met AACxTGC - 1549 135 0 0% 113 27 19.20% NA. NA.

CC-P002 chr19 47422830 C T ARHGAP35 EX1 nonsense NM_004491.4 NP_004482.4 c.898C>T p.Q300* | p.Gln300* ATGxAGG + 2909 147 1 0.60% 150 64 29.90% NA. NA.

CC-P002 chr19 47773933 C T CCDC9 EX10 missense NM_015603.2 NP_056418.1 c.1073C>T p.P358L | p.Pro358Leu CGCxCAG + 26093 68 0 0% 67 21 23.80% NA. NA.

CC-P002 chr19 48725076 G A CARD8 EX11 missense NM_001184902.1 NP_001171831.1 c.1072C>T p.R358C | p.Arg358Cys GGCxCAC - 22900 83 0 0% 64 14 17.90% NA. NA.

CC-P002 chr19 51728545 G A CD33 EX2 missense NM_001772.3 NP_001763.3 c.109G>A p.V37I | p.Val37Ile TGCxTCC + 945 72 0 0% 62 9 12.60% NA. NA.

CC-P002 chr19 52084764 G A ZNF175 EX3 missense NM_007147.2 NP_009078.1 c.193G>A p.A65T | p.Ala65Thr TTCxCAG + 7728 122 0 0% 112 19 14.50% NA. NA.

CC-P002 chr19 52497238 C T ZNF615 EX7E missense NM_001199324.1 NP_001186253.1 c.1124G>A p.R375Q | p.Arg375Gln GTTxGAT - 284370 117 0 0% 70 41 36.90% NA. NA.

CC-P002 chr19 53303099 C T ZNF28 EX4E missense NM_006969.3 NP_008900.3 c.1999G>A p.E667K | p.Glu667Lys ATTxATT - 7576 57 0 0% 26 12 31.50% NA. NA.

CC-P002 chr19 54314210 C T NLRP12 EX3 missense NM_144687.2 NP_653288.1 c.703G>A p.A235T | p.Ala235Thr CCGxCCA - 91662 185 0 0% 148 15 9.20% NA. NA.

CC-P002 chr19 54314371 C T NLRP12 EX3 missense NM_144687.2 NP_653288.1 c.542G>A p.R181Q | p.Arg181Gln CCCxGGC - 91662 281 0 0% 145 52 26.30% NA. NA.

CC-P002 chr19 57744019 G A AURKC EX4 missense NM_001015879.1 NP_001015879.1 c.349G>A p.E117K | p.Glu117Lys AGCxAGA + 6795 122 0 0% 120 22 15.40% NA. NA.

CC-P002 chr19 57795934 G A ZNF460 EX2 missense NM_006635.3 NP_006626.3 c.46G>A p.E16K | p.Glu16Lys TTCxAGG + 10794 206 2 0.90% 162 42 20.50% NA. NA.

CC-P002 chr19 58864360 G A A1BG EX3 missense NM_130786.3 NP_570602.2 c.274C>T p.R92C | p.Arg92Cys AGCxGTA - 1 51 1 1.90% 61 13 17.50% NA. NA.

CC-P002 chr20 1218692 G T RAD21L1 EX6 missense NM_001136566.2 NP_001130038.2 c.480G>T p.E160D | p.Glu160Asp GGAxGAA + 642636 134 0 0% 111 30 21.20% NA. NA.

CC-P002 chr20 2819313 A C PCED1A EX5 missense NM_022760.4 NP_073597.2 c.523T>G p.S175A | p.Ser175Ala AGGxGTC - 64773 166 0 0% 167 47 21.90% NA. NA.

CC-P002 chr20 20596790 C T RALGAPA2 EX13 missense NM_020343.3 NP_065076.2 c.1585G>A p.A529T | p.Ala529Thr CAGxACA - 57186 160 1 0.60% 149 21 12.30% NA. NA.

CC-P002 chr20 24646099 G A SYNDIG1 EX4E missense NM_024893.1 NP_079169.1 c.736G>A p.V246M | p.Val246Met GCCxTGG + 79953 177 0 0% 205 14 6.30% NA. NA.

CC-P002 chr20 40101985 A G CHD6 EX17 missense NM_032221.3 NP_115597.3 c.2641T>C p.W881R | p.Trp881Arg TCCxGTC - 84181 168 0 0% 149 48 24.30% NA. NA.

CC-P002 chr20 47734474 G A STAU1 EX11 missense NM_017453.2 NP_059347.2 c.1349C>T p.T450M | p.Thr450Met ACCxTGG - 6780 67 0 0% 38 18 32.10% NA. NA.

CC-P002 chr20 49177906 C T PTPN1 EX2 nonsense NM_002827.2 NP_002818.1 c.70C>T p.R24* | p.Arg24* ATCxGAC + 5770 69 0 0% 77 12 13.40% NA. NA.

CC-P002 chr20 51870643 C T TSHZ2 EX2 nonsense NM_173485.5 NP_775756.3 c.646C>T p.R216* | p.Arg216* TTCxGAT + 128553 320 0 0% 356 61 14.60% NA. NA.

CC-P002 chr20 52583512 G A BCAS1 EX9 missense NM_003657.2 NP_003648.2 c.1283C>T p.T428I | p.Thr428Ile TCTxTGG - 8537 191 0 0% 173 47 21.30% NA. NA.

CC-P002 chr20 62577866 C T UCKL1 EX2 missense NM_017859.3 NP_060329.2 c.244G>A p.A82T | p.Ala82Thr CGGxGGT - 54963 128 0 0% 121 36 22.90% NA. NA.

CC-P002 chr21 30319836 C T LTN1 EX19 missense NM_015565.2 NP_056380.2 c.3575G>A p.C1192Y | p.Cys1192Tyr ATAxATT - 26046 133 0 0% 158 28 15% NA. NA.

CC-P002 chr21 32185460 C T KRTAP8-1 EX1E missense NM_175857.3 NP_787053.1 c.79G>A p.V27I | p.Val27Ile CAAxGCT - 337879 118 0 0% 97 21 17.70% NA. NA.

CC-P002 chr21 33951069 G A TCP10L EX4 missense NM_144659.5 NP_653260.1 c.433C>T p.H145Y | p.His145Tyr TGTxGCC - 140290 267 0 0% 220 47 17.60% NA. NA.

CC-P002 chr21 45953667 C T TSPEAR EX3 missense NM_144991.2 NP_659428.2 c.443G>A p.R148H | p.Arg148His CTGxGGA - 54084 178 0 0% 160 26 13.90% NA. NA.

CC-P002 chr22 17590645 C T IL17RA EX13E missense NM_014339.5 NP_055154.3 c.2536C>T p.R846C | p.Arg846Cys TTCxGCC + 23765 94 0 0% 99 20 16.80% NA. NA.

CC-P002 chr22 18220803 C T BID EX5 missense NM_197966.2 NP_932070.1 c.694G>A p.V232M | p.Val232Met TCAxGTA - 637 159 0 0% 106 18 14.50% NA. NA.

CC-P002 chr22 35820196 G A MCM5 EX17E missense NM_006739.3 NP_006730.2 c.2153G>A p.R718H | p.Arg718His GGCxCGG + 4174 36 0 0% 38 10 20.80% NA. NA.

CC-P002 chr22 40661762 G T TNRC6B EX5 nonsense NM_001162501.1 NP_001155973.1 c.1528G>T p.E510* | p.Glu510* GGAxAAT + 23112 106 0 0% 120 39 24.50% NA. NA.

CC-P002 chr22 41634529 G A CHADL EX3 missense NM_138481.1 NP_612490.1 c.547C>T p.R183C | p.Arg183Cys CGCxCAG - 150356 28 0 0% 25 8 24.20% NA. NA.

CC-P002 chr22 43575922 T C TTLL12 EX4 missense NM_015140.3 NP_055955.1 c.631A>G p.T211A | p.Thr211Ala CCGxGGC - 23170 26 0 0% 18 5 21.70% NA. NA.

CC-P002 chr22 43576902 G A TTLL12 EX3 missense NM_015140.3 NP_055955.1 c.392C>T p.A131V | p.Ala131Val CGCxCGT - 23170 86 0 0% 83 24 22.40% NA. NA.

CC-P002 chr22 44681360 G A KIAA1644 EX4 missense NM_001099294.1 NP_001092764.1 c.547C>T p.R183W | p.Arg183Trp CCCxCAA - 85352 44 0 0% 31 8 20.50% NA. NA.

CC-P002 chr22 46859852 C T CELSR1 EX2 missense NM_014246.1 NP_055061.1 c.3935G>A p.C1312Y | p.Cys1312Tyr TCGxAGG - 9620 162 0 0% 98 37 27.40% MS somatic

CC-P002 chr22 50832389 G A PPP6R2 EX3 missense NM_001242898.1 NP_001229827.1 c.52G>A p.D18N | p.Asp18Asn CTGxACA + 9701 136 0 0% 80 23 22.30% NA. NA.

CC-P002 chrX 1714310 G A AKAP17A EX3 missense NM_005088.2 NP_005079.2 c.796G>A p.A266T | p.Ala266Thr GATxCCT + 8227 87 0 0% 48 9 15.70% NA. NA.

CC-P002 chrX 10450610 C T MID1 EX5 missense NM_033290.3 NP_150632.1 c.923G>A p.R308Q | p.Arg308Gln GACxGCT - 4281 56 0 0% 35 6 14.60% NA. NA.

CC-P002 chrX 13778657 G A OFD1 EX16 missense NM_003611.2 NP_003602.1 c.2078G>A p.G693E | p.Gly693Glu TTGxAGA + 8481 38 0 0% 31 11 26.10% NA. NA.

CC-P002 chrX 18936847 G A PHKA2 EX19 missense NM_000292.2 NP_000283.1 c.2089C>T p.R697W | p.Arg697Trp CCCxCGT - 5256 70 0 0% 62 11 15% NA. NA.

CC-P002 chrX 29973261 G A IL1RAPL1 EX11E missense NM_014271.3 NP_055086.1 c.1415G>A p.R472Q | p.Arg472Gln AGCxGCT + 11141 70 0 0% 84 10 10.60% NA. NA.

CC-P002 chrX 34961541 G A FAM47B EX1E missense NM_152631.2 NP_689844.2 c.593G>A p.R198H | p.Arg198His CCCxTCT + 170062 46 0 0% 46 12 20.60% NA. NA.

CC-P002 chrX 41333469 C T NYX EX2E missense NM_022567.2 NP_072089.1 c.763C>T p.R255C | p.Arg255Cys CGGxGCC + 60506 98 0 0% 79 33 29.40% NA. NA.

CC-P002 chrX 44928912 C T KDM6A EX17 missense NM_021140.2 NP_066963.2 c.2012C>T p.A671V | p.Ala671Val AGGxAGC + 7403 82 0 0% 70 29 29.20% NA. NA.

CC-P002 chrX 47102871 C T USP11 EX13 missense NM_004651.3 NP_004642.2 c.1789C>T p.R597C | p.Arg597Cys GAGxGCA + 8237 134 0 0% 111 33 22.90% NA. NA.

CC-P002 chrX 47424198 G A ARAF EX4 missense NM_001654.4 NP_001645.1 c.203G>A p.R68Q | p.Arg68Gln GACxAAA + 369 116 0 0% 119 43 26.50% NA. NA.

CC-P002 chrX 48418377 C T TBC1D25 EX6E missense NM_002536.2 NP_002527.1 c.1081C>T p.R361C | p.Arg361Cys AAAxGCC + 4943 100 0 0% 77 18 18.90% NA. NA.

CC-P002 chrX 49142965 G A PPP1R3F EX4E missense NM_033215.4 NP_149992.3 c.1813G>A p.G605R | p.Gly605Arg TCCxGGG + 89801 43 0 0% 37 9 19.50% NA. NA.

CC-P002 chrX 52896128 G A XAGE3 EX2 missense NM_133179.2 NP_573440.1 c.37C>T p.P13S | p.Pro13Ser TCGxCCT - 170626 198 0 0% 165 36 17.90% NA. NA.

CC-P002 chrX 53457578 C T RIBC1 EX7 missense NM_001031745.2 NP_001026915.1 c.898C>T p.R300C | p.Arg300Cys CACxGTC + 158787 211 0 0% 170 62 26.70% NA. NA.

CC-P002 chrX 53619486 G A HUWE1 EX33 nonsense NM_031407.5 NP_113584.3 c.3844C>T p.R1282* | p.Arg1282* CTCxGAG - 10075 346 0 0% 294 80 21.30% MS somatic

CC-P002 chrX 64749093 G A LAS1L EX6 missense NM_031206.4 NP_112483.1 c.845C>T p.T282M | p.Thr282Met ACCxTAA - 81887 158 0 0% 86 27 23.80% NA. NA.

CC-P002 chrX 66937337 G A AR EX5 missense NM_000044.3 NP_000035.2 c.2191G>A p.V731M | p.Val731Met CACxTGG + 367 184 0 0% 134 40 22.90% NA. NA.

CC-P002 chrX 70389312 T C NLGN3 EX7E missense NM_018977.3 NP_061850.2 c.1852T>C p.F618L | p.Phe618Leu ATGxTCC + 54413 82 0 0% 83 13 13.50% NA. NA.

CC-P002 chrX 80064542 C T BRWD3 IVS2 splice-3 NM_153252.4 NP_694984.4 c.91-1G>A . CACxTGA - 254065 62 0 0% 35 11 23.90% NA. NA.

CC-P002 chrX 86873094 G A KLHL4 EX4 missense NM_019117.4 NP_061990.2 c.887G>A p.C296Y | p.Cys296Tyr GCTxTAC + 56062 245 0 0% 191 44 18.70% NA. NA.

CC-P002 chrX 92928123 T C NAP1L3 EX1E missense NM_004538.5 NP_004529.2 c.181A>G p.S61G | p.Ser61Gly TGCxGCT - 4675 83 0 0% 55 7 11.20% NA. NA.

CC-P002 chrX 103359368 G A ZCCHC18 EX3E missense NM_001143978.1 NP_001137450.1 c.566G>A p.R189H | p.Arg189His TGCxCTT + 644353 151 0 0% 107 16 13% NA. NA.

CC-P002 chrX 108641882 C T GUCY2F EX11 missense NM_001522.2 NP_001513.2 c.2171G>A p.S724N | p.Ser724Asn CTGxTGC - 2986 41 0 0% 12 10 45.40% NA. NA.

CC-P002 chrX 123519884 G A TENM1 EX28 missense NM_014253.3 NP_055068.2 c.5698C>T p.R1900C | p.Arg1900Cys AACxCCG - 10178 389 1 0.20% 359 83 18.70% NA. NA.

CC-P002 chrX 125299006 A C DCAF12L2 EX1E missense NM_001013628.2 NP_001013650.1 c.902T>G p.I301S | p.Ile301Ser CTGxTGG - 340578 208 0 0% 209 19 8.30% NA. NA.

CC-P002 chrX 130419221 C T IGSF1 EX5 missense NM_001170961.1 NP_001164432.1 c.599G>A p.R200H | p.Arg200His GTGxGGC - 3547 73 0 0% 39 12 23.50% NA. NA.

CC-P002 chrX 153175303 C T ARHGAP4 EX19 missense NM_001666.4 NP_001657.3 c.2306G>A p.R769Q | p.Arg769Gln CCCxGCC - 393 24 0 0% 21 6 22.20% NA. NA.

CC-P002 chrX 153699453 C T PLXNA3 EX31 missense NM_017514.3 NP_059984.2 c.5162C>T p.P1721L | p.Pro1721Leu TGCxGCT + 55558 69 0 0% 63 10 13.60% NA. NA.

CC-P002 chrX 154159420 A G F8 EX14 missense NM_000132.3 NP_000123.1 c.2645T>C p.L882P | p.Leu882Pro CCCxGTT - 2157 120 0 0% 98 21 17.60% NA. NA.

CC-P003 chr1 3644245 G A TP73 EX8 missense NM_005427.3 NP_005418.1 c.896G>A p.G299D | p.Gly299Asp CTGxCCG + 7161 145 0 0% 23 100 81.30% NA. NA.

CC-P003 chr1 60331639 A G HOOK1 EX19 missense NM_015888.4 NP_056972.1 c.1840A>G p.R614G | p.Arg614Gly GCCxGAA + 51361 78 0 0% 62 8 11.40% NA. NA.

CC-P003 chr1 150445380 G A RPRD2 EX11E missense NM_015203.3 NP_056018.2 c.3956G>A p.G1319E | p.Gly1319Glu CAGxGGC + 23248 72 0 0% 32 15 31.90% NA. NA.

CC-P003 chr1 155167951 A G THBS3 EX18 missense NM_007112.4 NP_009043.1 c.2135T>C p.L712P | p.Leu712Pro TCCxGGG - 7059 53 0 0% 51 14 21.50% NA. NA.

CC-P003 chr1 159863002 C G CCDC19 EX2 missense NM_012337.2 NP_036469.2 c.97G>C p.E33Q | p.Glu33Gln CCTxAGA - 25790 201 0 0% 123 99 44.50% NA. NA.

CC-P003 chr1 171560815 G C PRRC2C EX34E missense NM_015172.3 NP_055987.2 c.8283G>C p.Q2761H | p.Gln2761His CCAxAAA + 23215 150 0 0% 65 39 37.50% NA. NA.

CC-P003 chr1 176564289 T C PAPPA2 EX3 missense NM_020318.2 NP_064714.2 c.1549T>C p.W517R | p.Trp517Arg TACxGGC + 60676 195 1 0.50% 234 13 5.20% MS No mutation

CC-P003 chr1 186022119 C G HMCN1 EX43 missense NM_031935.2 NP_114141.2 c.6613C>G p.Q2205E | p.Gln2205Glu ACTxAAC + 83872 209 0 0% 102 58 36.20% Sanger somatic

CC-P003 chr2 17998164 C T MSGN1 EX1E missense NM_001105569.1 NP_001099039.1 c.379C>T p.R127W | p.Arg127Trp AGGxGGA + 343930 229 0 0% 98 99 50.20% NA. NA.

CC-P003 chr2 31167788 A G GALNT14 EX9 missense NM_001253826.1 NP_001240755.1 c.778T>C p.F260L | p.Phe260Leu GGAxGTG - 79623 33 0 0% 38 5 11.60% NA. NA.

CC-P003 chr2 140992404 G A LRP1B EX90 missense NM_018557.2 NP_061027.2 c.13610C>T p.A4537V | p.Ala4537Val GGCxCTG - 53353 91 0 0% 79 40 33.60% MS somatic

CC-P003 chr2 186666046 G T FSIP2 EX17 nonsense NM_173651.2 NP_775922.2 c.12280G>T p.E4094* | p.Glu4094* AATxAGA + 401024 126 0 0% 92 51 35.60% NA. NA.

CC-P003 chr2 207174173 C G ZDBF2 EX5E missense NM_020923.1 NP_065974.1 c.4921C>G p.Q1641E | p.Gln1641Glu TCAxAAG + 57683 159 0 0% 88 75 46% NA. NA.

CC-P003 chr2 210837802 G C UNC80 EX55 missense NM_032504.1 NP_115893.1 c.8197G>C p.E2733Q | p.Glu2733Gln CTGxAGC + 285175 70 0 0% 64 40 38.40% NA. NA.

CC-P003 chr2 223489058 G C FARSB EX12 missense NM_005687.3 NP_005678.3 c.1103C>G p.A368G | p.Ala368Gly GCTxCAT - 10056 130 0 0% 34 63 64.90% NA. NA.

CC-P003 chr2 225706543 G C DOCK10 EX23 nonsense NM_014689.2 NP_055504.2 c.2639C>G p.S880* | p.Ser880* TTTxAGG - 55619 173 0 0% 50 55 52.30% NA. NA.

CC-P003 chr3 9495536 C G SETD5 EX17 missense NM_001080517.1 NP_001073986.1 c.2460C>G p.I820M | p.Ile820Met TATxTGC + 55209 117 0 0% 20 62 75.60% NA. NA.

CC-P003 chr3 73111619 G T EBLN2 EX1E missense NM_018029.3 NP_060499.3 c.387G>T p.L129F | p.Leu129Phe CTTxTGT + 55096 189 0 0% 36 66 64.70% NA. NA.

CC-P003 chr3 100455429 G C TFG EX6 missense NM_001007565.2 NP_001007566.1 c.590G>C p.S197T | p.Ser197Thr CCAxTGC + 10342 41 0 0% 43 5 10.40% MS No mutation

CC-P003 chr3 121489254 G C IQCB1 EX15E missense NM_001023570.2 NP_001018864.2 c.1735C>G p.P579A | p.Pro579Ala TTGxAAC - 9657 167 0 0% 286 23 7.40% NA. NA.

CC-P003 chr3 139297816 C T NMNAT3 EX3 missense NM_178177.3 NP_835471.1 c.80G>A p.R27Q | p.Arg27Gln ACTxGGT - 349565 89 0 0% 71 32 31% NA. NA.

CC-P003 chr3 149613311 G A RNF13 EX6 missense NM_007282.4 NP_009213.1 c.373G>A p.D125N | p.Asp125Asn GTTxATT + 11342 99 0 0% 87 30 25.60% NA. NA.

CC-P003 chr4 48591829 C G FRYL EX18 missense NM_015030.1 NP_055845.1 c.1573G>C p.E525Q | p.Glu525Gln CTTxTTT - 285527 120 1 0.80% 96 51 34.60% NA. NA.

CC-P003 chr4 95173970 G A SMARCAD1 EX9 missense NM_001128430.1 NP_001121902.1 c.1093G>A p.D365N | p.Asp365Asn TCTxATG + 56916 151 0 0% 88 59 40.10% NA. NA.

CC-P003 chr5 94230502 G A MCTP1 EX11 missense NM_024717.4 NP_078993.4 c.1691C>T p.T564M | p.Thr564Met TGCxTCT - 79772 303 0 0% 284 52 15.40% NA. NA.

CC-P003 chr5 134343662 G A CATSPER3 EX4 missense NM_178019.2 NP_821138.1 c.508G>A p.V170M | p.Val170Met GCCxTGG + 347732 55 0 0% 24 22 47.80% NA. NA.

CC-P003 chr5 138654693 C T MATR3 EX11 missense NM_199189.2 NP_954659.1 c.1405C>T p.H469Y | p.His469Tyr GTTxATT + 9782 69 0 0% 34 15 30.60% NA. NA.

CC-P003 chr5 140871047 C A PCDHGC5 EX1 missense NM_018929.2 NP_061752.1 c.2240C>A p.P747H | p.Pro747His GCCxCAA + 56097 117 0 0% 102 16 13.50% NA. NA.

CC-P003 chr5 172197201 G C DUSP1 EX2 missense NM_004417.3 NP_004408.1 c.476C>G p.S159C | p.Ser159Cys CCAxATT - 1843 160 0 0% 80 41 33.80% NA. NA.

CC-P003 chr6 37247316 C T TBC1D22B EX3 missense NM_017772.2 NP_060242.2 c.350C>T p.T117M | p.Thr117Met CAAxGAC + 55633 72 0 0% 49 46 48.40% NA. NA.

CC-P003 chr6 44248124 C T TCTE1 EX5E missense NM_182539.3 NP_872345.2 c.1300G>A p.G434S | p.Gly434Ser CACxGTC - 202500 393 0 0% 180 90 33.30% NA. NA.

CC-P003 chr6 108204241 C A SEC63 EX17 missense NM_007214.4 NP_009145.1 c.1784G>T p.R595I | p.Arg595Ile TCTxTGT - 11231 192 0 0% 115 55 32.30% NA. NA.

CC-P003 chr6 132198300 C T ENPP1 EX18 missense NM_006208.2 NP_006199.2 c.1892C>T p.S631L | p.Ser631Leu CTTxGGT + 5167 84 0 0% 51 42 45.10% NA. NA.

CC-P003 chr7 4050699 G A SDK1 EX15 missense NM_152744.3 NP_689957.3 c.2233G>A p.A745T | p.Ala745Thr TGCxCGG + 221935 47 0 0% 30 24 44.40% NA. NA.

CC-P003 chr7 4825219 A C AP5Z1 EX9 missense NM_014855.2 NP_055670.1 c.1036A>C p.S346R | p.Ser346Arg CGAxGTC + 9907 24 0 0% 33 6 15.30% NA. NA.

CC-P003 chr7 7278180 C T C1GALT1 EX3 missense NM_020156.3 NP_064541.1 c.515C>T p.T172M | p.Thr172Met ACAxGTA + 56913 173 0 0% 102 62 37.80% NA. NA.

CC-P003 chr7 21675537 G A DNAH11 EX26 missense NM_003777.3 NP_003768.2 c.4564G>A p.E1522K | p.Glu1522Lys ATTxAGC + 8701 228 0 0% 131 109 45.40% NA. NA.

CC-P003 chr7 100817806 C T NAT16 EX2 missense NM_198571.2 NP_940973.2 c.283G>A p.V95M | p.Val95Met CCAxCGT - 375607 83 0 0% 48 45 48.30% NA. NA.

CC-P003 chr7 111407090 G A DOCK4 EX37 missense NM_014705.3 NP_055520.3 c.3886C>T p.R1296W | p.Arg1296Trp CCCxCAT - 9732 120 0 0% 103 65 38.60% NA. NA.

CC-P003 chr7 157985120 C T PTPRN2 EX5 missense NM_002847.3 NP_002838.2 c.448G>A p.A150T | p.Ala150Thr GGGxGTT - 5799 105 0 0% 60 37 38.10% NA. NA.

CC-P003 chr8 67786422 G A MCMDC2 EX2 missense NM_173518.4 NP_775789.3 c.47G>A p.R16K | p.Arg16Lys ACAxAAG + 157777 114 0 0% 33 44 57.10% NA. NA.

CC-P003 chr8 88885274 T C DCAF4L2 EX1E missense NM_152418.3 NP_689631.1 c.926A>G p.E309G | p.Glu309Gly CCTxCGT - 138009 139 2 1.40% 100 12 10.70% NA. NA.

CC-P003 chr8 133899209 C T TG EX9 missense NM_003235.4 NP_003226.4 c.1592C>T p.S531F | p.Ser531Phe CTTxCAC + 7038 123 0 0% 52 36 40.90% NA. NA.

CC-P003 chr8 144889134 G A SCRIB EX17 missense NM_182706.4 NP_874365.3 c.2228C>T p.A743V | p.Ala743Val CCCxCAA - 23513 93 0 0% 18 31 63.20% NA. NA.

CC-P003 chr9 139916425 G C ABCA2 EX7 missense NM_212533.2 NP_997698.1 c.686C>G p.S229C | p.Ser229Cys GCAxATG - 20 90 0 0% 17 33 66% NA. NA.

CC-P003 chr10 98292880 C T TM9SF3 EX10 missense NM_020123.3 NP_064508.3 c.1253G>A p.R418Q | p.Arg418Gln TTTxGGC - 56889 114 0 0% 40 21 34.40% NA. NA.

CC-P003 chr10 116060418 G T AFAP1L2 EX14 missense NM_001001936.1 NP_001001936.1 c.1574C>A p.A525E | p.Ala525Glu TCTxCAA - 84632 141 0 0% 53 53 50% NA. NA.

CC-P003 chr10 116698113 C T TRUB1 EX1 missense NM_139169.4 NP_631908.1 c.101C>T p.T34I | p.Thr34Ile CGAxCCC + 142940 33 0 0% 22 22 50% NA. NA.

CC-P003 chr10 118620684 G A ENO4 EX6 missense NM_001242699.1 NP_001229628.1 c.919G>A p.E307K | p.Glu307Lys CCTxAAT + 387712 115 0 0% 77 31 28.70% NA. NA.

CC-P003 chr11 7725291 C T OVCH2 EX3 missense NM_198185.3 NP_937828.3 c.244G>A p.V82I | p.Val82Ile AGAxGAT - 341277 126 0 0% 31 60 65.90% NA. NA.

CC-P003 chr11 58722711 G C GLYATL1 EX6 missense NM_080661.3 NP_542392.2 c.469G>C p.E157Q | p.Glu157Gln GTAxAGC + 92292 165 0 0% 32 78 70.90% NA. NA.

CC-P003 chr12 57389151 G A GPR182 EX2E missense NM_007264.3 NP_009195.1 c.158G>A p.R53H | p.Arg53His AGCxCGT + 11318 84 0 0% 26 28 51.80% NA. NA.

CC-P003 chr12 110974902 T C PPTC7 IVS5 splice-3 NM_139283.1 NP_644812.1 c.857-2A>G . ACCxACA - 160760 131 0 0% 52 25 32.40% NA. NA.

CC-P003 chr12 113614679 T C DDX54 EX7 missense NM_001111322.1 NP_001104792.1 c.718A>G p.S240G | p.Ser240Gly CACxCTG - 79039 77 0 0% 44 5 10.20% NA. NA.

CC-P003 chr12 124393865 G A DNAH10 EX57 missense NM_207437.3 NP_997320.2 c.9519G>A p.M3173I | p.Met3173Ile CATxAAA + 196385 64 0 0% 38 23 37.70% NA. NA.

CC-P003 chr13 32911996 G A BRCA2 EX11 missense NM_000059.3 NP_000050.2 c.3504G>A p.M1168I | p.Met1168Ile AATxAAT + 675 116 0 0% 114 46 28.70% NA. NA.

CC-P003 chr14 35593220 C G KIAA0391 EX2 missense NM_014672.3 NP_055487.2 c.769C>G p.H257D | p.His257Asp CTTxATC + 9692 161 0 0% 84 102 54.80% NA. NA.

CC-P003 chr14 50811760 C T CDKL1 EX3 missense NM_004196.3 NP_004187.2 c.310G>A p.V104M | p.Val104Met TCAxGAG - 8814 25 0 0% 18 8 30.70% NA. NA.

CC-P003 chr14 104123988 G T KLC1 EX3 nonsense NM_001130107.1 NP_001123579.1 c.367G>T p.E123* | p.Glu123* GATxAAC + 3831 108 0 0% 63 42 40% NA. NA.

CC-P003 chr14 104177406 C T XRCC3 EX4 missense NM_001100119.1 NP_001093589.1 c.19G>A p.D7N | p.Asp7Asn GGTxCAG - 7517 73 0 0% 41 28 40.50% NA. NA.

CC-P003 chr14 105707693 G C BRF1 EX6 missense NM_001242786.1 NP_001229715.1 c.258C>G p.H86Q | p.His86Gln CTCxTGG - 2972 193 0 0% 122 77 38.60% NA. NA.

CC-P003 chr15 22369032 T C OR4M2 EX1E missense NM_001004719.2 NP_001004719.2 c.457T>C p.F153L | p.Phe153Leu GGCxTCA + 390538 89 0 0% 61 8 11.50% NA. NA.

CC-P003 chr15 42986275 G A STARD9 EX23 missense NM_020759.2 NP_065810.2 c.12499G>A p.G4167S | p.Gly4167Ser AGCxGTG + 57519 82 0 0% 28 20 41.60% NA. NA.

CC-P003 chr15 49284779 C T SECISBP2L EX18E missense NM_001193489.1 NP_001180418.1 c.2968G>A p.E990K | p.Glu990Lys CTTxTTC - 9728 195 0 0% 65 77 54.20% NA. NA.

CC-P003 chr15 65782569 C G DPP8 EX7 missense NM_197960.2 NP_932064.1 c.832G>C p.D278H | p.Asp278His TATxAAA - 54878 113 0 0% 71 24 25.20% NA. NA.

CC-P003 chr16 1841979 G A IGFALS EX2E missense NM_004970.2 NP_004961.1 c.440C>T p.A147V | p.Ala147Val AGCxCGG - 3483 80 0 0% 46 48 51% NA. NA.

CC-P003 chr16 10273905 C T GRIN2A EX3 missense NM_000833.3 NP_000824.1 c.364G>A p.V122I | p.Val122Ile GGAxGAA - 2903 42 0 0% 24 19 44.10% NA. NA.

CC-P003 chr16 30732599 C T SRCAP EX21 missense NM_006662.2 NP_006653.2 c.3343C>T p.R1115C | p.Arg1115Cys GTTxGCC + 10847 89 0 0% 63 51 44.70% NA. NA.

CC-P003 chr16 31391315 C T ITGAX EX26 missense NM_000887.3 NP_000878.2 c.2989C>T p.R997W | p.Arg997Trp CTTxGGT + 3687 121 0 0% 62 36 36.70% NA. NA.

CC-P003 chr16 84228066 C T ADAD2 EX3 missense NM_139174.3 NP_631913.3 c.653C>T p.S218L | p.Ser218Leu TCTxGGT + 161931 235 0 0% 84 47 35.80% NA. NA.

CC-P003 chr17 2264966 C G SGSM2 EX3 missense NM_014853.2 NP_055668.2 c.169C>G p.R57G | p.Arg57Gly AGAxGCC + 9905 99 2 1.90% 53 47 47% NA. NA.

CC-P003 chr17 10433021 C A MYH2 EX24 nonsense NM_017534.5 NP_060004.3 c.2977G>T p.E993* | p.Glu993* TTTxATC - 4620 132 0 0% 117 57 32.70% NA. NA.

CC-P003 chr17 37657634 C T CDK12 EX6 missense NM_016507.2 NP_057591.2 c.2551C>T p.H851Y | p.His851Tyr TGTxACA + 51755 143 0 0% 71 109 60.50% MS somatic

CC-P003 chr17 37881414 T G ERBB2 EX21 missense NM_004448.2 NP_004439.2 c.2606T>G p.L869R | p.Leu869Arg GGCxGCT + 2064 113 0 0% 57 68 54.40% sanger somatic

CC-P003 chr17 60038445 C T MED13 EX23 missense NM_005121.2 NP_005112.2 c.5263G>A p.E1755K | p.Glu1755Lys ACTxTGG - 9969 129 0 0% 122 31 20.20% MS somatic

CC-P003 chr17 74732409 C A SRSF2 EX2E missense NM_003016.4 NP_003007.2 c.500G>T p.R167L | p.Arg167Leu CTTxGTG - 6427 233 0 0% 123 115 48.30% NA. NA.

CC-P003 chr17 76129620 G C TMC8 EX6 missense NM_152468.4 NP_689681.2 c.665G>C p.R222P | p.Arg222Pro TGCxGCG + 147138 128 0 0% 104 53 33.70% NA. NA.

CC-P003 chr17 78867608 G A RPTOR EX20 missense NM_020761.2 NP_065812.1 c.2344G>A p.E782K | p.Glu782Lys TTCxAGA + 57521 218 0 0% 197 93 32% NA. NA.

CC-P003 chr18 60052092 C T TNFRSF11A EX10E missense NM_003839.3 NP_003830.1 c.1676C>T p.A559V | p.Ala559Val GCGxGGC + 8792 66 0 0% 7 23 76.60% NA. NA.

CC-P003 chr19 9087494 C T MUC16 EX1 missense NM_024690.2 NP_078966.2 c.4321G>A p.E1441K | p.Glu1441Lys GTTxCCC - 94025 112 1 0.80% 65 54 45.30% NA. NA.

CC-P003 chr19 9640135 G A ZNF426 EX8E missense NM_024106.1 NP_077011.1 c.586C>T p.L196F | p.Leu196Phe AAAxTTT - 79088 146 0 0% 75 48 39% NA. NA.

CC-P003 chr19 11223989 G A LDLR EX9 missense NM_000527.4 NP_000518.1 c.1222G>A p.E408K | p.Glu408Lys CACxAGG + 3949 128 0 0% 99 41 29.20% NA. NA.

CC-P003 chr19 42861598 C T MEGF8 EX27 missense NM_001410.2 NP_001401.2 c.4672C>T p.L1558F | p.Leu1558Phe ACCxTTA + 1954 62 0 0% 55 26 32% NA. NA.

CC-P003 chr19 51220101 A C SHANK1 EX1 missense NM_016148.2 NP_057232.2 c.76T>G p.S26A | p.Ser26Ala CGGxCTC - 50944 31 0 0% 32 5 13.50% NA. NA.

CC-P003 chr19 55871343 C T FAM71E2 EX9 missense NM_001145402.1 NP_001138874.1 c.893G>A p.C298Y | p.Cys298Tyr GTGxAGG - 284418 98 0 0% 35 49 58.30% NA. NA.

CC-P003 chr20 20054956 C T C20orf26 EX4 missense NM_015585.3 NP_056400.3 c.305C>T p.T102M | p.Thr102Met ATAxGTT + 26074 161 0 0% 115 67 36.80% NA. NA.

CC-P003 chr20 33584320 G A MYH7B EX29 missense NM_020884.3 NP_065935.2 c.3241G>A p.E1081K | p.Glu1081Lys GTGxAGG + 57644 26 0 0% 28 7 20% NA. NA.



CC-P003 chr20 35282038 G T NDRG3 EX16E missense NM_032013.3 NP_114402.1 c.1013C>A p.S338Y | p.Ser338Tyr CCAxAGC - 57446 277 0 0% 222 105 32.10% NA. NA.

CC-P003 chr20 35545380 C A SAMHD1 EX8 missense NM_015474.3 NP_056289.2 c.925G>T p.D309Y | p.Asp309Tyr CATxAAT - 25939 193 0 0% 139 39 21.90% NA. NA.

CC-P003 chr21 43531548 A G UMODL1 EX11 missense NM_173568.3 NP_775839.3 c.2216A>G p.K739R | p.Lys739Arg CGAxGGC + 89766 53 1 1.80% 47 6 11.30% NA. NA.

CC-P003 chr21 45837863 G A TRPM2 EX21 missense NM_003307.3 NP_003298.1 c.3200G>A p.R1067H | p.Arg1067His AGCxCCA + 7226 66 0 0% 38 19 33.30% NA. NA.

CC-P003 chr22 21167719 G A PI4KA EX8 missense NM_058004.3 NP_477352.3 c.932C>T p.S311F | p.Ser311Phe GGAxAGA - 5297 169 0 0% 105 69 39.60% NA. NA.

CC-P003 chr22 21167746 G A PI4KA EX8 missense NM_058004.3 NP_477352.3 c.905C>T p.S302L | p.Ser302Leu GTTxAAA - 5297 170 0 0% 104 37 26.20% NA. NA.

CC-P003 chr22 30765567 C T CCDC157 EX4 missense NM_001017437.2 NP_001017437.2 c.395C>T p.T132M | p.Thr132Met GCAxGCT + 550631 150 0 0% 62 32 34% NA. NA.

CC-P003 chr22 35813846 G A MCM5 EX13 missense NM_006739.3 NP_006730.2 c.1700G>A p.R567Q | p.Arg567Gln GCCxAGT + 4174 41 0 0% 16 11 40.70% NA. NA.

CC-P003 chr22 46832098 C T CELSR1 EX4 missense NM_014246.1 NP_055061.1 c.4495G>A p.E1499K | p.Glu1499Lys GCTxGTC - 9620 75 0 0% 29 30 50.80% MS somatic

CC-P003 chrX 24329449 C T FAM48B2 EX1E missense NM_001136233.1 NP_001129705.1 c.1984G>A p.G662S | p.Gly662Ser GGCxGGT - 170067 179 0 0% 249 34 12% NA. NA.

CC-P003 chrX 36103460 C T CXorf59 EX5 missense NM_173695.2 NP_775966.1 c.446C>T p.S149L | p.Ser149Leu CATxAAC + 286464 173 0 0% 178 56 23.90% NA. NA.

CC-P003 chrX 41646525 C T CASK EX3 missense NM_003688.3 NP_003679.2 c.184G>A p.E62K | p.Glu62Lys CTTxCCG - 8573 74 0 0% 87 15 14.70% NA. NA.

CC-P003 chrX 57935838 C G ZXDA EX1E missense NM_007156.4 NP_009087.1 c.1017G>C p.K339N | p.Lys339Asn GCTxTTG - 7789 176 0 0% 207 26 11.10% NA. NA.

CC-P003 chrX 70320898 C A FOXO4 EX2 missense NM_005938.3 NP_005929.2 c.818C>A p.P273H | p.Pro273His CCCxCTT + 4303 168 0 0% 149 104 41.10% NA. NA.

CC-P003 chrX 91133857 A G PCDH11X EX5 missense NM_032967.2 NP_116749.1 c.2618A>G p.K873R | p.Lys873Arg AGAxGAA + 27328 165 0 0% 84 135 61.60% NA. NA.

CC-P003 chrX 100349691 G T TMEM35 EX2E missense NM_021637.2 NP_067650.1 c.250G>T p.G84W | p.Gly84Trp CCTxGGC + 59353 84 1 1.10% 144 64 30.70% NA. NA.

CC-P003 chrX 101911852 C A GPRASP1 EX6E missense NM_001184727.1 NP_001171656.1 c.3011C>A p.S1004Y | p.Ser1004Tyr GGTxCTG + 9737 37 0 0% 58 19 24.60% NA. NA.

CC-P003 chrX 135453535 C A GPR112 EX14 missense NM_153834.3 NP_722576.3 c.7445C>A p.S2482Y | p.Ser2482Tyr AATxCCC + 139378 98 0 0% 55 65 54.10% NA. NA.

CC-P003 chrX 153295846 C T MECP2 EX4E missense NM_004992.3 NP_004983.1 c.1433G>A p.R478Q | p.Arg478Gln GTCxGGC - 4204 85 0 0% 103 29 21.90% NA. NA.

CC-P004 chr1 1254756 C T CPSF3L EX6 missense NM_001256456.1 NP_001243385.1 c.367G>A p.E123K | p.Glu123Lys CCTxGCC - 54973 236 1 0.40% 259 56 17.70% NA. NA.

CC-P004 chr1 1372511 C T VWA1 EX2 missense NM_022834.4 NP_073745.2 c.278C>T p.S93L | p.Ser93Leu GCTxGGG + 64856 169 0 0% 222 26 10.40% NA. NA.

CC-P004 chr1 21268248 C G EIF4G3 EX11 missense NM_001198801.1 NP_001185730.1 c.1228G>C p.V410L | p.Val410Leu GAAxTGT - 8672 90 0 0% 48 6 11.10% NA. NA.

CC-P004 chr1 33059313 C G ZBTB8A EX3 missense NM_001040441.1 NP_001035531.1 c.781C>G p.Q261E | p.Gln261Glu TATxAGT + 653121 88 0 0% 67 36 34.90% NA. NA.

CC-P004 chr1 36788221 C G EVA1B EX3E missense NM_018166.1 NP_060636.1 c.173G>C p.R58P | p.Arg58Pro GGCxGCG - 55194 33 0 0% 63 8 11.20% NA. NA.

CC-P004 chr1 62579737 G A INADL EX35 missense NM_176877.2 NP_795352.2 c.4474G>A p.D1492N | p.Asp1492Asn GTTxACC + 10207 175 0 0% 230 21 8.30% NA. NA.

CC-P004 chr1 62910986 G A USP1 EX6 missense NM_003368.4 NP_003359.3 c.1135G>A p.E379K | p.Glu379Lys CCTxAAG + 7398 51 0 0% 59 13 18% NA. NA.

CC-P004 chr1 153788917 C G GATAD2B EX7 missense NM_020699.2 NP_065750.1 c.1048G>C p.A350P | p.Ala350Pro CAGxCTG - 57459 24 0 0% 32 5 13.50% NA. NA.

CC-P004 chr1 155287966 G A FDPS EX6 missense NM_002004.3 NP_001995.1 c.568G>A p.V190M | p.Val190Met GGCxTGG + 2224 227 0 0% 218 79 26.50% NA. NA.

CC-P004 chr1 215820965 C A USH2A EX67 missense NM_206933.2 NP_996816.2 c.14690G>T p.G4897V | p.Gly4897Val CCCxCAA - 7399 227 0 0% 141 35 19.80% NA. NA.

CC-P004 chr1 228612677 C T HIST3H3 EX1E missense NM_003493.2 NP_003484.1 c.350G>A p.R117Q | p.Arg117Gln ACCxGTT - 8290 120 0 0% 140 34 19.50% NA. NA.

CC-P004 chr2 120125058 C T DBI EX1 missense NM_001178017.1 NP_001171488.1 c.146C>T p.A49V | p.Ala49Val GGGxCGG + 1622 21 0 0% 31 5 13.80% NA. NA.

CC-P004 chr2 220435196 C G OBSL1 EX1 missense NM_015311.2 NP_056126.1 c.759G>C p.K253N | p.Lys253Asn GGTxTTA - 23363 23 0 0% 31 8 20.50% NA. NA.

CC-P004 chr2 240016732 C T HDAC4 EX17 missense NM_006037.3 NP_006028.2 c.2239G>A p.V747I | p.Val747Ile GGAxGAA - 9759 96 0 0% 68 16 19% NA. NA.

CC-P004 chr4 144617454 C T FREM3 EX1 missense NM_001168235.1 NP_001161707.1 c.4375G>A p.E1459K | p.Glu1459Lys GTTxATC - 166752 51 0 0% 21 7 25% NA. NA.

CC-P004 chr5 156276 A G PLEKHG4B EX8 missense NM_052909.3 NP_443141.3 c.1231A>G p.T411A | p.Thr411Ala GGCxCCG + 153478 89 1 1.10% 185 29 13.50% NA. NA.

CC-P004 chr5 14769159 T G ANKH EX2 missense NM_054027.4 NP_473368.1 c.238A>C p.K80Q | p.Lys80Gln TCTxGCT - 56172 22 0 0% 17 12 41.30% NA. NA.

CC-P004 chr5 149578922 C T SLC6A7 EX5 missense NM_014228.3 NP_055043.2 c.716C>T p.S239L | p.Ser239Leu CTTxGGG + 6534 97 0 0% 103 13 11.20% NA. NA.

CC-P004 chr5 171296765 G T FBXW11 EX11 missense NM_012300.2 NP_036432.2 c.1435C>A p.P479T | p.Pro479Thr CTGxGGC - 23291 53 1 1.80% 43 6 12.20% NA. NA.

CC-P004 chr7 128489587 C G FLNC EX30 missense NM_001458.4 NP_001449.3 c.5154C>G p.I1718M | p.Ile1718Met CATxCGC + 2318 115 0 0% 152 13 7.80% NA. NA.

CC-P004 chr7 150693553 G A NOS3 EX4 missense NM_000603.4 NP_000594.2 c.332G>A p.G111D | p.Gly111Asp AGGxCCG + 4846 28 0 0% 51 9 15% NA. NA.

CC-P004 chr8 22167581 C G PIWIL2 EX15 missense NM_001135721.1 NP_001129193.1 c.1794C>G p.I598M | p.Ile598Met CATxTTG + 55124 113 0 0% 54 8 12.90% NA. NA.

CC-P004 chr8 42166510 G A IKBKB EX8 missense NM_001556.2 NP_001547.1 c.659G>A p.R220Q | p.Arg220Gln TCCxGCC + 3551 97 0 0% 132 16 10.80% NA. NA.

CC-P004 chr8 133851701 C T PHF20L1 EX18 missense NM_016018.4 NP_057102.4 c.2261C>T p.S754L | p.Ser754Leu TATxATT + 51105 37 0 0% 42 6 12.50% NA. NA.

CC-P004 chr8 145649364 C G VPS28 EX9E missense NM_183057.1 NP_898880.1 c.608G>C p.R203P | p.Arg203Pro CTCxGCC - 51160 123 1 0.80% 241 13 5.10% NA. NA.

CC-P004 chr9 121929993 C T DBC1 EX8E missense NM_014618.2 NP_055433.2 c.1655G>A p.R552H | p.Arg552His TTGxGCA - 1620 62 1 1.50% 83 23 21.60% NA. NA.

CC-P004 chr9 130206524 C T ZNF79 EX5E missense NM_007135.2 NP_009066.2 c.545C>T p.S182L | p.Ser182Leu ACTxGGA + 7633 34 0 0% 19 5 20.80% NA. NA.

CC-P004 chr9 140866000 C G CACNA1B EX11 missense NM_000718.3 NP_000709.1 c.1499C>G p.A500G | p.Ala500Gly TGGxCAT + 774 57 1 1.70% 72 9 11.10% NA. NA.

CC-P004 chr11 802705 G A PIDD EX4 missense NM_145886.3 NP_665893.2 c.896C>T p.S299L | p.Ser299Leu GGCxAGG - 55367 76 0 0% 79 17 17.70% NA. NA.

CC-P004 chr11 6703421 C A MRPL17 EX3E missense NM_022061.3 NP_071344.1 c.456G>T p.L152F | p.Leu152Phe CCGxAAA - 63875 158 0 0% 161 13 7.40% NA. NA.

CC-P004 chr11 62569656 G A NXF1 EX4 missense NM_006362.4 NP_006353.2 c.446C>T p.P149L | p.Pro149Leu ATAxGGG - 10482 115 1 0.80% 102 24 19% NA. NA.

CC-P004 chr11 65172334 G A FRMD8 IVS9 splice-3 NM_031904.3 NP_114110.1 c.1072-1G>A . CCAxGCC + 83786 32 0 0% 30 5 14.20% NA. NA.

CC-P004 chr11 70052288 G A FADD EX2E nonsense NM_003824.3 NP_003815.1 c.336G>A p.W112* | p.Trp112* TTGxAGA + 8772 151 1 0.60% 126 29 18.70% NA. NA.

CC-P004 chr11 111745800 C T FDXACB1 EX5E missense NM_138378.2 NP_612387.1 c.1721G>A p.S574N | p.Ser574Asn CGGxTAA - 91893 33 0 0% 26 7 21.20% NA. NA.

CC-P004 chr12 49428450 C A MLL2 IVS35 splice-3 NM_003482.3 NP_003473.3 c.10356-1G>T . TGTxTGG - 8085 159 0 0% 202 25 11% MS somatic

CC-P004 chr12 53693739 T C C12orf10 IVS1 splice-5 NM_021640.3 NP_067653.3 c.216+2T>C . GGGxACG + 60314 153 0 0% 152 50 24.70% NA. NA.

CC-P004 chr12 132624450 C T DDX51 EX13 missense NM_175066.3 NP_778236.2 c.1795G>A p.A599T | p.Ala599Thr CAGxGCG - 317781 150 0 0% 109 13 10.60% NA. NA.

CC-P004 chr13 99063042 C T FARP1 EX15 nonsense NM_005766.2 NP_005757.1 c.1657C>T p.R553* | p.Arg553* GAGxGAA + 10160 152 0 0% 96 18 15.70% NA. NA.

CC-P004 chr16 75661843 C T KARS EX15E missense NM_001130089.1 NP_001123561.1 c.1828G>A p.V610I | p.Val610Ile CTAxATT - 3735 26 0 0% 8 8 50% NA. NA.

CC-P004 chr17 40653296 C T ATP6V0A1 EX17 missense NM_001130020.1 NP_001123492.1 c.1999C>T p.R667C | p.Arg667Cys CGCxGTC + 535 134 0 0% 100 30 23% NA. NA.

CC-P004 chr17 73702436 G C SAP30BP EX11E missense NM_013260.6 NP_037392.1 c.762G>C p.K254N | p.Lys254Asn AAAxAGC + 29115 169 0 0% 144 59 29% NA. NA.

CC-P004 chr18 19751145 T C GATA6 EX2 missense NM_005257.4 NP_005248.2 c.40T>C p.F14L | p.Phe14Leu CGCxTCG + 2627 62 1 1.50% 25 5 16.60% NA. NA.

CC-P004 chr18 72999340 G A TSHZ1 EX2E missense NM_005786.5 NP_005777.3 c.1843G>A p.E615K | p.Glu615Lys CCTxAGA + 10194 43 0 0% 42 12 22.20% NA. NA.

CC-P004 chr19 39915294 G A PLEKHG2 EX19E missense NM_022835.2 NP_073746.2 c.3521G>A p.G1174D | p.Gly1174Asp AGGxTCC + 64857 67 0 0% 62 7 10.10% NA. NA.

CC-P004 chr19 40363038 A G FCGBP EX32 missense NM_003890.2 NP_003881.2 c.15032T>C p.F5011S | p.Phe5011Ser CCGxAGG - 8857 33 0 0% 30 7 18.90% NA. NA.

CC-P004 chr20 55072447 G T GCNT7 EX5 missense NM_080615.1 NP_542182.1 c.218C>A p.P73H | p.Pro73His TGAxGGG - 140687 54 0 0% 45 5 10% NA. NA.

CC-P004 chr22 21156349 C T PI4KA EX14 missense NM_058004.3 NP_477352.3 c.1636G>A p.E546K | p.Glu546Lys ACTxGGA - 5297 51 0 0% 57 9 13.60% NA. NA.

CC-P004 chr22 31795679 A T DRG1 EX1 missense NM_004147.3 NP_004138.1 c.10A>T p.T4S | p.Thr4Ser AGCxCCT + 4733 42 0 0% 49 6 10.90% NA. NA.

CC-P004 chrX 54978492 C T PFKFB1 EX8 missense NM_002625.2 NP_002616.2 c.692G>A p.R231Q | p.Arg231Gln ACTxGGT - 5207 243 0 0% 199 100 33.40% NA. NA.

CC-P005 chr1 880087 G C NOC2L EX19E nonsense NM_015658.3 NP_056473.2 c.2237C>G p.S746* | p.Ser746* TCTxAGA - 26155 76 0 0% 89 10 10.10% NA. NA.

CC-P005 chr1 6605202 C G NOL9 EX4 missense NM_024654.4 NP_078930.3 c.783G>C p.L261F | p.Leu261Phe CCTxAAG - 79707 113 0 0% 134 16 10.60% NA. NA.

CC-P005 chr1 6610519 C G NOL9 EX2 missense NM_024654.4 NP_078930.3 c.553G>C p.E185Q | p.Glu185Gln TCTxAGG - 79707 191 0 0% 155 14 8.20% NA. NA.

CC-P005 chr1 12835714 C T PRAMEF12 EX2 missense NM_001080830.1 NP_001074299.1 c.316C>T p.R106W | p.Arg106Trp TTGxGGA + 390999 132 0 0% 49 28 36.30% NA. NA.

CC-P005 chr1 16258273 G C SPEN EX11 missense NM_015001.2 NP_055816.2 c.5538G>C p.R1846S | p.Arg1846Ser GAGxATA + 23013 144 0 0% 151 23 13.20% Sanger somatic

CC-P005 chr1 26663776 C T AIM1L EX10 missense NM_001039775.3 NP_001034864.2 c.3739G>A p.E1247K | p.Glu1247Lys ACTxGTC - 55057 200 0 0% 134 32 19.20% NA. NA.

CC-P005 chr1 33820563 C G PHC2 EX7 missense NM_198040.2 NP_932157.1 c.1268G>C p.C423S | p.Cys423Ser TGAxACT - 1912 50 1 1.90% 39 5 11.30% NA. NA.

CC-P005 chr1 34087796 G C CSMD2 EX37 missense NM_052896.3 NP_443128.2 c.5678C>G p.S1893C | p.Ser1893Cys GCAxATA - 114784 138 0 0% 131 23 14.90% MS somatic

CC-P005 chr1 45792876 A G HPDL EX1E missense NM_032756.2 NP_116145.1 c.56A>G p.Q19R | p.Gln19Arg GGCxGCC + 84842 26 0 0% 45 7 13.40% NA. NA.

CC-P005 chr1 52878240 G A PRPF38A EX5 missense NM_032864.3 NP_116253.2 c.553G>A p.E185K | p.Glu185Lys CTGxAAG + 84950 93 0 0% 130 24 15.50% NA. NA.

CC-P005 chr1 89730642 C G GBP5 EX8 missense NM_052942.3 NP_443174.1 c.876G>C p.K292N | p.Lys292Asn GTTxTTT - 115362 130 0 0% 88 13 12.80% NA. NA.

CC-P005 chr1 90049357 G A LRRC8B EX5 missense NM_015350.2 NP_056165.1 c.1148G>A p.R383H | p.Arg383His AACxCTT + 23507 103 0 0% 85 33 27.90% NA. NA.

CC-P005 chr1 91406121 C G ZNF644 EX3 missense NM_201269.2 NP_958357.1 c.790G>C p.E264Q | p.Glu264Gln ACTxTTT - 84146 63 0 0% 44 8 15.30% NA. NA.

CC-P005 chr1 114280786 G C PHTF1 EX4 missense NM_006608.2 NP_006599.2 c.277C>G p.Q93E | p.Gln93Glu CCTxAAT - 10745 99 0 0% 88 19 17.70% NA. NA.

CC-P005 chr1 150531049 C A ADAMTSL4 EX15 missense NM_019032.4 NP_061905.2 c.2483C>A p.P828Q | p.Pro828Gln CCCxGCA + 54507 37 0 0% 65 8 10.90% NA. NA.

CC-P005 chr1 152084935 A C TCHH EX2E missense NM_007113.2 NP_009044.2 c.758T>G p.L253R | p.Leu253Arg CGGxGCA - 7062 102 2 1.90% 77 10 11.40% NA. NA.

CC-P005 chr1 155110133 C A SLC50A1 EX4 missense NM_018845.3 NP_061333.2 c.379C>A p.Q127K | p.Gln127Lys CTTxAGC + 55974 264 0 0% 240 23 8.70% NA. NA.

CC-P005 chr1 155295412 C A RUSC1 EX6 missense NM_001105203.1 NP_001098673.1 c.1763C>A p.P588Q | p.Pro588Gln CCCxGCT + 23623 203 0 0% 189 45 19.20% NA. NA.

CC-P005 chr1 158618375 G C SPTA1 EX26 nonsense NM_003126.2 NP_003117.2 c.3638C>G p.S1213* | p.Ser1213* TCTxAGC - 6708 385 0 0% 445 25 5.30% NA. NA.

CC-P005 chr1 179033575 G C FAM20B EX6 missense NM_014864.3 NP_055679.1 c.882G>C p.E294D | p.Glu294Asp TGAxAGC + 9917 90 0 0% 69 12 14.80% NA. NA.

CC-P005 chr1 180905035 G A KIAA1614 EX5 missense NM_020950.1 NP_066001.1 c.1990G>A p.E664K | p.Glu664Lys GCTxAGG + 57710 95 0 0% 105 18 14.60% NA. NA.

CC-P005 chr1 180905176 G A KIAA1614 EX5 missense NM_020950.1 NP_066001.1 c.2131G>A p.D711N | p.Asp711Asn CCTxACC + 57710 99 0 0% 82 26 24% NA. NA.

CC-P005 chr1 182635160 G A RGS8 EX4 missense NM_033345.2 NP_203131.1 c.191C>T p.S64L | p.Ser64Leu GTCxATA - 85397 227 0 0% 223 82 26.80% NA. NA.

CC-P005 chr1 201176262 C G IGFN1 EX12 missense NM_001164586.1 NP_001158058.1 c.2241C>G p.I747M | p.Ile747Met GATxAAA + 91156 233 0 0% 212 41 16.20% MS somatic

CC-P005 chr1 205277855 C G NUAK2 EX3 missense NM_030952.1 NP_112214.1 c.358G>C p.E120Q | p.Glu120Gln TCTxAAA - 81788 139 0 0% 195 16 7.50% NA. NA.

CC-P005 chr1 215956247 T C USH2A EX53 missense NM_206933.2 NP_996816.2 c.10418A>G p.E3473G | p.Glu3473Gly TACxCAT - 7399 129 2 1.50% 114 17 12.90% NA. NA.

CC-P005 chr2 21225217 G C APOB EX29E missense NM_000384.2 NP_000375.2 c.13077C>G p.F4359L | p.Phe4359Leu ATTxAAC - 338 77 0 0% 54 12 18.10% NA. NA.

CC-P005 chr2 21250702 C T APOB EX14 missense NM_000384.2 NP_000375.2 c.2065G>A p.E689K | p.Glu689Lys CCTxGAT - 338 57 0 0% 48 12 20% NA. NA.

CC-P005 chr2 24384443 C G FAM228B EX8 missense NM_001145710.1 NP_001139182.1 c.754C>G p.L252V | p.Leu252Val TATxTTT + 375190 49 0 0% 31 5 13.80% NA. NA.

CC-P005 chr2 27263235 C T TMEM214 EX16 missense NM_017727.4 NP_060197.4 c.1814C>T p.S605F | p.Ser605Phe ATTxCGT + 54867 101 0 0% 91 12 11.60% NA. NA.

CC-P005 chr2 30974007 C T CAPN13 EX11 missense NM_144575.2 NP_653176.2 c.1198G>A p.E400K | p.Glu400Lys CTTxTGC - 92291 122 0 0% 133 21 13.60% NA. NA.

CC-P005 chr2 54112850 G A PSME4 EX41 nonsense NM_014614.2 NP_055429.2 c.4792C>T p.Q1598* | p.Gln1598* GCTxAAG - 23198 110 0 0% 100 17 14.50% NA. NA.

CC-P005 chr2 74683272 C G INO80B EX4 nonsense NM_031288.3 NP_112578.2 c.413C>G p.S138* | p.Ser138* TATxAGG + 83444 134 0 0% 176 13 6.80% NA. NA.

CC-P005 chr2 132236889 C T TUBA3D EX3 missense NM_080386.3 NP_525125.2 c.235C>T p.R79C | p.Arg79Cys GTGxGCA + 113457 231 0 0% 175 114 39.40% NA. NA.

CC-P005 chr2 160035272 C G TANC1 EX14 missense NM_033394.2 NP_203752.2 c.2108C>G p.S703C | p.Ser703Cys GCTxCTA + 85461 153 0 0% 127 16 11.10% NA. NA.

CC-P005 chr2 164468191 G A FIGN EX3E nonsense NM_018086.2 NP_060556.2 c.151C>T p.Q51* | p.Gln51* ACTxATA - 55137 140 0 0% 174 32 15.50% NA. NA.

CC-P005 chr2 178481471 C G TTC30A EX1E missense NM_152275.3 NP_689488.3 c.1959G>C p.L653F | p.Leu653Phe TTTxAAT - 92104 179 0 0% 195 59 23.20% NA. NA.

CC-P005 chr2 178481614 C A TTC30A EX1E missense NM_152275.3 NP_689488.3 c.1816G>T p.D606Y | p.Asp606Tyr TGTxATG - 92104 185 0 0% 194 55 22% NA. NA.

CC-P005 chr2 179410716 C G TTN EX343 missense NM_001267550.1 NP_001254479.1 c.95247G>C p.E31749D | p.Glu31749Asp AGTxTCG - 7273 195 0 0% 198 45 18.50% NA. NA.

CC-P005 chr2 179433888 C G TTN EX326 missense NM_001267550.1 NP_001254479.1 c.76971G>C p.K25657N | p.Lys25657Asn ATTxTTA - 7273 118 0 0% 111 43 27.90% NA. NA.

CC-P005 chr2 179584840 C G TTN EX81 missense NM_001267550.1 NP_001254479.1 c.23529G>C p.R7843S | p.Arg7843Ser AATxCTG - 7273 124 0 0% 127 21 14.10% NA. NA.

CC-P005 chr2 179622401 C G TTN EX45 missense NM_001267550.1 NP_001254479.1 c.10546G>C p.E3516Q | p.Glu3516Gln CCTxAAA - 7273 198 0 0% 211 33 13.50% NA. NA.

CC-P005 chr2 219538414 G C STK36 EX3 missense NM_015690.4 NP_056505.2 c.151G>C p.E51Q | p.Glu51Gln CGAxAGA + 27148 128 0 0% 129 18 12.20% NA. NA.

CC-P005 chr2 219538480 G C STK36 EX3 missense NM_015690.4 NP_056505.2 c.217G>C p.D73H | p.Asp73His ACTxATA + 27148 114 1 0.80% 116 19 14% NA. NA.

CC-P005 chr2 219757955 G T WNT10A EX4E nonsense NM_025216.2 NP_079492.2 c.1216G>T p.E406* | p.Glu406* GAAxAGT + 80326 231 0 0% 183 28 13.20% NA. NA.

CC-P005 chr2 220432909 G A OBSL1 EX2 missense NM_015311.2 NP_056126.1 c.1150C>T p.R384C | p.Arg384Cys TGCxGCA - 23363 68 0 0% 38 19 33.30% NA. NA.

CC-P005 chr3 10444018 G C ATP2B2 EX4 missense NM_001001331.2 NP_001001331.1 c.412C>G p.Q138E | p.Gln138Glu CCTxGGC - 491 30 0 0% 21 5 19.20% NA. NA.

CC-P005 chr3 15132022 G A ZFYVE20 EX5 missense NM_022340.2 NP_071735.2 c.173C>T p.A58V | p.Ala58Val TTTxCTT - 64145 139 0 0% 52 32 38% NA. NA.

CC-P005 chr3 38162041 G C DLEC1 EX34 missense NM_007335.2 NP_031361.2 c.4807G>C p.E1603Q | p.Glu1603Gln GGAxAGA + 9940 191 0 0% 101 38 27.30% NA. NA.

CC-P005 chr3 47958628 G C MAP4 EX7 nonsense NM_002375.4 NP_002366.2 c.689C>G p.S230* | p.Ser230* TCTxATG - 4134 186 0 0% 103 32 23.70% NA. NA.

CC-P005 chr3 48336216 C T NME6 EX6E missense NM_005793.3 NP_005784.1 c.496G>A p.E166K | p.Glu166Lys GCTxTTC - 10201 328 0 0% 180 16 8.10% NA. NA.

CC-P005 chr3 99509844 G C COL8A1 EX4 missense NM_001850.4 NP_001841.2 c.318G>C p.K106N | p.Lys106Asn CAAxAAA + 1295 114 0 0% 195 18 8.40% NA. NA.

CC-P005 chr3 111664144 G C PHLDB2 EX9 missense NM_001134438.1 NP_001127910.1 c.2427G>C p.K809N | p.Lys809Asn AAAxAAA + 90102 83 0 0% 138 25 15.30% NA. NA.

CC-P005 chr3 113505217 G C ATP6V1A EX6 missense NM_001690.3 NP_001681.2 c.703G>C p.D235H | p.Asp235His CTTxATG + 523 46 0 0% 116 14 10.70% NA. NA.

CC-P005 chr3 127337927 A T MCM2 EX13 nonsense NM_004526.2 NP_004517.2 c.2071A>T p.K691* | p.Lys691* AACxAGG + 4171 78 0 0% 63 9 12.50% NA. NA.

CC-P005 chr3 156868116 C G CCNL1 EX6 missense NM_020307.2 NP_064703.1 c.729G>C p.E243D | p.Glu243Asp AGTxTCT - 57018 165 0 0% 221 16 6.70% NA. NA.

CC-P005 chr3 184296234 C T EPHB3 EX9 missense NM_004443.3 NP_004434.2 c.1781C>T p.T594M | p.Thr594Met ACAxGGA + 2049 47 0 0% 30 10 25% NA. NA.

CC-P005 chr3 184801283 G A C3orf70 EX2E missense NM_001025266.1 NP_001020437.1 c.265C>T p.R89W | p.Arg89Trp CCCxAGG - 285382 68 0 0% 87 12 12.10% NA. NA.

CC-P005 chr3 185167753 C T MAP3K13 EX6 missense NM_004721.4 NP_004712.1 c.1076C>T p.S359L | p.Ser359Leu CTTxAGC + 9175 32 0 0% 52 12 18.70% NA. NA.

CC-P005 chr4 1165753 G A SPON2 EX4 missense NM_001199021.1 NP_001185950.1 c.107C>T p.S36F | p.Ser36Phe GCGxAAC - 10417 77 0 0% 62 18 22.50% NA. NA.

CC-P005 chr4 1732910 G C TACC3 EX6 missense NM_006342.2 NP_006333.1 c.1473G>C p.L491F | p.Leu491Phe CTTxAAC + 10460 103 0 0% 105 16 13.20% NA. NA.

CC-P005 chr4 39218837 G C WDR19 EX13 missense NM_025132.3 NP_079408.3 c.1333G>C p.E445Q | p.Glu445Gln TTTxAAG + 57728 76 0 0% 58 15 20.50% NA. NA.

CC-P005 chr4 39456486 G C RPL9 EX5 nonsense NM_001024921.2 NP_001020092.1 c.470C>G p.S157* | p.Ser157* CCTxAAT - 6133 163 0 0% 115 29 20.10% NA. NA.

CC-P005 chr4 39929724 G A PDS5A EX3 missense NM_001100399.1 NP_001093869.1 c.199C>T p.L67F | p.Leu67Phe GGAxATA - 23244 118 0 0% 81 9 10% NA. NA.

CC-P005 chr4 39929747 G A PDS5A EX3 missense NM_001100399.1 NP_001093869.1 c.176C>T p.S59L | p.Ser59Leu TCTxAGT - 23244 55 0 0% 35 9 20.40% NA. NA.

CC-P005 chr4 47593138 G C ATP10D EX23E missense NM_020453.3 NP_065186.3 c.4021G>C p.E1341Q | p.Glu1341Gln CCAxAGG + 57205 207 0 0% 154 48 23.70% NA. NA.

CC-P005 chr4 83825915 C G THAP9 EX2 nonsense NM_024672.4 NP_078948.3 c.107C>G p.S36* | p.Ser36* GCTxAAA + 79725 177 0 0% 267 33 11% NA. NA.

CC-P005 chr4 88104387 G C KLHL8 EX4 missense NM_020803.3 NP_065854.3 c.920C>G p.S307C | p.Ser307Cys ATGxAGT - 57563 107 0 0% 86 32 27.10% NA. NA.

CC-P005 chr4 89425385 G A HERC5 EX21 missense NM_016323.3 NP_057407.2 c.2585G>A p.R862K | p.Arg862Lys GGAxAGA + 51191 172 0 0% 115 35 23.30% NA. NA.

CC-P005 chr4 110434986 G A SEC24B EX10 missense NM_006323.2 NP_006314.2 c.1987G>A p.E663K | p.Glu663Lys GTGxAGT + 10427 139 0 0% 129 13 9.10% NA. NA.

CC-P005 chr4 114095620 G A ANK2 EX2 missense NM_001148.4 NP_001139.3 c.133G>A p.D45N | p.Asp45Asn CTGxACA + 287 126 0 0% 161 37 18.60% Sanger somatic

CC-P005 chr4 185553446 C A CASP3 EX5 nonsense NM_004346.3 NP_004337.2 c.283G>T p.E95* | p.Glu95* TTTxTTC - 836 79 0 0% 73 15 17% NA. NA.

CC-P005 chr5 843816 G A ZDHHC11 EX4 missense NM_024786.2 NP_079062.1 c.527C>T p.S176L | p.Ser176Leu GCCxAGG - 79844 72 0 0% 45 17 27.40% NA. NA.

CC-P005 chr5 13913953 G A DNAH5 EX11 missense NM_001369.2 NP_001360.1 c.1435C>T p.R479C | p.Arg479Cys GGCxTCG - 1767 61 0 0% 56 28 33.30% NA. NA.

CC-P005 chr5 35776383 A T SPEF2 EX29 missense NM_024867.3 NP_079143.3 c.4103A>T p.E1368V | p.Glu1368Val TTGxACT + 79925 235 0 0% 196 81 29.20% NA. NA.

CC-P005 chr5 37036590 G T NIPBL IVS33 splice-5 NM_133433.3 NP_597677.2 c.5971+1G>T . CTGxTAA + 25836 140 1 0.70% 127 43 25.20% NA. NA.

CC-P005 chr5 68709944 C G RAD17 EX16E missense NM_133339.1 NP_579917.1 c.1871C>G p.S624C | p.Ser624Cys ATTxTGC + 5884 74 0 0% 91 19 17.20% NA. NA.

CC-P005 chr5 68715770 G A MARVELD2 EX2 missense NM_001038603.2 NP_001033692.2 c.558G>A p.M186I | p.Met186Ile CATxAAG + 153562 104 0 0% 59 17 22.30% NA. NA.

CC-P005 chr5 76708008 G C PDE8B EX16 missense NM_003719.3 NP_003710.1 c.1660G>C p.E554Q | p.Glu554Gln AATxAGG + 8622 283 0 0% 292 34 10.40% NA. NA.

CC-P005 chr5 96315079 C G LNPEP EX2 nonsense NM_005575.2 NP_005566.2 c.257C>G p.S86* | p.Ser86* GCTxAGG + 4012 191 0 0% 148 54 26.70% NA. NA.

CC-P005 chr5 127666343 C T FBN2 EX33 missense NM_001999.3 NP_001990.2 c.4267G>A p.A1423T | p.Ala1423Thr GAGxATT - 2201 66 0 0% 43 5 10.40% NA. NA.

CC-P005 chr5 131310626 G C ACSL6 EX11 missense NM_001205250.1 NP_001192179.1 c.986C>G p.S329C | p.Ser329Cys AAGxAGA - 23305 132 0 0% 153 20 11.50% NA. NA.

CC-P005 chr5 138643492 G A MATR3 EX5 missense NM_199189.2 NP_954659.1 c.388G>A p.E130K | p.Glu130Lys CCAxAGG + 9782 277 0 0% 231 69 23% NA. NA.

CC-P005 chr5 139625603 C T PFDN1 EX4E missense NM_002622.4 NP_002613.2 c.325G>A p.E109K | p.Glu109Lys CCTxAGC - 5201 55 0 0% 48 7 12.70% NA. NA.

CC-P005 chr5 140581401 C T PCDHB11 EX1E missense NM_018931.2 NP_061754.1 c.2054C>T p.S685L | p.Ser685Leu ACTxGCT + 56125 329 0 0% 354 62 14.90% NA. NA.

CC-P005 chr6 26468456 C G BTN2A1 EX8E missense NM_007049.3 NP_008980.1 c.1263C>G p.F421L | p.Phe421Leu CTTxTGG + 11120 172 0 0% 251 46 15.40% NA. NA.

CC-P005 chr6 30917278 G C DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.1037G>C p.R346T | p.Arg346Thr ATAxAGA + 135656 81 0 0% 107 20 15.70% NA. NA.

CC-P005 chr6 31856815 C A EHMT2 EX10 nonsense NM_006709.3 NP_006700.3 c.1147G>T p.E383* | p.Glu383* ACTxACT - 10919 106 0 0% 140 26 15.60% NA. NA.

CC-P005 chr6 33247363 G C WDR46 EX14 missense NM_005452.5 NP_005443.3 c.1645C>G p.P549A | p.Pro549Ala AGGxAGC - 9277 38 0 0% 49 13 20.90% NA. NA.

CC-P005 chr6 42933470 G A PEX6 EX13 missense NM_000287.3 NP_000278.3 c.2420C>T p.S807F | p.Ser807Phe AAAxAGT - 5190 133 0 0% 200 26 11.50% NA. NA.

CC-P005 chr6 72892198 G T RIMS1 EX6 nonsense NM_014989.5 NP_055804.2 c.1024G>T p.E342* | p.Glu342* GATxAGG + 22999 37 0 0% 15 18 54.50% NA. NA.

CC-P005 chr6 149916349 C G KATNA1 EX11E missense NM_007044.3 NP_008975.1 c.1299G>C p.M433I | p.Met433Ile TCTxATT - 11104 182 0 0% 108 27 20% NA. NA.

CC-P005 chr6 150001124 C T LATS1 EX5 missense NM_004690.3 NP_004681.1 c.2480G>A p.R827K | p.Arg827Lys TCTxTAT - 9113 191 0 0% 191 14 6.80% NA. NA.

CC-P005 chr6 152763361 G A SYNE1 EX31 missense NM_182961.3 NP_892006.3 c.3857C>T p.S1286L | p.Ser1286Leu GCTxAGA - 23345 90 0 0% 97 32 24.80% MS somatic

CC-P005 chr7 30878831 C G FAM188B EX8 missense NM_032222.2 NP_115598.2 c.1255C>G p.L419V | p.Leu419Val CTTxTGT + 84182 175 0 0% 102 25 19.60% NA. NA.

CC-P005 chr7 108155157 G C PNPLA8 EX4 nonsense NM_015723.3 NP_056538.1 c.779C>G p.S260* | p.Ser260* TCTxAGC - 50640 159 0 0% 127 46 26.50% NA. NA.

CC-P005 chr7 111395658 C G DOCK4 IVS40 splice-3 NM_014705.3 NP_055520.3 c.4303-1G>C . ACTxTAC - 9732 193 0 0% 170 44 20.50% NA. NA.

CC-P005 chr7 116937814 C G WNT2 EX4 missense NM_003391.2 NP_003382.1 c.705G>C p.W235C | p.Trp235Cys CCTxCAG - 7472 98 0 0% 121 39 24.30% NA. NA.

CC-P005 chr7 129929430 C G CPA2 EX11E missense NM_001869.2 NP_001860.2 c.1103C>G p.S368C | p.Ser368Cys GGTxCTA + 1358 172 0 0% 141 31 18% NA. NA.

CC-P005 chr7 134722168 G C AGBL3 IVS7 splice-3 NM_178563.3 NP_848658.3 c.1338-1G>C . GCAxACT + 340351 103 0 0% 81 28 25.60% NA. NA.

CC-P005 chr7 137597748 G C CREB3L2 EX4 missense NM_194071.3 NP_919047.2 c.572C>G p.S191C | p.Ser191Cys GGAxAGA - 64764 165 0 0% 186 26 12.20% NA. NA.

CC-P005 chr7 143097056 G A EPHA1 EX4 missense NM_005232.4 NP_005223.4 c.523C>T p.R175C | p.Arg175Cys GGCxGCC - 2041 93 0 0% 97 23 19.10% NA. NA.

CC-P005 chr7 149427556 C G KRBA1 EX15 missense NM_032534.2 NP_115923.2 c.2044C>G p.L682V | p.Leu682Val CCTxTGT + 84626 144 0 0% 159 32 16.70% NA. NA.

CC-P005 chr7 152007053 C A MLL3 EX6 nonsense NM_170606.2 NP_733751.2 c.847G>T p.E283* | p.Glu283* CTTxTGT - 58508 117 0 0% 124 28 18.40% MS somatic

CC-P005 chr8 38034515 C T BAG4 EX1 missense NM_004874.3 NP_004865.1 c.128C>T p.P43L | p.Pro43Leu AACxTCC + 9530 67 0 0% 53 10 15.80% NA. NA.

CC-P005 chr8 41476327 G C AGPAT6 EX11 missense NM_178819.3 NP_848934.1 c.1178G>C p.R393T | p.Arg393Thr CTAxAGA + 137964 83 0 0% 72 41 36.20% NA. NA.

CC-P005 chr8 48798705 C T PRKDC EX36 missense NM_006904.6 NP_008835.5 c.4576G>A p.E1526K | p.Glu1526Lys GCTxACA - 5591 155 0 0% 82 29 26.10% NA. NA.

CC-P005 chr8 72958841 G C TRPA1 EX17 missense NM_007332.2 NP_015628.2 c.1968C>G p.I656M | p.Ile656Met CTCxATC - 8989 139 0 0% 174 35 16.70% NA. NA.

CC-P005 chr8 108973039 C G RSPO2 EX4 missense NM_178565.4 NP_848660.3 c.290G>C p.R97T | p.Arg97Thr ATTxTGC - 340419 203 0 0% 274 15 5.10% NA. NA.

CC-P005 chr8 144651730 C G C8orf73 EX9 missense NM_001100878.1 NP_001094348.1 c.1357G>C p.D453H | p.Asp453His CGTxGCC - 642475 37 0 0% 46 9 16.30% NA. NA.

CC-P005 chr8 144657674 G A NAPRT1 EX10 missense NM_145201.4 NP_660202.3 c.1210C>T p.P404S | p.Pro404Ser GTGxCTG - 93100 119 0 0% 121 43 26.20% NA. NA.



CC-P005 chr9 86451916 C G KIF27 EX18E stop-loss NM_017576.1 NP_060046.1 c.4206G>C p.*1402Yfs*? | p.*1402Tyrfs*?TGTxTAA - 55582 51 0 0% 31 12 27.90% NA. NA.

CC-P005 chr9 94538064 C T ROR2 EX2 missense NM_004560.3 NP_004551.2 c.134G>A p.G45E | p.Gly45Glu GGTxCTA - 4920 130 0 0% 115 24 17.20% NA. NA.

CC-P005 chr9 104170735 G A ZNF189 EX3E missense NM_003452.2 NP_003443.2 c.685G>A p.E229K | p.Glu229Lys GGAxAAA + 7743 174 0 0% 187 17 8.30% NA. NA.

CC-P005 chr9 115936823 G C FKBP15 EX22 missense NM_015258.1 NP_056073.1 c.2264C>G p.S755C | p.Ser755Cys TGAxAAC - 23307 200 0 0% 208 56 21.20% NA. NA.

CC-P005 chr9 130210673 C T RPL12 EX5 missense NM_000976.3 NP_000967.1 c.322G>A p.E108K | p.Glu108Lys TCTxATC - 6136 243 0 0% 256 57 18.20% NA. NA.

CC-P005 chr9 130211954 C T RPL12 EX3 missense NM_000976.3 NP_000967.1 c.145G>A p.A49T | p.Ala49Thr TTGxCTT - 6136 24 0 0% 22 12 35.20% NA. NA.

CC-P005 chr9 134010315 G A NUP214 EX8 missense NM_005085.2 NP_005076.3 c.862G>A p.V288M | p.Val288Met TTTxTGA + 8021 77 0 0% 46 14 23.30% MS No mutation

CC-P005 chr9 134010353 G C NUP214 EX8 missense NM_005085.2 NP_005076.3 c.900G>C p.E300D | p.Glu300Asp GGAxAGA + 8021 82 0 0% 48 15 23.80% MS somatic

CC-P005 chr10 1405686 C G ADARB2 EX3 missense NM_018702.3 NP_061172.1 c.614G>C p.G205A | p.Gly205Ala GGGxCCC - 105 91 1 1% 74 15 16.80% NA. NA.

CC-P005 chr10 16941042 A G CUBN EX54 missense NM_001081.3 NP_001072.2 c.8551T>C p.F2851L | p.Phe2851Leu GGAxGTT - 8029 99 0 0% 67 16 19.20% NA. NA.

CC-P005 chr10 124186476 A G PLEKHA1 EX11 missense NM_001001974.2 NP_001001974.1 c.829A>G p.M277V | p.Met277Val GAGxTGC + 59338 103 0 0% 45 5 10% NA. NA.

CC-P005 chr11 5373533 G C OR51B6 EX1E missense NM_001004750.1 NP_001004750.1 c.796G>C p.V266L | p.Val266Leu CATxTTC + 390058 432 0 0% 240 97 28.70% NA. NA.

CC-P005 chr11 33631371 G C KIAA1549L EX14 missense NM_012194.2 NP_036326.2 c.4247G>C p.G1416A | p.Gly1416Ala AGGxATA + 25758 347 0 0% 208 33 13.60% Sanger somatic

CC-P005 chr11 46529867 C G AMBRA1 EX11 missense NM_001267782.1 NP_001254711.1 c.2222G>C p.R741T | p.Arg741Thr TCTxTCC - 55626 150 0 0% 62 38 38% NA. NA.

CC-P005 chr11 56409482 C T OR5AP2 EX1E missense NM_001002925.1 NP_001002925.1 c.434G>A p.R145K | p.Arg145Lys ATTxTCC - 338675 74 0 0% 98 14 12.50% NA. NA.

CC-P005 chr11 64681306 C T ATG2A EX4 missense NM_015104.2 NP_055919.2 c.577G>A p.V193I | p.Val193Ile GGAxCTC - 23130 61 0 0% 60 7 10.40% NA. NA.

CC-P005 chr11 65635360 C A EFEMP2 EX10 missense NM_016938.4 NP_058634.4 c.1142G>T p.G381V | p.Gly381Val TTTxCAG - 30008 164 0 0% 116 66 36.20% NA. NA.

CC-P005 chr11 89608998 T C TRIM64B EX1 missense NM_001164397.1 NP_001157869.1 c.188A>G p.N63S | p.Asn63Ser AAGxTGG - 642446 306 1 0.30% 216 49 18.40% NA. NA.

CC-P005 chr11 125880479 G A CDON EX8 missense NM_016952.4 NP_058648.4 c.1309C>T p.R437C | p.Arg437Cys AACxAAT - 50937 160 0 0% 80 10 11.10% sanger somatic

CC-P005 chr12 1023175 C G RAD52 EX11 missense NM_134424.2 NP_602296.2 c.1080G>C p.L360F | p.Leu360Phe GTTxAAG - 5893 94 0 0% 83 12 12.60% NA. NA.

CC-P005 chr12 1940358 C G LRTM2 EX4 missense NM_001163925.1 NP_001157397.1 c.325C>G p.R109G | p.Arg109Gly CCCxGCT + 654429 63 0 0% 59 12 16.90% NA. NA.

CC-P005 chr12 2622132 G A CACNA1C EX9 missense NM_001129827.1 NP_001123299.1 c.1372G>A p.E458K | p.Glu458Lys GATxAGG + 775 279 0 0% 224 76 25.30% NA. NA.

CC-P005 chr12 6669873 C G NOP2 EX14 missense NM_001258309.1 NP_001245238.1 c.1527G>C p.K509N | p.Lys509Asn AGTxTTC - 4839 356 0 0% 288 62 17.70% NA. NA.

CC-P005 chr12 11091035 C G TAS2R14 EX1E missense NM_023922.1 NP_076411.1 c.772G>C p.E258Q | p.Glu258Gln CCTxCAA - 50840 56 0 0% 53 9 14.50% NA. NA.

CC-P005 chr12 25297361 G A CASC1 EX9 missense NM_018272.3 NP_060742.3 c.940C>T p.H314Y | p.His314Tyr AGTxAGA - 55259 125 0 0% 124 24 16.20% NA. NA.

CC-P005 chr12 25297483 G T CASC1 EX9 nonsense NM_018272.3 NP_060742.3 c.818C>A p.S273* | p.Ser273* GTTxAAA - 55259 223 0 0% 175 33 15.80% NA. NA.

CC-P005 chr12 40734114 G C LRRK2 EX41 missense NM_198578.3 NP_940980.3 c.5967G>C p.M1989I | p.Met1989Ile CATxATT + 120892 93 0 0% 76 14 15.50% NA. NA.

CC-P005 chr12 53684203 G C ESPL1 EX24 missense NM_012291.4 NP_036423.4 c.5314G>C p.D1772H | p.Asp1772His ACTxACA + 9700 86 0 0% 68 22 24.40% NA. NA.

CC-P005 chr12 56823998 C T TIMELESS EX10 missense NM_003920.3 NP_003911.2 c.977G>A p.R326Q | p.Arg326Gln TCTxGGG - 8914 252 0 0% 182 44 19.40% NA. NA.

CC-P005 chr12 98995030 C G SLC25A3 EX7 missense NM_002635.3 NP_002626.1 c.896C>G p.S299C | p.Ser299Cys CTTxTCT + 5250 310 1 0.30% 288 70 19.50% NA. NA.

CC-P005 chr12 117628111 C A FBXO21 EX1 missense NM_033624.2 NP_296373.1 c.151G>T p.D51Y | p.Asp51Tyr TGTxGGC - 23014 35 0 0% 16 6 27.20% NA. NA.

CC-P005 chr12 133306311 G A ANKLE2 EX11 nonsense NM_015114.1 NP_055929.1 c.2437C>T p.Q813* | p.Gln813* GCTxATC - 23141 99 0 0% 81 17 17.30% NA. NA.

CC-P005 chr12 133384544 C T GOLGA3 EX5 missense NM_005895.3 NP_005886.2 c.1111G>A p.E371K | p.Glu371Lys GCTxAGC - 2802 144 0 0% 81 15 15.60% NA. NA.

CC-P005 chr13 33703841 A C STARD13 EX5 missense NM_178006.3 NP_821074.1 c.973T>G p.C325G | p.Cys325Gly AGCxTGG - 90627 52 1 1.80% 35 5 12.50% NA. NA.

CC-P005 chr13 37614573 G C FAM48A EX9 nonsense NM_001014286.2 NP_001014308.2 c.536C>G p.S179* | p.Ser179* ATTxAAT - 55578 132 0 0% 64 64 50% NA. NA.

CC-P005 chr14 20859105 G C TEP1 EX14 missense NM_007110.4 NP_009041.2 c.2248C>G p.Q750E | p.Gln750Glu CTTxAGC - 7011 160 0 0% 108 23 17.50% NA. NA.

CC-P005 chr14 23456522 C T C14orf93 EX7E missense NM_021944.2 NP_068763.2 c.1519G>A p.E507K | p.Glu507Lys TCTxATC - 60686 61 0 0% 63 8 11.20% NA. NA.

CC-P005 chr14 24566303 G C PCK2 EX2 missense NM_004563.2 NP_004554.2 c.232G>C p.E78Q | p.Glu78Gln CTGxAGC + 5106 84 0 0% 83 14 14.40% NA. NA.

CC-P005 chr14 24641815 C G REC8 EX1 missense NM_001048205.1 NP_001041670.1 c.54C>G p.I18M | p.Ile18Met CATxTGG + 9985 32 0 0% 28 10 26.30% NA. NA.

CC-P005 chr14 57755540 G A AP5M1 EX8E missense NM_018229.3 NP_060699.3 c.1411G>A p.D471N | p.Asp471Asn TCTxATT + 55745 121 0 0% 133 42 24% NA. NA.

CC-P005 chr14 58737688 T C PSMA3 EX10 missense NM_002788.3 NP_002779.1 c.695T>C p.I232T | p.Ile232Thr ATAxAAG + 5684 135 0 0% 162 63 28% NA. NA.

CC-P005 chr14 64653172 C G SYNE2 EX97 missense NM_182914.2 NP_878918.2 c.17587C>G p.Q5863E | p.Gln5863Glu ACTxAGA + 23224 257 0 0% 230 21 8.30% MS somatic

CC-P005 chr14 75475871 C T EIF2B2 EX8E missense NM_014239.3 NP_055054.1 c.1036C>T p.P346S | p.Pro346Ser CATxCTG + 8892 44 0 0% 40 5 11.10% NA. NA.

CC-P005 chr14 80669045 C G DIO2 EX3E missense NM_001007023.3 NP_001007024.1 c.917G>C p.R306T | p.Arg306Thr AATxTAG - 1734 55 0 0% 49 15 23.40% NA. NA.

CC-P005 chr14 80669367 C T DIO2 EX3E missense NM_001007023.3 NP_001007024.1 c.595G>A p.E199K | p.Glu199Lys CCTxATC - 1734 318 1 0.30% 307 77 20% NA. NA.

CC-P005 chr14 90509424 G T TDP1 EX17E missense NM_018319.3 NP_060789.2 c.1764G>T p.W588C | p.Trp588Cys ATGxATA + 55775 90 0 0% 82 18 18% NA. NA.

CC-P005 chr14 104641373 C T KIF26A EX12 missense NM_015656.1 NP_056471.1 c.2248C>T p.R750W | p.Arg750Trp CGTxGGC + 26153 204 0 0% 208 79 27.50% NA. NA.

CC-P005 chr14 105239324 C G AKT1 EX11 missense NM_005163.2 NP_005154.2 c.1063G>C p.E355Q | p.Glu355Gln TCTxATG - 207 68 0 0% 80 12 13% NA. NA.

CC-P005 chr15 38229134 G C TMCO5A EX3 missense NM_152453.2 NP_689666.2 c.227G>C p.R76T | p.Arg76Thr AAAxAGC + 145942 91 0 0% 104 26 20% NA. NA.

CC-P005 chr15 40494810 G A BUB1B EX14 missense NM_001211.5 NP_001202.4 c.1649G>A p.R550Q | p.Arg550Gln CACxAGT + 701 139 0 0% 134 14 9.40% MS somatic

CC-P005 chr15 44106757 C G MFAP1 EX4 missense NM_005926.2 NP_005917.2 c.559G>C p.E187Q | p.Glu187Gln ACTxTTC - 4236 117 0 0% 61 13 17.50% NA. NA.

CC-P005 chr15 45470489 C T SHF EX3 missense NM_138356.2 NP_612365.2 c.319G>A p.D107N | p.Asp107Asn AGTxTTC - 90525 103 0 0% 80 15 15.70% NA. NA.

CC-P005 chr15 51756912 G A DMXL2 EX32 nonsense NM_015263.3 NP_056078.2 c.7765C>T p.R2589* | p.Arg2589* TTCxAAG - 23312 199 1 0.50% 190 18 8.60% NA. NA.

CC-P005 chr15 52342202 G A MAPK6 EX3 missense NM_002748.3 NP_002739.1 c.568G>A p.E190K | p.Glu190Lys TCTxAAG + 5597 159 0 0% 125 37 22.80% NA. NA.

CC-P005 chr15 63880542 G T USP3 EX12 nonsense NM_006537.3 NP_006528.2 c.1135G>T p.E379* | p.Glu379* GATxAGA + 9960 57 0 0% 69 10 12.60% NA. NA.

CC-P005 chr15 74836578 G A ARID3B EX2 missense NM_006465.2 NP_006456.1 c.301G>A p.E101K | p.Glu101Lys GATxAGG + 10620 345 0 0% 251 22 8% NA. NA.

CC-P005 chr15 101425500 C G ALDH1A3 EX2 missense NM_000693.2 NP_000684.2 c.128C>G p.S43C | p.Ser43Cys AATxCAA + 220 191 0 0% 267 18 6.30% NA. NA.

CC-P005 chr16 731221 G T STUB1 EX2 nonsense NM_005861.2 NP_005852.2 c.229G>T p.E77* | p.Glu77* CACxAGC + 10273 35 0 0% 54 6 10% NA. NA.

CC-P005 chr16 732070 G C STUB1 EX5 missense NM_005861.2 NP_005852.2 c.663G>C p.K221N | p.Lys221Asn GAAxAGG + 10273 102 0 0% 126 20 13.60% NA. NA.

CC-P005 chr16 732207 G C STUB1 EX6 missense NM_005861.2 NP_005852.2 c.712G>C p.E238Q | p.Glu238Gln TTTxAGC + 10273 110 0 0% 117 16 12% NA. NA.

CC-P005 chr16 2034749 G A GFER EX2 missense NM_005262.2 NP_005253.3 c.260G>A p.R87Q | p.Arg87Gln AGCxGGA + 2671 152 0 0% 114 41 26.40% NA. NA.

CC-P005 chr16 4790640 C T C16orf71 EX4 missense NM_139170.2 NP_631909.2 c.763C>T p.P255S | p.Pro255Ser GGAxCAC + 146562 76 1 1.20% 48 28 36.80% NA. NA.

CC-P005 chr16 29922349 C G KCTD13 EX5 missense NM_178863.3 NP_849194.1 c.703G>C p.E235Q | p.Glu235Gln CCTxGGC - 253980 401 0 0% 200 75 27.20% NA. NA.

CC-P005 chr16 46629507 G A SHCBP1 EX10 missense NM_024745.4 NP_079021.3 c.1421C>T p.S474L | p.Ser474Leu GCTxATG - 79801 222 0 0% 238 36 13.10% NA. NA.

CC-P005 chr16 57697439 C G GPR56 EX15E nonsense NM_005682.5 NP_005673.3 c.2027C>G p.S676* | p.Ser676* ACTxAGA + 9289 68 0 0% 63 17 21.20% NA. NA.

CC-P005 chr16 69985282 G C CLEC18A EX2 missense NM_182619.3 NP_872425.2 c.13G>C p.E5Q | p.Glu5Gln CCAxAGA + 348174 120 0 0% 44 7 13.70% NA. NA.

CC-P005 chr16 72141367 A G DHX38 EX20 missense NM_014003.3 NP_054722.2 c.2729A>G p.H910R | p.His910Arg TCCxCTT + 9785 235 0 0% 169 76 31% NA. NA.

CC-P005 chr16 74660431 C T RFWD3 EX12 missense NM_018124.3 NP_060594.3 c.1991G>A p.R664Q | p.Arg664Gln CTTxGTA - 55159 243 0 0% 184 54 22.60% NA. NA.

CC-P005 chr17 651255 C T GEMIN4 EX2E missense NM_015721.2 NP_056536.2 c.28G>A p.E10K | p.Glu10Lys CTTxACA - 50628 239 0 0% 211 51 19.40% NA. NA.

CC-P005 chr17 1385780 C G MYO1C EX5 missense NM_001080779.1 NP_001074248.1 c.619G>C p.D207H | p.Asp207His AGTxAAA - 4641 81 0 0% 72 11 13.20% NA. NA.

CC-P005 chr17 32963080 G C TMEM132E EX9 missense NM_207313.1 NP_997196.1 c.1762G>C p.E588Q | p.Glu588Gln ACTxAGG + 124842 199 0 0% 165 29 14.90% NA. NA.

CC-P005 chr17 40011228 C T KLHL11 EX2E missense NM_018143.1 NP_060613.1 c.891G>A p.M297I | p.Met297Ile TTTxATC - 55175 171 0 0% 151 19 11.10% NA. NA.

CC-P005 chr17 40272358 G C KAT2A EX3 nonsense NM_021078.2 NP_066564.2 c.494C>G p.S165* | p.Ser165* TCTxACA - 2648 433 0 0% 463 40 7.90% NA. NA.

CC-P005 chr17 40936155 C G WNK4 EX3 missense NM_032387.4 NP_115763.2 c.992C>G p.S331C | p.Ser331Cys CCTxCTT + 65266 136 0 0% 154 20 11.40% NA. NA.

CC-P005 chr17 41180615 C T RND2 EX5E missense NM_005440.4 NP_005431.1 c.602C>T p.S201F | p.Ser201Phe GATxCGC + 8153 107 0 0% 90 21 18.90% NA. NA.

CC-P005 chr18 52921898 C A TCF4 EX15 missense NM_001083962.1 NP_001077431.1 c.1180G>T p.D394Y | p.Asp394Tyr CATxCAG - 6925 191 0 0% 232 59 20.20% NA. NA.

CC-P005 chr18 59174700 G C CDH20 EX5 missense NM_031891.2 NP_114097.2 c.924G>C p.E308D | p.Glu308Asp AGAxATG + 28316 128 0 0% 95 46 32.60% NA. NA.

CC-P005 chr19 2416702 T C TMPRSS9 EX11 missense NM_182973.1 NP_892018.1 c.1810T>C p.F604L | p.Phe604Leu GCCxTCA + 360200 96 1 1% 43 5 10.40% NA. NA.

CC-P005 chr19 6906454 C G EMR1 EX9 missense NM_001974.4 NP_001965.3 c.960C>G p.F320L | p.Phe320Leu CTTxAAA + 2015 126 0 0% 63 16 20.20% NA. NA.

CC-P005 chr19 10426115 C A FDX1L EX3 missense NM_001031734.2 NP_001026904.1 c.254G>T p.R85I | p.Arg85Ile ACTxTGC - 112812 117 0 0% 127 29 18.50% NA. NA.

CC-P005 chr19 10973857 G C C19orf38 EX6 missense NM_001136482.1 NP_001129954.1 c.517G>C p.D173H | p.Asp173His TTCxATA + 255809 112 1 0.80% 70 12 14.60% NA. NA.

CC-P005 chr19 11888430 C T ZNF441 EX2 missense NM_152355.2 NP_689568.2 c.8C>T p.S3L | p.Ser3Leu ACTxAGT + 126068 227 0 0% 201 33 14.10% NA. NA.

CC-P005 chr19 11889204 C G ZNF441 EX3 missense NM_152355.2 NP_689568.2 c.190C>G p.L64V | p.Leu64Val AATxTAA + 126068 169 0 0% 156 35 18.30% NA. NA.

CC-P005 chr19 12638467 G C ZNF564 EX4E missense NM_144976.3 NP_659413.1 c.455C>G p.S152C | p.Ser152Cys CAAxAAC - 163050 128 0 0% 168 29 14.70% NA. NA.

CC-P005 chr19 14507931 C T CD97 EX6 missense NM_078481.3 NP_510966.1 c.521C>T p.S174F | p.Ser174Phe GCTxCAC + 976 202 0 0% 208 46 18.10% NA. NA.

CC-P005 chr19 22496984 G C ZNF729 EX4E missense NM_001242680.1 NP_001229609.1 c.765G>C p.K255N | p.Lys255Asn TAAxAGA + 100287226 241 0 0% 245 20 7.50% NA. NA.

CC-P005 chr19 35258236 G C ZNF599 EX3 missense NM_001007248.2 NP_001007249.1 c.226C>G p.Q76E | p.Gln76Glu TTTxGGA - 148103 179 0 0% 214 25 10.40% NA. NA.

CC-P005 chr19 38579381 G A SIPA1L3 EX4 missense NM_015073.1 NP_055888.1 c.1555G>A p.V519M | p.Val519Met GGCxTGG + 23094 244 0 0% 179 145 44.70% NA. NA.

CC-P005 chr19 38976369 C T RYR1 EX34 nonsense NM_000540.2 NP_000531.2 c.5074C>T p.Q1692* | p.Gln1692* GCTxAGC + 6261 199 0 0% 213 32 13% MS somatic

CC-P005 chr19 39521931 C A FBXO27 EX3 missense NM_178820.3 NP_849142.1 c.394G>T p.G132C | p.Gly132Cys CACxGTG - 126433 119 0 0% 137 22 13.80% NA. NA.

CC-P005 chr19 40730669 T G CNTD2 EX2 missense NM_024877.3 NP_079153.2 c.317A>C p.E106A | p.Glu106Ala ATCxCCG - 79935 32 0 0% 46 7 13.20% NA. NA.

CC-P005 chr19 42753491 G A ERF EX4E missense NM_006494.2 NP_006485.2 c.773C>T p.S258F | p.Ser258Phe AGGxATC - 2077 111 0 0% 155 26 14.30% NA. NA.

CC-P005 chr19 44378155 C G ZNF404 EX3E missense NM_001033719.2 NP_001028891.2 c.211G>C p.E71Q | p.Glu71Gln TCTxCTG - 342908 184 0 0% 163 32 16.40% NA. NA.

CC-P005 chr19 46002634 C G PPM1N EX1 missense NM_001080401.1 NP_001073870.1 c.904C>G p.L302V | p.Leu302Val CTTxTCT + 147699 234 0 0% 235 17 6.70% NA. NA.

CC-P005 chr19 59082684 C G MZF1 EX2 missense NM_198055.1 NP_932172.1 c.73G>C p.E25Q | p.Glu25Gln CCTxTAG - 7593 47 0 0% 83 20 19.40% NA. NA.

CC-P005 chr20 3171367 C G DDRGK1 EX9E missense NM_023935.1 NP_076424.1 c.877G>C p.E293Q | p.Glu293Gln GCTxGGC - 65992 88 0 0% 90 10 10% NA. NA.

CC-P005 chr20 3672663 C T SIGLEC1 EX16 missense NM_023068.3 NP_075556.1 c.4217G>A p.R1406Q | p.Arg1406Gln TTTxGGG - 6614 113 0 0% 71 24 25.20% NA. NA.

CC-P005 chr20 30102373 G A HM13 EX1 missense NM_178581.1 NP_848696.1 c.19G>A p.D7N | p.Asp7Asn AGCxATC + 81502 184 0 0% 94 29 23.50% NA. NA.

CC-P005 chr21 33650995 G C MIS18A EX1 missense NM_018944.2 NP_061817.1 c.331C>G p.R111G | p.Arg111Gly AGCxAAG - 54069 91 0 0% 67 8 10.60% NA. NA.

CC-P005 chr21 45217304 C T RRP1 EX6 nonsense NM_003683.5 NP_003674.1 c.424C>T p.Q142* | p.Gln142* AGAxAGA + 8568 76 0 0% 59 12 16.90% NA. NA.

CC-P005 chr21 45649964 C T ICOSLG EX6 missense NM_015259.4 NP_056074.1 c.871G>A p.A291T | p.Ala291Thr CAGxCCA - 23308 21 0 0% 13 5 27.70% NA. NA.

CC-P005 chr22 22316931 C G TOP3B EX13 missense NM_003935.3 NP_003926.1 c.1395G>C p.E465D | p.Glu465Asp GCTxTCC - 8940 101 0 0% 52 30 36.50% NA. NA.

CC-P005 chr22 24086742 A C ZNF70 EX2E missense NM_021916.2 NP_068735.1 c.586T>G p.Y196D | p.Tyr196Asp CGTxGGG - 7621 34 0 0% 27 6 18.10% NA. NA.

CC-P005 chr22 32109516 C T PRR14L EX4 missense NM_173566.2 NP_775837.2 c.4309G>A p.D1437N | p.Asp1437Asn TGTxAGC - 253143 274 0 0% 156 61 28.10% NA. NA.

CC-P005 chr22 35660943 G A HMGXB4 EX5 missense NM_001003681.2 NP_001003681.1 c.562G>A p.D188N | p.Asp188Asn CCTxATG + 10042 147 0 0% 94 30 24.10% NA. NA.

CC-P005 chrX 1536976 C T ASMTL EX11 missense NM_004192.3 NP_004183.2 c.1412G>A p.R471H | p.Arg471His TCAxGGG - 8623 50 0 0% 21 18 46.10% NA. NA.

CC-P005 chrX 10077961 G A WWC3 EX9 missense NM_015691.3 NP_056506.2 c.875G>A p.R292H | p.Arg292His GCCxCTC + 55841 151 0 0% 79 29 26.80% NA. NA.

CC-P005 chrX 20190950 C G RPS6KA3 EX15 missense NM_004586.2 NP_004577.1 c.1267G>C p.E423Q | p.Glu423Gln CTTxATA - 6197 197 0 0% 162 48 22.80% NA. NA.

CC-P005 chrX 47104439 G C USP11 EX16 missense NM_004651.3 NP_004642.2 c.2240G>C p.W747S | p.Trp747Ser ACTxGGA + 8237 156 0 0% 107 38 26.20% NA. NA.

CC-P005 chrX 47500685 C G ELK1 EX3 missense NM_001114123.2 NP_001107595.1 c.156G>C p.K52N | p.Lys52Asn GGTxTTG - 2002 71 0 0% 69 13 15.80% NA. NA.

CC-P005 chrX 76938172 C T ATRX EX9 missense NM_000489.3 NP_000480.2 c.2576G>A p.G859E | p.Gly859Glu ATTxCTT - 546 239 0 0% 168 13 7.10% NA. NA.

CC-P005 chrX 101909549 G C GPRASP1 EX6E missense NM_001184727.1 NP_001171656.1 c.708G>C p.M236I | p.Met236Ile CATxTCT + 9737 231 1 0.40% 188 16 7.80% NA. NA.

CC-P005 chrX 102003983 A G BHLHB9 EX3E missense NM_030639.2 NP_085142.1 c.60A>G p.I20M | p.Ile20Met TATxCAA + 80823 170 0 0% 128 29 18.40% NA. NA.

CC-P005 chrX 123615637 C G TENM1 EX21 missense NM_014253.3 NP_055068.2 c.3873G>C p.Q1291H | p.Gln1291His ACTxTGG - 10178 245 0 0% 275 75 21.40% NA. NA.

CC-P005 chrX 135579893 G A HTATSF1 EX1 missense NM_014500.4 NP_055315.2 c.50G>A p.R17Q | p.Arg17Gln TGCxAAT + 27336 135 0 0% 117 60 33.80% NA. NA.

CC-P005 chrX 141291417 C G MAGEC2 EX3E missense NM_016249.3 NP_057333.1 c.357G>C p.Q119H | p.Gln119His TTTxTGG - 51438 46 0 0% 37 14 27.40% NA. NA.

CC-P005 chrX 153689811 C G PLXNA3 EX3 missense NM_017514.3 NP_059984.2 c.967C>G p.Q323E | p.Gln323Glu TCTxAGG + 55558 109 0 0% 67 9 11.80% NA. NA.

CC-P006 chr1 32655701 G A TXLNA EX6 missense NM_175852.3 NP_787048.1 c.814G>A p.E272K | p.Glu272Lys AAGxAGG + 200081 90 0 0% 53 7 11.60% NA. NA.

CC-P006 chr1 155156527 T C TRIM46 EX10E missense NM_025058.4 NP_079334.3 c.2141T>C p.L714S | p.Leu714Ser TCTxGGA + 80128 33 0 0% 44 5 10.20% NA. NA.

CC-P006 chr2 74761797 C G LOXL3 EX10 missense NM_032603.2 NP_115992.1 c.1684G>C p.A562P | p.Ala562Pro TGGxCAG - 84695 225 2 0.80% 256 14 5.10% NA. NA.

CC-P006 chr3 3133959 T C IL5RA EX10 missense NM_000564.4 NP_000555.2 c.943A>G p.M315V | p.Met315Val ACAxGGA - 3568 299 0 0% 259 15 5.40% NA. NA.

CC-P006 chr5 140763977 A C PCDHGA7 EX1 missense NM_018920.2 NP_061743.1 c.1511A>C p.Y504S | p.Tyr504Ser CCTxTGT + 56108 50 0 0% 44 7 13.70% NA. NA.

CC-P006 chr8 22140732 T C PIWIL2 EX5 missense NM_001135721.1 NP_001129193.1 c.611T>C p.L204P | p.Leu204Pro TCCxGAC + 55124 38 0 0% 44 7 13.70% NA. NA.

CC-P006 chr8 135521968 A G ZFAT EX15 missense NM_020863.3 NP_065914.2 c.3386T>C p.V1129A | p.Val1129Ala TTCxCGG - 57623 34 0 0% 39 5 11.30% NA. NA.

CC-P006 chr11 6452900 G A HPX EX9 missense NM_000613.2 NP_000604.1 c.1100C>T p.P367L | p.Pro367Leu CCAxGGC - 3263 125 1 0.70% 142 21 12.80% NA. NA.

CC-P006 chr12 26383988 A C SSPN EX3E missense NM_005086.4 NP_005077.2 c.711A>C p.E237D | p.Glu237Asp CGAxGGC + 8082 60 1 1.60% 57 7 10.90% NA. NA.

CC-P006 chr16 19883680 A G GPRC5B EX2 missense NM_016235.1 NP_057319.1 c.488T>C p.V163A | p.Val163Ala CCCxCCA - 51704 37 0 0% 46 7 13.20% NA. NA.

CC-P006 chr19 15350750 G C BRD4 EX15 missense NM_058243.2 NP_490597.1 c.3253C>G p.P1085A | p.Pro1085Ala GGGxTGG - 23476 51 0 0% 50 7 12.20% NA. NA.

CC-P006 chr22 24432541 G A CABIN1 EX3 missense NM_001199281.1 NP_001186210.1 c.8G>A p.R3Q | p.Arg3Gln TTCxAAT + 23523 196 0 0% 176 13 6.80% NA. NA.

CC-P006 chr22 50615367 G C PANX2 IVS1 splice-3 NM_052839.3 NP_443071.2 c.227-1G>C . CCAxAGG + 56666 26 0 0% 36 5 12.10% NA. NA.

CC-P006 chrX 18275097 A G SCML2 EX11 missense NM_006089.2 NP_006080.1 c.1327T>C p.S443P | p.Ser443Pro ATGxTGC - 10389 50 0 0% 44 5 10.20% NA. NA.

CC-P006 chrX 103498984 C G ESX1 EX2 missense NM_153448.3 NP_703149.1 c.357G>C p.E119D | p.Glu119Asp CCCxTCC - 80712 40 0 0% 37 6 13.90% NA. NA.

CC-P007 chr1 156622211 G C BCAN EX8 missense NM_021948.4 NP_068767.3 c.1469G>C p.G490A | p.Gly490Ala CGGxCCC + 63827 45 0 0% 78 17 17.80% NA. NA.

CC-P007 chr1 175355216 C T TNR EX8 missense NM_003285.2 NP_003276.3 c.1729G>A p.V577I | p.Val577Ile GGAxGGC - 7143 50 0 0% 33 7 17.50% NA. NA.

CC-P007 chr1 206773658 C T EIF2D EX8 missense NM_006893.2 NP_008824.2 c.906_907delCGinsTAp.E303K | p.Glu303Lys CTTxAGG - 1939 63 0 0% 39 24 38% NA. NA.

CC-P007 chr1 245851456 C T KIF26B EX12 missense NM_018012.3 NP_060482.2 c.5171C>T p.S1724L | p.Ser1724Leu CCTxGCC + 55083 72 0 0% 57 48 45.70% Sanger somatic

CC-P007 chr2 73868374 C G NAT8 EX2E missense NM_003960.3 NP_003951.3 c.382G>C p.D128H | p.Asp128His CATxAAC - 9027 73 0 0% 43 28 39.40% NA. NA.

CC-P007 chr2 129025960 C T HS6ST1 EX2E missense NM_004807.2 NP_004798.3 c.1012G>A p.E338K | p.Glu338Lys CCTxGAT - 9394 140 1 0.70% 69 42 37.80% NA. NA.

CC-P007 chr3 143412036 G A SLC9A9 EX5 missense NM_173653.3 NP_775924.1 c.647C>T p.P216L | p.Pro216Leu CCTxGAT - 285195 84 0 0% 103 43 29.40% NA. NA.

CC-P007 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 50 0 0% 75 25 25% MS somatic

CC-P007 chr4 153249384 C T FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1394G>A p.R465H | p.Arg465His CAAxGCA - 55294 116 0 0% 65 35 35% MS somatic

CC-P007 chr5 122718750 G C CEP120 EX13 missense NM_153223.3 NP_694955.2 c.1790C>G p.S597C | p.Ser597Cys TAAxAAA - 153241 65 0 0% 56 26 31.70% NA. NA.

CC-P007 chr5 131995415 G C IL13 IVS2 splice-3 NM_002188.2 NP_002179.2 c.229-1G>C . ACAxTAC + 3596 30 0 0% 40 5 11.10% NA. NA.

CC-P007 chr6 30595018 C T ATAT1 EX1 missense NM_001031722.2 NP_001026892.1 c.38C>T p.T13I | p.Thr13Ile TAAxCTT + 79969 92 0 0% 53 19 26.30% NA. NA.

CC-P007 chr6 30917388 C A DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.1147C>A p.H383N | p.His383Asn GAAxATG + 135656 36 0 0% 41 5 10.80% NA. NA.

CC-P007 chr6 46135870 A G ENPP5 EX2 missense NM_021572.4 NP_067547.1 c.130T>C p.Y44H | p.Tyr44His TATxTAA - 59084 166 0 0% 88 35 28.40% NA. NA.

CC-P007 chr6 146127443 A T FBXO30 EX2 nonsense NM_032145.4 NP_115521.3 c.99T>A p.C33* | p.Cys33* TGGxCAA - 84085 134 0 0% 49 37 43% NA. NA.

CC-P007 chr7 43546774 C T HECW1 EX22 nonsense NM_015052.3 NP_055867.3 c.3670C>T p.R1224* | p.Arg1224* TACxGAA + 23072 230 0 0% 119 43 26.50% NA. NA.

CC-P007 chr7 98609727 G A TRRAP EX72E missense NM_001244580.1 NP_001231509.1 c.11329G>A p.E3777K | p.Glu3777Lys GACxAGA + 8295 98 0 0% 71 55 43.60% NA. NA.

CC-P007 chr7 150390291 G A GIMAP2 EX3E missense NM_015660.2 NP_056475.1 c.917G>A p.C306Y | p.Cys306Tyr TGTxCAA + 26157 23 0 0% 24 10 29.40% NA. NA.

CC-P007 chr8 144332575 C T ZFP41 EX2 missense NM_173832.4 NP_776193.1 c.562C>T p.R188C | p.Arg188Cys ATCxGCC + 286128 72 0 0% 38 34 47.20% NA. NA.

CC-P007 chr9 139904575 C A ABCA2 EX42 missense NM_212533.2 NP_997698.1 c.6445G>T p.V2149L | p.Val2149Leu GCAxGCT - 20 307 0 0% 239 19 7.30% NA. NA.

CC-P007 chr9 139912343 C T ABCA2 EX16 missense NM_212533.2 NP_997698.1 c.2197G>A p.V733I | p.Val733Ile TGAxAAA - 20 29 0 0% 17 8 32% NA. NA.

CC-P007 chr10 124049459 G A BTBD16 EX6 missense NM_144587.2 NP_653188.2 c.421G>A p.A141T | p.Ala141Thr CCTxCAA + 118663 69 0 0% 44 5 10.20% NA. NA.

CC-P007 chr12 21968756 C T ABCC9 EX32 missense NM_020297.2 NP_064693.2 c.3964G>A p.E1322K | p.Glu1322Lys TTTxATA - 10060 291 0 0% 160 33 17% NA. NA.

CC-P007 chr14 23468187 C T C14orf93 EX2 missense NM_021944.2 NP_068763.2 c.46G>A p.E16K | p.Glu16Lys CCTxGCT - 60686 117 0 0% 105 68 39.30% NA. NA.

CC-P007 chr16 70182390 T G PDPR EX17 missense NM_017990.3 NP_060460.4 c.1986T>G p.N662K | p.Asn662Lys AAAxGGG + 55066 56 1 1.70% 72 24 25% NA. NA.

CC-P007 chr17 18023726 C T MYO15A EX2 missense NM_016239.3 NP_057323.3 c.1612C>T p.R538C | p.Arg538Cys CCGxGCC + 51168 94 0 0% 56 7 11.10% NA. NA.

CC-P007 chr18 66367676 C G TMX3 EX6 missense NM_019022.3 NP_061895.3 c.358G>C p.D120H | p.Asp120His CATxTTT - 54495 110 0 0% 54 18 25% NA. NA.

CC-P007 chr19 8649812 A G ADAMTS10 EX25 missense NM_030957.2 NP_112219.2 c.3169T>C p.C1057R | p.Cys1057Arg CGCxCTT - 81794 20 0 0% 28 5 15.10% NA. NA.

CC-P007 chr19 37310036 T C ZNF790 EX5E missense NM_001242802.1 NP_001229731.1 c.1210A>G p.I404V | p.Ile404Val AAAxATA - 388536 192 0 0% 90 29 24.30% NA. NA.

CC-P007 chr19 42804393 A G PAFAH1B3 EX4 missense NM_001145939.1 NP_001139411.1 c.215T>C p.I72T | p.Ile72Thr CCAxTGC - 5050 53 0 0% 51 33 39.20% NA. NA.

CC-P007 chr19 57176295 T C ZNF835 EX2E missense NM_001005850.2 NP_001005850.2 c.272A>G p.K91R | p.Lys91Arg TCCxTCG - 90485 57 0 0% 46 16 25.80% NA. NA.

CC-P007 chrX 18213560 C G BEND2 EX7 missense NM_153346.4 NP_699177.2 c.1036G>C p.E346Q | p.Glu346Gln TCTxAGC - 139105 88 0 0% 44 40 47.60% NA. NA.

CC-P007 chrX 47430409 C G ARAF EX15 missense NM_001654.4 NP_001645.1 c.1684C>G p.Q562E | p.Gln562Glu CCCxAGG + 369 35 0 0% 68 9 11.60% NA. NA.

CC-P007 chrX 53589107 C A HUWE1 EX54 nonsense NM_031407.5 NP_113584.3 c.7303G>T p.E2435* | p.Glu2435* CCTxTTC - 10075 85 0 0% 61 38 38.30% MS somatic

CC-P008 chr1 1022528 G C C1orf159 EX6 missense NM_017891.4 NP_060361.4 c.301C>G p.P101A | p.Pro101Ala GTGxCCG - 54991 65 1 1.50% 46 6 11.50% NA. NA.

CC-P008 chr1 15684717 G C FHAD1 EX20 missense NM_052929.1 NP_443161.1 c.2608G>C p.E870Q | p.Glu870Gln GCAxAGA + 114827 145 0 0% 123 18 12.70% NA. NA.

CC-P008 chr1 27687417 A C MAP3K6 EX14 missense NM_004672.3 NP_004663.3 c.1915T>G p.L639V | p.Leu639Val CCAxCAT - 9064 54 1 1.80% 40 5 11.10% Sanger No mutation

CC-P008 chr1 44456050 C G B4GALT2 EX7E missense NM_030587.2 NP_085076.2 c.1136C>G p.S379C | p.Ser379Cys TGTxTCG + 8704 220 0 0% 203 24 10.50% NA. NA.

CC-P008 chr1 109337524 G A STXBP3 EX13 missense NM_007269.2 NP_009200.2 c.1105G>A p.E369K | p.Glu369Lys ACTxAAC + 6814 211 0 0% 193 15 7.20% NA. NA.

CC-P008 chr1 207134326 C T FCAMR EX6 missense NM_001170631.1 NP_001164102.1 c.895G>A p.E299K | p.Glu299Lys CCTxTGC - 83953 178 0 0% 126 14 10% NA. NA.

CC-P008 chr1 212799971 C A FAM71A EX1E missense NM_153606.3 NP_705834.2 c.1752C>A p.D584E | p.Asp584Glu GGAxATC + 149647 48 0 0% 30 9 23% NA. NA.

CC-P008 chr2 77745950 T A LRRTM4 EX3 nonsense NM_001134745.1 NP_001128217.1 c.1045A>T p.K349* | p.Lys349* CCTxTTC - 80059 145 0 0% 83 19 18.60% NA. NA.

CC-P008 chr2 110373239 G C SOWAHC EX1E missense NM_023016.3 NP_075392.2 c.1173G>C p.K391N | p.Lys391Asn CAAxAAC + 65124 60 0 0% 45 6 11.70% NA. NA.

CC-P008 chr2 144194566 G A ARHGAP15 EX8 missense NM_018460.3 NP_060930.3 c.658G>A p.D220N | p.Asp220Asn TACxACA + 55843 165 0 0% 229 28 10.80% NA. NA.

CC-P008 chr2 162087685 G C TANK EX7 missense NM_004180.2 NP_004171.2 c.724G>C p.D242H | p.Asp242His AATxACT + 10010 390 0 0% 335 39 10.40% NA. NA.

CC-P008 chr2 202260060 C G TRAK2 EX8 missense NM_015049.2 NP_055864.2 c.877G>C p.D293H | p.Asp293His GGTxTAC - 66008 166 1 0.50% 158 17 9.70% NA. NA.

CC-P008 chr2 219508745 C T ZNF142 EX8 missense NM_001105537.1 NP_001099007.1 c.2494G>A p.E832K | p.Glu832Lys CCTxTCC - 7701 79 0 0% 55 8 12.60% NA. NA.



CC-P008 chr2 220404338 C G CHPF EX4E missense NM_024536.5 NP_078812.2 c.2095G>C p.E699Q | p.Glu699Gln CCTxTTC - 79586 169 0 0% 107 16 13% NA. NA.

CC-P008 chr3 30691768 G C TGFBR2 EX4 missense NM_001024847.2 NP_001020018.1 c.345G>C p.K115N | p.Lys115Asn AAAxAAT + 7048 222 0 0% 134 23 14.60% NA. NA.

CC-P008 chr3 41278114 G T CTNNB1 EX13 nonsense NM_001904.3 NP_001895.1 c.1990G>T p.E664* | p.Glu664* TCTxAGG + 1499 70 0 0% 55 9 14% Sanger somatic

CC-P008 chr3 49151642 A G USP19 EX16 missense NM_001199160.1 NP_001186089.1 c.2362T>C p.Y788H | p.Tyr788His AATxAAA - 10869 68 0 0% 42 15 26.30% NA. NA.

CC-P008 chr3 49155243 C G USP19 EX4 missense NM_001199160.1 NP_001186089.1 c.319G>C p.D107H | p.Asp107His GATxATG - 10869 34 0 0% 37 5 11.90% NA. NA.

CC-P008 chr3 49756595 G C AMIGO3 EX1E missense NM_198722.2 NP_942015.1 c.304C>G p.R102G | p.Arg102Gly CGCxACC - 386724 155 0 0% 101 15 12.90% NA. NA.

CC-P008 chr3 141884601 C T GK5 EX16E missense NM_001039547.2 NP_001034636.1 c.1453G>A p.D485N | p.Asp485Asn TGTxAGT - 256356 62 0 0% 49 14 22.20% NA. NA.

CC-P008 chr3 195492321 C T MUC4 IVS8 splice-3 NM_018406.6 NP_060876.5 c.13619-1G>A . GGCxTGA - 4585 40 0 0% 34 5 12.80% Sanger No mutation

CC-P008 chr4 113462253 C T C4orf21 EX25 missense NM_018392.4 NP_060862.3 c.5770G>A p.E1924K | p.Glu1924Lys GTTxTAG - 55345 240 0 0% 251 20 7.30% NA. NA.

CC-P008 chr5 150925076 C T FAT2 EX9 missense NM_001447.2 NP_001438.1 c.5612G>A p.R1871K | p.Arg1871Lys AATxTGG - 2196 161 1 0.60% 180 25 12.10% Sanger somatic

CC-P008 chr6 32157485 C A PBX2 EX1 nonsense NM_002586.4 NP_002577.2 c.208G>T p.E70* | p.Glu70* CCTxGTC - 5089 197 0 0% 240 18 6.90% NA. NA.

CC-P008 chr6 33744936 C G LEMD2 EX7 missense NM_181336.3 NP_851853.1 c.1237G>C p.E413Q | p.Glu413Gln TCTxATA - 221496 103 0 0% 83 13 13.50% NA. NA.

CC-P008 chr6 155569281 A G TIAM2 EX19 missense NM_012454.3 NP_036586.2 c.3800A>G p.D1267G | p.Asp1267Gly CGGxCCA + 26230 58 0 0% 42 5 10.60% NA. NA.

CC-P008 chr6 158485670 C T SYNJ2 EX10 missense NM_003898.3 NP_003889.1 c.1247C>T p.S416L | p.Ser416Leu GTTxAAA + 8871 234 0 0% 185 25 11.90% NA. NA.

CC-P008 chr8 68113768 A G ARFGEF1 EX37 missense NM_006421.4 NP_006412.2 c.5201T>C p.L1734P | p.Leu1734Pro AAGxGAA - 10565 62 0 0% 80 15 15.70% NA. NA.

CC-P008 chr8 124164138 G T WDR67 EX22E missense NM_145647.3 NP_663622.2 c.3160G>T p.A1054S | p.Ala1054Ser CGGxCTC + 93594 70 0 0% 85 10 10.50% NA. NA.

CC-P008 chr9 33258972 C G BAG1 EX4 missense NM_004323.5 NP_004314.5 c.723G>C p.E241D | p.Glu241Asp CTTxTCC - 573 153 0 0% 256 23 8.20% NA. NA.

CC-P008 chr9 105767333 T A CYLC2 EX5 missense NM_001340.3 NP_001331.1 c.420T>A p.D140E | p.Asp140Glu AGAxTCA + 1539 23 0 0% 27 8 22.80% NA. NA.

CC-P008 chr9 139995966 T C MAN1B1 EX8 missense NM_016219.4 NP_057303.2 c.1096T>C p.F366L | p.Phe366Leu GCCxTCA + 11253 72 1 1.30% 68 8 10.50% NA. NA.

CC-P008 chr10 5567264 G C CALML3 EX1E missense NM_005185.2 NP_005176.1 c.216G>C p.M72I | p.Met72Ile CATxATG + 810 271 0 0% 273 37 11.90% NA. NA.

CC-P008 chr10 31750079 G C ZEB1 EX2 missense NM_030751.5 NP_110378.3 c.172G>C p.E58Q | p.Glu58Gln CCAxAGG + 6935 134 0 0% 120 16 11.70% NA. NA.

CC-P008 chr10 45799539 G C OR13A1 EX4E missense NM_001004297.2 NP_001004297.2 c.332C>G p.S111C | p.Ser111Cys TAGxAGA - 79290 77 0 0% 38 6 13.60% NA. NA.

CC-P008 chr10 75868816 G A VCL EX18 missense NM_014000.2 NP_054706.1 c.2647G>A p.E883K | p.Glu883Lys GATxAAG + 7414 170 0 0% 173 15 7.90% NA. NA.

CC-P008 chr11 18723434 C T TMEM86A EX3E missense NM_153347.1 NP_699178.1 c.601C>T p.P201S | p.Pro201Ser TTTxCTG + 144110 269 0 0% 181 27 12.90% NA. NA.

CC-P008 chr11 62293062 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.8827G>C p.E2943Q | p.Glu2943Gln CCTxTGG - 79026 313 0 0% 262 26 9% MS somatic

CC-P008 chr12 52374974 G A ACVR1B EX4 missense NM_020328.3 NP_064733.3 c.802G>A p.D268N | p.Asp268Asn GCTxACA + 91 144 0 0% 151 22 12.70% NA. NA.

CC-P008 chr12 121764931 G A ANAPC5 EX11 missense NM_016237.4 NP_057321.2 c.1408C>T p.L470F | p.Leu470Phe AGAxTGC - 51433 77 0 0% 46 15 24.50% NA. NA.

CC-P008 chr13 20625693 G C ZMYM2 EX14 missense NM_003453.3 NP_003444.1 c.2413G>C p.E805Q | p.Glu805Gln AATxAGC + 7750 41 0 0% 44 5 10.20% NA. NA.

CC-P008 chr13 114792867 C G RASA3 EX7 missense NM_007368.2 NP_031394.2 c.601G>C p.E201Q | p.Glu201Gln CCTxAAA - 22821 78 0 0% 90 10 10% NA. NA.

CC-P008 chr14 93673718 G A UBR7 EX1 missense NM_175748.3 NP_786924.2 c.82G>A p.E28K | p.Glu28Lys GACxAGG + 55148 176 0 0% 122 18 12.80% NA. NA.

CC-P008 chr15 65500013 C G CILP EX3 missense NM_003613.3 NP_003604.3 c.151G>C p.E51Q | p.Glu51Gln TCTxCAG - 8483 106 0 0% 106 16 13.10% NA. NA.

CC-P008 chr16 31418849 C T ITGAD EX8 missense NM_005353.2 NP_005344.2 c.718C>T p.H240Y | p.His240Tyr TTTxATC + 3681 293 0 0% 326 96 22.70% NA. NA.

CC-P008 chr16 67913522 G C EDC4 EX15 missense NM_014329.4 NP_055144.3 c.1666G>C p.E556Q | p.Glu556Gln TCTxAGG + 23644 136 0 0% 134 20 12.90% NA. NA.

CC-P008 chr16 83159051 C G CDH13 EX5 missense NM_001220488.1 NP_001207417.1 c.569C>G p.S190C | p.Ser190Cys TATxTCC + 1012 244 0 0% 139 20 12.50% NA. NA.

CC-P008 chr17 4995610 C T ZFP3 EX2E missense NM_153018.2 NP_694563.1 c.811C>T p.H271Y | p.His271Tyr CAGxATC + 124961 238 0 0% 274 27 8.90% NA. NA.

CC-P008 chr17 34943476 C G GGNBP2 EX13 nonsense NM_024835.3 NP_079111.1 c.1691C>G p.S564* | p.Ser564* CCTxAGG + 79893 164 0 0% 130 17 11.50% NA. NA.

CC-P008 chr17 37618629 C G CDK12 EX1 nonsense NM_016507.2 NP_057591.2 c.305C>G p.S102* | p.Ser102* GATxAGA + 51755 209 0 0% 169 24 12.40% MS somatic

CC-P008 chr17 72368690 C A GPR142 EX4E missense NM_181790.1 NP_861455.1 c.1340C>A p.A447E | p.Ala447Glu CGGxGAA + 350383 176 1 0.50% 187 13 6.50% NA. NA.

CC-P008 chr19 1220629 C T STK11 EX5 missense NM_000455.4 NP_000446.1 c.647C>T p.S216F | p.Ser216Phe GCTxCCC + 6794 104 1 0.90% 131 15 10.20% MS somatic

CC-P008 chr19 10577720 C G PDE4A EX17E nonsense NM_001243121.1 NP_001230050.1 c.2018C>G p.S673* | p.Ser673* AGTxAAG + 5141 92 0 0% 149 17 10.20% NA. NA.

CC-P008 chr19 12739230 G C ZNF791 EX4E missense NM_153358.2 NP_699189.2 c.887G>C p.G296A | p.Gly296Ala CTGxAGA + 163049 168 0 0% 160 18 10.10% NA. NA.

CC-P008 chr19 12807331 G C FBXW9 EX1 nonsense NM_032301.2 NP_115677.2 c.65C>G p.S22* | p.Ser22* TCTxACT - 84261 70 0 0% 45 11 19.60% NA. NA.

CC-P008 chr19 14875409 G A EMR2 EX11 missense NM_013447.3 NP_038475.2 c.920C>T p.A307V | p.Ala307Val AGCxCCT - 30817 71 0 0% 59 32 35.10% NA. NA.

CC-P008 chr19 15342142 C G EPHX3 EX3 missense NM_024794.2 NP_079070.1 c.395G>C p.R132P | p.Arg132Pro CCTxGCA - 79852 193 0 0% 196 14 6.60% NA. NA.

CC-P008 chr19 35842684 C T FFAR1 EX1E missense NM_005303.2 NP_005294.1 c.230C>T p.S77L | p.Ser77Leu CCTxGCT + 2864 95 0 0% 54 12 18.10% NA. NA.

CC-P008 chr19 40030143 C G EID2 EX1E missense NM_153232.3 NP_694964.3 c.577G>C p.D193H | p.Asp193His CATxAAA - 163126 274 0 0% 267 32 10.70% NA. NA.

CC-P008 chr19 44981218 C G ZNF180 EX5E missense NM_013256.3 NP_037388.2 c.1480G>C p.E494Q | p.Glu494Gln ATTxATA - 7733 300 0 0% 462 25 5.10% NA. NA.

CC-P008 chr19 45284268 G C CBLC EX2 missense NM_012116.3 NP_036248.3 c.460G>C p.A154P | p.Ala154Pro AAGxCCC + 23624 76 1 1.20% 76 12 13.60% NA. NA.

CC-P008 chr19 45395664 C G TOMM40 EX2 missense NM_001128917.1 NP_001122389.1 c.289C>G p.Q97E | p.Gln97Glu ATTxAGA + 10452 181 0 0% 223 20 8.20% NA. NA.

CC-P008 chr19 48917337 T C GRIN2D EX4 missense NM_000836.2 NP_000827.2 c.1175T>C p.L392P | p.Leu392Pro CCCxCAC + 2906 77 0 0% 62 15 19.40% NA. NA.

CC-P008 chr19 51890520 C T LIM2 EX2 missense NM_030657.3 NP_085915.2 c.178G>A p.E60K | p.Glu60Lys GCTxACC - 3982 223 0 0% 207 32 13.30% NA. NA.

CC-P008 chr19 56320181 G A NLRP11 EX5 nonsense NM_145007.3 NP_659444.2 c.1795C>T p.Q599* | p.Gln599* GCTxAAC - 204801 133 0 0% 127 14 9.90% NA. NA.

CC-P008 chr20 55982598 G A RBM38 IVS3 splice-3 NM_017495.5 NP_059965.2 c.417-1G>A . ACAxGCT + 55544 59 0 0% 29 5 14.70% NA. NA.

CC-P008 chr21 43166011 C T RIPK4 EX6 missense NM_020639.2 NP_065690.2 c.844G>A p.E282K | p.Glu282Lys TTTxAGA - 54101 233 0 0% 144 15 9.40% NA. NA.

CC-P008 chr22 31013431 G T TCN2 EX7 missense NM_000355.3 NP_000346.2 c.1055G>T p.G352V | p.Gly352Val CCGxGTC + 6948 91 1 1% 98 13 11.70% NA. NA.

CC-P008 chrX 53590752 C G HUWE1 EX52 missense NM_031407.5 NP_113584.3 c.7060G>C p.E2354Q | p.Glu2354Gln ACTxATC - 10075 71 0 0% 72 10 12.10% MS somatic

CC-P008 chrX 110439707 C G PAK3 EX16 missense NM_002578.3 NP_002569.1 c.1246C>G p.Q416E | p.Gln416Glu GAGxAAA + 5063 172 0 0% 249 20 7.40% NA. NA.

CC-P008 chrX 130217886 C G ARHGAP36 EX4 missense NM_144967.3 NP_659404.2 c.498C>G p.F166L | p.Phe166Leu TTTxAGT + 158763 235 0 0% 172 16 8.50% NA. NA.

CC-P009 chr1 33820563 C G PHC2 EX7 missense NM_198040.2 NP_932157.1 c.1268G>C p.C423S | p.Cys423Ser TGAxACT - 1912 51 0 0% 44 5 10.20% NA. NA.

CC-P009 chr1 74667046 C A FPGT-TNNI3K EX3 missense NM_001112808.2 NP_001106279.1 c.295C>A p.L99I | p.Leu99Ile AAGxTAT + 100526835 24 0 0% 39 5 11.30% NA. NA.

CC-P009 chr1 74667046 C A FPGT EX3 missense NM_003838.3 NP_003829.2 c.295C>A p.L99I | p.Leu99Ile AAGxTAT + 8790 24 0 0% 39 5 11.30% NA. NA.

CC-P009 chr1 176564722 C T PAPPA2 EX3 missense NM_020318.2 NP_064714.2 c.1982C>T p.S661L | p.Ser661Leu ACTxACC + 60676 67 0 0% 52 26 33.30% MS somatic

CC-P009 chr2 108488439 G C RGPD4 EX20 missense NM_182588.2 NP_872394.2 c.3979G>C p.E1327Q | p.Glu1327Gln CAAxAAG + 285190 339 0 0% 192 81 29.60% NA. NA.

CC-P009 chr2 158178150 C T ERMN EX4E missense NM_001009959.1 NP_001009959.1 c.527G>A p.R176Q | p.Arg176Gln TTTxGAA - 57471 44 0 0% 45 14 23.70% NA. NA.

CC-P009 chr2 191864354 C T STAT1 EX7 missense NM_007315.3 NP_009330.1 c.539G>A p.R180K | p.Arg180Lys CCTxTGT - 6772 166 0 0% 135 45 25% NA. NA.

CC-P009 chr2 220144560 C T DNAJB2 EX2 missense NM_001039550.1 NP_001034639.1 c.5C>T p.A2V | p.Ala2Val TGGxATC + 3300 69 0 0% 42 7 14.20% NA. NA.

CC-P009 chr3 48698355 G T CELSR3 EX1 missense NM_001407.2 NP_001398.2 c.1713C>A p.D571E | p.Asp571Glu CCGxTCA - 1951 157 0 0% 97 30 23.60% MS somatic

CC-P009 chr3 88189309 C G ZNF654 EX1 missense NM_018293.2 NP_060763.2 c.849C>G p.F283L | p.Phe283Leu GTTxCAG + 55279 157 0 0% 131 27 17% NA. NA.

CC-P009 chr3 113376315 C T KIAA2018 EX7E missense NM_001009899.2 NP_001009899.2 c.4214G>A p.S1405N | p.Ser1405Asn TTAxTAG - 205717 165 0 0% 132 31 19% NA. NA.

CC-P009 chr3 122645422 A G SEMA5B EX9 missense NM_001256347.1 NP_001243276.1 c.1115T>C p.V372A | p.Val372Ala GCCxCGC - 54437 89 1 1.10% 84 10 10.60% NA. NA.

CC-P009 chr3 128994040 C T COPG1 EX23 missense NM_016128.3 NP_057212.1 c.2399C>T p.A800V | p.Ala800Val AGGxTGT + 22820 126 2 1.50% 139 13 8.50% NA. NA.

CC-P009 chr4 174449954 C T HAND2 EX1 missense NM_021973.2 NP_068808.1 c.487G>A p.E163K | p.Glu163Lys CCTxGCC - 9464 70 0 0% 54 16 22.80% NA. NA.

CC-P009 chr4 178357451 C G AGA EX6 missense NM_000027.3 NP_000018.2 c.677G>C p.G226A | p.Gly226Ala ATAxCAT - 175 206 0 0% 152 41 21.20% NA. NA.

CC-P009 chr6 32095951 C A ATF6B EX1 missense NM_004381.4 NP_004372.3 c.34G>T p.D12Y | p.Asp12Tyr GGTxAGC - 1388 21 0 0% 20 6 23% NA. NA.

CC-P009 chr7 24738875 G A DFNA5 EX10E missense NM_004403.2 NP_004394.1 c.1261C>T p.R421C | p.Arg421Cys CACxAAG - 1687 252 0 0% 156 13 7.60% NA. NA.

CC-P009 chr9 732488 A G KANK1 EX6 missense NM_015158.3 NP_055973.2 c.3116A>G p.E1039G | p.Glu1039Gly AGGxGGA + 23189 52 0 0% 52 6 10.30% NA. NA.

CC-P009 chr9 139370986 G A SEC16A EX3 missense NM_014866.1 NP_055681.1 c.1082C>T p.P361L | p.Pro361Leu AGCxGGG - 9919 128 0 0% 71 58 44.90% NA. NA.

CC-P009 chr10 69556911 G C DNAJC12 EX5E nonsense NM_021800.2 NP_068572.1 c.560C>G p.S187* | p.Ser187* TCTxAGG - 56521 214 0 0% 128 57 30.80% NA. NA.

CC-P009 chr10 128192531 C G C10orf90 EX3 missense NM_001004298.2 NP_001004298.2 c.1238G>C p.R413T | p.Arg413Thr GCCxTGT - 118611 219 0 0% 156 51 24.60% NA. NA.

CC-P009 chr11 72013350 C T CLPB EX11 missense NM_030813.4 NP_110440.1 c.1255G>A p.E419K | p.Glu419Lys CCTxGTG - 81570 161 0 0% 95 51 34.90% NA. NA.

CC-P009 chr11 73686055 G C UCP2 EX8E missense NM_003355.2 NP_003346.2 c.927C>G p.F309L | p.Phe309Leu TCAxAAG - 7351 209 1 0.40% 97 49 33.50% NA. NA.

CC-P009 chr12 52862974 T C KRT6C EX9E missense NM_173086.4 NP_775109.2 c.1567A>G p.I523V | p.Ile523Val CAAxGCC - 286887 92 0 0% 97 18 15.60% NA. NA.

CC-P009 chr12 53605581 A T RARG EX10E missense NM_000966.5 NP_000957.1 c.1244T>A p.M415K | p.Met415Lys AGCxTCT - 5916 42 0 0% 39 10 20.40% NA. NA.

CC-P009 chr12 58152456 G C MARCH9 EX4E missense NM_138396.5 NP_612405.2 c.817G>C p.D273H | p.Asp273His GGAxATG + 92979 42 0 0% 38 8 17.30% NA. NA.

CC-P009 chr12 62798037 C T USP15 EX22E missense NM_001252078.1 NP_001239007.1 c.2828C>T p.P943L | p.Pro943Leu TTCxTCT + 9958 34 0 0% 22 6 21.40% NA. NA.

CC-P009 chr12 80714381 A G OTOGL EX33 missense NM_173591.3 NP_775862.3 c.3955A>G p.K1319E | p.Lys1319Glu AGCxAGA + 283310 25 0 0% 34 5 12.80% NA. NA.

CC-P009 chr12 112119504 G T BRAP EX3 nonsense NM_006768.3 NP_006759.3 c.380C>A p.S127* | p.Ser127* AATxAAA - 8315 85 0 0% 40 20 33.30% NA. NA.

CC-P009 chr14 24036444 A G AP1G2 EX2 missense NM_003917.2 NP_003908.1 c.80T>C p.V27A | p.Val27Ala ATCxCCT - 8906 154 3 1.90% 65 8 10.90% NA. NA.

CC-P009 chr14 50295875 C T NEMF EX13 missense NM_004713.3 NP_004704.2 c.1129G>A p.E377K | p.Glu377Lys TTTxTGT - 9147 296 0 0% 200 60 23% NA. NA.

CC-P009 chr15 67692520 C G IQCH EX14 missense NM_001031715.2 NP_001026885.1 c.1974C>G p.D658E | p.Asp658Glu GGAxTCT + 64799 45 0 0% 53 6 10.10% NA. NA.

CC-P009 chr15 77092704 G A SCAPER EX6 missense NM_020843.2 NP_065894.2 c.496C>T p.P166S | p.Pro166Ser TTGxTCT - 49855 102 0 0% 118 26 18% NA. NA.

CC-P009 chr16 4911027 A G UBN1 EX6 missense NM_016936.3 NP_058632.2 c.1034A>G p.Q345R | p.Gln345Arg ACCxGGA + 29855 235 0 0% 163 36 18% NA. NA.

CC-P009 chr16 55362699 A G IRX6 EX5 missense NM_024335.2 NP_077311.2 c.809A>G p.E270G | p.Glu270Gly CTGxAGA + 79190 57 0 0% 41 5 10.80% NA. NA.

CC-P009 chr16 57113486 A G NLRC5 EX45 missense NM_032206.4 NP_115582.4 c.5266A>G p.T1756A | p.Thr1756Ala CAGxCTG + 84166 49 0 0% 53 8 13.10% MS somatic

CC-P009 chr16 58742172 G A GOT2 EX10E missense NM_002080.2 NP_002071.2 c.1196C>T p.S399F | p.Ser399Phe ATGxAGA - 2806 68 0 0% 39 16 29% NA. NA.

CC-P009 chr17 58378958 A G USP32 IVS3 splice-5 NM_032582.3 NP_115971.2 c.292+2T>C . CTTxCAT - 84669 50 0 0% 41 7 14.50% NA. NA.

CC-P009 chr18 77895235 G C ADNP2 EX4E missense NM_014913.3 NP_055728.1 c.1939G>C p.G647R | p.Gly647Arg TCAxGTG + 22850 46 0 0% 34 5 12.80% NA. NA.

CC-P009 chr19 5914735 T C CAPS EX3 missense NM_004058.3 NP_004049.1 c.245T>C p.F82S | p.Phe82Ser AGTxCCT + 828 36 0 0% 27 5 15.60% NA. NA.

CC-P009 chr19 19391034 A C SUGP1 EX9 missense NM_172231.3 NP_757386.2 c.1310T>G p.L437R | p.Leu437Arg GAAxGCT - 57794 66 0 0% 56 13 18.80% NA. NA.

CC-P009 chr19 51584933 T C KLK14 EX4 missense NM_022046.4 NP_071329.2 c.116A>G p.N39S | p.Asn39Ser TTGxTCT - 43847 48 0 0% 44 5 10.20% NA. NA.

CC-P009 chr20 18377169 C T DZANK1 EX15 missense NM_001099407.1 NP_001092877.1 c.1558G>A p.E520K | p.Glu520Lys CTTxGTG - 55184 261 0 0% 221 54 19.60% NA. NA.

CC-P009 chr20 36641596 G A TTI1 EX3 missense NM_014657.1 NP_055472.1 c.623C>T p.S208F | p.Ser208Phe AAAxAGG - 9675 95 0 0% 84 20 19.20% NA. NA.

CC-P009 chr20 56728631 C T C20orf85 EX2 missense NM_178456.2 NP_848551.1 c.100C>T p.R34W | p.Arg34Trp GCAxGGC + 128602 102 0 0% 97 29 23% NA. NA.

CC-P009 chrX 110644256 C T DCX EX3 missense NM_178152.2 NP_835365.1 c.667G>A p.G223R | p.Gly223Arg CCCxGGT - 1641 71 0 0% 25 24 48.90% NA. NA.

CC-P010 chr1 52704568 G C ZFYVE9 EX3 missense NM_004799.2 NP_004790.2 c.1479G>C p.K493N | p.Lys493Asn AAAxACT + 9372 74 0 0% 76 31 28.90% NA. NA.

CC-P010 chr1 207222559 T C YOD1 EX2E missense NM_018566.3 NP_061036.3 c.853A>G p.I285V | p.Ile285Val AAAxGGT - 55432 128 0 0% 101 43 29.80% NA. NA.

CC-P010 chr1 237729893 A G RYR2 EX28 missense NM_001035.2 NP_001026.2 c.3241A>G p.T1081A | p.Thr1081Ala GGCxCCG + 6262 61 1 1.60% 35 7 16.60% NA. NA.

CC-P010 chr2 180838423 C A CWC22 EX7 nonsense NM_020943.2 NP_065994.1 c.688G>T p.G230* | p.Gly230* CTCxAAT - 57703 126 0 0% 108 35 24.40% NA. NA.

CC-P010 chr2 220366243 G T GMPPA EX4 missense NM_205847.2 NP_995319.1 c.184G>T p.D62Y | p.Asp62Tyr CCTxATG + 29926 84 1 1.10% 40 13 24.50% NA. NA.

CC-P010 chr3 133368313 G C TOPBP1 EX10 missense NM_007027.3 NP_008958.2 c.1418C>G p.S473C | p.Ser473Cys TTAxAGA - 11073 95 0 0% 104 23 18.10% NA. NA.

CC-P010 chr3 178936082 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1624G>A p.E542K | p.Glu542Lys TCTxAAA + 5290 45 0 0% 36 13 26.50% MS somatic

CC-P010 chr3 180364909 T A CCDC39 EX11 missense NM_181426.1 NP_852091.1 c.1485A>T p.K495N | p.Lys495Asn AGAxTTT - 339829 237 1 0.40% 338 22 6.10% NA. NA.

CC-P010 chr4 103528836 G A NFKB1 EX19 missense NM_003998.3 NP_003989.2 c.2155G>A p.D719N | p.Asp719Asn TACxATG + 4790 112 0 0% 109 35 24.30% NA. NA.

CC-P010 chr4 123120516 T A KIAA1109 EX12 missense NM_015312.3 NP_056127.2 c.1291T>A p.Y431N | p.Tyr431Asn GGTxACA + 84162 104 0 0% 87 30 25.60% NA. NA.

CC-P010 chr5 102494915 G A PPIP5K2 EX16 missense NM_015216.2 NP_056031.2 c.1803G>A p.M601I | p.Met601Ile TATxAAC + 23262 246 0 0% 214 63 22.70% NA. NA.

CC-P010 chr6 88074777 G A C6orf163 EX5E missense NM_001010868.2 NP_001010868.2 c.653G>A p.S218N | p.Ser218Asn TGAxCAT + 206412 80 0 0% 52 19 26.70% NA. NA.

CC-P010 chr6 159457283 C T TAGAP EX10E missense NM_054114.3 NP_473455.2 c.1772G>A p.G591E | p.Gly591Glu CTTxCAG - 117289 57 0 0% 39 13 25% NA. NA.

CC-P010 chr7 21947966 T A CDCA7L EX4 missense NM_018719.4 NP_061189.2 c.463A>T p.N155Y | p.Asn155Tyr TGTxGGC - 55536 77 0 0% 43 26 37.60% NA. NA.

CC-P010 chr7 23556094 G C TRA2A EX3 missense NM_013293.3 NP_037425.1 c.224C>G p.S75C | p.Ser75Cys TGAxAGT - 29896 238 0 0% 197 122 38.20% NA. NA.

CC-P010 chr7 31890255 C T PDE1C EX9 missense NM_001191058.1 NP_001177987.1 c.1031G>A p.R344Q | p.Arg344Gln CACxGAG - 5137 39 0 0% 22 10 31.20% NA. NA.

CC-P010 chr7 70255375 G A AUTS2 EX19E missense NM_015570.2 NP_056385.1 c.3173G>A p.G1058E | p.Gly1058Glu GCGxAGA + 26053 83 0 0% 58 13 18.30% NA. NA.

CC-P010 chr7 76019444 G A SRCRB4D EX11E missense NM_080744.1 NP_542782.1 c.1660C>T p.H554Y | p.His554Tyr TATxAGA - 136853 89 0 0% 82 38 31.60% NA. NA.

CC-P010 chr7 128494502 A G FLNC EX41 missense NM_001458.4 NP_001449.3 c.6763A>G p.T2255A | p.Thr2255Ala GTGxCCA + 2318 52 0 0% 35 5 12.50% NA. NA.

CC-P010 chr9 27180341 G T TEK EX7 missense NM_000459.3 NP_000450.2 c.1005G>T p.W335C | p.Trp335Cys ATGxCAG + 7010 70 0 0% 89 13 12.70% NA. NA.

CC-P010 chr9 117359985 C T ATP6V1G1 EX3E missense NM_004888.3 NP_004879.1 c.319C>T p.R107W | p.Arg107Trp ATTxGGC + 9550 73 1 1.30% 86 16 15.60% NA. NA.

CC-P010 chr10 94223752 C T IDE EX21 missense NM_004969.3 NP_004960.2 c.2497G>A p.V833I | p.Val833Ile AGAxGAT - 3416 125 0 0% 74 28 27.40% NA. NA.

CC-P010 chr11 6486823 G C TRIM3 EX3 missense NM_006458.3 NP_006449.2 c.103C>G p.L35V | p.Leu35Val GAAxAAC - 10612 104 0 0% 55 11 16.60% NA. NA.

CC-P010 chr11 55563419 A G OR5D14 EX1E missense NM_001004735.1 NP_001004735.1 c.388A>G p.N130D | p.Asn130Asp TGCxATC + 219436 111 0 0% 110 13 10.50% NA. NA.

CC-P010 chr11 63978527 T G FERMT3 EX4 missense NM_178443.2 NP_848537.1 c.398T>G p.I133S | p.Ile133Ser GCAxCCG + 83706 214 2 0.90% 233 20 7.90% NA. NA.

CC-P010 chr11 76507363 T C TSKU EX2E missense NM_015516.3 NP_056331.2 c.703T>C p.S235P | p.Ser235Pro CTGxCTC + 25987 48 0 0% 31 5 13.80% NA. NA.

CC-P010 chr12 22811959 G A ETNK1 EX3 missense NM_018638.4 NP_061108.2 c.695G>A p.R232H | p.Arg232His CTCxTCA + 55500 42 0 0% 30 11 26.80% NA. NA.

CC-P010 chr12 72278602 C G TBC1D15 EX5 missense NM_022771.4 NP_073608.4 c.355C>G p.H119D | p.His119Asp AGTxATA + 64786 177 0 0% 121 56 31.60% NA. NA.

CC-P010 chr13 97485361 G A HS6ST3 EX2E missense NM_153456.3 NP_703157.2 c.1325G>A p.R442Q | p.Arg442Gln AGCxAGA + 266722 132 0 0% 38 21 35.50% NA. NA.

CC-P010 chr14 102605707 G A HSP90AA1 EX1 missense NM_001017963.2 NP_001017963.2 c.35C>T p.P12L | p.Pro12Leu GGAxGGG - 3320 102 0 0% 114 15 11.60% NA. NA.

CC-P010 chr15 41961979 A G MGA EX2 missense NM_001164273.1 NP_001157745.1 c.887A>G p.E296G | p.Glu296Gly CAGxAGG + 23269 39 0 0% 54 9 14.20% NA. NA.

CC-P010 chr15 43328749 C T UBR1 EX18 missense NM_174916.2 NP_777576.1 c.2065G>A p.D689N | p.Asp689Asn TATxATA - 197131 68 0 0% 60 39 39.30% NA. NA.

CC-P010 chr15 72699486 G A TMEM202 EX4 missense NM_001080462.1 NP_001073931.1 c.547G>A p.D183N | p.Asp183Asn AGGxATG + 338949 203 1 0.40% 227 13 5.40% NA. NA.

CC-P010 chr16 2111978 A G TSC2 EX12 missense NM_000548.3 NP_000539.2 c.1226A>G p.E409G | p.Glu409Gly TTGxACT + 7249 90 0 0% 43 5 10.40% Sanger No mutation

CC-P010 chr19 12866739 G C BEST2 EX7 missense NM_017682.2 NP_060152.2 c.938G>C p.R313T | p.Arg313Thr ATAxAAA + 54831 54 0 0% 39 33 45.80% NA. NA.

CC-P010 chr19 14910209 A T OR7C1 EX1E missense NM_198944.1 NP_945182.1 c.740T>A p.V247E | p.Val247Glu ACCxCTG - 26664 34 0 0% 33 22 40% NA. NA.

CC-P010 chr19 19655769 C A CILP2 EX8E nonsense NM_153221.2 NP_694953.2 c.2415C>A p.Y805* | p.Tyr805* CTAxACC + 148113 21 0 0% 15 6 28.50% NA. NA.

CC-P010 chr19 31039222 A T ZNF536 EX4 missense NM_014717.1 NP_055532.1 c.2696A>T p.E899V | p.Glu899Val CTGxGAT + 9745 275 0 0% 245 80 24.60% NA. NA.

CC-P010 chr19 44500964 G C ZNF155 EX6E missense NM_001260488.1 NP_001247417.1 c.988G>C p.D330H | p.Asp330His TGTxATA + 7711 84 0 0% 56 23 29.10% NA. NA.

CC-P010 chr19 54377682 C T MYADM EX2E missense NM_001020818.1 NP_001018654.1 c.899C>T p.T300M | p.Thr300Met TGAxGGC + 91663 61 0 0% 40 22 35.40% NA. NA.

CC-P010 chr20 33345484 T C NCOA6 EX7 missense NM_014071.3 NP_054790.2 c.1067A>G p.Q356R | p.Gln356Arg AGTxGCT - 23054 59 0 0% 49 6 10.90% NA. NA.

CC-P010 chr21 35260599 C G ITSN1 EX40E missense NM_003024.2 NP_003015.2 c.5161C>G p.P1721A | p.Pro1721Ala GAGxCGT + 6453 38 0 0% 62 7 10.10% NA. NA.

CC-P010 chr21 47662831 C T MCM3AP EX25 missense NM_003906.3 NP_003897.2 c.5311G>A p.D1771N | p.Asp1771Asn CATxTTC - 8888 85 0 0% 58 19 24.60% NA. NA.

CC-P010 chrX 46918466 C T PHF16 EX11E missense NM_014735.3 NP_055550.1 c.2459C>T p.S820L | p.Ser820Leu GTTxAAT + 9767 155 0 0% 99 48 32.60% NA. NA.

CC-P010 chrX 119004999 A T RNF113A EX1E missense NM_006978.2 NP_008909.1 c.578T>A p.V193E | p.Val193Glu CGCxCGG - 7737 30 0 0% 35 12 25.50% NA. NA.

CC-P011 chr1 11134383 C A EXOSC10 EX18 nonsense NM_001001998.1 NP_001001998.1 c.1987G>T p.E663* | p.Glu663* GTTxCTG - 5394 144 0 0% 86 42 32.80% NA. NA.

CC-P011 chr1 40980865 C G EXO5 EX3E missense NM_022774.1 NP_073611.1 c.649C>G p.Q217E | p.Gln217Glu TTTxAAG + 64789 125 0 0% 70 13 15.60% NA. NA.

CC-P011 chr1 155004203 C T DCST2 EX4 missense NM_144622.2 NP_653223.2 c.586G>A p.D196N | p.Asp196Asn CATxGCC - 127579 97 1 1% 91 25 21.50% NA. NA.

CC-P011 chr1 161596111 G C FCGR3B EX5 missense NM_000570.4 NP_000561.3 c.401C>G p.T134S | p.Thr134Ser GCAxTGT - 2215 79 0 0% 73 15 17% NA. NA.

CC-P011 chr1 215813951 C T USH2A EX68 missense NM_206933.2 NP_996816.2 c.14917G>A p.V4973M | p.Val4973Met ACAxGCG - 7399 71 0 0% 29 5 14.70% NA. NA.

CC-P011 chr1 222713534 C T HHIPL2 EX4 missense NM_024746.3 NP_079022.2 c.1268G>A p.R423H | p.Arg423His CAAxGCC - 79802 170 0 0% 108 12 10% NA. NA.

CC-P011 chr1 233334720 C T PCNXL2 EX15 missense NM_014801.3 NP_055616.3 c.3031G>A p.A1011T | p.Ala1011Thr GGGxGGC - 80003 166 0 0% 143 24 14.30% NA. NA.

CC-P011 chr1 245848834 G A KIF26B EX12 missense NM_018012.3 NP_060482.2 c.2549G>A p.S850N | p.Ser850Asn CCAxCGA + 55083 84 0 0% 88 32 26.60% Sanger somatic

CC-P011 chr2 15415764 C G NBAS EX44 missense NM_015909.3 NP_056993.2 c.5568G>C p.W1856C | p.Trp1856Cys AGTxCAG - 51594 73 0 0% 106 28 20.80% NA. NA.

CC-P011 chr2 61724121 G A XPO1 EX10 nonsense NM_003400.3 NP_003391.1 c.781C>T p.R261* | p.Arg261* TTCxAAA - 7514 113 0 0% 110 17 13.30% NA. NA.

CC-P011 chr2 152426709 A T NEB EX109 missense NM_001271208.1 NP_001258137.1 c.17316T>A p.N5772K | p.Asn5772Lys GGAxTTT - 4703 124 2 1.50% 82 38 31.60% MS somatic

CC-P011 chr2 160750451 C T LY75-CD302 EX3 missense NM_001198759.1 NP_001185688.1 c.611G>A p.R204Q | p.Arg204Gln TTTxGGT - 100526664 99 0 0% 78 17 17.80% NA. NA.

CC-P011 chr2 160750451 C T LY75 EX3 missense NM_002349.3 NP_002340.2 c.611G>A p.R204Q | p.Arg204Gln TTTxGGT - 4065 99 0 0% 78 17 17.80% NA. NA.

CC-P011 chr3 12867059 C T CAND2 EX12 missense NM_001162499.1 NP_001155971.1 c.3131C>T p.S1044L | p.Ser1044Leu CCTxGCT + 23066 145 0 0% 79 35 30.70% NA. NA.

CC-P011 chr4 47163368 C G GABRB1 EX4 missense NM_000812.3 NP_000803.2 c.343C>G p.Q115E | p.Gln115Glu GACxAAC + 2560 195 0 0% 92 31 25.20% NA. NA.

CC-P011 chr4 88983080 A G PKD2 EX10 missense NM_000297.3 NP_000288.1 c.2042A>G p.N681S | p.Asn681Ser TCAxTGA + 5311 58 0 0% 33 19 36.50% NA. NA.

CC-P011 chr5 132101146 T G SEPT8 EX2 missense NM_001098811.1 NP_001092281.1 c.106A>C p.S36R | p.Ser36Arg TGCxGAC - 23176 106 0 0% 87 19 17.90% NA. NA.

CC-P011 chr5 140563096 C A PCDHB16 EX1E missense NM_020957.1 NP_066008.1 c.962C>A p.A321D | p.Ala321Asp AAGxCAC + 57717 158 0 0% 116 73 38.60% NA. NA.

CC-P011 chr5 140905712 C T DIAPH1 EX26 missense NM_005219.4 NP_005210.3 c.3467G>A p.R1156Q | p.Arg1156Gln TCCxGCC - 1729 179 0 0% 175 17 8.80% NA. NA.

CC-P011 chr5 149264391 G C PDE6A EX15 missense NM_000440.2 NP_000431.2 c.1878C>G p.I626M | p.Ile626Met CAAxATA - 5145 169 0 0% 151 22 12.70% NA. NA.

CC-P011 chr6 7581177 C G DSP EX23 nonsense NM_004415.2 NP_004406.2 c.4754C>G p.S1585* | p.Ser1585* CGTxAGA + 1832 98 0 0% 120 13 9.70% NA. NA.

CC-P011 chr6 35200629 G A SCUBE3 EX5 missense NM_152753.2 NP_689966.2 c.472G>A p.G158R | p.Gly158Arg GAAxGAA + 222663 59 0 0% 84 11 11.50% NA. NA.

CC-P011 chr6 83877831 A C DOPEY1 EX40E missense NM_001199942.1 NP_001186871.1 c.7376A>C p.Q2459P | p.Gln2459Pro GGCxAAA + 23033 69 1 1.40% 66 15 18.50% NA. NA.

CC-P011 chr8 71069369 C G NCOA2 EX11 missense NM_006540.2 NP_006531.1 c.1231G>C p.G411R | p.Gly411Arg TCCxACT - 10499 44 0 0% 43 5 10.40% NA. NA.

CC-P011 chr8 100654114 G A VPS13B EX34 missense NM_017890.4 NP_060360.3 c.5371G>A p.A1791T | p.Ala1791Thr GGTxCTC + 157680 226 3 1.30% 284 29 9.20% NA. NA.

CC-P011 chr8 116631826 G A TRPS1 EX3 nonsense NM_014112.2 NP_054831.2 c.499C>T p.Q167* | p.Gln167* TCTxATC - 7227 196 0 0% 255 14 5.20% NA. NA.

CC-P011 chr8 139163773 G C FAM135B EX13 missense NM_015912.3 NP_056996.2 c.2945C>G p.A982G | p.Ala982Gly CCTxCTT - 51059 225 0 0% 268 25 8.50% NA. NA.

CC-P011 chr8 144459551 G A RHPN1 EX4 missense NM_052924.2 NP_443156.2 c.307G>A p.E103K | p.Glu103Lys AGCxAAG + 114822 96 0 0% 166 28 14.40% NA. NA.

CC-P011 chr9 35700319 G C TLN1 EX49 missense NM_006289.3 NP_006280.3 c.6529C>G p.R2177G | p.Arg2177Gly TTCxGAT - 7094 94 0 0% 77 52 40.30% NA. NA.

CC-P011 chr9 99797912 C T CTSL2 EX6 missense NM_001333.3 NP_001324.2 c.685G>A p.A229T | p.Ala229Thr GTGxGAC - 1515 277 0 0% 361 63 14.80% NA. NA.



CC-P011 chr9 114305050 G T ZNF483 EX6E missense NM_133464.2 NP_597721.2 c.1835G>T p.C612F | p.Cys612Phe ATTxCGG + 158399 78 0 0% 50 30 37.50% NA. NA.

CC-P011 chr9 133936448 G C LAMC3 EX13 missense NM_006059.3 NP_006050.3 c.2185G>C p.E729Q | p.Glu729Gln ACCxAGG + 10319 223 1 0.40% 154 24 13.40% NA. NA.

CC-P011 chr9 134346244 T C PRRC2B EX13 missense NM_013318.3 NP_037450.2 c.1981T>C p.Y661H | p.Tyr661His TTTxACC + 84726 30 0 0% 26 5 16.10% NA. NA.

CC-P011 chr9 137777132 G A FCN2 EX5 missense NM_004108.2 NP_004099.2 c.349G>A p.G117S | p.Gly117Ser AGCxGCT + 2220 53 0 0% 27 11 28.90% NA. NA.

CC-P011 chr10 135053263 G A VENTX EX2 missense NM_014468.2 NP_055283.1 c.325G>A p.V109I | p.Val109Ile GGCxTCT + 27287 244 1 0.40% 179 67 27.20% NA. NA.

CC-P011 chr11 2436142 C T TRPM5 EX10 missense NM_014555.3 NP_055370.1 c.1615G>A p.A539T | p.Ala539Thr TGGxCCA - 29850 93 0 0% 94 16 14.50% NA. NA.

CC-P011 chr11 14284395 C T SPON1 EX15 nonsense NM_006108.3 NP_006099.2 c.2134C>T p.R712* | p.Arg712* CAGxGAA + 10418 116 0 0% 103 16 13.40% NA. NA.

CC-P011 chr11 62293830 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.8059G>C p.E2687Q | p.Glu2687Gln CCTxTGG - 79026 257 0 0% 254 29 10.20% MS somatic

CC-P011 chr11 71589545 C T LOC100129216 EX1 missense NM_001242853.1 NP_001229782.1 c.47C>T p.T16I | p.Thr16Ile CCAxAGT + 100129216 100 0 0% 96 13 11.90% NA. NA.

CC-P011 chr11 76830146 C T CAPN5 EX9 missense NM_004055.4 NP_004046.2 c.1238C>T p.T413M | p.Thr413Met CTAxGCG + 726 91 0 0% 96 36 27.20% NA. NA.

CC-P011 chr12 108642001 G A WSCD2 EX9E missense NM_014653.2 NP_055468.2 c.1579G>A p.E527K | p.Glu527Lys CTCxAGT + 9671 33 0 0% 24 12 33.30% NA. NA.

CC-P011 chr14 68220802 C T ZFYVE26 EX38 missense NM_015346.3 NP_056161.2 c.7114G>A p.D2372N | p.Asp2372Asn CATxCAT - 23503 63 0 0% 25 5 16.60% NA. NA.

CC-P011 chr14 78365449 G A ADCK1 EX6 missense NM_020421.3 NP_065154.2 c.589G>A p.V197I | p.Val197Ile CTCxTTC + 57143 121 0 0% 73 19 20.60% NA. NA.

CC-P011 chr15 66257409 G T MEGF11 EX9 missense NM_032445.2 NP_115821.2 c.949C>A p.H317N | p.His317Asn AGTxCTG - 84465 97 0 0% 95 15 13.60% NA. NA.

CC-P011 chr16 1831366 T C SPSB3 EX2 missense NM_080861.3 NP_543137.2 c.119A>G p.D40G | p.Asp40Gly CCAxCAG - 90864 60 1 1.60% 72 8 10% NA. NA.

CC-P011 chr16 2231920 G A CASKIN1 EX17 missense NM_020764.3 NP_065815.1 c.1640C>T p.A547V | p.Ala547Val ACGxCCA - 57524 68 0 0% 83 15 15.30% NA. NA.

CC-P011 chr16 4827871 G C SEPT12 EX10E missense NM_144605.4 NP_653206.2 c.1004C>G p.P335R | p.Pro335Arg CCTxGGG - 124404 31 0 0% 24 6 20% NA. NA.

CC-P011 chr16 11362977 C A TNP2 EX1 missense NM_005425.4 NP_005416.1 c.143G>T p.S48I | p.Ser48Ile GAGxTCT - 7142 113 0 0% 82 28 25.40% NA. NA.

CC-P011 chr18 21736772 C A CABYR EX4 missense NM_012189.2 NP_036321.2 c.1307C>A p.S436Y | p.Ser436Tyr AGTxTGG + 26256 225 0 0% 172 17 8.90% NA. NA.

CC-P011 chr18 46645158 G A DYM EX15 nonsense NM_017653.3 NP_060123.3 c.1702C>T p.R568* | p.Arg568* TTCxAAA - 54808 158 0 0% 104 46 30.60% NA. NA.

CC-P011 chr18 50278480 G A DCC EX2 missense NM_005215.3 NP_005206.2 c.148G>A p.V50I | p.Val50Ile GCCxTCA + 1630 130 0 0% 154 32 17.20% NA. NA.

CC-P011 chr18 65181626 C G DSEL EX2E missense NM_032160.2 NP_115536.1 c.250G>C p.A84P | p.Ala84Pro TTGxTTG - 92126 220 0 0% 178 52 22.60% NA. NA.

CC-P011 chr19 3778374 T C MATK EX14E missense NM_002378.3 NP_002369.2 c.1334A>G p.E445G | p.Glu445Gly GGTxCCA - 4145 56 0 0% 28 6 17.60% NA. NA.

CC-P011 chr19 16060607 C A OR10H4 EX1E missense NM_001004465.1 NP_001004465.1 c.790C>A p.P264T | p.Pro264Thr AAGxCCA + 126541 262 0 0% 282 45 13.70% NA. NA.

CC-P011 chr19 44586195 C G ZNF284 EX4 missense NM_001037813.2 NP_001032902.1 c.172C>G p.H58D | p.His58Asp TTTxACT + 342909 89 0 0% 42 18 30% NA. NA.

CC-P011 chr19 50411509 A G NUP62 EX3E missense NM_016553.4 NP_057637.2 c.1556T>C p.I519T | p.Ile519Thr GTGxTCC - 23636 38 0 0% 43 5 10.40% NA. NA.

CC-P011 chr19 57328521 C G PEG3 EX10E missense NM_006210.2 NP_006201.1 c.1289G>C p.S430T | p.Ser430Thr AGGxTGC - 5178 65 1 1.50% 52 8 13.30% NA. NA.

CC-P011 chr19 58718152 A G ZNF274 EX5 missense NM_133502.1 NP_598009.1 c.322A>G p.I108V | p.Ile108Val AACxTTG + 10782 65 0 0% 44 5 10.20% NA. NA.

CC-P011 chr22 50280327 C T ZBED4 EX2E missense NM_014838.2 NP_055653.2 c.3017C>T p.T1006M | p.Thr1006Met CCAxGCT + 9889 82 0 0% 105 12 10.20% NA. NA.

CC-P011 chrX 108647679 T C GUCY2F EX10 missense NM_001522.2 NP_001513.2 c.2003A>G p.H668R | p.His668Arg CCAxGAA - 2986 48 0 0% 32 5 13.50% NA. NA.

CC-P011 chrX 149102019 G A CXorf40B EX4 missense NM_001013845.1 NP_001013867.1 c.74C>T p.T25M | p.Thr25Met CGCxTCT - 541578 138 0 0% 125 44 26% NA. NA.

CC-P011 chrX 153582385 A C FLNA EX35 missense NM_001110556.1 NP_001104026.1 c.5584T>G p.Y1862D | p.Tyr1862Asp CGTxATC - 2316 58 0 0% 36 5 12.10% NA. NA.

CC-P012 chr1 1564678 G A MIB2 EX17 missense NM_080875.2 NP_543151.2 c.2713G>A p.A905T | p.Ala905Thr TGCxCCC + 142678 20 0 0% 17 9 34.60% NA. NA.

CC-P012 chr1 1888082 C T KIAA1751 EX17 missense NM_001080484.1 NP_001073953.1 c.1993G>A p.D665N | p.Asp665Asn AGTxGTC - 85452 181 0 0% 83 58 41.10% NA. NA.

CC-P012 chr1 3328013 G A PRDM16 EX9 missense NM_022114.3 NP_071397.3 c.1252G>A p.D418N | p.Asp418Asn GCCxACT + 63976 104 0 0% 45 51 53.10% NA. NA.

CC-P012 chr1 9074873 C G SLC2A7 EX7 missense NM_207420.2 NP_997303.2 c.770G>C p.R257P | p.Arg257Pro GCAxGCA - 155184 111 0 0% 58 65 52.80% NA. NA.

CC-P012 chr1 10327513 C T KIF1B EX6 missense NM_015074.3 NP_055889.2 c.505C>T p.R169C | p.Arg169Cys GTGxGTG + 23095 57 0 0% 41 19 31.60% NA. NA.

CC-P012 chr1 10384864 G T KIF1B EX24 missense NM_015074.3 NP_055889.2 c.2448G>T p.M816I | p.Met816Ile GATxGCC + 23095 108 0 0% 41 32 43.80% NA. NA.

CC-P012 chr1 16056290 A G PLEKHM2 IVS13 splice-3 NM_015164.2 NP_055979.2 c.2076-2A>G . TGCxGGT + 23207 34 0 0% 22 6 21.40% NA. NA.

CC-P012 chr1 16462157 C T EPHA2 EX6 missense NM_004431.3 NP_004422.2 c.1421G>A p.R474H | p.Arg474His TTGxGGT - 1969 74 0 0% 58 11 15.90% NA. NA.

CC-P012 chr1 16464835 G A EPHA2 EX4 missense NM_004431.3 NP_004422.2 c.914C>T p.T305I | p.Thr305Ile GAGxTGG - 1969 120 0 0% 57 39 40.60% NA. NA.

CC-P012 chr1 17699673 C T PADI6 EX2 missense NM_207421.3 NP_997304.3 c.239C>T p.P80L | p.Pro80Leu ATCxCAC + 353238 117 0 0% 63 37 37% NA. NA.

CC-P012 chr1 19635011 C T AKR7A2 EX2 missense NM_003689.3 NP_003680.2 c.424G>A p.A142T | p.Ala142Thr GTGxGTG - 8574 270 0 0% 120 70 36.80% NA. NA.

CC-P012 chr1 22333375 G A CELA3A EX5 missense NM_005747.4 NP_005738.4 c.367G>A p.D123N | p.Asp123Asn AATxACA + 10136 96 0 0% 56 42 42.80% NA. NA.

CC-P012 chr1 27106182 G T ARID1A EX20E missense NM_006015.4 NP_006006.3 c.5793G>T p.E1931D | p.Glu1931Asp AGAxGCC + 8289 117 0 0% 80 38 32.20% NA. NA.

CC-P012 chr1 28887194 G C TRNAU1AP EX3 missense NM_017846.4 NP_060316.1 c.175G>C p.E59Q | p.Glu59Gln GCTxAGA + 54952 87 0 0% 34 26 43.30% NA. NA.

CC-P012 chr1 32936665 C T ZBTB8B EX2 missense NM_001145720.1 NP_001139192.1 c.440C>T p.A147V | p.Ala147Val CAGxGGC + 728116 36 0 0% 23 25 52% NA. NA.

CC-P012 chr1 38511322 G C POU3F1 EX1E missense NM_002699.3 NP_002690.3 c.1094C>G p.S365W | p.Ser365Trp GCCxAGG - 5453 72 0 0% 30 13 30.20% NA. NA.

CC-P012 chr1 42875703 G A RIMKLA EX4 missense NM_173642.3 NP_775913.2 c.530G>A p.C177Y | p.Cys177Tyr TCTxCCA + 284716 102 0 0% 56 53 48.60% NA. NA.

CC-P012 chr1 43632873 C G EBNA1BP2 EX7 missense NM_001159936.1 NP_001153408.1 c.736G>C p.E246Q | p.Glu246Gln TCTxCTG - 10969 233 0 0% 161 95 37.10% NA. NA.

CC-P012 chr1 44019259 G A PTPRF EX4 missense NM_002840.3 NP_002831.2 c.188G>A p.R63H | p.Arg63His CGCxCAT + 5792 194 0 0% 76 61 44.50% NA. NA.

CC-P012 chr1 45271710 C T TCTEX1D4 EX2E missense NM_001013632.2 NP_001013654.1 c.631G>A p.A211T | p.Ala211Thr CCGxGAA - 343521 27 0 0% 13 13 50% NA. NA.

CC-P012 chr1 45977042 C T PRDX1 EX6E missense NM_002574.3 NP_002565.1 c.559G>A p.D187N | p.Asp187Asn CATxAGG - 5052 238 0 0% 171 86 33.40% NA. NA.

CC-P012 chr1 46034278 A C AKR1A1 EX7 missense NM_006066.3 NP_006057.1 c.674A>C p.E225A | p.Glu225Ala ATGxGCC + 10327 129 0 0% 92 25 21.30% NA. NA.

CC-P012 chr1 49224925 G A BEND5 EX3 missense NM_024603.2 NP_078879.2 c.392C>T p.A131V | p.Ala131Val TGCxCCA - 79656 131 0 0% 42 43 50.50% NA. NA.

CC-P012 chr1 51050386 G A FAF1 EX10 missense NM_007051.2 NP_008982.1 c.938C>T p.A313V | p.Ala313Val GACxCCA - 11124 77 0 0% 54 39 41.90% NA. NA.

CC-P012 chr1 51869165 C T EPS15 EX17 missense NM_001981.2 NP_001972.1 c.1717G>A p.D573N | p.Asp573Asn CATxAGT - 2060 138 0 0% 74 55 42.60% NA. NA.

CC-P012 chr1 66833502 G A PDE4B EX14 missense NM_001037341.1 NP_001032418.1 c.1508G>A p.R503H | p.Arg503His AGCxTCA + 5142 142 1 0.60% 121 85 41.20% NA. NA.

CC-P012 chr1 77620260 C T PIGK EX9 missense NM_005482.2 NP_005473.1 c.860G>A p.R287H | p.Arg287His GTGxGAT - 10026 106 1 0.90% 97 25 20.40% NA. NA.

CC-P012 chr1 86210487 C T COL24A1 EX57 missense NM_152890.5 NP_690850.2 c.4534G>A p.D1512N | p.Asp1512Asn GGTxAAT - 255631 82 0 0% 56 33 37% NA. NA.

CC-P012 chr1 92446838 G C BRDT EX11 missense NM_001242806.1 NP_001229735.1 c.1776G>C p.M592I | p.Met592Ile AATxATG + 676 211 0 0% 86 74 46.20% NA. NA.

CC-P012 chr1 102302521 G A OLFM3 EX2 missense NM_058170.2 NP_477518.2 c.130C>T p.R44W | p.Arg44Trp ACCxCCC - 118427 292 0 0% 193 98 33.60% NA. NA.

CC-P012 chr1 109235463 G C PRPF38B EX1 missense NM_018061.2 NP_060531.2 c.250G>C p.E84Q | p.Glu84Gln CACxAGG + 55119 160 0 0% 78 39 33.30% NA. NA.

CC-P012 chr1 111668860 G A DRAM2 EX4 missense NM_178454.4 NP_848549.3 c.188C>T p.A63V | p.Ala63Val GCCxCAA - 128338 32 0 0% 22 11 33.30% NA. NA.

CC-P012 chr1 112524570 C T KCND3 EX2 missense NM_004980.4 NP_004971.2 c.779G>A p.S260N | p.Ser260Asn ATGxTCA - 3752 56 0 0% 15 17 53.10% NA. NA.

CC-P012 chr1 116931263 G A ATP1A1 EX6 missense NM_001160233.1 NP_001153705.1 c.505G>A p.A169T | p.Ala169Thr CAAxCCC + 476 67 0 0% 41 25 37.80% NA. NA.

CC-P012 chr1 120285508 G A PHGDH EX11 missense NM_006623.3 NP_006614.2 c.1288G>A p.A430T | p.Ala430Thr GGCxCCC + 26227 49 0 0% 32 22 40.70% NA. NA.

CC-P012 chr1 143767643 T C PPIAL4G EX1E missense NM_001123068.1 NP_001116540.1 c.206A>G p.H69R | p.His69Arg GGGxGTG - 644591 459 7 1.50% 436 86 16.40% NA. NA.

CC-P012 chr1 149783843 C G HIST2H2BF EX1 missense NM_001161334.1 NP_001154806.1 c.36G>C p.K12N | p.Lys12Asn CTTxTTG - 440689 124 0 0% 59 34 36.50% NA. NA.

CC-P012 chr1 150933359 G A SETDB1 EX16 missense NM_001145415.1 NP_001138887.1 c.2821G>A p.E941K | p.Glu941Lys TCTxAGA + 9869 138 0 0% 107 73 40.50% NA. NA.

CC-P012 chr1 153516316 G T S100A4 EX4E nonsense NM_019554.2 NP_062427.1 c.225C>A p.Y75* | p.Tyr75* ACAxTAC - 6275 374 0 0% 185 90 32.70% NA. NA.

CC-P012 chr1 154321529 C T ATP8B2 EX28E missense NM_020452.3 NP_065185.1 c.3607C>T p.R1203C | p.Arg1203Cys CTGxGCA + 57198 62 0 0% 27 31 53.40% NA. NA.

CC-P012 chr1 156214057 C T PAQR6 EX7E nonsense NM_024897.2 NP_079173.2 c.651G>A p.W217* | p.Trp217* TGGxCAC - 79957 54 0 0% 14 10 41.60% NA. NA.

CC-P012 chr1 156230366 G A SMG5 EX15 missense NM_015327.2 NP_056142.2 c.2159C>T p.P720L | p.Pro720Leu TCAxGCA - 23381 79 0 0% 64 44 40.70% NA. NA.

CC-P012 chr1 156697387 C G ISG20L2 EX1 missense NM_030980.1 NP_112242.1 c.58G>C p.E20Q | p.Glu20Gln CTTxTAA - 81875 152 0 0% 91 55 37.60% NA. NA.

CC-P012 chr1 158592868 G A SPTA1 EX43 missense NM_003126.2 NP_003117.2 c.6025C>T p.R2009C | p.Arg2009Cys AACxCTC - 6708 117 0 0% 84 53 38.60% NA. NA.

CC-P012 chr1 177250230 G A FAM5B EX8E missense NM_021165.2 NP_066988.1 c.1918G>A p.E640K | p.Glu640Lys TTTxAGA + 57795 339 0 0% 212 127 37.40% NA. NA.

CC-P012 chr1 177901659 G A SEC16B EX24 missense NM_033127.2 NP_149118.2 c.2978C>T p.A993V | p.Ala993Val CCCxCAG - 89866 73 0 0% 74 24 24.40% NA. NA.

CC-P012 chr1 179304740 G A SOAT1 EX4 missense NM_003101.5 NP_003092.4 c.277G>A p.A93T | p.Ala93Thr TGCxCTC + 6646 192 0 0% 123 76 38.10% NA. NA.

CC-P012 chr1 179983353 C T CEP350 EX10 missense NM_014810.4 NP_055625.4 c.1765C>T p.R589C | p.Arg589Cys AGGxGCC + 9857 86 0 0% 49 46 48.40% NA. NA.

CC-P012 chr1 186270786 G A PRG4 EX4 missense NM_005807.3 NP_005798.2 c.262G>A p.A88T | p.Ala88Thr GACxCCC + 10216 225 2 0.80% 143 115 44.50% NA. NA.

CC-P012 chr1 196295846 C T KCNT2 IVS19 splice-5 NM_198503.2 NP_940905.2 c.2276+1G>A . TTAxGGG - 343450 164 0 0% 95 53 35.80% NA. NA.

CC-P012 chr1 200635276 A G DDX59 EX2 missense NM_001031725.4 NP_001026895.2 c.593T>C p.V198A | p.Val198Ala GTGxCTT - 83479 103 0 0% 72 34 32% NA. NA.

CC-P012 chr1 205064069 T A RBBP5 EX13 missense NM_005057.3 NP_005048.2 c.1520A>T p.D507V | p.Asp507Val CTGxCCC - 5929 261 0 0% 136 97 41.60% NA. NA.

CC-P012 chr1 211486068 G A RCOR3 EX11 missense NM_001136223.1 NP_001129695.1 c.1082G>A p.R361H | p.Arg361His TCCxCAA + 55758 28 0 0% 40 21 34.40% NA. NA.

CC-P012 chr1 231398571 C T GNPAT EX4 missense NM_014236.3 NP_055051.1 c.541C>T p.P181S | p.Pro181Ser TTGxCTG + 8443 131 0 0% 91 69 43.10% NA. NA.

CC-P012 chr1 247076642 G A AHCTF1 EX4 nonsense NM_015446.4 NP_056261.4 c.475C>T p.R159* | p.Arg159* ATCxCAG - 25909 92 0 0% 48 49 50.50% NA. NA.

CC-P012 chr1 248262941 G T OR2L13 EX3E missense NM_175911.2 NP_787107.1 c.264G>T p.Q88H | p.Gln88His CCAxAAA + 284521 426 0 0% 225 113 33.40% NA. NA.

CC-P012 chr2 3750061 C T ALLC EX12E missense NM_018436.3 NP_060906.3 c.1084C>T p.R362W | p.Arg362Trp CTTxGGC + 55821 103 0 0% 61 38 38.30% NA. NA.

CC-P012 chr2 11052778 G A KCNF1 EX1E missense NM_002236.4 NP_002227.2 c.226G>A p.E76K | p.Glu76Lys CGCxAGT + 3754 272 0 0% 132 71 34.90% NA. NA.

CC-P012 chr2 20402848 C A SDC1 EX5 missense NM_001006946.1 NP_001006947.1 c.763G>T p.G255W | p.Gly255Trp CACxTCC - 6382 30 0 0% 25 8 24.20% NA. NA.

CC-P012 chr2 27305896 C G EMILIN1 EX4 missense NM_007046.3 NP_008977.1 c.1457C>G p.P486R | p.Pro486Arg CCCxTGG + 11117 49 0 0% 28 6 17.60% NA. NA.

CC-P012 chr2 27306478 C T EMILIN1 EX4 missense NM_007046.3 NP_008977.1 c.2039C>T p.A680V | p.Ala680Val GGGxAAC + 11117 91 0 0% 40 31 43.60% NA. NA.

CC-P012 chr2 27803848 C T C2orf16 EX1E missense NM_032266.3 NP_115642.3 c.4409C>T p.S1470L | p.Ser1470Leu CCTxAGT + 84226 54 0 0% 43 31 41.80% NA. NA.

CC-P012 chr2 27850110 C T CCDC121 EX2E missense NM_001142683.2 NP_001136155.1 c.1043G>A p.R348Q | p.Arg348Gln AACxGCT - 79635 158 2 1.20% 153 85 35.70% NA. NA.

CC-P012 chr2 27883939 G C SUPT7L EX3 missense NM_014860.1 NP_055675.1 c.331C>G p.L111V | p.Leu111Val GGAxAGG - 9913 39 0 0% 35 11 23.90% NA. NA.

CC-P012 chr2 31805941 A G SRD5A2 EX1 missense NM_000348.3 NP_000339.2 c.29T>C p.V10A | p.Val10Ala AGCxCTG - 6716 26 0 0% 38 5 11.60% NA. NA.

CC-P012 chr2 40656484 C T SLC8A1 EX1 missense NM_021097.2 NP_066920.1 c.937G>A p.D313N | p.Asp313Asn CATxCAC - 6546 151 0 0% 113 68 37.50% NA. NA.

CC-P012 chr2 43927574 G C PLEKHH2 EX8 missense NM_172069.3 NP_742066.2 c.1477G>C p.D493H | p.Asp493His GTTxATG + 130271 267 0 0% 154 100 39.30% NA. NA.

CC-P012 chr2 44053537 C T ABCG5 EX6 missense NM_022436.2 NP_071881.1 c.758G>A p.R253H | p.Arg253His GAAxGGG - 64240 39 0 0% 25 12 32.40% NA. NA.

CC-P012 chr2 48602364 G A FOXN2 EX7E missense NM_002158.3 NP_002149.2 c.1078G>A p.D360N | p.Asp360Asn GATxATC + 3344 166 2 1.10% 121 66 35.20% NA. NA.

CC-P012 chr2 54133791 T A PSME4 EX26 missense NM_014614.2 NP_055429.2 c.2887A>T p.I963L | p.Ile963Leu GTAxCTT - 23198 123 0 0% 71 48 40.30% NA. NA.

CC-P012 chr2 54880920 A G SPTBN1 EX27 missense NM_003128.2 NP_003119.2 c.5752A>G p.S1918G | p.Ser1918Gly TTCxGCA + 6711 190 0 0% 103 63 37.90% NA. NA.

CC-P012 chr2 61468784 T G USP34 EX53 missense NM_014709.3 NP_055524.3 c.6688A>C p.S2230R | p.Ser2230Arg CACxGTG - 9736 247 0 0% 165 148 47.20% NA. NA.

CC-P012 chr2 65482728 C T ACTR2 EX7 missense NM_001005386.2 NP_001005386.1 c.650C>T p.T217M | p.Thr217Met AAAxGGT + 10097 108 0 0% 92 61 39.80% NA. NA.

CC-P012 chr2 71795425 G A DYSF EX26 missense NM_001130978.1 NP_001124450.1 c.2767G>A p.G923S | p.Gly923Ser GCCxGCT + 8291 40 0 0% 25 27 51.90% NA. NA.

CC-P012 chr2 74058122 G A STAMBP EX2 missense NM_201647.2 NP_964010.1 c.139G>A p.A47T | p.Ala47Thr ATGxCAT + 10617 310 2 0.60% 166 111 40% NA. NA.

CC-P012 chr2 74129504 G T ACTG2 EX3 missense NM_001615.3 NP_001606.1 c.144G>T p.M48I | p.Met48Ile AATxGGC + 72 105 0 0% 56 54 49% NA. NA.

CC-P012 chr2 85571228 G A RETSAT EX9 missense NM_017750.3 NP_060220.3 c.1427C>T p.A476V | p.Ala476Val TCCxCCT - 54884 78 0 0% 73 57 43.80% NA. NA.

CC-P012 chr2 88876196 G A EIF2AK3 EX12 nonsense NM_004836.5 NP_004827.4 c.1912C>T p.R638* | p.Arg638* CTCxCAT - 9451 185 0 0% 111 89 44.50% NA. NA.

CC-P012 chr2 96933109 G A CIAO1 EX2 missense NM_004804.2 NP_004795.1 c.190G>A p.V64M | p.Val64Met ACCxTGC + 9391 114 0 0% 78 28 26.40% NA. NA.

CC-P012 chr2 99006155 G A CNGA3 EX6 missense NM_001298.2 NP_001289.1 c.484G>A p.D162N | p.Asp162Asn GTGxACC + 1261 107 0 0% 71 43 37.70% NA. NA.

CC-P012 chr2 119914497 C T C1QL2 EX2E missense NM_182528.3 NP_872334.2 c.745G>A p.V249M | p.Val249Met CCAxGCT - 165257 58 0 0% 32 32 50% NA. NA.

CC-P012 chr2 120078781 C G C2orf76 IVS3 splice-3 NM_001017927.2 NP_001017927.2 c.134-1G>C . TATxTAC - 130355 52 0 0% 50 26 34.20% NA. NA.

CC-P012 chr2 121746803 C T GLI2 EX13E missense NM_005270.4 NP_005261.2 c.3313C>T p.H1105Y | p.His1105Tyr CTGxACG + 2736 28 0 0% 29 21 42% NA. NA.

CC-P012 chr2 121999980 C G TFCP2L1 EX7 missense NM_014553.2 NP_055368.1 c.723G>C p.E241D | p.Glu241Asp CTTxTCT - 29842 157 0 0% 110 37 25.10% NA. NA.

CC-P012 chr2 128471458 G A WDR33 EX18 missense NM_018383.4 NP_060853.3 c.3007C>T p.R1003C | p.Arg1003Cys CACxCCT - 55339 72 0 0% 59 28 32.10% NA. NA.

CC-P012 chr2 130877632 G T POTEF EX3 missense NM_001099771.2 NP_001093241.1 c.457C>A p.P153T | p.Pro153Thr TGGxGAC - 728378 216 0 0% 185 51 21.60% NA. NA.

CC-P012 chr2 130910343 G A SMPD4 EX20E missense NM_017951.4 NP_060421.2 c.2386C>T p.R796W | p.Arg796Trp TCCxCCC - 55627 65 0 0% 21 19 47.50% NA. NA.

CC-P012 chr2 131976432 C A POTEE EX1 missense NM_001083538.1 NP_001077007.1 c.457C>A p.P153T | p.Pro153Thr GTCxCCA + 445582 355 0 0% 283 60 17.40% NA. NA.

CC-P012 chr2 152348716 T G NEB EX179 missense NM_001271208.1 NP_001258137.1 c.25058A>C p.K8353T | p.Lys8353Thr TTCxTTA - 4703 181 0 0% 164 27 14.10% MS somatic

CC-P012 chr2 152389970 G C NEB EX144 missense NM_001271208.1 NP_001258137.1 c.21508C>G p.H7170D | p.His7170Asp TATxCGA - 4703 68 0 0% 46 36 43.90% MS somatic

CC-P012 chr2 162760683 C T SLC4A10 EX13 missense NM_001178015.1 NP_001171486.1 c.1612C>T p.R538C | p.Arg538Cys GGGxGTA + 57282 113 0 0% 108 52 32.50% NA. NA.

CC-P012 chr2 169733775 T A SPC25 EX4 nonsense NM_020675.3 NP_065726.1 c.319A>T p.K107* | p.Lys107* CCTxAAG - 57405 135 0 0% 105 64 37.80% NA. NA.

CC-P012 chr2 169733830 T A SPC25 EX4 missense NM_020675.3 NP_065726.1 c.264A>T p.E88D | p.Glu88Asp TACxTCA - 57405 137 0 0% 104 60 36.50% NA. NA.

CC-P012 chr2 170093742 C T LRP2 EX28 missense NM_004525.2 NP_004516.2 c.4562G>A p.R1521H | p.Arg1521His TTAxGAC - 4036 235 0 0% 114 86 43% NA. NA.

CC-P012 chr2 171710489 G A GAD1 EX14 missense NM_000817.2 NP_000808.2 c.1370G>A p.R457H | p.Arg457His GCCxCCA + 2571 187 0 0% 138 57 29.20% NA. NA.

CC-P012 chr2 172952810 C T DLX1 EX3E missense NM_178120.4 NP_835221.2 c.593C>T p.A198V | p.Ala198Val GTGxGTT + 1745 104 0 0% 87 45 34% NA. NA.

CC-P012 chr2 173426954 C G PDK1 EX3 missense NM_002610.3 NP_002601.1 c.345C>G p.I115M | p.Ile115Met TATxCAG + 5163 149 0 0% 101 87 46.20% NA. NA.

CC-P012 chr2 179401180 G A TTN EX357 missense NM_001267550.1 NP_001254479.1 c.100294C>T p.R33432C | p.Arg33432Cys CACxCTT - 7273 345 0 0% 173 127 42.30% NA. NA.

CC-P012 chr2 182322560 G A ITGA4 EX1 missense NM_000885.4 NP_000876.3 c.179G>A p.S60N | p.Ser60Asn ACAxCCA + 3676 83 0 0% 64 42 39.60% NA. NA.

CC-P012 chr2 192711522 C T SDPR EX1 missense NM_004657.5 NP_004648.1 c.130G>A p.E44K | p.Glu44Lys CCTxTGT - 8436 180 0 0% 117 101 46.30% NA. NA.

CC-P012 chr2 200789971 G A C2orf69 EX2E missense NM_153689.5 NP_710156.3 c.520G>A p.A174T | p.Ala174Thr GGTxCCC + 205327 160 0 0% 122 71 36.70% NA. NA.

CC-P012 chr2 206608199 C T NRP2 EX9 missense NM_201266.1 NP_957718.1 c.1564C>T p.R522C | p.Arg522Cys GTGxGCA + 8828 95 0 0% 19 32 62.70% NA. NA.

CC-P012 chr2 210559704 C T MAP2 EX7 missense NM_002374.3 NP_002365.3 c.2810C>T p.A937V | p.Ala937Val CCGxGCA + 4133 157 0 0% 46 55 54.40% NA. NA.

CC-P012 chr2 223086085 C T PAX3 EX6 missense NM_181457.3 NP_852122.1 c.814G>A p.A272T | p.Ala272Thr TTGxACG - 5077 250 0 0% 78 51 39.50% MS somatic

CC-P012 chr2 230650537 G A TRIP12 EX33 missense NM_004238.1 NP_004229.1 c.4805C>T p.A1602V | p.Ala1602Val TCCxCCT - 9320 29 0 0% 4 23 85.10% NA. NA.

CC-P012 chr2 234638530 C T UGT1A3 EX1 missense NM_019093.2 NP_061966.1 c.758C>T p.S253F | p.Ser253Phe CATxTGT + 54659 303 0 0% 83 135 61.90% NA. NA.

CC-P012 chr2 238242166 C A COL6A3 EX42 missense NM_004369.3 NP_004360.2 c.9255G>T p.Q3085H | p.Gln3085His TGGxTGT - 1293 234 0 0% 204 102 33.30% NA. NA.

CC-P012 chr3 13368892 G T NUP210 EX32 nonsense NM_024923.2 NP_079199.2 c.4332C>A p.C1444* | p.Cys1444* AACxCAG - 23225 176 0 0% 126 30 19.20% NA. NA.

CC-P012 chr3 14520019 G A SLC6A6 EX12 missense NM_003043.3 NP_003034.2 c.1393G>A p.G465S | p.Gly465Ser AGCxGTG + 6533 41 0 0% 13 35 72.90% NA. NA.

CC-P012 chr3 23541157 G A UBE2E2 EX4 missense NM_152653.3 NP_689866.1 c.286G>A p.G96R | p.Gly96Arg CCAxGAT + 7325 91 0 0% 55 36 39.50% NA. NA.

CC-P012 chr3 25668084 C G TOP2B EX18 missense NM_001068.2 NP_001059.2 c.2176G>C p.D726H | p.Asp726His TGTxTGA - 7155 100 0 0% 21 78 78.70% NA. NA.

CC-P012 chr3 37056036 G A MLH1 IVS9 splice-5 NM_000249.3 NP_000240.1 c.790+1G>A . ACCxTAA + 4292 228 0 0% 36 179 83.20% NA. NA.

CC-P012 chr3 41841739 A C ULK4 EX20 missense NM_017886.2 NP_060356.2 c.1895T>G p.V632G | p.Val632Gly CAGxCAT - 54986 222 0 0% 141 88 38.40% NA. NA.

CC-P012 chr3 46062662 C T XCR1 EX3E missense NM_005283.2 NP_005274.1 c.778G>A p.E260K | p.Glu260Lys CCTxGCA - 2829 163 0 0% 120 66 35.40% NA. NA.

CC-P012 chr3 46450325 C T CCRL2 EX2E missense NM_001130910.1 NP_001124382.1 c.791C>T p.A264V | p.Ala264Val GGGxGCC + 9034 268 0 0% 137 57 29.30% NA. NA.

CC-P012 chr3 48627961 G A COL7A1 EX14 nonsense NM_000094.3 NP_000085.1 c.1837C>T p.R613* | p.Arg613* CTCxCGT - 1294 150 0 0% 27 92 77.30% NA. NA.

CC-P012 chr3 48698651 C T CELSR3 EX1 missense NM_001407.2 NP_001398.2 c.1417G>A p.V473M | p.Val473Met CCAxGAA - 1951 45 0 0% 11 52 82.50% MS somatic

CC-P012 chr3 49724603 C A MST1 EX5 missense NM_020998.3 NP_066278.3 c.586G>T p.G196C | p.Gly196Cys TGCxGCA - 4485 22 0 0% 3 23 88.40% NA. NA.

CC-P012 chr3 51297623 C T DOCK3 EX23 missense NM_004947.4 NP_004938.1 c.2221C>T p.R741W | p.Arg741Trp TCAxGGA + 1795 184 0 0% 35 125 78.10% NA. NA.

CC-P012 chr3 51750017 C T GRM2 EX4 missense NM_000839.3 NP_000830.2 c.2228C>T p.T743M | p.Thr743Met GCAxGCT + 2912 219 1 0.40% 51 222 81.30% NA. NA.

CC-P012 chr3 52773561 G A NEK4 EX14 missense NM_003157.4 NP_003148.2 c.2183C>T p.P728L | p.Pro728Leu ACCxGGA - 6787 159 2 1.20% 40 131 76.60% NA. NA.

CC-P012 chr3 58519238 C T ACOX2 EX5 missense NM_003500.3 NP_003491.1 c.517G>A p.A173T | p.Ala173Thr CTGxGTC - 8309 24 0 0% 21 8 27.50% NA. NA.

CC-P012 chr3 72495684 A G RYBP EX1 missense NM_012234.5 NP_036366.3 c.121T>C p.C41R | p.Cys41Arg TGCxTTT - 23429 60 0 0% 13 16 55.10% NA. NA.

CC-P012 chr3 98072961 G T OR5K4 EX1E missense NM_001005517.1 NP_001005517.1 c.264G>T p.E88D | p.Glu88Asp TGAxGAT + 403278 108 0 0% 48 34 41.40% NA. NA.

CC-P012 chr3 110863863 G C PVRL3 EX6 missense NM_001243288.1 NP_001230217.1 c.1118G>C p.R373T | p.Arg373Thr AAAxACC + 25945 116 0 0% 52 51 49.50% NA. NA.

CC-P012 chr3 119134786 A G ARHGAP31 EX12E missense NM_020754.2 NP_065805.2 c.4010A>G p.H1337R | p.His1337Arg TCCxCAG + 57514 189 0 0% 137 100 42.10% NA. NA.

CC-P012 chr3 123419397 G A MYLK EX18 missense NM_053025.3 NP_444253.3 c.2918C>T p.P973L | p.Pro973Leu GGCxGTG - 4638 172 0 0% 112 67 37.40% NA. NA.

CC-P012 chr3 123441106 C T MYLK EX13 missense NM_053025.3 NP_444253.3 c.1673G>A p.R558H | p.Arg558His GAGxGAG - 4638 23 0 0% 18 7 28% NA. NA.

CC-P012 chr3 130313176 C T COL6A6 EX17 nonsense NM_001102608.1 NP_001096078.1 c.4522C>T p.R1508* | p.Arg1508* CTGxGAG + 131873 50 0 0% 25 25 50% NA. NA.

CC-P012 chr3 131442447 C T CPNE4 EX3 missense NM_130808.1 NP_570720.1 c.203G>A p.R68H | p.Arg68His GTGxGAA - 131034 28 0 0% 13 11 45.80% NA. NA.

CC-P012 chr3 133347231 C T TOPBP1 EX16 missense NM_007027.3 NP_008958.2 c.2779G>A p.A927T | p.Ala927Thr CTGxGAT - 11073 165 1 0.60% 75 58 43.60% NA. NA.

CC-P012 chr3 142840383 G A CHST2 EX2E missense NM_004267.4 NP_004258.2 c.725G>A p.R242H | p.Arg242His GGCxCAA + 9435 110 0 0% 59 42 41.50% NA. NA.

CC-P012 chr3 147113828 C T ZIC4 EX3 missense NM_032153.5 NP_115529.2 c.499G>A p.E167K | p.Glu167Lys GTTxCGG - 84107 26 0 0% 19 5 20.80% NA. NA.

CC-P012 chr3 147128674 G A ZIC1 EX1 missense NM_003412.3 NP_003403.2 c.775G>A p.E259K | p.Glu259Lys GTGxAGC + 7545 150 0 0% 84 42 33.30% NA. NA.

CC-P012 chr3 167728555 C G GOLIM4 EX15 missense NM_014498.3 NP_055313.1 c.1917G>C p.E639D | p.Glu639Asp GGTxTCT - 27333 93 0 0% 69 33 32.30% NA. NA.

CC-P012 chr3 170150464 G A CLDN11 EX3E missense NM_005602.5 NP_005593.2 c.544G>A p.A182T | p.Ala182Thr GATxCCC + 5010 45 0 0% 31 19 38% NA. NA.

CC-P012 chr3 170800058 C T TNIK EX27 missense NM_015028.2 NP_055843.1 c.3295G>A p.V1099I | p.Val1099Ile GGAxATT - 23043 161 0 0% 76 41 35% NA. NA.

CC-P012 chr3 172115173 A G FNDC3B EX26E missense NM_022763.3 NP_073600.3 c.3523A>G p.T1175A | p.Thr1175Ala CCTxCTG + 64778 145 0 0% 136 58 29.80% NA. NA.

CC-P012 chr3 174814664 C T NAALADL2 EX2 missense NM_207015.2 NP_996898.2 c.128C>T p.A43V | p.Ala43Val AAGxCAC + 254827 99 0 0% 129 72 35.80% NA. NA.

CC-P012 chr3 186272229 C T TBCCD1 EX6 missense NM_001134415.1 NP_001127887.1 c.1358G>A p.S453N | p.Ser453Asn TCGxTGT - 55171 472 0 0% 281 202 41.80% NA. NA.

CC-P012 chr3 197238989 T C BDH1 EX8E missense NM_203314.2 NP_976059.1 c.809A>G p.K270R | p.Lys270Arg TCCxTGC - 622 305 0 0% 267 41 13.30% NA. NA.

CC-P012 chr4 2306170 T G ZFYVE28 EX8 missense NM_020972.2 NP_066023.2 c.1897A>C p.K633Q | p.Lys633Gln ACTxGTC - 57732 107 0 0% 85 12 12.30% NA. NA.

CC-P012 chr4 5586483 G A EVC2 EX17 missense NM_001166136.1 NP_001159608.1 c.2684C>T p.A895V | p.Ala895Val GACxCCT - 132884 142 0 0% 114 40 25.90% NA. NA.

CC-P012 chr4 6302993 G T WFS1 EX8E missense NM_006005.3 NP_005996.2 c.1471G>T p.V491L | p.Val491Leu ACCxTGC + 7466 95 0 0% 48 29 37.60% NA. NA.

CC-P012 chr4 13605657 C T BOD1L1 EX10 missense NM_148894.2 NP_683692.2 c.2867G>A p.R956H | p.Arg956His TTAxGCT - 259282 92 0 0% 56 31 35.60% NA. NA.

CC-P012 chr4 15560824 G A CC2D2A EX23 missense NM_001080522.2 NP_001073991.2 c.2866G>A p.E956K | p.Glu956Lys ATAxAAA + 57545 195 0 0% 104 60 36.50% NA. NA.

CC-P012 chr4 16587552 T C LDB2 EX5 missense NM_001290.3 NP_001281.1 c.608A>G p.Y203C | p.Tyr203Cys AGGxAGT - 9079 106 0 0% 70 42 37.50% NA. NA.



CC-P012 chr4 20599966 C T SLIT2 EX33 missense NM_004787.1 NP_004778.1 c.3640C>T p.R1214C | p.Arg1214Cys GGGxGTG + 9353 112 0 0% 45 31 40.70% NA. NA.

CC-P012 chr4 38016487 G T TBC1D1 EX3 missense NM_015173.3 NP_055988.2 c.775G>T p.G259C | p.Gly259Cys AGCxGCT + 23216 47 0 0% 41 30 42.20% NA. NA.

CC-P012 chr4 38799936 C T TLR1 EX4E missense NM_003263.3 NP_003254.2 c.517G>A p.E173K | p.Glu173Lys TCTxTCC - 7096 90 0 0% 49 29 37.10% NA. NA.

CC-P012 chr4 38990512 C T TMEM156 EX4 missense NM_024943.1 NP_079219.1 c.698G>A p.R233H | p.Arg233His TTGxGGA - 80008 106 0 0% 108 43 28.40% NA. NA.

CC-P012 chr4 39088259 T C KLHL5 EX5 missense NM_015990.4 NP_057074.3 c.1163T>C p.L388P | p.Leu388Pro TTCxTAC + 51088 89 0 0% 59 36 37.80% NA. NA.

CC-P012 chr4 41646538 G A LIMCH1 EX10 missense NM_014988.2 NP_055803.2 c.993G>A p.M331I | p.Met331Ile CATxCGG + 22998 69 0 0% 54 37 40.60% NA. NA.

CC-P012 chr4 70361410 G A UGT2B4 EX1 missense NM_021139.2 NP_066962.2 c.170C>T p.A57V | p.Ala57Val GATxCCA - 7363 86 0 0% 62 50 44.60% NA. NA.

CC-P012 chr4 72618358 C A GC EX11 missense NM_000583.3 NP_000574.2 c.1272G>T p.E424D | p.Glu424Asp TCGxTCT - 2638 32 0 0% 25 15 37.50% NA. NA.

CC-P012 chr4 76695904 G A USO1 EX8 missense NM_003715.2 NP_003706.1 c.631G>A p.E211K | p.Glu211Lys TTCxAGA + 8615 206 0 0% 158 109 40.80% NA. NA.

CC-P012 chr4 79188410 C T FRAS1 EX9 missense NM_025074.6 NP_079350.5 c.805C>T p.R269W | p.Arg269Trp GCTxGGC + 80144 226 0 0% 111 82 42.40% NA. NA.

CC-P012 chr4 85626641 C A WDFY3 EX54 missense NM_014991.4 NP_055806.2 c.8241G>T p.K2747N | p.Lys2747Asn CGTxTTG - 23001 137 0 0% 105 78 42.60% NA. NA.

CC-P012 chr4 96163627 C T UNC5C EX7 missense NM_003728.3 NP_003719.3 c.1061G>A p.G354D | p.Gly354Asp AGGxCGT - 8633 53 0 0% 41 31 43% NA. NA.

CC-P012 chr4 96761335 C T PDHA2 EX1E nonsense NM_005390.4 NP_005381.1 c.34C>T p.R12* | p.Arg12* AGGxGAG + 5161 34 0 0% 19 17 47.20% NA. NA.

CC-P012 chr4 110757249 G C RRH EX4 missense NM_006583.2 NP_006574.1 c.484G>C p.G162R | p.Gly162Arg ATAxGGT + 10692 355 1 0.20% 184 152 45.20% NA. NA.

CC-P012 chr4 126328056 T A FAT4 EX3 missense NM_024582.4 NP_078858.4 c.5329T>A p.Y1777N | p.Tyr1777Asn ACAxACA + 79633 77 0 0% 41 23 35.90% NA. NA.

CC-P012 chr4 153249385 G A FBXW7 EX9 missense NM_033632.3 NP_361014.1 c.1393C>T p.R465C | p.Arg465Cys AACxCAC - 55294 87 0 0% 71 41 36.60% MS somatic

CC-P012 chr4 155505870 C A FGA EX6E missense NM_000508.3 NP_000499.1 c.2007G>T p.L669F | p.Leu669Phe TCCxAAA - 2243 208 0 0% 103 66 39% NA. NA.

CC-P012 chr4 156751061 T C ASIC5 EX10E missense NM_017419.2 NP_059115.1 c.1465A>G p.T489A | p.Thr489Ala GAGxCCA - 51802 101 0 0% 79 53 40.10% NA. NA.

CC-P012 chr4 162459387 C T FSTL5 EX10 missense NM_020116.4 NP_064501.2 c.1243G>A p.A415T | p.Ala415Thr TTGxGAT - 56884 164 0 0% 100 76 43.10% NA. NA.

CC-P012 chr4 166978359 G A TLL1 EX14 missense NM_012464.4 NP_036596.3 c.1744G>A p.D582N | p.Asp582Asn CCTxACC + 7092 190 0 0% 95 60 38.70% NA. NA.

CC-P012 chr4 169379147 T A DDX60L EX6 missense NM_001012967.1 NP_001012985.1 c.619A>T p.I207F | p.Ile207Phe GAAxCAC - 91351 50 0 0% 33 21 38.80% NA. NA.

CC-P012 chr4 170476898 G A NEK1 EX18 missense NM_001199397.1 NP_001186326.1 c.1535C>T p.A512V | p.Ala512Val ACCxCCT - 4750 216 0 0% 126 67 34.70% NA. NA.

CC-P012 chr4 175225477 C T CEP44 EX6 missense NM_001145314.1 NP_001138786.1 c.464C>T p.A155V | p.Ala155Val AGGxTGT + 80817 148 0 0% 84 58 40.80% NA. NA.

CC-P012 chr4 183715021 T C TENM3 EX25 missense NM_001080477.1 NP_001073946.1 c.7196T>C p.V2399A | p.Val2399Ala ACGxGAA + 55714 79 0 0% 77 44 36.30% NA. NA.

CC-P012 chr4 183836691 C T DCTD EX2 missense NM_001012732.1 NP_001012750.1 c.64G>A p.D22N | p.Asp22Asn AGTxGTC - 1635 136 0 0% 95 43 31.10% NA. NA.

CC-P012 chr4 187628566 G A FAT1 EX2 missense NM_005245.3 NP_005236.2 c.2416C>T p.R806C | p.Arg806Cys GACxCCA - 2195 121 0 0% 118 70 37.20% MS somatic

CC-P012 chr5 453829 C A EXOC3 EX4 missense NM_007277.4 NP_009208.2 c.709C>A p.P237T | p.Pro237Thr GTTxCTC + 11336 97 0 0% 46 24 34.20% NA. NA.

CC-P012 chr5 1335226 G A CLPTM1L EX6 missense NM_030782.3 NP_110409.2 c.742C>T p.R248W | p.Arg248Trp GCCxCCC - 81037 47 0 0% 23 16 41% NA. NA.

CC-P012 chr5 10638145 G A ANKRD33B EX3 missense NM_001164440.1 NP_001157912.1 c.502G>A p.A168T | p.Ala168Thr CACxCTA + 651746 64 0 0% 32 38 54.20% NA. NA.

CC-P012 chr5 31508865 C T DROSHA EX9 missense NM_013235.4 NP_037367.3 c.1450G>A p.E484K | p.Glu484Lys ACTxGGA - 29102 23 0 0% 32 20 38.40% NA. NA.

CC-P012 chr5 35654784 C T SPEF2 EX7 missense NM_024867.3 NP_079143.3 c.934C>T p.R312W | p.Arg312Trp CGGxGGA + 79925 84 0 0% 45 31 40.70% NA. NA.

CC-P012 chr5 37000615 C T NIPBL EX12 nonsense NM_133433.3 NP_597677.2 c.3445C>T p.R1149* | p.Arg1149* AACxGAA + 25836 97 0 0% 68 38 35.80% NA. NA.

CC-P012 chr5 37725072 G A WDR70 EX16 missense NM_018034.2 NP_060504.1 c.1634G>A p.R545Q | p.Arg545Gln AACxGAG + 55100 82 0 0% 73 36 33% NA. NA.

CC-P012 chr5 55396102 G A ANKRD55 EX12E nonsense NM_024669.2 NP_078945.2 c.1753C>T p.R585* | p.Arg585* CTCxGTT - 79722 62 0 0% 58 30 34% NA. NA.

CC-P012 chr5 56557028 G A GPBP1 EX11 nonsense NM_022913.3 NP_075064.1 c.1182G>A p.W394* | p.Trp394* CTGxCAG + 65056 82 0 0% 72 50 40.90% NA. NA.

CC-P012 chr5 75490923 G A SV2C EX3 missense NM_014979.1 NP_055794.1 c.760G>A p.G254R | p.Gly254Arg TTCxGGT + 22987 356 0 0% 238 108 31.20% NA. NA.

CC-P012 chr5 80809475 A G SSBP2 EX5 missense NM_001256732.1 NP_001243661.1 c.344T>C p.V115A | p.Val115Ala CCTxCTG - 23635 94 0 0% 93 44 32.10% NA. NA.

CC-P012 chr5 96124247 C T ERAP1 EX11 missense NM_016442.3 NP_057526.3 c.1666G>A p.A556T | p.Ala556Thr GGGxGCC - 51752 32 0 0% 28 25 47.10% NA. NA.

CC-P012 chr5 102493972 G T PPIP5K2 EX14 nonsense NM_015216.2 NP_056031.2 c.1570G>T p.E524* | p.Glu524* GCTxAAG + 23262 55 0 0% 31 16 34% NA. NA.

CC-P012 chr5 110448810 C T WDR36 EX16 missense NM_139281.2 NP_644810.1 c.1922C>T p.A641V | p.Ala641Val CTGxGAT + 134430 185 0 0% 149 96 39.10% NA. NA.

CC-P012 chr5 115323513 C T AQPEP EX4 missense NM_173800.4 NP_776161.3 c.982C>T p.R328C | p.Arg328Cys ATAxGCA + 206338 44 0 0% 47 24 33.80% NA. NA.

CC-P012 chr5 131607021 C T PDLIM4 EX5 missense NM_003687.3 NP_003678.2 c.532C>T p.R178W | p.Arg178Trp CCGxGGA + 8572 148 0 0% 71 38 34.80% NA. NA.

CC-P012 chr5 133996956 C A SEC24A EX2 missense NM_021982.2 NP_068817.1 c.245C>A p.S82Y | p.Ser82Tyr GATxTGG + 10802 129 0 0% 94 67 41.60% NA. NA.

CC-P012 chr5 138760750 G A DNAJC18 EX5 missense NM_152686.3 NP_689899.1 c.613C>T p.R205W | p.Arg205Trp GCCxTCG - 202052 116 0 0% 60 50 45.40% NA. NA.

CC-P012 chr5 140174851 A C PCDHA2 EX1 missense NM_018905.2 NP_061728.1 c.302A>C p.E101A | p.Glu101Ala CGGxATG + 56146 122 0 0% 79 48 37.70% NA. NA.

CC-P012 chr5 140182289 G A PCDHA3 EX1 missense NM_018906.2 NP_061729.1 c.1507G>A p.A503T | p.Ala503Thr CGCxCGC + 56145 123 0 0% 85 61 41.70% NA. NA.

CC-P012 chr5 140581481 C T PCDHB11 EX1E missense NM_018931.2 NP_061754.1 c.2134C>T p.R712W | p.Arg712Trp GTGxGGC + 56125 302 0 0% 254 144 36.10% NA. NA.

CC-P012 chr5 140710510 G A PCDHGA1 EX1 missense NM_018912.2 NP_061735.1 c.259G>A p.A87T | p.Ala87Thr ACCxCGC + 56114 45 0 0% 33 21 38.80% NA. NA.

CC-P012 chr5 140764466 G A PCDHGA7 EX1 missense NM_018920.2 NP_061743.1 c.2000G>A p.S667N | p.Ser667Asn ACAxCAT + 56108 21 0 0% 10 5 33.30% NA. NA.

CC-P012 chr5 140788044 G A PCDHGB6 EX1 missense NM_018926.2 NP_061749.1 c.275G>A p.R92H | p.Arg92His ACCxTGA + 56100 184 0 0% 154 93 37.60% NA. NA.

CC-P012 chr5 147805207 C T FBXO38 EX14 missense NM_205836.1 NP_995308.1 c.1861C>T p.R621C | p.Arg621Cys CGGxGTT + 81545 204 0 0% 122 86 41.30% NA. NA.

CC-P012 chr5 153755992 G T GALNT10 EX5 missense NM_198321.3 NP_938080.1 c.724G>T p.A242S | p.Ala242Ser GAAxCCA + 55568 179 0 0% 87 52 37.40% NA. NA.

CC-P012 chr5 158603638 A G RNF145 IVS5 splice-5 NM_001199380.1 NP_001186309.1 c.711+2T>C . CTTxCCT - 153830 105 0 0% 93 34 26.70% NA. NA.

CC-P012 chr5 169533358 G A FOXI1 EX1 missense NM_012188.4 NP_036320.2 c.397G>A p.A133T | p.Ala133Thr ATCxCCA + 2299 109 0 0% 48 36 42.80% NA. NA.

CC-P012 chr5 171296744 G A FBXW11 EX11 missense NM_012300.2 NP_036432.2 c.1456C>T p.R486C | p.Arg486Cys TGCxCAA - 23291 89 0 0% 78 27 25.70% NA. NA.

CC-P012 chr5 171849445 C T SH3PXD2B EX2 missense NM_001017995.2 NP_001017995.1 c.131G>A p.R44H | p.Arg44His TAGxGCC - 285590 372 0 0% 151 109 41.90% NA. NA.

CC-P012 chr5 179318513 C T TBC1D9B EX6 missense NM_198868.2 NP_942568.2 c.910G>A p.G304S | p.Gly304Ser GGCxGTC - 23061 114 0 0% 55 33 37.50% NA. NA.

CC-P012 chr6 7565730 G A DSP EX7 missense NM_004415.2 NP_004406.2 c.916G>A p.A306T | p.Ala306Thr ATCxCTC + 1832 234 0 0% 188 128 40.50% NA. NA.

CC-P012 chr6 28963960 T G ZNF311 EX7E missense NM_001010877.2 NP_001010877.2 c.819A>C p.K273N | p.Lys273Asn GGGxTTC - 282890 142 0 0% 80 53 39.80% NA. NA.

CC-P012 chr6 31734458 C T VWA7 EX14 missense NM_025258.2 NP_079534.2 c.1966G>A p.V656I | p.Val656Ile TGAxGTG - 80737 74 0 0% 18 48 72.70% NA. NA.

CC-P012 chr6 33165604 C T RXRB EX4 missense NM_021976.4 NP_068811.1 c.755G>A p.R252H | p.Arg252His TGGxGCT - 6257 114 0 0% 43 120 73.60% NA. NA.

CC-P012 chr6 34026786 G A GRM4 EX5 missense NM_000841.2 NP_000832.1 c.992C>T p.A331V | p.Ala331Val ACAxCAC - 2914 65 0 0% 47 21 30.80% NA. NA.

CC-P012 chr6 39311554 C T KIF6 EX22 missense NM_145027.4 NP_659464.3 c.2359G>A p.G787R | p.Gly787Arg CTCxGGT - 221458 202 0 0% 48 195 80.20% NA. NA.

CC-P012 chr6 39828738 C A DAAM2 EX3 missense NM_001201427.1 NP_001188356.1 c.203C>A p.A68D | p.Ala68Asp AGGxTAT + 23500 84 0 0% 51 25 32.80% NA. NA.

CC-P012 chr6 39846312 G A DAAM2 EX13 missense NM_001201427.1 NP_001188356.1 c.1493G>A p.R498H | p.Arg498His TGCxCCA + 23500 112 0 0% 27 76 73.70% NA. NA.

CC-P012 chr6 43226978 C T TTBK1 EX11 missense NM_032538.1 NP_115927.1 c.1219C>T p.R407W | p.Arg407Trp AACxGGA + 84630 244 0 0% 136 69 33.60% NA. NA.

CC-P012 chr6 70812068 G A COL19A1 EX16 missense NM_001858.4 NP_001849.2 c.1232G>A p.R411Q | p.Arg411Gln GACxAGG + 1310 87 0 0% 52 35 40.20% NA. NA.

CC-P012 chr6 72889540 C T RIMS1 EX5 missense NM_014989.5 NP_055804.2 c.734C>T p.A245V | p.Ala245Val GGGxTGA + 22999 146 0 0% 25 100 80% NA. NA.

CC-P012 chr6 88318894 G T ORC3 EX7 missense NM_181837.2 NP_862820.1 c.660G>T p.K220N | p.Lys220Asn GAAxGAT + 23595 91 1 1% 20 114 85% NA. NA.

CC-P012 chr6 96984150 G A UFL1 EX8 missense NM_015323.4 NP_056138.1 c.686G>A p.R229H | p.Arg229His GACxCTT + 23376 22 0 0% 31 9 22.50% NA. NA.

CC-P012 chr6 97058559 G A FHL5 EX6 missense NM_020482.4 NP_065228.4 c.616G>A p.D206N | p.Asp206Asn GACxACT + 9457 171 0 0% 40 126 75.90% NA. NA.

CC-P012 chr6 109796652 C T ZBTB24 EX5 missense NM_014797.2 NP_055612.2 c.1238G>A p.R413H | p.Arg413His TTGxGAT - 9841 116 0 0% 26 92 77.90% NA. NA.

CC-P012 chr6 110763853 C G SLC22A16 EX4 missense NM_033125.3 NP_149116.2 c.777G>C p.L259F | p.Leu259Phe TGTxAAA - 85413 105 0 0% 56 49 46.60% NA. NA.

CC-P012 chr6 111685182 C G REV3L IVS15 splice-3 NM_002912.3 NP_002903.3 c.6754-1G>C . ATTxTAT - 5980 142 0 0% 71 52 42.20% NA. NA.

CC-P012 chr6 111697199 G C REV3L EX13 missense NM_002912.3 NP_002903.3 c.2359C>G p.P787A | p.Pro787Ala TTGxCTT - 5980 59 0 0% 11 46 80.70% NA. NA.

CC-P012 chr6 117923312 T C GOPC EX1 missense NM_020399.3 NP_065132.1 c.140A>G p.D47G | p.Asp47Gly ACAxCCA - 57120 98 0 0% 47 60 56% NA. NA.

CC-P012 chr6 131894429 G A ARG1 EX1 missense NM_000045.3 NP_000036.2 c.7G>A p.A3T | p.Ala3Thr AGCxCCA + 383 108 0 0% 31 88 73.90% NA. NA.

CC-P012 chr6 135308833 G T HBS1L EX9 missense NM_006620.3 NP_006611.1 c.1180C>A p.R394S | p.Arg394Ser AACxGAC - 10767 128 0 0% 34 101 74.80% NA. NA.

CC-P012 chr6 138559767 C T KIAA1244 EX6 missense NM_020340.4 NP_065073.3 c.542C>T p.T181M | p.Thr181Met ATAxGGT + 57221 82 0 0% 22 81 78.60% NA. NA.

CC-P012 chr6 155761235 C T NOX3 EX6 missense NM_015718.2 NP_056533.1 c.523G>A p.V175I | p.Val175Ile TGAxGCC - 50508 35 0 0% 7 28 80% NA. NA.

CC-P012 chr6 160212022 G A MRPL18 EX2 missense NM_014161.3 NP_054880.2 c.103G>A p.E35K | p.Glu35Lys CCTxAAG + 29074 24 0 0% 5 13 72.20% NA. NA.

CC-P012 chr6 160969525 G A LPA EX32 missense NM_005577.2 NP_005568.2 c.5140C>T p.P1714S | p.Pro1714Ser GAGxCCC - 4018 48 0 0% 8 26 76.40% NA. NA.

CC-P012 chr6 160999692 C T LPA EX28 missense NM_005577.2 NP_005568.2 c.4334G>A p.R1445H | p.Arg1445His GGGxGAA - 4018 111 1 0.80% 94 60 38.90% NA. NA.

CC-P012 chr6 170102991 G A C6orf120 EX1E missense NM_001029863.1 NP_001025034.1 c.436G>A p.E146K | p.Glu146Lys GGCxAGG + 387263 57 0 0% 15 67 81.70% NA. NA.

CC-P012 chr7 4188944 G A SDK1 EX30 missense NM_152744.3 NP_689957.3 c.4474G>A p.A1492T | p.Ala1492Thr ACCxCAC + 221935 73 0 0% 47 24 33.80% NA. NA.

CC-P012 chr7 4830311 C T AP5Z1 EX16 missense NM_014855.2 NP_055670.1 c.1946C>T p.A649V | p.Ala649Val GGGxCAT + 9907 218 0 0% 110 81 42.40% NA. NA.

CC-P012 chr7 11676576 C T THSD7A EX2 missense NM_015204.2 NP_056019.1 c.203G>A p.R68Q | p.Arg68Gln CATxGGC - 221981 96 0 0% 41 32 43.80% NA. NA.

CC-P012 chr7 18066705 T C PRPS1L1 EX1E missense NM_175886.2 NP_787082.1 c.701A>G p.D234G | p.Asp234Gly TTGxCAG - 221823 47 0 0% 34 24 41.30% NA. NA.

CC-P012 chr7 19184951 G A FERD3L EX1E missense NM_152898.2 NP_690862.1 c.35C>T p.T12M | p.Thr12Met ACCxTAG - 222894 129 0 0% 60 35 36.80% NA. NA.

CC-P012 chr7 20406803 C T ITGB8 EX3 missense NM_002214.2 NP_002205.1 c.382C>T p.R128C | p.Arg128Cys CTGxGTC + 3696 111 0 0% 91 44 32.50% NA. NA.

CC-P012 chr7 20418762 G A ITGB8 EX4 missense NM_002214.2 NP_002205.1 c.477G>A p.M159I | p.Met159Ile AATxCAC + 3696 202 0 0% 107 44 29.10% NA. NA.

CC-P012 chr7 20418898 G A ITGB8 EX4 missense NM_002214.2 NP_002205.1 c.613G>A p.E205K | p.Glu205Lys CCCxAAA + 3696 90 0 0% 49 43 46.70% NA. NA.

CC-P012 chr7 34192805 G A BMPER EX16E missense NM_133468.4 NP_597725.1 c.1978G>A p.V660I | p.Val660Ile TGCxTTG + 168667 225 0 0% 145 88 37.70% NA. NA.

CC-P012 chr7 35733804 G C HERPUD2 EX2 missense NM_022373.4 NP_071768.3 c.137C>G p.P46R | p.Pro46Arg CTAxGGT - 64224 78 0 0% 47 30 38.90% NA. NA.

CC-P012 chr7 45007268 G A MYO1G EX14 missense NM_033054.2 NP_149043.2 c.1718C>T p.P573L | p.Pro573Leu AGGxGGC - 64005 207 0 0% 124 70 36% NA. NA.

CC-P012 chr7 55225430 G A EGFR EX11 missense NM_005228.3 NP_005219.2 c.1282G>A p.G428S | p.Gly428Ser CGCxGCA + 1956 66 0 0% 38 26 40.60% NA. NA.

CC-P012 chr7 72985052 C T TBL2 EX7E missense NM_012453.2 NP_036585.1 c.1129G>A p.A377T | p.Ala377Thr TGGxGAT - 26608 143 0 0% 80 41 33.80% NA. NA.

CC-P012 chr7 73639026 G C LAT2 EX13 missense NM_032464.2 NP_115853.2 c.686G>C p.G229A | p.Gly229Ala ACGxGGA + 7462 71 0 0% 54 30 35.70% NA. NA.

CC-P012 chr7 84642151 C T SEMA3D EX15 missense NM_152754.2 NP_689967.2 c.1715G>A p.R572H | p.Arg572His TGGxGTC - 223117 114 0 0% 95 50 34.40% NA. NA.

CC-P012 chr7 90613506 G A CDK14 EX9 missense NM_012395.2 NP_036527.1 c.937G>A p.A313T | p.Ala313Thr GCTxCTT + 5218 187 1 0.50% 124 64 34% NA. NA.

CC-P012 chr7 91936798 G A ANKIB1 EX3 missense NM_019004.1 NP_061877.1 c.314G>A p.R105H | p.Arg105His CACxCCC + 54467 97 0 0% 57 60 51.20% NA. NA.

CC-P012 chr7 95709694 C T DYNC1I1 EX16 missense NM_004411.4 NP_004402.1 c.1721C>T p.A574V | p.Ala574Val TGGxCAT + 1780 119 0 0% 84 33 28.20% NA. NA.

CC-P012 chr7 98800841 G A KPNA7 EX2 missense NM_001145715.1 NP_001139187.1 c.89C>T p.A30V | p.Ala30Val ACCxCCA - 402569 113 0 0% 65 45 40.90% NA. NA.

CC-P012 chr7 100334930 G A ZAN EX6 missense NM_003386.1 NP_003377.1 c.571G>A p.A191T | p.Ala191Thr ATCxCCC + 7455 36 0 0% 28 17 37.70% NA. NA.

CC-P012 chr7 122342306 T A RNF148 EX1E missense NM_198085.1 NP_932351.1 c.499A>T p.I167F | p.Ile167Phe GAAxCGA - 378925 105 0 0% 61 43 41.30% NA. NA.

CC-P012 chr7 129122851 C T STRIP2 EX20 missense NM_020704.2 NP_065755.1 c.2218C>T p.R740C | p.Arg740Cys GTGxGTC + 57464 55 0 0% 61 52 46% NA. NA.

CC-P012 chr7 130042528 G A CEP41 EX7 missense NM_018718.2 NP_061188.1 c.535C>T p.R179C | p.Arg179Cys CACxCAC - 95681 36 0 0% 15 8 34.70% NA. NA.

CC-P012 chr7 133812370 G A LRGUK EX1 missense NM_144648.1 NP_653249.1 c.250G>A p.E84K | p.Glu84Lys GGCxAGG + 136332 65 0 0% 41 14 25.40% NA. NA.

CC-P012 chr7 134216665 G A AKR1B10 EX3 nonsense NM_020299.4 NP_064695.3 c.240G>A p.W80* | p.Trp80* GTGxCCC + 57016 226 0 0% 127 75 37.10% NA. NA.

CC-P012 chr7 135292079 C T NUP205 EX22 missense NM_015135.2 NP_055950.1 c.3155C>T p.A1052V | p.Ala1052Val TGGxGGT + 23165 111 0 0% 46 53 53.50% NA. NA.

CC-P012 chr7 138597134 C T KIAA1549 EX3 missense NM_001164665.1 NP_001158137.1 c.2951G>A p.R984H | p.Arg984His GCAxGGT - 57670 38 0 0% 39 19 32.70% MS somatic

CC-P012 chr7 139661721 C T TBXAS1 EX9 missense NM_001061.4 NP_001052.2 c.826C>T p.R276W | p.Arg276Trp AGGxGGA + 6916 134 0 0% 78 81 50.90% NA. NA.

CC-P012 chr7 142983267 G A TMEM139 EX4 missense NM_001242774.1 NP_001229703.1 c.217G>A p.E73K | p.Glu73Lys ACTxAGA + 135932 64 0 0% 26 26 50% NA. NA.

CC-P012 chr7 143085726 C T ZYX EX7 missense NM_003461.4 NP_003452.1 c.1289C>T p.A430V | p.Ala430Val GGGxGCC + 7791 22 0 0% 14 11 44% NA. NA.

CC-P012 chr7 148768986 T G ZNF786 EX4E missense NM_152411.3 NP_689624.2 c.878A>C p.E293A | p.Glu293Ala TTCxCCC - 136051 79 1 1.20% 55 10 15.30% NA. NA.

CC-P012 chr7 150027750 A G C7orf29 EX1E missense NM_138434.2 NP_612443.1 c.257A>G p.E86G | p.Glu86Gly TTGxGGC + 113763 61 0 0% 48 13 21.30% NA. NA.

CC-P012 chr7 151845415 G A MLL3 EX52 nonsense NM_170606.2 NP_733751.2 c.13597C>T p.R4533* | p.Arg4533* GTCxCAC - 58508 40 0 0% 34 15 30.60% MS somatic

CC-P012 chr8 3253893 C G CSMD1 EX17 missense NM_033225.5 NP_150094.5 c.2416G>C p.E806Q | p.Glu806Gln CCTxTGT - 64478 305 0 0% 135 108 44.40% NA. NA.

CC-P012 chr8 25290022 C G KCTD9 EX11 missense NM_017634.3 NP_060104.2 c.1051G>C p.E351Q | p.Glu351Gln CCTxTAA - 54793 102 0 0% 65 39 37.50% NA. NA.

CC-P012 chr8 26722369 C T ADRA1A EX1 missense NM_033303.3 NP_150646.3 c.118G>A p.G40R | p.Gly40Arg CCCxGAA - 148 20 0 0% 10 5 33.30% NA. NA.

CC-P012 chr8 27507254 G A SCARA3 EX2 missense NM_016240.2 NP_057324.2 c.43G>A p.V15I | p.Val15Ile TGCxTTA + 51435 66 0 0% 49 25 33.70% NA. NA.

CC-P012 chr8 38677648 G A TACC1 EX3 missense NM_006283.2 NP_006274.2 c.886G>A p.G296S | p.Gly296Ser CCCxGCA + 6867 275 0 0% 154 113 42.30% NA. NA.

CC-P012 chr8 42038164 C T PLAT EX10 missense NM_000930.3 NP_000921.1 c.929G>A p.R310H | p.Arg310His ATGxGAA - 5327 44 0 0% 26 15 36.50% NA. NA.

CC-P012 chr8 42958728 G A SGK196 EX4 missense NM_032237.3 NP_115613.1 c.37G>A p.A13T | p.Ala13Thr CTCxCCC + 84197 191 0 0% 110 63 36.40% NA. NA.

CC-P012 chr8 57218226 C G SDR16C5 EX6 missense NM_138969.2 NP_620419.2 c.766G>C p.E256Q | p.Glu256Gln CTTxTAC - 195814 294 0 0% 177 106 37.40% NA. NA.

CC-P012 chr8 57354265 C T PENK EX4E missense NM_001135690.1 NP_001129162.1 c.370G>A p.E124K | p.Glu124Lys CTTxTTC - 5179 39 0 0% 44 13 22.80% NA. NA.

CC-P012 chr8 75262745 G A GDAP1 EX1 missense NM_018972.2 NP_061845.2 c.49G>A p.E17K | p.Glu17Lys GCGxAAG + 54332 63 0 0% 41 19 31.60% NA. NA.

CC-P012 chr8 77768195 G C ZFHX4 EX10 missense NM_024721.4 NP_078997.4 c.9038G>C p.G3013A | p.Gly3013Ala GCGxGGT + 79776 373 0 0% 211 139 39.70% NA. NA.

CC-P012 chr8 89180192 C T MMP16 EX4 missense NM_005941.4 NP_005932.2 c.415G>A p.V139I | p.Val139Ile TTAxGTT - 4325 133 0 0% 125 83 39.90% NA. NA.

CC-P012 chr8 94934840 G A PDP1 EX2E missense NM_018444.3 NP_060914.2 c.553G>A p.A185T | p.Ala185Thr CGGxCAC + 54704 82 0 0% 63 32 33.60% NA. NA.

CC-P012 chr8 94935882 C T PDP1 EX2E missense NM_018444.3 NP_060914.2 c.1595C>T p.A532V | p.Ala532Val GGGxGTA + 54704 67 0 0% 50 25 33.30% NA. NA.

CC-P012 chr8 113267500 G A CSMD3 EX62 missense NM_198123.1 NP_937756.1 c.10019C>T p.S3340L | p.Ser3340Leu GATxAAC - 114788 99 0 0% 54 53 49.50% NA. NA.

CC-P012 chr8 116599383 C T TRPS1 EX5 missense NM_014112.2 NP_054831.2 c.2545G>A p.A849T | p.Ala849Thr GGGxGGC - 7227 205 0 0% 109 79 42% NA. NA.

CC-P012 chr8 120569871 G A ENPP2 EX26E missense NM_006209.4 NP_006200.3 c.2638C>T p.R880C | p.Arg880Cys CACxCAC - 5168 98 0 0% 88 55 38.40% NA. NA.

CC-P012 chr8 121530992 G A MTBP EX20 missense NM_022045.4 NP_071328.2 c.2545G>A p.E849K | p.Glu849Lys ACCxAGA + 27085 26 0 0% 28 25 47.10% NA. NA.

CC-P012 chr8 124664313 A G KLHL38 EX1 missense NM_001081675.2 NP_001075144.2 c.854T>C p.F285S | p.Phe285Ser AGGxAAT - 340359 131 1 0.70% 107 14 11.50% NA. NA.

CC-P012 chr8 133186487 G A KCNQ3 EX6 missense NM_004519.3 NP_004510.1 c.1043C>T p.A348V | p.Ala348Val ACCxCTG - 3786 86 0 0% 36 39 52% NA. NA.

CC-P012 chr8 135613822 C T ZFAT EX6 missense NM_020863.3 NP_065914.2 c.2140G>A p.A714T | p.Ala714Thr AAGxGGT - 57623 108 0 0% 65 29 30.80% NA. NA.

CC-P012 chr8 141568623 C T EIF2C2 EX7 missense NM_012154.3 NP_036286.2 c.839G>A p.R280H | p.Arg280His ACGxGGT - 27161 71 0 0% 30 19 38.70% NA. NA.

CC-P012 chr8 146067109 G A ZNF7 EX5E missense NM_003416.2 NP_003407.1 c.617G>A p.R206K | p.Arg206Lys TCAxAGC + 7553 41 0 0% 15 18 54.50% NA. NA.

CC-P012 chr9 2029048 C T SMARCA2 EX2 missense NM_003070.3 NP_003061.3 c.26C>T p.A9V | p.Ala9Val GTGxGAT + 6595 21 0 0% 13 23 63.80% NA. NA.

CC-P012 chr9 4117953 C T GLIS3 EX4 missense NM_001042413.1 NP_001035878.1 c.1525G>A p.A509T | p.Ala509Thr GGGxGCT - 169792 29 0 0% 25 8 24.20% NA. NA.

CC-P012 chr9 18906757 C A ADAMTSL1 EX28 missense NM_001040272.5 NP_001035362.3 c.5029C>A p.L1677M | p.Leu1677Met ACCxTGT + 92949 301 0 0% 271 30 9.90% NA. NA.

CC-P012 chr9 35100983 C A STOML2 EX8 missense NM_013442.1 NP_038470.1 c.750G>T p.K250N | p.Lys250Asn GGCxTTC - 30968 95 0 0% 75 15 16.60% NA. NA.

CC-P012 chr9 35106861 G A FAM214B EX4 missense NM_025182.2 NP_079458.2 c.922C>T p.R308W | p.Arg308Trp TCCxCCC - 80256 195 0 0% 126 59 31.80% NA. NA.

CC-P012 chr9 35649924 G A SIT1 EX5E missense NM_014450.2 NP_055265.1 c.512C>T p.S171L | p.Ser171Leu ACTxAGG - 27240 81 0 0% 37 29 43.90% NA. NA.

CC-P012 chr9 35704061 G A TLN1 EX46 missense NM_006289.3 NP_006280.3 c.6158C>T p.A2053V | p.Ala2053Val GTCxCCA - 7094 121 0 0% 86 67 43.70% NA. NA.

CC-P012 chr9 35721728 C A TLN1 EX10 missense NM_006289.3 NP_006280.3 c.1021G>T p.D341Y | p.Asp341Tyr CATxCAC - 7094 136 0 0% 145 13 8.20% NA. NA.

CC-P012 chr9 35736588 G A CREB3 EX9E nonsense NM_006368.4 NP_006359.3 c.981G>A p.W327* | p.Trp327* GTGxCCA + 10488 31 0 0% 33 9 21.40% NA. NA.

CC-P012 chr9 36052303 C T RECK EX2 missense NM_021111.2 NP_066934.1 c.142C>T p.R48C | p.Arg48Cys TGCxGTG + 8434 132 0 0% 95 63 39.80% NA. NA.

CC-P012 chr9 74312942 C T TMEM2 EX20 missense NM_013390.2 NP_037522.1 c.3556G>A p.A1186T | p.Ala1186Thr TGGxCGG - 23670 140 0 0% 90 49 35.20% NA. NA.

CC-P012 chr9 79117617 G A GCNT1 EX3E missense NM_001097634.1 NP_001091103.1 c.320G>A p.R107H | p.Arg107His GACxCAA + 2650 60 0 0% 46 29 38.60% NA. NA.

CC-P012 chr9 85637289 G C RASEF EX3 missense NM_152573.2 NP_689786.2 c.631C>G p.Q211E | p.Gln211Glu TCTxATC - 158158 409 0 0% 184 170 48% NA. NA.

CC-P012 chr9 95062191 G A NOL8 EX14 missense NM_017948.5 NP_060418.4 c.3283C>T p.H1095Y | p.His1095Tyr TGTxATC - 55035 165 0 0% 119 93 43.80% NA. NA.

CC-P012 chr9 100085147 C T C9orf174 EX12 missense NM_020893.2 NP_065944.2 c.1324C>T p.R442C | p.Arg442Cys ATCxGCC + 100499483 94 0 0% 60 40 40% NA. NA.

CC-P012 chr9 113169655 C T SVEP1 EX38 missense NM_153366.3 NP_699197.3 c.8225G>A p.S2742N | p.Ser2742Asn CAGxTAT - 79987 67 0 0% 34 28 45.10% NA. NA.

CC-P012 chr9 116258069 G T RGS3 EX9 missense NM_144488.4 NP_652759.3 c.693G>T p.Q231H | p.Gln231His ACAxAGT + 5998 174 0 0% 102 47 31.50% NA. NA.

CC-P012 chr9 119203008 G A ASTN2 EX21 missense NM_014010.4 NP_054729.3 c.3509C>T p.A1170V | p.Ala1170Val TAGxCCA - 23245 351 0 0% 203 140 40.80% NA. NA.

CC-P012 chr9 119770383 C A ASTN2 EX6 missense NM_014010.4 NP_054729.3 c.1426G>T p.D476Y | p.Asp476Tyr GGTxGCA - 23245 136 0 0% 76 43 36.10% NA. NA.

CC-P012 chr9 125273090 G C OR1J2 EX1E missense NM_054107.1 NP_473448.1 c.10G>C p.E4Q | p.Glu4Gln CCTxAGA + 26740 21 0 0% 23 19 45.20% NA. NA.

CC-P012 chr9 128001395 G A HSPA5 EX5 missense NM_005347.4 NP_005338.1 c.821C>T p.T274M | p.Thr274Met CCCxTCT - 3309 58 0 0% 50 25 33.30% NA. NA.

CC-P012 chr9 131367737 C T SPTAN1 EX31 missense NM_001130438.2 NP_001123910.1 c.4027C>T p.R1343C | p.Arg1343Cys CAGxGCT + 6709 108 0 0% 51 34 40% NA. NA.

CC-P012 chr9 131374104 G A SPTAN1 EX38 missense NM_001130438.2 NP_001123910.1 c.4885G>A p.G1629S | p.Gly1629Ser GCCxGCA + 6709 79 0 0% 42 22 34.30% NA. NA.

CC-P012 chr9 136310875 C T ADAMTS13 EX21 missense NM_139025.3 NP_620594.1 c.2666C>T p.T889M | p.Thr889Met GGAxGGG + 11093 43 0 0% 30 13 30.20% NA. NA.

CC-P012 chr9 139726768 C G RABL6 EX7 missense NM_024718.4 NP_078994.3 c.651C>G p.S217R | p.Ser217Arg CAGxTTC + 55684 226 0 0% 159 87 35.30% NA. NA.

CC-P012 chr9 140036472 C T GRIN1 EX2 missense NM_007327.3 NP_015566.1 c.266C>T p.A89V | p.Ala89Val ACGxCAT + 2902 113 0 0% 68 57 45.60% NA. NA.

CC-P012 chr9 140392666 C T PNPLA7 EX17 missense NM_001098537.1 NP_001092007.1 c.1789G>A p.G597S | p.Gly597Ser CACxCAG - 375775 51 0 0% 39 30 43.40% NA. NA.

CC-P012 chr10 3162112 C T PFKP EX16 missense NM_002627.4 NP_002618.1 c.1559C>T p.A520V | p.Ala520Val CAGxCGC + 5214 197 0 0% 122 67 35.40% NA. NA.

CC-P012 chr10 5958357 G A FBXO18 EX11 missense NM_032807.4 NP_116196.3 c.1879G>A p.V627M | p.Val627Met CACxTGC + 84893 142 0 0% 125 86 40.70% NA. NA.

CC-P012 chr10 14893219 G C HSPA14 EX7 missense NM_016299.2 NP_057383.2 c.469G>C p.E157Q | p.Glu157Gln AGAxAAG + 51182 213 0 0% 217 24 9.90% NA. NA.

CC-P012 chr10 18242459 G A SLC39A12 EX2 missense NM_001145195.1 NP_001138667.1 c.254G>A p.C85Y | p.Cys85Tyr ATTxCAA + 221074 150 0 0% 92 53 36.50% NA. NA.

CC-P012 chr10 21178791 C T NEBL EX3 missense NM_006393.2 NP_006384.1 c.241G>A p.G81S | p.Gly81Ser CACxGAT - 10529 165 0 0% 76 61 44.50% NA. NA.

CC-P012 chr10 43604533 C T RET EX6 missense NM_020975.4 NP_066124.1 c.1118C>T p.A373V | p.Ala373Val TGGxGGT + 5979 91 0 0% 45 29 39.10% NA. NA.

CC-P012 chr10 46121634 G T ZFAND4 EX7 missense NM_174890.2 NP_777550.2 c.1637C>A p.A546D | p.Ala546Asp CGAxCCT - 93550 166 0 0% 116 73 38.60% NA. NA.

CC-P012 chr10 64967507 G A JMJD1C EX10 missense NM_032776.1 NP_116165.1 c.3922C>T p.R1308C | p.Arg1308Cys GACxCAC - 221037 146 0 0% 113 76 40.20% NA. NA.

CC-P012 chr10 75034273 C T TTC18 EX24 missense NM_145170.3 NP_660153.3 c.2963G>A p.R988Q | p.Arg988Gln GTTxGTT - 118491 166 0 0% 65 32 32.90% NA. NA.

CC-P012 chr10 81049560 C T ZMIZ1 EX9 missense NM_020338.3 NP_065071.1 c.454C>T p.P152S | p.Pro152Ser GTCxCTT + 57178 21 0 0% 13 17 56.60% NA. NA.

CC-P012 chr10 93260982 G C HECTD2 EX20 missense NM_182765.3 NP_877497.2 c.2101G>C p.D701H | p.Asp701His CTTxATC + 143279 29 0 0% 32 25 43.80% NA. NA.

CC-P012 chr10 98761032 C T SLIT1 EX37E missense NM_003061.2 NP_003052.2 c.4442G>A p.R1481H | p.Arg1481His GGGxGCG - 6585 88 0 0% 36 20 35.70% NA. NA.



CC-P012 chr10 99212187 G A ZDHHC16 EX5 missense NM_198046.1 NP_932163.1 c.454G>A p.A152T | p.Ala152Thr ATCxCCA + 84287 60 0 0% 40 23 36.50% NA. NA.

CC-P012 chr10 99358604 G A HOGA1 EX2 missense NM_138413.3 NP_612422.2 c.284G>A p.R95H | p.Arg95His GCCxTGT + 112817 97 0 0% 50 27 35% NA. NA.

CC-P012 chr10 100481462 C T HPSE2 EX5 missense NM_021828.4 NP_068600.4 c.908G>A p.G303D | p.Gly303Asp GGGxCAT - 60495 89 0 0% 50 30 37.50% NA. NA.

CC-P012 chr10 101556915 G C ABCC2 EX7 missense NM_000392.3 NP_000383.1 c.694G>C p.E232Q | p.Glu232Gln GAAxAGA + 1244 225 0 0% 145 84 36.60% NA. NA.

CC-P012 chr10 102690780 C T FAM178A EX9 missense NM_001136123.1 NP_001129595.1 c.2381C>T p.T794M | p.Thr794Met TTAxGTC + 55719 119 0 0% 63 48 43.20% NA. NA.

CC-P012 chr10 103368671 G A DPCD EX5 missense NM_015448.1 NP_056263.1 c.484G>A p.A162T | p.Ala162Thr CACxCCA + 25911 32 0 0% 25 5 16.60% NA. NA.

CC-P012 chr10 105659862 G A OBFC1 EX5 missense NM_024928.4 NP_079204.2 c.415C>T p.R139C | p.Arg139Cys TGCxGAT - 79991 237 0 0% 137 62 31.10% NA. NA.

CC-P012 chr10 106937889 A G SORCS3 EX14 missense NM_014978.1 NP_055793.1 c.1967A>G p.D656G | p.Asp656Gly TTGxCGG + 22986 107 0 0% 73 50 40.60% NA. NA.

CC-P012 chr10 114911638 C T TCF7L2 EX9 missense NM_030756.4 NP_110383.2 c.1087C>T p.R363W | p.Arg363Trp GGGxGGA + 6934 138 0 0% 109 51 31.80% MS somatic

CC-P012 chr10 115533990 A G PLEKHS1 EX8 missense NM_182601.1 NP_872407.1 c.659A>G p.D220G | p.Asp220Gly TGGxTAA + 79949 65 0 0% 52 27 34.10% NA. NA.

CC-P012 chr10 123843334 C T TACC2 EX4 missense NM_206862.2 NP_996744.2 c.1319C>T p.S440L | p.Ser440Leu CATxATC + 10579 180 0 0% 129 89 40.80% NA. NA.

CC-P012 chr10 129910038 C T MKI67 EX11 missense NM_002417.4 NP_002408.3 c.2131G>A p.A711T | p.Ala711Thr TTGxGTG - 4288 182 0 0% 109 59 35.10% NA. NA.

CC-P012 chr11 290452 C T ATHL1 EX3 missense NM_025092.4 NP_079368.3 c.322C>T p.R108C | p.Arg108Cys CATxGCA + 80162 59 0 0% 23 14 37.80% NA. NA.

CC-P012 chr11 1272788 C T MUC5B EX31 missense NM_002458.2 NP_002449.2 c.14678C>T p.T4893M | p.Thr4893Met CCAxGGT + 727897 152 0 0% 80 62 43.60% NA. NA.

CC-P012 chr11 2168955 G C INS-IGF2 EX4 missense NM_001042376.2 NP_001035835.1 c.490C>G p.Q164E | p.Gln164Glu GCTxAGC - 723961 196 0 0% 120 33 21.50% NA. NA.

CC-P012 chr11 5323055 C T OR51B4 EX1E missense NM_033179.2 NP_149419.2 c.122G>A p.G41D | p.Gly41Asp GTGxCAT - 79339 181 0 0% 154 89 36.60% NA. NA.

CC-P012 chr11 7960712 G A OR10A3 EX1E missense NM_001003745.1 NP_001003745.1 c.356C>T p.A119V | p.Ala119Val TAAxCCA - 26496 174 0 0% 144 61 29.70% NA. NA.

CC-P012 chr11 7982152 C T NLRP10 EX2E missense NM_176821.3 NP_789791.1 c.1007G>A p.R336H | p.Arg336His GCAxGGT - 338322 145 0 0% 92 55 37.40% NA. NA.

CC-P012 chr11 8751662 C T ST5 EX6 missense NM_005418.3 NP_005409.3 c.1175G>A p.R392H | p.Arg392His GTGxGCT - 6764 58 1 1.60% 28 13 31.70% NA. NA.

CC-P012 chr11 15212347 G A INSC EX6 missense NM_001031853.3 NP_001027024.3 c.821G>A p.R274H | p.Arg274His GCCxCAT + 387755 55 0 0% 27 21 43.70% NA. NA.

CC-P012 chr11 20072848 G C NAV2 EX17 missense NM_001111018.1 NP_001104488.1 c.4258G>C p.D1420H | p.Asp1420His CTTxATA + 89797 108 0 0% 47 26 35.60% NA. NA.

CC-P012 chr11 22396314 C T SLC17A6 EX9 missense NM_020346.2 NP_065079.1 c.1055C>T p.S352F | p.Ser352Phe TATxTGC + 57084 100 0 0% 57 47 45.10% NA. NA.

CC-P012 chr11 33631398 C T KIAA1549L EX14 missense NM_012194.2 NP_036326.2 c.4274C>T p.T1425M | p.Thr1425Met AGAxGAG + 25758 376 0 0% 233 110 32% NA. NA.

CC-P012 chr11 46637429 C T HARBI1 EX2 missense NM_173811.3 NP_776172.1 c.359G>A p.R120H | p.Arg120His AAGxGAA - 283254 279 0 0% 136 123 47.40% NA. NA.

CC-P012 chr11 47732033 G A AGBL2 EX4 missense NM_024783.3 NP_079059.2 c.128C>T p.T43M | p.Thr43Met TGCxTAG - 79841 121 0 0% 77 49 38.80% NA. NA.

CC-P012 chr11 58893108 C T FAM111B EX4E missense NM_198947.3 NP_945185.1 c.1538C>T p.A513V | p.Ala513Val GTGxGAA + 374393 373 0 0% 82 193 70.10% NA. NA.

CC-P012 chr11 62291787 C T AHNAK EX5E missense NM_001620.1 NP_001611.1 c.10102G>A p.E3368K | p.Glu3368Lys CTTxAGG - 79026 367 0 0% 191 125 39.50% MS somatic

CC-P012 chr11 62292145 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.9744G>C p.L3248F | p.Leu3248Phe TTTxAAA - 79026 134 0 0% 83 64 43.50% MS somatic

CC-P012 chr11 62292156 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.9733G>C p.E3245Q | p.Glu3245Gln CTTxTAC - 79026 134 0 0% 84 65 43.60% Sanger somatic

CC-P012 chr11 62549658 C T TAF6L EX8 missense NM_006473.3 NP_006464.1 c.680C>T p.P227L | p.Pro227Leu ATCxGCA + 10629 179 0 0% 98 68 40.90% NA. NA.

CC-P012 chr11 64664250 C T ATG2A EX38 missense NM_015104.2 NP_055919.2 c.5242G>A p.V1748M | p.Val1748Met CCAxGCC - 23130 87 0 0% 44 26 37.10% NA. NA.

CC-P012 chr11 64853941 C T ZFPL1 EX4 missense NM_006782.3 NP_006773.2 c.269C>T p.T90M | p.Thr90Met ACAxGGC + 7542 68 0 0% 34 34 50% NA. NA.

CC-P012 chr11 64953732 C T CAPN1 EX6 missense NM_001198868.1 NP_001185797.1 c.682C>T p.R228C | p.Arg228Cys TTGxGCA + 823 124 0 0% 63 39 38.20% NA. NA.

CC-P012 chr11 65823010 G A SF3B2 EX5 missense NM_006842.2 NP_006833.2 c.503G>A p.G168E | p.Gly168Glu AGGxAGA + 10992 116 0 0% 61 31 33.60% NA. NA.

CC-P012 chr11 67017906 C T KDM2A EX17 missense NM_012308.2 NP_036440.1 c.2405C>T p.T802M | p.Thr802Met TCAxGCT + 22992 153 0 0% 99 32 24.40% NA. NA.

CC-P012 chr11 67401737 C A TBX10 EX4 missense NM_005995.4 NP_005986.2 c.472G>T p.G158C | p.Gly158Cys CACxCTT - 347853 35 0 0% 45 24 34.70% NA. NA.

CC-P012 chr11 68183982 A G LRP5 EX13 missense NM_002335.2 NP_002326.2 c.3014A>G p.D1005G | p.Asp1005Gly AGGxCGA + 4041 78 0 0% 62 21 25.30% NA. NA.

CC-P012 chr11 77835225 G C ALG8 EX3 missense NM_024079.4 NP_076984.2 c.210C>G p.F70L | p.Phe70Leu AAAxAAA - 79053 114 0 0% 30 51 62.90% NA. NA.

CC-P012 chr11 94040767 C T FOLR4 EX4E missense NM_001199206.1 NP_001186135.1 c.662C>T p.A221V | p.Ala221Val TGGxCGT + 390243 170 1 0.50% 22 55 71.40% NA. NA.

CC-P012 chr11 117052611 G A SIDT2 EX3 missense NM_001040455.1 NP_001035545.1 c.394G>A p.V132M | p.Val132Met TACxTGG + 51092 47 0 0% 17 32 65.30% NA. NA.

CC-P012 chr11 124792297 A G HEPACAM EX6 missense NM_152722.4 NP_689935.2 c.935T>C p.I312T | p.Ile312Thr AGGxTAT - 220296 63 0 0% 10 25 71.40% NA. NA.

CC-P012 chr11 125885334 C T CDON EX7 missense NM_016952.4 NP_058648.4 c.1000G>A p.D334N | p.Asp334Asn CGTxGCA - 50937 207 0 0% 36 75 67.50% sanger somatic

CC-P012 chr11 134243704 T C GLB1L2 IVS16 splice-5 NM_138342.3 NP_612351.2 c.1595+2T>C . AGGxGGG + 89944 77 0 0% 21 34 61.80% NA. NA.

CC-P012 chr12 2997518 G A RHNO1 EX3E missense NM_001257097.1 NP_001244026.1 c.610G>A p.E204K | p.Glu204Lys CCCxAGG + 83695 206 0 0% 97 84 46.40% NA. NA.

CC-P012 chr12 6128164 C T VWF EX28 missense NM_000552.3 NP_000543.2 c.4420G>A p.A1474T | p.Ala1474Thr GTGxCAT - 7450 207 0 0% 160 58 26.60% NA. NA.

CC-P012 chr12 13208755 G A KIAA1467 EX2 missense NM_020853.1 NP_065904.1 c.308G>A p.R103H | p.Arg103His TGCxCAC + 57613 121 0 0% 62 39 38.60% NA. NA.

CC-P012 chr12 13716525 C T GRIN2B EX13E missense NM_000834.3 NP_000825.2 c.3647G>A p.R1216H | p.Arg1216His CTGxGGC - 2904 121 0 0% 117 68 36.70% NA. NA.

CC-P012 chr12 15734681 G A PTPRO EX23 missense NM_030667.2 NP_109592.1 c.3201G>A p.M1067I | p.Met1067Ile GATxATT + 5800 65 0 0% 62 29 31.80% NA. NA.

CC-P012 chr12 26834928 C T ITPR2 EX13 missense NM_002223.2 NP_002214.2 c.1288G>A p.A430T | p.Ala430Thr TTGxGAA - 3709 111 0 0% 55 48 46.60% NA. NA.

CC-P012 chr12 30886581 C T CAPRIN2 EX5 missense NM_032156.3 NP_115532.3 c.874G>A p.A292T | p.Ala292Thr CTGxTTT - 65981 123 0 0% 96 39 28.80% NA. NA.

CC-P012 chr12 39760963 T C KIF21A EX5 missense NM_001173464.1 NP_001166935.1 c.604A>G p.M202V | p.Met202Val GCAxCAT - 55605 134 0 0% 56 52 48.10% NA. NA.

CC-P012 chr12 44926463 G A NELL2 EX17 missense NM_001145107.1 NP_001138579.1 c.1855C>T p.R619C | p.Arg619Cys CACxACT - 4753 177 0 0% 162 122 42.90% NA. NA.

CC-P012 chr12 48370602 C A COL2A1 EX48 missense NM_001844.4 NP_001835.3 c.3428G>T p.G1143V | p.Gly1143Val GGGxCGG - 1280 116 0 0% 49 40 44.90% NA. NA.

CC-P012 chr12 49998284 A G FAM186B EX2 missense NM_032130.2 NP_115506.1 c.134T>C p.V45A | p.Val45Ala TTGxCAT - 84070 193 0 0% 107 58 35.10% NA. NA.

CC-P012 chr12 52627343 G A KRT7 EX1 missense NM_005556.3 NP_005547.3 c.263G>A p.R88H | p.Arg88His TGCxCCA + 3855 38 0 0% 20 8 28.50% NA. NA.

CC-P012 chr12 56115243 C G RDH5 EX2 missense NM_002905.3 NP_002896.2 c.275C>G p.A92G | p.Ala92Gly AGGxAGC + 5959 34 0 0% 27 5 15.60% NA. NA.

CC-P012 chr12 56704748 G A CNPY2 EX5 nonsense NM_014255.5 NP_055070.1 c.499C>T p.R167* | p.Arg167* TTCxCTT - 10330 114 0 0% 56 42 42.80% NA. NA.

CC-P012 chr12 63543832 G A AVPR1A EX1 missense NM_000706.4 NP_000697.1 c.785C>T p.A262V | p.Ala262Val CCCxCTT - 552 48 0 0% 31 23 42.50% NA. NA.

CC-P012 chr12 65113826 C T GNS EX13 missense NM_002076.3 NP_002067.1 c.1556G>A p.R519H | p.Arg519His GTGxGAC - 2799 144 0 0% 60 65 52% NA. NA.

CC-P012 chr12 72179403 G A RAB21 EX7E missense NM_014999.2 NP_055814.1 c.628G>A p.D210N | p.Asp210Asn GATxATG + 23011 214 0 0% 174 93 34.80% NA. NA.

CC-P012 chr12 77254101 G C CSRP2 EX4 missense NM_001321.1 NP_001312.1 c.374C>G p.S125C | p.Ser125Cys ACAxAAT - 1466 181 0 0% 90 61 40.30% NA. NA.

CC-P012 chr12 77423964 C T E2F7 EX10 missense NM_203394.2 NP_976328.2 c.1531G>A p.A511T | p.Ala511Thr ATGxCTG - 144455 57 0 0% 48 17 26.10% NA. NA.

CC-P012 chr12 77440045 C T E2F7 EX5 missense NM_203394.2 NP_976328.2 c.602G>A p.R201Q | p.Arg201Gln ACCxGGC - 144455 251 0 0% 137 101 42.40% NA. NA.

CC-P012 chr12 78362409 C T NAV3 EX5 nonsense NM_014903.4 NP_055718.4 c.598C>T p.Q200* | p.Gln200* CTTxAGC + 89795 150 0 0% 88 47 34.80% NA. NA.

CC-P012 chr12 78598796 C T NAV3 EX38 nonsense NM_014903.4 NP_055718.4 c.6850C>T p.Q2284* | p.Gln2284* CCTxAGG + 89795 72 0 0% 57 28 32.90% NA. NA.

CC-P012 chr12 85285815 C T SLC6A15 EX2 missense NM_182767.5 NP_877499.1 c.85G>A p.A29T | p.Ala29Thr CTGxGTC - 55117 131 0 0% 85 59 40.90% NA. NA.

CC-P012 chr12 101505376 C G ANO4 EX23 missense NM_178826.3 NP_849148.2 c.2233C>G p.L745V | p.Leu745Val ATTxTCT + 121601 98 0 0% 66 53 44.50% NA. NA.

CC-P012 chr12 102559564 C T PARPBP EX6 missense NM_017915.3 NP_060385.3 c.724C>T p.P242S | p.Pro242Ser CCAxCAT + 55010 214 0 0% 174 86 33% NA. NA.

CC-P012 chr12 102869486 G A IGF1 EX2 missense NM_001111283.1 NP_001104753.1 c.155C>T p.T52M | p.Thr52Met AGCxTCT - 3479 138 0 0% 68 43 38.70% NA. NA.

CC-P012 chr12 109702940 G T ACACB EX50 missense NM_001093.3 NP_001084.3 c.6968G>T p.R2323L | p.Arg2323Leu CACxCAC + 32 162 0 0% 101 42 29.30% NA. NA.

CC-P012 chr12 111760375 G A CUX2 EX18 missense NM_015267.3 NP_056082.2 c.2917G>A p.A973T | p.Ala973Thr GGTxCCT + 23316 80 0 0% 49 37 43% NA. NA.

CC-P012 chr12 112230431 G A ALDH2 EX9 missense NM_000690.3 NP_000681.2 c.928G>A p.A310T | p.Ala310Thr TTCxCCC + 217 61 1 1.60% 38 25 39.60% NA. NA.

CC-P012 chr12 112623226 G T HECTD4 EX61 missense NM_001109662.3 NP_001103132.3 c.9142C>A p.L3048M | p.Leu3048Met GCAxGAG - 283450 155 0 0% 80 82 50.60% NA. NA.

CC-P012 chr12 122617916 G A MLXIP EX9 missense NM_014938.4 NP_055753.3 c.1114G>A p.A372T | p.Ala372Thr ACAxCCC + 22877 154 0 0% 78 52 40% NA. NA.

CC-P012 chr12 123338688 C A HIP1R EX8 missense NM_003959.1 NP_003950.1 c.676C>A p.L226I | p.Leu226Ile CACxTCT + 9026 52 0 0% 43 15 25.80% NA. NA.

CC-P012 chr12 123444331 G A ABCB9 EX2 missense NM_019625.3 NP_062571.1 c.452C>T p.A151V | p.Ala151Val GCCxCCC - 23457 54 0 0% 35 23 39.60% NA. NA.

CC-P012 chr12 124270423 G A DNAH10 EX9 missense NM_207437.3 NP_997320.2 c.1178G>A p.R393H | p.Arg393His AGCxCAT + 196385 57 0 0% 56 34 37.70% NA. NA.

CC-P012 chr12 124285893 C T DNAH10 EX15 missense NM_207437.3 NP_997320.2 c.2174C>T p.A725V | p.Ala725Val ATGxGGA + 196385 42 0 0% 28 33 54% NA. NA.

CC-P012 chr12 125296495 G C SCARB1 EX5 missense NM_005505.4 NP_005496.4 c.647C>G p.S216C | p.Ser216Cys CCAxAGT - 949 26 0 0% 21 18 46.10% NA. NA.

CC-P012 chr12 126135302 G A TMEM132B EX7 missense NM_052907.2 NP_443139.2 c.1702G>A p.A568T | p.Ala568Thr CACxCCA + 114795 79 0 0% 50 24 32.40% NA. NA.

CC-P012 chr12 129190613 C T TMEM132C EX9E missense NM_001136103.2 NP_001129575.2 c.3100C>T p.R1034W | p.Arg1034Trp GGGxGGC + 92293 109 0 0% 61 49 44.50% NA. NA.

CC-P012 chr13 25670895 G A PABPC3 EX1E missense NM_030979.2 NP_112241.2 c.559G>A p.A187T | p.Ala187Thr AGGxCAA + 5042 219 0 0% 206 34 14.10% NA. NA.

CC-P012 chr13 26978211 G A CDK8 EX13E missense NM_001260.1 NP_001251.1 c.1388G>A p.R463Q | p.Arg463Gln ATCxGTA + 1024 123 0 0% 61 35 36.40% NA. NA.

CC-P012 chr13 38148765 A G POSTN EX17 missense NM_006475.2 NP_006466.2 c.2033T>C p.V678A | p.Val678Ala TCCxCAA - 10631 40 0 0% 38 9 19.10% NA. NA.

CC-P012 chr13 42763281 C T DGKH EX15 missense NM_178009.3 NP_821077.1 c.1748C>T p.A583V | p.Ala583Val ATGxTGT + 160851 102 0 0% 65 33 33.60% NA. NA.

CC-P012 chr13 46542912 C T ZC3H13 EX14 missense NM_015070.3 NP_055885.3 c.3767G>A p.R1256H | p.Arg1256His CCAxGCT - 23091 305 0 0% 177 94 34.60% NA. NA.

CC-P012 chr13 50092153 G C PHF11 IVS3 splice-3 NM_001040443.1 NP_001035533.1 c.325-1G>C . GTAxAAA + 51131 258 0 0% 133 100 42.90% NA. NA.

CC-P012 chr13 50092265 G C PHF11 EX4 missense NM_001040443.1 NP_001035533.1 c.436G>C p.D146H | p.Asp146His TCTxATG + 51131 249 0 0% 127 93 42.20% NA. NA.

CC-P012 chr13 52992163 G A VPS36 EX11 missense NM_016075.2 NP_057159.2 c.869C>T p.A290V | p.Ala290Val CACxCAT - 51028 72 0 0% 47 19 28.70% NA. NA.

CC-P012 chr13 72440156 C T DACH1 EX1 missense NM_080759.4 NP_542937.2 c.752G>A p.R251H | p.Arg251His ATGxGAA - 1602 116 0 0% 36 33 47.80% NA. NA.

CC-P012 chr13 80911818 C T SPRY2 EX2E missense NM_005842.2 NP_005833.1 c.23G>A p.G8D | p.Gly8Asp TTGxCAC - 10253 87 0 0% 39 19 32.70% NA. NA.

CC-P012 chr13 101735462 G A NALCN EX32 missense NM_052867.2 NP_443099.1 c.3671C>T p.S1224L | p.Ser1224Leu ACCxACT - 259232 228 0 0% 155 85 35.40% NA. NA.

CC-P012 chr13 110435907 G A IRS2 EX1 missense NM_003749.2 NP_003740.2 c.2494C>T p.R832C | p.Arg832Cys TGCxCCC - 8660 135 0 0% 92 68 42.50% NA. NA.

CC-P012 chr14 21896121 C A CHD8 EX4 missense NM_020920.3 NP_065971.2 c.671G>T p.R224M | p.Arg224Met TTCxTGC - 57680 215 0 0% 118 88 42.70% NA. NA.

CC-P012 chr14 23374622 G A RBM23 EX7 missense NM_001077351.1 NP_001070819.1 c.496C>T p.R166C | p.Arg166Cys TGCxGGC - 55147 109 0 0% 82 51 38.30% NA. NA.

CC-P012 chr14 23456735 C T C14orf93 EX7E missense NM_021944.2 NP_068763.2 c.1306G>A p.E436K | p.Glu436Lys GCTxGTT - 60686 147 0 0% 66 59 47.20% NA. NA.

CC-P012 chr14 24030792 C A AP1G2 EX18 missense NM_003917.2 NP_003908.1 c.1786G>T p.D596Y | p.Asp596Tyr CATxAGC - 8906 87 0 0% 77 49 38.80% NA. NA.

CC-P012 chr14 33014887 C T AKAP6 EX4 missense NM_004274.4 NP_004265.3 c.1028C>T p.T343I | p.Thr343Ile AGAxTGT + 9472 102 0 0% 125 78 38.40% NA. NA.

CC-P012 chr14 34243634 C T NPAS3 EX8 missense NM_173159.2 NP_775182.1 c.905C>T p.A302V | p.Ala302Val TTGxGCA + 64067 117 0 0% 147 54 26.80% NA. NA.

CC-P012 chr14 34398399 C T EGLN3 EX3 missense NM_022073.3 NP_071356.1 c.497G>A p.R166Q | p.Arg166Gln ATCxGCA - 112399 45 0 0% 44 17 27.80% NA. NA.

CC-P012 chr14 35227940 C T BAZ1A EX25 nonsense NM_013448.2 NP_038476.2 c.4356G>A p.W1452* | p.Trp1452* AGGxCAG - 11177 294 0 0% 295 134 31.20% NA. NA.

CC-P012 chr14 56746482 C T PELI2 EX3 missense NM_021255.2 NP_067078.1 c.296C>T p.T99M | p.Thr99Met ATAxGGA + 57161 133 0 0% 133 57 30% NA. NA.

CC-P012 chr14 62207540 C T HIF1A EX12 missense NM_001530.3 NP_001521.1 c.1727C>T p.S576F | p.Ser576Phe GTTxCTT + 3091 346 0 0% 266 98 26.90% NA. NA.

CC-P012 chr14 64489538 C G SYNE2 EX38 nonsense NM_182914.2 NP_878918.2 c.5594C>G p.S1865* | p.Ser1865* CATxAGA + 23224 38 0 0% 48 10 17.20% MS somatic

CC-P012 chr14 64532279 G T SYNE2 EX51 nonsense NM_182914.2 NP_878918.2 c.10342G>T p.E3448* | p.Glu3448* TGGxAGA + 23224 88 1 1.10% 81 35 30.10% MS somatic

CC-P012 chr14 70263857 C T SLC10A1 EX1 missense NM_003049.3 NP_003040.1 c.16G>A p.A6T | p.Ala6Thr ACGxGTT - 6554 43 0 0% 37 11 22.90% NA. NA.

CC-P012 chr14 73712366 G A PAPLN EX4 missense NM_173462.3 NP_775733.3 c.193G>A p.V65M | p.Val65Met TGCxTGG + 89932 46 0 0% 57 22 27.80% NA. NA.

CC-P012 chr14 74824249 G A VRTN EX2E missense NM_018228.2 NP_060698.2 c.763G>A p.A255T | p.Ala255Thr GTGxCCC + 55237 28 0 0% 44 11 20% NA. NA.

CC-P012 chr14 77771041 T C POMT2 EX4 missense NM_013382.5 NP_037514.2 c.541A>G p.T181A | p.Thr181Ala AGGxGAG - 29954 50 0 0% 63 7 10% NA. NA.

CC-P012 chr14 77809722 G A TMED8 EX5 missense NM_213601.1 NP_998766.1 c.559C>T p.R187C | p.Arg187Cys CACxCTT - 283578 75 0 0% 81 22 21.30% NA. NA.

CC-P012 chr14 77931024 C T AHSA1 EX5 missense NM_012111.2 NP_036243.1 c.556C>T p.R186C | p.Arg186Cys GAGxGCA + 10598 71 0 0% 96 20 17.20% NA. NA.

CC-P012 chr14 86089296 C A FLRT2 EX2E missense NM_013231.4 NP_037363.1 c.1438C>A p.L480M | p.Leu480Met AGCxTGG + 23768 419 0 0% 396 159 28.60% NA. NA.

CC-P012 chr14 88892871 G T SPATA7 EX6 missense NM_018418.4 NP_060888.2 c.668G>T p.G223V | p.Gly223Val GTGxGGA + 55812 155 0 0% 144 79 35.40% NA. NA.

CC-P012 chr14 91739892 C T CCDC88C EX30E missense NM_001080414.3 NP_001073883.2 c.5164G>A p.A1722T | p.Ala1722Thr TGGxCCC - 440193 70 0 0% 83 28 25.20% NA. NA.

CC-P012 chr14 93709130 C T BTBD7 EX11E missense NM_001002860.2 NP_001002860.2 c.2888G>A p.R963H | p.Arg963His GTGxGTC - 55727 142 0 0% 154 59 27.60% NA. NA.

CC-P012 chr14 94953771 C A SERPINA12 EX6E nonsense NM_173850.2 NP_776249.1 c.1114G>T p.G372* | p.Gly372* CTCxGGT - 145264 157 0 0% 144 40 21.70% NA. NA.

CC-P012 chr14 94964325 G A SERPINA12 EX3 missense NM_173850.2 NP_776249.1 c.410C>T p.T137M | p.Thr137Met AGCxTGT - 145264 385 0 0% 384 175 31.30% NA. NA.

CC-P012 chr14 95030072 G A SERPINA4 EX2 missense NM_006215.2 NP_006206.2 c.253G>A p.A85T | p.Ala85Thr GCGxCCT + 5267 62 0 0% 61 26 29.80% NA. NA.

CC-P012 chr14 95670136 C T CLMN EX9 missense NM_024734.3 NP_079010.2 c.1550G>A p.R517H | p.Arg517His TGGxGGG - 79789 107 0 0% 86 40 31.70% NA. NA.

CC-P012 chr14 101349060 G A RTL1 EX1E missense NM_001134888.2 NP_001128360.1 c.2066C>T p.A689V | p.Ala689Val AACxCTG - 388015 98 0 0% 70 36 33.90% NA. NA.

CC-P012 chr14 104212778 A G PPP1R13B EX9 missense NM_015316.2 NP_056131.2 c.1082T>C p.L361P | p.Leu361Pro CCCxGCA - 23368 111 0 0% 112 47 29.50% NA. NA.

CC-P012 chr14 105167962 G A INF2 EX2 missense NM_022489.3 NP_071934.3 c.260G>A p.R87H | p.Arg87His GCCxCGG + 64423 48 0 0% 63 30 32.20% NA. NA.

CC-P012 chr14 105684002 C T BRF1 EX15 missense NM_001242786.1 NP_001229715.1 c.1372G>A p.G458R | p.Gly458Arg CCCxGCC - 2972 97 0 0% 77 22 22.20% NA. NA.

CC-P012 chr14 105688083 G A BRF1 EX11 missense NM_001242786.1 NP_001229715.1 c.872C>T p.P291L | p.Pro291Leu GCCxGAG - 2972 76 0 0% 93 24 20.50% NA. NA.

CC-P012 chr15 25939998 C T ATP10A EX14 missense NM_024490.3 NP_077816.1 c.3056G>A p.R1019Q | p.Arg1019Gln CTCxGCA - 57194 89 0 0% 47 36 43.30% NA. NA.

CC-P012 chr15 28511028 G A HERC2 EX13 missense NM_004667.5 NP_004658.3 c.1691C>T p.A564V | p.Ala564Val GCCxCAC - 8924 78 0 0% 49 32 39.50% NA. NA.

CC-P012 chr15 29406150 C G APBA2 EX13 missense NM_005503.3 NP_005494.2 c.2109C>G p.I703M | p.Ile703Met GATxAAC + 321 301 0 0% 137 84 38% NA. NA.

CC-P012 chr15 33180423 T G FMN1 EX12 missense NM_001103184.2 NP_001096654.1 c.3116A>C p.K1039T | p.Lys1039Thr AACxTGA - 342184 95 0 0% 86 32 27.10% NA. NA.

CC-P012 chr15 33872250 G A RYR3 EX13 missense NM_001036.3 NP_001027.3 c.1342G>A p.A448T | p.Ala448Thr ATCxCCT + 6263 54 0 0% 36 20 35.70% NA. NA.

CC-P012 chr15 39544386 G T C15orf54 EX2E missense NM_207445.2 NP_997328.1 c.50G>T p.R17M | p.Arg17Met AGAxGGC + 400360 36 0 0% 29 41 58.50% NA. NA.

CC-P012 chr15 41191696 G A VPS18 EX4 missense NM_020857.2 NP_065908.1 c.680G>A p.R227H | p.Arg227His AGCxCCT + 57617 101 0 0% 78 34 30.30% NA. NA.

CC-P012 chr15 42742648 C T ZFP106 EX2 missense NM_022473.1 NP_071918.1 c.1753G>A p.A585T | p.Ala585Thr GTGxGTG - 64397 166 0 0% 70 63 47.30% NA. NA.

CC-P012 chr15 43023926 C T CDAN1 EX11 missense NM_138477.2 NP_612486.2 c.1631G>A p.R544H | p.Arg544His AGGxGCC - 146059 148 0 0% 99 38 27.70% NA. NA.

CC-P012 chr15 44086012 G C SERF2 EX3E missense NM_001199875.1 NP_001186804.1 c.355G>C p.V119L | p.Val119Leu TGTxTGC + 10169 54 0 0% 54 6 10% NA. NA.

CC-P012 chr15 48730010 C G FBN1 EX51 missense NM_000138.4 NP_000129.3 c.6268G>C p.E2090Q | p.Glu2090Gln CTTxTCC - 2200 72 0 0% 40 24 37.50% NA. NA.

CC-P012 chr15 54915999 C T UNC13C EX31 missense NM_001080534.1 NP_001074003.1 c.6206C>T p.A2069V | p.Ala2069Val TTGxTAT + 440279 118 0 0% 87 46 34.50% NA. NA.

CC-P012 chr15 65962504 C T DENND4A EX26 missense NM_001144823.1 NP_001138295.1 c.4484G>A p.R1495Q | p.Arg1495Gln CACxGAG - 10260 72 0 0% 46 27 36.90% NA. NA.

CC-P012 chr15 74574143 G A CCDC33 EX10 missense NM_025055.3 NP_079331.3 c.1048G>A p.D350N | p.Asp350Asn AATxATG + 80125 174 0 0% 77 52 40.30% NA. NA.

CC-P012 chr15 75761127 C T PTPN9 EX13E missense NM_002833.2 NP_002824.1 c.1765G>A p.A589T | p.Ala589Thr CGGxCAG - 5780 218 0 0% 109 81 42.60% NA. NA.

CC-P012 chr15 75968355 G A CSPG4 EX10E missense NM_001897.4 NP_001888.2 c.6505C>T p.R2169W | p.Arg2169Trp GCCxGGC - 1464 205 0 0% 152 77 33.60% NA. NA.

CC-P012 chr15 77310547 G A PSTPIP1 EX2 missense NM_003978.3 NP_003969.2 c.95G>A p.G32D | p.Gly32Asp ATGxCAG + 9051 54 0 0% 22 9 29% NA. NA.

CC-P012 chr15 85201259 C G NMB EX1 missense NM_205858.1 NP_995580.1 c.125G>C p.R42P | p.Arg42Pro ACTxGGA - 4828 56 0 0% 37 11 22.90% NA. NA.

CC-P012 chr15 85478343 C T SLC28A1 EX14 missense NM_004213.3 NP_004204.3 c.1301C>T p.A434V | p.Ala434Val TTGxGTT + 9154 24 0 0% 18 17 48.50% NA. NA.

CC-P012 chr15 91432865 A G FES EX7 missense NM_002005.3 NP_001996.1 c.925A>G p.T309A | p.Thr309Ala CACxCGT + 2242 41 0 0% 47 7 12.90% NA. NA.

CC-P012 chr15 101815504 C T VIMP EX3 missense NM_203472.1 NP_982298.1 c.274G>A p.E92K | p.Glu92Lys GTTxTTC - 55829 207 2 0.90% 133 93 41.10% NA. NA.

CC-P012 chr16 113712 C T RHBDF1 EX4 missense NM_022450.3 NP_071895.3 c.335G>A p.R112H | p.Arg112His TAGxGCT - 64285 24 0 0% 6 10 62.50% NA. NA.

CC-P012 chr16 841264 G A CHTF18 EX8 missense NM_022092.2 NP_071375.1 c.998G>A p.R333Q | p.Arg333Gln CCCxGGT + 63922 73 0 0% 56 24 30% NA. NA.

CC-P012 chr16 1033836 G T SOX8 EX2 missense NM_014587.3 NP_055402.2 c.531G>T p.K177N | p.Lys177Asn GAAxAGC + 30812 195 0 0% 70 79 53% NA. NA.

CC-P012 chr16 2808999 A G SRRM2 EX6 missense NM_016333.3 NP_057417.3 c.607A>G p.S203G | p.Ser203Gly AGCxGCT + 23524 45 0 0% 24 16 40% NA. NA.

CC-P012 chr16 10788342 G A TEKT5 EX1 missense NM_144674.1 NP_653275.1 c.389C>T p.T130M | p.Thr130Met TGCxTCA - 146279 101 0 0% 66 45 40.50% NA. NA.

CC-P012 chr16 20471477 G T ACSM2A EX3 missense NM_001010845.2 NP_001010845.1 c.41G>T p.W14L | p.Trp14Leu TGTxGGG + 123876 295 1 0.30% 225 96 29.90% NA. NA.

CC-P012 chr16 27487858 C T GTF3C1 EX29 missense NM_001520.3 NP_001511.2 c.4267G>A p.D1423N | p.Asp1423Asn TGTxATC - 2975 153 0 0% 95 63 39.80% NA. NA.

CC-P012 chr16 28495336 A G CLN3 EX9 missense NM_000086.2 NP_000077.1 c.781T>C p.S261P | p.Ser261Pro TCGxCTC - 1201 40 0 0% 27 5 15.60% NA. NA.

CC-P012 chr16 30594048 G A ZNF785 EX3E missense NM_152458.6 NP_689671.2 c.1051C>T p.R351C | p.Arg351Cys TGCxCTT - 146540 37 0 0% 46 17 26.90% NA. NA.

CC-P012 chr16 47683018 G A PHKB EX18 missense NM_000293.2 NP_000284.1 c.1700G>A p.R567H | p.Arg567His ATCxCAT + 5257 169 0 0% 105 82 43.80% NA. NA.

CC-P012 chr16 47730373 C T PHKB EX29 missense NM_000293.2 NP_000284.1 c.2977C>T p.P993S | p.Pro993Ser CAGxCAC + 5257 44 0 0% 40 25 38.40% NA. NA.

CC-P012 chr16 50339433 C T ADCY7 EX12 missense NM_001114.3 NP_001105.1 c.1615C>T p.R539W | p.Arg539Trp GGGxGGT + 113 75 0 0% 42 43 50.50% NA. NA.

CC-P012 chr16 53686654 G A RPGRIP1L EX15 nonsense NM_015272.2 NP_056087.2 c.1945C>T p.R649* | p.Arg649* CTCxCAC - 23322 312 0 0% 208 116 35.80% NA. NA.

CC-P012 chr16 55362704 G T IRX6 EX5 nonsense NM_024335.2 NP_077311.2 c.814G>T p.E272* | p.Glu272* GACxAGG + 79190 65 0 0% 33 23 41% NA. NA.

CC-P012 chr16 56500099 C T OGFOD1 EX5 missense NM_018233.3 NP_060703.3 c.484C>T p.R162C | p.Arg162Cys GGGxGCC + 55239 67 0 0% 68 44 39.20% NA. NA.

CC-P012 chr16 71171139 T C HYDIN EX8 missense NM_001270974.1 NP_001257903.1 c.958A>G p.T320A | p.Thr320Ala TGGxTAT - 54768 79 1 1.20% 18 16 47% NA. NA.

CC-P012 chr16 74496042 C T GLG1 EX22 missense NM_012201.5 NP_036333.2 c.2986G>A p.A996T | p.Ala996Thr GGGxGGA - 2734 222 0 0% 114 76 40% NA. NA.

CC-P012 chr16 84129264 G T MBTPS1 EX4 missense NM_003791.2 NP_003782.1 c.568C>A p.P190T | p.Pro190Thr GCGxGAT - 8720 99 0 0% 48 36 42.80% NA. NA.

CC-P012 chr16 84217072 G A TAF1C EX4 missense NM_005679.3 NP_005670.3 c.262C>T p.R88C | p.Arg88Cys CGCxGAA - 9013 38 0 0% 25 9 26.40% NA. NA.

CC-P012 chr16 85694765 C A GSE1 EX9 missense NM_014615.2 NP_055430.1 c.1654C>A p.R552S | p.Arg552Ser AACxGTC + 23199 39 0 0% 22 7 24.10% NA. NA.

CC-P012 chr16 87377223 G T FBXO31 EX4 missense NM_024735.3 NP_079011.3 c.638C>A p.P213H | p.Pro213His TGGxGCC - 79791 128 0 0% 52 45 46.30% NA. NA.

CC-P012 chr16 87748164 C T KLHDC4 EX8 missense NM_017566.3 NP_060036.2 c.775G>A p.V259M | p.Val259Met CCAxGTC - 54758 165 0 0% 83 49 37.10% NA. NA.

CC-P012 chr16 89347732 C T ANKRD11 EX10 missense NM_001256182.1 NP_001243111.1 c.5218G>A p.A1740T | p.Ala1740Thr CGGxGCA - 29123 211 0 0% 114 90 44.10% NA. NA.

CC-P012 chr17 2604948 G A KIAA0664 EX5 missense NM_015229.3 NP_056044.3 c.589C>T p.R197W | p.Arg197Trp GCCxCTC - 23277 68 0 0% 48 22 31.40% NA. NA.

CC-P012 chr17 3495604 T C TRPV1 EX3 missense NM_080704.3 NP_542435.2 c.41A>G p.D14G | p.Asp14Gly GGGxCCG - 7442 120 0 0% 94 44 31.80% NA. NA.

CC-P012 chr17 3788698 G T CAMKK1 EX2 missense NM_172207.2 NP_757344.2 c.284C>A p.P95H | p.Pro95His GCAxGCC - 84254 200 0 0% 113 69 37.90% NA. NA.

CC-P012 chr17 4717954 G A PLD2 EX12 missense NM_002663.4 NP_002654.3 c.1121G>A p.R374H | p.Arg374His AGCxTCC + 5338 81 0 0% 68 16 19% NA. NA.

CC-P012 chr17 7324513 G C SPEM1 EX3E missense NM_199339.2 NP_955371.2 c.519G>C p.E173D | p.Glu173Asp AGAxTCC + 374768 31 0 0% 44 5 10.20% NA. NA.

CC-P012 chr17 8139573 G C CTC1 EX6 missense NM_025099.5 NP_079375.3 c.880C>G p.Q294E | p.Gln294Glu GCTxACC - 80169 307 0 0% 234 90 27.70% NA. NA.

CC-P012 chr17 8218748 T C ARHGEF15 EX7 missense NM_173728.3 NP_776089.2 c.1277T>C p.V426A | p.Val426Ala TGGxGAC + 22899 171 0 0% 125 16 11.30% NA. NA.

CC-P012 chr17 10426689 C T MYH2 EX38 missense NM_017534.5 NP_060004.3 c.5513G>A p.R1838H | p.Arg1838His TTAxGCT - 4620 174 0 0% 99 61 38.10% NA. NA.

CC-P012 chr17 16612791 G C CCDC144A EX5 missense NM_014695.1 NP_055510.1 c.1420G>C p.E474Q | p.Glu474Gln TTAxAAA + 9720 162 0 0% 75 60 44.40% NA. NA.

CC-P012 chr17 26096035 C T NOS2 EX17 missense NM_000625.4 NP_000616.3 c.2002G>A p.A668T | p.Ala668Thr AGGxGTC - 4843 53 0 0% 18 70 79.50% NA. NA.

CC-P012 chr17 26694879 C T VTN EX7 missense NM_000638.3 NP_000629.3 c.1181G>A p.R394H | p.Arg394His CGGxGGG - 7448 112 0 0% 85 42 33% NA. NA.



CC-P012 chr17 27066208 G A NEK8 EX10 missense NM_178170.2 NP_835464.1 c.1406G>A p.R469H | p.Arg469His GCCxTGG + 284086 78 0 0% 38 26 40.60% NA. NA.

CC-P012 chr17 27228104 C T DHRS13 EX4 missense NM_144683.3 NP_653284.2 c.586G>A p.A196T | p.Ala196Thr ATGxCCG - 147015 57 0 0% 33 28 45.90% NA. NA.

CC-P012 chr17 36894662 C T PCGF2 EX9 missense NM_007144.2 NP_009075.1 c.520G>A p.V174I | p.Val174Ile TGAxGGT - 7703 38 0 0% 26 22 45.80% NA. NA.

CC-P012 chr17 38638623 G A TNS4 EX7 missense NM_032865.5 NP_116254.4 c.1547C>T p.S516F | p.Ser516Phe GCAxACG - 84951 150 0 0% 83 47 36.10% NA. NA.

CC-P012 chr17 39340694 C T KRTAP4-1 EX2E missense NM_033060.2 NP_149049.1 c.356G>A p.R119H | p.Arg119His GGGxGGC - 85285 63 0 0% 57 22 27.80% NA. NA.

CC-P012 chr17 40461432 G A STAT5A EX19 missense NM_003152.3 NP_003143.2 c.2152G>A p.A718T | p.Ala718Thr AGCxCCA + 6776 26 0 0% 13 8 38% NA. NA.

CC-P012 chr17 40481600 C T STAT3 EX13 missense NM_139276.2 NP_644805.1 c.1205G>A p.G402D | p.Gly402Asp CTGxCGT - 6774 193 0 0% 110 63 36.40% MS somatic

CC-P012 chr17 40761191 G T FAM134C EX1 missense NM_178126.3 NP_835227.1 c.152C>A p.P51H | p.Pro51His AGAxGCT - 162427 172 0 0% 78 57 42.20% NA. NA.

CC-P012 chr17 40826372 C A PLEKHH3 EX2 missense NM_024927.4 NP_079203.3 c.218G>T p.R73M | p.Arg73Met CACxTGT - 79990 77 0 0% 30 11 26.80% NA. NA.

CC-P012 chr17 41981824 G A MPP2 EX2 missense NM_005374.3 NP_005365.3 c.5C>T p.P2L | p.Pro2Leu ACCxGCA - 4355 144 0 0% 66 46 41% NA. NA.

CC-P012 chr17 42476869 C T GPATCH8 EX8E missense NM_001002909.2 NP_001002909.1 c.2576G>A p.R859H | p.Arg859His TGGxGCC - 23131 218 0 0% 104 105 50.20% NA. NA.

CC-P012 chr17 45234412 A G CDC27 EX7 missense NM_001114091.1 NP_001107563.1 c.709T>C p.S237P | p.Ser237Pro CTGxATC - 996 48 0 0% 47 20 29.80% NA. NA.

CC-P012 chr17 58988008 C G BCAS3 EX12 missense NM_001099432.1 NP_001092902.1 c.938C>G p.P313R | p.Pro313Arg GTCxTTT + 54828 21 0 0% 14 11 44% NA. NA.

CC-P012 chr17 60059646 G A MED13 EX16 missense NM_005121.2 NP_005112.2 c.3718C>T p.R1240C | p.Arg1240Cys GACxCCC - 9969 282 0 0% 147 90 37.90% NA. NA.

CC-P012 chr17 62486954 C T POLG2 EX4 missense NM_007215.3 NP_009146.2 c.928G>A p.E310K | p.Glu310Lys GTTxGTG - 11232 349 0 0% 217 79 26.60% NA. NA.

CC-P012 chr17 63533542 G A AXIN2 EX6 missense NM_004655.3 NP_004646.3 c.1612C>T p.R538W | p.Arg538Trp CCCxCTG - 8313 37 0 0% 28 19 40.40% NA. NA.

CC-P012 chr17 63554311 C T AXIN2 EX2 missense NM_004655.3 NP_004646.3 c.428G>A p.S143N | p.Ser143Asn ATGxTGT - 8313 249 1 0.40% 140 102 42.10% NA. NA.

CC-P012 chr17 65105670 C T HELZ EX29 missense NM_014877.3 NP_055692.2 c.4051G>A p.A1351T | p.Ala1351Thr GTGxGTG - 9931 29 0 0% 44 12 21.40% NA. NA.

CC-P012 chr17 72351387 G A KIF19 EX20E missense NM_153209.3 NP_694941.2 c.2933G>A p.R978H | p.Arg978His CCCxTGG + 124602 64 0 0% 40 16 28.50% NA. NA.

CC-P012 chr17 77709283 G A ENPP7 EX3 missense NM_178543.3 NP_848638.2 c.841G>A p.G281R | p.Gly281Arg TACxGAC + 339221 104 0 0% 45 32 41.50% NA. NA.

CC-P012 chr17 78086764 C T GAA EX14 missense NM_000152.3 NP_000143.2 c.1978C>T p.R660C | p.Arg660Cys GTGxGCT + 2548 95 0 0% 30 24 44.40% NA. NA.

CC-P012 chr17 78854264 C T RPTOR EX14 missense NM_020761.2 NP_065812.1 c.1559C>T p.S520L | p.Ser520Leu TGTxGGT + 57521 59 0 0% 48 26 35.10% NA. NA.

CC-P012 chr18 742968 G A YES1 EX8 missense NM_005433.3 NP_005424.1 c.1010C>T p.A337V | p.Ala337Val ACAxCAT - 7525 111 0 0% 54 51 48.50% NA. NA.

CC-P012 chr18 2747520 T A SMCHD1 EX30 missense NM_015295.2 NP_056110.2 c.3802T>A p.S1268T | p.Ser1268Thr CAGxCCA + 23347 182 0 0% 166 119 41.70% NA. NA.

CC-P012 chr18 10787183 C A PIEZO2 IVS15 splice-3 NM_022068.2 NP_071351.2 c.2170-1G>T . CACxTGC - 63895 107 0 0% 78 50 39% NA. NA.

CC-P012 chr18 18564397 C A ROCK1 EX20 missense NM_005406.2 NP_005397.1 c.2404G>T p.G802C | p.Gly802Cys AACxTTT - 6093 227 0 0% 108 55 33.70% NA. NA.

CC-P012 chr18 19378064 G T MIB1 EX8 missense NM_020774.2 NP_065825.1 c.1112G>T p.R371L | p.Arg371Leu GCCxAGT + 57534 30 0 0% 25 19 43.10% NA. NA.

CC-P012 chr18 30350166 C T KLHL14 EX2 missense NM_020805.1 NP_065856.1 c.389G>A p.C130Y | p.Cys130Tyr GAGxAGC - 57565 48 0 0% 24 27 52.90% NA. NA.

CC-P012 chr18 31538378 G T NOL4 EX7 missense NM_003787.4 NP_003778.2 c.1061C>A p.P354H | p.Pro354His GCAxGAG - 8715 132 0 0% 92 44 32.30% NA. NA.

CC-P012 chr18 44561586 C T TCEB3B EX1E missense NM_016427.2 NP_057511.2 c.50G>A p.R17H | p.Arg17His AGAxGCA - 51224 92 0 0% 31 26 45.60% NA. NA.

CC-P012 chr18 46812851 G A DYM EX9 missense NM_017653.3 NP_060123.3 c.899C>T p.A300V | p.Ala300Val GGCxCAT - 54808 174 0 0% 148 101 40.50% NA. NA.

CC-P012 chr18 54448887 C T WDR7 EX19 missense NM_015285.2 NP_056100.2 c.3190C>T p.P1064S | p.Pro1064Ser TCAxGTA + 23335 167 0 0% 88 75 46% NA. NA.

CC-P012 chr18 56056404 G A NEDD4L EX28 missense NM_001144967.2 NP_001138439.1 c.2635G>A p.V879I | p.Val879Ile CCCxTCA + 23327 115 1 0.80% 69 57 45.20% NA. NA.

CC-P012 chr18 61471527 G A SERPINB7 EX8E missense NM_003784.3 NP_003775.1 c.801G>A p.M267I | p.Met267Ile AATxACC + 8710 203 0 0% 172 115 40% NA. NA.

CC-P012 chr18 67794748 C T RTTN EX25 missense NM_173630.3 NP_775901.3 c.3373G>A p.A1125T | p.Ala1125Thr GTGxGGT - 25914 210 0 0% 149 119 44.40% NA. NA.

CC-P012 chr18 77464822 G A CTDP1 EX5 missense NM_004715.4 NP_004706.3 c.677G>A p.R226H | p.Arg226His TGCxTCC + 9150 172 0 0% 126 32 20.20% NA. NA.

CC-P012 chr19 964371 T C ARID3A EX5 missense NM_005224.2 NP_005215.1 c.890T>C p.I297T | p.Ile297Thr AGAxCAC + 1820 73 0 0% 42 32 43.20% NA. NA.

CC-P012 chr19 3784420 G C MATK EX4 missense NM_002378.3 NP_002369.2 c.165C>G p.I55M | p.Ile55Met GGTxATA - 4145 55 0 0% 33 13 28.20% NA. NA.

CC-P012 chr19 4793571 G C FEM1A EX1E missense NM_018708.2 NP_061178.1 c.1705G>C p.D569H | p.Asp569His CTCxACT + 55527 52 0 0% 17 15 46.80% NA. NA.

CC-P012 chr19 5692050 T C LONP1 EX18E missense NM_004793.2 NP_004784.2 c.2873A>G p.E958G | p.Glu958Gly CGTxCCA - 9361 59 0 0% 12 13 52% NA. NA.

CC-P012 chr19 6270686 T C MLLT1 EX2 missense NM_005934.3 NP_005925.2 c.97A>G p.M33V | p.Met33Val CCAxCCA - 4298 168 1 0.50% 131 73 35.70% NA. NA.

CC-P012 chr19 7142991 T G INSR EX12 missense NM_000208.2 NP_000199.2 c.2378A>C p.E793A | p.Glu793Ala TCCxCCG - 3643 130 0 0% 84 27 24.30% NA. NA.

CC-P012 chr19 7267440 C T INSR EX2 missense NM_000208.2 NP_000199.2 c.568G>A p.A190T | p.Ala190Thr TCGxGGT - 3643 193 0 0% 60 40 40% NA. NA.

CC-P012 chr19 7675440 G A CAMSAP3 EX8 missense NM_001080429.2 NP_001073898.1 c.920G>A p.R307H | p.Arg307His CTCxCCT + 57662 70 0 0% 51 38 42.60% NA. NA.

CC-P012 chr19 8174539 T G FBN3 EX34 missense NM_032447.3 NP_115823.3 c.4432A>C p.N1478H | p.Asn1478His GGTxCAG - 84467 22 0 0% 13 12 48% NA. NA.

CC-P012 chr19 9024964 C T MUC16 EX16 missense NM_024690.2 NP_078966.2 c.36898G>A p.A12300T | p.Ala12300Thr TGGxATC - 94025 42 0 0% 27 15 35.70% NA. NA.

CC-P012 chr19 9868161 T C ZNF846 EX6E missense NM_001077624.1 NP_001071092.1 c.1592A>G p.E531G | p.Glu531Gly TTTxCAC - 162993 141 0 0% 81 78 49% NA. NA.

CC-P012 chr19 10218683 G A PPAN-P2RY11 EX5 missense NM_001040664.2 NP_001035754.1 c.386G>A p.R129H | p.Arg129His ACCxCAT + 692312 20 0 0% 10 9 47.30% NA. NA.

CC-P012 chr19 10218683 G A PPAN EX5 missense NM_020230.5 NP_064615.3 c.386G>A p.R129H | p.Arg129His ACCxCAT + 56342 20 0 0% 10 9 47.30% NA. NA.

CC-P012 chr19 10504069 A G CDC37 EX6 missense NM_007065.3 NP_008996.1 c.775T>C p.F259L | p.Phe259Leu TGAxGGC - 11140 22 0 0% 22 17 43.50% NA. NA.

CC-P012 chr19 11027109 G A CARM1 EX7 missense NM_199141.1 NP_954592.1 c.874G>A p.V292I | p.Val292Ile GACxTCC + 10498 30 0 0% 17 12 41.30% NA. NA.

CC-P012 chr19 11223984 G A LDLR EX9 missense NM_000527.4 NP_000518.1 c.1217G>A p.R406Q | p.Arg406Gln ACCxGCA + 3949 126 0 0% 85 57 40.10% NA. NA.

CC-P012 chr19 11978358 G T ZNF439 EX3E missense NM_152262.2 NP_689475.1 c.474G>T p.W158C | p.Trp158Cys ATGxAAG + 90594 218 0 0% 112 85 43.10% NA. NA.

CC-P012 chr19 11978362 A T ZNF439 EX3E missense NM_152262.2 NP_689475.1 c.478A>T p.S160C | p.Ser160Cys AAGxGTC + 90594 220 0 0% 115 82 41.60% NA. NA.

CC-P012 chr19 12244377 G C ZNF20 EX4E missense NM_021143.3 NP_066966.2 c.624C>G p.F208L | p.Phe208Leu ATAxAAG - 7568 87 0 0% 52 31 37.30% NA. NA.

CC-P012 chr19 12461788 C T ZNF442 EX6E missense NM_030824.2 NP_110451.1 c.611G>A p.R204H | p.Arg204His CCAxGTT - 79973 379 0 0% 148 111 42.80% NA. NA.

CC-P012 chr19 13215882 C T TRMT1 EX16E missense NM_017722.3 NP_060192.1 c.1847G>A p.R616H | p.Arg616His CCGxGTT - 55621 66 0 0% 31 32 50.70% NA. NA.

CC-P012 chr19 13409863 C T CACNA1A EX19 missense NM_001127221.1 NP_001120693.1 c.2587G>A p.A863T | p.Ala863Thr GGGxCTG - 773 20 0 0% 8 21 72.40% NA. NA.

CC-P012 chr19 13941769 G A ZSWIM4 EX13E missense NM_023072.2 NP_075560.2 c.2875G>A p.G959R | p.Gly959Arg GACxGGC + 65249 25 0 0% 19 20 51.20% NA. NA.

CC-P012 chr19 15227064 G A ILVBL EX12 missense NM_006844.3 NP_006835.2 c.1370C>T p.T457M | p.Thr457Met AGCxTTT - 10994 233 0 0% 121 80 39.80% NA. NA.

CC-P012 chr19 17416745 C A MRPL34 EX1 nonsense NM_023937.3 NP_076426.1 c.44C>A p.S15* | p.Ser15* GGTxGGC + 64981 25 0 0% 16 11 40.70% NA. NA.

CC-P012 chr19 17836774 G A MAP1S EX5 missense NM_018174.4 NP_060644.4 c.581G>A p.R194Q | p.Arg194Gln TGCxGCT + 55201 32 0 0% 24 22 47.80% NA. NA.

CC-P012 chr19 20808337 C T ZNF626 EX4E missense NM_001076675.2 NP_001070143.1 c.346G>A p.G116R | p.Gly116Arg ATCxTTT - 199777 132 0 0% 109 47 30.10% NA. NA.

CC-P012 chr19 21133034 G A ZNF85 EX5E missense NM_001256171.1 NP_001243100.1 c.1804G>A p.D602N | p.Asp602Asn TGTxACA + 7639 27 0 0% 29 18 38.20% NA. NA.

CC-P012 chr19 22379400 A G ZNF676 IVS1 splice-5 NM_001001411.2 NP_001001411.2 c.34+2T>C . CTCxCCC - 163223 90 0 0% 63 24 27.50% NA. NA.

CC-P012 chr19 23926616 C G ZNF681 EX4E missense NM_138286.2 NP_612143.2 c.1736G>C p.R579T | p.Arg579Thr TGTxTAG - 148213 65 1 1.50% 38 6 13.60% NA. NA.

CC-P012 chr19 33487016 C T RHPN2 EX11 missense NM_033103.4 NP_149094.3 c.1336G>A p.A446T | p.Ala446Thr GTGxGGC - 85415 185 0 0% 109 60 35.50% NA. NA.

CC-P012 chr19 33697939 C T LRP3 EX7E missense NM_002333.3 NP_002324.2 c.1771C>T p.R591C | p.Arg591Cys ATGxGTC + 4037 91 0 0% 52 33 38.80% NA. NA.

CC-P012 chr19 35941517 C T FFAR2 EX1E missense NM_005306.2 NP_005297.1 c.901C>T p.R301C | p.Arg301Cys GGAxGCA + 2867 337 0 0% 175 109 38.30% NA. NA.

CC-P012 chr19 36205866 G A ZBTB32 EX2 missense NM_014383.1 NP_055198.1 c.338G>A p.R113Q | p.Arg113Gln CTCxAGG + 27033 114 0 0% 56 45 44.50% NA. NA.

CC-P012 chr19 37038770 C A ZNF529 EX6E missense NM_001145649.1 NP_001139121.1 c.690G>T p.M230I | p.Met230Ile TTCxATA - 57711 228 0 0% 120 121 50.20% NA. NA.

CC-P012 chr19 37733466 C T ZNF383 EX5E missense NM_152604.1 NP_689817.1 c.328C>T p.H110Y | p.His110Tyr AAGxATG + 163087 213 0 0% 100 47 31.90% NA. NA.

CC-P012 chr19 40318274 C T DYRK1B EX7 missense NM_004714.1 NP_004705.1 c.830G>A p.R277H | p.Arg277His AAGxGGC - 9149 39 0 0% 37 6 13.90% NA. NA.

CC-P012 chr19 40829937 C A C19orf47 EX8 missense NM_001256440.1 NP_001243369.1 c.750G>T p.K250N | p.Lys250Asn TGCxTTG - 126526 81 0 0% 56 20 26.30% NA. NA.

CC-P012 chr19 41387536 G A CYP2A7 EX2 nonsense NM_000764.2 NP_000755.2 c.301C>T p.R101* | p.Arg101* CTCxCCC - 1549 55 0 0% 22 35 61.40% NA. NA.

CC-P012 chr19 44153092 T C PLAUR EX7E missense NM_002659.3 NP_002650.1 c.958A>G p.T320A | p.Thr320Ala GGGxGAT - 5329 134 0 0% 84 58 40.80% NA. NA.

CC-P012 chr19 48621016 C T LIG1 EX26 missense NM_000234.1 NP_000225.1 c.2462G>A p.R821H | p.Arg821His GGGxGTG - 3978 66 0 0% 43 30 41% NA. NA.

CC-P012 chr19 49700121 G A TRPM4 EX17 missense NM_017636.3 NP_060106.2 c.2635G>A p.V879M | p.Val879Met GGCxTGG + 54795 72 0 0% 54 18 25% NA. NA.

CC-P012 chr19 49869114 C T DKKL1 EX4 missense NM_014419.3 NP_055234.1 c.389C>T p.A130V | p.Ala130Val CAGxGGA + 27120 61 0 0% 60 22 26.80% NA. NA.

CC-P012 chr19 50285914 G A AP2A1 EX4 missense NM_014203.2 NP_055018.2 c.406G>A p.A136T | p.Ala136Thr ATCxCCA + 160 147 0 0% 91 49 35% NA. NA.

CC-P012 chr19 51021532 C A LRRC4B EX3E missense NM_001080457.1 NP_001073926.1 c.1438G>T p.G480C | p.Gly480Cys TGCxCCC - 94030 78 0 0% 37 22 37.20% NA. NA.

CC-P012 chr19 53344472 C T ZNF468 EX4E missense NM_001008801.1 NP_001008801.1 c.1075G>A p.E359K | p.Glu359Lys ATTxATT - 90333 267 1 0.30% 150 128 46% NA. NA.

CC-P012 chr19 54377231 G A MYADM EX2E missense NM_001020818.1 NP_001018654.1 c.448G>A p.A150T | p.Ala150Thr GTGxCTT + 91663 48 0 0% 15 14 48.20% NA. NA.

CC-P012 chr19 54676772 G T TMC4 EX1 missense NM_001145303.1 NP_001138775.1 c.41C>A p.S14Y | p.Ser14Tyr GAGxAGC - 147798 95 0 0% 37 20 35% NA. NA.

CC-P012 chr19 56041242 G A SBK2 EX4E missense NM_001101401.2 NP_001094871.2 c.905C>T p.A302V | p.Ala302Val AGCxCGT - 646643 33 0 0% 16 24 60% NA. NA.

CC-P012 chr19 57640770 C T USP29 EX4E missense NM_020903.2 NP_065954.1 c.727C>T p.L243F | p.Leu243Phe GTTxTTG + 57663 268 0 0% 134 71 34.60% NA. NA.

CC-P012 chr19 57765791 G C ZNF805 EX4E missense NM_001023563.3 NP_001018857.2 c.1604G>C p.G535A | p.Gly535Ala CTGxAGA + 390980 122 0 0% 60 35 36.80% NA. NA.

CC-P012 chr19 58640278 G T ZNF329 EX4E missense NM_024620.3 NP_078896.3 c.593C>A p.P198H | p.Pro198His CCAxGGA - 79673 107 0 0% 70 51 42.10% NA. NA.

CC-P012 chr20 2818892 C T PCED1A EX6 missense NM_022760.4 NP_073597.2 c.827G>A p.R276H | p.Arg276His CCAxGCT - 64773 51 0 0% 21 24 53.30% NA. NA.

CC-P012 chr20 9453947 G C PLCB4 EX37 missense NM_001172646.1 NP_001166117.1 c.3430G>C p.E1144Q | p.Glu1144Gln AAAxAAA + 5332 299 0 0% 194 136 41.20% NA. NA.

CC-P012 chr20 10030541 G A ANKRD5 EX7 missense NM_022096.4 NP_071379.3 c.1324G>A p.A442T | p.Ala442Thr TACxCGT + 63926 40 0 0% 56 34 37.70% NA. NA.

CC-P012 chr20 13894499 C T SEL1L2 EX5 missense NM_001271539.1 NP_001258468.1 c.478G>A p.V160M | p.Val160Met GCAxGCC - 80343 76 0 0% 48 33 40.70% NA. NA.

CC-P012 chr20 23860098 C T CST5 EX1 missense NM_001900.4 NP_001891.2 c.216G>A p.M72I | p.Met72Ile AGCxATC - 1473 60 0 0% 26 25 49% NA. NA.

CC-P012 chr20 35632109 G C RBL1 EX21 missense NM_002895.2 NP_002886.2 c.3032C>G p.S1011C | p.Ser1011Cys TTAxAAG - 5933 62 0 0% 54 37 40.60% NA. NA.

CC-P012 chr20 37638971 G A DHX35 EX13 missense NM_021931.3 NP_068750.2 c.1271G>A p.R424H | p.Arg424His AGCxTAG + 60625 215 0 0% 111 70 38.60% NA. NA.

CC-P012 chr20 39721111 G T TOP1 IVS8 splice-3 NM_003286.2 NP_003277.1 c.615-1G>T . AAAxGTG + 7150 236 0 0% 95 93 49.40% NA. NA.

CC-P012 chr20 42196587 C T SGK2 EX5 missense NM_170693.2 NP_733794.1 c.176C>T p.A59V | p.Ala59Val GGGxGTT + 10110 69 0 0% 45 19 29.60% NA. NA.

CC-P012 chr20 61513092 G A DIDO1 EX16E missense NM_033081.2 NP_149072.2 c.4216C>T p.R1406W | p.Arg1406Trp GCCxCCC - 11083 397 0 0% 195 143 42.30% NA. NA.

CC-P012 chr20 62853369 C T MYT1 EX14 missense NM_004535.2 NP_004526.1 c.2365C>T p.L789F | p.Leu789Phe TTTxTCT + 4661 235 1 0.40% 158 74 31.80% NA. NA.

CC-P012 chr21 34951743 C G DONSON EX9 missense NM_017613.3 NP_060083.1 c.1476G>C p.Q492H | p.Gln492His ACTxTGT - 29980 57 0 0% 58 25 30.10% NA. NA.

CC-P012 chr21 35190726 C A ITSN1 EX23 missense NM_003024.2 NP_003015.2 c.2883C>A p.F961L | p.Phe961Leu GTTxCCC + 6453 193 0 0% 92 68 42.50% NA. NA.

CC-P012 chr21 40649197 C T BRWD1 EX11 missense NM_033656.3 NP_387505.1 c.1084G>A p.A362T | p.Ala362Thr CTGxGAT - 54014 43 0 0% 29 17 36.90% NA. NA.

CC-P012 chr21 43413208 C T ZNF295 EX3E missense NM_001098402.1 NP_001091872.1 c.997G>A p.G333S | p.Gly333Ser GGCxACT - 49854 340 0 0% 250 106 29.70% NA. NA.

CC-P012 chr21 43706023 C T ABCG1 EX8 missense NM_004915.3 NP_004906.3 c.892C>T p.R298W | p.Arg298Trp TACxGGG + 9619 142 0 0% 64 52 44.80% NA. NA.

CC-P012 chr21 45113133 G A RRP1B EX16E missense NM_015056.2 NP_055871.1 c.2146G>A p.D716N | p.Asp716Asn TTCxACC + 23076 64 0 0% 51 44 46.30% NA. NA.

CC-P012 chr21 45706968 C G AIRE EX3 missense NM_000383.3 NP_000374.1 c.415C>G p.R139G | p.Arg139Gly GCTxGAG + 326 37 0 0% 16 19 54.20% NA. NA.

CC-P012 chr21 45733005 C T PFKL EX5 missense NM_002626.4 NP_002617.3 c.572C>T p.A191V | p.Ala191Val ATGxCAT + 5211 70 0 0% 36 42 53.80% NA. NA.

CC-P012 chr22 17625928 G A CECR5 EX4 missense NM_033070.2 NP_149061.1 c.523C>T p.R175W | p.Arg175Trp GCCxCCG - 27440 62 0 0% 28 26 48.10% NA. NA.

CC-P012 chr22 19371200 C G HIRA EX13 missense NM_003325.3 NP_003316.3 c.1358G>C p.R453P | p.Arg453Pro GTCxGAG - 7290 198 0 0% 107 79 42.40% NA. NA.

CC-P012 chr22 21099002 G A PI4KA EX30 nonsense NM_058004.3 NP_477352.3 c.3370C>T p.Q1124* | p.Gln1124* GCTxAGT - 5297 90 0 0% 56 49 46.60% NA. NA.

CC-P012 chr22 26422428 G T MYO18B EX43 missense NM_032608.5 NP_115997.5 c.6488G>T p.G2163V | p.Gly2163Val CTGxGGA + 84700 54 0 0% 28 22 44% NA. NA.

CC-P012 chr22 29924163 G A THOC5 EX12 missense NM_001002878.1 NP_001002878.1 c.970C>T p.R324C | p.Arg324Cys GGCxCTT - 8563 74 0 0% 67 45 40.10% NA. NA.

CC-P012 chr22 35943106 C T RASD2 EX2 missense NM_014310.3 NP_055125.2 c.250C>T p.R84C | p.Arg84Cys ATGxGCA + 23551 58 0 0% 29 21 42% NA. NA.

CC-P012 chr22 37395899 G A TEX33 EX4 missense NM_001163857.1 NP_001157329.1 c.616C>T p.R206W | p.Arg206Trp ACCxCAT - 339669 62 0 0% 46 26 36.10% NA. NA.

CC-P012 chr22 41654011 G A RANGAP1 EX7 missense NM_002883.2 NP_002874.1 c.715C>T p.R239W | p.Arg239Trp CCCxCAG - 5905 174 0 0% 72 47 39.40% NA. NA.

CC-P012 chr22 42205967 A G CCDC134 EX3 missense NM_024821.2 NP_079097.1 c.188A>G p.Y63C | p.Tyr63Cys AGTxCAA + 79879 71 0 0% 42 31 42.40% NA. NA.

CC-P012 chr22 46930844 C T CELSR1 EX1 missense NM_014246.1 NP_055061.1 c.2224G>A p.G742S | p.Gly742Ser GGCxGCC - 9620 33 0 0% 7 10 58.80% Sanger somatic

CC-P012 chrX 21871621 G A MBTPS2 EX5 missense NM_015884.3 NP_056968.1 c.670G>A p.G224S | p.Gly224Ser GCAxGTA + 51360 33 0 0% 21 18 46.10% NA. NA.

CC-P012 chrX 26212649 A G MAGEB6 EX2E missense NM_173523.2 NP_775794.2 c.686A>G p.Y229C | p.Tyr229Cys AGTxCAA + 158809 31 0 0% 17 34 66.60% NA. NA.

CC-P012 chrX 27840174 G A MAGEB10 EX3E missense NM_182506.3 NP_872312.2 c.751G>A p.D251N | p.Asp251Asn AAAxATT + 139422 52 0 0% 36 16 30.70% NA. NA.

CC-P012 chrX 27997815 C T DCAF8L1 EX1E missense NM_001017930.1 NP_001017930.1 c.1637G>A p.R546H | p.Arg546His ATGxGGT - 139425 147 0 0% 93 60 39.20% NA. NA.

CC-P012 chrX 30326606 G A NR0B1 EX1 missense NM_000475.4 NP_000466.2 c.875C>T p.A292V | p.Ala292Val GACxCCC - 190 67 0 0% 40 46 53.40% NA. NA.

CC-P012 chrX 35974089 C T CXorf22 EX8 nonsense NM_152632.3 NP_689845.2 c.1186C>T p.Q396* | p.Gln396* TTTxAGA + 170063 48 0 0% 27 20 42.50% NA. NA.

CC-P012 chrX 39930921 C T BCOR EX5 missense NM_001123385.1 NP_001116857.1 c.3020G>A p.S1007N | p.Ser1007Asn ATAxTGT - 54880 242 0 0% 164 103 38.50% NA. NA.

CC-P012 chrX 40534552 T A MED14 EX22 missense NM_004229.3 NP_004220.2 c.2942A>T p.D981V | p.Asp981Val TCGxCCT - 9282 156 0 0% 89 53 37.30% NA. NA.

CC-P012 chrX 41586386 C T GPR82 EX3E missense NM_080817.4 NP_543007.1 c.107C>T p.S36F | p.Ser36Phe TCTxTCA + 27197 109 0 0% 55 23 29.40% NA. NA.

CC-P012 chrX 46522028 C T SLC9A7 EX6 missense NM_032591.2 NP_115980.1 c.844G>A p.A282T | p.Ala282Thr GTGxGTA - 84679 98 0 0% 70 41 36.90% NA. NA.

CC-P012 chrX 47074030 A T UBA1 EX25 missense NM_153280.2 NP_695012.1 c.3035A>T p.D1012V | p.Asp1012Val TGGxTCA + 7317 147 0 0% 63 31 32.90% NA. NA.

CC-P012 chrX 49063536 C T CACNA1F EX44 missense NM_005183.2 NP_005174.2 c.5194G>A p.E1732K | p.Glu1732Lys CTTxTTC - 778 47 0 0% 41 10 19.60% NA. NA.

CC-P012 chrX 49081250 C T CACNA1F EX14 missense NM_005183.2 NP_005174.2 c.1883G>A p.R628H | p.Arg628His AGGxGCA - 778 101 0 0% 64 45 41.20% NA. NA.

CC-P012 chrX 49084876 G A CACNA1F EX7 missense NM_005183.2 NP_005174.2 c.851C>T p.A284V | p.Ala284Val GACxCAC - 778 25 0 0% 13 14 51.80% NA. NA.

CC-P012 chrX 50054366 C T CCNB3 EX5 missense NM_033031.2 NP_149020.2 c.3197C>T p.S1066F | p.Ser1066Phe AATxCAT + 85417 174 0 0% 85 60 41.30% NA. NA.

CC-P012 chrX 50659212 C T BMP15 EX2E missense NM_005448.2 NP_005439.2 c.784C>T p.L262F | p.Leu262Phe TCTxTTC + 9210 78 0 0% 36 22 37.90% NA. NA.

CC-P012 chrX 57934687 C T ZXDA EX1E missense NM_007156.4 NP_009087.1 c.2168G>A p.S723N | p.Ser723Asn CTGxTGG - 7789 239 0 0% 84 60 41.60% NA. NA.

CC-P012 chrX 71822969 C T PHKA1 EX26 missense NM_002637.3 NP_002628.2 c.2917G>A p.V973I | p.Val973Ile CACxGCT - 5255 119 0 0% 22 62 73.80% NA. NA.

CC-P012 chrX 152031223 G A NSDHL EX6 missense NM_001129765.1 NP_001123237.1 c.498G>A p.M166I | p.Met166Ile CATxAAA + 50814 55 0 0% 7 43 86% NA. NA.

CC-P012 chrX 153209536 C A RENBP EX3 missense NM_002910.5 NP_002901.2 c.209G>T p.R70M | p.Arg70Met TGCxTCC - 5973 22 0 0% 9 9 50% NA. NA.

CC-P012 chrX 153881674 G A CTAG2 EX1 missense NM_020994.3 NP_066274.1 c.116C>T p.A39V | p.Ala39Val GTGxCAC - 30848 24 0 0% 4 13 76.40% NA. NA.

CC-P013 chr1 43897411 A G SZT2 EX35 missense NM_015284.3 NP_056099.3 c.4942A>G p.M1648V | p.Met1648Val GAGxTGG + 23334 69 0 0% 43 6 12.20% NA. NA.

CC-P013 chr1 111969246 C T OVGP1 EX3 missense NM_002557.3 NP_002548.3 c.73G>A p.V25M | p.Val25Met ACAxGAG - 5016 222 0 0% 172 71 29.20% NA. NA.

CC-P013 chr1 200868613 C T C1orf106 EX3 missense NM_018265.3 NP_060735.3 c.365C>T p.P122L | p.Pro122Leu GCCxGGT + 55765 40 0 0% 49 7 12.50% NA. NA.

CC-P013 chr2 74782457 G C DOK1 EX2 missense NM_001381.3 NP_001372.1 c.237G>C p.E79D | p.Glu79Asp GGAxACC + 1796 51 0 0% 68 11 13.90% NA. NA.

CC-P013 chr2 74782458 A G DOK1 EX2 missense NM_001381.3 NP_001372.1 c.238A>G p.T80A | p.Thr80Ala GAGxCCC + 1796 51 0 0% 64 13 16.80% NA. NA.

CC-P013 chr2 84931195 G A DNAH6 EX51 missense NM_001370.1 NP_001361.1 c.8234G>A p.R2745H | p.Arg2745His TCCxTAA + 1768 127 0 0% 94 12 11.30% NA. NA.

CC-P013 chr2 132021050 G T POTEE EX15E missense NM_001083538.1 NP_001077007.1 c.2022G>T p.K674N | p.Lys674Asn AAAxAAA + 445582 66 0 0% 17 5 22.70% NA. NA.

CC-P013 chr2 138373751 G A THSD7B EX18 missense NM_001080427.1 NP_001073896.1 c.3343G>A p.D1115N | p.Asp1115Asn TGCxATC + 80731 185 0 0% 115 17 12.80% NA. NA.

CC-P013 chr2 179447151 G A TTN EX314 missense NM_001267550.1 NP_001254479.1 c.66032C>T p.P22011L | p.Pro22011Leu ATAxGCA - 7273 68 1 1.40% 76 10 11.60% NA. NA.

CC-P013 chr3 118870131 C G C3orf30 EX3E missense NM_152539.2 NP_689752.2 c.1603C>G p.Q535E | p.Gln535Glu TGCxAGG + 152405 143 0 0% 138 24 14.80% NA. NA.

CC-P013 chr3 123665767 G A CCDC14 EX7 nonsense NM_022757.4 NP_073594.4 c.1105C>T p.R369* | p.Arg369* CTCxCAC - 64770 146 0 0% 119 79 39.80% NA. NA.

CC-P013 chr3 195512590 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.5861C>T p.P1954L | p.Pro1954Leu ACAxGAA - 4585 160 3 1.80% 142 20 12.30% NA. NA.

CC-P013 chr4 169204644 T C DDX60 EX13 missense NM_017631.5 NP_060101.3 c.1675A>G p.I559V | p.Ile559Val TAAxAGT - 55601 263 0 0% 184 38 17.10% NA. NA.

CC-P013 chr5 140554257 T G PCDHB7 EX1E missense NM_018940.2 NP_061763.1 c.1841T>G p.L614R | p.Leu614Arg GGCxATT + 56129 248 1 0.40% 235 17 6.70% NA. NA.

CC-P013 chr6 30918142 C A DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.1901C>A p.T634N | p.Thr634Asn ACAxCAC + 135656 76 1 1.20% 38 5 11.60% NA. NA.

CC-P013 chr6 31612810 G T BAG6 EX10 missense NM_004639.3 NP_004630.3 c.1300C>A p.P434T | p.Pro434Thr GGGxAGC - 7917 21 0 0% 25 6 19.30% NA. NA.

CC-P013 chr6 40359882 A G LRFN2 EX3E missense NM_020737.1 NP_065788.1 c.2170T>C p.F724L | p.Phe724Leu CGAxGGA - 57497 70 1 1.40% 33 5 13.10% NA. NA.

CC-P013 chr6 85472364 G C TBX18 EX2 missense NM_001080508.1 NP_001073977.1 c.395C>G p.P132R | p.Pro132Arg AGAxGGG - 9096 59 1 1.60% 47 6 11.30% NA. NA.

CC-P013 chr6 86195019 G A NT5E EX4 missense NM_002526.3 NP_002517.1 c.818G>A p.R273Q | p.Arg273Gln GGCxGAA + 4907 39 0 0% 52 6 10.30% NA. NA.

CC-P013 chr7 27570816 C T HIBADH EX7 missense NM_152740.3 NP_689953.1 c.847G>A p.A283T | p.Ala283Thr TAGxCAT - 11112 156 0 0% 146 14 8.70% NA. NA.

CC-P013 chr7 66453387 C G SBDS EX5E missense NM_016038.2 NP_057122.2 c.724G>C p.V242L | p.Val242Leu CTAxATC - 51119 129 0 0% 99 33 25% NA. NA.

CC-P013 chr8 124267426 G A ZHX1 EX3 missense NM_001017926.2 NP_001017926.1 c.761C>T p.A254V | p.Ala254Val GCTxCTG - 11244 158 0 0% 146 15 9.30% NA. NA.

CC-P013 chr9 21971120 G A CDKN2A EX2 nonsense NM_000077.4 NP_000068.1 c.238C>T p.R80* | p.Arg80* GTCxGGT - 1029 96 0 0% 87 52 37.40% NA. NA.

CC-P013 chr9 34610831 G A RPP25L EX2E nonsense NM_148179.2 NP_680545.1 c.463C>T p.R155* | p.Arg155* TTCxGGA - 138716 131 0 0% 97 13 11.80% NA. NA.

CC-P013 chr11 36511771 G C TRAF6 EX8E missense NM_145803.2 NP_665802.1 c.1186C>G p.Q396E | p.Gln396Glu ACTxAAG - 7189 65 0 0% 63 18 22.20% NA. NA.

CC-P013 chr11 55371101 C A OR4C11 EX1E missense NM_001004700.2 NP_001004700.2 c.749G>T p.G250V | p.Gly250Val GGGxCAA - 219429 54 0 0% 45 9 16.60% NA. NA.

CC-P013 chr11 78372604 G T TENM4 EX33 missense NM_001098816.2 NP_001092286.2 c.7441C>A p.Q2481K | p.Gln2481Lys GCTxGAA - 26011 230 0 0% 258 20 7.10% NA. NA.

CC-P013 chr11 111796391 C T C11orf52 EX3 missense NM_080659.2 NP_542390.2 c.85C>T p.R29W | p.Arg29Trp AGAxGGA + 91894 231 0 0% 197 31 13.50% NA. NA.

CC-P013 chr12 12334328 C T LRP6 EX6 missense NM_002336.2 NP_002327.2 c.1022G>A p.R341H | p.Arg341His ATGxGTC - 4040 97 1 1% 62 11 15% NA. NA.

CC-P013 chr12 53607433 A G RARG EX8 missense NM_000966.5 NP_000957.1 c.865T>C p.S289P | p.Ser289Pro CGGxGAA - 5916 35 0 0% 30 5 14.20% NA. NA.

CC-P013 chr13 67477676 G A PCDH9 EX3 missense NM_203487.2 NP_982354.1 c.3098C>T p.T1033M | p.Thr1033Met CCCxTGG - 5101 92 0 0% 110 20 15.30% NA. NA.

CC-P013 chr13 67799592 G A PCDH9 EX2 missense NM_203487.2 NP_982354.1 c.2981C>T p.S994L | p.Ser994Leu TCTxAGG - 5101 122 0 0% 137 18 11.60% NA. NA.

CC-P013 chr14 30068311 G T PRKD1 EX15 missense NM_002742.2 NP_002733.2 c.2088C>A p.H696Q | p.His696Gln AAGxTGC - 5587 281 0 0% 239 18 7% NA. NA.

CC-P013 chr14 92461780 G A TRIP11 EX14 nonsense NM_004239.3 NP_004230.2 c.4972C>T p.Q1658* | p.Gln1658* GCTxCAG - 9321 215 0 0% 162 34 17.30% NA. NA.

CC-P013 chr16 23640965 T G PALB2 EX5 missense NM_024675.3 NP_078951.2 c.2510A>C p.E837A | p.Glu837Ala TGTxCGA - 79728 171 0 0% 175 13 6.90% NA. NA.

CC-P013 chr17 7578475 G A TP53 EX5 missense NM_000546.5 NP_000537.3 c.455C>T p.P152L | p.Pro152Leu GGCxGGG - 7157 47 0 0% 17 12 41.30% NA. NA.

CC-P013 chr17 45925608 A G SP6 EX2E missense NM_001258248.1 NP_001245177.1 c.188T>C p.F63S | p.Phe63Ser GAGxAGT - 80320 54 0 0% 37 5 11.90% NA. NA.

CC-P013 chr18 56414635 A G MALT1 IVS16 splice-3 NM_006785.2 NP_006776.1 c.2038-2A>G . TTCxGGA + 10892 58 0 0% 38 16 29.60% NA. NA.

CC-P013 chr19 7810448 T A CD209 EX4 missense NM_021155.3 NP_066978.1 c.704A>T p.Q235L | p.Gln235Leu TGCxGCT - 30835 54 1 1.80% 41 5 10.80% NA. NA.

CC-P013 chr19 7810449 G T CD209 EX4 missense NM_021155.3 NP_066978.1 c.703C>A p.Q235K | p.Gln235Lys GCTxCTT - 30835 55 0 0% 41 5 10.80% NA. NA.

CC-P013 chr19 15580609 G A PGLYRP2 EX4 missense NM_052890.3 NP_443122.3 c.1475C>T p.T492I | p.Thr492Ile TCGxTGG - 114770 154 0 0% 97 13 11.80% NA. NA.



CC-P013 chr19 15580613 G C PGLYRP2 EX4 missense NM_052890.3 NP_443122.3 c.1471C>G p.P491A | p.Pro491Ala TGGxCAG - 114770 150 0 0% 95 14 12.80% NA. NA.

CC-P013 chr19 56180448 G C U2AF2 IVS9 splice-3 NM_007279.2 NP_009210.1 c.946-1G>C . ACAxGCC + 11338 38 0 0% 45 6 11.70% NA. NA.

CC-P013 chr20 55905027 C G SPO11 EX1 missense NM_012444.2 NP_036576.1 c.104C>G p.P35R | p.Pro35Arg CCCxAAC + 23626 143 2 1.30% 180 14 7.20% NA. NA.

CC-P013 chr20 62421899 G T ZBTB46 EX2 missense NM_025224.3 NP_079500.2 c.212C>A p.T71K | p.Thr71Lys ACCxTGG - 140685 102 2 1.90% 98 13 11.70% NA. NA.

CC-P013 chr21 37518407 T A CBR3 EX3E nonsense NM_001236.3 NP_001227.1 c.431T>A p.L144* | p.Leu144* GTTxAAG + 874 234 0 0% 138 16 10.30% NA. NA.

CC-P013 chr22 31795679 A T DRG1 EX1 missense NM_004147.3 NP_004138.1 c.10A>T p.T4S | p.Thr4Ser AGCxCCT + 4733 27 0 0% 41 5 10.80% NA. NA.

CC-P013 chrX 53629596 C T HUWE1 EX28 missense NM_031407.5 NP_113584.3 c.2900G>A p.G967D | p.Gly967Asp TGGxCAA - 10075 70 0 0% 84 11 11.50% NA. NA.

CC-P014 chr1 12429666 G C VPS13D EX54 missense NM_015378.2 NP_056193.2 c.10717G>C p.E3573Q | p.Glu3573Gln TCTxAGA + 55187 99 0 0% 82 11 11.80% Sanger somatic

CC-P014 chr1 16719893 G A SZRD1 EX3 missense NM_001114600.1 NP_001108072.1 c.272G>A p.R91Q | p.Arg91Gln AGCxAGA + 26099 129 0 0% 142 18 11.20% NA. NA.

CC-P014 chr1 19992479 T A HTR6 EX1 missense NM_000871.1 NP_000862.1 c.233T>A p.V78E | p.Val78Glu TGGxGGT + 3362 23 0 0% 24 7 22.50% NA. NA.

CC-P014 chr1 24384068 G C MYOM3 EX37E missense NM_152372.3 NP_689585.3 c.4100C>G p.S1367C | p.Ser1367Cys CAAxAGA - 127294 68 0 0% 67 10 12.90% NA. NA.

CC-P014 chr1 46871385 G T FAAH EX5 missense NM_001441.2 NP_001432.2 c.704G>T p.G235V | p.Gly235Val TAGxCAC + 2166 128 0 0% 109 23 17.40% NA. NA.

CC-P014 chr1 55604661 C G USP24 EX25 missense NM_015306.2 NP_056121.2 c.2773G>C p.E925Q | p.Glu925Gln TCTxAAT - 23358 500 0 0% 432 57 11.60% NA. NA.

CC-P014 chr1 76272741 G C MSH4 EX3 missense NM_002440.3 NP_002431.2 c.503G>C p.R168T | p.Arg168Thr CCAxAGG + 4438 258 0 0% 243 21 7.90% NA. NA.

CC-P014 chr1 92757025 C G GLMN EX4 missense NM_053274.2 NP_444504.1 c.235G>C p.E79Q | p.Glu79Gln CCTxTTT - 11146 250 0 0% 173 22 11.20% NA. NA.

CC-P014 chr1 152281532 C T FLG EX3E missense NM_002016.1 NP_002007.1 c.5830G>A p.G1944R | p.Gly1944Arg ATCxAAG - 2312 269 0 0% 291 95 24.60% NA. NA.

CC-P014 chr1 152330031 C T FLG2 EX3E missense NM_001014342.2 NP_001014364.1 c.231G>A p.M77I | p.Met77Ile TATxATC - 388698 228 0 0% 222 84 27.40% NA. NA.

CC-P014 chr1 153122570 T C SPRR2G EX2E missense NM_001014291.3 NP_001014313.1 c.17A>G p.Q6R | p.Gln6Arg TGCxGCT - 6706 64 0 0% 97 28 22.40% NA. NA.

CC-P014 chr1 157490843 C A FCRL5 EX11 missense NM_031281.2 NP_112571.2 c.2479G>T p.A827S | p.Ala827Ser GGGxCCC - 83416 214 3 1.30% 287 26 8.30% NA. NA.

CC-P014 chr1 157738435 C T FCRL2 EX5 missense NM_030764.3 NP_110391.2 c.652G>A p.E218K | p.Glu218Lys CTTxAGT - 79368 317 0 0% 256 24 8.50% NA. NA.

CC-P014 chr1 158605825 C G SPTA1 IVS37 splice-3 NM_003126.2 NP_003117.2 c.5311-1G>C . ATTxTGA - 6708 81 1 1.20% 89 35 28.20% NA. NA.

CC-P014 chr1 158687424 A G OR6K3 EX1E missense NM_001005327.2 NP_001005327.2 c.482T>C p.V161A | p.Val161Ala ATCxCAA - 391114 21 0 0% 56 10 15.10% NA. NA.

CC-P014 chr1 181684491 G A CACNA1E EX9 missense NM_001205293.1 NP_001192222.1 c.1189G>A p.E397K | p.Glu397Lys GCTxAAG + 777 220 0 0% 217 23 9.50% NA. NA.

CC-P014 chr1 197094235 T G ASPM EX11 missense NM_018136.4 NP_060606.3 c.3023A>C p.N1008T | p.Asn1008Thr ACAxTGT - 259266 81 1 1.20% 110 35 24.10% NA. NA.

CC-P014 chr1 234367278 G T SLC35F3 EX3 missense NM_173508.2 NP_775779.1 c.399G>T p.K133N | p.Lys133Asn CAAxAAG + 148641 29 0 0% 42 5 10.60% NA. NA.

CC-P014 chr1 241932753 A G WDR64 EX16 missense NM_144625.4 NP_653226.4 c.2099A>G p.K700R | p.Lys700Arg CCAxGCA + 128025 249 0 0% 251 82 24.60% NA. NA.

CC-P014 chr1 247151220 C T ZNF695 EX4E missense NM_020394.4 NP_065127.4 c.597G>A p.M199I | p.Met199Ile AGTxATT - 57116 196 0 0% 255 27 9.50% NA. NA.

CC-P014 chr2 24090713 C G ATAD2B EX10 missense NM_017552.2 NP_060022.1 c.1180G>C p.D394H | p.Asp394His TATxAAT - 54454 150 0 0% 143 17 10.60% NA. NA.

CC-P014 chr2 27305361 G A EMILIN1 EX4 missense NM_007046.3 NP_008977.1 c.922G>A p.G308R | p.Gly308Arg GCCxGGC + 11117 25 0 0% 24 6 20% NA. NA.

CC-P014 chr2 29164369 A G WDR43 EX15 missense NM_015131.1 NP_055946.1 c.1663A>G p.M555V | p.Met555Val TTAxTGG + 23160 82 0 0% 158 17 9.70% NA. NA.

CC-P014 chr2 29287767 C G C2orf71 EX2E missense NM_001029883.2 NP_001025054.1 c.3835G>C p.E1279Q | p.Glu1279Gln CCTxTGG - 388939 333 0 0% 245 13 5% NA. NA.

CC-P014 chr2 32678990 G C BIRC6 EX23 missense NM_016252.3 NP_057336.3 c.4733G>C p.R1578T | p.Arg1578Thr CCAxAAT + 57448 210 0 0% 275 19 6.40% NA. NA.

CC-P014 chr2 61454326 C T USP34 EX62 missense NM_014709.3 NP_055524.3 c.7471G>A p.E2491K | p.Glu2491Lys CTTxTTC - 9736 289 0 0% 200 58 22.40% NA. NA.

CC-P014 chr2 64323320 G A PELI1 EX6 missense NM_020651.3 NP_065702.2 c.629C>T p.S210L | p.Ser210Leu ACCxATA - 57162 109 0 0% 111 15 11.90% NA. NA.

CC-P014 chr2 65540836 G C SPRED2 EX6E missense NM_181784.2 NP_861449.2 c.1056C>G p.H352Q | p.His352Gln ACAxTGA - 200734 132 0 0% 123 27 18% NA. NA.

CC-P014 chr2 97505528 T C ANKRD23 EX8 missense NM_144994.7 NP_659431.5 c.758A>G p.H253R | p.His253Arg CCGxGCC - 200539 70 0 0% 51 6 10.50% NA. NA.

CC-P014 chr2 101591380 C T NPAS2 EX13 missense NM_002518.3 NP_002509.2 c.1256C>T p.S419L | p.Ser419Leu CCTxGCA + 4862 52 0 0% 70 16 18.60% NA. NA.

CC-P014 chr2 112620129 G C ANAPC1 EX10 missense NM_022662.3 NP_073153.1 c.1099C>G p.Q367E | p.Gln367Glu TTTxCAC - 64682 439 1 0.20% 315 162 33.90% NA. NA.

CC-P014 chr2 114475423 G C SLC35F5 EX15 missense NM_025181.2 NP_079457.2 c.1501C>G p.P501A | p.Pro501Ala CTGxAAC - 80255 155 0 0% 128 22 14.60% NA. NA.

CC-P014 chr2 119600691 C G EN1 EX2E missense NM_001426.3 NP_001417.3 c.1002G>C p.Q334H | p.Gln334His GGTxTGC - 2019 89 0 0% 157 14 8.10% NA. NA.

CC-P014 chr2 155158003 T A GALNT13 EX9 missense NM_052917.2 NP_443149.2 c.1057T>A p.F353I | p.Phe353Ile ACTxTTC + 114805 196 0 0% 198 15 7% NA. NA.

CC-P014 chr2 167262860 G C SCN7A EX25E missense NM_002976.3 NP_002967.2 c.4279C>G p.L1427V | p.Leu1427Val AAAxACA - 6332 398 0 0% 327 47 12.50% NA. NA.

CC-P014 chr2 170734057 T A UBR3 EX4 missense NM_172070.3 NP_742067.3 c.898T>A p.L300I | p.Leu300Ile GCTxTAA + 130507 251 0 0% 225 66 22.60% NA. NA.

CC-P014 chr2 176948182 G A EVX2 EX1 missense NM_001080458.1 NP_001073927.1 c.323C>T p.A108V | p.Ala108Val GCCxCCT - 344191 24 0 0% 19 14 42.40% NA. NA.

CC-P014 chr2 179407183 C G TTN EX349 missense NM_001267550.1 NP_001254479.1 c.97300G>C p.G32434R | p.Gly32434ArgAACxACT - 7273 127 0 0% 90 37 29.10% NA. NA.

CC-P014 chr2 234172691 G C ATG16L1 EX4 missense NM_030803.6 NP_110430.5 c.369G>C p.E123D | p.Glu123Asp GGAxATG + 55054 135 0 0% 71 24 25.20% NA. NA.

CC-P014 chr3 9782554 C T BRPF1 EX4 missense NM_001003694.1 NP_001003694.1 c.1651C>T p.R551W | p.Arg551Trp TCAxGGA + 7862 96 0 0% 108 17 13.60% NA. NA.

CC-P014 chr3 30713492 A G TGFBR2 EX5 missense NM_001024847.2 NP_001020018.1 c.892A>G p.T298A | p.Thr298Ala GAGxCAG + 7048 161 0 0% 192 13 6.30% NA. NA.

CC-P014 chr3 32574537 G C DYNC1LI1 EX8 missense NM_016141.3 NP_057225.2 c.1021C>G p.Q341E | p.Gln341Glu TTTxAAA - 51143 221 0 0% 165 20 10.80% NA. NA.

CC-P014 chr3 33093430 C G GLB1 EX8 missense NM_000404.2 NP_000395.2 c.859G>C p.E287Q | p.Glu287Gln CTTxGGT - 2720 172 0 0% 163 22 11.80% NA. NA.

CC-P014 chr3 35785388 C T ARPP21 EX17 missense NM_001267619.1 NP_001254548.1 c.1966C>T p.R656W | p.Arg656Trp TACxGGC + 10777 105 0 0% 119 41 25.60% NA. NA.

CC-P014 chr3 37559053 G T ITGA9 EX10 missense NM_002207.2 NP_002198.2 c.1094G>T p.G365V | p.Gly365Val TTGxAGA + 3680 84 0 0% 70 21 23% NA. NA.

CC-P014 chr3 46542289 C G RTP3 EX2E missense NM_031440.1 NP_113628.1 c.599C>G p.S200C | p.Ser200Cys ATTxCTA + 83597 160 0 0% 140 16 10.20% NA. NA.

CC-P014 chr3 49308788 G A C3orf62 EX3E missense NM_198562.2 NP_940964.1 c.629C>T p.S210L | p.Ser210Leu GGTxAAT - 375341 89 1 1.10% 95 17 15.10% NA. NA.

CC-P014 chr3 54914866 C T CACNA2D3 EX21 nonsense NM_018398.2 NP_060868.2 c.1888C>T p.R630* | p.Arg630* TTCxGAG + 55799 100 0 0% 124 32 20.50% NA. NA.

CC-P014 chr3 65346901 G A MAGI1 EX23 missense NM_015520.1 NP_056335.1 c.3691C>T p.R1231W | p.Arg1231Trp CCCxCTT - 9223 175 0 0% 195 55 22% NA. NA.

CC-P014 chr3 100964861 G C IMPG2 EX12 nonsense NM_016247.3 NP_057331.2 c.1328C>G p.S443* | p.Ser443* GCTxAGG - 50939 148 0 0% 172 78 31.20% NA. NA.

CC-P014 chr3 111432935 C T PLCXD2 EX3 missense NM_001185106.1 NP_001172035.1 c.826C>T p.R276W | p.Arg276Trp GCCxGGG + 257068 240 0 0% 183 79 30.10% NA. NA.

CC-P014 chr3 121207243 G A POLQ EX16 missense NM_199420.3 NP_955452.3 c.4535C>T p.P1512L | p.Pro1512Leu AGGxGTT - 10721 196 0 0% 100 38 27.50% NA. NA.

CC-P014 chr3 134090253 G A AMOTL2 EX2 missense NM_016201.2 NP_057285.3 c.23C>T p.S8L | p.Ser8Leu CCCxAGG - 51421 156 2 1.20% 156 23 12.80% NA. NA.

CC-P014 chr3 136664505 C T NCK1 EX3 missense NM_006153.4 NP_006144.1 c.307C>T p.R103C | p.Arg103Cys GAAxGTC + 4690 148 0 0% 168 49 22.50% NA. NA.

CC-P014 chr3 148930291 G C CP EX2 missense NM_000096.3 NP_000087.1 c.341C>G p.S114C | p.Ser114Cys CTAxAGG - 1356 269 0 0% 350 26 6.90% NA. NA.

CC-P014 chr3 182988059 A G B3GNT5 EX2E missense NM_032047.4 NP_114436.1 c.473A>G p.Q158R | p.Gln158Arg TTCxGCA + 84002 223 0 0% 272 18 6.20% NA. NA.

CC-P014 chr3 195512590 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.5861C>T p.P1954L | p.Pro1954Leu ACAxGAA - 4585 96 0 0% 165 23 12.20% NA. NA.

CC-P014 chr4 54179851 G C SCFD2 EX3 missense NM_152540.3 NP_689753.2 c.1087C>G p.L363V | p.Leu363Val CTAxATG - 152579 229 0 0% 268 16 5.60% NA. NA.

CC-P014 chr4 71527857 G A IGJ EX2 missense NM_144646.3 NP_653247.1 c.140C>T p.S47F | p.Ser47Phe GAAxAAC - 3512 496 0 0% 446 36 7.40% NA. NA.

CC-P014 chr4 73963941 C T ANKRD17 EX26 missense NM_032217.3 NP_115593.3 c.4870G>A p.D1624N | p.Asp1624Asn CATxGCT - 26057 204 0 0% 166 18 9.70% NA. NA.

CC-P014 chr4 74124028 C G ANKRD17 EX1 missense NM_032217.3 NP_115593.3 c.358G>C p.E120Q | p.Glu120Gln CCTxTTC - 26057 20 0 0% 18 6 25% NA. NA.

CC-P014 chr4 77028948 T G ART3 IVS11 splice-5 NM_001130016.2 NP_001123488.1 c.1036+2T>G . TAGxAAG + 419 150 0 0% 128 35 21.40% NA. NA.

CC-P014 chr4 160252980 G A RAPGEF2 EX9 missense NM_014247.2 NP_055062.1 c.1291G>A p.D431N | p.Asp431Asn GGGxATC + 9693 96 1 1% 120 18 13% NA. NA.

CC-P014 chr4 160252981 A G RAPGEF2 EX9 missense NM_014247.2 NP_055062.1 c.1292A>G p.D431G | p.Asp431Gly GGGxTCA + 9693 99 1 1% 124 18 12.60% NA. NA.

CC-P014 chr4 186379994 C G CCDC110 EX6 missense NM_152775.3 NP_689988.1 c.1747G>C p.D583H | p.Asp583His CATxTTG - 256309 260 0 0% 295 27 8.30% NA. NA.

CC-P014 chr5 35792527 G C SPEF2 EX31 missense NM_024867.3 NP_079143.3 c.4533G>C p.W1511C | p.Trp1511Cys TTGxATG + 79925 258 0 0% 243 16 6.10% NA. NA.

CC-P014 chr5 94842681 C G TTC37 EX30 missense NM_014639.3 NP_055454.1 c.3049G>C p.D1017H | p.Asp1017His TATxTTG - 9652 29 0 0% 32 11 25.50% NA. NA.

CC-P014 chr5 101794169 G A SLCO6A1 EX6 missense NM_173488.3 NP_775759.3 c.1048C>T p.R350C | p.Arg350Cys TACxTTT - 133482 213 0 0% 153 85 35.70% NA. NA.

CC-P014 chr5 110461409 G C WDR36 EX22 missense NM_139281.2 NP_644810.1 c.2622G>C p.Q874H | p.Gln874His GCAxAGC + 134430 325 0 0% 245 28 10.20% NA. NA.

CC-P014 chr5 112343736 G C DCP2 EX9 missense NM_152624.5 NP_689837.2 c.1044G>C p.L348F | p.Leu348Phe TTTxATG + 167227 113 0 0% 107 21 16.40% NA. NA.

CC-P014 chr5 147473936 A G SPINK5 EX9 missense NM_006846.3 NP_006837.2 c.686A>G p.E229G | p.Glu229Gly ATGxAAA + 11005 187 0 0% 183 15 7.50% NA. NA.

CC-P014 chr6 30918882 G C DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.2641G>C p.E881Q | p.Glu881Gln ACAxAAC + 135656 111 0 0% 117 24 17% NA. NA.

CC-P014 chr6 32185880 C G NOTCH4 EX9 missense NM_004557.3 NP_004548.3 c.1516G>C p.E506Q | p.Glu506Gln CTTxTAA - 4855 157 0 0% 224 13 5.40% NA. NA.

CC-P014 chr6 53409443 T C GCLC EX1 init-loss NM_001498.3 NP_001489.1 c.1A>G p.0? CCAxGGC - 2729 33 0 0% 38 5 11.60% NA. NA.

CC-P014 chr6 57058670 C G RAB23 EX6 missense NM_016277.3 NP_057361.3 c.544G>C p.E182Q | p.Glu182Gln GTTxTGG - 51715 127 0 0% 172 23 11.70% NA. NA.

CC-P014 chr6 126307730 C G TRMT11 EX1 missense NM_001031712.2 NP_001026882.2 c.34C>G p.L12V | p.Leu12Val CTGxTCC + 60487 82 0 0% 74 18 19.50% NA. NA.

CC-P014 chr6 146870605 G T RAB32 EX2 nonsense NM_006834.3 NP_006825.1 c.256G>T p.E86* | p.Glu86* CAGxAGC + 10981 601 0 0% 326 59 15.30% NA. NA.

CC-P014 chr7 5410762 C G TNRC18 EX11 missense NM_001080495.2 NP_001073964.2 c.3463G>C p.E1155Q | p.Glu1155Gln GCTxAGC - 84629 367 0 0% 329 50 13.10% Sanger somatic

CC-P014 chr7 11080373 G C PHF14 EX12 missense NM_014660.3 NP_055475.2 c.2151G>C p.K717N | p.Lys717Asn AAAxACA + 9678 90 0 0% 130 20 13.30% NA. NA.

CC-P014 chr7 21882189 T A DNAH11 EX66 nonsense NM_003777.3 NP_003768.2 c.10740T>A p.C3580* | p.Cys3580* ATGxGAA + 8701 468 0 0% 397 24 5.70% NA. NA.

CC-P014 chr7 51261249 G A COBL EX3 nonsense NM_015198.3 NP_056013.2 c.283C>T p.Q95* | p.Gln95* TCTxAAG - 23242 302 0 0% 321 37 10.30% NA. NA.

CC-P014 chr7 81765993 C G CACNA2D1 IVS4 splice-3 NM_000722.2 NP_000713.2 c.355-1G>C . GCTxTAC - 781 488 0 0% 437 58 11.70% NA. NA.

CC-P014 chr7 94257543 C G SGCE EX3 missense NM_003919.2 NP_003910.1 c.361G>C p.E121Q | p.Glu121Gln TTTxAGC - 8910 487 0 0% 361 36 9% NA. NA.

CC-P014 chr7 95606880 G C DYNC1I1 EX7 missense NM_004411.4 NP_004402.1 c.598G>C p.E200Q | p.Glu200Gln CTGxAAA + 1780 98 0 0% 102 13 11.30% NA. NA.

CC-P014 chr7 117199688 C G CFTR EX11 missense NM_000492.3 NP_000483.3 c.1563C>G p.I521M | p.Ile521Met CATxAAA + 1080 295 0 0% 253 24 8.60% NA. NA.

CC-P014 chr8 196163 G A ZNF596 EX6E missense NM_001042416.1 NP_001035881.1 c.1316G>A p.R439K | p.Arg439Lys AGAxAAC + 169270 181 0 0% 224 14 5.80% NA. NA.

CC-P014 chr8 26227780 G T PPP2R2A EX10E missense NM_001177591.1 NP_001171062.1 c.1225G>T p.A409S | p.Ala409Ser TGTxCAA + 5520 124 0 0% 158 18 10.20% NA. NA.

CC-P014 chr8 77767525 G A ZFHX4 EX10 missense NM_024721.4 NP_078997.4 c.8368G>A p.E2790K | p.Glu2790Lys GCTxAGG + 79776 96 0 0% 95 14 12.80% NA. NA.

CC-P014 chr8 77767741 G C ZFHX4 EX10 missense NM_024721.4 NP_078997.4 c.8584G>C p.D2862H | p.Asp2862His GATxACA + 79776 181 0 0% 220 14 5.90% NA. NA.

CC-P014 chr8 97285540 C T PTDSS1 EX2 missense NM_014754.1 NP_055569.1 c.193C>T p.P65S | p.Pro65Ser GTTxCAG + 9791 83 0 0% 80 11 12% NA. NA.

CC-P014 chr8 113649207 G A CSMD3 EX22 missense NM_198123.1 NP_937756.1 c.3554C>T p.P1185L | p.Pro1185Leu CCAxGAT - 114788 61 1 1.60% 46 7 13.20% NA. NA.

CC-P014 chr8 144650867 G T C8orf73 EX10 nonsense NM_001100878.1 NP_001094348.1 c.1499C>A p.S500* | p.Ser500* GCCxAGG - 642475 26 0 0% 36 6 14.20% NA. NA.

CC-P014 chr9 16436082 C A BNC2 EX6 nonsense NM_017637.5 NP_060107.3 c.2110G>T p.E704* | p.Glu704* TTTxAGT - 54796 348 0 0% 376 38 9.10% NA. NA.

CC-P014 chr9 27949805 C T LINGO2 EX7E missense NM_152570.2 NP_689783.1 c.865G>A p.E289K | p.Glu289Lys CTTxAAT - 158038 102 0 0% 119 21 15% NA. NA.

CC-P014 chr9 74975107 G C ZFAND5 EX4 nonsense NM_001102420.1 NP_001095890.1 c.182C>G p.S61* | p.Ser61* TCTxAGG - 7763 362 0 0% 398 24 5.60% NA. NA.

CC-P014 chr9 113166633 C G SVEP1 EX39 missense NM_153366.3 NP_699197.3 c.9640G>C p.E3214Q | p.Glu3214Gln CCTxAAA - 79987 184 0 0% 141 18 11.30% NA. NA.

CC-P014 chr9 115422333 A G KIAA1958 EX4E missense NM_133465.2 NP_597722.1 c.2135A>G p.H712R | p.His712Arg CCCxCAG + 158405 109 1 0.90% 108 13 10.70% NA. NA.

CC-P014 chr9 136507505 C G DBH EX3 missense NM_000787.3 NP_000778.3 c.663C>G p.I221M | p.Ile221Met TATxCAG + 1621 108 0 0% 121 14 10.30% NA. NA.

CC-P014 chr9 139273665 C A SNAPC4 EX21 nonsense NM_003086.2 NP_003077.2 c.2614G>T p.E872* | p.Glu872* GCTxCAC - 6621 54 0 0% 105 16 13.20% NA. NA.

CC-P014 chr10 6263479 G T PFKFB3 EX9 nonsense NM_004566.3 NP_004557.1 c.967G>T p.E323* | p.Glu323* AATxAGA + 5209 162 0 0% 134 26 16.20% NA. NA.

CC-P014 chr10 91196029 A G SLC16A12 EX7 missense NM_213606.3 NP_998771.3 c.1076T>C p.M359T | p.Met359Thr TCCxTTC - 387700 203 0 0% 200 23 10.30% NA. NA.

CC-P014 chr10 102709875 G A FAM178A EX16 missense NM_001136123.1 NP_001129595.1 c.3163G>A p.D1055N | p.Asp1055Asn TCTxATT + 55719 103 0 0% 103 24 18.80% NA. NA.

CC-P014 chr10 128788854 G C DOCK1 EX5 missense NM_001380.3 NP_001371.1 c.460G>C p.D154H | p.Asp154His ATTxATT + 1793 231 0 0% 221 40 15.30% NA. NA.

CC-P014 chr11 498509 G A RNH1 EX8 nonsense NM_002939.3 NP_002930.2 c.904C>T p.R302* | p.Arg302* GTCxGGC - 6050 56 0 0% 44 5 10.20% NA. NA.

CC-P014 chr11 3687600 C T CHRNA10 EX5E missense NM_020402.2 NP_065135.2 c.1090G>A p.E364K | p.Glu364Lys ACTxAGG - 57053 88 0 0% 47 14 22.90% NA. NA.

CC-P014 chr11 3845149 G C PGAP2 EX5 missense NM_001256236.1 NP_001243165.1 c.556G>C p.G186R | p.Gly186Arg ATCxGCG + 27315 185 0 0% 144 25 14.70% NA. NA.

CC-P014 chr11 33350063 G C HIPK3 EX3 missense NM_005734.3 NP_005725.3 c.1105G>C p.E369Q | p.Glu369Gln CCAxAGA + 10114 262 0 0% 144 23 13.70% NA. NA.

CC-P014 chr11 33583261 G A KIAA1549L EX7 missense NM_012194.2 NP_036326.2 c.3167G>A p.R1056K | p.Arg1056Lys CCAxAGA + 25758 96 0 0% 83 44 34.60% Sanger somatic

CC-P014 chr11 62293172 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.8717G>C p.G2906A | p.Gly2906Ala AAGxCAG - 79026 254 2 0.70% 306 26 7.80% NA. NA.

CC-P014 chr11 62298901 C G AHNAK EX5E missense NM_001620.1 NP_001611.1 c.2988G>C p.L996F | p.Leu996Phe CTTxAAG - 79026 204 0 0% 353 21 5.60% NA. NA.

CC-P014 chr11 62489335 C G HNRNPUL2 EX8 missense NM_001079559.2 NP_001073027.1 c.1439G>C p.R480T | p.Arg480Thr TATxTTT - 221092 226 0 0% 285 23 7.40% NA. NA.

CC-P014 chr11 64888469 C G FAU EX4 missense NM_001997.4 NP_001988.1 c.260G>C p.R87T | p.Arg87Thr CCTxTCA - 2197 244 0 0% 243 36 12.90% NA. NA.

CC-P014 chr11 66190365 C A NPAS4 EX4 missense NM_178864.3 NP_849195.2 c.651C>A p.F217L | p.Phe217Leu GTTxCAG + 266743 232 0 0% 259 20 7.10% NA. NA.

CC-P014 chr11 85733476 C G PICALM EX4 missense NM_001206947.1 NP_001193876.1 c.233G>C p.R78T | p.Arg78Thr TATxTAC - 8301 197 0 0% 270 29 9.60% NA. NA.

CC-P014 chr11 89769111 G A TRIM49C EX4 missense NM_001195234.1 NP_001182163.1 c.467G>A p.R156K | p.Arg156Lys ACAxAAA + 642612 462 0 0% 76 16 17.30% NA. NA.

CC-P014 chr11 94277903 G C FUT4 EX1E missense NM_002033.3 NP_002024.1 c.604G>C p.D202H | p.Asp202His CGCxATA + 2526 123 0 0% 140 14 9% NA. NA.

CC-P014 chr11 100846835 G T ARHGAP42 EX20 nonsense NM_152432.2 NP_689645.2 c.1903G>T p.E635* | p.Glu635* ATTxAGT + 143872 172 0 0% 448 37 7.60% NA. NA.

CC-P014 chr11 105804611 G A GRIA4 EX14 missense NM_000829.3 NP_000820.3 c.2210G>A p.R737Q | p.Arg737Gln AGCxAAA + 2893 109 0 0% 44 39 46.90% NA. NA.

CC-P014 chr12 27832928 G C PPFIBP1 EX20 missense NM_177444.2 NP_803193.2 c.1847G>C p.R616T | p.Arg616Thr AAAxAGG + 8496 62 0 0% 67 13 16.20% NA. NA.

CC-P014 chr12 29502990 T C ERGIC2 EX9 missense NM_016570.2 NP_057654.2 c.584A>G p.H195R | p.His195Arg GGAxGTG - 51290 121 0 0% 153 13 7.80% NA. NA.

CC-P014 chr12 53227630 G A KRT79 EX1 missense NM_175834.2 NP_787028.1 c.415C>T p.R139C | p.Arg139Cys TGCxCAC - 338785 179 0 0% 113 22 16.20% NA. NA.

CC-P014 chr12 53723062 G A SP7 EX2E missense NM_152860.1 NP_690599.1 c.164C>T p.S55L | p.Ser55Leu GCTxAAA - 121340 162 0 0% 184 17 8.40% NA. NA.

CC-P014 chr12 54971094 G C PDE1B EX15 missense NM_000924.3 NP_000915.1 c.1593G>C p.Q531H | p.Gln531His CCAxAAT + 5153 152 0 0% 121 15 11% NA. NA.

CC-P014 chr12 56811539 C G TIMELESS EX29E missense NM_003920.3 NP_003911.2 c.3588G>C p.K1196N | p.Lys1196Asn CTTxTTT - 8914 247 0 0% 209 41 16.40% NA. NA.

CC-P014 chr12 109835596 G A MYO1H EX4 missense NM_001101421.3 NP_001094891.3 c.501G>A p.M167I | p.Met167Ile CATxGAT + 283446 75 0 0% 55 18 24.60% NA. NA.

CC-P014 chr13 37607707 C G FAM48A EX10 missense NM_001014286.2 NP_001014308.2 c.586G>C p.E196Q | p.Glu196Gln TCTxAAG - 55578 128 0 0% 88 30 25.40% NA. NA.

CC-P014 chr13 39540963 C G STOML3 EX7E stop-loss NM_145286.2 NP_660329.1 c.875G>C p.*292Sfs*? | p.*292Serfs*? CCTxAGG - 161003 215 0 0% 139 35 20.10% NA. NA.

CC-P014 chr13 77656064 G C MYCBP2 EX64 missense NM_015057.4 NP_055872.4 c.11101C>G p.H3701D | p.His3701Asp TGTxATG - 23077 164 0 0% 136 16 10.50% NA. NA.

CC-P014 chr13 99540738 G A DOCK9 EX17 missense NM_015296.2 NP_056111.1 c.1856C>T p.T619M | p.Thr619Met AACxTGA - 23348 223 0 0% 203 79 28% NA. NA.

CC-P014 chr13 110829348 C T COL4A1 EX34 missense NM_001845.4 NP_001836.2 c.2753G>A p.G918E | p.Gly918Glu TCTxCCC - 1282 215 0 0% 204 30 12.80% Sanger somatic

CC-P014 chr14 20182040 C A OR11H2 EX2E missense NM_001197287.1 NP_001184216.1 c.36G>T p.M12I | p.Met12Ile ATTxATT - 79334 173 0 0% 90 116 56.30% NA. NA.

CC-P014 chr14 20344981 C G OR4K2 EX1E missense NM_001005501.1 NP_001005501.1 c.555C>G p.F185L | p.Phe185Leu GTTxCAG + 390431 371 0 0% 455 24 5% NA. NA.

CC-P014 chr14 35280172 C T BAZ1A EX5 missense NM_013448.2 NP_038476.2 c.607G>A p.E203K | p.Glu203Lys ACTxATG - 11177 278 0 0% 248 24 8.80% NA. NA.

CC-P014 chr14 50141133 G C POLE2 EX4 missense NM_002692.3 NP_002683.2 c.258C>G p.F86L | p.Phe86Leu ATTxAAA - 5427 138 0 0% 262 30 10.20% NA. NA.

CC-P014 chr14 64469741 G C SYNE2 EX30 missense NM_182914.2 NP_878918.2 c.4090G>C p.E1364Q | p.Glu1364Gln AAAxAGG + 23224 187 0 0% 199 22 9.90% NA. NA.

CC-P014 chr14 93708951 C G BTBD7 EX11E missense NM_001002860.2 NP_001002860.2 c.3067G>C p.E1023Q | p.Glu1023Gln GCTxATT - 55727 145 0 0% 228 16 6.50% NA. NA.

CC-P014 chr14 103805540 C G EIF5 EX9 missense NM_001969.4 NP_001960.2 c.776C>G p.S259C | p.Ser259Cys CATxTGA + 1983 352 0 0% 374 24 6% NA. NA.

CC-P014 chr14 103806878 G C EIF5 EX11 missense NM_001969.4 NP_001960.2 c.1186G>C p.D396H | p.Asp396His GAAxATG + 1983 143 0 0% 115 18 13.50% NA. NA.

CC-P014 chr14 104202369 C A PPP1R13B EX16 nonsense NM_015316.2 NP_056131.2 c.3202G>T p.E1068* | p.Glu1068* CCTxCCG - 23368 79 0 0% 69 15 17.80% NA. NA.

CC-P014 chr14 105452865 G C C14orf79 EX1 missense NM_174891.3 NP_777551.2 c.97G>C p.D33H | p.Asp33His AGTxATG + 122616 66 0 0% 26 19 42.20% NA. NA.

CC-P014 chr15 41853834 G C TYRO3 EX3 missense NM_006293.3 NP_006284.2 c.406G>C p.E136Q | p.Glu136Gln GTAxAAG + 7301 73 0 0% 46 11 19.20% NA. NA.

CC-P014 chr15 42165718 G C SPTBN5 EX26 missense NM_016642.2 NP_057726.3 c.4874C>G p.A1625G | p.Ala1625Gly GTGxCTG - 51332 52 1 1.80% 45 5 10% NA. NA.

CC-P014 chr15 45007645 C G B2M EX2 nonsense NM_004048.2 NP_004039.1 c.92C>G p.S31* | p.Ser31* ACTxACG + 567 186 0 0% 141 33 18.90% NA. NA.

CC-P014 chr15 57734587 G A CGNL1 EX5 missense NM_001252335.1 NP_001239264.1 c.1714G>A p.D572N | p.Asp572Asn GACxATG + 84952 210 0 0% 244 27 9.90% Sanger somatic

CC-P014 chr16 1397545 G A BAIAP3 IVS29 splice-3 NM_003933.4 NP_003924.2 c.2929-1G>A . GCAxAGG + 8938 62 0 0% 48 7 12.70% NA. NA.

CC-P014 chr16 1412113 C G GNPTG EX6 missense NM_032520.4 NP_115909.1 c.392C>G p.S131C | p.Ser131Cys GTTxCCG + 84572 121 0 0% 175 15 7.80% NA. NA.

CC-P014 chr16 2813533 C G SRRM2 EX11 missense NM_016333.3 NP_057417.3 c.3004C>G p.Q1002E | p.Gln1002Glu GCCxAAA + 23524 34 0 0% 34 5 12.80% NA. NA.

CC-P014 chr16 3807878 G C CREBBP EX18 missense NM_004380.2 NP_004371.2 c.3541C>G p.L1181V | p.Leu1181Val CAAxCTT - 1387 360 0 0% 352 28 7.30% NA. NA.

CC-P014 chr16 15790647 C T NDE1 EX9 missense NM_001143979.1 NP_001137451.1 c.877C>T p.R293W | p.Arg293Trp GGGxGGA + 54820 352 0 0% 309 93 23.10% NA. NA.

CC-P014 chr16 31153115 A T PRSS36 EX11 missense NM_173502.4 NP_775773.2 c.1688T>A p.L563Q | p.Leu563Gln GCTxGCT - 146547 43 0 0% 57 9 13.60% NA. NA.

CC-P014 chr16 53524084 C T RBL2 EX22E missense NM_005611.3 NP_005602.3 c.3292C>T p.P1098S | p.Pro1098Ser ACTxCTA + 5934 249 0 0% 407 32 7.20% NA. NA.

CC-P014 chr16 53686688 G C RPGRIP1L EX15 missense NM_015272.2 NP_056087.2 c.1911C>G p.F637L | p.Phe637Leu ATAxAAA - 23322 406 0 0% 438 38 7.90% NA. NA.

CC-P014 chr16 67409211 C G LRRC36 EX10 missense NM_018296.5 NP_060766.5 c.1556C>G p.S519C | p.Ser519Cys TCTxTGC + 55282 39 0 0% 39 7 15.20% NA. NA.

CC-P014 chr16 67702237 G C C16orf86 EX4E missense NM_001012984.2 NP_001013002.2 c.688G>C p.G230R | p.Gly230Arg GGAxGTG + 388284 92 0 0% 96 13 11.90% NA. NA.

CC-P014 chr16 71783865 C T AP1G1 EX16 missense NM_001030007.1 NP_001025178.1 c.1438G>A p.A480T | p.Ala480Thr ATGxAGC - 164 181 0 0% 294 26 8.10% NA. NA.

CC-P014 chr16 87960484 C G CA5A EX2 missense NM_001739.1 NP_001730.1 c.210G>C p.Q70H | p.Gln70His CCAxTGG - 763 118 0 0% 147 33 18.30% NA. NA.

CC-P014 chr17 3030507 G T OR1G1 EX1E missense NM_003555.1 NP_003546.1 c.339C>A p.F113L | p.Phe113Leu GAGxAAT - 8390 147 0 0% 168 16 8.60% NA. NA.

CC-P014 chr17 27085327 C G FAM222B EX4E missense NM_018182.2 NP_060652.2 c.1650G>C p.E550D | p.Glu550Asp ACTxTCT - 55731 204 0 0% 158 18 10.20% NA. NA.

CC-P014 chr17 29161556 G C ATAD5 EX2 missense NM_024857.3 NP_079133.3 c.457G>C p.E153Q | p.Glu153Gln GTGxAAA + 79915 197 0 0% 131 13 9% NA. NA.

CC-P014 chr17 35445952 C A ACACA EX59 nonsense NM_198839.1 NP_942136.1 c.6838G>T p.E2280* | p.Glu2280* CCTxTGT - 31 381 0 0% 275 68 19.80% NA. NA.

CC-P014 chr17 40343157 T G GHDC EX6 missense NM_032484.4 NP_115873.1 c.961A>C p.I321L | p.Ile321Leu CGAxAAA - 84514 24 0 0% 33 6 15.30% NA. NA.

CC-P014 chr17 41108271 C G PTGES3L-AARSD1 EX11 missense NM_001136042.2 NP_001129514.2 c.1135G>C p.D379H | p.Asp379His AATxAAC - 100885850 226 0 0% 269 19 6.50% NA. NA.

CC-P014 chr17 41108271 C G AARSD1 EX6 missense NM_001261434.1 NP_001248363.1 c.613G>C p.D205H | p.Asp205His AATxAAC - 80755 226 0 0% 269 19 6.50% NA. NA.

CC-P014 chr17 42248246 G A ASB16 EX1 missense NM_080863.4 NP_543139.4 c.89G>A p.R30Q | p.Arg30Gln GGCxGGC + 92591 199 0 0% 205 58 22% NA. NA.

CC-P014 chr17 43316402 C G FMNL1 EX11 missense NM_005892.3 NP_005883.2 c.1050C>G p.F350L | p.Phe350Leu GTTxACC + 752 197 0 0% 146 23 13.60% NA. NA.

CC-P014 chr17 46622258 C G HOXB2 EX1 missense NM_002145.3 NP_002136.1 c.16G>C p.E6Q | p.Glu6Gln TCTxAAA - 3212 133 0 0% 127 19 13% NA. NA.

CC-P014 chr17 58144882 G A HEATR6 EX8 missense NM_022070.4 NP_071353.4 c.1151C>T p.S384L | p.Ser384Leu GATxAGG - 63897 417 0 0% 409 54 11.60% NA. NA.

CC-P014 chr17 71427770 G A SDK2 EX11 missense NM_001144952.1 NP_001138424.1 c.1351C>T p.R451C | p.Arg451Cys AGCxAGG - 54549 56 0 0% 51 11 17.70% NA. NA.

CC-P014 chr17 79426287 T G BAHCC1 EX21 missense NM_001080519.2 NP_001073988.2 c.5729T>G p.I1910S | p.Ile1910Ser GCAxCGT + 57597 36 0 0% 40 5 11.10% NA. NA.

CC-P014 chr18 6964746 C T LAMA1 EX51 missense NM_005559.3 NP_005550.2 c.7252G>A p.E2418K | p.Glu2418Lys TCTxGCC - 284217 93 0 0% 109 15 12% Sanger somatic

CC-P014 chr18 9258216 G A ANKRD12 EX9 missense NM_015208.4 NP_056023.3 c.4951G>A p.D1651N | p.Asp1651Asn TCTxATT + 23253 138 0 0% 162 22 11.90% NA. NA.

CC-P014 chr18 13666586 C G FAM210A EX5E missense NM_001098801.1 NP_001092271.1 c.712G>C p.E238Q | p.Glu238Gln TCTxTTC - 125228 263 0 0% 227 37 14% NA. NA.



CC-P014 chr18 33718832 G C ELP2 EX5 missense NM_001242875.1 NP_001229804.1 c.520G>C p.D174H | p.Asp174His ACTxATG + 55250 139 0 0% 183 17 8.50% NA. NA.

CC-P014 chr18 55247405 G C FECH EX2 missense NM_001012515.2 NP_001012533.1 c.94C>G p.Q32E | p.Gln32Glu GCTxACA - 2235 203 0 0% 178 69 27.90% NA. NA.

CC-P014 chr19 2877384 G C ZNF556 EX4E missense NM_024967.1 NP_079243.1 c.428G>C p.S143T | p.Ser143Thr CTAxTGT + 80032 169 1 0.50% 261 51 16.30% NA. NA.

CC-P014 chr19 11832774 C G ZNF823 EX4E missense NM_001080493.2 NP_001073962.1 c.1575G>C p.K525N | p.Lys525Asn TGGxTTC - 55552 215 2 0.90% 215 13 5.70% NA. NA.

CC-P014 chr19 18330190 C G PDE4C EX9 missense NM_000923.4 NP_000914.2 c.820G>C p.E274Q | p.Glu274Gln GCTxCAC - 5143 105 0 0% 65 27 29.30% NA. NA.

CC-P014 chr19 19905488 C A ZNF506 EX4E missense NM_001099269.2 NP_001092739.1 c.1208G>T p.G403V | p.Gly403Val TTGxCAC - 440515 238 1 0.40% 262 16 5.70% NA. NA.

CC-P014 chr19 33792245 C G CEBPA EX1E stop-loss NM_004364.3 NP_004355.2 c.1076G>C p.*359Sfs*? | p.*359Serfs*? CCTxACG - 1050 90 0 0% 104 19 15.40% NA. NA.

CC-P014 chr19 42861669 G C MEGF8 EX27 missense NM_001410.2 NP_001401.2 c.4743G>C p.Q1581H | p.Gln1581His GCAxCTG + 1954 114 0 0% 111 14 11.20% NA. NA.

CC-P014 chr19 45997805 C G RTN2 EX3 missense NM_005619.4 NP_005610.1 c.538G>C p.E180Q | p.Glu180Gln TCTxCAA - 6253 202 0 0% 227 15 6.10% NA. NA.

CC-P014 chr19 56413527 G C NLRP13 EX9 nonsense NM_176810.2 NP_789780.2 c.2663C>G p.S888* | p.Ser888* TCTxACA - 126204 317 0 0% 260 24 8.40% NA. NA.

CC-P014 chr20 30534353 C G PDRG1 EX4 missense NM_030815.2 NP_110442.1 c.265G>C p.E89Q | p.Glu89Gln TTTxTAT - 81572 281 0 0% 234 52 18.10% NA. NA.

CC-P014 chr20 39991461 C G EMILIN3 EX4E missense NM_052846.1 NP_443078.1 c.748G>C p.E250Q | p.Glu250Gln TCTxGTC - 90187 181 0 0% 203 25 10.90% NA. NA.

CC-P014 chr20 61525181 C A DIDO1 EX12 missense NM_033081.2 NP_149072.2 c.2938G>T p.A980S | p.Ala980Ser AGGxCAC - 11083 51 1 1.90% 60 7 10.40% NA. NA.

CC-P014 chr21 30715023 C G BACH1 EX5E missense NM_001186.2 NP_001177.1 c.2080C>G p.R694G | p.Arg694Gly GCGxGAG + 571 33 0 0% 64 13 16.80% NA. NA.

CC-P014 chr21 41032700 G C B3GALT5 EX4E missense NM_033171.1 NP_149361.1 c.214G>C p.E72Q | p.Glu72Gln GCTxAGC + 10317 195 0 0% 171 16 8.50% NA. NA.

CC-P014 chr22 20937167 C A MED15 EX11 missense NM_001003891.1 NP_001003891.1 c.1450C>A p.P484T | p.Pro484Thr AGCxCCT + 51586 29 0 0% 39 6 13.30% NA. NA.

CC-P014 chr22 50615367 G C PANX2 IVS1 splice-3 NM_052839.3 NP_443071.2 c.227-1G>C . CCAxAGG + 56666 28 0 0% 22 5 18.50% NA. NA.

CC-P014 chr22 50655553 C T SELO EX8 missense NM_031454.1 NP_113642.1 c.1841C>T p.S614L | p.Ser614Leu TCTxAGA + 83642 154 0 0% 182 14 7.10% NA. NA.

CC-P014 chrX 16608933 C T CTPS2 EX18 missense NM_001144002.1 NP_001137474.1 c.1744G>A p.E582K | p.Glu582Lys ACTxAGC - 56474 337 0 0% 263 104 28.30% NA. NA.

CC-P014 chrX 18646567 G A CDKL5 EX18 missense NM_003159.2 NP_003150.1 c.2573G>A p.R858H | p.Arg858His CCCxCTT + 6792 59 0 0% 67 20 22.90% NA. NA.

CC-P014 chrX 49113449 C A FOXP3 EX5 nonsense NM_014009.3 NP_054728.2 c.475G>T p.E159* | p.Glu159* ATTxCAG - 50943 79 0 0% 54 15 21.70% NA. NA.

CC-P014 chrX 49138497 C G PPP1R3F EX3 missense NM_033215.4 NP_149992.3 c.1114C>G p.L372V | p.Leu372Val CCTxTCC + 89801 146 0 0% 145 31 17.60% NA. NA.

CC-P014 chrX 148585737 T A IDS EX2 missense NM_000202.5 NP_000193.1 c.190A>T p.I64F | p.Ile64Phe CAAxATT - 3423 94 0 0% 94 18 16% NA. NA.

CC-P014 chrX 150828248 G A PASD1 EX10 missense NM_173493.2 NP_775764.2 c.781G>A p.D261N | p.Asp261Asn GTAxATT + 139135 304 0 0% 235 29 10.90% NA. NA.

CC-P015 chr1 12009881 G A PLOD1 EX3 missense NM_000302.3 NP_000293.2 c.220G>A p.G74R | p.Gly74Arg GGTxGAG + 5351 72 0 0% 53 9 14.50% NA. NA.

CC-P015 chr1 15598820 C T FHAD1 EX3 missense NM_052929.1 NP_443161.1 c.95C>T p.S32F | p.Ser32Phe AGTxTCC + 114827 319 0 0% 259 129 33.20% NA. NA.

CC-P015 chr1 25254089 G A RUNX3 EX3 missense NM_001031680.2 NP_001026850.1 c.457C>T p.R153C | p.Arg153Cys AGCxAAG - 864 144 0 0% 81 64 44.10% NA. NA.

CC-P015 chr1 64038143 C T EFCAB7 EX14E nonsense NM_032437.2 NP_115813.2 c.1846C>T p.R616* | p.Arg616* GAAxGAC + 84455 38 0 0% 68 23 25.20% NA. NA.

CC-P015 chr1 89582834 C A GBP2 EX6 missense NM_004120.3 NP_004111.2 c.709G>T p.D237Y | p.Asp237Tyr AATxGAA - 2634 35 0 0% 23 15 39.40% NA. NA.

CC-P015 chr1 117556111 A T CD101 EX4 missense NM_004258.4 NP_004249.2 c.925A>T p.S309C | p.Ser309Cys AGCxGTG + 9398 131 0 0% 73 27 27% NA. NA.

CC-P015 chr1 179023681 G A FAM20B EX4 missense NM_014864.3 NP_055679.1 c.482G>A p.R161Q | p.Arg161Gln ACCxAGC + 9917 214 0 0% 151 75 33.10% NA. NA.

CC-P015 chr1 230846287 C T AGT EX2 missense NM_000029.3 NP_000020.1 c.310G>A p.A104T | p.Ala104Thr TTGxGGC - 183 64 0 0% 81 18 18.10% NA. NA.

CC-P015 chr1 237754064 C T RYR2 EX31 missense NM_001035.2 NP_001026.2 c.3932C>T p.A1311V | p.Ala1311Val GCGxGGA + 6262 316 1 0.30% 215 40 15.60% NA. NA.

CC-P015 chr1 248263007 A T OR2L13 EX3E missense NM_175911.2 NP_787107.1 c.330A>T p.E110D | p.Glu110Asp TGAxGGC + 284521 395 0 0% 447 28 5.80% NA. NA.

CC-P015 chr2 116510776 G A DPP10 EX11 nonsense NM_001178034.1 NP_001171505.1 c.989G>A p.W330* | p.Trp330* AATxGGT + 57628 92 0 0% 92 30 24.50% NA. NA.

CC-P015 chr2 136562512 T A LCT EX10 missense NM_002299.2 NP_002290.2 c.4289A>T p.H1430L | p.His1430Leu TTGxGAT - 3938 497 0 0% 362 107 22.80% NA. NA.

CC-P015 chr2 179572388 A G TTN EX100 missense NM_001267550.1 NP_001254479.1 c.28906T>C p.C9636R | p.Cys9636Arg TGCxTCT - 7273 196 0 0% 245 43 14.90% NA. NA.

CC-P015 chr2 207620072 C T MDH1B EX5 missense NM_001039845.1 NP_001034934.1 c.571G>A p.V191I | p.Val191Ile GGAxGGG - 130752 430 1 0.20% 218 89 28.90% NA. NA.

CC-P015 chr2 220022342 C T NHEJ1 EX3 missense NM_024782.2 NP_079058.1 c.242G>A p.R81H | p.Arg81His GGGxGAA - 79840 85 0 0% 79 22 21.70% NA. NA.

CC-P015 chr3 39229285 C T XIRP1 EX2E missense NM_194293.2 NP_919269.2 c.1652G>A p.R551Q | p.Arg551Gln CACxGAG - 165904 58 0 0% 38 20 34.40% NA. NA.

CC-P015 chr3 126748890 C T PLXNA1 EX27 missense NM_032242.3 NP_115618.3 c.5044C>T p.R1682W | p.Arg1682Trp ACAxGGC + 5361 56 0 0% 47 21 30.80% NA. NA.

CC-P015 chr4 48106968 A G TXK EX6 missense NM_003328.2 NP_003319.2 c.451T>C p.Y151H | p.Tyr151His GGTxCCA - 7294 178 0 0% 134 55 29.10% NA. NA.

CC-P015 chr4 62936207 C G LPHN3 EX23E missense NM_015236.4 NP_056051.2 c.3991C>G p.P1331A | p.Pro1331Ala CTGxCCC + 23284 199 1 0.50% 280 15 5% NA. NA.

CC-P015 chr4 78079741 G A CCNG2 EX2 missense NM_004354.2 NP_004345.1 c.56G>A p.G19E | p.Gly19Glu TCGxGTT + 901 141 0 0% 88 50 36.20% NA. NA.

CC-P015 chr4 149356521 C G NR3C2 EX2 missense NM_000901.4 NP_000892.2 c.1492G>C p.D498H | p.Asp498His CATxTGG - 4306 229 0 0% 139 62 30.80% NA. NA.

CC-P015 chr6 30995042 G T MUC22 EX3 missense NM_001198815.1 NP_001185744.1 c.1834G>T p.G612C | p.Gly612Cys ATGxGCT + 100507679 36 0 0% 26 15 36.50% NA. NA.

CC-P015 chr6 70034825 T A BAI3 EX21 missense NM_001704.2 NP_001695.1 c.2876T>A p.V959D | p.Val959Asp GGGxTTT + 577 143 0 0% 97 36 27% NA. NA.

CC-P015 chr6 88854832 C G CNR1 EX4E missense NM_001160258.1 NP_001153730.1 c.162G>C p.R54S | p.Arg54Ser TCCxCTA - 1268 399 0 0% 222 62 21.80% NA. NA.

CC-P015 chr6 105733376 C T PREP EX12 missense NM_002726.4 NP_002717.3 c.1534G>A p.E512K | p.Glu512Lys TCTxTCC - 5550 149 0 0% 127 24 15.80% NA. NA.

CC-P015 chr6 135776913 G A AHI1 EX10 nonsense NM_001134831.1 NP_001128303.1 c.1303C>T p.R435* | p.Arg435* CTCxAAG - 54806 56 0 0% 29 31 51.60% NA. NA.

CC-P015 chr6 161143514 A T PLG EX10 missense NM_000301.3 NP_000292.1 c.1171A>T p.T391S | p.Thr391Ser TCCxCCA + 5340 301 0 0% 229 13 5.30% NA. NA.

CC-P015 chr7 299800 G A FAM20C EX10E missense NM_020223.3 NP_064608.2 c.1609G>A p.V537M | p.Val537Met CCCxTGC + 56975 102 0 0% 80 31 27.90% NA. NA.

CC-P015 chr7 12254617 T C TMEM106B EX3 missense NM_018374.3 NP_060844.2 c.181T>C p.C61R | p.Cys61Arg ACCxGCC + 54664 40 0 0% 43 5 10.40% NA. NA.

CC-P015 chr7 75877592 G A SRRM3 EX3 missense NM_001110199.1 NP_001103669.1 c.320G>A p.R107Q | p.Arg107Gln ACCxGCC + 222183 57 0 0% 32 28 46.60% NA. NA.

CC-P015 chr8 37697139 C T GPR124 EX16 missense NM_032777.9 NP_116166.9 c.2510C>T p.A837V | p.Ala837Val AGGxGGT + 25960 47 0 0% 24 5 17.20% NA. NA.

CC-P015 chr8 56015556 G A XKR4 EX1 missense NM_052898.1 NP_443130.1 c.508G>A p.D170N | p.Asp170Asn CACxATT + 114786 233 0 0% 154 43 21.80% NA. NA.

CC-P015 chr8 113353817 G A CSMD3 EX42 missense NM_198123.1 NP_937756.1 c.6541C>T p.L2181F | p.Leu2181Phe TAAxCCG - 114788 139 0 0% 138 31 18.30% NA. NA.

CC-P015 chr9 84200480 C G TLE1 EX18 missense NM_005077.3 NP_005068.2 c.2068G>C p.D690H | p.Asp690His TGTxAGG - 7088 70 0 0% 53 20 27.30% NA. NA.

CC-P015 chr9 103054677 G A INVS EX14 missense NM_014425.3 NP_055240.2 c.2138G>A p.G713E | p.Gly713Glu ATGxAAG + 27130 137 0 0% 66 14 17.50% NA. NA.

CC-P015 chr9 140139854 T C FAM166A EX3 missense NM_001001710.1 NP_001001710.1 c.427A>G p.R143G | p.Arg143Gly TCCxGCC - 401565 57 0 0% 37 5 11.90% NA. NA.

CC-P015 chr10 73992800 G A ANAPC16 EX5E missense NM_001242546.1 NP_001229475.1 c.259G>A p.E87K | p.Glu87Lys GTAxAAG + 119504 156 0 0% 128 13 9.20% NA. NA.

CC-P015 chr11 1103808 G C MUC2 IVS49 splice-3 NM_002457.2 NP_002448.2 c.15194-1G>C . CCAxGCA + 4583 48 0 0% 43 5 10.40% NA. NA.

CC-P015 chr11 55595043 G A OR5L2 EX1E missense NM_001004739.1 NP_001004739.1 c.349G>A p.V117M | p.Val117Met GCCxTGA + 26338 118 0 0% 109 30 21.50% NA. NA.

CC-P015 chr11 63990913 G C FERMT3 EX15E missense NM_178443.2 NP_848537.1 c.1953G>C p.E651D | p.Glu651Asp GGAxCTG + 83706 109 0 0% 93 17 15.40% NA. NA.

CC-P015 chr11 65793460 G T CATSPER1 EX1 missense NM_053054.3 NP_444282.3 c.391C>A p.Q131K | p.Gln131Lys ATTxGGA - 117144 210 0 0% 202 29 12.50% NA. NA.

CC-P015 chr11 94759347 G T KDM4E EX1E missense NM_001161630.1 NP_001155102.1 c.626G>T p.W209L | p.Trp209Leu CTTxGTA + 390245 378 0 0% 209 68 24.50% NA. NA.

CC-P015 chr11 115088648 G A CADM1 EX6 missense NM_014333.3 NP_055148.3 c.785C>T p.A262V | p.Ala262Val AGCxCGT - 23705 178 0 0% 118 37 23.80% NA. NA.

CC-P015 chr11 125359415 C T FEZ1 EX2 missense NM_005103.4 NP_005094.1 c.259G>A p.V87M | p.Val87Met TCAxGGG - 9638 177 0 0% 62 51 45.10% NA. NA.

CC-P015 chr12 4919469 C T KCNA6 EX1 missense NM_002235.3 NP_002226.1 c.262C>T p.R88C | p.Arg88Cys GACxGCA + 3742 135 0 0% 286 88 23.50% NA. NA.

CC-P015 chr12 14767830 C G GUCY2C EX26 missense NM_004963.3 NP_004954.2 c.3018G>C p.Q1006H | p.Gln1006His TTTxTGG - 2984 46 0 0% 42 7 14.20% NA. NA.

CC-P015 chr12 42854165 G A PRICKLE1 EX8E missense NM_153026.2 NP_694571.2 c.1942C>T p.R648W | p.Arg648Trp GCCxGAT - 144165 163 0 0% 122 29 19.20% NA. NA.

CC-P015 chr12 108634186 G A WSCD2 EX8 missense NM_014653.2 NP_055468.2 c.1210G>A p.G404S | p.Gly404Ser AGCxGCC + 9671 110 0 0% 79 67 45.80% NA. NA.

CC-P015 chr12 109017645 C T SELPLG EX2E missense NM_001206609.1 NP_001193538.1 c.487G>A p.A163T | p.Ala163Thr CTGxCAG - 6404 55 0 0% 52 7 11.80% NA. NA.

CC-P015 chr12 113446914 G A OAS2 EX10 missense NM_016817.2 NP_058197.2 c.1918G>A p.E640K | p.Glu640Lys GCCxAAC + 4939 93 0 0% 48 31 39.20% NA. NA.

CC-P015 chr14 89161727 C G EML5 EX16 missense NM_183387.2 NP_899243.1 c.2416G>C p.G806R | p.Gly806Arg CTCxTTT - 161436 135 0 0% 85 15 15% NA. NA.

CC-P015 chr15 41794003 G A ITPKA EX3 missense NM_002220.2 NP_002211.1 c.757G>A p.D253N | p.Asp253Asn CTCxATG + 3706 32 0 0% 30 5 14.20% NA. NA.

CC-P015 chr15 43815678 G T MAP1A EX4 missense NM_002373.5 NP_002364.5 c.2007G>T p.E669D | p.Glu669Asp TGAxGAG + 4130 65 0 0% 72 18 20% NA. NA.

CC-P015 chr15 57555378 G A TCF12 EX18 missense NM_207037.1 NP_996920.1 c.1651G>A p.E551K | p.Glu551Lys GATxAAA + 6938 424 0 0% 209 96 31.40% NA. NA.

CC-P015 chr15 89398313 G C ACAN EX12 missense NM_013227.3 NP_037359.3 c.2497G>C p.E833Q | p.Glu833Gln TCAxAGG + 176 116 0 0% 119 17 12.50% NA. NA.

CC-P015 chr15 91500025 C A RCCD1 EX3 missense NM_033544.2 NP_291022.2 c.61C>A p.L21M | p.Leu21Met GAGxTGG + 91433 115 0 0% 64 60 48.30% NA. NA.

CC-P015 chr15 94841657 C T MCTP2 EX1 missense NM_018349.3 NP_060819.3 c.163C>T p.L55F | p.Leu55Phe GATxTCC + 55784 59 0 0% 73 11 13% NA. NA.

CC-P015 chr16 20634881 G A ACSM1 EX13E missense NM_052956.2 NP_443188.2 c.1661C>T p.S554L | p.Ser554Leu TCTxAGA - 116285 52 0 0% 34 33 49.20% NA. NA.

CC-P015 chr16 30581682 T C ZNF688 EX3E missense NM_145271.3 NP_660314.1 c.386A>G p.K129R | p.Lys129Arg TCCxTCA - 146542 58 0 0% 49 9 15.50% NA. NA.

CC-P015 chr16 31447557 A G ZNF843 EX2E missense NM_001136509.1 NP_001129981.1 c.614T>C p.F205S | p.Phe205Ser AGGxAGG - 283933 56 1 1.70% 50 7 12.20% NA. NA.

CC-P015 chr16 70908762 C T HYDIN EX63 missense NM_001270974.1 NP_001257903.1 c.10618G>A p.A3540T | p.Ala3540Thr ACGxGGT - 54768 127 0 0% 128 45 26% NA. NA.

CC-P015 chr16 89347102 A G ANKRD11 EX10 missense NM_001256182.1 NP_001243111.1 c.5848T>C p.W1950R | p.Trp1950Arg CCCxCTC - 29123 145 2 1.30% 158 14 8.10% NA. NA.

CC-P015 chr17 58980030 A T BCAS3 EX11 missense NM_001099432.1 NP_001092902.1 c.788A>T p.Q263L | p.Gln263Leu TTCxGTC + 54828 182 0 0% 149 17 10.20% NA. NA.

CC-P015 chr19 11534641 C T CCDC151 EX8 missense NM_145045.4 NP_659482.3 c.1021G>A p.A341T | p.Ala341Thr TGGxATG - 115948 66 0 0% 53 8 13.10% NA. NA.

CC-P015 chr19 12429911 C G ZNF563 EX4E missense NM_145276.2 NP_660319.1 c.928G>C p.E310Q | p.Glu310Gln ACTxATA - 147837 94 0 0% 86 12 12.20% NA. NA.

CC-P015 chr19 35651678 C G FXYD5 EX5 missense NM_144779.2 NP_659003.1 c.266C>G p.P89R | p.Pro89Arg ATCxAGA + 53827 72 0 0% 71 9 11.20% NA. NA.

CC-P015 chr19 38903439 C G RASGRP4 EX13 missense NM_170604.2 NP_733749.1 c.1553G>C p.R518T | p.Arg518Thr TCTxTGC - 115727 90 0 0% 80 14 14.80% NA. NA.

CC-P015 chr19 38934407 T C RYR1 EX5 missense NM_000540.2 NP_000531.2 c.395T>C p.F132S | p.Phe132Ser CCTxCGA + 6261 156 1 0.60% 76 10 11.60% NA. NA.

CC-P015 chr19 52887236 G A ZNF880 EX4E missense NM_001145434.1 NP_001138906.1 c.403G>A p.E135K | p.Glu135Lys GTCxAAA + 400713 129 0 0% 43 26 37.60% NA. NA.

CC-P015 chr19 55800986 C G BRSK1 EX4 missense NM_032430.1 NP_115806.1 c.456C>G p.I152M | p.Ile152Met CATxTGG + 84446 209 0 0% 234 22 8.50% NA. NA.

CC-P015 chr19 57723735 G A ZNF264 EX4E missense NM_003417.4 NP_003408.1 c.1270G>A p.E424K | p.Glu424Lys GGGxAGA + 9422 132 0 0% 306 39 11.30% NA. NA.

CC-P015 chr19 58596693 C T ZSCAN18 EX7E missense NM_001145542.1 NP_001139014.1 c.1060G>A p.A354T | p.Ala354Thr CCGxGGG - 65982 179 0 0% 226 115 33.70% NA. NA.

CC-P015 chr20 4680212 G A PRNP EX2E missense NM_000311.3 NP_000302.1 c.346G>A p.A116T | p.Ala116Thr GCTxCAG + 5621 128 0 0% 69 48 41% NA. NA.

CC-P015 chr20 33565848 C T MYH7B EX5 missense NM_020884.3 NP_065935.2 c.166C>T p.L56F | p.Leu56Phe TACxTCC + 57644 90 0 0% 96 50 34.20% NA. NA.

CC-P015 chr20 36768019 G C TGM2 EX9 missense NM_004613.2 NP_004604.2 c.1137C>G p.I379M | p.Ile379Met CTTxATG - 7052 174 0 0% 145 24 14.20% NA. NA.

CC-P015 chr20 46295086 C G SULF2 EX12 missense NM_001161841.1 NP_001155313.1 c.1723G>C p.D575H | p.Asp575His CATxTTG - 55959 61 0 0% 44 14 24.10% NA. NA.

CC-P015 chr20 47991241 C T KCNB1 EX2E missense NM_004975.2 NP_004966.1 c.856G>A p.V286M | p.Val286Met GCAxGCT - 3745 129 0 0% 123 62 33.50% NA. NA.

CC-P015 chr21 31744239 C A KRTAP13-2 EX1E missense NM_181621.3 NP_853652.1 c.293G>T p.G98V | p.Gly98Val GACxCAG - 337959 70 0 0% 46 20 30.30% NA. NA.

CC-P015 chr21 46596535 C T ADARB1 EX4 missense NM_015833.3 NP_056648.1 c.919C>T p.R307C | p.Arg307Cys TCTxGCC + 104 144 0 0% 161 33 17% NA. NA.

CC-P015 chrX 48123215 A G SSX1 IVS5 splice-3 NM_005635.2 NP_005626.1 c.331-2A>G . TAAxGAT + 6756 150 0 0% 69 35 33.60% NA. NA.

CC-P015 chrX 99931059 C T SYTL4 EX19E missense NM_080737.2 NP_542775.2 c.1982G>A p.R661H | p.Arg661His GAAxGGA - 94121 145 0 0% 93 82 46.80% NA. NA.

CC-P015 chrX 123554471 C T TENM1 EX24 missense NM_014253.3 NP_055068.2 c.4651G>A p.G1551R | p.Gly1551Arg TTCxATT - 10178 177 1 0.50% 103 18 14.80% NA. NA.

CC-P015 chrX 135288733 G A FHL1 EX3 missense NM_001449.4 NP_001440.2 c.142G>A p.G48S | p.Gly48Ser ATCxGTG + 2273 244 0 0% 185 33 15.10% NA. NA.

CC-P015 chrX 144904839 C T SLITRK2 EX5E missense NM_032539.4 NP_115928.1 c.896C>T p.P299L | p.Pro299Leu CTCxGAA + 84631 210 0 0% 142 107 42.90% NA. NA.

CC-P016 chr1 9416141 A G SPSB1 EX2 missense NM_025106.3 NP_079382.2 c.191A>G p.N64S | p.Asn64Ser TCAxTGT + 80176 46 0 0% 31 16 34% NA. NA.

CC-P016 chr1 16531884 C T ARHGEF19 EX10 missense NM_153213.3 NP_694945.2 c.1618G>A p.E540K | p.Glu540Lys CTTxGTC - 128272 179 0 0% 121 66 35.20% NA. NA.

CC-P016 chr1 36755134 G A THRAP3 EX5 missense NM_005119.3 NP_005110.2 c.1514G>A p.G505D | p.Gly505Asp GGGxCAA + 9967 31 0 0% 43 6 12.20% NA. NA.

CC-P016 chr2 43657416 G C THADA EX27 missense NM_001083953.1 NP_001077422.1 c.3862C>G p.R1288G | p.Arg1288Gly AACxAGA - 63892 244 0 0% 203 57 21.90% NA. NA.

CC-P016 chr2 109380071 A G RANBP2 EX20 missense NM_006267.4 NP_006258.3 c.3076A>G p.T1026A | p.Thr1026Ala ACAxCAC + 5903 35 0 0% 58 8 12.10% NA. NA.

CC-P016 chr3 121340640 G A FBXO40 EX3 missense NM_016298.3 NP_057382.2 c.364G>A p.E122K | p.Glu122Lys AGTxAGG + 51725 172 0 0% 192 85 30.60% NA. NA.

CC-P016 chr3 127325171 G A MCM2 EX5 missense NM_004526.2 NP_004517.2 c.884G>A p.R295H | p.Arg295His TGCxCTC + 4171 39 0 0% 34 39 53.40% NA. NA.

CC-P016 chr3 195474061 C T MUC4 EX25E missense NM_018406.6 NP_060876.5 c.16225G>A p.E5409K | p.Glu5409Lys CCTxAGC - 4585 50 0 0% 54 37 40.60% NA. NA.

CC-P016 chr4 48862774 G A OCIAD1 EX9E missense NM_001168254.1 NP_001161726.1 c.748G>A p.E250K | p.Glu250Lys GATxAGT + 54940 21 0 0% 30 22 42.30% NA. NA.

CC-P016 chr4 86893316 G A ARHGAP24 EX6 missense NM_001025616.2 NP_001020787.2 c.727G>A p.E243K | p.Glu243Lys GAGxAAG + 83478 29 0 0% 34 16 32% NA. NA.

CC-P016 chr5 41065514 C T HEATR7B2 EX4 missense NM_173489.4 NP_775760.3 c.280G>A p.E94K | p.Glu94Lys CTTxATA - 133558 415 0 0% 233 118 33.60% NA. NA.

CC-P016 chr5 131398018 G A IL3 EX3 missense NM_000588.3 NP_000579.2 c.218G>A p.R73Q | p.Arg73Gln TTCxAAG + 3562 120 0 0% 103 49 32.20% NA. NA.

CC-P016 chr5 137897417 T C HSPA9 EX10 missense NM_004134.6 NP_004125.3 c.1034A>G p.K345R | p.Lys345Arg AACxTCA - 3313 190 0 0% 143 14 8.90% NA. NA.

CC-P016 chr5 140307420 G A PCDHAC1 EX1 missense NM_018898.3 NP_061721.2 c.943G>A p.E315K | p.Glu315Lys GACxAAG + 56135 121 0 0% 107 38 26.20% NA. NA.

CC-P016 chr5 140480771 G A PCDHB3 EX1E missense NM_018937.2 NP_061760.1 c.538G>A p.V180I | p.Val180Ile CACxTAC + 56132 256 0 0% 209 86 29.10% NA. NA.

CC-P016 chr6 33662761 G A ITPR3 EX57 missense NM_002224.3 NP_002215.2 c.7846G>A p.E2616K | p.Glu2616Lys GGCxAGG + 3710 151 0 0% 92 45 32.80% NA. NA.

CC-P016 chr6 43333057 G A ZNF318 EX2 missense NM_014345.2 NP_055160.2 c.521C>T p.P174L | p.Pro174Leu ACTxGTG - 24149 187 0 0% 123 73 37.20% NA. NA.

CC-P016 chr6 69348961 C T BAI3 EX3 nonsense NM_001704.2 NP_001695.1 c.394C>T p.R132* | p.Arg132* CGTxGAG + 577 122 0 0% 72 35 32.70% NA. NA.

CC-P016 chr6 83818786 G A DOPEY1 EX5 missense NM_001199942.1 NP_001186871.1 c.478G>A p.E160K | p.Glu160Lys TCAxAGT + 23033 119 0 0% 115 51 30.70% NA. NA.

CC-P016 chr6 152599355 C T SYNE1 EX98 missense NM_182961.3 NP_892006.3 c.18442G>A p.E6148K | p.Glu6148Lys TCTxATT - 23345 88 0 0% 61 50 45% NA. NA.

CC-P016 chr7 30671996 G C GARS EX16 missense NM_002047.2 NP_002038.2 c.2037G>C p.K679N | p.Lys679Asn CAAxACC + 2617 23 0 0% 34 5 12.80% NA. NA.

CC-P016 chr7 82785130 C T PCLO EX2 missense NM_033026.5 NP_149015.2 c.827G>A p.R276Q | p.Arg276Gln TCTxGTT - 27445 119 0 0% 71 52 42.20% NA. NA.

CC-P016 chr8 25303667 T C KCTD9 EX2 missense NM_017634.3 NP_060104.2 c.148A>G p.I50V | p.Ile50Val CAAxCAG - 54793 24 0 0% 40 5 11.10% NA. NA.

CC-P016 chr8 144893080 G C SCRIB EX11 missense NM_182706.4 NP_874365.3 c.1269C>G p.S423R | p.Ser423Arg GAGxCTG - 23513 28 0 0% 43 5 10.40% NA. NA.

CC-P016 chr9 21333996 G A KLHL9 EX1E missense NM_018847.2 NP_061335.1 c.863C>T p.S288L | p.Ser288Leu TCTxACT - 55958 45 0 0% 26 20 43.40% NA. NA.

CC-P016 chr9 109691630 G A ZNF462 EX3 missense NM_021224.4 NP_067047.4 c.5437G>A p.D1813N | p.Asp1813Asn GCAxATG + 58499 188 0 0% 165 71 30% NA. NA.

CC-P016 chr9 116353649 G A RGS3 EX22 missense NM_144488.4 NP_652759.3 c.3052G>A p.A1018T | p.Ala1018Thr GAAxCCT + 5998 313 2 0.60% 164 14 7.80% NA. NA.

CC-P016 chr9 116353650 C G RGS3 EX22 missense NM_144488.4 NP_652759.3 c.3053C>G p.A1018G | p.Ala1018Gly AAGxCTC + 5998 232 4 1.60% 144 16 10% NA. NA.

CC-P016 chr9 134349959 G C PRRC2B EX15 missense NM_013318.3 NP_037450.2 c.2443G>C p.D815H | p.Asp815His GCAxACT + 84726 231 0 0% 185 87 31.90% NA. NA.

CC-P016 chr9 136319662 C T ADAMTS13 EX24 missense NM_139025.3 NP_620594.1 c.3170C>T p.A1057V | p.Ala1057Val CGGxGCT + 11093 131 0 0% 78 74 48.60% NA. NA.

CC-P016 chr9 139401837 A G NOTCH1 EX22 missense NM_017617.3 NP_060087.3 c.3563T>C p.L1188P | p.Leu1188Pro GAGxGGC - 4851 21 0 0% 45 5 10% NA. NA.

CC-P016 chr9 140138698 G T FAM166A EX6 missense NM_001001710.1 NP_001001710.1 c.790C>A p.P264T | p.Pro264Thr CAGxCAG - 401565 131 0 0% 82 26 24% NA. NA.

CC-P016 chr10 70646055 G A STOX1 EX3 missense NM_001130161.2 NP_001123633.1 c.2503G>A p.E835K | p.Glu835Lys TACxAAG + 219736 92 0 0% 87 40 31.40% NA. NA.

CC-P016 chr10 79593774 C T DLG5 EX9 missense NM_004747.3 NP_004738.3 c.1646G>A p.R549Q | p.Arg549Gln TCCxGCC - 9231 80 0 0% 57 25 30.40% NA. NA.

CC-P016 chr10 129909933 T A MKI67 EX11 missense NM_002417.4 NP_002408.3 c.2236A>T p.M746L | p.Met746Leu CCAxTTT - 4288 110 0 0% 148 13 8% NA. NA.

CC-P016 chr11 6245349 G T FAM160A2 EX3 missense NM_032127.3 NP_115503.2 c.268C>A p.P90T | p.Pro90Thr TGGxGGC - 84067 66 1 1.40% 91 11 10.70% NA. NA.

CC-P016 chr11 67770646 C T UNC93B1 IVS2 splice-3 NM_030930.2 NP_112192.2 c.239-1G>A . GGCxTGG - 81622 76 0 0% 42 5 10.60% NA. NA.

CC-P016 chr11 102592249 C T MMP8 EX4 missense NM_002424.2 NP_002415.1 c.505G>A p.D169N | p.Asp169Asn TGTxACC - 4317 74 0 0% 267 27 9.10% NA. NA.

CC-P016 chr11 102738125 C T MMP12 IVS5 splice-3 NM_002426.4 NP_002417.2 c.788-1G>A . CTCxTGA - 4321 151 0 0% 546 56 9.30% NA. NA.

CC-P016 chr14 24627173 T C RNF31 EX17 missense NM_017999.4 NP_060469.4 c.2794T>C p.F932L | p.Phe932Leu CTCxTCT + 55072 500 4 0.70% 235 13 5.20% NA. NA.

CC-P016 chr14 47530697 G A MDGA2 EX7 missense NM_001113498.2 NP_001106970.2 c.1280C>T p.S427F | p.Ser427Phe CAAxATA - 161357 68 0 0% 93 28 23.10% NA. NA.

CC-P016 chr15 23892690 G A MAGEL2 EX1E missense NM_019066.4 NP_061939.3 c.200C>T p.A67V | p.Ala67Val GGGxCCT - 54551 205 0 0% 173 109 38.60% NA. NA.

CC-P016 chr16 3018002 C T KREMEN2 EX9E missense NM_172229.2 NP_757384.1 c.1370C>T p.S457L | p.Ser457Leu GCTxGCT + 79412 66 0 0% 48 22 31.40% NA. NA.

CC-P016 chr16 3140060 T G ZSCAN10 EX5E missense NM_032805.1 NP_116194.1 c.1210A>C p.K404Q | p.Lys404Gln GCTxCTG - 84891 54 1 1.80% 43 8 15.60% NA. NA.

CC-P016 chr16 30768894 C T C16orf93 EX9E missense NM_001014979.2 NP_001014979.2 c.899G>A p.R300Q | p.Arg300Gln AGCxGCT - 90835 120 0 0% 83 44 34.60% NA. NA.

CC-P016 chr16 89346430 T C ANKRD11 EX10 missense NM_001256182.1 NP_001243111.1 c.6520A>G p.I2174V | p.Ile2174Val TTAxGAC - 29123 24 0 0% 64 8 11.10% NA. NA.

CC-P016 chr17 34341411 C A CCL23 EX2 missense NM_005064.3 NP_005055.2 c.99G>T p.M33I | p.Met33Ile TGAxATC - 6368 85 0 0% 84 25 22.90% NA. NA.

CC-P016 chr17 76046603 C G TNRC6C EX4 nonsense NM_001142640.1 NP_001136112.1 c.1460C>G p.S487* | p.Ser487* CTTxAAA + 57690 136 0 0% 108 73 40.30% NA. NA.

CC-P016 chr19 5456593 C T ZNRF4 EX1E missense NM_181710.3 NP_859061.3 c.1091C>T p.S364F | p.Ser364Phe ACTxCAC + 148066 153 0 0% 51 80 61% NA. NA.

CC-P016 chr19 8429398 C T ANGPTL4 EX1 nonsense NM_139314.1 NP_647475.1 c.193C>T p.Q65* | p.Gln65* AGTxAGC + 51129 115 0 0% 45 46 50.50% NA. NA.

CC-P016 chr19 22497504 A G ZNF729 EX4E missense NM_001242680.1 NP_001229609.1 c.1285A>G p.K429E | p.Lys429Glu GGAxAGA + 100287226 269 3 1.10% 270 21 7.20% NA. NA.

CC-P016 chr19 22574500 T A ZNF98 EX4E missense NM_001098626.1 NP_001092096.1 c.1537A>T p.T513S | p.Thr513Ser CAGxATG - 148198 68 1 1.40% 33 5 13.10% NA. NA.

CC-P016 chr19 36686018 A G ZNF565 EX3 missense NM_001042474.1 NP_001035939.1 c.50T>C p.L17P | p.Leu17Pro TCCxGAG - 147929 64 0 0% 31 7 18.40% NA. NA.

CC-P016 chr19 39663568 G A PAK4 EX5 missense NM_001014831.2 NP_001014831.1 c.215G>A p.R72Q | p.Arg72Gln TGCxGGG + 10298 79 0 0% 23 32 58.10% NA. NA.

CC-P016 chr19 51827039 G C IGLON5 EX3 missense NM_001101372.1 NP_001094842.1 c.282G>C p.E94D | p.Glu94Asp GGAxTTC + 402665 55 0 0% 34 5 12.80% NA. NA.

CC-P016 chr20 40049679 C T CHD6 EX31 missense NM_032221.3 NP_115597.3 c.5596G>A p.E1866K | p.Glu1866Lys CCTxATC - 84181 165 0 0% 106 55 34.10% NA. NA.

CC-P016 chr22 29951979 A G NIPSNAP1 EX10E missense NM_003634.3 NP_003625.2 c.800T>C p.V267A | p.Val267Ala CGCxCCA - 8508 65 0 0% 68 10 12.80% NA. NA.

CC-P016 chr22 38643883 C T TMEM184B EX2 missense NM_001195071.1 NP_001182000.1 c.85G>A p.E29K | p.Glu29Lys CCTxGGG - 25829 77 0 0% 61 29 32.20% NA. NA.

CC-P016 chr22 42043084 C T XRCC6 EX7 nonsense NM_001469.3 NP_001460.1 c.958C>T p.Q320* | p.Gln320* TCTxAGG + 2547 175 0 0% 105 56 34.70% NA. NA.

CC-P016 chr22 42089714 C G C22orf46 EX2E missense NM_001142964.1 NP_001136436.1 c.464C>G p.S155C | p.Ser155Cys CCTxCAT + 79640 107 0 0% 74 46 38.30% NA. NA.

CC-P016 chrX 18674876 A C RS1 EX3 missense NM_000330.3 NP_000321.1 c.81T>G p.D27E | p.Asp27Glu TTCxTCC - 6247 52 0 0% 51 7 12% NA. NA.

CC-P016 chrX 24733318 G A POLA1 EX6 missense NM_016937.3 NP_058633.2 c.505G>A p.E169K | p.Glu169Lys ACTxAGG + 5422 27 0 0% 36 12 25% NA. NA.

CC-P016 chrX 30849558 G A TAB3 EX11E missense NM_152787.3 NP_690000.2 c.2125C>T p.P709S | p.Pro709Ser GTGxCAT - 257397 141 0 0% 78 53 40.40% NA. NA.

CC-P016 chrX 46521491 G C SLC9A7 EX7 missense NM_032591.2 NP_115980.1 c.1001C>G p.S334C | p.Ser334Cys AAAxAGC - 84679 134 0 0% 77 49 38.80% NA. NA.

CC-P016 chrX 153662666 G A ATP6AP1 EX7 missense NM_001183.4 NP_001174.2 c.797G>A p.R266Q | p.Arg266Gln CCCxGAT + 537 102 0 0% 97 43 30.70% NA. NA.

CC-P017 chr1 12979709 G A PRAMEF7 EX3E missense NM_001012277.1 NP_001012277.1 c.901G>A p.D301N | p.Asp301Asn ACCxACT + 441871 478 0 0% 477 27 5.30% NA. NA.

CC-P017 chr1 117504171 A G PTGFRN EX5 missense NM_020440.2 NP_065173.2 c.1520A>G p.E507G | p.Glu507Gly CAGxGGA + 5738 158 0 0% 107 12 10% NA. NA.

CC-P017 chr1 207140402 A G FCAMR EX3 missense NM_001170631.1 NP_001164102.1 c.164T>C p.L55P | p.Leu55Pro TGTxGCA - 83953 33 0 0% 30 5 14.20% NA. NA.

CC-P017 chr4 7062596 T C GRPEL1 EX4E missense NM_025196.2 NP_079472.1 c.647A>G p.E216G | p.Glu216Gly GCTxCCT - 80273 39 0 0% 45 6 11.70% NA. NA.

CC-P017 chr5 21783536 C T CDH12 EX11 missense NM_004061.3 NP_004052.2 c.1324G>A p.A442T | p.Ala442Thr TGGxGAT - 1010 227 0 0% 229 19 7.60% NA. NA.

CC-P017 chr5 140735362 G A PCDHGA4 EX1 missense NM_018917.2 NP_061740.1 c.595G>A p.A199T | p.Ala199Thr CGCxCTC + 56111 241 0 0% 254 22 7.90% NA. NA.



CC-P017 chr7 100844083 T C MOGAT3 EX1 missense NM_178176.2 NP_835470.1 c.53A>G p.K18R | p.Lys18Arg TGCxTCT - 346606 49 0 0% 42 5 10.60% NA. NA.

CC-P017 chr8 144358958 T C GLI4 EX4E missense NM_138465.3 NP_612474.1 c.1115T>C p.V372A | p.Val372Ala GGGxGCA + 2738 37 0 0% 50 7 12.20% NA. NA.

CC-P017 chr9 35800738 G C NPR2 EX6 missense NM_003995.3 NP_003986.2 c.1251G>C p.Q417H | p.Gln417His GCAxATT + 4882 109 0 0% 63 8 11.20% NA. NA.

CC-P017 chr11 113565222 T C TMPRSS5 EX8 missense NM_030770.2 NP_110397.2 c.763A>G p.T255A | p.Thr255Ala CAGxCAC - 80975 75 1 1.30% 60 7 10.40% NA. NA.

CC-P017 chr12 113873222 C G SDSL EX7 missense NM_138432.2 NP_612441.1 c.532C>G p.L178V | p.Leu178Val GGTxTCC + 113675 64 1 1.50% 52 8 13.30% NA. NA.

CC-P017 chr15 43928263 G A CATSPER2 EX8 nonsense NM_172095.1 NP_742093.1 c.997C>T p.R333* | p.Arg333* TTCxAAA - 117155 144 0 0% 152 28 15.50% NA. NA.

CC-P017 chr17 3848397 C A ATP2A3 EX9 nonsense NM_174953.2 NP_777613.1 c.1141G>T p.E381* | p.Glu381* ACTxGTG - 489 46 0 0% 38 6 13.60% NA. NA.

CC-P017 chr17 33680085 C T SLFN11 EX7E missense NM_001104587.1 NP_001098057.1 c.1996G>A p.V666I | p.Val666Ile TGAxGAT - 91607 329 0 0% 266 16 5.60% NA. NA.

CC-P017 chr17 67149463 C G ABCA10 EX35 missense NM_080282.3 NP_525021.3 c.4119G>C p.E1373D | p.Glu1373Asp CCCxTCG - 10349 72 1 1.30% 68 8 10.50% NA. NA.

CC-P017 chr17 73498731 C G CASKIN2 EX18 missense NM_020753.3 NP_065804.2 c.2424G>C p.E808D | p.Glu808Asp CCCxTCT - 57513 134 0 0% 121 16 11.60% NA. NA.

CC-P017 chr19 58806457 G A ZNF8 EX4E missense NM_021089.2 NP_066575.2 c.1283G>A p.R428H | p.Arg428His GCCxCCA + 7554 222 0 0% 225 17 7% NA. NA.

CC-P017 chrX 47070549 C A UBA1 EX20 missense NM_153280.2 NP_695012.1 c.2389C>A p.P797T | p.Pro797Thr GTCxCCG + 7317 175 0 0% 158 22 12.20% NA. NA.

CC-P018 chr1 109276077 A T FNDC7 EX10 missense NM_001144937.1 NP_001138409.1 c.2063A>T p.D688V | p.Asp688Val GGGxTGT + 163479 229 1 0.40% 180 53 22.70% NA. NA.

CC-P018 chr1 112525054 G A KCND3 EX2 missense NM_004980.4 NP_004971.2 c.295C>T p.R99C | p.Arg99Cys TGCxGTA - 3752 352 0 0% 206 20 8.80% NA. NA.

CC-P018 chr1 147131872 G T ACP6 EX2 missense NM_016361.3 NP_057445.3 c.238C>A p.L80I | p.Leu80Ile ATAxCTG - 51205 76 0 0% 71 18 20.20% NA. NA.

CC-P018 chr1 155025165 A G ADAM15 EX2 missense NM_207197.2 NP_997080.1 c.98A>G p.Q33R | p.Gln33Arg AGCxGGC + 8751 77 0 0% 74 11 12.90% NA. NA.

CC-P018 chr1 201868669 T C LMOD1 EX2 missense NM_012134.2 NP_036266.2 c.1472A>G p.E491G | p.Glu491Gly TTCxCTC - 25802 203 0 0% 176 19 9.70% NA. NA.

CC-P018 chr1 237838074 C T RYR2 EX60 nonsense NM_001035.2 NP_001026.2 c.8758C>T p.R2920* | p.Arg2920* AAAxGAT + 6262 307 0 0% 226 50 18.10% NA. NA.

CC-P018 chr2 178098960 C T NFE2L2 EX2 missense NM_006164.4 NP_006155.2 c.85G>A p.D29N | p.Asp29Asn GATxTAT - 4780 93 0 0% 77 16 17.20% NA. NA.

CC-P018 chr2 179437399 C A TTN EX326 missense NM_001267550.1 NP_001254479.1 c.73460G>T p.G24487V | p.Gly24487Val TTTxCAA - 7273 49 0 0% 61 19 23.70% NA. NA.

CC-P018 chr2 192228950 G A MYO1B EX11 missense NM_001130158.1 NP_001123630.1 c.980G>A p.R327Q | p.Arg327Gln TCCxAAC + 4430 252 0 0% 219 34 13.40% NA. NA.

CC-P018 chr2 238274544 C T COL6A3 EX12 missense NM_004369.3 NP_004360.2 c.5635G>A p.G1879S | p.Gly1879Ser CACxGCT - 1293 274 0 0% 183 23 11.10% NA. NA.

CC-P018 chr3 13916593 G A WNT7A EX2 missense NM_004625.3 NP_004616.2 c.149C>T p.A50V | p.Ala50Val ATCxCCC - 7476 176 0 0% 95 45 32.10% NA. NA.

CC-P018 chr3 48685846 A C CELSR3 EX19 missense NM_001407.2 NP_001398.2 c.6826T>G p.L2276V | p.Leu2276Val ACAxGTC - 1951 65 1 1.50% 44 5 10.20% NA. NA.

CC-P018 chr3 99569750 C G FILIP1L EX5 missense NM_182909.2 NP_878913.2 c.770G>C p.R257T | p.Arg257Thr TGTxTTT - 11259 105 0 0% 51 6 10.50% NA. NA.

CC-P018 chr3 164750333 A G SI EX24 missense NM_001041.3 NP_001032.2 c.2713T>C p.F905L | p.Phe905Leu TGAxATT - 6476 143 0 0% 108 40 27% NA. NA.

CC-P018 chr3 179085862 G A MFN1 EX9 missense NM_033540.2 NP_284941.2 c.946G>A p.E316K | p.Glu316Lys CAGxAAT + 55669 73 0 0% 50 25 33.30% NA. NA.

CC-P018 chr4 48496246 C G ZAR1 EX4E missense NM_175619.1 NP_783318.1 c.1260C>G p.F420L | p.Phe420Leu CTTxAAA + 326340 83 0 0% 54 12 18.10% NA. NA.

CC-P018 chr4 77116986 A G SCARB2 EX2 missense NM_005506.3 NP_005497.1 c.149T>C p.F50S | p.Phe50Ser TCAxATG - 950 184 0 0% 93 13 12.20% NA. NA.

CC-P018 chr5 93805727 G C KIAA0825 EX10 missense NM_001145678.1 NP_001139150.1 c.1811C>G p.A604G | p.Ala604Gly GTAxCAC - 285600 167 0 0% 61 28 31.40% NA. NA.

CC-P018 chr5 167654908 C T TENM2 EX25 missense NM_001122679.1 NP_001116151.1 c.5266C>T p.R1756W | p.Arg1756Trp GTTxGGA + 57451 76 0 0% 37 8 17.70% NA. NA.

CC-P018 chr6 152557264 T C SYNE1 EX110 missense NM_182961.3 NP_892006.3 c.20374A>G p.T6792A | p.Thr6792Ala TTGxTTC - 23345 265 0 0% 213 22 9.30% NA. NA.

CC-P018 chr8 27779571 C G SCARA5 EX4 missense NM_173833.5 NP_776194.2 c.433G>C p.A145P | p.Ala145Pro CTGxGCC - 286133 40 0 0% 30 9 23% NA. NA.

CC-P018 chr8 124034977 C T DERL1 EX5 missense NM_024295.5 NP_077271.1 c.400G>A p.A134T | p.Ala134Thr GGGxCCA - 79139 29 0 0% 43 5 10.40% NA. NA.

CC-P018 chr8 133816244 A G PHF20L1 EX7 missense NM_016018.4 NP_057102.4 c.688A>G p.K230E | p.Lys230Glu AAGxAGG + 51105 137 0 0% 104 19 15.40% NA. NA.

CC-P018 chr9 18777639 G T ADAMTSL1 EX19 missense NM_001040272.5 NP_001035362.3 c.3412G>T p.V1138L | p.Val1138Leu CACxTGT + 92949 227 0 0% 119 25 17.30% NA. NA.

CC-P018 chr9 27062639 A G IFT74 EX20E missense NM_001099222.1 NP_001092692.1 c.1708A>G p.S570G | p.Ser570Gly GAGxGTG + 80173 37 0 0% 26 5 16.10% NA. NA.

CC-P018 chr9 116052978 A C PRPF4 IVS11 splice-3 NM_004697.4 NP_004688.2 c.1149-2A>C . CTCxGGG + 9128 247 2 0.80% 215 19 8.10% NA. NA.

CC-P018 chr9 121930363 C T DBC1 EX8E missense NM_014618.2 NP_055433.2 c.1285G>A p.V429M | p.Val429Met TCAxGCA - 1620 110 0 0% 74 18 19.50% NA. NA.

CC-P018 chr11 1256540 G T MUC5B EX23 missense NM_002458.2 NP_002449.2 c.2777G>T p.C926F | p.Cys926Phe ACTxTGG + 727897 46 0 0% 25 6 19.30% NA. NA.

CC-P018 chr11 11400711 G C GALNTL4 EX4 missense NM_198516.2 NP_940918.2 c.696C>G p.I232M | p.Ile232Met GCGxATG - 374378 123 0 0% 68 17 20% NA. NA.

CC-P018 chr11 17419332 C A ABCC8 EX31 missense NM_000352.3 NP_000343.2 c.3766G>T p.A1256S | p.Ala1256Ser ATGxACC - 6833 153 0 0% 89 33 27% NA. NA.

CC-P018 chr11 47270388 A G NR1H3 EX2 missense NM_001251935.1 NP_001238864.1 c.34A>G p.T12A | p.Thr12Ala GGCxCCT + 10062 85 0 0% 43 7 14% NA. NA.

CC-P018 chr11 67057586 C A ANKRD13D EX2 missense NM_207354.2 NP_997237.2 c.128C>A p.P43Q | p.Pro43Gln CCCxACT + 338692 77 0 0% 150 23 13.20% NA. NA.

CC-P018 chr12 57910641 G A DDIT3 EX4E missense NM_004083.5 NP_004074.2 c.461C>T p.A154V | p.Ala154Val GTCxCCT - 1649 140 0 0% 78 11 12.30% NA. NA.

CC-P018 chr12 69742291 A G LYZ EX1 missense NM_000239.2 NP_000230.1 c.103A>G p.M35V | p.Met35Val GGAxTGG + 4069 145 1 0.60% 107 24 18.30% NA. NA.

CC-P018 chr12 133084829 G C FBRSL1 EX2 missense NM_001142641.1 NP_001136113.1 c.382G>C p.A128P | p.Ala128Pro CCTxCGG + 57666 61 0 0% 34 5 12.80% NA. NA.

CC-P018 chr13 61986023 C T PCDH20 EX2E missense NM_022843.3 NP_073754.2 c.2209G>A p.D737N | p.Asp737Asn TGTxATT - 64881 190 0 0% 138 41 22.90% NA. NA.

CC-P018 chr14 81658939 T A GTF2A1 EX7 missense NM_015859.3 NP_056943.1 c.857A>T p.D286V | p.Asp286Val TCAxCTT - 2957 360 0 0% 266 103 27.90% NA. NA.

CC-P018 chr15 75644965 A G NEIL1 EX5 missense NM_001256552.1 NP_001243481.1 c.899A>G p.Q300R | p.Gln300Arg GCCxGAA + 79661 125 0 0% 92 31 25.20% NA. NA.

CC-P018 chr16 1840620 G A IGFALS EX2E missense NM_004970.2 NP_004961.1 c.1799C>T p.A600V | p.Ala600Val TGGxCCT - 3483 100 0 0% 86 18 17.30% NA. NA.

CC-P018 chr16 23382701 A G SCNN1B EX6 missense NM_000336.2 NP_000327.2 c.962A>G p.H321R | p.His321Arg TTCxCGA + 6338 68 0 0% 38 8 17.30% NA. NA.

CC-P018 chr16 46781859 G C MYLK3 EX1 missense NM_182493.2 NP_872299.2 c.247C>G p.H83D | p.His83Asp TGTxGGG - 91807 110 2 1.70% 34 5 12.80% NA. NA.

CC-P018 chr17 80615956 T C RAB40B EX6E missense NM_006822.2 NP_006813.1 c.620A>G p.H207R | p.His207Arg AGGxGCA - 10966 174 0 0% 113 18 13.70% NA. NA.

CC-P018 chr19 14508943 A G CD97 EX9 missense NM_078481.3 NP_510966.1 c.889A>G p.T297A | p.Thr297Ala GTCxCCA + 976 345 0 0% 213 13 5.70% NA. NA.

CC-P018 chr19 15164575 A G CASP14 EX4 missense NM_012114.2 NP_036246.1 c.209A>G p.Q70R | p.Gln70Arg AGCxGGC + 23581 56 0 0% 34 5 12.80% NA. NA.

CC-P018 chr19 53994550 T A ZNF813 EX4E missense NM_001004301.3 NP_001004301.2 c.1064T>A p.F355Y | p.Phe355Tyr CTTxCAA + 126017 64 1 1.50% 55 12 17.90% NA. NA.

CC-P018 chr19 58596141 G A ZSCAN18 EX7E missense NM_001145542.1 NP_001139014.1 c.1612C>T p.R538C | p.Arg538Cys CGCxGGT - 65982 56 0 0% 32 13 28.80% NA. NA.

CC-P018 chrX 36317168 C T CXorf30 EX7 missense NM_001098843.4 NP_001092313.2 c.101C>T p.A34V | p.Ala34Val GTGxTGC + 645090 161 0 0% 114 31 21.30% NA. NA.

CC-P018 chrX 46360533 C A ZNF674 EX6E missense NM_001039891.2 NP_001034980.1 c.491G>T p.R164I | p.Arg164Ile CTTxTAT - 641339 46 0 0% 35 6 14.60% NA. NA.

CC-P018 chrX 69671721 T G DLG3 EX7 missense NM_021120.3 NP_066943.2 c.990T>G p.F330L | p.Phe330Leu TTTxACT + 1741 404 0 0% 298 27 8.30% NA. NA.

CC-P018 chrX 79973120 G A BRWD3 EX19 missense NM_153252.4 NP_694984.4 c.2183C>T p.A728V | p.Ala728Val CACxCCA - 254065 479 0 0% 330 61 15.60% NA. NA.

CC-X001 chr1 186277168 C A PRG4 EX7 missense NM_005807.3 NP_005798.2 c.2317C>A p.P773T | p.Pro773Thr GAGxCTG + 10216 16 0 0% 13 4 23.50% NA. NA.

CC-X001 chr2 80085172 C A CTNNA2 EX4 missense NM_004389.3 NP_004380.2 c.332C>A p.A111E | p.Ala111Glu TTGxAGA + 1496 41 0 0% 22 4 15.30% NA. NA.

CC-X001 chr2 98732115 A G VWA3B EX3 missense NM_144992.4 NP_659429.4 c.197A>G p.D66G | p.Asp66Gly CAGxTTA + 200403 35 0 0% 31 3 8.80% NA. NA.

CC-X001 chr2 202137499 G A CASP8 EX6 missense NM_001228.4 NP_001219.2 c.646G>A p.G216R | p.Gly216Arg AAAxGTA + 841 19 0 0% 18 4 18.10% NA. NA.

CC-X001 chr3 75788484 A G ZNF717 EX5E missense NM_001128223.1 NP_001121695.1 c.290T>C p.I97T | p.Ile97Thr TCAxTGA - 100131827 71 0 0% 54 5 8.40% NA. NA.

CC-X001 chr4 9250437 G T USP17L18 EX1E missense NM_001256859.1 NP_001243788.1 c.82G>T p.A28S | p.Ala28Ser GCAxCTT + 100287364 104 0 0% 55 6 9.80% NA. NA.

CC-X001 chr4 155158023 G A DCHS2 EX25E missense NM_017639.3 NP_060109.2 c.6416C>T p.S2139L | p.Ser2139Leu TGTxAAT - 54798 39 0 0% 32 3 8.50% NA. NA.

CC-X001 chr5 140221195 G C PCDHA8 EX1 missense NM_018911.2 NP_061734.1 c.289G>C p.G97R | p.Gly97Arg TGCxGGC + 56140 32 0 0% 26 7 21.20% NA. NA.

CC-X001 chr5 140580941 G A PCDHB11 EX1E missense NM_018931.2 NP_061754.1 c.1594G>A p.G532S | p.Gly532Ser GTGxGCG + 56125 26 0 0% 27 4 12.90% NA. NA.

CC-X001 chr6 30698288 C G FLOT1 EX11 missense NM_005803.2 NP_005794.1 c.1006G>C p.E336Q | p.Glu336Gln GCTxAGC - 10211 25 0 0% 39 5 11.30% NA. NA.

CC-X001 chr12 28122424 G A PTHLH EX3 nonsense NM_198965.1 NP_945316.1 c.4C>T p.Q2* | p.Gln2* GCTxCAT - 5744 30 0 0% 23 4 14.80% NA. NA.

CC-X001 chr12 110600850 G C IFT81 EX11 missense NM_014055.3 NP_054774.2 c.1168G>C p.E390Q | p.Glu390Gln ACTxAAG + 28981 19 0 0% 19 6 24% NA. NA.

CC-X001 chr15 78235089 C G LOC440292 IVS4 splice-3 XM_496078.5 XP_496078.5 c.427-1G>C . CCTxTGC - 440292 29 0 0% 32 3 8.50% NA. NA.

CC-X001 chr16 70972648 G T HYDIN EX44 missense NM_001270974.1 NP_001257903.1 c.6864C>A p.H2288Q | p.His2288Gln CTTxTGC - 54768 65 0 0% 49 5 9.20% NA. NA.

CC-X002 chr1 13036296 C T PRAMEF22 EX2 missense NM_001100631.1 NP_001094101.1 c.368C>T p.P123L | p.Pro123Leu GGCxCCT + 653606 31 0 0% 12 3 20% NA. NA.

CC-X002 chr1 144811912 C G NBPF9 EX1 missense NM_001037675.2 NP_001032764.1 c.943C>G p.L315V | p.Leu315Val TTTxTAA + 400818 27 0 0% 24 4 14.20% NA. NA.

CC-X002 chr1 150528726 T C ADAMTSL4 EX9 missense NM_019032.4 NP_061905.2 c.1460T>C p.V487A | p.Val487Ala TTGxTTC + 54507 36 0 0% 24 4 14.20% NA. NA.

CC-X002 chr1 154923794 G C PBXIP1 EX5 missense NM_020524.2 NP_065385.2 c.323C>G p.T108S | p.Thr108Ser GTGxTCT - 57326 33 0 0% 25 7 21.80% NA. NA.

CC-X002 chr2 54891782 A G SPTBN1 EX33 missense NM_003128.2 NP_003119.2 c.6613A>G p.N2205D | p.Asn2205Asp CTCxATC + 6711 28 0 0% 26 4 13.30% NA. NA.

CC-X002 chr2 183806822 C A NCKAP1 EX25 missense NM_205842.1 NP_995314.1 c.2689G>T p.A897S | p.Ala897Ser CAGxCAT - 10787 34 1 2.80% 22 4 15.30% NA. NA.

CC-X002 chr3 195510194 G C MUC4 EX2 missense NM_018406.6 NP_060876.5 c.8257C>G p.L2753V | p.Leu2753Val GAAxAGG - 4585 12 0 0% 3 3 50% NA. NA.

CC-X002 chr6 31964785 T G C4A EX29 missense NM_007293.2 NP_009224.2 c.3856T>G p.S1286A | p.Ser1286Ala GCTxCGG + 720 9 0 0% 6 3 33.30% NA. NA.

CC-X002 chr6 71003945 C A COL9A1 EX5 missense NM_001851.4 NP_001842.3 c.621G>T p.K207N | p.Lys207Asn TGGxTTT - 1297 38 0 0% 21 7 25% NA. NA.

CC-X002 chr7 303108 G A LOC100996433 EX1 missense XM_003846231.1 XP_003846279.1 c.334G>A p.A112T | p.Ala112Thr AGCxCCG + 100996433 17 0 0% 3 5 62.50% NA. NA.

CC-X002 chr7 56130756 G T CCT6A EX14E missense NM_001762.3 NP_001753.1 c.1574G>T p.G525V | p.Gly525Val CTGxAAT + 908 27 0 0% 25 9 26.40% NA. NA.

CC-X002 chr7 126746664 C T GRM8 EX3 missense NM_001127323.1 NP_001120795.1 c.613G>A p.A205T | p.Ala205Thr TGGxTTG - 2918 51 0 0% 28 5 15.10% NA. NA.

CC-X002 chr8 144997858 C T PLEC EX31 missense NM_201380.2 NP_958782.1 c.6650G>A p.R2217H | p.Arg2217His CCGxGCA - 5339 22 0 0% 16 4 20% NA. NA.

CC-X002 chr9 131038483 G T SWI5 EX1 missense NM_001040011.1 NP_001035100.1 c.59G>T p.R20L | p.Arg20Leu ACCxCTG + 375757 33 0 0% 12 5 29.40% NA. NA.

CC-X002 chr11 31822269 C T PAX6 EX8 missense NM_001258462.1 NP_001245391.1 c.535G>A p.G179R | p.Gly179Arg TCCxCGG - 5080 37 0 0% 26 3 10.30% NA. NA.

CC-X002 chr11 75623082 C T UVRAG EX6 missense NM_003369.3 NP_003360.2 c.592C>T p.R198W | p.Arg198Trp CTAxGGT + 7405 28 0 0% 22 7 24.10% NA. NA.

CC-X002 chr11 118185189 G A CD3E EX8 missense NM_000733.3 NP_000724.1 c.547G>A p.V183I | p.Val183Ile CCTxTTC + 916 21 0 0% 16 9 36% NA. NA.

CC-X002 chr11 121038904 T C TECTA EX18 missense NM_005422.2 NP_005413.2 c.5728T>C p.S1910P | p.Ser1910Pro GATxCTG + 7007 45 0 0% 28 7 20% NA. NA.

CC-X002 chr11 130343672 C T ADAMTS15 EX8E missense NM_139055.2 NP_620686.1 c.2809C>T p.R937C | p.Arg937Cys CACxGCA + 170689 24 0 0% 23 8 25.80% NA. NA.

CC-X002 chr12 40876713 T C MUC19 EX55 missense XM_003846356.1 XP_003846404.1 c.9911T>C p.L3304S | p.Leu3304Ser CATxAGC + 283463 15 0 0% 19 8 29.60% NA. NA.

CC-X002 chr12 50847246 A T LARP4 EX9 missense NM_052879.4 NP_443111.4 c.808A>T p.R270W | p.Arg270Trp GCAxGGA + 113251 23 0 0% 16 5 23.80% NA. NA.

CC-X002 chr14 68028890 C T PLEKHH1 EX7 missense NM_020715.2 NP_065766.1 c.542C>T p.P181L | p.Pro181Leu TGCxCCC + 57475 20 0 0% 16 3 15.70% NA. NA.

CC-X002 chr14 102500319 C T DYNC1H1 EX55 missense NM_001376.4 NP_001367.2 c.10420C>T p.R3474W | p.Arg3474Trp AACxGGA + 1778 32 0 0% 22 9 29% NA. NA.

CC-X002 chr15 45435400 G A DUOX1 EX17 missense NM_017434.3 NP_059130.2 c.1835G>A p.S612N | p.Ser612Asn TCAxTGC + 53905 36 0 0% 30 6 16.60% NA. NA.

CC-X002 chr15 90380888 C T C15orf38-AP3S2 EX9 missense NM_001199058.1 NP_001185987.1 c.1015G>A p.V339M | p.Val339Met CCAxGAT - 100526783 28 0 0% 24 6 20% NA. NA.

CC-X002 chr15 90380888 C T AP3S2 EX5 missense NM_005829.4 NP_005820.1 c.412G>A p.V138M | p.Val138Met CCAxGAT - 10239 28 0 0% 24 6 20% NA. NA.

CC-X002 chr16 84495380 T C ATP2C2 EX25 missense NM_014861.2 NP_055676.2 c.2542T>C p.F848L | p.Phe848Leu GTGxTTT + 9914 31 0 0% 31 3 8.80% NA. NA.

CC-X002 chr18 74607115 G T ZNF236 EX10 missense NM_007345.3 NP_031371.3 c.1558G>T p.A520S | p.Ala520Ser TTCxCCG + 7776 25 0 0% 25 5 16.60% NA. NA.

CC-X002 chr21 15591972 C T RBM11 EX2 missense NM_144770.3 NP_658983.3 c.185C>T p.S62L | p.Ser62Leu AATxGGT + 54033 27 0 0% 31 6 16.20% NA. NA.

CC-X002 chr21 45993666 A G KRTAP10-4 EX1E missense NM_198687.1 NP_941960.1 c.31A>G p.S11G | p.Ser11Gly TACxGCA + 386672 27 0 0% 27 5 15.60% NA. NA.

CC-X002 chr22 20819347 C T KLHL22 EX4 missense NM_032775.3 NP_116164.2 c.910G>A p.G304R | p.Gly304Arg CCCxGAA - 84861 42 0 0% 24 7 22.50% NA. NA.

CC-X002 chrX 18725909 A C PPEF1 EX4 missense NM_006240.2 NP_006231.2 c.10A>C p.S4R | p.Ser4Arg TGCxGCA + 5475 21 0 0% 31 9 22.50% NA. NA.

CC-X002 chrX 153178864 G A ARHGAP4 EX9 missense NM_001666.4 NP_001657.3 c.1325C>T p.T442M | p.Thr442Met ACCxTGA - 393 24 0 0% 20 4 16.60% NA. NA.

CC-X002 chr22 31352747 A -C MORC2 IVS4 splice-5 NM_014941.1 NP_055756.1 c.-30+1delG . TA.CT - 22880 25 0 0% 21 7 25% NA. NA.

CC-X003 chr1 1334455 G A CCNL2 EX1 missense NM_030937.4 NP_112199.2 c.232C>T p.R78C | p.Arg78Cys CGCxGAG - 81669 13 0 0% 24 9 27.20% NA. NA.

CC-X003 chr1 9932084 C G CTNNBIP1 EX4 missense NM_020248.2 NP_064633.1 c.39G>C p.E13D | p.Glu13Asp CATxTCC - 56998 42 0 0% 27 6 18.10% NA. NA.

CC-X003 chr1 27734717 G T WASF2 EX9E missense NM_006990.3 NP_008921.1 c.1463C>A p.S488Y | p.Ser488Tyr GAGxAGT - 10163 30 0 0% 39 4 9.30% NA. NA.

CC-X003 chr1 33058752 G C ZBTB8A EX3 missense NM_001040441.1 NP_001035531.1 c.220G>C p.D74H | p.Asp74His CCTxACA + 653121 36 0 0% 28 5 15.10% NA. NA.

CC-X003 chr1 33058773 G C ZBTB8A EX3 missense NM_001040441.1 NP_001035531.1 c.241G>C p.D81H | p.Asp81His TTGxACT + 653121 40 0 0% 28 6 17.60% NA. NA.

CC-X003 chr1 53792647 C T LRP8 EX2 missense NM_004631.4 NP_004622.2 c.142G>A p.E48K | p.Glu48Lys TTTxGCA - 7804 16 0 0% 22 5 18.50% NA. NA.

CC-X003 chr1 57610986 G A DAB1 EX5 nonsense NM_021080.3 NP_066566.3 c.184C>T p.Q62* | p.Gln62* CTTxACA - 1600 38 1 2.50% 24 8 25% NA. NA.

CC-X003 chr1 68947194 G A DEPDC1 EX9 missense NM_001114120.1 NP_001107592.1 c.1864C>T p.R622C | p.Arg622Cys TACxCAT - 55635 33 0 0% 31 5 13.80% NA. NA.

CC-X003 chr1 75609599 G C LHX8 EX7 missense NM_001001933.1 NP_001001933.1 c.680G>C p.R227T | p.Arg227Thr AAAxAGC + 431707 29 0 0% 22 4 15.30% NA. NA.

CC-X003 chr1 103548489 T G COL11A1 EX2 missense NM_080629.2 NP_542196.2 c.146A>C p.N49T | p.Asn49Thr GAAxTGT - 1301 13 0 0% 22 4 15.30% NA. NA.

CC-X003 chr1 145299854 G C NBPF10 EX6 missense NM_001039703.4 NP_001034792.3 c.903G>C p.E301D | p.Glu301Asp AGAxAAG + 100132406 93 1 1% 91 10 9.90% NA. NA.

CC-X003 chr1 152327590 G C FLG2 EX3E nonsense NM_001014342.2 NP_001014364.1 c.2672C>G p.S891* | p.Ser891* CCTxAGC - 388698 29 0 0% 28 3 9.60% NA. NA.

CC-X003 chr1 153713841 G T INTS3 EX3 missense NM_023015.3 NP_075391.3 c.315G>T p.Q105H | p.Gln105His CCAxAAG + 65123 17 0 0% 26 13 33.30% NA. NA.

CC-X003 chr1 153955740 C A RAB13 EX4 missense NM_002870.2 NP_002861.1 c.279G>T p.E93D | p.Glu93Asp TTTxTCA - 5872 24 0 0% 51 6 10.50% NA. NA.

CC-X003 chr1 155291241 C G RUSC1-AS1 EX2E missense NM_001039517.1 NP_001034606.1 c.39G>C p.W13C | p.Trp13Cys GATxCAG - 284618 19 0 0% 36 12 25% NA. NA.

CC-X003 chr1 159923345 C A SLAMF9 EX2 nonsense NM_033438.3 NP_254273.2 c.145G>T p.E49* | p.Glu49* CCTxTTC - 89886 22 0 0% 40 6 13% NA. NA.

CC-X003 chr1 185154065 T C SWT1 IVS9 splice-5 NM_017673.6 NP_060143.4 c.1429+2T>C . TTGxAAG + 54823 28 0 0% 25 7 21.80% NA. NA.

CC-X003 chr1 200946447 G C KIF21B EX31 missense NM_001252100.1 NP_001239029.1 c.4218C>G p.I1406M | p.Ile1406Met GGTxATG - 23046 32 0 0% 23 11 32.30% NA. NA.

CC-X003 chr1 214568286 G C PTPN14 EX9 missense NM_005401.4 NP_005392.2 c.802C>G p.L268V | p.Leu268Val CTAxAAT - 5784 29 0 0% 33 11 25% NA. NA.

CC-X003 chr1 214815981 G A CENPF EX12 missense NM_016343.3 NP_057427.3 c.4300G>A p.E1434K | p.Glu1434Lys TCAxAGC + 1063 25 0 0% 34 8 19% NA. NA.

CC-X003 chr1 217947724 G A SPATA17 EX7 missense NM_138796.2 NP_620151.1 c.568G>A p.E190K | p.Glu190Lys TGGxAGC + 128153 25 0 0% 24 4 14.20% NA. NA.

CC-X003 chr1 217947866 G T SPATA17 EX7 missense NM_138796.2 NP_620151.1 c.710G>T p.R237I | p.Arg237Ile ATAxAAA + 128153 25 0 0% 35 6 14.60% NA. NA.

CC-X003 chr1 224495877 C T NVL EX6 missense NM_002533.3 NP_002524.2 c.431G>A p.R144K | p.Arg144Lys TCTxTTT - 4931 24 0 0% 27 5 15.60% NA. NA.

CC-X003 chr2 26950960 G A KCNK3 EX2E missense NM_002246.2 NP_002237.1 c.709G>A p.A237T | p.Ala237Thr GGCxCCT + 3777 18 0 0% 27 10 27% NA. NA.

CC-X003 chr2 54135682 C T PSME4 EX23 missense NM_014614.2 NP_055429.2 c.2650G>A p.E884K | p.Glu884Lys CTTxTGA - 23198 26 0 0% 20 3 13% NA. NA.

CC-X003 chr2 113675219 C G IL37 EX4 missense NM_014439.3 NP_055254.2 c.273C>G p.F91L | p.Phe91Leu CTTxTTT + 27178 21 0 0% 33 3 8.30% NA. NA.

CC-X003 chr2 120918520 C G EPB41L5 EX21 missense NM_020909.3 NP_065960.2 c.1857C>G p.I619M | p.Ile619Met TATxACA + 57669 25 0 0% 32 11 25.50% NA. NA.

CC-X003 chr2 136622694 C A MCM6 EX7 nonsense NM_005915.5 NP_005906.2 c.967G>T p.E323* | p.Glu323* TCTxAGC - 4175 22 0 0% 35 3 7.80% NA. NA.

CC-X003 chr2 152420221 C T NEB EX119 missense NM_001271208.1 NP_001258137.1 c.18592G>A p.E6198K | p.Glu6198Lys TCTxTTT - 4703 41 0 0% 25 7 21.80% NA. NA.

CC-X003 chr2 152511850 C A NEB EX51 missense NM_001271208.1 NP_001258137.1 c.6741G>T p.K2247N | p.Lys2247Asn AATxTTG - 4703 18 0 0% 20 6 23% NA. NA.

CC-X003 chr2 158991375 C G UPP2 EX9E missense NM_001135098.1 NP_001128570.1 c.1098C>G p.I366M | p.Ile366Met CATxAGA + 151531 43 0 0% 33 3 8.30% NA. NA.

CC-X003 chr2 160692021 G C LY75-CD302 EX26 missense NM_001198759.1 NP_001185688.1 c.3643C>G p.Q1215E | p.Gln1215Glu GTTxATT - 100526664 21 0 0% 36 5 12.10% NA. NA.

CC-X003 chr2 160692021 G C LY75 EX26 missense NM_002349.3 NP_002340.2 c.3643C>G p.Q1215E | p.Gln1215Glu GTTxATT - 4065 21 0 0% 36 5 12.10% NA. NA.

CC-X003 chr2 162661094 C G SLC4A10 EX3 nonsense NM_001178015.1 NP_001171486.1 c.266C>G p.S89* | p.Ser89* AGTxACC + 57282 28 0 0% 15 5 25% NA. NA.

CC-X003 chr2 169574451 G C CERS6 EX8 missense NM_001256126.1 NP_001243055.1 c.808G>C p.V270L | p.Val270Leu GTGxTTT + 253782 30 0 0% 28 9 24.30% NA. NA.

CC-X003 chr2 179408769 C G TTN EX346 missense NM_001267550.1 NP_001254479.1 c.96102G>C p.L32034F | p.Leu32034Phe CATxAAG - 7273 20 0 0% 44 6 12% NA. NA.

CC-X003 chr2 186661755 G A FSIP2 EX16 missense NM_173651.2 NP_775922.2 c.10159G>A p.E3387K | p.Glu3387Lys GGTxAAA + 401024 26 0 0% 37 4 9.70% NA. NA.

CC-X003 chr3 30732942 G A TGFBR2 EX8E missense NM_001024847.2 NP_001020018.1 c.1630G>A p.E544K | p.Glu544Lys ACTxAGT + 7048 31 0 0% 28 5 15.10% NA. NA.

CC-X003 chr3 185986642 A G DGKG EX12 missense NM_001346.2 NP_001337.2 c.1064T>C p.I355T | p.Ile355Thr TTGxTAC - 1608 26 0 0% 26 7 21.20% NA. NA.

CC-X003 chr3 186281845 C A TBCCD1 EX2 nonsense NM_001134415.1 NP_001127887.1 c.274G>T p.E92* | p.Glu92* ATTxCAG - 55171 35 0 0% 43 14 24.50% NA. NA.

CC-X003 chr3 186502834 G C EIF4A2 EX4 missense NM_001967.3 NP_001958.2 c.292G>C p.E98Q | p.Glu98Gln ATTxAGT + 1974 26 0 0% 43 3 6.50% NA. NA.

CC-X003 chr3 193049010 C T ATP13A5 EX12 missense NM_198505.2 NP_940907.2 c.1363G>A p.V455M | p.Val455Met ACAxGTT - 344905 31 0 0% 39 6 13.30% NA. NA.

CC-X003 chr4 8295820 G A HTRA3 EX6 missense NM_053044.3 NP_444272.1 c.943G>A p.E315K | p.Glu315Lys GGCxAGG + 94031 34 0 0% 31 10 24.30% NA. NA.

CC-X003 chr4 71347171 C T MUC7 EX4E missense NM_001145006.1 NP_001138478.1 c.710C>T p.A237V | p.Ala237Val CTGxCCC + 4589 16 0 0% 18 4 18.10% NA. NA.

CC-X003 chr4 78804473 C A MRPL1 EX3 missense NM_020236.3 NP_064621.3 c.221C>A p.A74E | p.Ala74Glu AAGxATA + 65008 12 0 0% 13 3 18.70% NA. NA.

CC-X003 chr5 49701569 C A EMB EX5 missense NM_198449.2 NP_940851.1 c.590G>T p.G197V | p.Gly197Val CTCxCAT - 133418 31 0 0% 17 3 15% NA. NA.

CC-X003 chr5 73144814 C G ARHGEF28 EX13 missense NM_001080479.2 NP_001073948.2 c.1649C>G p.S550C | p.Ser550Cys TTTxTGG + 64283 24 0 0% 28 7 20% NA. NA.

CC-X003 chr5 178359356 C T ZFP2 EX5E missense NM_030613.2 NP_085116.2 c.1042C>T p.H348Y | p.His348Tyr ATTxACA + 80108 25 0 0% 34 3 8.10% NA. NA.

CC-X003 chr6 30917163 A G DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.922A>G p.R308G | p.Arg308Gly AATxGAG + 135656 28 0 0% 36 3 7.60% NA. NA.

CC-X003 chr6 42162358 C G GUCA1B EX1 missense NM_002098.5 NP_002089.4 c.201G>C p.K67N | p.Lys67Asn ATTxTTG - 2979 28 0 0% 31 5 13.80% NA. NA.

CC-X003 chr6 42897337 G T CNPY3 EX1 missense NM_006586.3 NP_006577.2 c.29G>T p.R10L | p.Arg10Leu CCCxCTG + 10695 25 0 0% 23 4 14.80% NA. NA.

CC-X003 chr6 44337834 C G SPATS1 EX7 missense NM_145026.3 NP_659463.1 c.742C>G p.L248V | p.Leu248Val CCTxTTC + 221409 27 0 0% 31 9 22.50% NA. NA.

CC-X003 chr6 69759162 G A BAI3 IVS14 splice-3 NM_001704.2 NP_001695.1 c.2258-1G>A . CTAxAAT + 577 23 0 0% 31 6 16.20% NA. NA.

CC-X003 chr6 86332391 C G SYNCRIP EX8 missense NM_001159677.1 NP_001153149.1 c.817G>C p.V273L | p.Val273Leu TGAxGTC - 10492 26 0 0% 20 9 31% NA. NA.

CC-X003 chr6 167728900 T C UNC93A EX8E missense NM_018974.3 NP_061847.2 c.1334T>C p.V445A | p.Val445Ala AGGxCAA + 54346 28 0 0% 31 4 11.40% NA. NA.

CC-X003 chr7 30540298 C A GGCT IVS1 splice-3 NM_024051.3 NP_076956.1 c.142-1G>T . ATCxTAC - 79017 24 0 0% 29 10 25.60% NA. NA.

CC-X003 chr7 43680229 C G COA1 EX5 missense NM_018224.3 NP_060694.2 c.284G>C p.G95A | p.Gly95Ala GATxCAG - 55744 33 0 0% 41 4 8.80% NA. NA.

CC-X003 chr7 73646526 C A RFC2 EX11E missense NM_181471.1 NP_852136.1 c.975G>T p.M325I | p.Met325Ile TTTxATG - 5982 22 0 0% 34 4 10.50% NA. NA.

CC-X003 chr7 76019531 C T SRCRB4D EX11E missense NM_080744.1 NP_542782.1 c.1573G>A p.E525K | p.Glu525Lys CCTxGCC - 136853 24 0 0% 36 8 18.10% NA. NA.

CC-X003 chr7 94164620 G A CASD1 IVS7 splice-3 NM_022900.4 NP_075051.4 c.629-1G>A . GCAxATC + 64921 34 0 0% 29 5 14.70% NA. NA.

CC-X003 chr7 128852282 C T SMO EX12E missense NM_005631.4 NP_005622.1 c.2354C>T p.S785L | p.Ser785Leu ACTxGGA + 6608 24 0 0% 30 5 14.20% NA. NA.

CC-X003 chr9 35560025 G C RUSC2 IVS9 splice-3 NM_001135999.1 NP_001129471.1 c.3389-1G>C . CTAxACA + 9853 30 0 0% 27 6 18.10% NA. NA.

CC-X003 chr9 95086332 C G NOL8 EX2 missense NM_017948.5 NP_060418.4 c.112G>C p.E38Q | p.Glu38Gln TCTxCAC - 55035 29 0 0% 28 6 17.60% NA. NA.

CC-X003 chr9 114134861 G T KIAA0368 EX43 missense NM_001080398.1 NP_001073867.1 c.4910C>A p.A1637D | p.Ala1637Asp ATAxCAT - 23392 31 0 0% 40 5 11.10% NA. NA.

CC-X003 chr9 116152929 C T ALAD EX6 missense NM_000031.5 NP_000022.3 c.425G>A p.R142Q | p.Arg142Gln GCCxGGA - 210 18 0 0% 37 6 13.90% NA. NA.

CC-X003 chr9 140127761 G A SLC34A3 EX7 missense NM_001177317.1 NP_001170788.1 c.661G>A p.E221K | p.Glu221Lys AGTxAGC + 142680 12 0 0% 29 4 12.10% NA. NA.

CC-X003 chr10 27389117 G A ANKRD26 EX1 missense NM_014915.2 NP_055730.2 c.139C>T p.L47F | p.Leu47Phe CGAxATC - 22852 21 0 0% 29 3 9.30% NA. NA.

CC-X003 chr10 27469956 G A MASTL EX10 missense NM_001172303.1 NP_001165774.1 c.2341G>A p.E781K | p.Glu781Lys GATxAAA + 84930 25 0 0% 27 3 10% NA. NA.

CC-X003 chr10 38121901 C G ZNF248 EX6E missense NM_021045.2 NP_066383.1 c.382G>C p.D128H | p.Asp128His GGTxTGT - 57209 33 0 0% 38 3 7.30% NA. NA.



CC-X003 chr10 47000171 G C GPRIN2 EX3E missense NM_014696.3 NP_055511.2 c.1291G>C p.E431Q | p.Glu431Gln GTGxAGG + 9721 40 0 0% 41 6 12.70% NA. NA.

CC-X003 chr10 93008312 G A PCGF5 EX4 missense NM_032373.4 NP_115749.2 c.260G>A p.R87Q | p.Arg87Gln TACxAGA + 84333 35 0 0% 30 8 21% NA. NA.

CC-X003 chr10 134178993 G C LRRC27 EX10 missense NM_001143757.1 NP_001137229.1 c.1355G>C p.R452T | p.Arg452Thr AAAxAAG + 80313 30 0 0% 40 5 11.10% NA. NA.

CC-X003 chr11 11454312 C G GALNTL4 EX3 missense NM_198516.2 NP_940918.2 c.451G>C p.D151H | p.Asp151His TGTxAGG - 374378 32 0 0% 20 3 13% NA. NA.

CC-X003 chr11 63970693 G A STIP1 EX12 missense NM_006819.2 NP_006810.1 c.1379G>A p.S460N | p.Ser460Asn CCAxCTG + 10963 27 0 0% 33 11 25% NA. NA.

CC-X003 chr11 63997002 G A NUDT22 EX5 missense NM_032344.2 NP_115720.1 c.730G>A p.E244K | p.Glu244Lys CCCxAGG + 84304 25 0 0% 34 9 20.90% NA. NA.

CC-X003 chr11 118772261 C T BCL9L EX6 missense NM_182557.2 NP_872363.1 c.2191G>A p.E731K | p.Glu731Lys CCTxACC - 283149 24 0 0% 18 4 18.10% NA. NA.

CC-X003 chr11 123597334 G A ZNF202 EX9E missense NM_003455.2 NP_003446.2 c.1318C>T p.L440F | p.Leu440Phe CAAxATG - 7753 21 0 0% 25 6 19.30% NA. NA.

CC-X003 chr11 123676907 G T OR6M1 EX1E missense NM_001005325.1 NP_001005325.1 c.151C>A p.H51N | p.His51Asn GATxATC - 390261 25 0 0% 30 5 14.20% NA. NA.

CC-X003 chr12 16035685 G C STRAP EX1 missense NM_007178.3 NP_009109.3 c.44G>C p.R15P | p.Arg15Pro CGCxACC + 11171 20 0 0% 25 5 16.60% NA. NA.

CC-X003 chr12 48188545 G C HDAC7 EX12 missense NM_015401.3 NP_056216.2 c.1456C>G p.Q486E | p.Gln486Glu CCTxAGG - 51564 29 0 0% 31 9 22.50% NA. NA.

CC-X003 chr12 53001986 C T KRT73 EX9E missense NM_175068.2 NP_778238.1 c.1617G>A p.M539I | p.Met539Ile TCTxATG - 319101 16 0 0% 25 12 32.40% NA. NA.

CC-X003 chr12 57009107 G A BAZ2A EX3 missense NM_013449.3 NP_038477.2 c.427C>T p.R143W | p.Arg143Trp CCCxAAG - 11176 24 0 0% 34 5 12.80% NA. NA.

CC-X003 chr12 57867420 C T ARHGAP9 EX17 missense NM_032496.2 NP_115885.2 c.1990G>A p.D664N | p.Asp664Asn TGTxATG - 64333 24 0 0% 30 6 16.60% NA. NA.

CC-X003 chr12 85413424 A G TSPAN19 EX6 missense NM_001100917.1 NP_001094387.1 c.431T>C p.L144P | p.Leu144Pro TTCxGAA - 144448 18 0 0% 21 6 22.20% NA. NA.

CC-X003 chr13 114531598 G T GAS6 EX11 missense NM_000820.2 NP_000811.1 c.1230C>A p.F410L | p.Phe410Leu TTGxAAC - 2621 28 0 0% 40 4 9% NA. NA.

CC-X003 chr14 21058583 C G RNASE12 EX1E missense NM_001024822.2 NP_001019993.1 c.300G>C p.E100D | p.Glu100Asp TGTxTCA - 493901 30 0 0% 37 3 7.50% NA. NA.

CC-X003 chr14 57714412 C T EXOC5 EX2 missense NM_006544.3 NP_006535.1 c.46G>A p.E16K | p.Glu16Lys ATTxATC - 10640 21 0 0% 18 7 28% NA. NA.

CC-X003 chr14 77242310 C G VASH1 EX5 missense NM_014909.4 NP_055724.1 c.606C>G p.F202L | p.Phe202Leu CTTxCGC + 22846 17 0 0% 20 3 13% NA. NA.

CC-X003 chr14 92471643 C T TRIP11 EX11 missense NM_004239.3 NP_004230.2 c.2677G>A p.E893K | p.Glu893Lys GTTxAGT - 9321 27 0 0% 32 6 15.70% NA. NA.

CC-X003 chr14 103805640 G C EIF5 EX9 missense NM_001969.4 NP_001960.2 c.876G>C p.Q292H | p.Gln292His ACAxATT + 1983 32 0 0% 34 4 10.50% NA. NA.

CC-X003 chr15 23572735 C T LOC440243 EX9 missense XM_496041.6 XP_496041.7 c.1534G>A p.E512K | p.Glu512Lys TTTxCTC - 440243 22 0 0% 44 5 10.20% NA. NA.

CC-X003 chr15 72542418 C G PARP6 EX18 missense NM_020214.2 NP_064599.2 c.1434G>C p.E478D | p.Glu478Asp GTTxTCA - 56965 33 0 0% 34 3 8.10% NA. NA.

CC-X003 chr15 85787847 G A GOLGA6L3 EX6 missense XM_002343391.2 XP_002343432.2 c.626G>A p.R209H | p.Arg209His TACxTGA + 100133220 8 0 0% 28 5 15.10% NA. NA.

CC-X003 chr15 91795603 G T SV2B EX5 missense NM_014848.4 NP_055663.1 c.637G>T p.G213W | p.Gly213Trp ATTxGGG + 9899 26 0 0% 44 11 20% NA. NA.

CC-X003 chr16 3117597 G C IL32 EX5 missense NM_001012631.1 NP_001012649.1 c.97G>C p.E33Q | p.Glu33Gln GCAxAAT + 9235 16 0 0% 37 5 11.90% NA. NA.

CC-X003 chr16 17211694 T G XYLT1 EX11 missense NM_022166.3 NP_071449.1 c.2366A>C p.N789T | p.Asn789Thr ACAxTGA - 64131 28 0 0% 19 8 29.60% NA. NA.

CC-X003 chr16 71951031 G C IST1 EX5 missense NM_001270976.1 NP_001257905.1 c.390G>C p.L130F | p.Leu130Phe GTTxAAA + 9798 27 0 0% 19 8 29.60% NA. NA.

CC-X003 chr16 74750481 G C FA2H EX6 missense NM_024306.4 NP_077282.3 c.803C>G p.S268C | p.Ser268Cys CGGxAGC - 79152 23 0 0% 20 4 16.60% NA. NA.

CC-X003 chr17 4444796 C G MYBBP1A EX24 missense NM_001105538.1 NP_001099008.1 c.3259G>C p.E1087Q | p.Glu1087Gln GCTxCAG - 10514 34 0 0% 26 6 18.70% NA. NA.

CC-X003 chr17 40490801 C G STAT3 EX6 missense NM_139276.2 NP_644805.1 c.498G>C p.E166D | p.Glu166Asp ATTxTCT - 6774 26 0 0% 28 7 20% NA. NA.

CC-X003 chr17 54431224 G C ANKFN1 EX5 missense NM_153228.2 NP_694960.2 c.427G>C p.E143Q | p.Glu143Gln TTTxAGG + 162282 31 0 0% 33 3 8.30% NA. NA.

CC-X003 chr17 79813021 C A P4HB EX4 missense NM_000918.3 NP_000909.2 c.621G>T p.K207N | p.Lys207Asn CTTxTTA - 5034 28 0 0% 42 8 16% NA. NA.

CC-X003 chr18 29437639 G A TRAPPC8 EX20 missense NM_014939.3 NP_055754.2 c.3052C>T p.P1018S | p.Pro1018Ser GGGxAAC - 22878 24 0 0% 27 3 10% NA. NA.

CC-X003 chr19 613983 G C HCN2 EX7 missense NM_001194.3 NP_001185.3 c.1957G>C p.E653Q | p.Glu653Gln TTCxAGA + 610 15 0 0% 16 7 30.40% NA. NA.

CC-X003 chr19 6309836 G C ACER1 EX4 missense NM_133492.2 NP_597999.1 c.360C>G p.F120L | p.Phe120Leu GATxAAC - 125981 31 0 0% 24 3 11.10% NA. NA.

CC-X003 chr19 6495558 G A TUBB4A EX4E missense NM_006087.2 NP_006078.2 c.952C>T p.R318W | p.Arg318Trp CCCxGAA - 10382 22 0 0% 22 8 26.60% NA. NA.

CC-X003 chr19 10568572 G C PDE4A EX10 missense NM_001243121.1 NP_001230050.1 c.829G>C p.E277Q | p.Glu277Gln GTGxAGA + 5141 28 0 0% 37 5 11.90% NA. NA.

CC-X003 chr19 10578169 G A PDE4A EX17E missense NM_001243121.1 NP_001230050.1 c.2467G>A p.E823K | p.Glu823Lys GCCxAGG + 5141 24 0 0% 28 3 9.60% NA. NA.

CC-X003 chr19 16842014 G C NWD1 EX3 missense NM_001007525.3 NP_001007526.3 c.6G>C p.Q2H | p.Gln2His GCAxAGA + 284434 19 0 0% 17 4 19% NA. NA.

CC-X003 chr19 23545113 G C ZNF91 EX4E nonsense NM_003430.2 NP_003421.2 c.668C>G p.S223* | p.Ser223* GTTxAGG - 7644 23 0 0% 16 8 33.30% NA. NA.

CC-X003 chr19 29698727 C T UQCRFS1 EX2E missense NM_006003.2 NP_005994.2 c.553G>A p.E185K | p.Glu185Lys GCTxAAT - 7386 28 0 0% 38 3 7.30% NA. NA.

CC-X003 chr19 33490566 T C RHPN2 EX10 missense NM_033103.4 NP_149094.3 c.1151A>G p.Q384R | p.Gln384Arg AGCxGGG - 85415 38 0 0% 37 4 9.70% NA. NA.

CC-X003 chr19 36256008 G C C19orf55 EX7 missense NM_001039887.2 NP_001034976.2 c.700G>C p.D234H | p.Asp234His TCTxATG + 148137 30 0 0% 40 13 24.50% NA. NA.

CC-X003 chr19 43688967 C T PSG5 EX2 missense NM_002781.3 NP_002772.3 c.397G>A p.G133R | p.Gly133Arg CTCxTCT - 5673 19 0 0% 28 6 17.60% NA. NA.

CC-X003 chr19 51560001 C G KLK13 EX5E missense NM_015596.1 NP_056411.1 c.677G>C p.R226T | p.Arg226Thr GTTxTGT - 26085 27 0 0% 33 7 17.50% NA. NA.

CC-X003 chr19 53667722 C T ZNF665 EX4E missense NM_024733.3 NP_079009.3 c.2021G>A p.R674K | p.Arg674Lys ATTxTTC - 79788 29 0 0% 15 3 16.60% NA. NA.

CC-X003 chr19 55790802 C G HSPBP1 EX2 missense NM_012267.4 NP_036399.3 c.175G>C p.E59Q | p.Glu59Gln GCTxTTC - 23640 28 0 0% 23 8 25.80% NA. NA.

CC-X003 chr22 45132904 C G PRR5 EX9E nonsense NM_001017528.2 NP_001017528.1 c.917C>G p.S306* | p.Ser306* ACTxAGG + 55615 25 0 0% 26 3 10.30% NA. NA.

CC-X003 chrX 83576998 C T HDX EX10E missense NM_144657.4 NP_653258.2 c.1972G>A p.E658K | p.Glu658Lys ATTxAGG - 139324 26 0 0% 33 5 13.10% NA. NA.

CC-X003 chrX 106331969 C T RBM41 EX5 missense NM_018301.3 NP_060771.3 c.624G>A p.M208I | p.Met208Ile TCTxATA - 55285 17 0 0% 34 3 8.10% NA. NA.

CC-X003 chrX 107976538 C G IRS4 EX1E missense NM_003604.2 NP_003595.1 c.3037G>C p.E1013Q | p.Glu1013Gln CCTxTTC - 8471 29 0 0% 35 6 14.60% NA. NA.

CC-X003 chrX 142718738 G A SLITRK4 EX2E missense NM_001184749.1 NP_001171678.1 c.187C>T p.H63Y | p.His63Tyr GGTxATA - 139065 39 0 0% 31 6 16.20% NA. NA.

CC-X003 chrX 151123517 G A GABRE EX9E missense NM_004961.3 NP_004952.2 c.1177C>T p.R393C | p.Arg393Cys AACxTGC - 2564 17 0 0% 36 3 7.60% NA. NA.

CC-X003 chr5 127624235 A -AC FBN2 EX53 frameshift NM_001999.3 NP_001990.2c.6648GT[2>1] (std: c.6648GT[1] alt: c.6650_6651delGT )p.C2217Ffs*19 | p.Cys2217Phefs*19GA.AC - 2201 24 0 0% 20 5 20% NA. NA.

CC-X003 chr8 144940775 A +C EPPK1 EX1E frameshift NM_031308.1 NP_112598.2 c.6646dupGp.V2216Gfs*425 | p.Val2216Glyfs*425GA.CG - 83481 47 0 0% 42 5 10.64% NA. NA.

CC-X003 chr19 40581274 T -C ZNF780A EX6E frameshift NM_001142577.1 NP_001136049.1 c.1077delGp.K360Nfs*56 | p.Lys360Asnfs*56TT.TC - 284323 28 0 0% 24 6 20% NA. NA.

CC-X004 chr1 17740096 G A RCC2 EX9 missense NM_018715.3 NP_061185.1 c.1144C>T p.P382S | p.Pro382Ser CAGxGAA - 55920 45 0 0% 18 3 14.20% NA. NA.

CC-X004 chr1 31426787 G C PUM1 EX15 missense NM_001020658.1 NP_001018494.1 c.2365C>G p.P789A | p.Pro789Ala CTGxAGC - 9698 34 0 0% 30 4 11.70% NA. NA.

CC-X004 chr1 67885799 G A SERBP1 EX6 nonsense NM_001018067.1 NP_001018077.1 c.889C>T p.Q297* | p.Gln297* TTTxAAT - 26135 29 0 0% 24 5 17.20% NA. NA.

CC-X004 chr1 89323155 G C GTF2B EX6 nonsense NM_001514.5 NP_001505.1 c.551C>G p.S184* | p.Ser184* CGTxATA - 2959 29 0 0% 27 3 10% NA. NA.

CC-X004 chr1 110714771 C T SLC6A17 EX3 missense NM_001010898.2 NP_001010898.1 c.376C>T p.R126C | p.Arg126Cys CGCxGCG + 388662 29 0 0% 30 4 11.70% NA. NA.

CC-X004 chr1 116275569 C T CASQ2 EX5 missense NM_001232.3 NP_001223.2 c.559G>A p.E187K | p.Glu187Lys GTTxAGC - 845 28 0 0% 23 6 20.60% NA. NA.

CC-X004 chr1 150679061 C G HORMAD1 EX10 missense NM_032132.4 NP_115508.2 c.772G>C p.D258H | p.Asp258His CATxTTT - 84072 33 0 0% 22 13 37.10% NA. NA.

CC-X004 chr1 206944310 G A IL10 EX3 missense NM_000572.2 NP_000563.1 c.320C>T p.A107V | p.Ala107Val TGCxCCT - 3586 40 0 0% 27 5 15.60% NA. NA.

CC-X004 chr2 61297628 C G KIAA1841 EX3 missense NM_001129993.1 NP_001123465.1 c.143C>G p.P48R | p.Pro48Arg CACxAAA + 84542 19 0 0% 15 4 21% NA. NA.

CC-X004 chr2 179428910 C T TTN EX326 missense NM_001267550.1 NP_001254479.1 c.81949G>A p.E27317K | p.Glu27317Lys CTTxAAG - 7273 38 0 0% 32 3 8.50% NA. NA.

CC-X004 chr2 179590695 G T TTN EX70 nonsense NM_001267550.1 NP_001254479.1 c.20354C>A p.S6785* | p.Ser6785* CCCxAAA - 7273 38 0 0% 30 4 11.70% NA. NA.

CC-X004 chr3 32814977 C G CNOT10 EX19E missense NM_001256742.1 NP_001243671.1 c.2289C>G p.I763M | p.Ile763Met CATxAAA + 25904 31 0 0% 15 4 21% NA. NA.

CC-X004 chr3 51667717 C A RAD54L2 EX7 missense NM_015106.2 NP_055921.2 c.950C>A p.S317Y | p.Ser317Tyr TCTxTTT + 23132 39 0 0% 20 6 23% NA. NA.

CC-X004 chr4 40440637 C T RBM47 EX4 missense NM_001098634.1 NP_001092104.1 c.274G>A p.E92K | p.Glu92Lys CCTxGAA - 54502 23 0 0% 21 4 16% NA. NA.

CC-X004 chr4 41951371 C T TMEM33 EX6 nonsense NM_018126.2 NP_060596.2 c.583C>T p.R195* | p.Arg195* CTTxGAT + 55161 38 0 0% 20 4 16.60% NA. NA.

CC-X004 chr4 74357670 G A AFM EX8 missense NM_001133.2 NP_001124.1 c.925G>A p.E309K | p.Glu309Lys CCAxAGC + 173 41 0 0% 32 7 17.90% NA. NA.

CC-X004 chr4 89575253 G C HERC3 EX7 missense NM_014606.1 NP_055421.1 c.746G>C p.C249S | p.Cys249Ser GTTxTGG + 8916 25 0 0% 25 3 10.70% NA. NA.

CC-X004 chr4 109088751 A C LEF1 EX1 missense NM_016269.4 NP_057353.1 c.173T>G p.V58G | p.Val58Gly TTCxCCA - 51176 42 0 0% 25 5 16.60% NA. NA.

CC-X004 chr4 153247289 G C FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1513C>G p.R505G | p.Arg505Gly AGCxGAC - 55294 22 0 0% 15 6 28.50% NA. NA.

CC-X004 chr4 187540784 G C FAT1 EX10 nonsense NM_005245.3 NP_005236.2 c.6956C>G p.S2319* | p.Ser2319* TATxAGA - 2195 37 0 0% 18 9 33.30% NA. NA.

CC-X004 chr5 75757433 G C IQGAP2 EX2 missense NM_006633.2 NP_006624.2 c.85G>C p.D29H | p.Asp29His ATGxATG + 10788 36 0 0% 23 4 14.80% NA. NA.

CC-X004 chr5 140558657 G T PCDHB8 EX1E missense NM_019120.3 NP_061993.2 c.1042G>T p.V348F | p.Val348Phe GAAxTTA + 56128 48 0 0% 25 7 21.80% NA. NA.

CC-X004 chr6 26216824 C A HIST1H2BG EX1E missense NM_003518.3 NP_003509.1 c.48G>T p.K16N | p.Lys16Asn CTTxTTG - 8339 33 0 0% 27 3 10% NA. NA.

CC-X004 chr6 32726774 C T HLA-DQB2 EX3 missense NM_001198858.1 NP_001185787.1 c.499G>A p.A167T | p.Ala167Thr CGGxTGT - 3120 44 1 2.20% 29 4 12.10% NA. NA.

CC-X004 chr6 42797828 G A KIAA0240 EX5 missense NM_015349.1 NP_056164.1 c.1757G>A p.R586H | p.Arg586His ATCxTCT + 23506 35 0 0% 28 4 12.50% NA. NA.

CC-X004 chr6 56346859 C T DST EX71 missense NM_015548.4 NP_056363.2 c.13651G>A p.D4551N | p.Asp4551Asn GATxAAT - 667 23 0 0% 30 6 16.60% NA. NA.

CC-X004 chr6 56420330 C T DST EX41 missense NM_015548.4 NP_056363.2 c.7080G>A p.M2360I | p.Met2360Ile GTTxATA - 667 42 1 2.30% 29 6 17.10% NA. NA.

CC-X004 chr6 137525523 T G IFNGR1 EX4 missense NM_000416.2 NP_000407.1 c.492A>C p.E164D | p.Glu164Asp AGTxTCG - 3459 38 0 0% 19 4 17.30% NA. NA.

CC-X004 chr7 37988465 A G EPDR1 EX2 missense NM_017549.4 NP_060019.2 c.293A>G p.Y98C | p.Tyr98Cys TGTxTAA + 54749 30 0 0% 28 6 17.60% NA. NA.

CC-X004 chr7 72883850 G A BAZ1B EX9 missense NM_032408.3 NP_115784.1 c.2863C>T p.R955C | p.Arg955Cys TGCxAGG - 9031 39 0 0% 33 3 8.30% NA. NA.

CC-X004 chr7 105172803 C T RINT1 EX1 missense NM_021930.4 NP_068749.3 c.41C>T p.P14L | p.Pro14Leu CCCxGGT + 60561 23 0 0% 14 4 22.20% NA. NA.

CC-X004 chr7 142574310 G A TRPV6 EX6 missense NM_018646.3 NP_061116.2 c.613C>T p.L205F | p.Leu205Phe GGAxGAT - 55503 36 0 0% 24 7 22.50% NA. NA.

CC-X004 chr7 147675016 G C CNTNAP2 EX15 missense NM_014141.5 NP_054860.1 c.2318G>C p.G773A | p.Gly773Ala TTGxAGA + 26047 48 0 0% 23 10 30.30% NA. NA.

CC-X004 chr8 95504021 C T KIAA1429 EX22 missense NM_015496.4 NP_056311.2 c.4925G>A p.R1642K | p.Arg1642Lys TTTxTCT - 25962 16 0 0% 29 4 12.10% NA. NA.

CC-X004 chr8 95778008 C G DPY19L4 EX10 missense NM_181787.2 NP_861452.2 c.1072C>G p.L358V | p.Leu358Val ACTxTGA + 286148 19 0 0% 22 4 15.30% NA. NA.

CC-X004 chr9 133759364 G A ABL1 EX11E missense NM_005157.4 NP_005148.2 c.1687G>A p.D563N | p.Asp563Asn CTGxACC + 25 30 0 0% 21 5 19.20% NA. NA.

CC-X004 chr9 140110535 C G NDOR1 EX13 missense NM_001144026.1 NP_001137498.1 c.1571C>G p.S524C | p.Ser524Cys TCTxTGC + 27158 24 0 0% 21 5 19.20% NA. NA.

CC-X004 chr10 24832574 A T KIAA1217 EX19 nonsense NM_019590.3 NP_062536.2 c.4375A>T p.R1459* | p.Arg1459* AAGxGAC + 56243 37 0 0% 26 3 10.30% NA. NA.

CC-X004 chr10 93851691 C T CPEB3 EX8 missense NM_014912.4 NP_055727.3 c.1583G>A p.R528Q | p.Arg528Gln GGTxGAA - 22849 35 0 0% 30 4 11.70% NA. NA.

CC-X004 chr10 99683047 G A CRTAC1 EX4 missense NM_018058.6 NP_060528.3 c.532C>T p.R178C | p.Arg178Cys AGCxTCC - 55118 44 0 0% 19 4 17.30% NA. NA.

CC-X004 chr10 103371468 C T FBXW4 EX8 missense NM_022039.3 NP_071322.1 c.1036G>A p.D346N | p.Asp346Asn CATxTGT - 6468 29 0 0% 23 5 17.80% NA. NA.

CC-X004 chr11 28057001 C T KIF18A EX15 missense NM_031217.3 NP_112494.3 c.2437G>A p.V813I | p.Val813Ile GTAxAGG - 81930 22 0 0% 25 4 13.70% NA. NA.

CC-X004 chr11 71544246 A G DEFB108B EX1 init-loss NM_001002035.1 NP_001002035.1 c.1A>G p.0? GCCxTGA + 245911 45 1 2.10% 40 6 13% NA. NA.

CC-X004 chr11 122738720 G C CRTAM IVS8 splice-3 NM_019604.2 NP_062550.2 c.965-1G>C . GTAxAAA + 56253 35 0 0% 26 4 13.30% NA. NA.

CC-X004 chr12 9260172 G A A2M EX8 missense NM_000014.4 NP_000005.2 c.827C>T p.S276F | p.Ser276Phe TCGxAAG - 2 32 0 0% 20 7 25.90% NA. NA.

CC-X004 chr12 21531221 G A IAPP EX3E missense NM_000415.2 NP_000406.1 c.131G>A p.R44H | p.Arg44His AGCxCCT + 3375 47 0 0% 24 3 11.10% NA. NA.

CC-X004 chr12 34179150 C A ALG10 EX3E missense NM_032834.3 NP_116223.3 c.722C>A p.S241Y | p.Ser241Tyr ATTxCAT + 84920 43 0 0% 30 4 11.70% NA. NA.

CC-X004 chr12 40878627 C T MUC19 EX55 missense XM_003846356.1 XP_003846404.1 c.11825C>T p.S3942L | p.Ser3942Leu TATxAGT + 283463 30 0 0% 43 6 12.20% NA. NA.

CC-X004 chr12 100502247 C T UHRF1BP1L EX2 missense NM_015054.1 NP_055869.1 c.124G>A p.D42N | p.Asp42Asn CATxCAA - 23074 29 0 0% 28 5 15.10% NA. NA.

CC-X004 chr12 106831466 G A POLR3B EX18 missense NM_018082.5 NP_060552.4 c.1864G>A p.E622K | p.Glu622Lys TTTxAAG + 55703 37 0 0% 23 6 20.60% NA. NA.

CC-X004 chr12 109194588 C G SSH1 EX12 missense NM_018984.3 NP_061857.3 c.1116G>C p.W372C | p.Trp372Cys ATTxCAG - 54434 37 0 0% 25 6 19.30% NA. NA.

CC-X004 chr13 67799966 C G PCDH9 EX2 missense NM_203487.2 NP_982354.1 c.2607G>C p.K869N | p.Lys869Asn TTTxTTT - 5101 38 1 2.50% 30 4 11.70% NA. NA.

CC-X004 chr14 51387305 C T PYGL EX7 missense NM_002863.4 NP_002854.3 c.809G>A p.R270Q | p.Arg270Gln TTTxGGT - 5836 31 0 0% 20 6 23% NA. NA.

CC-X004 chr14 93649687 C T MOAP1 EX3E missense NM_022151.4 NP_071434.2 c.901G>A p.G301R | p.Gly301Arg CCCxAGC - 64112 37 0 0% 23 5 17.80% NA. NA.

CC-X004 chr15 42977114 C T STARD9 EX23 missense NM_020759.2 NP_065810.2 c.3338C>T p.S1113L | p.Ser1113Leu TCTxATG + 57519 45 0 0% 27 4 12.90% NA. NA.

CC-X004 chr15 42977192 C G STARD9 EX23 missense NM_020759.2 NP_065810.2 c.3416C>G p.S1139C | p.Ser1139Cys ACTxTGA + 57519 49 0 0% 25 3 10.70% NA. NA.

CC-X004 chr15 45249106 G A C15orf43 EX2 missense NM_152448.2 NP_689661.1 c.77G>A p.G26E | p.Gly26Glu GGGxAAC + 145645 18 0 0% 20 3 13% NA. NA.

CC-X004 chr15 64701943 C T TRIP4 EX7 missense NM_016213.4 NP_057297.2 c.959C>T p.S320F | p.Ser320Phe CCTxTCG + 9325 40 0 0% 21 3 12.50% NA. NA.

CC-X004 chr15 83349880 A C AP3B2 EX6 missense NM_004644.3 NP_004635.2 c.572T>G p.L191R | p.Leu191Arg GCCxGAA - 8120 34 0 0% 26 4 13.30% NA. NA.

CC-X004 chr15 83710504 T A BTBD1 EX4 missense NM_025238.3 NP_079514.1 c.838A>T p.M280L | p.Met280Leu TCAxCAG - 53339 38 0 0% 37 4 9.70% NA. NA.

CC-X004 chr16 13328934 G A SHISA9 EX5E missense NM_001145204.2 NP_001138676.2 c.943G>A p.E315K | p.Glu315Lys GCTxAGC + 729993 34 0 0% 31 4 11.40% NA. NA.

CC-X004 chr16 68021763 C T DPEP2 EX10 missense NM_022355.3 NP_071750.1 c.1198G>A p.V400M | p.Val400Met CCAxTTG - 64174 30 0 0% 26 8 23.50% NA. NA.

CC-X004 chr17 10435114 G C MYH2 EX22 missense NM_017534.5 NP_060004.3 c.2533C>G p.L845V | p.Leu845Val ACAxAGG - 4620 43 1 2.20% 28 4 12.50% NA. NA.

CC-X004 chr17 38905522 T C KRT25 EX7 missense NM_181534.3 NP_853512.1 c.1231A>G p.S411G | p.Ser411Gly GACxTCC - 147183 54 0 0% 33 4 10.80% NA. NA.

CC-X004 chr17 48649925 G A CACNA1G EX6 missense NM_018896.4 NP_061496.2 c.757G>A p.V253M | p.Val253Met AGCxTGG + 8913 34 0 0% 20 10 33.30% NA. NA.

CC-X004 chr17 72613493 C G CD300E EX2 missense NM_181449.2 NP_852114.2 c.152G>C p.R51P | p.Arg51Pro CCTxGGC - 342510 21 0 0% 19 8 29.60% NA. NA.

CC-X004 chr17 74474944 G A RHBDF2 EX6 missense NM_024599.5 NP_078875.4 c.703C>T p.R235C | p.Arg235Cys TGCxGCG - 79651 29 0 0% 18 10 35.70% NA. NA.

CC-X004 chr18 6964803 C A LAMA1 IVS50 splice-3 NM_005559.3 NP_005550.2 c.7196-1G>T . CTCxTAA - 284217 38 0 0% 32 4 11.10% Sanger somatic

CC-X004 chr18 8069965 G C PTPRM EX8 missense NM_001105244.1 NP_001098714.1 c.1414G>C p.E472Q | p.Glu472Gln CAAxAAC + 5797 27 0 0% 43 5 10.40% NA. NA.

CC-X004 chr18 59941280 C T KIAA1468 EX21 missense NM_020854.3 NP_065905.2 c.2828C>T p.A943V | p.Ala943Val ATGxTCC + 57614 21 0 0% 19 5 20.80% NA. NA.

CC-X004 chr19 9046206 C T MUC16 EX5 missense NM_024690.2 NP_078966.2 c.35425G>A p.E11809K | p.Glu11809Lys TCTxTGC - 94025 37 0 0% 26 5 16.10% NA. NA.

CC-X004 chr19 9069017 G C MUC16 EX3 missense NM_024690.2 NP_078966.2 c.18429C>G p.N6143K | p.Asn6143Lys AGAxTTA - 94025 31 0 0% 25 4 13.70% NA. NA.

CC-X004 chr19 14031704 C T CC2D1A EX14 missense NM_017721.4 NP_060191.3 c.1610C>T p.S537L | p.Ser537Leu CCTxGCG + 54862 37 0 0% 21 6 22.20% NA. NA.

CC-X004 chr19 37147422 C T ZNF461 EX4 missense NM_153257.2 NP_694989.2 c.160G>A p.V54I | p.Val54Ile TTAxGGC - 92283 40 0 0% 24 4 14.20% NA. NA.

CC-X004 chr19 43262337 C T PSG8 EX3 missense NM_182707.2 NP_874366.1 c.526G>A p.A176T | p.Ala176Thr TTGxGTC - 440533 42 0 0% 24 7 22.50% NA. NA.

CC-X004 chr19 52824877 A G ZNF480 EX5E missense NM_144684.2 NP_653285.2 c.374A>G p.K125R | p.Lys125Arg TTAxAAA + 147657 28 0 0% 29 3 9.30% NA. NA.

CC-X004 chr20 37576531 C G FAM83D EX3 missense NM_030919.2 NP_112181.2 c.754C>G p.R252G | p.Arg252Gly GTTxGGA + 81610 34 0 0% 41 5 10.80% NA. NA.

CC-X004 chr21 31709464 G T KRTAP27-1 EX1E missense NM_001077711.1 NP_001071179.1 c.523C>A p.P175T | p.Pro175Thr GAGxTCT - 643812 39 0 0% 35 8 18.60% NA. NA.

CC-X004 chr22 31059508 C G DUSP18 EX2E missense NM_152511.3 NP_689724.3 c.483G>C p.K161N | p.Lys161Asn GTTxTTG - 150290 45 0 0% 27 9 25% NA. NA.

CC-X004 chr22 51133274 C T SHANK3 EX10 missense NM_033517.1 NP_277052.1 c.1102C>T p.R368W | p.Arg368Trp CCTxGGC + 85358 45 0 0% 20 8 28.50% NA. NA.

CC-X004 chrX 49957229 G A AKAP4 EX5 missense NM_003886.2 NP_003877.2 c.2135C>T p.A712V | p.Ala712Val TTAxCCA - 8852 29 0 0% 16 3 15.70% NA. NA.

CC-X004 chrX 107978741 C A IRS4 EX1E missense NM_003604.2 NP_003595.1 c.834G>T p.Q278H | p.Gln278His GAGxTGG - 8471 35 0 0% 20 3 13% NA. NA.

CC-X004 chrX 148055070 A G AFF2 EX16 missense NM_002025.3 NP_002016.2 c.3337A>G p.M1113V | p.Met1113Val GCCxTGG + 2334 33 0 0% 25 10 28.50% NA. NA.

CC-X005 chr1 894315 G A NOC2L EX2 missense NM_015658.3 NP_056473.2 c.173C>T p.S58L | p.Ser58Leu GCCxAGG - 26155 32 0 0% 21 5 19.20% NA. NA.

CC-X005 chr1 16563180 C T RSG1 EX1 missense NM_030907.3 NP_112169.2 c.58G>A p.E20K | p.Glu20Lys CCTxGGC - 79363 33 0 0% 23 3 11.50% NA. NA.

CC-X005 chr1 33059001 G A ZBTB8A EX3 missense NM_001040441.1 NP_001035531.1 c.469G>A p.E157K | p.Glu157Lys CAAxAAG + 653121 40 0 0% 27 4 12.90% NA. NA.

CC-X005 chr1 37285406 C G GRIK3 EX12 missense NM_000831.3 NP_000822.2 c.1804G>C p.E602Q | p.Glu602Gln CCTxGGA - 2899 30 0 0% 29 3 9.30% NA. NA.

CC-X005 chr1 39325140 G T RRAGC EX1 missense NM_022157.2 NP_071440.1 c.179C>A p.S60Y | p.Ser60Tyr TTGxAGC - 64121 18 0 0% 17 3 15% NA. NA.

CC-X005 chr1 39457240 C A AKIRIN1 EX1 missense NM_024595.2 NP_078871.1 c.188C>A p.P63Q | p.Pro63Gln CCCxGCC + 79647 25 0 0% 12 4 25% NA. NA.

CC-X005 chr1 65303694 C T JAK1 EX22 missense NM_002227.2 NP_002218.2 c.3061G>A p.D1021N | p.Asp1021Asn AGTxTCC - 3716 41 0 0% 38 5 11.60% NA. NA.

CC-X005 chr1 78326912 C G FAM73A EX12 missense NM_001270384.1 NP_001257313.1 c.1279C>G p.P427A | p.Pro427Ala AATxCAA + 374986 37 0 0% 17 7 29.10% NA. NA.

CC-X005 chr1 79101163 G C IFI44L EX5 missense NM_006820.2 NP_006811.2 c.865G>C p.D289H | p.Asp289His CCAxACA + 10964 23 0 0% 28 7 20% NA. NA.

CC-X005 chr1 90180437 G T LRRC8C EX3E nonsense NM_032270.4 NP_115646.2 c.2308G>T p.E770* | p.Glu770* CCTxAAC + 84230 40 0 0% 28 5 15.10% NA. NA.

CC-X005 chr1 90180482 G C LRRC8C EX3E missense NM_032270.4 NP_115646.2 c.2353G>C p.E785Q | p.Glu785Gln GTAxAAG + 84230 34 0 0% 27 4 12.90% NA. NA.

CC-X005 chr1 92446317 G A BRDT EX9 missense NM_001242806.1 NP_001229735.1 c.1417G>A p.E473K | p.Glu473Lys AATxAAA + 676 31 0 0% 21 5 19.20% NA. NA.

CC-X005 chr1 117146423 C T IGSF3 EX7 missense NM_001542.2 NP_001533.2 c.1507G>A p.G503S | p.Gly503Ser CGCxCCC - 3321 37 1 2.60% 43 6 12.20% NA. NA.

CC-X005 chr1 118535217 C T SPAG17 EX36 missense NM_206996.2 NP_996879.1 c.5233G>A p.E1745K | p.Glu1745Lys ACTxAAT - 200162 48 0 0% 45 6 11.70% NA. NA.

CC-X005 chr1 152276282 C G FLG EX3E missense NM_002016.1 NP_002007.1 c.11080G>C p.E3694Q | p.Glu3694Gln ACTxTTG - 2312 39 0 0% 41 6 12.70% NA. NA.

CC-X005 chr1 152276377 C G FLG EX3E missense NM_002016.1 NP_002007.1 c.10985G>C p.S3662T | p.Ser3662Thr TGAxTAC - 2312 43 0 0% 26 6 18.70% NA. NA.

CC-X005 chr1 152276459 C T FLG EX3E missense NM_002016.1 NP_002007.1 c.10903G>A p.D3635N | p.Asp3635Asn TGTxTGC - 2312 43 1 2.20% 40 10 20% NA. NA.

CC-X005 chr1 153932582 G A SLC39A1 EX5E nonsense NM_014437.3 NP_055252.2 c.967C>T p.Q323* | p.Gln323* TTTxGAT - 27173 32 0 0% 31 4 11.40% NA. NA.

CC-X005 chr1 155156548 C G TRIM46 EX10E nonsense NM_025058.4 NP_079334.3 c.2162C>G p.S721* | p.Ser721* GCTxAGG + 80128 27 0 0% 28 3 9.60% NA. NA.

CC-X005 chr1 182555872 C T RNASEL EX2 missense NM_021133.3 NP_066956.1 c.70G>A p.E24K | p.Glu24Lys CTTxCAC - 6041 40 0 0% 28 5 15.10% NA. NA.

CC-X005 chr1 220835241 G C MARK1 EX18E missense NM_018650.3 NP_061120.3 c.2121G>C p.K707N | p.Lys707Asn GAAxACC + 4139 45 0 0% 31 4 11.40% NA. NA.

CC-X005 chr1 227842784 C A ZNF678 EX4E nonsense NM_178549.3 NP_848644.2 c.998C>A p.S333* | p.Ser333* GCTxACA + 339500 27 0 0% 31 6 16.20% NA. NA.

CC-X005 chr1 235345048 C G ARID4B EX20 missense NM_016374.5 NP_057458.4 c.3186G>C p.K1062N | p.Lys1062Asn ACTxTTG - 51742 35 0 0% 43 4 8.50% NA. NA.

CC-X005 chr1 235346066 C G ARID4B EX20 missense NM_016374.5 NP_057458.4 c.2168G>C p.R723T | p.Arg723Thr CCTxTCT - 51742 29 0 0% 32 4 11.10% NA. NA.

CC-X005 chr2 15378678 C T NBAS EX45 missense NM_015909.3 NP_056993.2 c.5857G>A p.D1953N | p.Asp1953Asn TATxTGC - 51594 28 0 0% 27 3 10% NA. NA.

CC-X005 chr2 27804846 G A C2orf16 EX1E missense NM_032266.3 NP_115642.3 c.5407G>A p.E1803K | p.Glu1803Lys TCTxAGA + 84226 28 0 0% 29 6 17.10% NA. NA.

CC-X005 chr2 49381496 G A FSHR EX1 missense NM_000145.3 NP_000136.2 c.61C>T p.R21W | p.Arg21Trp TCCxATG - 2492 28 0 0% 35 8 18.60% NA. NA.

CC-X005 chr2 67632163 G A ETAA1 EX5 missense NM_019002.3 NP_061875.2 c.2349G>A p.M783I | p.Met783Ile TATxAAT + 54465 28 0 0% 33 3 8.30% NA. NA.

CC-X005 chr2 74720244 C T TTC31 EX13E nonsense NM_022492.4 NP_071937.4 c.1459C>T p.Q487* | p.Gln487* TCCxAGA + 64427 37 0 0% 21 4 16% NA. NA.

CC-X005 chr2 85806163 G C VAMP8 EX2 missense NM_003761.4 NP_003752.2 c.35G>C p.R12P | p.Arg12Pro ATCxTGT + 8673 26 0 0% 15 6 28.50% NA. NA.

CC-X005 chr2 97033007 G C NCAPH EX15 missense NM_015341.3 NP_056156.2 c.1894G>C p.E632Q | p.Glu632Gln ATTxAAA + 23397 35 0 0% 31 6 16.20% NA. NA.

CC-X005 chr2 160663624 G A LY75-CD302 EX34 missense NM_001198759.1 NP_001185688.1 c.4850C>T p.S1617L | p.Ser1617Leu TCTxATC - 100526664 34 1 2.80% 23 7 23.30% NA. NA.

CC-X005 chr2 160663624 G A LY75 EX34 missense NM_002349.3 NP_002340.2 c.4850C>T p.S1617L | p.Ser1617Leu TCTxATC - 4065 34 1 2.80% 23 7 23.30% NA. NA.

CC-X005 chr2 166535387 G C CSRNP3 EX7E missense NM_001172173.1 NP_001165644.1 c.882G>C p.E294D | p.Glu294Asp TGAxATA + 80034 33 0 0% 43 9 17.30% NA. NA.

CC-X005 chr2 196753005 C G DNAH7 EX33 missense NM_018897.2 NP_061720.2 c.5383G>C p.E1795Q | p.Glu1795Gln ATTxAAC - 56171 29 0 0% 25 9 26.40% NA. NA.

CC-X005 chr2 220075698 G C ABCB6 EX15 missense NM_005689.2 NP_005680.1 c.2101C>G p.Q701E | p.Gln701Glu CCTxAGC - 10058 48 0 0% 34 4 10.50% NA. NA.

CC-X005 chr2 223787500 C G ACSL3 EX9 missense NM_004457.3 NP_004448.2 c.1031C>G p.S344C | p.Ser344Cys TTTxTCA + 2181 41 0 0% 37 4 9.70% NA. NA.

CC-X005 chr2 223917567 C A KCNE4 EX2E missense NM_080671.2 NP_542402.2 c.19C>A p.L7M | p.Leu7Met CCTxTGA + 23704 24 0 0% 25 4 13.70% NA. NA.

CC-X005 chr2 228883781 C T SPHKAP EX7 missense NM_001142644.1 NP_001136116.1 c.1789G>A p.E597K | p.Glu597Lys CTTxAGA - 80309 49 1 2% 38 4 9.50% NA. NA.



CC-X005 chr3 9885597 G T RPUSD3 EX1 missense NM_173659.3 NP_775930.2 c.102C>A p.D34E | p.Asp34Glu TGCxTCC - 285367 29 0 0% 27 3 10% NA. NA.

CC-X005 chr3 51395198 G A DOCK3 EX45 missense NM_004947.4 NP_004938.1 c.4693G>A p.D1565N | p.Asp1565Asn TTTxATA + 1795 38 0 0% 34 7 17% NA. NA.

CC-X005 chr3 52417608 G A DNAH1 EX51 missense NM_015512.4 NP_056327.4 c.8148G>A p.M2716I | p.Met2716Ile CATxAGG + 25981 27 0 0% 29 3 9.30% NA. NA.

CC-X005 chr3 119466692 G A MAATS1 EX16 missense NM_033364.3 NP_203528.2 c.2086G>A p.E696K | p.Glu696Lys GCTxAGT + 89876 34 0 0% 35 7 16.60% NA. NA.

CC-X005 chr3 126349620 C T TXNRD3 EX9 missense NM_052883.1 NP_443115.1 c.1132G>A p.E378K | p.Glu378Lys TTTxTGC - 114112 38 0 0% 26 4 13.30% NA. NA.

CC-X005 chr3 133166189 G A BFSP2 EX2 missense NM_003571.2 NP_003562.1 c.518G>A p.R173Q | p.Arg173Gln CCCxGCT + 8419 43 0 0% 38 4 9.50% NA. NA.

CC-X005 chr3 141295914 C T RASA2 EX15 missense NM_006506.2 NP_006497.2 c.1556C>T p.S519L | p.Ser519Leu TATxACC + 5922 25 0 0% 39 5 11.30% NA. NA.

CC-X005 chr3 167758646 C G GOLIM4 EX7 missense NM_014498.3 NP_055313.1 c.612G>C p.K204N | p.Lys204Asn ATTxTTA - 27333 36 0 0% 37 4 9.70% NA. NA.

CC-X005 chr3 178936082 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1624G>A p.E542K | p.Glu542Lys TCTxAAA + 5290 32 0 0% 24 3 11.10% NA. NA.

CC-X005 chr3 195517973 C G MUC4 EX2 missense NM_018406.6 NP_060876.5 c.478G>C p.E160Q | p.Glu160Gln TTTxAGT - 4585 39 0 0% 24 7 22.50% NA. NA.

CC-X005 chr4 155112 A G ZNF718 EX3E missense NM_001039127.3 NP_001034216.1 c.637A>G p.I213V | p.Ile213Val TCAxTTC + 255403 35 0 0% 17 3 15% NA. NA.

CC-X005 chr4 71629351 G C RUFY3 EX3 missense NM_001037442.2 NP_001032519.1 c.435G>C p.E145D | p.Glu145Asp AGAxATA + 22902 44 0 0% 20 4 16.60% NA. NA.

CC-X005 chr4 89036151 C G ABCG2 EX8 missense NM_004827.2 NP_004818.2 c.901G>C p.D301H | p.Asp301His AATxTCC - 9429 17 0 0% 17 3 15% NA. NA.

CC-X005 chr4 139965969 C G CCRN4L EX3E missense NM_012118.2 NP_036250.2 c.637C>G p.Q213E | p.Gln213Glu TATxAAG + 25819 24 0 0% 27 8 22.80% NA. NA.

CC-X005 chr4 177071693 G C WDR17 EX17 missense NM_170710.4 NP_733828.2 c.2325G>C p.Q775H | p.Gln775His TCAxAAC + 116966 33 0 0% 23 3 11.50% NA. NA.

CC-X005 chr5 93077212 C T POU5F2 EX1E missense NM_153216.1 NP_694948.1 c.58G>A p.G20S | p.Gly20Ser GGCxGCC - 134187 23 0 0% 23 4 14.80% NA. NA.

CC-X005 chr5 122435381 G A PRDM6 EX3 missense NM_001136239.1 NP_001129711.1 c.625G>A p.E209K | p.Glu209Lys GGCxAGT + 93166 30 0 0% 25 4 13.70% NA. NA.

CC-X005 chr5 123982545 C T ZNF608 EX4 missense NM_020747.2 NP_065798.2 c.3532G>A p.E1178K | p.Glu1178Lys CCTxAGT - 57507 44 0 0% 23 6 20.60% NA. NA.

CC-X005 chr5 123983203 C T ZNF608 EX4 missense NM_020747.2 NP_065798.2 c.2874G>A p.M958I | p.Met958Ile TCTxATA - 57507 39 0 0% 28 6 17.60% NA. NA.

CC-X005 chr5 123983238 C T ZNF608 EX4 missense NM_020747.2 NP_065798.2 c.2839G>A p.D947N | p.Asp947Asn CGTxAGC - 57507 45 0 0% 33 5 13.10% NA. NA.

CC-X005 chr5 123983991 C T ZNF608 EX4 missense NM_020747.2 NP_065798.2 c.2086G>A p.E696K | p.Glu696Lys TCTxAGC - 57507 47 0 0% 30 5 14.20% NA. NA.

CC-X005 chr5 140221195 G C PCDHA8 EX1 missense NM_018911.2 NP_061734.1 c.289G>C p.G97R | p.Gly97Arg TGCxGGC + 56140 28 0 0% 38 5 11.60% NA. NA.

CC-X005 chr5 140515518 C G PCDHB5 EX1E missense NM_015669.2 NP_056484.1 c.502C>G p.Q168E | p.Gln168Glu GTTxAGA + 26167 50 0 0% 30 5 14.20% NA. NA.

CC-X005 chr6 28117354 G A ZNF192 EX3 missense NM_006298.2 NP_006289.2 c.511G>A p.E171K | p.Glu171Lys TCTxAGG + 7745 32 0 0% 27 6 18.10% NA. NA.

CC-X005 chr6 30997598 G A MUC22 EX3 missense NM_001198815.1 NP_001185744.1 c.4390G>A p.E1464K | p.Glu1464Lys TCTxAGA + 100507679 40 0 0% 31 5 13.80% NA. NA.

CC-X005 chr6 31857007 C T EHMT2 EX9 missense NM_006709.3 NP_006700.3 c.1112G>A p.R371Q | p.Arg371Gln CCTxGTG - 10919 32 0 0% 19 4 17.30% NA. NA.

CC-X005 chr6 31914171 C T CFB EX2 missense NM_001710.5 NP_001701.2 c.86C>T p.S29F | p.Ser29Phe GGTxTTT + 629 42 0 0% 26 4 13.30% NA. NA.

CC-X005 chr6 35255563 G A ZNF76 EX5 missense NM_003427.3 NP_003418.2 c.373G>A p.E125K | p.Glu125Lys GCAxAGG + 7629 38 0 0% 32 5 13.50% NA. NA.

CC-X005 chr6 42858474 G A C6orf226 EX1E missense NM_001008739.1 NP_001008739.1 c.53C>T p.S18L | p.Ser18Leu ACCxAAG - 441150 30 0 0% 24 4 14.20% NA. NA.

CC-X005 chr6 42985701 C T KLHDC3 EX4 nonsense NM_057161.3 NP_476502.1 c.442C>T p.Q148* | p.Gln148* GAGxAGC + 116138 30 0 0% 31 4 11.40% NA. NA.

CC-X005 chr6 43582247 G C POLH EX11E missense NM_006502.2 NP_006493.1 c.2095G>C p.E699Q | p.Glu699Gln CCTxAGG + 5429 40 0 0% 30 5 14.20% NA. NA.

CC-X005 chr6 49583367 C T RHAG EX4 missense NM_000324.2 NP_000315.2 c.610G>A p.A204T | p.Ala204Thr ATGxGGA - 6005 39 0 0% 25 6 19.30% NA. NA.

CC-X005 chr6 76023844 C G FILIP1 EX5 missense NM_015687.2 NP_056502.1 c.1704G>C p.L568F | p.Leu568Phe TGTxAAG - 27145 34 0 0% 35 4 10.20% NA. NA.

CC-X005 chr6 109837665 C G AKD1 EX30 missense NM_001145128.2 NP_001138600.2 c.3814G>C p.E1272Q | p.Glu1272Gln CTTxAAA - 221264 40 0 0% 28 8 22.20% NA. NA.

CC-X005 chr7 127334894 C G SND1 EX3 missense NM_014390.2 NP_055205.2 c.241C>G p.P81A | p.Pro81Ala TTTxCAG + 27044 47 0 0% 32 6 15.70% NA. NA.

CC-X005 chr7 127992356 G C PRRT4 EX6E missense NM_001174164.1 NP_001167635.1 c.1254C>G p.F418L | p.Phe418Leu GTAxAAG - 401399 15 0 0% 17 3 15% NA. NA.

CC-X005 chr7 130142547 C G MEST EX10 missense NM_177524.2 NP_803490.1 c.785C>G p.S262C | p.Ser262Cys CCTxTGT + 4232 23 0 0% 35 4 10.20% NA. NA.

CC-X005 chr7 140373188 G C ADCK2 EX1 missense NM_052853.3 NP_443085.2 c.58G>C p.E20Q | p.Glu20Gln TTCxAGC + 90956 10 0 0% 22 3 12% NA. NA.

CC-X005 chr7 149481978 C G SSPO EX18 missense NM_198455.2 NP_940857.2 c.2766C>G p.F922L | p.Phe922Leu ATTxTGC + 23145 32 0 0% 21 3 12.50% NA. NA.

CC-X005 chr8 22463342 C G KIAA1967 EX2 nonsense NM_021174.5 NP_066997.3 c.56C>G p.S19* | p.Ser19* TCTxAGG + 57805 42 0 0% 30 4 11.70% NA. NA.

CC-X005 chr8 30437837 C G GTF2E2 EX7 missense NM_002095.4 NP_002086.1 c.720G>C p.Q240H | p.Gln240His ACCxTGT - 2961 34 0 0% 32 5 13.50% NA. NA.

CC-X005 chr8 38257878 G C LETM2 EX5 missense NM_001199659.1 NP_001186588.1 c.593G>C p.R198T | p.Arg198Thr ACAxAGC + 137994 38 0 0% 22 5 18.50% NA. NA.

CC-X005 chr8 41557010 C G ANK1 EX24 missense NM_001142446.1 NP_001135918.1 c.2641G>C p.E881Q | p.Glu881Gln TCTxTTC - 286 39 0 0% 26 3 10.30% NA. NA.

CC-X005 chr8 99168528 G C POP1 EX15 missense NM_001145860.1 NP_001139332.1 c.2308G>C p.E770Q | p.Glu770Gln GCAxAGG + 10940 32 0 0% 28 3 9.60% NA. NA.

CC-X005 chr8 113529338 G A CSMD3 EX28 nonsense NM_198123.1 NP_937756.1 c.4681C>T p.Q1561* | p.Gln1561* CTTxAAG - 114788 21 0 0% 26 6 18.70% NA. NA.

CC-X005 chr9 17135172 G A CNTLN EX1 missense NM_017738.2 NP_060208.2 c.109G>A p.E37K | p.Glu37Lys AGCxAGG + 54875 25 0 0% 16 3 15.70% NA. NA.

CC-X005 chr9 35044244 G A C9orf131 EX2E missense NM_203299.2 NP_976044.2 c.1618G>A p.E540K | p.Glu540Lys TCAxAAG + 138724 39 0 0% 32 5 13.50% NA. NA.

CC-X005 chr9 35736439 G C CREB3 EX9E missense NM_006368.4 NP_006359.3 c.832G>C p.E278Q | p.Glu278Gln CTGxAGC + 10488 36 0 0% 31 5 13.80% NA. NA.

CC-X005 chr9 104432713 C T GRIN3A EX3 missense NM_133445.2 NP_597702.2 c.1981G>A p.D661N | p.Asp661Asn TATxTCG - 116443 36 0 0% 37 8 17.70% NA. NA.

CC-X005 chr9 107367317 T G OR13C2 EX1E missense NM_001004481.1 NP_001004481.1 c.592A>C p.I198L | p.Ile198Leu TGAxGAA - 392376 38 0 0% 32 5 13.50% NA. NA.

CC-X005 chr9 107367328 T C OR13C2 EX1E missense NM_001004481.1 NP_001004481.1 c.581A>G p.D194G | p.Asp194Gly TTGxCTG - 392376 40 0 0% 32 5 13.50% NA. NA.

CC-X005 chr9 111641005 C T IKBKAP EX34 missense NM_003640.3 NP_003631.2 c.3598G>A p.A1200T | p.Ala1200Thr CCGxTTT - 8518 24 0 0% 34 6 15% NA. NA.

CC-X005 chr9 123589121 G C PSMD5 EX6 missense NM_005047.3 NP_005038.1 c.736C>G p.Q246E | p.Gln246Glu CTTxAGC - 5711 42 0 0% 22 3 12% NA. NA.

CC-X005 chr9 130497533 C T TOR2A EX1 missense NM_001085347.2 NP_001078816.1 c.17G>A p.R6H | p.Arg6His CCGxGCG - 27433 21 0 0% 10 4 28.50% NA. NA.

CC-X005 chr9 131193475 A T CERCAM EX9 missense NM_016174.4 NP_057258.3 c.1096A>T p.N366Y | p.Asn366Tyr AGGxACC + 51148 27 0 0% 26 4 13.30% NA. NA.

CC-X005 chr9 131446194 C T SET EX1 missense NM_001122821.1 NP_001116293.1 c.20C>T p.S7F | p.Ser7Phe AGTxTCC + 6418 32 0 0% 17 3 15% NA. NA.

CC-X005 chr9 139563084 C A EGFL7 EX5 missense NM_016215.4 NP_057299.1 c.156C>A p.F52L | p.Phe52Leu CTTxCTC + 51162 31 0 0% 28 4 12.50% NA. NA.

CC-X005 chr9 139566418 C T EGFL7 EX10 missense NM_016215.4 NP_057299.1 c.677C>T p.S226L | p.Ser226Leu CCTxGCA + 51162 34 0 0% 22 4 15.30% NA. NA.

CC-X005 chr10 5008169 G C AKR1C1 EX2 missense NM_001353.5 NP_001344.2 c.148G>C p.D50H | p.Asp50His ATTxATT + 1645 39 0 0% 30 6 16.60% NA. NA.

CC-X005 chr10 5496313 G C NET1 EX9 missense NM_001047160.2 NP_001040625.1 c.854G>C p.R285T | p.Arg285Thr CAAxAGT + 10276 31 0 0% 31 6 16.20% NA. NA.

CC-X005 chr10 23244807 G A ARMC3 EX4 missense NM_173081.3 NP_775104.2 c.238G>A p.D80N | p.Asp80Asn GAAxACA + 219681 44 0 0% 35 6 14.60% NA. NA.

CC-X005 chr10 23326388 G A ARMC3 EX19E missense NM_173081.3 NP_775104.2 c.2599G>A p.D867N | p.Asp867Asn GCTxATC + 219681 26 0 0% 21 4 16% NA. NA.

CC-X005 chr10 70764838 C G KIAA1279 EX3 missense NM_015634.3 NP_056449.1 c.562C>G p.L188V | p.Leu188Val TTTxTTC + 26128 34 0 0% 21 3 12.50% NA. NA.

CC-X005 chr11 6432054 G C APBB1 EX2 missense NM_145689.1 NP_663722.1 c.524C>G p.S175C | p.Ser175Cys GGAxAAG - 322 27 0 0% 16 11 40.70% NA. NA.

CC-X005 chr11 11958000 G C USP47 EX16 missense NM_017944.3 NP_060414.3 c.1816G>C p.D606H | p.Asp606His TTTxATC + 55031 22 0 0% 18 3 14.20% NA. NA.

CC-X005 chr11 46396337 C T DGKZ EX19 missense NM_001105540.1 NP_001099010.1 c.2110C>T p.P704S | p.Pro704Ser ACTxCCA + 8525 37 0 0% 19 5 20.80% NA. NA.

CC-X005 chr11 64564151 G C MAP4K2 EX22 missense NM_004579.3 NP_004570.2 c.1527C>G p.I509M | p.Ile509Met GTAxATG - 5871 29 0 0% 35 5 12.50% NA. NA.

CC-X005 chr11 64884261 C G ZNHIT2 EX1E missense NM_014205.2 NP_055020.1 c.865G>C p.E289Q | p.Glu289Gln CCTxGTG - 741 29 0 0% 13 3 18.70% NA. NA.

CC-X005 chr11 70052317 C T FADD EX2E missense NM_003824.3 NP_003815.1 c.365C>T p.S122L | p.Ser122Leu TCTxAGA + 8772 36 0 0% 25 4 13.70% NA. NA.

CC-X005 chr11 83544678 C G DLG2 EX17 missense NM_001142699.1 NP_001136171.1 c.1701G>C p.Q567H | p.Gln567His TCTxTGG - 1740 34 0 0% 25 4 13.70% NA. NA.

CC-X005 chr11 85396975 G A CCDC89 EX1E missense NM_152723.1 NP_689936.1 c.199C>T p.R67C | p.Arg67Cys AGCxAAG - 220388 44 0 0% 26 8 23.50% NA. NA.

CC-X005 chr11 100836413 C G ARHGAP42 EX17 missense NM_152432.2 NP_689645.2 c.1456C>G p.Q486E | p.Gln486Glu GATxAAA + 143872 35 0 0% 23 4 14.80% NA. NA.

CC-X005 chr11 113073151 G A NCAM1 EX2 missense NM_181351.4 NP_851996.2 c.103G>A p.E35K | p.Glu35Lys GGAxAGT + 4684 32 0 0% 17 4 19% NA. NA.

CC-X005 chr12 6471255 G C SCNN1A EX4 missense NM_001038.5 NP_001029.1 c.837C>G p.I279M | p.Ile279Met GAAxATG - 6337 22 0 0% 24 3 11.10% NA. NA.

CC-X005 chr12 29485617 G C FAR2 EX11 missense NM_018099.3 NP_060569.3 c.1342G>C p.E448Q | p.Glu448Gln AAAxAGG + 55711 32 0 0% 24 5 17.20% NA. NA.

CC-X005 chr12 40868565 C T MUC19 EX52 missense XM_003846356.1 XP_003846404.1 c.5756C>T p.S1919L | p.Ser1919Leu TCTxAGG + 283463 33 0 0% 26 5 16.10% NA. NA.

CC-X005 chr12 49164710 G A ADCY6 EX19 missense NM_015270.3 NP_056085.1 c.3095C>T p.T1032M | p.Thr1032Met ATCxTCT - 112 32 0 0% 15 5 25% NA. NA.

CC-X005 chr12 53858580 C T PCBP2 EX9 missense NM_005016.5 NP_005007.2 c.628C>T p.P210S | p.Pro210Ser TTTxCCC + 5094 31 0 0% 26 4 13.30% NA. NA.

CC-X005 chr12 54676446 C T HNRNPA1 EX6 missense NM_031157.2 NP_112420.1 c.673C>T p.R225C | p.Arg225Cys GGTxGTG + 3178 30 0 0% 29 5 14.70% NA. NA.

CC-X005 chr12 56332969 G A DGKA IVS7 splice-3 NM_201444.2 NP_958852.1 c.475-1G>A . TCAxATT + 1606 47 0 0% 17 4 19% NA. NA.

CC-X005 chr12 56495477 G C ERBB3 EX28E missense NM_001982.3 NP_001973.2 c.3667G>C p.E1223Q | p.Glu1223Gln TATxAGT + 2065 26 0 0% 25 3 10.70% NA. NA.

CC-X005 chr12 85674062 T C ALX1 EX1 missense NM_006982.2 NP_008913.2 c.23T>C p.F8S | p.Phe8Ser AGTxTGC + 8092 31 0 0% 34 7 17% NA. NA.

CC-X005 chr12 102142895 G A GNPTAB EX20 missense NM_024312.4 NP_077288.2 c.3677C>T p.S1226L | p.Ser1226Leu AATxAGA - 79158 28 0 0% 22 3 12% NA. NA.

CC-X005 chr12 104388251 C T GLT8D2 EX9 missense NM_031302.3 NP_112592.1 c.629G>A p.R210Q | p.Arg210Gln TTCxGGT - 83468 48 0 0% 27 15 35.70% NA. NA.

CC-X005 chr12 117604798 C G FBXO21 EX8 missense NM_033624.2 NP_296373.1 c.1098G>C p.L366F | p.Leu366Phe GATxAAG - 23014 34 0 0% 31 5 13.80% NA. NA.

CC-X005 chr13 28602408 C T FLT3 EX16 missense NM_004119.2 NP_004110.2 c.1960G>A p.E654K | p.Glu654Lys TTTxAGA - 2322 37 0 0% 28 4 12.50% NA. NA.

CC-X005 chr13 29001351 G A FLT1 EX10 nonsense NM_002019.4 NP_002010.2 c.1381C>T p.Q461* | p.Gln461* GTTxAGG - 2321 35 0 0% 38 5 11.60% NA. NA.

CC-X005 chr13 45149565 G T TSC22D1 EX1 missense NM_183422.3 NP_904358.2 c.646C>A p.H216N | p.His216Asn GATxAGC - 8848 48 0 0% 32 5 13.50% NA. NA.

CC-X005 chr13 99171709 C T STK24 EX2 missense NM_003576.3 NP_003567.2 c.97G>A p.E33K | p.Glu33Lys CTTxTGG - 8428 38 0 0% 33 6 15.30% NA. NA.

CC-X005 chr14 24975706 G C CMA1 EX3 missense NM_001836.3 NP_001827.1 c.314C>G p.S105C | p.Ser105Cys GTAxAAG - 1215 36 0 0% 40 6 13% NA. NA.

CC-X005 chr14 35736034 G C KIAA0391 EX6 missense NM_014672.3 NP_055487.2 c.1377G>C p.E459D | p.Glu459Asp TGAxATG + 9692 26 0 0% 29 5 14.70% NA. NA.

CC-X005 chr14 59112110 G C DACT1 EX4E missense NM_016651.5 NP_057735.2 c.769G>C p.D257H | p.Asp257His TGTxATC + 51339 29 0 0% 32 4 11.10% NA. NA.

CC-X005 chr14 59977423 C T CCDC175 EX19 missense NM_001164399.1 NP_001157871.1 c.2246G>A p.R749Q | p.Arg749Gln CCTxGTA - 729665 34 0 0% 30 6 16.60% NA. NA.

CC-X005 chr14 60749908 G A PPM1A EX2 missense NM_177952.2 NP_808821.2 c.706G>A p.D236N | p.Asp236Asn CAAxATC + 5494 36 0 0% 45 7 13.40% NA. NA.

CC-X005 chr14 72117206 G A SIPA1L1 EX5 missense NM_015556.1 NP_056371.1 c.1973G>A p.R658Q | p.Arg658Gln ATCxAGC + 26037 28 0 0% 42 4 8.60% NA. NA.

CC-X005 chr14 77236354 G C VASH1 EX2 missense NM_014909.4 NP_055724.1 c.358G>C p.E120Q | p.Glu120Gln CCTxAGC + 22846 30 0 0% 30 5 14.20% NA. NA.

CC-X005 chr14 88654313 C T KCNK10 EX6 missense NM_138317.2 NP_612190.1 c.1009G>A p.E337K | p.Glu337Lys CCTxTTC - 54207 37 0 0% 32 5 13.50% NA. NA.

CC-X005 chr14 105394058 C G PLD4 EX3 missense NM_138790.2 NP_620145.2 c.139C>G p.L47V | p.Leu47Val GCTxTTA + 122618 35 0 0% 22 7 24.10% NA. NA.

CC-X005 chr15 39879667 G A THBS1 EX8 missense NM_003246.2 NP_003237.2 c.1240G>A p.E414K | p.Glu414Lys TGTxAGG + 7057 38 0 0% 24 3 11.10% NA. NA.

CC-X005 chr15 82637069 C G GOLGA6L10 EX6 missense NM_001164465.1 NP_001157937.1 c.1017G>C p.E339D | p.Glu339Asp CCTxTCC - 647042 18 0 0% 14 3 17.60% NA. NA.

CC-X005 chr15 101120671 G A LINS EX2 missense NM_001040616.2 NP_001035706.1 c.377C>T p.S126L | p.Ser126Leu GCTxATT - 55180 31 0 0% 31 3 8.80% NA. NA.

CC-X005 chr16 19049208 G A TMC7 EX8 missense NM_024847.3 NP_079123.3 c.1018G>A p.E340K | p.Glu340Lys GAGxAAG + 79905 29 0 0% 21 6 22.20% NA. NA.

CC-X005 chr16 19552095 G C CCP110 EX5 missense NM_001199022.1 NP_001185951.1 c.2035G>C p.E679Q | p.Glu679Gln CAAxAAA + 9738 36 0 0% 32 8 20% NA. NA.

CC-X005 chr16 22545865 G C LOC100132247 EX7E missense NM_001135865.1 NP_001129337.1 c.1561G>C p.A521P | p.Ala521Pro ACTxCCC + 100132247 13 0 0% 15 3 16.60% NA. NA.

CC-X005 chr16 27518326 G A GTF3C1 EX9 missense NM_001520.3 NP_001511.2 c.1394C>T p.S465L | p.Ser465Leu AGCxACT - 2975 35 0 0% 28 5 15.10% NA. NA.

CC-X005 chr16 47621609 C T PHKB EX9 missense NM_000293.2 NP_000284.1 c.805C>T p.L269F | p.Leu269Phe GATxTCG + 5257 30 0 0% 34 7 17% NA. NA.

CC-X005 chr16 71482518 G T ZNF23 EX6E missense NM_145911.1 NP_666016.1 c.1410C>A p.H470Q | p.His470Gln AGTxTGA - 7571 34 0 0% 32 4 11.10% NA. NA.

CC-X005 chr17 463796 C T VPS53 EX15 missense NM_001128159.2 NP_001121631.1 c.1574G>A p.G525E | p.Gly525Glu CCTxCAC - 55275 31 0 0% 26 7 21.20% NA. NA.

CC-X005 chr17 2265068 G A SGSM2 EX3 missense NM_014853.2 NP_055668.2 c.271G>A p.E91K | p.Glu91Lys CAGxAGC + 9905 32 0 0% 26 6 18.70% NA. NA.

CC-X005 chr17 7701976 C G DNAH2 EX54 missense NM_020877.2 NP_065928.2 c.8499C>G p.I2833M | p.Ile2833Met CATxAAC + 146754 28 0 0% 33 5 13.10% NA. NA.

CC-X005 chr17 29220978 C T ATAD5 EX21 nonsense NM_024857.3 NP_079133.3 c.5107C>T p.Q1703* | p.Gln1703* TCTxAAA + 79915 22 0 0% 26 6 18.70% NA. NA.

CC-X005 chr17 36977224 G A CWC25 EX2 nonsense NM_017748.3 NP_060218.1 c.121C>T p.Q41* | p.Gln41* GCTxAAG - 54883 38 0 0% 25 4 13.70% NA. NA.

CC-X005 chr17 40087005 G T TTC25 EX1 missense NM_031421.2 NP_113609.1 c.29G>T p.R10L | p.Arg10Leu TGCxAAG + 83538 26 0 0% 11 4 26.60% NA. NA.

CC-X005 chr17 60062423 G A MED13 EX13 missense NM_005121.2 NP_005112.2 c.2414C>T p.S805L | p.Ser805Leu TCTxATC - 9969 31 0 0% 27 3 10% NA. NA.

CC-X005 chr17 62019204 G A SCN4A EX24E missense NM_000334.4 NP_000325.4 c.4438C>T p.P1480S | p.Pro1480Ser CAGxCAG - 6329 25 0 0% 32 5 13.50% NA. NA.

CC-X005 chr17 66038313 G C KPNA2 EX5 missense NM_002266.2 NP_002257.1 c.415G>C p.E139Q | p.Glu139Gln TTTxAAT + 3838 31 0 0% 34 9 20.90% NA. NA.

CC-X005 chr17 72305477 G C DNAI2 EX10 missense NM_023036.4 NP_075462.3 c.1297G>C p.D433H | p.Asp433His CTGxATA + 64446 30 0 0% 27 5 15.60% NA. NA.

CC-X005 chr17 73657132 C T RECQL5 EX6 missense NM_004259.6 NP_004250.4 c.889G>A p.E297K | p.Glu297Lys TTTxAGA - 9400 41 0 0% 42 6 12.50% NA. NA.

CC-X005 chr17 73736537 G T ITGB4 EX21 nonsense NM_000213.3 NP_000204.3 c.2545G>T p.E849* | p.Glu849* GAGxAGA + 3691 32 0 0% 24 8 25% NA. NA.

CC-X005 chr17 74208519 C G RNF157 EX2 missense NM_052916.2 NP_443148.1 c.133G>C p.D45H | p.Asp45His AGTxAAA - 114804 22 0 0% 29 7 19.40% NA. NA.

CC-X005 chr18 6961719 C T LAMA1 EX53 missense NM_005559.3 NP_005550.2 c.7492G>A p.E2498K | p.Glu2498Lys ATTxAAT - 284217 34 0 0% 24 3 11.10% NA. NA.

CC-X005 chr18 19112614 C T ESCO1 EX11 missense NM_052911.2 NP_443143.2 c.2195G>A p.R732K | p.Arg732Lys ACTxTGT - 114799 32 0 0% 26 7 21.20% NA. NA.

CC-X005 chr18 20716288 C G CABLES1 EX1 missense NM_001100619.2 NP_001094089.1 c.562C>G p.L188V | p.Leu188Val CCTxTCG + 91768 16 0 0% 15 3 16.60% NA. NA.

CC-X005 chr18 44157767 C T LOXHD1 EX14 missense NM_144612.6 NP_653213.6 c.1873G>A p.D625N | p.Asp625Asn CATxGTG - 125336 32 0 0% 28 5 15.10% NA. NA.

CC-X005 chr18 44543567 C T TCEB3CL2 EX1E missense NM_001242907.1 NP_001229836.1 c.805G>A p.E269K | p.Glu269Lys GCTxCGA - 100506888 41 0 0% 29 3 9.30% NA. NA.

CC-X005 chr19 4429478 G A CHAF1A EX9 missense NM_005483.2 NP_005474.2 c.1648G>A p.E550K | p.Glu550Lys CCCxAGA + 10036 31 0 0% 27 8 22.80% NA. NA.

CC-X005 chr19 4429501 G T CHAF1A EX9 missense NM_005483.2 NP_005474.2 c.1671G>T p.M557I | p.Met557Ile GATxAAG + 10036 35 0 0% 31 6 16.20% NA. NA.

CC-X005 chr19 8436392 C T ANGPTL4 EX6 missense NM_139314.1 NP_647475.1 c.1025C>T p.A342V | p.Ala342Val GCGxCAA + 51129 34 0 0% 21 5 19.20% NA. NA.

CC-X005 chr19 11287261 C G KANK2 EX5 missense NM_015493.6 NP_056308.3 c.1777G>C p.E593Q | p.Glu593Gln TCTxCTC - 25959 36 0 0% 33 4 10.80% NA. NA.

CC-X005 chr19 18096133 G T KCNN1 EX6 missense NM_002248.3 NP_002239.2 c.930G>T p.K310N | p.Lys310Asn CAAxCAG + 3780 35 0 0% 17 5 22.70% NA. NA.

CC-X005 chr19 19625593 G A TSSK6 EX1E missense NM_032037.3 NP_114426.1 c.644C>T p.S215L | p.Ser215Leu TCCxAGT - 83983 29 0 0% 17 3 15% NA. NA.

CC-X005 chr19 37038631 C T ZNF529 EX6E missense NM_001145649.1 NP_001139121.1 c.829G>A p.D277N | p.Asp277Asn CATxATG - 57711 34 0 0% 35 3 7.80% NA. NA.

CC-X005 chr19 43579704 G A PSG2 EX3 missense NM_031246.3 NP_112536.2 c.511C>T p.P171S | p.Pro171Ser CAGxATC - 5670 47 0 0% 47 15 24.10% NA. NA.

CC-X005 chr19 44740872 G C ZNF227 EX6E missense NM_182490.1 NP_872296.1 c.2289G>C p.Q763H | p.Gln763His TCAxAGA + 7770 36 0 0% 55 4 6.70% NA. NA.

CC-X005 chr19 46973059 C T PNMAL1 EX2 missense NM_018215.3 NP_060685.2 c.1234G>A p.E412K | p.Glu412Lys CCTxGGC - 55228 27 0 0% 36 7 16.20% NA. NA.

CC-X005 chr19 48848431 G C TMEM143 EX4 missense NM_018273.2 NP_060743.2 c.550C>G p.Q184E | p.Gln184Glu CCTxAGG - 55260 28 0 0% 23 4 14.80% NA. NA.

CC-X005 chr19 51015976 C T ASPDH EX4 missense NM_001114598.1 NP_001108070.1 c.374G>A p.R125Q | p.Arg125Gln CCTxGGG - 554235 36 1 2.70% 24 3 11.10% NA. NA.

CC-X005 chr19 55286665 T A KIR2DL1 EX4 missense NM_014218.2 NP_055033.2 c.419T>A p.L140Q | p.Leu140Gln TTCxGGC + 3802 40 1 2.40% 33 3 8.30% NA. NA.

CC-X005 chr20 3672690 G A SIGLEC1 EX16 missense NM_023068.3 NP_075556.1 c.4190C>T p.S1397L | p.Ser1397Leu CCTxATG - 6614 35 0 0% 28 4 12.50% NA. NA.

CC-X005 chr20 23669539 G T CST4 EX1 missense NM_001899.2 NP_001890.1 c.68C>A p.S23Y | p.Ser23Tyr TTGxAGC - 1472 43 0 0% 43 5 10.40% NA. NA.

CC-X005 chr20 31044199 C G C20orf112 IVS5 splice-3 NM_001256798.1 NP_001243727.1 c.842-1G>C . CATxTGG - 140688 28 0 0% 34 9 20.90% NA. NA.

CC-X005 chr20 37145009 C G RALGAPB EX7 missense NM_020336.2 NP_065069.1 c.1047C>G p.F349L | p.Phe349Leu ATTxTTA + 57148 31 0 0% 37 5 11.90% NA. NA.

CC-X005 chr20 43257731 G A ADA EX3 missense NM_000022.2 NP_000013.2 c.175C>T p.P59S | p.Pro59Ser CTGxAAG - 100 46 0 0% 34 6 15% NA. NA.

CC-X005 chr20 56139383 G C PCK1 EX7 missense NM_002591.3 NP_002582.3 c.1120G>C p.D374H | p.Asp374His ATTxATG + 5105 44 0 0% 30 7 18.90% NA. NA.

CC-X005 chr20 61449871 G A COL9A3 EX3 missense NM_001853.3 NP_001844.3 c.149G>A p.G50E | p.Gly50Glu AGGxAGA + 1299 32 0 0% 29 4 12.10% NA. NA.

CC-X005 chr20 61449873 G A COL9A3 EX3 missense NM_001853.3 NP_001844.3 c.151G>A p.E51K | p.Glu51Lys GGAxAAG + 1299 32 0 0% 29 4 12.10% NA. NA.

CC-X005 chr20 61449898 G A COL9A3 EX3 missense NM_001853.3 NP_001844.3 c.176G>A p.G59E | p.Gly59Glu CTGxGCC + 1299 33 0 0% 29 4 12.10% NA. NA.

CC-X005 chr21 34962169 G T CRYZL1 EX13E missense NM_145858.2 NP_665857.2 c.1009C>A p.Q337K | p.Gln337Lys TCTxAAC - 9946 29 0 0% 38 4 9.50% NA. NA.

CC-X005 chr21 34962223 G T CRYZL1 EX13E missense NM_145858.2 NP_665857.2 c.955C>A p.Q319K | p.Gln319Lys ACTxAGG - 9946 35 0 0% 36 8 18.10% NA. NA.

CC-X005 chr21 38997475 C A KCNJ6 EX4E nonsense NM_002240.3 NP_002231.1 c.1258G>T p.E420* | p.Glu420* ATTxATT - 3763 48 0 0% 38 4 9.50% NA. NA.

CC-X005 chr22 21800292 G A HIC2 EX3E missense NM_015094.2 NP_055909.2 c.1108G>A p.G370R | p.Gly370Arg GTCxGGG + 23119 25 0 0% 17 4 19% NA. NA.

CC-X005 chr22 39267749 C A CBX6 EX3 nonsense NM_014292.3 NP_055107.3 c.127G>T p.E43* | p.Glu43* GCTxCCA - 23466 21 0 0% 14 4 22.20% NA. NA.

CC-X005 chrX 11682550 C G ARHGAP6 EX1 missense NM_013427.2 NP_038286.2 c.399G>C p.K133N | p.Lys133Asn GCTxTTC - 395 32 0 0% 37 5 11.90% NA. NA.

CC-X005 chrX 15609836 G A ACE2 EX5 missense NM_021804.2 NP_068576.1 c.583C>T p.H195Y | p.His195Tyr TACxATT - 59272 29 0 0% 29 4 12.10% NA. NA.

CC-X005 chrX 48972646 C G GPKOW EX7 missense NM_015698.4 NP_056513.2 c.945G>C p.K315N | p.Lys315Asn GGTxTTC - 27238 38 0 0% 22 3 12% NA. NA.

CC-X005 chrX 53105990 G A GPR173 EX2E missense NM_018969.5 NP_061842.1 c.187G>A p.D63N | p.Asp63Asn CTGxACC + 54328 40 0 0% 25 4 13.70% NA. NA.

CC-X005 chrX 100243455 G A ARL13A EX8 missense NM_001162490.1 NP_001155962.1 c.833G>A p.R278K | p.Arg278Lys GGAxAAT + 392509 32 0 0% 21 7 25% NA. NA.

CC-X005 chrX 105011161 C T IL1RAPL2 EX11E missense NM_017416.1 NP_059112.1 c.1568C>T p.S523L | p.Ser523Leu AATxACT + 26280 32 0 0% 41 9 18% NA. NA.

CC-X005 chrX 117788661 G A DOCK11 EX43 missense NM_144658.3 NP_653259.3 c.4792G>A p.E1598K | p.Glu1598Lys CCTxAAA + 139818 36 0 0% 33 8 19.50% NA. NA.

CC-X005 chrX 123197881 C G STAG2 EX20 missense NM_001042749.1 NP_001036214.1 c.2005C>G p.L669V | p.Leu669Val CTTxTTG + 10735 37 0 0% 32 5 13.50% NA. NA.

CC-X005 chr1 116206711 C -G VANGL1 EX4 frameshift NM_138959.2 NP_620409.1c.635G[3>2] (std: c.635G[2] alt: c.637delG )p.D213Tfs*58 | p.Asp213Thrfs*58TC.GG + 81839 33 0 0% 40 5 11.11% NA. NA.

CC-X005 chr3 48669458 T -GG SLC26A6 EX6 frameshift NM_022911.2 NP_075062.2 c.603_604delCCp.H202Lfs*83 | p.His202Leufs*83GT.AT - 65010 23 0 0% 13 3 18.75% NA. NA.

CC-X005 chr3 113652484 C -AGAAA GRAMD1C EX12 frameshift NM_017577.4 NP_060047.3c.1337_1341delAGAAAp.Q446Lfs*24 | p.Gln446Leufs*24AC.TG + 54762 40 0 0% 29 6 17.14% NA. NA.

CC-X005 chr10 90697853 T -CTC ACTA2 EX8 cds-del NM_001613.2 NP_001604.1 c.952_954delGAG p.E318del | p.Glu318del AT.CT - 59 35 0 0% 27 5 15.62% NA. NA.

CC-X006 chr1 2420755 A G PLCH2 EX9 missense NM_014638.2 NP_055453.2 c.1345A>G p.S449G | p.Ser449Gly GTGxGCA + 9651 18 0 0% 15 8 34.70% NA. NA.

CC-X006 chr1 2489201 G A TNFRSF14 EX2 missense NM_003820.2 NP_003811.2 c.106G>A p.A36T | p.Ala36Thr TACxCCC + 8764 18 0 0% 18 3 14.20% NA. NA.

CC-X006 chr1 7880577 C T PER3 EX15 missense NM_016831.1 NP_058515.1 c.1810C>T p.R604W | p.Arg604Trp GGAxGGT + 8863 34 0 0% 24 8 25% NA. NA.

CC-X006 chr1 8420349 G A RERE EX19 missense NM_012102.3 NP_036234.3 c.3218C>T p.A1073V | p.Ala1073Val GCCxCAC - 473 20 0 0% 12 4 25% NA. NA.

CC-X006 chr1 10523563 G A DFFA EX4 missense NM_004401.2 NP_004392.1 c.556C>T p.R186C | p.Arg186Cys GACxCAC - 1676 36 0 0% 17 3 15% NA. NA.

CC-X006 chr1 11861229 G A MTHFR EX3 missense NM_005957.4 NP_005948.3 c.464C>T p.A155V | p.Ala155Val AGCxCCA - 4524 23 0 0% 15 8 34.70% NA. NA.

CC-X006 chr1 12336275 G A VPS13D EX19 missense NM_015378.2 NP_056193.2 c.2630G>A p.G877D | p.Gly877Asp CAGxCAA + 55187 32 0 0% 32 4 11.10% Sanger No mutation

CC-X006 chr1 14105136 A T PRDM2 EX8 missense NM_012231.4 NP_036363.2 c.846A>T p.E282D | p.Glu282Asp AGAxGAT + 7799 35 0 0% 15 8 34.70% NA. NA.

CC-X006 chr1 16910181 C G NBPF1 EX13 missense NM_017940.3 NP_060410.2 c.999G>C p.E333D | p.Glu333Asp GCAxTCT - 55672 98 1 1% 50 6 10.70% NA. NA.

CC-X006 chr1 17966705 G A ARHGEF10L EX21 missense NM_018125.3 NP_060595.3 c.2180G>A p.R727H | p.Arg727His GCCxCCC + 55160 36 0 0% 14 3 17.60% NA. NA.

CC-X006 chr1 18152575 C T ACTL8 EX3E missense NM_030812.2 NP_110439.2 c.662C>T p.A221V | p.Ala221Val AGGxCCT + 81569 23 0 0% 25 3 10.70% NA. NA.

CC-X006 chr1 19633892 C T AKR7A2 EX4 missense NM_003689.3 NP_003680.2 c.604G>A p.A202T | p.Ala202Thr TGGxGTT - 8574 21 0 0% 16 6 27.20% NA. NA.

CC-X006 chr1 22837781 G A ZBTB40 EX11 missense NM_001083621.1 NP_001077090.1 c.1943G>A p.C648Y | p.Cys648Tyr TGTxCAG + 9923 25 0 0% 25 3 10.70% NA. NA.

CC-X006 chr1 25611147 G A RHD EX2 missense NM_016124.3 NP_057208.2 c.232G>A p.A78T | p.Ala78Thr GTGxCCT + 6007 32 0 0% 29 7 19.40% NA. NA.

CC-X006 chr1 26670780 C T AIM1L EX2 missense NM_001039775.3 NP_001034864.2 c.2369G>A p.R790H | p.Arg790His GAGxGAG - 55057 20 0 0% 16 3 15.70% NA. NA.



CC-X006 chr1 26879982 C A RPS6KA1 EX6 missense NM_001006665.1 NP_001006666.1 c.596C>A p.P199H | p.Pro199His AGCxTGA + 6195 22 0 0% 23 7 23.30% NA. NA.

CC-X006 chr1 27680299 G A SYTL1 EX15E missense NM_001193308.1 NP_001180237.1 c.1645G>A p.D549N | p.Asp549Asn GTGxATG + 84958 26 0 0% 19 4 17.30% NA. NA.

CC-X006 chr1 36859375 G T LSM10 EX2E missense NM_032881.1 NP_116270.1 c.356C>A p.P119Q | p.Pro119Gln TTTxGGG - 84967 19 0 0% 17 4 19% NA. NA.

CC-X006 chr1 40773911 G T COL9A2 EX17 missense NM_001852.3 NP_001843.1 c.853C>A p.P285T | p.Pro285Thr CTGxGCT - 1298 31 0 0% 15 7 31.80% NA. NA.

CC-X006 chr1 55586425 C T USP24 EX38 missense NM_015306.2 NP_056121.2 c.4352G>A p.R1451H | p.Arg1451His CGGxGAA - 23358 33 0 0% 27 6 18.10% NA. NA.

CC-X006 chr1 64605887 G A ROR1 EX6 missense NM_005012.3 NP_005003.2 c.706G>A p.D236N | p.Asp236Asn TGCxATG + 4919 26 0 0% 32 4 11.10% NA. NA.

CC-X006 chr1 68615917 G A WLS EX6 missense NM_001002292.3 NP_001002292.3 c.920C>T p.A307V | p.Ala307Val ATCxCAT - 79971 42 0 0% 24 3 11.10% NA. NA.

CC-X006 chr1 100961566 A G CDC14A EX13 missense NM_033312.2 NP_201569.1 c.1259A>G p.D420G | p.Asp420Gly ATGxTAC + 8556 34 0 0% 26 9 25.70% NA. NA.

CC-X006 chr1 110466085 G A CSF1 EX6 missense NM_000757.5 NP_000748.3 c.842G>A p.R281H | p.Arg281His CTCxCCC + 1435 19 0 0% 12 5 29.40% NA. NA.

CC-X006 chr1 112524787 C T KCND3 EX2 missense NM_004980.4 NP_004971.2 c.562G>A p.V188M | p.Val188Met TCAxGTA - 3752 24 0 0% 12 7 36.80% NA. NA.

CC-X006 chr1 115238121 G A AMPD1 EX1 missense NM_000036.2 NP_000027.2 c.71C>T p.A24V | p.Ala24Val ATAxCAC - 270 14 0 0% 14 3 17.60% NA. NA.

CC-X006 chr1 149921598 C T OTUD7B EX9 missense NM_020205.2 NP_064590.2 c.1057G>A p.A353T | p.Ala353Thr AGGxGAG - 56957 24 0 0% 13 3 18.70% NA. NA.

CC-X006 chr1 152382699 C T CRNN EX3E missense NM_016190.2 NP_057274.1 c.859G>A p.A287T | p.Ala287Thr GAGxATG - 49860 33 1 2.90% 31 4 11.40% NA. NA.

CC-X006 chr1 154313535 T C ATP8B2 EX13 missense NM_020452.3 NP_065185.1 c.1339T>C p.Y447H | p.Tyr447His AGCxATG + 57198 22 0 0% 21 4 16% NA. NA.

CC-X006 chr1 171621612 C T MYOC EX1 missense NM_000261.1 NP_000252.1 c.140G>A p.C47Y | p.Cys47Tyr TGGxATC - 4653 22 0 0% 20 9 31% NA. NA.

CC-X006 chr1 179087791 A C ABL2 EX7 missense NM_007314.3 NP_009298.1 c.1154T>G p.V385G | p.Val385Gly AGCxCAA - 27 20 0 0% 20 6 23% NA. NA.

CC-X006 chr1 182908464 T C SHCBP1L EX5 missense NM_030933.2 NP_112195.2 c.923A>G p.E308G | p.Glu308Gly TTCxCCA - 81626 30 0 0% 14 4 22.20% NA. NA.

CC-X006 chr1 192545492 A G RGS1 EX2 missense NM_002922.3 NP_002913.3 c.215A>G p.D72G | p.Asp72Gly AGGxTGT + 5996 21 0 0% 13 6 31.50% NA. NA.

CC-X006 chr1 203138048 C T MYBPH EX9 missense NM_004997.2 NP_004988.2 c.1403G>A p.R468Q | p.Arg468Gln AGCxGGC - 4608 24 0 0% 16 10 38.40% NA. NA.

CC-X006 chr1 203821496 T C ZC3H11A EX20E missense NM_014827.4 NP_055642.3 c.2402T>C p.L801P | p.Leu801Pro TTCxGCT + 9877 16 0 0% 21 4 16% NA. NA.

CC-X006 chr1 203821508 C G ZC3H11A EX20E nonsense NM_014827.4 NP_055642.3 c.2414C>G p.S805* | p.Ser805* TATxAGA + 9877 14 0 0% 18 5 21.70% NA. NA.

CC-X006 chr1 204438050 C T PIK3C2B EX3 missense NM_002646.3 NP_002637.3 c.881G>A p.G294D | p.Gly294Asp TTGxCAT - 5287 24 0 0% 16 10 38.40% NA. NA.

CC-X006 chr1 211844613 C T NEK2 EX4 missense NM_001204182.1 NP_001191111.1 c.569G>A p.R190H | p.Arg190His ATGxGAT - 4751 39 0 0% 21 6 22.20% NA. NA.

CC-X006 chr1 226576415 G A PARP1 EX5 missense NM_001618.3 NP_001609.2 c.659C>T p.A220V | p.Ala220Val TTCxCCA - 142 23 0 0% 23 8 25.80% NA. NA.

CC-X006 chr1 229667428 G A ABCB10 EX7 missense NM_012089.2 NP_036221.2 c.1390C>T p.R464C | p.Arg464Cys GGCxCCC - 23456 23 0 0% 12 6 33.30% NA. NA.

CC-X006 chr1 231472425 G A EXOC8 EX1E missense NM_175876.3 NP_787072.2 c.1067C>T p.A356V | p.Ala356Val ACCxCCC - 149371 38 0 0% 23 4 14.80% NA. NA.

CC-X006 chr1 231700376 C T TSNAX EX6E missense NM_005999.2 NP_005990.1 c.598C>T p.R200W | p.Arg200Trp ATGxGGA + 7257 32 0 0% 22 7 24.10% NA. NA.

CC-X006 chr1 236978953 G A MTR EX7 missense NM_000254.2 NP_000245.2 c.659G>A p.R220Q | p.Arg220Gln CCCxGCC + 4548 30 0 0% 22 5 18.50% NA. NA.

CC-X006 chr1 244217659 C T ZNF238 EX2E nonsense NM_205768.2 NP_991331.1 c.583C>T p.R195* | p.Arg195* ATGxGAT + 10472 19 0 0% 27 12 30.70% NA. NA.

CC-X006 chr1 245848758 C T KIF26B EX12 missense NM_018012.3 NP_060482.2 c.2473C>T p.R825C | p.Arg825Cys ATGxGCA + 55083 23 0 0% 10 4 28.50% NA. NA.

CC-X006 chr1 248512992 A T OR14C36 EX1E missense NM_001001918.1 NP_001001918.1 c.916A>T p.I306F | p.Ile306Phe AGAxTTT + 127066 21 0 0% 18 3 14.20% NA. NA.

CC-X006 chr2 7154687 G A RNF144A EX4 missense NM_014746.3 NP_055561.2 c.238G>A p.E80K | p.Glu80Lys AACxAGG + 9781 16 0 0% 17 14 45.10% NA. NA.

CC-X006 chr2 11375874 C T ROCK2 EX5 missense NM_004850.3 NP_004841.2 c.677G>A p.G226E | p.Gly226Glu TGTxCAT - 9475 28 0 0% 23 6 20.60% NA. NA.

CC-X006 chr2 11809757 C T NTSR2 EX1 missense NM_012344.3 NP_036476.1 c.499G>A p.A167T | p.Ala167Thr GGGxGAG - 23620 19 0 0% 17 4 19% NA. NA.

CC-X006 chr2 23916231 G A KLHL29 EX8 missense NM_052920.1 NP_443152.1 c.1375G>A p.A459T | p.Ala459Thr TTCxCGC + 114818 14 0 0% 25 3 10.70% NA. NA.

CC-X006 chr2 25037326 A C CENPO EX4 missense NM_024322.2 NP_077298.1 c.298A>C p.N100H | p.Asn100His GAAxATG + 79172 35 0 0% 32 8 20% NA. NA.

CC-X006 chr2 25383982 T A POMC EX4E missense NM_001035256.1 NP_001030333.1 c.772A>T p.I258F | p.Ile258Phe TGAxGGC - 5443 16 0 0% 15 4 21% NA. NA.

CC-X006 chr2 25384290 C T POMC EX4E missense NM_001035256.1 NP_001030333.1 c.464G>A p.R155H | p.Arg155His GGGxGCC - 5443 16 0 0% 18 6 25% NA. NA.

CC-X006 chr2 27279600 G A AGBL5 EX8 missense NM_021831.5 NP_068603.4 c.1475G>A p.G492D | p.Gly492Asp ATGxCCA + 60509 33 0 0% 13 5 27.70% NA. NA.

CC-X006 chr2 27361142 C T C2orf53 EX3E missense NM_178553.3 NP_848648.2 c.56G>A p.R19H | p.Arg19His GGGxGCC - 339779 16 0 0% 36 6 14.20% NA. NA.

CC-X006 chr2 27459689 C T CAD EX27 nonsense NM_004341.3 NP_004332.2 c.4387C>T p.R1463* | p.Arg1463* GTGxGAC + 790 18 0 0% 24 6 20% NA. NA.

CC-X006 chr2 29474106 G A ALK EX12 missense NM_004304.4 NP_004295.2 c.2069C>T p.A690V | p.Ala690Val CTGxCCC - 238 20 0 0% 26 3 10.30% NA. NA.

CC-X006 chr2 32750576 G A BIRC6 EX59 missense NM_016252.3 NP_057336.3 c.11801G>A p.R3934H | p.Arg3934His CTCxCCC + 57448 29 0 0% 30 7 18.90% NA. NA.

CC-X006 chr2 38301966 G A CYP1B1 EX2 missense NM_000104.3 NP_000095.2 c.566C>T p.A189V | p.Ala189Val AAGxCGC - 1545 13 0 0% 23 7 23.30% NA. NA.

CC-X006 chr2 39499665 T C MAP4K3 EX25 missense NM_003618.3 NP_003609.2 c.1813A>G p.T605A | p.Thr605Ala ATGxACA - 8491 13 0 0% 27 4 12.90% NA. NA.

CC-X006 chr2 46203613 C A PRKCE EX3 missense NM_005400.2 NP_005391.1 c.458C>A p.P153Q | p.Pro153Gln GGCxGAG + 5581 30 0 0% 26 7 21.20% NA. NA.

CC-X006 chr2 60688816 C T BCL11A EX4 missense NM_018014.3 NP_060484.2 c.1231G>A p.D411N | p.Asp411Asn GGTxGCA - 53335 26 0 0% 23 6 20.60% NA. NA.

CC-X006 chr2 74326706 G A TET3 EX8 missense NM_144993.1 NP_659430.1 c.3166G>A p.A1056T | p.Ala1056Thr GAGxCCC + 200424 25 0 0% 21 8 27.50% NA. NA.

CC-X006 chr2 95950835 G A PROM2 EX15 missense NM_001165978.1 NP_001159450.1 c.1847G>A p.R616H | p.Arg616His AGCxCAT + 150696 21 0 0% 23 6 20.60% NA. NA.

CC-X006 chr2 96961380 C T SNRNP200 EX14 missense NM_014014.4 NP_054733.2 c.1688G>A p.G563D | p.Gly563Asp ATGxCAT - 23020 27 0 0% 24 5 17.20% NA. NA.

CC-X006 chr2 97368914 A G FER1L5 EX49 missense NM_001113382.1 NP_001106853.1 c.5630A>G p.D1877G | p.Asp1877Gly CTGxCAT + 90342 21 0 0% 23 5 17.80% NA. NA.

CC-X006 chr2 101192911 C T PDCL3 EX6E missense NM_024065.4 NP_076970.1 c.673C>T p.R225W | p.Arg225Trp GTGxGGC + 79031 18 0 0% 19 10 34.40% NA. NA.

CC-X006 chr2 107423172 G A ST6GAL2 EX6E missense NM_032528.2 NP_115917.1 c.1552C>T p.H518Y | p.His518Tyr AGTxCAC - 84620 29 0 0% 23 4 14.80% NA. NA.

CC-X006 chr2 113817032 C T IL36RN EX2 missense NM_173170.1 NP_775262.1 c.17C>T p.A6V | p.Ala6Val GGGxGCT + 26525 31 0 0% 28 4 12.50% NA. NA.

CC-X006 chr2 130951432 A G TUBA3E EX4 missense NM_207312.2 NP_997195.1 c.983T>C p.V328A | p.Val328Ala TTGxCGT - 112714 20 0 0% 21 5 19.20% NA. NA.

CC-X006 chr2 136570154 C T LCT EX7 missense NM_002299.2 NP_002290.2 c.2080G>A p.A694T | p.Ala694Thr GGGxGTT - 3938 27 0 0% 21 5 19.20% NA. NA.

CC-X006 chr2 137814464 C T THSD7B EX2 missense NM_001080427.1 NP_001073896.1 c.521C>T p.A174V | p.Ala174Val GCGxGGT + 80731 39 0 0% 22 8 26.60% NA. NA.

CC-X006 chr2 152483532 G A NEB EX70 missense NM_001271208.1 NP_001258137.1 c.10331C>T p.A3444V | p.Ala3444Val AGAxCAT - 4703 33 0 0% 19 7 26.90% NA. NA.

CC-X006 chr2 179255864 C T OSBPL6 EX23 missense NM_001201480.1 NP_001188409.1 c.2441C>T p.A814V | p.Ala814Val AGGxGGT + 114880 28 0 0% 11 6 35.20% NA. NA.

CC-X006 chr2 179596473 C A TTN EX58 missense NM_001267550.1 NP_001254479.1 c.17129G>T p.R5710L | p.Arg5710Leu ACCxGAC - 7273 35 0 0% 19 11 36.60% NA. NA.

CC-X006 chr2 190742010 C T PMS1 EX13E missense NM_000534.4 NP_000525.1 c.2647C>T p.R883C | p.Arg883Cys GTGxGTC + 5378 36 0 0% 19 8 29.60% NA. NA.

CC-X006 chr2 219508652 G A ZNF142 EX8 nonsense NM_001105537.1 NP_001099007.1 c.2587C>T p.R863* | p.Arg863* CTCxGCG - 7701 21 0 0% 12 9 42.80% NA. NA.

CC-X006 chr3 13420444 C T NUP210 EX8 missense NM_024923.2 NP_079199.2 c.1013G>A p.S338N | p.Ser338Asn GTGxTGT - 23225 17 0 0% 20 6 23% NA. NA.

CC-X006 chr3 16411729 T C RFTN1 EX6 missense NM_015150.1 NP_055965.1 c.884A>G p.Y295C | p.Tyr295Cys TAGxATT - 23180 22 0 0% 29 8 21.60% NA. NA.

CC-X006 chr3 32030939 G A ZNF860 EX2E missense NM_001137674.2 NP_001131146.2 c.368G>A p.S123N | p.Ser123Asn ATAxCCA + 344787 23 0 0% 18 11 37.90% NA. NA.

CC-X006 chr3 39185102 T C CSRNP1 EX5E missense NM_033027.3 NP_149016.2 c.1214A>G p.E405G | p.Glu405Gly TCCxCCC - 64651 27 0 0% 30 5 14.20% NA. NA.

CC-X006 chr3 46904789 C T MYL3 EX1 missense NM_000258.2 NP_000249.1 c.92G>A p.R31H | p.Arg31His GGGxGCT - 4634 15 0 0% 15 7 31.80% NA. NA.

CC-X006 chr3 100494049 A G ABI3BP IVS27 splice-5 NM_015429.3 NP_056244.2 c.2329+2T>C . CGAxCCC - 25890 24 0 0% 17 10 37% NA. NA.

CC-X006 chr3 121132019 G A STXBP5L EX25 missense NM_014980.2 NP_055795.1 c.3035G>A p.R1012H | p.Arg1012His TTCxCCC + 9515 25 0 0% 10 5 33.30% NA. NA.

CC-X006 chr3 129214358 T C IFT122 EX19 missense NM_052985.2 NP_443711.2 c.2269T>C p.F757L | p.Phe757Leu AAGxTCC + 55764 22 0 0% 23 3 11.50% NA. NA.

CC-X006 chr3 138192427 C T ESYT3 EX19 missense NM_031913.3 NP_114119.2 c.2287C>T p.R763C | p.Arg763Cys GTGxGCT + 83850 24 0 0% 15 7 31.80% NA. NA.

CC-X006 chr3 138669184 C T C3orf72 EX3E missense NM_001040061.2 NP_001035150.1 c.298C>T p.R100C | p.Arg100Cys CGTxGCG + 401089 22 0 0% 14 6 30% NA. NA.

CC-X006 chr3 139237304 G A RBP1 EX3 missense NM_002899.3 NP_002890.2 c.499C>T p.R167C | p.Arg167Cys CACxCCC - 5947 19 0 0% 20 5 20% NA. NA.

CC-X006 chr3 140281769 C T CLSTN2 EX14 missense NM_022131.2 NP_071414.2 c.2329C>T p.R777C | p.Arg777Cys GGGxGCT + 64084 28 0 0% 16 8 33.30% NA. NA.

CC-X006 chr3 142681728 C T PAQR9 EX1E missense NM_198504.2 NP_940906.1 c.451G>A p.A151T | p.Ala151Thr CGGxGCG - 344838 28 0 0% 15 7 31.80% NA. NA.

CC-X006 chr3 148792128 G T HLTF EX4 missense NM_003071.3 NP_003062.2 c.403C>A p.P135T | p.Pro135Thr AAGxAAC - 6596 30 0 0% 19 6 24% NA. NA.

CC-X006 chr3 151163297 G A IGSF10 EX4 missense NM_178822.4 NP_849144.2 c.4472C>T p.A1491V | p.Ala1491Val GTCxCCA - 285313 26 0 0% 27 5 15.60% NA. NA.

CC-X006 chr3 195515744 C T MUC4 EX2 missense NM_018406.6 NP_060876.5 c.2707G>A p.A903T | p.Ala903Thr TGGxGGC - 4585 28 0 0% 28 7 20% Sanger No mutation

CC-X006 chr4 759824 C T PCGF3 EX11E missense NM_006315.4 NP_006306.2 c.686C>T p.A229V | p.Ala229Val AGGxGCC + 10336 22 0 0% 15 4 21% NA. NA.

CC-X006 chr4 1369187 C T UVSSA EX9 missense NM_020894.2 NP_065945.2 c.1324C>T p.R442W | p.Arg442Trp GTGxGGT + 57654 14 0 0% 15 7 31.80% NA. NA.

CC-X006 chr4 2341327 C T ZFYVE28 EX4 missense NM_020972.2 NP_066023.2 c.374G>A p.R125H | p.Arg125His GGGxGCA - 57732 17 0 0% 11 3 21.40% NA. NA.

CC-X006 chr4 2461863 C T LOC402160 EX14 missense NM_001193282.1 NP_001180211.1 c.1555C>T p.R519W | p.Arg519Trp AAGxGGG + 402160 22 0 0% 14 4 22.20% NA. NA.

CC-X006 chr4 5754699 A G EVC EX9 missense NM_153717.2 NP_714928.1 c.1235A>G p.K412R | p.Lys412Arg GGAxGCT + 2121 24 0 0% 13 6 31.50% NA. NA.

CC-X006 chr4 6862960 G A KIAA0232 EX7 missense NM_014743.2 NP_055558.2 c.851G>A p.R284H | p.Arg284His TTCxCCC + 9778 35 0 0% 34 11 24.40% NA. NA.

CC-X006 chr4 7844916 A C AFAP1 EX5 missense NM_001134647.1 NP_001128119.1 c.496T>G p.F166V | p.Phe166Val CGAxCCG - 60312 24 0 0% 19 4 17.30% NA. NA.

CC-X006 chr4 48559120 C T FRYL EX35 missense NM_015030.1 NP_055845.1 c.4141G>A p.A1381T | p.Ala1381Thr AGGxCAG - 285527 15 0 0% 12 6 33.30% NA. NA.

CC-X006 chr4 85625543 G A WDFY3 EX55 missense NM_014991.4 NP_055806.2 c.8390C>T p.A2797V | p.Ala2797Val GAGxCCA - 23001 44 0 0% 29 7 19.40% NA. NA.

CC-X006 chr4 102783747 T C BANK1 EX4 missense NM_017935.4 NP_060405.4 c.689T>C p.F230S | p.Phe230Ser AATxTAC + 55024 19 0 0% 20 6 23% NA. NA.

CC-X006 chr4 155241698 G A DCHS2 EX14 missense NM_017639.3 NP_060109.2 c.3488C>T p.P1163L | p.Pro1163Leu GTGxGGT - 54798 26 0 0% 28 7 20% NA. NA.

CC-X006 chr4 159569779 C T RXFP1 EX17 missense NM_021634.3 NP_067647.2 c.1885C>T p.R629C | p.Arg629Cys AAAxGTT + 59350 25 0 0% 23 4 14.80% NA. NA.

CC-X006 chr4 153247289 G C FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1513C>G p.R505G | p.Arg505Gly AGCxGAC - 55294 20 1 4.7% 17 7 29.10% NA. NA.

CC-X006 chr4 166000814 G A TMEM192 EX6E missense NM_001100389.1 NP_001093859.1 c.812C>T p.T271M | p.Thr271Met CACxTTC - 201931 16 0 0% 22 9 29% NA. NA.

CC-X006 chr4 176561918 A C GPM6A EX5 missense NM_201591.2 NP_963885.1 c.604T>G p.C202G | p.Cys202Gly CGCxCAT - 2823 28 0 0% 17 5 22.70% NA. NA.

CC-X006 chr4 183676061 C T TENM3 EX21 missense NM_001080477.1 NP_001073946.1 c.4541C>T p.A1514V | p.Ala1514Val TTGxGTC + 55714 26 0 0% 23 6 20.60% NA. NA.

CC-X006 chr4 183720777 C T TENM3 EX27E missense NM_001080477.1 NP_001073946.1 c.7373C>T p.A2458V | p.Ala2458Val TGGxGCG + 55714 15 0 0% 18 6 25% NA. NA.

CC-X006 chr4 185616486 G A MLF1IP EX13E nonsense NM_024629.3 NP_078905.2 c.1213C>T p.R405* | p.Arg405* TTCxCAG - 79682 30 0 0% 16 5 23.80% NA. NA.

CC-X006 chr4 190878626 G A FRG1 EX6 missense NM_004477.2 NP_004468.1 c.506G>A p.S169N | p.Ser169Asn AAAxTAA + 2483 94 1 1% 76 6 7.30% NA. NA.

CC-X006 chr5 434665 C T AHRR EX12E missense NM_020731.4 NP_065782.2 c.1876C>T p.R626C | p.Arg626Cys GGGxGCA + 57491 16 0 0% 21 5 19.20% NA. NA.

CC-X006 chr5 13781035 C T DNAH5 EX53 missense NM_001369.2 NP_001360.1 c.8854G>A p.A2952T | p.Ala2952Thr GGGxATT - 1767 19 0 0% 29 12 29.20% NA. NA.

CC-X006 chr5 17275345 A G BASP1 EX2E missense NM_006317.3 NP_006308.3 c.20A>G p.K7R | p.Lys7Arg GCAxGAA + 10409 20 0 0% 30 5 14.20% NA. NA.

CC-X006 chr5 32089912 G A PDZD2 EX19 missense NM_178140.2 NP_835260.2 c.6358G>A p.A2120T | p.Ala2120Thr TTGxCCC + 23037 27 0 0% 20 4 16.60% NA. NA.

CC-X006 chr5 32126343 G A GOLPH3 EX4E missense NM_022130.3 NP_071413.1 c.872C>T p.A291V | p.Ala291Val ACCxCCC - 64083 30 0 0% 19 5 20.80% NA. NA.

CC-X006 chr5 36035829 G A UGT3A2 EX7E missense NM_174914.3 NP_777574.2 c.1543C>T p.R515C | p.Arg515Cys CACxCAG - 167127 29 0 0% 25 7 21.80% NA. NA.

CC-X006 chr5 36142626 C T LMBRD2 EX3 missense NM_001007527.1 NP_001007528.1 c.250G>A p.A84T | p.Ala84Thr TTGxGTA - 92255 14 0 0% 10 9 47.30% NA. NA.

CC-X006 chr5 43503785 T C C5orf34 EX5 missense NM_198566.2 NP_940968.1 c.1010A>G p.Y337C | p.Tyr337Cys TTGxACC - 375444 20 0 0% 29 3 9.30% NA. NA.

CC-X006 chr5 60982782 G A C5orf64 EX3 missense NM_173667.2 NP_775938.1 c.110G>A p.R37H | p.Arg37His CCCxCAC + 285668 21 0 0% 19 4 17.30% NA. NA.

CC-X006 chr5 63626193 G A RNF180 EX7 nonsense NM_001113561.1 NP_001107033.1 c.1539G>A p.W513* | p.Trp513* ATGxCCC + 285671 32 0 0% 16 5 23.80% NA. NA.

CC-X006 chr5 139893030 C T ANKHD1 EX24 missense NM_017747.2 NP_060217.1 c.4283C>T p.A1428V | p.Ala1428Val ATGxGAG + 54882 24 0 0% 7 9 56.20% NA. NA.

CC-X006 chr5 139893030 C T ANKHD1-EIF4EBP3 EX24 missense NM_020690.5 NP_065741.3 c.4283C>T p.A1428V | p.Ala1428Val ATGxGAG + 404734 24 0 0% 7 9 56.20% NA. NA.

CC-X006 chr5 140216198 G A PCDHA7 EX1 missense NM_018910.2 NP_061733.1 c.2230G>A p.A744T | p.Ala744Thr AGCxCGG + 56141 17 0 0% 20 8 28.50% NA. NA.

CC-X006 chr5 140811041 G A PCDHGA12 EX1 missense NM_003735.2 NP_003726.1 c.715G>A p.A239T | p.Ala239Thr AACxCAC + 26025 22 0 0% 15 9 37.50% NA. NA.

CC-X006 chr5 141028853 G A FCHSD1 EX6 missense NM_033449.2 NP_258260.1 c.398C>T p.A133V | p.Ala133Val TGCxCCC - 89848 17 0 0% 21 7 25% NA. NA.

CC-X006 chr5 141353202 G A RNF14 EX3 missense NM_004290.4 NP_004281.1 c.49G>A p.A17T | p.Ala17Thr CTGxCAA + 9604 29 0 0% 22 3 12% NA. NA.

CC-X006 chr5 150682815 A G SLC36A3 EX1 missense NM_001145017.1 NP_001138489.1 c.101T>C p.V34A | p.Val34Ala TGGxCAT - 285641 27 0 0% 13 7 35% NA. NA.

CC-X006 chr5 176720964 C T NSD1 EX23E missense NM_022455.4 NP_071900.2 c.6595C>T p.R2199C | p.Arg2199Cys GGGxGTC + 64324 21 0 0% 13 6 31.50% NA. NA.

CC-X006 chr6 9933059 C T OFCC1 EX4 missense XM_003118558.2 XP_003118606.2 c.404G>A p.R135H | p.Arg135His GTGxGAT - 266553 27 0 0% 31 6 16.20% NA. NA.

CC-X006 chr6 15513159 G A JARID2 EX15 missense NM_004973.3 NP_004964.2 c.3149G>A p.R1050H | p.Arg1050His GTCxCCA + 3720 30 0 0% 15 4 21% NA. NA.

CC-X006 chr6 33635057 G A ITPR3 EX15 missense NM_002224.3 NP_002215.2 c.1703G>A p.R568H | p.Arg568His ACCxCAA + 3710 29 0 0% 32 3 8.50% NA. NA.

CC-X006 chr6 33659658 C T ITPR3 EX54 missense NM_002224.3 NP_002215.2 c.7411C>T p.R2471C | p.Arg2471Cys CTAxGCA + 3710 18 0 0% 10 10 50% NA. NA.

CC-X006 chr6 36887451 C T C6orf89 EX7 missense NM_152734.3 NP_689947.2 c.944C>T p.A315V | p.Ala315Val TGGxCAT + 221477 21 0 0% 16 5 23.80% NA. NA.

CC-X006 chr6 37446282 G A FTSJD2 EX22 missense NM_015050.2 NP_055865.1 c.2251G>A p.V751I | p.Val751Ile ATCxTCA + 23070 21 0 0% 24 4 14.20% NA. NA.

CC-X006 chr6 42832750 G A KIAA0240 EX12E missense NM_015349.1 NP_056164.1 c.2806G>A p.G936S | p.Gly936Ser CCCxGCC + 23506 24 0 0% 24 5 17.20% NA. NA.

CC-X006 chr6 74210336 G A MTO1 EX13E missense NM_133645.2 NP_598400.1 c.2032G>A p.A678T | p.Ala678Thr GCCxCCA + 25821 24 0 0% 9 3 25% NA. NA.

CC-X006 chr6 84563867 A G RIPPLY2 EX3 missense NM_001009994.1 NP_001009994.1 c.226A>G p.R76G | p.Arg76Gly TTCxGGC + 134701 18 0 0% 23 11 32.30% NA. NA.

CC-X006 chr6 107009377 T C AIM1 IVS18 splice-5 NM_001624.2 NP_001615.1 c.4914+2T>C . GGGxGAG + 202 25 0 0% 23 10 30.30% NA. NA.

CC-X006 chr6 107113732 C T QRSL1 EX11E missense NM_018292.4 NP_060762.3 c.1442C>T p.A481V | p.Ala481Val GTGxGTT + 55278 34 0 0% 17 7 29.10% NA. NA.

CC-X006 chr6 109775222 C T MICAL1 EX2 missense NM_022765.3 NP_073602.3 c.178G>A p.A60T | p.Ala60Thr TGGxGCT - 64780 27 0 0% 17 6 26% NA. NA.

CC-X006 chr6 111678278 C T REV3L EX18 missense NM_002912.3 NP_002903.3 c.7123G>A p.E2375K | p.Glu2375Lys CTTxGAG - 5980 13 0 0% 8 3 27.20% NA. NA.

CC-X006 chr6 144507993 C T STX11 EX2E missense NM_003764.3 NP_003755.2 c.229C>T p.R77W | p.Arg77Trp ATGxGGC + 8676 28 0 0% 20 8 28.50% NA. NA.

CC-X006 chr6 158094125 C T ZDHHC14 EX9E missense NM_024630.2 NP_078906.2 c.1438C>T p.R480C | p.Arg480Cys GTGxGCG + 79683 19 0 0% 28 3 9.60% NA. NA.

CC-X006 chr6 161173145 A G PLG IVS17 splice-3 NM_000301.3 NP_000292.1 c.2126-2A>G . CACxGGT + 5340 20 0 0% 13 9 40.90% NA. NA.

CC-X006 chr6 166833421 G A RPS6KA2 EX19 missense NM_001006932.1 NP_001006933.1 c.1793C>T p.A598V | p.Ala598Val GCCxCAT - 6196 31 0 0% 25 7 21.80% NA. NA.

CC-X006 chr6 170068235 C T WDR27 EX5 missense NM_182552.4 NP_872358.4 c.503G>A p.R168H | p.Arg168His TGGxGGT - 253769 28 0 0% 24 5 17.20% NA. NA.

CC-X006 chr7 5402433 G A TNRC18 EX12 missense NM_001080495.2 NP_001073964.2 c.4243C>T p.R1415W | p.Arg1415Trp GCCxCGC - 84629 19 0 0% 17 6 26% Sanger somatic

CC-X006 chr7 35913387 T C SEPT7 IVS6 splice-5 NM_001788.5 NP_001779.3 c.512+2T>C . GGGxCAG + 989 19 0 0% 28 8 22.20% NA. NA.

CC-X006 chr7 48311602 G A ABCA13 EX17 missense NM_152701.3 NP_689914.2 c.2339G>A p.S780N | p.Ser780Asn AAAxTTT + 154664 27 0 0% 25 4 13.70% NA. NA.

CC-X006 chr7 55224342 G T EGFR EX9 missense NM_005228.3 NP_005219.2 c.1123G>T p.A375S | p.Ala375Ser GTGxCAT + 1956 23 0 0% 30 4 11.70% NA. NA.

CC-X006 chr7 63538446 A G ZNF727 EX4E missense NM_001159522.1 NP_001152994.1 c.1019A>G p.Y340C | p.Tyr340Cys CCTxCAT + 442319 33 0 0% 14 6 30% NA. NA.

CC-X006 chr7 75615048 G A POR EX13 missense NM_000941.2 NP_000932.3 c.1550G>A p.R517H | p.Arg517His TGCxCAA + 5447 19 0 0% 11 3 21.40% NA. NA.

CC-X006 chr7 92838043 T C HEPACAM2 EX4 missense NM_001039372.1 NP_001034461.1 c.862A>G p.N288D | p.Asn288Asp TATxGTC - 253012 27 0 0% 26 13 33.30% NA. NA.

CC-X006 chr7 99706132 C T TAF6 EX13 missense NM_001190415.1 NP_001177344.1 c.1427G>A p.R476H | p.Arg476His GGGxGCA - 6878 17 0 0% 19 4 17.30% NA. NA.

CC-X006 chr7 104377331 G A LHFPL3 EX2 missense NM_199000.2 NP_945351.1 c.655G>A p.A219T | p.Ala219Thr ATGxCAG + 375612 31 0 0% 17 3 15% NA. NA.

CC-X006 chr7 107215659 C T DUS4L EX6 missense NM_181581.2 NP_853559.1 c.383C>T p.A128V | p.Ala128Val GGGxTTG + 11062 22 0 0% 16 6 27.20% NA. NA.

CC-X006 chr7 123302410 C T LMOD2 EX2 missense NM_207163.1 NP_997046.1 c.770C>T p.A257V | p.Ala257Val CAGxCAT + 442721 37 0 0% 24 9 27.20% NA. NA.

CC-X006 chr7 123672244 T C TMEM229A EX1E missense NM_001136002.1 NP_001129474.1 c.814A>G p.T272A | p.Thr272Ala TGGxTGT - 730130 25 0 0% 21 5 19.20% NA. NA.

CC-X006 chr8 22020638 G A SFTPC EX3 missense NM_003018.3 NP_003009.2 c.247G>A p.A83T | p.Ala83Thr CTGxCCC + 6440 24 0 0% 19 4 17.30% NA. NA.

CC-X006 chr8 23150856 G A R3HCC1 EX6 missense NM_001136108.1 NP_001129580.1 c.505G>A p.A169T | p.Ala169Thr CACxCAC + 203069 19 0 0% 17 3 15% NA. NA.

CC-X006 chr8 28633323 C T INTS9 EX14 missense NM_018250.3 NP_060720.2 c.1516G>A p.A506T | p.Ala506Thr GGGxGAG - 55756 20 0 0% 21 8 27.50% NA. NA.

CC-X006 chr8 38066622 C T BAG4 EX4 missense NM_004874.3 NP_004865.1 c.725C>T p.A242V | p.Ala242Val ATGxGTG + 9530 34 0 0% 31 3 8.80% NA. NA.

CC-X006 chr8 53568925 A G RB1CC1 EX15 missense NM_014781.4 NP_055596.3 c.3464T>C p.L1155S | p.Leu1155Ser TTTxATT - 9821 33 0 0% 23 12 34.20% NA. NA.

CC-X006 chr8 74207724 A G RDH10 EX1 missense NM_172037.4 NP_742034.1 c.200A>G p.D67G | p.Asp67Gly GGGxCAT + 157506 20 0 0% 15 4 21% NA. NA.

CC-X006 chr8 75227148 C T JPH1 EX2 missense NM_020647.2 NP_065698.1 c.1087G>A p.A363T | p.Ala363Thr GGGxGCC - 56704 21 0 0% 24 6 20% NA. NA.

CC-X006 chr8 75898481 G A CRISPLD1 IVS2 splice-5 NM_031461.5 NP_113649.1 c.258+1G>A . ATGxTAA + 83690 24 0 0% 26 11 29.70% NA. NA.

CC-X006 chr8 124659228 C T KLHL38 EX2 nonsense NM_001081675.2 NP_001075144.2 c.1377G>A p.W459* | p.Trp459* GAAxCAC - 340359 24 0 0% 23 8 25.80% NA. NA.

CC-X006 chr8 144406194 G A TOP1MT EX7 missense NM_052963.2 NP_443195.1 c.935C>T p.A312V | p.Ala312Val ACCxCCC - 116447 15 0 0% 18 4 18.10% NA. NA.

CC-X006 chr8 144945848 G A EPPK1 EX1E missense NM_031308.1 NP_112598.2 c.1574C>T p.A525V | p.Ala525Val ATCxCCC - 83481 13 0 0% 10 7 41.10% NA. NA.

CC-X006 chr9 19379526 C T RPS6 EX2 missense NM_001010.2 NP_001001.2 c.97G>A p.A33T | p.Ala33Thr TGGxCAT - 6194 24 0 0% 16 6 27.20% NA. NA.

CC-X006 chr9 35560610 G A RUSC2 EX10 missense NM_001135999.1 NP_001129471.1 c.3973G>A p.A1325T | p.Ala1325Thr GGGxCTG + 9853 16 0 0% 14 5 26.30% NA. NA.

CC-X006 chr9 37776321 G A TRMT10B EX8 missense NM_144964.2 NP_659401.2 c.763G>A p.A255T | p.Ala255Thr ACCxCAC + 158234 19 0 0% 12 13 52% NA. NA.

CC-X006 chr9 66458245 G A LOC100996689 EX2 missense XM_003846432.1 XP_003846480.1 c.389C>T p.P130L | p.Pro130Leu TCAxGGT - 100996689 49 0 0% 50 6 10.70% NA. NA.

CC-X006 chr9 70918892 G A FOXD4L3 EX1E missense NM_199135.4 NP_954586.4 c.1025G>A p.R342H | p.Arg342His TGCxCAG + 286380 20 0 0% 22 8 26.60% NA. NA.

CC-X006 chr9 86587004 C T HNRNPK EX11 missense NM_002140.3 NP_002131.2 c.746G>A p.R249H | p.Arg249His GGGxGTC - 3190 23 0 0% 30 3 9% NA. NA.

CC-X006 chr9 91972418 C T SECISBP2 EX15 missense NM_024077.3 NP_076982.3 c.2206C>T p.R736C | p.Arg736Cys GGGxGCA + 79048 26 0 0% 20 6 23% NA. NA.

CC-X006 chr9 111947827 A G EPB41L4B EX23 missense NM_019114.3 NP_061987.3 c.2360T>C p.L787P | p.Leu787Pro GGGxGAG - 54566 30 0 0% 17 7 29.10% NA. NA.

CC-X006 chr9 113018690 A G TXN IVS1 splice-5 NM_003329.3 NP_003320.2 c.24+2T>C . CGTxCCT - 7295 14 0 0% 7 3 30% NA. NA.

CC-X006 chr9 117354865 A C ATP6V1G1 EX2 missense NM_004888.3 NP_004879.1 c.116A>C p.E39A | p.Glu39Ala AAGxAGC + 9550 31 0 0% 23 7 23.30% NA. NA.

CC-X006 chr9 125330378 C T OR1L8 EX1E missense NM_001004454.1 NP_001004454.1 c.379G>A p.V127I | p.Val127Ile AGAxGGC - 138881 25 0 0% 24 5 17.20% NA. NA.

CC-X006 chr9 131760848 G A NUP188 EX32 missense NM_015354.1 NP_056169.1 c.3461G>A p.R1154H | p.Arg1154His TTCxCCT + 23511 23 0 0% 17 3 15% NA. NA.

CC-X006 chr9 132630360 C T USP20 EX11 missense NM_006676.6 NP_006667.3 c.767C>T p.A256V | p.Ala256Val TGGxGCT + 10868 25 0 0% 13 7 35% NA. NA.

CC-X006 chr9 135537950 C T DDX31 EX2 missense NM_022779.7 NP_073616.6 c.523G>A p.A175T | p.Ala175Thr GTGxGTT - 64794 34 0 0% 26 11 29.70% NA. NA.

CC-X006 chr9 135698711 A G AK8 EX9 missense NM_152572.2 NP_689785.1 c.770T>C p.V257A | p.Val257Ala TGGxCAT - 158067 18 0 0% 18 5 21.70% NA. NA.

CC-X006 chr9 139262244 C T CARD9 EX8 missense NM_052813.4 NP_434700.2 c.1114G>A p.A372T | p.Ala372Thr GGGxGTG - 64170 17 0 0% 15 9 37.50% NA. NA.

CC-X006 chr9 139400096 C T NOTCH1 EX25 missense NM_017617.3 NP_060087.3 c.4252G>A p.A1418T | p.Ala1418Thr TGGxGGG - 4851 22 0 0% 10 5 33.30% NA. NA.

CC-X006 chr10 13523125 C T BEND7 IVS5 splice-3 NM_152751.2 NP_689964.2 c.682-1G>A . TGGxTAC - 222389 41 0 0% 23 11 32.30% NA. NA.

CC-X006 chr10 25886825 G A GPR158 EX11E missense NM_020752.2 NP_065803.2 c.2270G>A p.R757H | p.Arg757His GACxCAT + 57512 36 0 0% 26 10 27.70% NA. NA.

CC-X006 chr10 26998655 C T PDSS1 EX5 missense NM_014317.3 NP_055132.2 c.425C>T p.A142V | p.Ala142Val TGGxGCT + 23590 16 0 0% 18 5 21.70% NA. NA.

CC-X006 chr10 27066061 C T ABI1 EX3 missense NM_005470.3 NP_005461.2 c.395G>A p.R132H | p.Arg132His GGGxGCT - 10006 25 0 0% 17 3 15% NA. NA.

CC-X006 chr10 46261208 G A FAM21C EX19 missense NM_015262.2 NP_056077.2 c.1819G>A p.E607K | p.Glu607Lys TCCxAGC + 253725 21 0 0% 19 4 17.30% NA. NA.

CC-X006 chr10 49791110 G A ARHGAP22 EX2 missense NM_001256024.1 NP_001242953.1 c.122C>T p.A41V | p.Ala41Val CCCxCCT - 58504 22 0 0% 27 3 10% NA. NA.



CC-X006 chr10 52575876 G A A1CF EX11 missense NM_001198819.1 NP_001185748.1 c.1055C>T p.A352V | p.Ala352Val GGAxCTC - 29974 36 0 0% 24 5 17.20% NA. NA.

CC-X006 chr10 72617373 G A SGPL1 EX6 missense NM_003901.3 NP_003892.2 c.412G>A p.A138T | p.Ala138Thr GACxCCT + 8879 26 0 0% 18 10 35.70% NA. NA.

CC-X006 chr10 90773948 G A FAS EX9E missense NM_000043.4 NP_000034.1 c.749G>A p.R250Q | p.Arg250Gln TTCxAAA + 355 22 0 0% 15 7 31.80% NA. NA.

CC-X006 chr10 119494695 G A LOC100996346 EX1 missense XM_003846360.1 XP_003846408.1 c.301G>A p.A101T | p.Ala101Thr GGCxCCA + 100996346 18 0 0% 8 5 38.40% NA. NA.

CC-X006 chr11 609256 C T PHRF1 EX14 missense NM_020901.2 NP_065952.2 c.3797C>T p.A1266V | p.Ala1266Val AGGxCGG + 57661 18 0 0% 11 5 31.20% NA. NA.

CC-X006 chr11 771405 T C PDDC1 EX6 missense NM_182612.2 NP_872418.1 c.472A>G p.R158G | p.Arg158Gly CCCxGAC - 347862 24 0 0% 11 5 31.20% NA. NA.

CC-X006 chr11 1857182 C T SYT8 EX4 missense NM_138567.3 NP_612634.3 c.367C>T p.L123F | p.Leu123Phe CAGxTCT + 90019 13 0 0% 15 5 25% NA. NA.

CC-X006 chr11 9225706 C T DENND5A EX4 missense NM_015213.3 NP_056028.2 c.450G>A p.M150I | p.Met150Ile CTGxATT - 23258 20 0 0% 20 5 20% NA. NA.

CC-X006 chr11 18382207 C T GTF2H1 EX15 missense NM_001142307.1 NP_001135779.1 c.1513C>T p.L505F | p.Leu505Phe AAGxTCT + 2965 20 0 0% 21 7 25% NA. NA.

CC-X006 chr11 43364032 G A API5 EX14E missense NM_001142930.1 NP_001136402.1 c.1547G>A p.G516E | p.Gly516Glu GAGxAAA + 8539 28 0 0% 20 13 39.30% NA. NA.

CC-X006 chr11 55541655 A G OR5D13 EX1E missense NM_001001967.1 NP_001001967.1 c.742A>G p.T248A | p.Thr248Ala CTGxCAG + 390142 23 0 0% 24 5 17.20% NA. NA.

CC-X006 chr11 57069592 G A TNKS1BP1 EX8 missense NM_033396.2 NP_203754.2 c.4790C>T p.S1597L | p.Ser1597Leu TCCxACA - 85456 28 0 0% 20 6 23% NA. NA.

CC-X006 chr11 58919766 C T FAM111A EX5E missense NM_001142520.1 NP_001135992.1 c.625C>T p.R209C | p.Arg209Cys GGGxGCA + 63901 34 0 0% 24 9 27.20% NA. NA.

CC-X006 chr11 61615659 G A FADS2 EX5 missense NM_004265.2 NP_004256.1 c.647G>A p.R216H | p.Arg216His ATCxCCA + 9415 26 0 0% 12 3 20% NA. NA.

CC-X006 chr11 62601407 G A WDR74 EX10 missense NM_018093.2 NP_060563.2 c.778C>T p.R260C | p.Arg260Cys GACxCCC - 54663 22 0 0% 13 4 23.50% NA. NA.

CC-X006 chr11 65385839 G A PCNXL3 EX6 missense NM_032223.2 NP_115599.2 c.1006G>A p.D336N | p.Asp336Asn AGCxACA + 399909 20 0 0% 12 6 33.30% NA. NA.

CC-X006 chr11 67051710 G A ADRBK1 EX18 missense NM_001619.3 NP_001610.2 c.1520G>A p.R507H | p.Arg507His ACCxCAA + 156 29 0 0% 21 8 27.50% NA. NA.

CC-X006 chr11 82443708 G T FAM181B EX1E missense NM_175885.3 NP_787081.2 c.1064C>A p.P355H | p.Pro355His GCGxGGT - 220382 16 0 0% 17 6 26% NA. NA.

CC-X006 chr11 89868768 C T NAALAD2 EX2 missense NM_005467.3 NP_005458.1 c.124C>T p.R42C | p.Arg42Cys GTGxGCT + 10003 19 0 0% 18 5 21.70% NA. NA.

CC-X006 chr11 114577395 C T NXPE2 EX6E missense NM_182495.5 NP_872301.2 c.1423C>T p.R475C | p.Arg475Cys GAAxGTC + 120406 32 0 0% 17 7 29.10% NA. NA.

CC-X006 chr12 416771 G A KDM5A EX23 missense NM_001042603.1 NP_001036068.1 c.3779C>T p.A1260V | p.Ala1260Val CGCxCTC - 5927 25 0 0% 18 9 33.30% NA. NA.

CC-X006 chr12 10862613 C T CSDA EX6 missense NM_003651.4 NP_003642.3 c.674G>A p.R225H | p.Arg225His GGGxGGC - 8531 30 0 0% 25 4 13.70% NA. NA.

CC-X006 chr12 13715937 G A GRIN2B EX13E missense NM_000834.3 NP_000825.2 c.4235C>T p.A1412V | p.Ala1412Val CCCxCCA - 2904 18 0 0% 16 7 30.40% NA. NA.

CC-X006 chr12 49953259 G A MCRS1 EX11 missense NM_001012300.1 NP_001012300.1 c.1102C>T p.R368W | p.Arg368Trp ACCxCAC - 10445 24 0 0% 15 8 34.70% NA. NA.

CC-X006 chr12 50152234 C T TMBIM6 EX6 missense NM_001098576.1 NP_001092046.1 c.578C>T p.A193V | p.Ala193Val ATGxCAG + 7009 41 0 0% 20 3 13% NA. NA.

CC-X006 chr12 52797543 C T KRT82 EX2 missense NM_033033.3 NP_149022.3 c.562G>A p.V188M | p.Val188Met TCAxGCG - 3888 24 0 0% 9 7 43.70% NA. NA.

CC-X006 chr12 54422378 G A HOXC6 EX1 missense NM_004503.3 NP_004494.1 c.73G>A p.A25T | p.Ala25Thr GTCxCCC + 3223 20 0 0% 12 9 42.80% NA. NA.

CC-X006 chr12 56233382 G T MMP19 EX5 missense NM_002429.4 NP_002420.1 c.664C>A p.H222N | p.His222Asn AGTxCCC - 4327 14 0 0% 15 4 21% NA. NA.

CC-X006 chr12 57114989 G A NACA EX3 missense NM_001113203.2 NP_001106674.2 c.325C>T p.P109S | p.Pro109Ser GAGxCCC - 4666 27 0 0% 18 6 25% NA. NA.

CC-X006 chr12 72017277 T C ZFC3H1 EX24 missense NM_144982.4 NP_659419.3 c.4607A>G p.N1536S | p.Asn1536Ser ATGxTGA - 196441 32 0 0% 17 10 37% NA. NA.

CC-X006 chr12 77438473 G A E2F7 EX6 missense NM_203394.2 NP_976328.2 c.932C>T p.A311V | p.Ala311Val GCAxCCA - 144455 25 0 0% 30 5 14.20% NA. NA.

CC-X006 chr12 96077383 G A NTN4 EX6 nonsense NM_021229.3 NP_067052.2 c.1285C>T p.R429* | p.Arg429* GTCxCCC - 59277 37 0 0% 34 7 17% NA. NA.

CC-X006 chr12 104174078 C T NT5DC3 EX13 missense NM_001031701.2 NP_001026871.1 c.1394G>A p.R465Q | p.Arg465Gln TACxGCA - 51559 16 0 0% 23 7 23.30% NA. NA.

CC-X006 chr12 110813944 G A ANAPC7 EX10 missense NM_016238.2 NP_057322.2 c.1537C>T p.R513W | p.Arg513Trp TCCxATG - 51434 27 0 0% 14 4 22.20% NA. NA.

CC-X006 chr12 113722564 G A TPCN1 EX18 missense NM_001143819.1 NP_001137291.1 c.1657G>A p.V553I | p.Val553Ile CTCxTCT + 53373 26 0 0% 22 10 31.20% NA. NA.

CC-X006 chr12 121683015 C T CAMKK2 EX15 missense NM_006549.3 NP_006540.3 c.1481G>A p.R494H | p.Arg494His GAGxGTT - 10645 26 0 0% 17 6 26% NA. NA.

CC-X006 chr12 123102909 C T KNTC1 EX58 missense NM_014708.4 NP_055523.1 c.6050C>T p.A2017V | p.Ala2017Val AAGxGTG + 9735 21 0 0% 16 6 27.20% NA. NA.

CC-X006 chr12 124270428 G A DNAH10 EX9 missense NM_207437.3 NP_997320.2 c.1183G>A p.A395T | p.Ala395Thr ATCxCCT + 196385 16 0 0% 20 4 16.60% NA. NA.

CC-X006 chr12 132551985 C T EP400 EX50 missense NM_015409.4 NP_056224.3 c.8828C>T p.A2943V | p.Ala2943Val AGGxCAT + 57634 24 0 0% 18 5 21.70% NA. NA.

CC-X006 chr13 24864928 G A SPATA13 EX9 missense NM_001166271.1 NP_001159743.1 c.2986G>A p.A996T | p.Ala996Thr ATCxCCA + 221178 37 0 0% 22 4 15.30% NA. NA.

CC-X006 chr13 113514602 C T ATP11A EX24 missense NM_032189.3 NP_115565.3 c.2729C>T p.T910I | p.Thr910Ile AGAxTTT + 23250 21 0 0% 16 5 23.80% NA. NA.

CC-X006 chr14 19553502 G A POTEG EX1 missense NM_001005356.2 NP_001005356.1 c.86G>A p.R29H | p.Arg29His GCCxCCA + 404785 35 0 0% 30 3 9% NA. NA.

CC-X006 chr14 24032623 C T AP1G2 EX14 missense NM_003917.2 NP_003908.1 c.1376G>A p.R459H | p.Arg459His AGGxGGC - 8906 21 0 0% 23 5 17.80% NA. NA.

CC-X006 chr14 24897149 G A CBLN3 EX3E missense NM_001039771.2 NP_001034860.1 c.464C>T p.A155V | p.Ala155Val TTGxCAA - 643866 26 0 0% 14 8 36.30% NA. NA.

CC-X006 chr14 31828161 T A HEATR5A EX15 missense NM_015473.3 NP_056288.2 c.2174A>T p.D725V | p.Asp725Val TCAxCCT - 25938 25 0 0% 18 6 25% NA. NA.

CC-X006 chr14 36219843 C T RALGAPA1 EX9 missense NM_194301.2 NP_919277.2 c.856G>A p.E286K | p.Glu286Lys TTTxAGC - 253959 39 0 0% 22 6 21.40% NA. NA.

CC-X006 chr14 51026987 G A ATL1 EX1 missense NM_015915.4 NP_056999.2 c.4G>A p.A2T | p.Ala2Thr ATGxCCA + 51062 28 0 0% 15 7 31.80% NA. NA.

CC-X006 chr14 64449387 G A SYNE2 EX17 missense NM_182914.2 NP_878918.2 c.1876G>A p.A626T | p.Ala626Thr CACxCTA + 23224 18 0 0% 17 6 26% NA. NA.

CC-X006 chr14 64691209 G A SYNE2 EX114 missense NM_182914.2 NP_878918.2 c.20413G>A p.E6805K | p.Glu6805Lys GACxAGG + 23224 22 0 0% 25 7 21.80% NA. NA.

CC-X006 chr14 67787063 C T MPP5 EX12 missense NM_022474.3 NP_071919.2 c.1486C>T p.R496C | p.Arg496Cys TTGxGTC + 64398 30 0 0% 19 4 17.30% NA. NA.

CC-X006 chr14 77718143 G A TMEM63C EX22 missense NM_020431.2 NP_065164.2 c.2050G>A p.A684T | p.Ala684Thr CACxCCA + 57156 20 0 0% 17 7 29.10% NA. NA.

CC-X006 chr14 88729779 C T KCNK10 EX2 missense NM_138317.2 NP_612190.1 c.169G>A p.V57I | p.Val57Ile CTAxCAC - 54207 30 0 0% 17 8 32% NA. NA.

CC-X006 chr14 94517739 C T DDX24 EX9E missense NM_020414.3 NP_065147.1 c.2378G>A p.R793H | p.Arg793His TGGxGCA - 57062 16 0 0% 22 8 26.60% NA. NA.

CC-X006 chr14 105412163 C G AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.9625G>C p.V3209L | p.Val3209Leu TCAxGTC - 113146 18 0 0% 21 3 12.50% NA. NA.

CC-X006 chr15 28447562 A G HERC2 EX46 missense NM_004667.5 NP_004658.3 c.7411T>C p.S2471P | p.Ser2471Pro TGGxAAA - 8924 21 0 0% 23 3 11.50% NA. NA.

CC-X006 chr15 43656208 G T ZSCAN29 EX4 missense NM_152455.3 NP_689668.3 c.1595C>A p.A532D | p.Ala532Asp GTGxCCT - 146050 28 0 0% 18 5 21.70% NA. NA.

CC-X006 chr15 43821124 C T MAP1A EX4 missense NM_002373.5 NP_002364.5 c.7453C>T p.P2485S | p.Pro2485Ser GGGxCAG + 4130 22 0 0% 13 8 38% NA. NA.

CC-X006 chr15 48414138 T A SLC24A5 EX2 missense NM_205850.2 NP_995322.1 c.206T>A p.I69N | p.Ile69Asn GCAxCAT + 283652 38 0 0% 27 4 12.90% NA. NA.

CC-X006 chr15 64365201 G A FAM96A EX5E nonsense NM_032231.4 NP_115607.1 c.412C>T p.R138* | p.Arg138* CTCxCTC - 84191 30 0 0% 19 5 20.80% NA. NA.

CC-X006 chr15 79177314 C T MORF4L1 EX4 missense NM_206839.2 NP_996670.1 c.161C>T p.A54V | p.Ala54Val GTGxTGT + 10933 27 0 0% 22 3 12% NA. NA.

CC-X006 chr15 83358149 G A AP3B2 EX2 missense NM_004644.3 NP_004635.2 c.170C>T p.A57V | p.Ala57Val ATGxCCT - 8120 34 0 0% 16 6 27.20% NA. NA.

CC-X006 chr15 90177051 G A KIF7 EX12 nonsense NM_198525.2 NP_940927.2 c.2458C>T p.R820* | p.Arg820* GTCxCTT - 374654 32 0 0% 30 6 16.60% NA. NA.

CC-X006 chr16 1398227 G A BAIAP3 EX33 missense NM_003933.4 NP_003924.2 c.3385G>A p.A1129T | p.Ala1129Thr GTCxCCC + 8938 16 0 0% 7 7 50% NA. NA.

CC-X006 chr16 1614075 C T IFT140 EX17 missense NM_014714.3 NP_055529.2 c.1990G>A p.E664K | p.Glu664Lys CTTxGCA - 9742 19 0 0% 17 6 26% NA. NA.

CC-X006 chr16 5040888 G A SEC14L5 EX5 missense NM_014692.1 NP_055507.1 c.466G>A p.V156I | p.Val156Ile AACxTCA + 9717 22 0 0% 18 9 33.30% NA. NA.

CC-X006 chr16 14041518 C T ERCC4 EX11E missense NM_005236.2 NP_005227.1 c.2065C>T p.R689C | p.Arg689Cys ATGxGTG + 2072 27 0 0% 22 3 12% NA. NA.

CC-X006 chr16 23716453 G A ERN2 EX8 missense NM_033266.3 NP_150296.3 c.749C>T p.A250V | p.Ala250Val GACxCCA - 10595 22 0 0% 15 9 37.50% NA. NA.

CC-X006 chr16 30976636 G A SETD1A EX7 missense NM_014712.1 NP_055527.1 c.1573G>A p.D525N | p.Asp525Asn AGAxATA + 9739 23 0 0% 8 4 33.30% NA. NA.

CC-X006 chr16 55363085 G A IRX6 EX5 missense NM_024335.2 NP_077311.2 c.1195G>A p.A399T | p.Ala399Thr TCCxCGT + 79190 25 0 0% 10 3 23% NA. NA.

CC-X006 chr16 65038691 G A CDH11 EX3 missense NM_001797.2 NP_001788.2 c.82C>T p.R28W | p.Arg28Trp CCCxCCG - 1009 26 0 0% 15 3 16.60% NA. NA.

CC-X006 chr16 89703639 G C DPEP1 EX7 missense NM_004413.3 NP_004404.1 c.619G>C p.G207R | p.Gly207Arg CTGxGGG + 1800 21 0 0% 14 3 17.60% NA. NA.

CC-X006 chr17 3476989 C T TRPV1 EX14 missense NM_080704.3 NP_542435.2 c.2041G>A p.A681T | p.Ala681Thr GGGxGAT - 7442 23 0 0% 12 3 20% NA. NA.

CC-X006 chr17 4074126 C T ANKFY1 EX23 missense NM_001257999.1 NP_001244928.1 c.3295G>A p.A1099T | p.Ala1099Thr TGGxGTT - 51479 21 0 0% 16 5 23.80% NA. NA.

CC-X006 chr17 5257768 C T RABEP1 EX8 nonsense NM_004703.4 NP_004694.2 c.1078C>T p.Q360* | p.Gln360* GCCxAGT + 9135 21 0 0% 15 3 16.60% NA. NA.

CC-X006 chr17 7106877 T C DLG4 EX8 missense NM_001365.3 NP_001356.1 c.500A>G p.D167G | p.Asp167Gly ACGxCCA - 1742 18 0 0% 17 4 19% NA. NA.

CC-X006 chr17 7721318 G A DNAH2 EX67 missense NM_020877.2 NP_065928.2 c.10291G>A p.A3431T | p.Ala3431Thr CACxCCA + 146754 21 0 0% 13 5 27.70% NA. NA.

CC-X006 chr17 10348418 C T MYH4 EX37 missense NM_017533.2 NP_060003.2 c.5341G>A p.A1781T | p.Ala1781Thr GGGxGCT - 4622 45 0 0% 23 9 28.10% NA. NA.

CC-X006 chr17 18152154 G A FLII EX17 missense NM_002018.3 NP_002009.1 c.1978C>T p.R660W | p.Arg660Trp CCCxCCA - 2314 18 0 0% 8 3 27.20% NA. NA.

CC-X006 chr17 38191388 C T MED24 EX6 missense NM_014815.3 NP_055630.2 c.541G>A p.A181T | p.Ala181Thr TGGxGAT - 9862 16 0 0% 21 5 19.20% NA. NA.

CC-X006 chr17 47875855 G A KAT7 EX4 missense NM_007067.4 NP_008998.1 c.515G>A p.R172H | p.Arg172His AGCxCCG + 11143 27 0 0% 23 6 20.60% NA. NA.

CC-X006 chr17 48263781 T C COL1A1 EX49 missense NM_000088.3 NP_000079.2 c.3902A>G p.Y1301C | p.Tyr1301Cys GGGxACA - 1277 28 0 0% 26 4 13.30% NA. NA.

CC-X006 chr17 48269364 C T COL1A1 EX30 missense NM_000088.3 NP_000079.2 c.2005G>A p.A669T | p.Ala669Thr GGGxGCC - 1277 19 0 0% 13 6 31.50% NA. NA.

CC-X006 chr17 76491123 G A DNAH17 EX39 missense NM_173628.3 NP_775899.3 c.5960C>T p.A1987V | p.Ala1987Val TCGxCCA - 8632 22 0 0% 6 6 50% NA. NA.

CC-X006 chr17 76497336 C T DNAH17 EX35 missense NM_173628.3 NP_775899.3 c.5413G>A p.A1805T | p.Ala1805Thr GGGxATC - 8632 34 0 0% 11 9 45% NA. NA.

CC-X006 chr17 76803594 G A USP36 EX14 missense NM_025090.3 NP_079366.3 c.1532C>T p.S511L | p.Ser511Leu CCCxAGG - 57602 16 0 0% 18 6 25% NA. NA.

CC-X006 chr17 79165131 G A AZI1 EX22 missense NM_014984.2 NP_055799.2 c.2627C>T p.A876V | p.Ala876Val CACxCCT - 22994 17 0 0% 12 4 25% NA. NA.

CC-X006 chr18 6887207 C T ARHGAP28 EX11 missense NM_001010000.2 NP_001010000.1 c.1028C>T p.A343V | p.Ala343Val TGGxGCT + 79822 23 0 0% 25 5 16.60% NA. NA.

CC-X006 chr18 21437897 G T LAMA3 EX33 missense NM_198129.1 NP_937762.1 c.4226G>T p.R1409I | p.Arg1409Ile ACAxAGA + 3909 37 0 0% 32 4 11.10% NA. NA.

CC-X006 chr18 23901070 C T TAF4B EX11 missense NM_005640.1 NP_005631.1 c.2039C>T p.A680V | p.Ala680Val ATGxTGT + 6875 31 0 0% 25 11 30.50% NA. NA.

CC-X006 chr18 30260447 G A KLHL14 EX6 missense NM_020805.1 NP_065856.1 c.1354C>T p.R452C | p.Arg452Cys AGCxCCA - 57565 36 0 0% 17 10 37% NA. NA.

CC-X006 chr18 43664593 G A ATP5A1 EX12 missense NM_001001937.1 NP_001001937.1 c.1457C>T p.A486V | p.Ala486Val ACAxCCA - 498 29 0 0% 24 3 11.10% NA. NA.

CC-X006 chr18 44560606 G A TCEB3B EX1E nonsense NM_016427.2 NP_057511.2 c.1030C>T p.R344* | p.Arg344* CTCxGTC - 51224 18 0 0% 20 6 23% NA. NA.

CC-X006 chr19 1116841 C T SBNO2 EX16 missense NM_014963.2 NP_055778.2 c.1789G>A p.V597I | p.Val597Ile AGAxGAA - 22904 23 0 0% 18 4 18.10% NA. NA.

CC-X006 chr19 3381786 C T NFIC EX2 missense NM_205843.2 NP_995315.1 c.80C>T p.A27V | p.Ala27Val AGGxGCG + 4782 23 0 0% 14 9 39.10% NA. NA.

CC-X006 chr19 7595244 G A MCOLN1 EX12 missense NM_020533.2 NP_065394.1 c.1432G>A p.A478T | p.Ala478Thr TTCxCCG + 57192 18 0 0% 13 6 31.50% NA. NA.

CC-X006 chr19 10260287 C T DNMT1 EX26 missense NM_001130823.1 NP_001124295.1 c.2428G>A p.A810T | p.Ala810Thr GGGxGTG - 1786 29 0 0% 18 8 30.70% NA. NA.

CC-X006 chr19 14273943 G A LPHN1 EX6 missense NM_001008701.2 NP_001008701.1 c.685C>T p.R229C | p.Arg229Cys TGCxCTC - 22859 23 0 0% 10 4 28.50% NA. NA.

CC-X006 chr19 15648180 G A CYP4F22 EX5 missense NM_173483.3 NP_775754.2 c.376G>A p.A126T | p.Ala126Thr ATCxCCC + 126410 26 0 0% 13 4 23.50% NA. NA.

CC-X006 chr19 18561350 C T ELL EX8 missense NM_006532.3 NP_006523.1 c.1402G>A p.A468T | p.Ala468Thr GGGxCCG - 8178 19 0 0% 21 4 16% NA. NA.

CC-X006 chr19 32973040 G A DPY19L3 EX19E missense NM_207325.2 NP_997208.2 c.2045G>A p.R682H | p.Arg682His CTCxCTT + 147991 35 0 0% 27 8 22.80% NA. NA.

CC-X006 chr19 37129658 G A ZNF461 EX6E missense NM_153257.2 NP_694989.2 c.1589C>T p.A530V | p.Ala530Val AACxCCT - 92283 21 0 0% 16 5 23.80% NA. NA.

CC-X006 chr19 42777699 C A LOC100652741 EX3 missense XM_003403479.1 XP_003403527.1 c.2178C>A p.D726E | p.Asp726Glu TGAxTTG + 100652741 17 0 0% 12 7 36.80% NA. NA.

CC-X006 chr19 44273604 C T KCNN4 EX6 missense NM_002250.2 NP_002241.1 c.1039G>A p.A347T | p.Ala347Thr TGGxGGC - 3783 14 0 0% 19 6 24% NA. NA.

CC-X006 chr19 45854004 G A KLC3 EX11 missense NM_177417.2 NP_803136.2 c.1378G>A p.G460R | p.Gly460Arg GCCxGGT + 147700 16 0 0% 8 7 46.60% NA. NA.

CC-X006 chr19 47028928 C T PPP5D1 EX3 missense NM_001205281.1 NP_001192210.1 c.349G>A p.A117T | p.Ala117Thr AGGxGCA - 100506012 25 0 0% 19 4 17.30% NA. NA.

CC-X006 chr19 49551081 C T CGB8 EX3E missense NM_033183.2 NP_149439.1 c.329G>A p.C110Y | p.Cys110Tyr GCAxATT - 94115 21 0 0% 6 7 53.80% NA. NA.

CC-X006 chr19 50399265 G T IL4I1 EX5 missense NM_172374.2 NP_758962.1 c.125C>A p.A42D | p.Ala42Asp GAGxCCA - 259307 34 0 0% 23 3 11.50% NA. NA.

CC-X006 chr19 51527934 C T KLK11 EX3 missense NM_144947.1 NP_659196.1 c.253G>A p.A85T | p.Ala85Thr GGGxGAT - 11012 23 0 0% 9 5 35.70% NA. NA.

CC-X006 chr19 52496650 C T ZNF615 EX7E missense NM_001199324.1 NP_001186253.1 c.1712G>A p.R571H | p.Arg571His GTGxGCC - 284370 30 0 0% 27 9 25% NA. NA.

CC-X006 chr19 52942224 G A ZNF534 EX4E missense NM_001143939.1 NP_001137411.1 c.1550G>A p.R517H | p.Arg517His TCCxTCA + 147658 19 0 0% 8 17 68% NA. NA.

CC-X006 chr19 53667808 C T ZNF665 EX4E missense NM_024733.3 NP_079009.3 c.1935G>A p.M645I | p.Met645Ile TGCxATA - 79788 22 0 0% 29 6 17.10% NA. NA.

CC-X006 chr19 54668298 G A TMC4 EX7 missense NM_001145303.1 NP_001138775.1 c.1001C>T p.A334V | p.Ala334Val ACCxCAG - 147798 22 0 0% 18 5 21.70% NA. NA.

CC-X006 chr19 54684832 C T MBOAT7 EX6 missense NM_024298.3 NP_077274.3 c.512G>A p.R171H | p.Arg171His GTGxGGT - 79143 17 0 0% 16 5 23.80% NA. NA.

CC-X006 chr19 54973836 C T LENG9 EX1E missense NM_198988.1 NP_945339.2 c.940G>A p.A314T | p.Ala314Thr GGGxTGC - 94059 16 0 0% 19 7 26.90% NA. NA.

CC-X006 chr19 55748337 C T PPP6R1 EX16 missense NM_014931.3 NP_055746.3 c.1753G>A p.A585T | p.Ala585Thr GTGxGCT - 22870 26 0 0% 16 9 36% NA. NA.

CC-X006 chr19 58058962 T C ZNF550 EX2E missense NM_001039654.1 NP_001034743.1 c.527A>G p.Y176C | p.Tyr176Cys AGAxACC - 162972 37 0 0% 25 17 40.40% NA. NA.

CC-X006 chr20 279396 T C ZCCHC3 EX1E missense NM_033089.6 NP_149080.2 c.1166T>C p.V389A | p.Val389Ala CAGxGCA + 85364 23 0 0% 13 3 18.70% NA. NA.

CC-X006 chr20 18534894 C T SEC23B EX18 missense NM_032985.4 NP_116780.1 c.2008C>T p.R670C | p.Arg670Cys TGGxGTA + 10483 22 0 0% 22 5 18.50% NA. NA.

CC-X006 chr20 45017685 A C ELMO2 EX7 missense NM_133171.3 NP_573403.1 c.418T>G p.L140V | p.Leu140Val ACAxGAG - 63916 23 0 0% 17 4 19% NA. NA.

CC-X006 chr20 48522685 G A SPATA2 EX3E missense NM_001135773.1 NP_001129245.1 c.1034C>T p.A345V | p.Ala345Val GTGxCCC - 9825 24 0 0% 17 6 26% NA. NA.

CC-X006 chr21 33719445 C T URB1 EX22 missense NM_014825.2 NP_055640.2 c.3688G>A p.A1230T | p.Ala1230Thr GGGxCGC - 9875 28 0 0% 28 6 17.60% NA. NA.

CC-X006 chr21 35893850 G A RCAN1 EX3 missense NM_004414.5 NP_004405.3 c.533C>T p.A178V | p.Ala178Val GTCxCAT - 1827 31 0 0% 18 6 25% NA. NA.

CC-X006 chr21 40569106 T G BRWD1 EX41E missense NM_033656.3 NP_387505.1 c.5889A>C p.K1963N | p.Lys1963Asn AGGxTTT - 54014 25 0 0% 22 6 21.40% NA. NA.

CC-X006 chr21 40619719 T C BRWD1 EX21 missense NM_033656.3 NP_387505.1 c.2389A>G p.T797A | p.Thr797Ala ATGxCCT - 54014 34 0 0% 25 5 16.60% NA. NA.

CC-X006 chr21 43176881 C A RIPK4 EX2 missense NM_020639.2 NP_065690.2 c.278G>T p.G93V | p.Gly93Val AGGxCGA - 54101 24 0 0% 15 13 46.40% NA. NA.

CC-X006 chr21 45220756 G A RRP1 EX11 missense NM_003683.5 NP_003674.1 c.1003G>A p.A335T | p.Ala335Thr CTGxCAG + 8568 23 0 0% 14 4 22.20% NA. NA.

CC-X006 chr21 46895423 G A COL18A1 EX4 missense NM_030582.3 NP_085059.2 c.1312G>A p.A438T | p.Ala438Thr GACxCCC + 80781 31 0 0% 10 8 44.40% NA. NA.

CC-X006 chr22 19183790 T C CLTCL1 EX26 missense NM_007098.3 NP_009029.3 c.4178A>G p.D1393G | p.Asp1393Gly ATGxCCT - 8218 26 0 0% 15 6 28.50% NA. NA.

CC-X006 chr22 21380730 G A P2RX6 EX12E missense NM_005446.3 NP_005437.2 c.1150G>A p.A384T | p.Ala384Thr ACCxCCA + 9127 13 0 0% 13 6 31.50% NA. NA.

CC-X006 chr22 23634788 G A BCR EX15 missense NM_004327.3 NP_004318.3 c.2843G>A p.R948H | p.Arg948His CGCxCGT + 613 22 0 0% 23 7 23.30% NA. NA.

CC-X006 chr22 29754828 G A AP1B1 EX5 missense NM_001127.3 NP_001118.3 c.412C>T p.R138C | p.Arg138Cys TGCxCAC - 162 27 0 0% 14 3 17.60% NA. NA.

CC-X006 chr22 29755935 C T AP1B1 EX4 missense NM_001127.3 NP_001118.3 c.157G>A p.D53N | p.Asp53Asn CATxGGG - 162 26 0 0% 27 5 15.60% NA. NA.

CC-X006 chr22 30221676 C T ASCC2 EX3 missense NM_032204.4 NP_115580.2 c.175G>A p.A59T | p.Ala59Thr TGGxGCG - 84164 21 0 0% 18 7 28% NA. NA.

CC-X006 chr22 30887619 C T SEC14L4 EX11 missense NM_174977.3 NP_777637.1 c.1022G>A p.R341H | p.Arg341His TAGxGCT - 284904 34 0 0% 15 7 31.80% NA. NA.

CC-X006 chr22 38129319 C T TRIOBP EX8 missense NM_001039141.2 NP_001034230.1 c.3962C>T p.A1321V | p.Ala1321Val CAGxGGG + 11078 20 0 0% 16 8 33.30% NA. NA.

CC-X006 chr22 39126657 G A GTPBP1 EX12E missense NM_004286.4 NP_004277.2 c.1958G>A p.R653H | p.Arg653His AGCxCCA + 9567 19 0 0% 20 4 16.60% NA. NA.

CC-X006 chr22 50192659 G A BRD1 EX3 missense NM_014577.1 NP_055392.1 c.1633C>T p.R545W | p.Arg545Trp CCCxCTT - 23774 30 0 0% 21 3 12.50% NA. NA.

CC-X006 chrX 10417413 G A MID1 EX10E missense NM_033290.3 NP_150632.1 c.1999C>T p.P667S | p.Pro667Ser ACGxCAG - 4281 30 0 0% 16 10 38.40% NA. NA.

CC-X006 chrX 77393463 C T TAF9B EX3 missense NM_015975.4 NP_057059.2 c.266G>A p.R89K | p.Arg89Lys TCTxTTG - 51616 37 0 0% 10 6 37.50% NA. NA.

CC-X006 chrX 103045491 G A PLP1 EX8E missense NM_001128834.1 NP_001122306.1 c.799G>A p.V267I | p.Val267Ile GCCxTCC + 5354 25 0 0% 11 4 26.60% NA. NA.

CC-X006 chrX 106186016 C T MORC4 EX15 missense NM_001085354.2 NP_001078823.1 c.2105G>A p.R702K | p.Arg702Lys TCTxTAA - 79710 30 0 0% 15 8 34.70% NA. NA.

CC-X006 chr1 75037534 T +C C1orf173 EX14 frameshift NM_001002912.4 NP_001002912.4c.3857G[3>4] (std: c.3859dupG alt: c.3859_3860insG )p.E1287Gfs*6 | p.Glu1287Glyfs*6CT.CC - 127254 30 0 0% 20 4 16.67% NA. NA.

CC-X006 chr1 185984437 C +A HMCN1 EX31 frameshift NM_031935.2 NP_114141.2c.4778A[2>3] (std: c.4779dupA alt: c.4779_4780insA )p.A1594Sfs*5 | p.Ala1594Serfs*5AC.AA + 83872 40 0 0% 24 8 25% NA. NA.

CC-X006 chr1 190195221 C -AA FAM5C EX6 frameshift NM_199051.1 NP_950252.1c.949T[3>1] (std: c.949T[1] alt: c.950_951delTT )p.F317* | p.Phe317* TC.AG - 339479 34 0 0% 25 6 19.35% NA. NA.

CC-X006 chr11 56344781 G +T OR5M10 EX1E frameshift NM_001004741.1 NP_001004741.1c.415A[2>3] (std: c.416dupA alt: c.416_417insA )p.N139Kfs*17 | p.Asn139Lysfs*17TG.TT - 390167 21 0 0% 26 8 23.53% NA. NA.

CC-X006 chr13 73505314 C -AAG PIBF1 EX14 cds-del NM_006346.2 NP_006337.2c.1744AGA[2>1] (std: c.1744AGA[1] alt: c.1747_1749delAGA )p.R582[2>1] (std: p.R582[1] alt: p.R583del ) | p.Arg582[2>1] (std: p.Arg582[1] alt: p.Arg583del )GC.AA + 10464 19 0 0% 21 9 30% NA. NA.

CC-X006 chr16 30965004 C +A ORAI3 EX2E frameshift NM_152288.2 NP_689501.1c.728A[2>3] (std: c.729dupA alt: c.729_730insA )p.A244Sfs*140 | p.Ala244Serfs*140GC.AA + 93129 18 0 0% 12 5 29.41% NA. NA.

CC-X006 chr18 24039664 C -AG KCTD1 EX4 frameshift NM_001142730.2 NP_001136202.1c.2355CT[2>1] (std: c.2355CT[1] alt: c.2357_2358delCT )p.S786Cfs*38 | p.Ser786Cysfs*38AC.AG - 284252 18 0 0% 17 3 15% NA. NA.

CC-X007 chr1 12942113 C T PRAMEF4 EX3 missense NM_001009611.2 NP_001009611.1 c.437G>A p.R146Q | p.Arg146Gln TGCxGTC - 400735 43 1 2.20% 22 3 12% NA. NA.

CC-X007 chr1 16736145 C A SPATA21 EX6 nonsense NM_198546.1 NP_940948.1 c.538G>T p.E180* | p.Glu180* GTTxCAT - 374955 20 0 0% 7 7 50% NA. NA.

CC-X007 chr1 27105553 C T ARID1A EX20E nonsense NM_006015.4 NP_006006.3 c.5164C>T p.R1722* | p.Arg1722* CGAxGAT + 8289 21 0 0% 21 14 40% NA. NA.

CC-X007 chr1 29185797 G A OPRD1 EX2 missense NM_000911.3 NP_000902.3 c.559G>A p.A187T | p.Ala187Thr ATGxCTG + 4985 47 0 0% 23 9 28.10% NA. NA.

CC-X007 chr1 152082092 C A TCHH EX2E nonsense NM_007113.2 NP_009044.2 c.3601G>T p.E1201* | p.Glu1201* CCTxCCG - 7062 35 0 0% 8 18 69.20% NA. NA.

CC-X007 chr1 152082782 C G TCHH EX2E missense NM_007113.2 NP_009044.2 c.2911G>C p.E971Q | p.Glu971Gln GCTxTTC - 7062 23 0 0% 14 14 50% NA. NA.

CC-X007 chr1 169510603 G A F5 EX13 missense NM_000130.4 NP_000121.2 c.3725C>T p.P1242L | p.Pro1242Leu TCTxGAG - 2153 29 0 0% 30 4 11.70% NA. NA.

CC-X007 chr1 175106085 C T TNN EX17 missense NM_022093.1 NP_071376.1 c.3556C>T p.R1186W | p.Arg1186Trp GAGxGGT + 63923 31 0 0% 14 13 48.10% NA. NA.

CC-X007 chr1 247264316 C T ZNF669 EX4E missense NM_024804.2 NP_079080.2 c.755G>A p.C252Y | p.Cys252Tyr GTAxATT - 79862 18 0 0% 15 9 37.50% NA. NA.

CC-X007 chr3 75718515 G T LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.701G>T p.R234L | p.Arg234Leu ATCxAAG + 100996350 60 1 1.60% 52 5 8.70% NA. NA.

CC-X007 chr4 122853523 G A TRPC3 EX2 missense NM_001130698.1 NP_001124170.1 c.890C>T p.P297L | p.Pro297Leu GCCxGGC - 7222 28 0 0% 16 4 20% NA. NA.

CC-X007 chr5 53813847 G A SNX18 EX1E missense NM_052870.2 NP_443102.2 c.65G>A p.R22Q | p.Arg22Gln TGCxAGA + 112574 10 0 0% 8 6 42.80% NA. NA.

CC-X007 chr6 152697632 G A SYNE1 EX58 nonsense NM_182961.3 NP_892006.3 c.9208C>T p.R3070* | p.Arg3070* TTCxAAA - 23345 30 0 0% 27 3 10% NA. NA.

CC-X007 chr7 100681211 G C MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.6514G>C p.V2172L | p.Val2172Leu ACAxTGG + 140453 25 0 0% 25 5 16.60% NA. NA.

CC-X007 chr7 100681266 C A MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.6569C>A p.T2190K | p.Thr2190Lys GCAxACC + 140453 25 0 0% 29 5 14.70% NA. NA.

CC-X007 chr7 100681293 G A MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.6596G>A p.R2199H | p.Arg2199His CCCxTTC + 140453 25 0 0% 27 5 15.60% NA. NA.

CC-X007 chr7 127253857 C T PAX4 EX4 missense NM_006193.2 NP_006184.2 c.491G>A p.R164Q | p.Arg164Gln TTCxGGT - 5078 32 0 0% 13 8 38% NA. NA.

CC-X007 chr8 22494468 C G BIN3 EX3 missense NM_018688.4 NP_061158.1 c.65G>C p.R22T | p.Arg22Thr TCTxTCT - 55909 27 0 0% 12 10 45.40% NA. NA.

CC-X007 chr9 69901061 C T LOC100132154 EX1 missense XM_003403546.2 XP_003403594.2 c.171G>A p.M57I | p.Met57Ile CATxATC - 100132154 41 0 0% 20 8 28.50% NA. NA.

CC-X007 chr9 131810750 G A FAM73B EX4 missense NM_032809.2 NP_116198.2 c.352G>A p.D118N | p.Asp118Asn AACxACA + 84895 29 0 0% 11 3 21.40% NA. NA.

CC-X007 chr11 64367324 C T SLC22A12 EX7 missense NM_144585.2 NP_653186.2 c.1247C>T p.A416V | p.Ala416Val TGGxAGG + 116085 22 0 0% 9 15 62.50% NA. NA.

CC-X007 chr12 25398281 C T KRAS EX2 missense NM_033360.2 NP_203524.1 c.38G>A p.G13D | p.Gly13Asp ACGxCAC - 3845 35 0 0% 19 4 17.30% NA. NA.

CC-X007 chr12 133682815 C T ZNF140 EX5E nonsense NM_003440.2 NP_003431.2 c.952C>T p.R318* | p.Arg318* ACTxGAC + 7699 39 0 0% 9 7 43.70% NA. NA.

CC-X007 chr14 20784580 G A CCNB1IP1 EX6 nonsense NM_182852.3 NP_878272.1 c.103C>T p.Q35* | p.Gln35* GCTxATC - 57820 30 0 0% 16 8 33.30% NA. NA.

CC-X007 chr15 31334304 C T TRPM1 EX16 missense NM_002420.5 NP_002411.3 c.1871G>A p.R624H | p.Arg624His TGGxGTT - 4308 28 0 0% 30 12 28.50% NA. NA.

CC-X007 chr17 19286237 G A MAPK7 EX6 missense NM_139033.2 NP_620602.2 c.2275G>A p.V759M | p.Val759Met GGCxTGG + 5598 29 0 0% 13 9 40.90% NA. NA.

CC-X007 chr17 72999804 G A CDR2L EX5E missense NM_014603.2 NP_055418.2 c.1033G>A p.V345M | p.Val345Met AGCxTGC + 30850 25 0 0% 13 5 27.70% NA. NA.

CC-X007 chr18 61383367 G A SERPINB11 EX5 nonsense NM_080475.2 NP_536723.2 c.456G>A p.W152* | p.Trp152* TTGxGTT + 89778 23 0 0% 22 8 26.60% NA. NA.

CC-X007 chr19 7172340 C T INSR EX5 missense NM_000208.2 NP_000199.2 c.1229G>A p.R410Q | p.Arg410Gln TTCxGGA - 3643 46 0 0% 13 6 31.50% NA. NA.

CC-X007 chr19 33490585 G A RHPN2 EX10 nonsense NM_033103.4 NP_149094.3 c.1132C>T p.Q378* | p.Gln378* CCTxGTG - 85415 38 0 0% 31 7 18.40% NA. NA.

CC-X007 chr19 52132769 G A SIGLEC5 EX3 missense NM_003830.3 NP_003821.1 c.542C>T p.T181M | p.Thr181Met CCCxTCC - 8778 29 0 0% 10 5 33.30% NA. NA.



CC-X007 chr19 56283297 G A LOC729974 EX1 missense XM_003403478.1 XP_003403526.1 c.127G>A p.D43N | p.Asp43Asn CCCxATG + 729974 33 1 2.90% 33 4 10.80% NA. NA.

CC-X007 chr20 57484420 C T GNAS EX8 missense NM_001077488.2 NP_001070956.1 c.604C>T p.R202C | p.Arg202Cys TGCxGTG + 2778 32 0 0% 22 15 40.50% MS somatic

CC-X007 chrX 118774682 G A SEPT6 EX6 missense NM_145800.3 NP_665799.1 c.760C>T p.R254W | p.Arg254Trp GCCxCGC - 23157 35 0 0% 13 5 27.70% NA. NA.

CC-X007 chrX 124455824 A G LOC100129520 EX1E missense NM_001195272.1 NP_001182201.1 c.1856A>G p.D619G | p.Asp619Gly AGGxCAC + 100129520 21 0 0% 21 6 22.20% NA. NA.

CC-X007 chr5 53815611 A +TGAG SNX18 EX1E frameshift NM_052870.2 NP_443102.2 c.1831_1834dupGAGT p.Y612* | p.Tyr612* AA.TG + 112574 31 0 0% 12 7 36.84% NA. NA.

CC-X007 chr16 9015076 T +ACG USP7 EX4 cds-ins NM_003470.2 NP_003461.2c.454CGT[2>3] (std: c.457_459dupCGT alt: c.459_460insCGT )p.R152[2>3] (std: p.R153dup alt: p.R153_I154insR ) | p.Arg152[2>3] (std: p.Arg153dup alt: p.Arg153_Ile154insArg )AT.AC - 7874 21 0 0% 16 3 15.79% NA. NA.

CC-X008 chr1 45469202 C T HECTD3 EX21E missense NM_024602.5 NP_078878.3 c.2548G>A p.V850M | p.Val850Met CCAxGCA - 79654 21 0 0% 13 5 27.70% NA. NA.

CC-X008 chr1 148591229 G A NBPF15 EX18 missense NM_001170755.1 NP_001164226.1 c.1294G>A p.E432K | p.Glu432Lys AAAxAGC + 284565 24 0 0% 6 3 33.30% NA. NA.

CC-X008 chr1 170136727 G T METTL11B EX4E missense NM_001136107.1 NP_001129579.1 c.681G>T p.E227D | p.Glu227Asp GGAxGGC + 149281 34 0 0% 25 9 26.40% NA. NA.

CC-X008 chr2 27303050 G A EMILIN1 EX2 missense NM_007046.3 NP_008977.1 c.202G>A p.V68M | p.Val68Met ACAxTGA + 11117 27 0 0% 8 5 38.40% NA. NA.

CC-X008 chr3 15116176 G A ZFYVE20 EX14E missense NM_022340.2 NP_071735.2 c.1468C>T p.R490W | p.Arg490Trp GCCxCAG - 64145 35 0 0% 22 5 18.50% NA. NA.

CC-X008 chr3 75723159 T C LOC401074 IVS3 splice-5 NR_040004.1 . n.584+2T>C . AGGxGAG + 401074 45 1 2.10% 23 5 17.80% NA. NA.

CC-X008 chr3 122634453 G C SEMA5B EX14 missense NM_001256347.1 NP_001243276.1 c.1984C>G p.R662G | p.Arg662Gly CCCxTGT - 54437 22 0 0% 13 12 48% NA. NA.

CC-X008 chr3 195508500 G C MUC4 EX2 missense NM_018406.6 NP_060876.5 c.9951C>G p.D3317E | p.Asp3317Glu AGCxTCG - 4585 15 0 0% 2 3 60% NA. NA.

CC-X008 chr5 179071958 C G C5orf60 EX1 missense NM_001142306.1 NP_001135778.1 c.64G>C p.D22H | p.Asp22His TGTxCAG - 285679 21 0 0% 17 3 15% NA. NA.

CC-X008 chr6 32815332 C A TAP1 EX9 missense NM_000593.5 NP_000584.2 c.2041G>T p.A681S | p.Ala681Ser GGGxCCC - 6890 23 0 0% 27 3 10% NA. NA.

CC-X008 chr6 158923843 G A TULP4 EX13 missense NM_020245.4 NP_064630.2 c.3148G>A p.G1050R | p.Gly1050Arg CCCxGAG + 56995 11 0 0% 9 9 50% NA. NA.

CC-X008 chr6 161006150 C T LPA EX27 missense NM_005577.2 NP_005568.2 c.4217G>A p.G1406E | p.Gly1406Glu CTTxCTG - 4018 32 0 0% 18 9 33.30% NA. NA.

CC-X008 chr7 102136604 C T RASA4B EX11 missense XM_003118598.1 XP_003118646.1 c.838G>A p.V280M | p.Val280Met CCAxGGA - 100271927 48 1 2% 40 4 9% NA. NA.

CC-X008 chr10 33137637 G A C10orf68 EX19 missense NM_024688.2 NP_078964.2 c.1615G>A p.E539K | p.Glu539Lys TTTxAAA + 79741 21 0 0% 13 5 27.70% NA. NA.

CC-X008 chr15 41794255 G A ITPKA EX4 missense NM_002220.2 NP_002211.1 c.864G>A p.M288I | p.Met288Ile CATxTAC + 3706 28 0 0% 5 8 61.50% NA. NA.

CC-X008 chr17 40839789 G A CNTNAP1 EX8 missense NM_003632.2 NP_003623.1 c.1096G>A p.G366R | p.Gly366Arg TTCxGAG + 8506 22 0 0% 8 3 27.20% NA. NA.

CC-X008 chr17 56619989 A G C17orf47 EX1 missense NM_001038704.2 NP_001033793.2 c.1559T>C p.L520P | p.Leu520Pro CCCxGGA - 284083 28 0 0% 14 4 22.20% NA. NA.

CC-X008 chr18 31318597 G T ASXL3 EX11 missense NM_030632.1 NP_085135.1 c.1229G>T p.S410I | p.Ser410Ile AAAxCCC + 80816 25 0 0% 21 5 19.20% NA. NA.

CC-X008 chr3 137880740 A -TCG DBR1 EX8E cds-del NM_016216.3 NP_057300.2 c.1623_1625delCGAp.D537[6>5] (std: p.D537[5] alt: p.D542del ) | p.Asp537[6>5] (std: p.Asp537[5] alt: p.Asp542del )CA.TC - 51163 40 0 0% 33 3 8.33% NA. NA.

CC-X009 chr1 12328834 C T VPS13D EX16 missense NM_015378.2 NP_056193.2 c.1873C>T p.R625W | p.Arg625Trp AGGxGGC + 55187 23 0 0% 10 10 50% Sanger somatic

CC-X009 chr1 16259759 C T SPEN EX11 nonsense NM_015001.2 NP_055816.2 c.7024C>T p.R2342* | p.Arg2342* AAGxGAA + 23013 28 0 0% 13 4 23.50% Sanger somatic

CC-X009 chr1 63789012 G A FOXD3 EX1E missense NM_012183.2 NP_036315.1 c.283G>A p.D95N | p.Asp95Asn GGCxACG + 27022 17 0 0% 10 10 50% NA. NA.

CC-X009 chr1 117146423 C T IGSF3 EX7 missense NM_001542.2 NP_001533.2 c.1507G>A p.G503S | p.Gly503Ser CGCxCCC - 3321 15 0 0% 47 5 9.60% NA. NA.

CC-X009 chr1 144879561 A G PDE4DIP EX27 missense NM_001198834.2 NP_001185763.2 c.3889T>C p.C1297R | p.Cys1297Arg CACxCTC - 9659 50 0 0% 54 5 8.40% NA. NA.

CC-X009 chr1 148025797 T A NBPF14 EX1 missense NM_015383.1 NP_056198.1 c.35A>T p.K12M | p.Lys12Met AGCxTCT - 25832 33 0 0% 40 4 9% NA. NA.

CC-X009 chr1 161123818 T C UFC1 EX1 missense NM_016406.3 NP_057490.2 c.31T>C p.S11P | p.Ser11Pro GTGxCTG + 51506 34 0 0% 18 19 51.30% NA. NA.

CC-X009 chr2 68273140 G A C1D EX5 missense NM_001190265.1 NP_001177194.1 c.241C>T p.H81Y | p.His81Tyr GATxTTC - 10438 23 0 0% 13 4 23.50% NA. NA.

CC-X009 chr2 98737874 G A VWA3B EX5 missense NM_144992.4 NP_659429.4 c.655G>A p.E219K | p.Glu219Lys AGCxAGG + 200403 27 0 0% 16 9 36% NA. NA.

CC-X009 chr2 165948951 C T SCN3A EX27 missense NM_006922.3 NP_008853.3 c.4620G>A p.M1540I | p.Met1540Ile GACxATG - 6328 28 0 0% 19 9 32.10% NA. NA.

CC-X009 chr2 179547565 G A TTN EX135 missense NM_001267550.1 NP_001254479.1 c.32953C>T p.R10985W | p.Arg10985TrpCCCxTTG - 7273 31 0 0% 11 14 56% NA. NA.

CC-X009 chr2 202151261 C T CASP8 EX10E nonsense NM_001228.4 NP_001219.2 c.1435C>T p.Q479* | p.Gln479* AAAxAGA + 841 27 0 0% 17 11 39.20% sanger somatic

CC-X009 chr3 62358300 C T FEZF2 EX2 missense NM_018008.3 NP_060478.3 c.244G>A p.E82K | p.Glu82Lys CCTxGTA - 55079 11 0 0% 16 4 20% NA. NA.

CC-X009 chr3 75718413 G T LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.599G>T p.R200L | p.Arg200Leu TCCxAGC + 100996350 36 0 0% 81 9 10% NA. NA.

CC-X009 chr3 130287403 C T COL6A6 EX5 missense NM_001102608.1 NP_001096078.1 c.2356C>T p.R786C | p.Arg786Cys CAGxGCA + 131873 19 0 0% 11 7 38.80% NA. NA.

CC-X009 chr3 133647421 G A C3orf36 EX1E missense NM_025041.2 NP_079317.2 c.227C>T p.A76V | p.Ala76Val GGCxCGG - 80111 21 0 0% 10 13 56.50% NA. NA.

CC-X009 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 33 0 0% 17 13 43.30% NA. NA.

CC-X009 chr3 195515194 G C MUC4 EX2 missense NM_018406.6 NP_060876.5 c.3257C>G p.T1086S | p.Thr1086Ser GTGxTGT - 4585 12 0 0% 13 4 23.50% NA. NA.

CC-X009 chr4 517423 A G PIGG EX9 missense NM_001127178.1 NP_001120650.1 c.1790A>G p.Y597C | p.Tyr597Cys ACTxCTT + 54872 19 0 0% 12 5 29.40% NA. NA.

CC-X009 chr5 843723 C A ZDHHC11 EX4 missense NM_024786.2 NP_079062.1 c.620G>T p.R207M | p.Arg207Met TACxTGG - 79844 39 1 2.50% 68 4 5.50% NA. NA.

CC-X009 chr5 23526536 C T PRDM9 EX11E missense NM_020227.2 NP_064612.2 c.1339C>T p.R447C | p.Arg447Cys AGCxGTA + 56979 27 0 0% 18 12 40% NA. NA.

CC-X009 chr5 150945915 G T FAT2 EX1 missense NM_001447.2 NP_001438.1 c.2578C>A p.L860I | p.Leu860Ile TTAxCAG - 2196 26 0 0% 17 5 22.70% Sanger somatic

CC-X009 chr5 179225362 C T MGAT4B EX12 missense NM_054013.3 NP_463459.1 c.1540G>A p.G514S | p.Gly514Ser AGCxGTC - 11282 16 0 0% 14 9 39.10% NA. NA.

CC-X009 chr6 3225770 C T TUBB2B EX4E missense NM_178012.4 NP_821080.1 c.553G>A p.A185T | p.Ala185Thr TGGxGTT - 347733 15 0 0% 22 5 18.50% NA. NA.

CC-X009 chr6 30916494 C T DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.253C>T p.R85C | p.Arg85Cys AAAxGCC + 135656 23 0 0% 13 14 51.80% NA. NA.

CC-X009 chr6 37141848 C T PIM1 EX6E missense NM_002648.3 NP_002639.1 c.923C>T p.S308L | p.Ser308Leu TGTxGCC + 5292 23 0 0% 22 12 35.20% NA. NA.

CC-X009 chr6 39847099 G A DAAM2 EX14 missense NM_001201427.1 NP_001188356.1 c.1691G>A p.G564E | p.Gly564Glu GGGxACC + 23500 16 0 0% 8 5 38.40% NA. NA.

CC-X009 chr6 146350826 C T GRM1 EX2 missense NM_000838.3 NP_000829.2 c.173C>T p.P58L | p.Pro58Leu CTCxGGC + 2911 28 0 0% 15 11 42.30% NA. NA.

CC-X009 chr7 94043558 G A COL1A2 EX29 missense NM_000089.3 NP_000080.2 c.1690G>A p.A564T | p.Ala564Thr CCCxCTG + 1278 20 0 0% 2 11 84.60% Sanger somatic

CC-X009 chr7 95799394 G A SLC25A13 EX13 missense NM_014251.2 NP_055066.1 c.1274C>T p.S425L | p.Ser425Leu ACCxAAC - 10165 26 0 0% 7 12 63.10% NA. NA.

CC-X009 chr8 98289903 G A TSPYL5 EX1E missense NM_033512.2 NP_277047.2 c.170C>T p.A57V | p.Ala57Val CCCxCGC - 85453 9 0 0% 11 6 35.20% NA. NA.

CC-X009 chr9 43915893 G C CNTNAP3B EX23 missense NM_001201380.1 NP_001188309.1 c.3741G>C p.M1247I | p.Met1247Ile CATxGGA + 728577 10 0 0% 7 3 30% NA. NA.

CC-X009 chr9 123907525 C T CNTRL EX20 nonsense NM_007018.4 NP_008949.4 c.3172C>T p.R1058* | p.Arg1058* TTTxGAC + 11064 36 0 0% 16 6 27.20% NA. NA.

CC-X009 chr10 26789815 T G APBB1IP EX5 missense NM_019043.3 NP_061916.3 c.228T>G p.S76R | p.Ser76Arg AAGxGAG + 54518 28 0 0% 22 12 35.20% NA. NA.

CC-X009 chr10 127789783 C T ADAM12 EX9 missense NM_003474.4 NP_003465.3 c.778G>A p.V260M | p.Val260Met ACAxGAT - 8038 34 0 0% 10 15 60% NA. NA.

CC-X009 chr11 1093412 C T MUC2 EX31 missense NM_002457.2 NP_002448.2 c.6245C>T p.T2082M | p.Thr2082Met CCAxGAC + 4583 19 0 0% 26 4 13.30% NA. NA.

CC-X009 chr11 1253258 G A MUC5B EX15 missense NM_002458.2 NP_002449.2 c.1711G>A p.D571N | p.Asp571Asn GCTxACG + 727897 8 0 0% 17 11 39.20% NA. NA.

CC-X009 chr11 75438508 C G MOGAT2 EX3 missense NM_025098.2 NP_079374.2 c.299C>G p.S100C | p.Ser100Cys CCTxTCG + 80168 18 0 0% 14 14 50% NA. NA.

CC-X009 chr11 132200079 G T NTM EX7 missense NM_001144058.1 NP_001137530.1 c.967G>T p.G323C | p.Gly323Cys AAAxGTT + 50863 36 0 0% 10 9 47.30% NA. NA.

CC-X009 chr12 31244784 C A DDX11 EX10 missense NM_030653.3 NP_085911.2 c.1221C>A p.S407R | p.Ser407Arg CAGxGTG + 1663 13 0 0% 37 3 7.50% NA. NA.

CC-X009 chr12 113542020 C A RASAL1 EX18 missense NM_001193520.1 NP_001180449.1 c.1917G>T p.Q639H | p.Gln639His CACxTGC - 8437 16 0 0% 15 12 44.40% NA. NA.

CC-X009 chr13 20066994 T C TPTE2 EX4 missense NM_199254.2 NP_954863.2 c.115A>G p.K39E | p.Lys39Glu TTTxACT - 93492 33 1 2.90% 32 3 8.50% NA. NA.

CC-X009 chr13 25021263 T C PARP4 EX26 missense NM_006437.3 NP_006428.2 c.3176A>G p.Q1059R | p.Gln1059Arg TGCxGCC - 143 22 0 0% 10 3 23% NA. NA.

CC-X009 chr13 25021323 A G PARP4 EX26 missense NM_006437.3 NP_006428.2 c.3116T>C p.I1039T | p.Ile1039Thr TCTxTCT - 143 23 0 0% 20 3 13% NA. NA.

CC-X009 chr14 21870587 C T CHD8 EX19 missense NM_020920.3 NP_065971.2 c.2953G>A p.E985K | p.Glu985Lys TCTxGTA - 57680 27 0 0% 13 15 53.50% NA. NA.

CC-X009 chr14 50074767 T A LRR1 EX3 missense NM_152329.3 NP_689542.2 c.932T>A p.V311D | p.Val311Asp AAGxCCT + 122769 28 0 0% 13 16 55.10% NA. NA.

CC-X009 chr14 94395253 G A FAM181A EX3E missense NM_138344.4 NP_612353.3 c.808G>A p.V270I | p.Val270Ile CGCxTCA + 90050 15 0 0% 24 15 38.40% NA. NA.

CC-X009 chr16 30749619 G T SRCAP EX34E missense NM_006662.2 NP_006653.2 c.8258G>T p.R2753L | p.Arg2753Leu GACxGCT + 10847 13 0 0% 22 16 42.10% NA. NA.

CC-X009 chr16 70986407 C T HYDIN EX41 missense NM_001270974.1 NP_001257903.1 c.6448G>A p.V2150M | p.Val2150Met CCAxGCT - 54768 59 0 0% 48 11 18.60% NA. NA.

CC-X009 chr16 70986497 G A HYDIN EX41 nonsense NM_001270974.1 NP_001257903.1 c.6358C>T p.R2120* | p.Arg2120* GTCxTCC - 54768 47 0 0% 43 12 21.80% NA. NA.

CC-X009 chr16 71512865 G A ZNF19 EX4 missense NM_006961.3 NP_008892.2 c.77C>T p.T26I | p.Thr26Ile TCTxTCT - 7567 29 0 0% 11 10 47.60% NA. NA.

CC-X009 chr16 85690160 G A GSE1 EX7 missense NM_014615.2 NP_055430.1 c.1201G>A p.A401T | p.Ala401Thr GCCxCCA + 23199 13 0 0% 23 17 42.50% NA. NA.

CC-X009 chr17 5036281 G C USP6 EX5 missense NM_004505.2 NP_004496.2 c.272G>C p.S91T | p.Ser91Thr GTAxCAA + 9098 19 0 0% 15 3 16.60% NA. NA.

CC-X009 chr17 17158184 C T COPS3 EX9 missense NM_003653.3 NP_003644.2 c.1012G>A p.V338I | p.Val338Ile GAAxGTA - 8533 10 0 0% 1 4 80% NA. NA.

CC-X009 chr17 19728492 C A ULK2 EX12 missense NM_014683.3 NP_055498.3 c.839G>T p.C280F | p.Cys280Phe GGGxAAG - 9706 31 0 0% 4 17 80.90% NA. NA.

CC-X009 chr17 35827596 G A TADA2A EX12 missense NM_001488.3 NP_001479.3 c.862G>A p.E288K | p.Glu288Lys CAAxAAT + 6871 21 0 0% 31 3 8.80% NA. NA.

CC-X009 chr17 39262092 G A KRTAP4-9 EX1E missense NM_001146041.1 NP_001139513.1 c.452G>A p.R151H | p.Arg151His GCCxCCC + 100132386 22 0 0% 15 3 16.60% NA. NA.

CC-X009 chr19 418953 C T SHC2 EX12 missense NM_012435.2 NP_036567.2 c.1724G>A p.R575H | p.Arg575His CCAxGCA - 25759 17 0 0% 22 9 29% NA. NA.

CC-X009 chr19 18723931 C T TMEM59L EX1 missense NM_012109.2 NP_036241.1 c.163C>T p.P55S | p.Pro55Ser CAGxCCT + 25789 13 0 0% 8 16 66.60% NA. NA.

CC-X009 chr19 55286665 T A KIR2DL1 EX4 missense NM_014218.2 NP_055033.2 c.419T>A p.L140Q | p.Leu140Gln TTCxGGC + 3802 22 0 0% 33 3 8.30% NA. NA.

CC-X009 chr20 1559323 C T SIRPB1 EX2 missense NM_006065.3 NP_006056.2 c.94G>A p.E32K | p.Glu32Lys GCTxGTC - 10326 26 0 0% 32 8 20% NA. NA.

CC-X009 chr20 61982306 G A CHRNA4 EX5 missense NM_000744.6 NP_000735.1 c.457C>T p.P153S | p.Pro153Ser GGGxAGT - 1137 21 0 0% 36 15 29.40% NA. NA.

CC-X009 chr22 22288573 C G PPM1F EX4 missense NM_014634.3 NP_055449.1 c.381G>C p.Q127H | p.Gln127His ACTxTGT - 9647 19 0 0% 3 41 93.10% NA. NA.

CC-X009 chr22 31302000 C T OSBP2 EX13 missense NM_030758.3 NP_110385.1 c.2552C>T p.S851L | p.Ser851Leu TGTxGCG + 23762 17 0 0% 23 11 32.30% NA. NA.

CC-X009 chr22 41556665 T C EP300 EX20 missense NM_001429.3 NP_001420.2 c.3610T>C p.C1204R | p.Cys1204Arg AAGxGTT + 2033 16 0 0% 4 25 86.20% NA. NA.

CC-X009 chrX 34961162 C T FAM47B EX1E missense NM_152631.2 NP_689844.2 c.214C>T p.R72C | p.Arg72Cys TGTxGCC + 170062 17 0 0% 14 12 46.10% NA. NA.

CC-X009 chrX 70316463 C T FOXO4 EX1 missense NM_005938.3 NP_005929.2 c.85C>T p.R29C | p.Arg29Cys CCCxGCT + 4303 17 0 0% 15 9 37.50% NA. NA.

CC-X009 chrX 109697759 T C RGAG1 EX3 missense NM_020769.2 NP_065820.1 c.3914T>C p.L1305P | p.Leu1305Pro CTCxGTA + 57529 28 0 0% 24 6 20% NA. NA.

CC-X009 chrX 138879349 G A ATP11C EX11 nonsense NM_001010986.2 NP_001010986.1 c.1003C>T p.R335* | p.Arg335* CTCxCTC - 286410 34 0 0% 26 10 27.70% NA. NA.

CC-X009 chr1 29647263 T -G PTPRU EX27 frameshift NM_005704.4 NP_005695.3c.3785G[2>1] (std: c.3785G[1] alt: c.3786delG )p.W1262Cfs*18 | p.Trp1262Cysfs*18CT.GC + 10076 25 0 0% 21 11 34.38% NA. NA.

CC-X009 chr16 7637301 A -G RBFOX1 EX7 frameshift NM_018723.3 NP_061193.2c.468G[3>2] (std: c.468G[2] alt: c.470delG )p.G157Dfs*5 | p.Gly157Aspfs*5 AA.GT + 54715 29 0 0% 5 8 61.54% NA. NA.

CC-X009 chrX 70328163 T-AGGTTCTTCAG IL2RG EX7 frameshift NM_000206.2 NP_000197.1c.877_887delCTGAAGAACCTp.L293Rfs*6 | p.Leu293Argfs*6 CT.GG - 3561 14 0 0% 18 15 45.45% NA. NA.

CC-X010 chr1 1653117 C G CDK11A EX3 missense NM_024011.2 NP_076916.2 c.145G>C p.E49Q | p.Glu49Gln CCTxAAG - 728642 30 0 0% 6 6 50% NA. NA.

CC-X010 chr1 35334221 C T DLGAP3 EX7 missense NM_001080418.1 NP_001073887.1 c.2470G>A p.E824K | p.Glu824Lys GCTxATA - 58512 34 0 0% 14 8 36.30% NA. NA.

CC-X010 chr1 42048661 G C HIVEP3 EX4 missense NM_024503.4 NP_078779.2 c.1808C>G p.S603C | p.Ser603Cys TCAxAAC - 59269 33 0 0% 15 7 31.80% NA. NA.

CC-X010 chr1 46751568 G A LRRC41 EX4 missense NM_006369.4 NP_006360.3 c.961C>T p.R321W | p.Arg321Trp CCCxAGT - 10489 37 0 0% 15 11 42.30% NA. NA.

CC-X010 chr1 46751712 G A LRRC41 EX4 missense NM_006369.4 NP_006360.3 c.817C>T p.R273W | p.Arg273Trp CCCxGCC - 10489 29 0 0% 17 7 29.10% NA. NA.

CC-X010 chr1 109806745 C T CELSR2 EX10 nonsense NM_001408.2 NP_001399.1 c.5047C>T p.Q1683* | p.Gln1683* CTTxAGG + 1952 31 0 0% 14 9 39.10% NA. NA.

CC-X010 chr1 204948613 G A NFASC EX19 missense NM_001005388.2 NP_001005388.2 c.2102G>A p.R701H | p.Arg701His TCCxTGT + 23114 35 0 0% 21 11 34.30% NA. NA.

CC-X010 chr1 205030518 G A CNTN2 EX8 missense NM_005076.3 NP_005067.1 c.943G>A p.D315N | p.Asp315Asn CGAxACA + 6900 20 0 0% 16 23 58.90% NA. NA.

CC-X010 chr1 231829791 G A DISC1 EX2 missense NM_018662.2 NP_061132.2 c.287G>A p.R96Q | p.Arg96Gln TCCxGAG + 27185 30 0 0% 22 10 31.20% NA. NA.

CC-X010 chr2 96688929 G A GPAT2 EX19 missense NM_207328.2 NP_997211.2 c.2074C>T p.R692C | p.Arg692Cys GGCxGCA - 150763 25 0 0% 29 3 9.30% NA. NA.

CC-X010 chr2 141816539 G A LRP1B EX9 nonsense NM_018557.2 NP_061027.2 c.1321C>T p.R441* | p.Arg441* ATCxGTT - 53353 40 1 2.40% 11 7 38.80% Sanger somatic

CC-X010 chr2 196753663 C A DNAH7 EX32 missense NM_018897.2 NP_061720.2 c.5089G>T p.A1697S | p.Ala1697Ser CTGxATC - 56171 25 0 0% 10 5 33.30% NA. NA.

CC-X010 chr2 220471507 C T STK11IP EX12 missense NM_052902.2 NP_443134.2 c.1094C>T p.S365L | p.Ser365Leu CCTxAGG + 114790 25 0 0% 4 5 55.50% NA. NA.

CC-X010 chr3 139280100 C T NMNAT3 EX5E missense NM_178177.3 NP_835471.1 c.400G>A p.D134N | p.Asp134Asn GGTxGTG - 349565 40 0 0% 19 7 26.90% NA. NA.

CC-X010 chr3 195508453 C T MUC4 EX2 missense NM_018406.6 NP_060876.5 c.9998G>A p.S3333N | p.Ser3333Asn GGGxTGG - 4585 10 0 0% 5 3 37.50% NA. NA.

CC-X010 chr4 1959731 G A WHSC1 EX16 missense NM_001042424.2 NP_001035889.1 c.2953G>A p.E985K | p.Glu985Lys AGCxAGC + 7468 42 0 0% 21 10 32.20% NA. NA.

CC-X010 chr4 8583005 C T GPR78 EX1 missense NM_080819.4 NP_543009.2 c.296C>T p.A99V | p.Ala99Val CGGxGCT + 27201 25 0 0% 12 6 33.30% NA. NA.

CC-X010 chr5 76259249 C T CRHBP EX6 missense NM_001882.3 NP_001873.2 c.775C>T p.P259S | p.Pro259Ser ACGxCTT + 1393 35 0 0% 12 9 42.80% NA. NA.

CC-X010 chr5 145379627 C G SH3RF2 EX3 missense NM_152550.3 NP_689763.3 c.385C>G p.R129G | p.Arg129Gly CCTxGAG + 153769 34 0 0% 11 10 47.60% NA. NA.

CC-X010 chr5 150923769 C T FAT2 EX9 missense NM_001447.2 NP_001438.1 c.6919G>A p.V2307I | p.Val2307Ile AGAxGTC - 2196 43 0 0% 14 9 39.10% Sanger somatic

CC-X010 chr5 154282727 C A GEMIN5 EX19 nonsense NM_015465.4 NP_056280.2 c.2641G>T p.E881* | p.Glu881* CTTxATT - 25929 21 0 0% 14 7 33.30% NA. NA.

CC-X010 chr6 16145303 G A MYLIP EX6 missense NM_013262.3 NP_037394.2 c.1003G>A p.V335I | p.Val335Ile GGCxTTG + 29116 33 0 0% 5 23 82.10% NA. NA.

CC-X010 chr6 30917878 G C DPCR1 EX2 missense NM_080870.3 NP_543146.2 c.1637G>C p.R546T | p.Arg546Thr AAAxGAC + 135656 23 0 0% 16 3 15.70% NA. NA.

CC-X010 chr6 31599584 G T PRRC2A EX16 missense NM_004638.3 NP_004629.3 c.3134G>T p.R1045L | p.Arg1045Leu GACxAGG + 7916 32 0 0% 3 13 81.20% NA. NA.

CC-X010 chr6 143074497 C T HIVEP2 EX10E missense NM_006734.3 NP_006725.3 c.7088G>A p.G2363E | p.Gly2363Glu CTTxCCA - 3097 50 0 0% 13 9 40.90% NA. NA.

CC-X010 chr7 11676247 C T THSD7A EX2 missense NM_015204.2 NP_056019.1 c.532G>A p.E178K | p.Glu178Lys GCTxAAA - 221981 42 0 0% 24 12 33.30% NA. NA.

CC-X010 chr7 77035345 C T PION IVS2 splice-5 NM_017439.3 NP_059135.2 c.186+1G>A . ATAxCTT - 54103 26 0 0% 12 6 33.30% NA. NA.

CC-X010 chr8 9437851 C G TNKS EX2 missense NM_003747.2 NP_003738.2 c.856C>G p.L286V | p.Leu286Val CCTxTGC + 8658 27 0 0% 7 6 46.10% NA. NA.

CC-X010 chr8 144874238 C T SCRIB EX33 missense NM_182706.4 NP_874365.3 c.4580G>A p.R1527Q | p.Arg1527Gln CCCxGGC - 23513 27 0 0% 10 3 23% NA. NA.

CC-X010 chr9 139399126 C T NOTCH1 EX26 missense NM_017617.3 NP_060087.3 c.5017G>A p.G1673S | p.Gly1673Ser ACCxGCG - 4851 28 0 0% 12 7 36.80% NA. NA.

CC-X010 chr10 29779847 A C SVIL EX22 missense NM_021738.2 NP_068506.2 c.4121T>G p.L1374R | p.Leu1374Arg AGGxGAT - 6840 23 0 0% 21 3 12.50% NA. NA.

CC-X010 chr10 115985855 G C TDRD1 EX22 missense NM_198795.1 NP_942090.1 c.3055G>C p.D1019H | p.Asp1019His ACTxATG + 56165 21 0 0% 16 16 50% NA. NA.

CC-X010 chr11 6867802 G A OR10A5 EX1E missense NM_178168.1 NP_835462.1 c.889G>A p.E297K | p.Glu297Lys AGCxAGG + 144124 32 0 0% 12 8 40% NA. NA.

CC-X010 chr11 85425512 G A SYTL2 EX12 missense NM_032943.3 NP_116561.1 c.1702C>T p.H568Y | p.His568Tyr GGTxAGA - 54843 40 0 0% 20 9 31% NA. NA.

CC-X010 chr11 88070698 G A CTSC EX1 missense NM_001814.4 NP_001805.3 c.143C>T p.S48F | p.Ser48Phe TGGxAAC - 1075 28 0 0% 15 10 40% NA. NA.

CC-X010 chr12 9248215 G A A2M EX16 missense NM_000014.4 NP_000005.2 c.1933C>T p.R645C | p.Arg645Cys GACxATT - 2 21 0 0% 15 5 25% NA. NA.

CC-X010 chr12 52756228 C G KRT85 EX7 missense NM_002283.3 NP_002274.1 c.1105G>C p.E369Q | p.Glu369Gln CCTxAGC - 3891 25 0 0% 18 5 21.70% NA. NA.

CC-X010 chr12 52867460 T C KRT6C EX1 missense NM_173086.4 NP_775109.2 c.62A>G p.N21S | p.Asn21Ser GAGxTGG - 286887 26 0 0% 32 3 8.50% NA. NA.

CC-X010 chr12 56415326 G A IKZF4 EX1 missense NM_022465.3 NP_071910.3 c.49G>A p.V17I | p.Val17Ile CGCxTTC + 64375 30 0 0% 19 5 20.80% NA. NA.

CC-X010 chr12 63976226 G A DPY19L2 EX18 missense NM_173812.4 NP_776173.3 c.1685C>T p.P562L | p.Pro562Leu TGCxGTG - 283417 33 0 0% 23 8 25.80% NA. NA.

CC-X010 chr13 44411501 G A CCDC122 EX7E missense NM_144974.3 NP_659411.2 c.737C>T p.S246L | p.Ser246Leu TTTxACT - 160857 25 0 0% 9 16 64% NA. NA.

CC-X010 chr14 23816045 C G SLC22A17 EX9E missense NM_020372.2 NP_065105.2 c.1429G>C p.V477L | p.Val477Leu CCAxGTG - 51310 22 0 0% 12 5 29.40% NA. NA.

CC-X010 chr14 48143929 C T MDGA2 EX1 missense NM_001113498.2 NP_001106970.2 c.71G>A p.R24H | p.Arg24His AAGxGCC - 161357 24 0 0% 11 6 35.20% NA. NA.

CC-X010 chr14 52471178 C T C14orf166 EX8E nonsense NM_016039.2 NP_057123.1 c.679C>T p.Q227* | p.Gln227* GTTxAGG + 51637 34 0 0% 18 13 41.90% NA. NA.

CC-X010 chr14 70175537 C T KIAA0247 EX5 missense NM_014734.3 NP_055549.1 c.602C>T p.S201L | p.Ser201Leu TGTxAGA + 9766 28 0 0% 8 8 50% NA. NA.

CC-X010 chr15 40293193 C T EIF2AK4 EX21 missense NM_001013703.2 NP_001013725.2 c.2927C>T p.S976L | p.Ser976Leu AATxAGT + 440275 35 0 0% 24 6 20% NA. NA.

CC-X010 chr15 42579895 C G GANC EX4 missense NM_198141.2 NP_937784.2 c.208C>G p.L70V | p.Leu70Val CCTxTCC + 2595 31 0 0% 11 16 59.20% NA. NA.

CC-X010 chr15 64981285 C A OAZ2 EX4 missense NM_002537.2 NP_002528.1 c.438G>T p.R146I | p.Arg146Ile CCTxTGT - 4947 25 0 0% 14 17 54.80% NA. NA.

CC-X010 chr15 79067065 G A ADAMTS7 EX12 missense NM_014272.3 NP_055087.2 c.1777C>T p.P593S | p.Pro593Ser CAGxGCA - 11173 34 1 2.80% 20 3 13% NA. NA.

CC-X010 chr16 7102086 G C RBFOX1 EX4 missense NM_018723.3 NP_061193.2 c.14G>C p.R5T | p.Arg5Thr AAAxAGA + 54715 27 0 0% 19 3 13.60% NA. NA.

CC-X010 chr16 31195250 C T FUS EX4 nonsense NM_004960.3 NP_004951.1 c.262C>T p.Q88* | p.Gln88* TCCxAAT + 2521 29 0 0% 13 5 27.70% NA. NA.

CC-X010 chr17 39406291 T C KRTAP9-4 EX1E missense NM_033191.2 NP_149461.2 c.319T>C p.Y107H | p.Tyr107His TACxACC + 85280 47 1 2% 29 3 9.30% NA. NA.

CC-X010 chr17 39406343 A G KRTAP9-4 EX1E missense NM_033191.2 NP_149461.2 c.371A>G p.N124S | p.Asn124Ser CCAxCTG + 85280 42 1 2.30% 22 3 12% NA. NA.

CC-X010 chr17 40844621 C T CNTNAP1 EX17 missense NM_003632.2 NP_003623.1 c.2635C>T p.R879W | p.Arg879Trp GTCxGGG + 8506 27 0 0% 11 3 21.40% NA. NA.

CC-X010 chr17 61987629 G A CSHL1 EX4 missense NM_022579.1 NP_072101.1 c.364C>T p.R122W | p.Arg122Trp ACCxCAC - 1444 32 0 0% 13 8 38% NA. NA.

CC-X010 chr18 1353464 C T LINC00470 IVS2 splice-3 NR_023925.1 . n.279-1G>A . GATxTGC - 56651 37 0 0% 10 4 28.50% NA. NA.

CC-X010 chr19 36120102 C T RBM42 EX1 missense NM_024321.3 NP_077297.2 c.47C>T p.P16L | p.Pro16Leu GACxCGT + 79171 33 0 0% 26 7 21.20% NA. NA.

CC-X010 chr19 39905812 C T PLEKHG2 EX3 missense NM_022835.2 NP_073746.2 c.290C>T p.S97L | p.Ser97Leu GTTxAGC + 64857 54 0 0% 21 9 30% NA. NA.

CC-X010 chr20 57268090 C T NPEPL1 EX1 missense NM_024663.3 NP_078939.3 c.134C>T p.P45L | p.Pro45Leu AGCxCCG + 79716 16 0 0% 1 4 80% NA. NA.

CC-X010 chr22 42523597 A G CYP2D6 EX7 missense NM_000106.5 NP_000097.3 c.1025T>C p.V342A | p.Val342Ala CGCxCCT - 1565 60 0 0% 19 3 13.60% NA. NA.

CC-X010 chrX 107084257 G T MID2 EX2 missense NM_012216.3 NP_036348.2 c.362G>T p.R121L | p.Arg121Leu GCCxCCG + 11043 29 0 0% 16 4 20% NA. NA.

CC-X010 chrX 153761271 C T G6PD EX9 missense NM_000402.3 NP_000393.4 c.1027G>A p.D343N | p.Asp343Asn CATxGGG - 2539 28 0 0% 13 10 43.40% NA. NA.

CC-X010 chr8 144940775 A +C EPPK1 EX1E frameshift NM_031308.1 NP_112598.2 c.6646dupGp.V2216Gfs*425 | p.Val2216Glyfs*425GA.CG - 83481 62 0 0% 23 3 11.54% NA. NA.

CC-X011 chr1 10699679 G A CASZ1 EX21E missense NM_001079843.2 NP_001073312.1 c.4600C>T p.R1534C | p.Arg1534Cys TGCxATG - 54897 15 0 0% 11 4 26.60% NA. NA.

CC-X011 chr1 12954921 A G PRAMEF10 EX3 missense NM_001039361.3 NP_001034450.2 c.362T>C p.V121A | p.Val121Ala AGGxCCC - 343071 21 0 0% 12 3 20% NA. NA.

CC-X011 chr1 43675420 C T WDR65 EX11E nonsense NM_152498.3 NP_689711.2 c.1762C>T p.R588* | p.Arg588* CTTxGAG + 149465 29 0 0% 17 7 29.10% NA. NA.

CC-X011 chr1 75009635 G A FPGT-TNNI3K EX27E missense NM_001112808.2 NP_001106279.1 c.2780G>A p.R927Q | p.Arg927Gln GCCxAAA + 100526835 28 0 0% 18 15 45.40% NA. NA.

CC-X011 chr1 75009635 G A TNNI3K EX25E missense NM_015978.2 NP_057062.1 c.2477G>A p.R826Q | p.Arg826Gln GCCxAAA + 51086 28 0 0% 18 15 45.40% NA. NA.

CC-X011 chr1 93161007 G A EVI5 EX7 missense NM_005665.4 NP_005656.4 c.901C>T p.H301Y | p.His301Tyr GATxCTC - 7813 51 0 0% 22 19 46.30% NA. NA.

CC-X011 chr1 170633534 G A PRRX1 EX1 missense NM_006902.3 NP_008833.1 c.175G>A p.E59K | p.Glu59Lys GGCxAGG + 5396 27 0 0% 13 10 43.40% NA. NA.

CC-X011 chr1 197896825 C T LHX9 EX4 missense NM_020204.2 NP_064589.2 c.838C>T p.R280W | p.Arg280Trp CTCxGGA + 56956 40 0 0% 16 15 48.30% NA. NA.

CC-X011 chr1 205766132 C A SLC41A1 IVS7 splice-3 NM_173854.4 NP_776253.3 c.993-1G>T . ACAxTAT - 254428 39 0 0% 14 9 39.10% NA. NA.

CC-X011 chr2 179300979 A T PRKRA EX7 missense NM_003690.4 NP_003681.1 c.677T>A p.I226N | p.Ile226Asn TTGxTCT - 8575 38 0 0% 31 6 16.20% NA. NA.

CC-X011 chr3 10318123 C G TATDN2 EX5 missense NM_014760.3 NP_055575.3 c.1912C>G p.L638V | p.Leu638Val GATxTGC + 9797 30 0 0% 16 17 51.50% NA. NA.

CC-X011 chr3 113379592 T C KIAA2018 EX7E missense NM_001009899.2 NP_001009899.2 c.937A>G p.K313E | p.Lys313Glu CTTxAGT - 205717 39 0 0% 33 6 15.30% NA. NA.

CC-X011 chr3 134089642 G A AMOTL2 EX2 nonsense NM_016201.2 NP_057285.3 c.634C>T p.Q212* | p.Gln212* ACTxAGG - 51421 27 0 0% 39 5 11.30% NA. NA.

CC-X011 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 47 0 0% 35 26 42.60% NA. NA.

CC-X011 chr4 71232586 C T SMR3A EX3E missense NM_012390.3 NP_036522.3 c.280C>T p.L94F | p.Leu94Phe TCTxTTC + 26952 26 0 0% 15 20 57.10% NA. NA.

CC-X011 chr4 82355837 C T RASGEF1B EX11 missense NM_152545.1 NP_689758.1 c.1156G>A p.E386K | p.Glu386Lys CCTxATT - 153020 42 0 0% 24 16 40% NA. NA.

CC-X011 chr4 153247289 G C FBXW7 EX10 missense NM_033632.3 NP_361014.1 c.1513C>G p.R505G | p.Arg505Gly AGCxGAC - 55294 24 0 0% 12 10 45.40% NA. NA.

CC-X011 chr5 36958327 C T NIPBL EX4 nonsense NM_133433.3 NP_597677.2 c.352C>T p.Q118* | p.Gln118* GTAxAAA + 25836 39 0 0% 14 13 48.10% NA. NA.

CC-X011 chr5 38418253 C T EGFLAM EX12 missense NM_001205301.1 NP_001192230.1 c.1580C>T p.T527I | p.Thr527Ile GGAxAAA + 133584 37 0 0% 15 15 50% NA. NA.



CC-X011 chr5 60194183 T C ERCC8 EX9 missense NM_000082.3 NP_000073.1 c.763A>G p.S255G | p.Ser255Gly CACxTGT - 1161 22 0 0% 16 16 50% NA. NA.

CC-X011 chr5 140022535 C T TMCO6 EX7 nonsense NM_018502.3 NP_060972.3 c.715C>T p.Q239* | p.Gln239* CCTxAGC + 55374 31 0 0% 24 13 35.10% NA. NA.

CC-X011 chr5 140263655 C T PCDHA13 EX1 missense NM_018904.2 NP_061727.1 c.1802C>T p.S601L | p.Ser601Leu ATTxGGG + 56136 19 0 0% 13 10 43.40% NA. NA.

CC-X011 chr5 180651270 T A TRIM41 EX1 missense NM_033549.4 NP_291027.3 c.271T>A p.Y91N | p.Tyr91Asn GACxACG + 90933 29 0 0% 14 8 36.30% NA. NA.

CC-X011 chr6 29455513 G A MAS1L EX1E missense NM_052967.1 NP_443199.1 c.167C>T p.T56M | p.Thr56Met TTCxTCT - 116511 33 0 0% 20 32 61.50% NA. NA.

CC-X011 chr6 36979615 G A FGD2 EX4 missense NM_173558.3 NP_775829.2 c.512G>A p.R171Q | p.Arg171Gln AGCxGCG + 221472 29 0 0% 14 16 53.30% NA. NA.

CC-X011 chr6 131973685 G C ENPP3 EX4 missense NM_005021.3 NP_005012.2 c.281G>C p.R94P | p.Arg94Pro CTCxAAT + 5169 27 0 0% 26 12 31.50% NA. NA.

CC-X011 chr7 1484906 G T MICALL2 EX6 missense NM_182924.3 NP_891554.1 c.800C>A p.S267Y | p.Ser267Tyr CTGxAAT - 79778 18 0 0% 7 7 50% NA. NA.

CC-X011 chr7 44802510 C T ZMIZ2 EX12 missense NM_031449.3 NP_113637.3 c.1627C>T p.R543C | p.Arg543Cys CACxGCC + 83637 24 0 0% 9 9 50% NA. NA.

CC-X011 chr7 138872215 G A TTC26 EX17 missense NM_024926.2 NP_079202.2 c.1483G>A p.E495K | p.Glu495Lys CCTxAAT + 79989 38 0 0% 19 16 45.70% NA. NA.

CC-X011 chr8 35406824 G A UNC5D EX2 missense NM_080872.2 NP_543148.2 c.118G>A p.E40K | p.Glu40Lys GGCxAAG + 137970 29 0 0% 25 9 26.40% NA. NA.

CC-X011 chr8 131070268 C T ASAP1 EX29 missense NM_018482.3 NP_060952.2 c.3247G>A p.D1083N | p.Asp1083Asn CATxGTT - 50807 37 0 0% 20 20 50% NA. NA.

CC-X011 chr8 142481285 C G FLJ43860 EX16 missense NM_207414.2 NP_997297.2 c.1876G>C p.E626Q | p.Glu626Gln CCTxTTT - 389690 32 0 0% 11 13 54.10% NA. NA.

CC-X011 chr9 26998121 C A LRRC19 EX3 missense NM_022901.2 NP_075052.1 c.200G>T p.R67I | p.Arg67Ile ACTxTTG - 64922 37 0 0% 17 9 34.60% NA. NA.

CC-X011 chr9 33900191 C T UBE2R2 EX3 missense NM_017811.3 NP_060281.2 c.284C>T p.S95L | p.Ser95Leu TTTxGAT + 54926 27 0 0% 19 15 44.10% NA. NA.

CC-X011 chr9 116345748 G A RGS3 EX21 missense NM_144488.4 NP_652759.3 c.2056G>A p.D686N | p.Asp686Asn GCAxATG + 5998 28 0 0% 12 20 62.50% NA. NA.

CC-X011 chr9 121929685 C T DBC1 EX8E missense NM_014618.2 NP_055433.2 c.1963G>A p.V655M | p.Val655Met GCAxGTC - 1620 29 0 0% 19 15 44.10% NA. NA.

CC-X011 chr10 43318589 A C BMS1 EX20 missense NM_014753.3 NP_055568.3 c.3156A>C p.E1052D | p.Glu1052Asp GGAxGTG + 9790 35 1 2.70% 42 5 10.60% NA. NA.

CC-X011 chr10 60562880 G T BICC1 EX15 nonsense NM_001080512.1 NP_001073981.1 c.2059G>T p.E687* | p.Glu687* ACCxAAA + 80114 46 0 0% 23 16 41% NA. NA.

CC-X011 chr10 129536918 G A FOXI2 EX2E missense NM_207426.2 NP_997309.2 c.646G>A p.E216K | p.Glu216Lys GCCxAGG + 399823 19 0 0% 12 4 25% NA. NA.

CC-X011 chr10 134648825 C T TTC40 EX47 missense NM_001200049.2 NP_001186978.2 c.6727G>A p.A2243T | p.Ala2243Thr GGGxCAT - 54777 33 0 0% 9 11 55% NA. NA.

CC-X011 chr11 1079700 C T MUC2 EX7 missense NM_002457.2 NP_002448.2 c.917C>T p.S306L | p.Ser306Leu GCTxGCC + 4583 24 0 0% 1 5 83.30% NA. NA.

CC-X011 chr11 22399054 C A SLC17A6 EX12E missense NM_020346.2 NP_065079.1 c.1517C>A p.A506E | p.Ala506Glu GGGxAGA + 57084 40 0 0% 3 12 80% NA. NA.

CC-X011 chr11 30033634 G A KCNA4 EX2E missense NM_002233.3 NP_002224.1 c.592C>T p.P198S | p.Pro198Ser CTGxAAA - 3739 37 0 0% 6 16 72.70% NA. NA.

CC-X011 chr11 57799005 C T OR6Q1 EX1E missense NM_001005186.2 NP_001005186.2 c.581C>T p.S194L | p.Ser194Leu GCTxAGA + 219952 32 0 0% 17 16 48.40% NA. NA.

CC-X011 chr11 61110295 G A DAK EX10 missense NM_015533.3 NP_056348.2 c.844G>A p.D282N | p.Asp282Asn GCCxACG + 26007 34 0 0% 11 15 57.60% NA. NA.

CC-X011 chr11 62384647 G A B3GAT3 EX3 missense NM_012200.3 NP_036332.2 c.430C>T p.R144W | p.Arg144Trp GCCxCTG - 26229 28 0 0% 15 10 40% NA. NA.

CC-X011 chr11 92534068 G C FAT3 EX9 missense NM_001008781.2 NP_001008781.2 c.7889G>C p.G2630A | p.Gly2630Ala ATGxAGC + 120114 42 0 0% 21 16 43.20% NA. NA.

CC-X011 chr11 93141457 G C CCDC67 EX12 missense NM_181645.3 NP_857596.2 c.1387G>C p.E463Q | p.Glu463Gln TATxAGA + 159989 48 0 0% 21 7 25% NA. NA.

CC-X011 chr11 119549325 T G PVRL1 EX2 missense NM_203285.1 NP_976030.1 c.230A>C p.N77T | p.Asn77Thr ACGxTCT - 5818 33 0 0% 15 14 48.20% NA. NA.

CC-X011 chr12 416684 C T KDM5A EX23 missense NM_001042603.1 NP_001036068.1 c.3866G>A p.R1289Q | p.Arg1289Gln TCTxGAG - 5927 37 0 0% 16 27 62.70% NA. NA.

CC-X011 chr12 6715532 G A CHD4 EX2 missense NM_001273.2 NP_001264.2 c.8C>T p.S3L | p.Ser3Leu CCCxACG - 1108 25 0 0% 11 10 47.60% NA. NA.

CC-X011 chr12 50867249 G A LARP4 EX14 missense NM_052879.4 NP_443111.4 c.1597G>A p.E533K | p.Glu533Lys ACAxAAT + 113251 34 0 0% 15 13 46.40% NA. NA.

CC-X011 chr12 120536951 G A RAB35 EX4 missense NM_006861.6 NP_006852.1 c.235C>T p.R79W | p.Arg79Trp CCCxATA - 11021 31 0 0% 22 5 18.50% NA. NA.

CC-X011 chr13 103395020 G A CCDC168 EX4E missense NM_001146197.1 NP_001139669.1 c.8027C>T p.S2676L | p.Ser2676Leu GGTxATT - 643677 40 0 0% 35 7 16.60% NA. NA.

CC-X011 chr13 113088852 G A SPACA7 EX7E missense NM_145248.4 NP_660291.2 c.577G>A p.G193S | p.Gly193Ser CAAxGCA + 122258 23 0 0% 19 12 38.70% NA. NA.

CC-X011 chr14 50558348 C T C14orf183 EX2 missense NM_001014830.1 NP_001014830.1 c.220G>A p.E74K | p.Glu74Lys TCTxTGC - 196913 41 0 0% 25 16 39% NA. NA.

CC-X011 chr14 52486809 C T NID2 EX13 missense NM_007361.3 NP_031387.3 c.2762G>A p.G921E | p.Gly921Glu TATxCGG - 22795 41 0 0% 20 10 33.30% NA. NA.

CC-X011 chr14 101200919 C T DLK1 EX5E missense NM_003836.5 NP_003827.3 c.838C>T p.P280S | p.Pro280Ser CAGxCGG + 8788 28 0 0% 12 11 47.80% NA. NA.

CC-X011 chr14 101200920 C T DLK1 EX5E missense NM_003836.5 NP_003827.3 c.839C>T p.P280L | p.Pro280Leu AGCxGGA + 8788 28 0 0% 12 11 47.80% NA. NA.

CC-X011 chr14 101201085 C A DLK1 EX5E missense NM_003836.5 NP_003827.3 c.1004C>A p.S335Y | p.Ser335Tyr TGTxCAA + 8788 36 1 2.70% 15 8 34.70% NA. NA.

CC-X011 chr14 105412901 C T AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.8887G>A p.D2963N | p.Asp2963Asn GGTxACC - 113146 20 0 0% 8 10 55.50% NA. NA.

CC-X011 chr14 105412905 C G AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.8883G>C p.E2961D | p.Glu2961Asp ACCxTCC - 113146 19 0 0% 10 10 50% NA. NA.

CC-X011 chr15 60298090 G T FOXB1 EX2E nonsense NM_012182.2 NP_036314.2 c.928G>T p.E310* | p.Glu310* AGCxAAA + 27023 11 0 0% 11 5 31.20% NA. NA.

CC-X011 chr16 55903619 C A CES5A EX5 missense NM_001190158.1 NP_001177087.1 c.542G>T p.G181V | p.Gly181Val GAGxCAG - 221223 29 0 0% 19 20 51.20% NA. NA.

CC-X011 chr17 28434974 C T EFCAB5 EX23E missense NM_198529.3 NP_940931.2 c.4444C>T p.P1482S | p.Pro1482Ser CCTxCGT + 374786 29 0 0% 26 6 18.70% NA. NA.

CC-X011 chr17 36969094 C G CWC25 EX4 missense NM_017748.3 NP_060218.1 c.452G>C p.R151P | p.Arg151Pro TCTxGTT - 54883 41 0 0% 9 7 43.70% NA. NA.

CC-X011 chr17 59958388 G A INTS2 EX17 missense NM_020748.2 NP_065799.1 c.2258C>T p.S753F | p.Ser753Phe GGAxAAT - 57508 29 0 0% 15 12 44.40% NA. NA.

CC-X011 chr17 65822313 C G BPTF EX1 missense NM_182641.3 NP_872579.2 c.473C>G p.S158C | p.Ser158Cys ATTxTGA + 2186 10 0 0% 9 5 35.70% NA. NA.

CC-X011 chr17 78215575 C G SLC26A11 EX10 missense NM_001166347.1 NP_001159819.1 c.991C>G p.Q331E | p.Gln331Glu TCTxAGA + 284129 37 0 0% 16 7 30.40% NA. NA.

CC-X011 chr18 50705432 G A DCC EX9 missense NM_005215.3 NP_005206.2 c.1519G>A p.E507K | p.Glu507Lys AATxAAT + 1630 32 0 0% 22 16 42.10% NA. NA.

CC-X011 chr18 67698120 G C RTTN EX41 missense NM_173630.3 NP_775901.3 c.5639C>G p.A1880G | p.Ala1880Gly AAAxCAT - 25914 38 0 0% 22 14 38.80% NA. NA.

CC-X011 chr19 2111688 T C AP3D1 EX25 missense NM_001261826.1 NP_001248755.1 c.2927A>G p.E976G | p.Glu976Gly TGCxCCT - 8943 20 0 0% 10 8 44.40% NA. NA.

CC-X011 chr19 15989696 G C CYP4F2 EX13E missense NM_001082.3 NP_001073.3 c.1448C>G p.A483G | p.Ala483Gly AGCxCCA - 8529 24 0 0% 24 4 14.20% NA. NA.

CC-X011 chr19 57065070 G A ZFP28 EX8E missense NM_020828.1 NP_065879.1 c.916G>A p.E306K | p.Glu306Lys CATxAGA + 140612 33 0 0% 24 20 45.40% NA. NA.

CC-X011 chr20 39794399 G A PLCG1 EX16 missense NM_002660.2 NP_002651.2 c.1732G>A p.A578T | p.Ala578Thr GGAxCCC + 5335 36 0 0% 8 13 61.90% NA. NA.

CC-X011 chr22 18209791 G A BCL2L13 EX6E missense NM_001270726.1 NP_001257655.1 c.1021G>A p.E341K | p.Glu341Lys CCCxAGG + 23786 25 0 0% 18 12 40% NA. NA.

CC-X011 chrX 2945494 G A ARSH EX7 missense NM_001011719.1 NP_001011719.1 c.1177G>A p.G393R | p.Gly393Arg GGCxGAG + 347527 39 0 0% 26 37 58.70% NA. NA.

CC-X011 chrX 12736678 A T FRMPD4 EX16 nonsense NM_014728.3 NP_055543.2 c.3733A>T p.K1245* | p.Lys1245* GGGxAGC + 9758 23 0 0% 9 15 62.50% NA. NA.

CC-X011 chrX 48558731 C T SUV39H1 EX3 missense NM_003173.2 NP_003164.1 c.415C>T p.R139C | p.Arg139Cys AAGxGCA + 6839 16 0 0% 10 13 56.50% NA. NA.

CC-X011 chrX 54784642 C G ITIH6 EX8 missense NM_198510.2 NP_940912.1 c.1865G>C p.R622T | p.Arg622Thr TGTxTCC - 347365 35 0 0% 12 15 55.50% NA. NA.

CC-X011 chrX 69507599 C T PDZD11 EX5 missense NM_016484.4 NP_057568.1 c.310G>A p.D104N | p.Asp104Asn TATxTTG - 51248 28 0 0% 19 16 45.70% NA. NA.

CC-X011 chrX 69615880 G C KIF4A EX22 missense NM_012310.4 NP_036442.3 c.2470G>C p.E824Q | p.Glu824Gln CTAxAGA + 24137 31 0 0% 18 10 35.70% NA. NA.

CC-X011 chrX 150912500 C T CNGA2 EX7E nonsense NM_005140.1 NP_005131.1 c.1525C>T p.Q509* | p.Gln509* ACTxAGT + 1260 33 0 0% 16 9 36% NA. NA.

CC-X011 chrX 152773796 G A BGN EX8E missense NM_001711.4 NP_001702.1 c.1000G>A p.G334S | p.Gly334Ser AACxGCA + 633 25 0 0% 12 10 45.40% NA. NA.

CC-X011 chrX 153595764 C T FLNA IVS5 splice-5 NM_001110556.1 NP_001104026.1 c.868+1G>A . TCAxCTG - 2316 29 0 0% 11 8 42.10% NA. NA.

CC-X011 chr3 184295794 G-GTACTCCCAGGCCCEPHB3 IVS8 splice-5 NM_004443.3 NP_004434.2c.1748+1_1748+14delGTACTCCCAGGCCC. AG.AC + 2049 37 0 0% 43 3 6.52% NA. NA.

CC-X012 chr1 876583 G A SAMD11 EX8 missense NM_152486.2 NP_689699.2 c.766G>A p.E256K | p.Glu256Lys CTGxAAG + 148398 21 0 0% 10 4 28.50% NA. NA.

CC-X012 chr1 16261743 C T SPEN EX11 missense NM_015001.2 NP_055816.2 c.9008C>T p.S3003L | p.Ser3003Leu CCTxGGG + 23013 29 0 0% 27 8 22.80% NA. NA.

CC-X012 chr1 55560941 C T USP24 EX51 missense NM_015306.2 NP_056121.2 c.6190G>A p.E2064K | p.Glu2064Lys CCTxAGC - 23358 36 0 0% 20 11 35.40% NA. NA.

CC-X012 chr1 95538420 C T ALG14 EX1 missense NM_144988.3 NP_659425.1 c.35G>A p.G12E | p.Gly12Glu GCTxCTG - 199857 31 0 0% 21 8 27.50% NA. NA.

CC-X012 chr1 108771611 G A NBPF4 EX13 missense NM_001143989.2 NP_001137461.1 c.1591C>T p.R531W | p.Arg531Trp CCCxCTG - 148545 41 0 0% 27 6 18.10% NA. NA.

CC-X012 chr1 120611960 C T NOTCH2 EX1 missense NM_024408.3 NP_077719.2 c.61G>A p.A21T | p.Ala21Thr GGGxCGC - 4853 11 0 0% 23 4 14.80% NA. NA.

CC-X012 chr1 143743774 C G LOC100996473 EX1E missense XM_003846414.1 XP_003846462.1 c.322C>G p.R108G | p.Arg108Gly TTAxGAG + 100996473 21 0 0% 20 3 13% NA. NA.

CC-X012 chr1 161199617 C T NR1I3 EX9E missense NM_001077482.2 NP_001070950.1 c.1044G>A p.M348I | p.Met348Ile CATxATG - 9970 31 0 0% 20 7 25.90% NA. NA.

CC-X012 chr1 183913409 G A GLT25D2 EX10 missense NM_015101.2 NP_055916.1 c.1318C>T p.R440C | p.Arg440Cys AACxCAC - 23127 38 0 0% 31 6 16.20% NA. NA.

CC-X012 chr1 185067347 C T RNF2 EX5 missense NM_007212.3 NP_009143.1 c.608C>T p.S203F | p.Ser203Phe ATTxTGG + 6045 47 0 0% 27 13 32.50% NA. NA.

CC-X012 chr1 185067436 C T RNF2 EX5 missense NM_007212.3 NP_009143.1 c.697C>T p.H233Y | p.His233Tyr CCTxATC + 6045 58 0 0% 28 10 26.30% NA. NA.

CC-X012 chr1 200183257 G A FAM58BP EX1E missense NM_001105517.1 NP_001098987.1 c.566G>A p.R189H | p.Arg189His TCCxCTT + 339521 32 0 0% 24 13 35.10% NA. NA.

CC-X012 chr1 204228723 C G PLEKHA6 EX8 missense NM_014935.4 NP_055750.2 c.670G>C p.E224Q | p.Glu224Gln TCTxAGG - 22874 27 0 0% 34 7 17% NA. NA.

CC-X012 chr1 229643992 A T NUP133 EX1 missense NM_018230.2 NP_060700.2 c.5T>A p.F2Y | p.Phe2Tyr GGGxACA - 55746 20 0 0% 12 8 40% NA. NA.

CC-X012 chr1 245765894 C T KIF26B EX6 missense NM_018012.3 NP_060482.2 c.1366C>T p.R456C | p.Arg456Cys CTTxGCA + 55083 34 0 0% 21 6 22.20% NA. NA.

CC-X012 chr2 27803631 G A C2orf16 EX1E missense NM_032266.3 NP_115642.3 c.4192G>A p.D1398N | p.Asp1398Asn AGGxACT + 84226 44 0 0% 29 10 25.60% NA. NA.

CC-X012 chr2 74143807 C T ACTG2 EX8 missense NM_001615.3 NP_001606.1 c.902C>T p.S301F | p.Ser301Phe TCTxTGG + 72 29 0 0% 28 10 26.30% NA. NA.

CC-X012 chr2 127808386 T G BIN1 EX17 missense NM_139343.2 NP_647593.1 c.1564A>C p.M522L | p.Met522Leu ACAxGAA - 274 29 0 0% 21 4 16% NA. NA.

CC-X012 chr2 130932572 G C SMPD4 EX3 missense NM_017951.4 NP_060421.2 c.158C>G p.A53G | p.Ala53Gly CTAxCCT - 55627 48 1 2% 32 6 15.70% NA. NA.

CC-X012 chr2 136262020 G A ZRANB3 EX2 missense NM_032143.2 NP_115519.2 c.40C>T p.H14Y | p.His14Tyr TGTxAGG - 84083 35 0 0% 22 12 35.20% NA. NA.

CC-X012 chr2 136481714 C T R3HDM1 EX26E missense NM_015361.2 NP_056176.2 c.3152C>T p.S1051F | p.Ser1051Phe CCTxCAC + 23518 25 0 0% 15 7 31.80% NA. NA.

CC-X012 chr2 165557159 G C COBLL1 EX10 missense NM_014900.3 NP_055715.3 c.1450C>G p.P484A | p.Pro484Ala AAGxAAT - 22837 32 0 0% 22 11 33.30% NA. NA.

CC-X012 chr2 179560856 C G TTN EX114 missense NM_001267550.1 NP_001254479.1 c.30943G>C p.E10315Q | p.Glu10315Gln ATTxAAT - 7273 29 0 0% 25 6 19.30% NA. NA.

CC-X012 chr2 179590329 C T TTN EX71 missense NM_001267550.1 NP_001254479.1 c.20602G>A p.G6868R | p.Gly6868Arg CTCxGGC - 7273 42 0 0% 19 9 32.10% NA. NA.

CC-X012 chr2 180348162 C G ZNF385B IVS5 splice-3 NM_152520.4 NP_689733.3 c.508-1G>C . GCTxTAC - 151126 20 0 0% 17 12 41.30% NA. NA.

CC-X012 chr2 219527357 G C BCS1L EX7 missense NM_004328.4 NP_004319.1 c.844G>C p.E282Q | p.Glu282Gln CTGxAGG + 617 33 0 0% 27 13 32.50% NA. NA.

CC-X012 chr2 233659514 C T GIGYF2 EX15 missense NM_015575.3 NP_056390.2 c.1339C>T p.P447S | p.Pro447Ser TCTxCTC + 26058 36 0 0% 30 11 26.80% NA. NA.

CC-X012 chr2 241492342 G A ANKMY1 EX3 missense NM_016552.2 NP_057636.2 c.202C>T p.R68W | p.Arg68Trp GCCxTGT - 51281 35 0 0% 25 4 13.70% NA. NA.

CC-X012 chr3 17255808 C T TBC1D5 EX20 missense NM_001134381.1 NP_001127853.1 c.1709G>A p.G570E | p.Gly570Glu CTTxCTC - 9779 21 0 0% 11 19 63.30% NA. NA.

CC-X012 chr3 48502012 G A ATRIP EX8 missense NM_130384.2 NP_569055.1 c.1559G>A p.G520E | p.Gly520Glu ATGxAGA + 84126 39 0 0% 34 4 10.50% NA. NA.

CC-X012 chr3 57389125 G A DNAH12 EX43 missense NM_178504.4 NP_848599.3 c.6802C>T p.R2268C | p.Arg2268Cys GACxAGT - 201625 41 0 0% 19 18 48.60% NA. NA.

CC-X012 chr3 75718388 G A LOC100996350 EX2E missense XM_003846328.1 XP_003846376.1 c.574G>A p.G192R | p.Gly192Arg ACCxGAT + 100996350 63 1 1.50% 58 5 7.90% NA. NA.

CC-X012 chr3 178936082 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1624G>A p.E542K | p.Glu542Lys TCTxAAA + 5290 33 0 0% 24 19 44.10% NA. NA.

CC-X012 chr3 179593188 C T PEX5L EX6 missense NM_016559.2 NP_057643.1 c.583G>A p.E195K | p.Glu195Lys TCTxTGC - 51555 35 0 0% 26 8 23.50% NA. NA.

CC-X012 chr3 180328064 G A TTC14 EX12E missense NM_133462.3 NP_597719.1 c.2047G>A p.E683K | p.Glu683Lys GTTxAGA + 151613 32 0 0% 29 6 17.10% NA. NA.

CC-X012 chr4 68372600 G C CENPC1 EX11 missense NM_001812.2 NP_001803.2 c.1957C>G p.P653A | p.Pro653Ala GGGxAAC - 1060 44 0 0% 32 5 13.50% NA. NA.

CC-X012 chr4 90856194 G A MMRN1 EX6 missense NM_007351.2 NP_031377.2 c.1363G>A p.D455N | p.Asp455Asn ACTxATA + 22915 29 0 0% 25 10 28.50% NA. NA.

CC-X012 chr5 45645672 C T HCN1 EX2 missense NM_021072.3 NP_066550.2 c.464G>A p.G155E | p.Gly155Glu TTTxCAA - 348980 30 0 0% 28 6 17.60% NA. NA.

CC-X012 chr5 138775110 C T DNAJC18 EX1 missense NM_152686.3 NP_689899.1 c.25G>A p.E9K | p.Glu9Lys GCTxCCC - 202052 37 0 0% 20 8 28.50% NA. NA.

CC-X012 chr5 140593724 G A PCDHB13 EX1E missense NM_018933.2 NP_061756.1 c.29G>A p.R10K | p.Arg10Lys GCAxACA + 56123 45 0 0% 17 4 19% NA. NA.

CC-X012 chr5 176636797 C G NSD1 EX5 nonsense NM_022455.4 NP_071900.2 c.1397C>G p.S466* | p.Ser466* AGTxAGA + 64324 29 0 0% 26 9 25.70% NA. NA.

CC-X012 chr5 176637946 C T NSD1 EX5 missense NM_022455.4 NP_071900.2 c.2546C>T p.S849L | p.Ser849Leu ATTxAAG + 64324 37 0 0% 21 12 36.30% NA. NA.

CC-X012 chr5 177161384 G A FAM153A EX13 missense NM_173663.3 NP_775934.3 c.526C>T p.R176C | p.Arg176Cys CACxTTG - 285596 26 0 0% 11 6 35.20% NA. NA.

CC-X012 chr6 30879235 C G GTF2H4 EX8 missense NM_001517.4 NP_001508.1 c.700C>G p.L234V | p.Leu234Val ATTxTCT + 2968 23 0 0% 17 23 57.50% NA. NA.

CC-X012 chr6 52148174 G A MCM3 EX2 missense NM_002388.4 NP_002379.3 c.244C>T p.R82W | p.Arg82Trp CCCxAAC - 4172 34 0 0% 13 14 51.80% NA. NA.

CC-X012 chr6 87994477 C G GJB7 EX3E missense NM_198568.2 NP_940970.1 c.154G>C p.E52Q | p.Glu52Gln ACTxAAA - 375519 30 0 0% 23 11 32.30% NA. NA.

CC-X012 chr6 105824071 G T PREP EX4 missense NM_002726.4 NP_002717.3 c.314C>A p.S105Y | p.Ser105Tyr AAGxAAT - 5550 38 0 0% 20 5 20% NA. NA.

CC-X012 chr6 126176345 A C NCOA7 EX5 missense NM_001199620.1 NP_001186549.1 c.230A>C p.K77T | p.Lys77Thr TAAxGGA + 135112 33 0 0% 19 10 34.40% NA. NA.

CC-X012 chr6 168281196 G A MLLT4 EX6 missense NM_001207008.1 NP_001193937.1 c.893G>A p.R298Q | p.Arg298Gln CCCxGGT + 4301 31 0 0% 19 8 29.60% NA. NA.

CC-X012 chr7 20687163 C G ABCB5 EX10 missense NM_001163941.1 NP_001157413.1 c.987C>G p.F329L | p.Phe329Leu TTTxTTT + 340273 42 0 0% 33 8 19.50% NA. NA.

CC-X012 chr7 45122652 C T NACAD EX2 missense NM_001146334.1 NP_001139806.1 c.3127G>A p.E1043K | p.Glu1043Lys CTTxTGC - 23148 23 0 0% 26 7 21.20% NA. NA.

CC-X012 chr7 49815657 C T VWC2 EX2 missense NM_198570.3 NP_940972.2 c.626C>T p.P209L | p.Pro209Leu GCCxGCA + 375567 19 0 0% 19 6 24% NA. NA.

CC-X012 chr7 56007121 G A ZNF713 EX4E missense NM_182633.1 NP_872439.1 c.715G>A p.D239N | p.Asp239Asn ACTxATC + 349075 47 0 0% 31 8 20.50% NA. NA.

CC-X012 chr7 57529482 A G ZNF716 EX4E missense NM_001159279.1 NP_001152751.1 c.1315A>G p.K439E | p.Lys439Glu TGTxAAG + 441234 31 0 0% 24 3 11.10% NA. NA.

CC-X012 chr7 81381439 C G HGF EX5 missense NM_000601.4 NP_000592.3 c.622G>C p.E208Q | p.Glu208Gln CTTxTGA - 3082 38 0 0% 29 9 23.60% NA. NA.

CC-X012 chr7 88963293 G A ZNF804B EX4E missense NM_181646.2 NP_857597.1 c.997G>A p.D333N | p.Asp333Asn TCAxATG + 219578 36 0 0% 26 9 25.70% NA. NA.

CC-X012 chr7 100416191 C T EPHB4 EX7 missense NM_004444.4 NP_004435.3 c.1373G>A p.R458Q | p.Arg458Gln GCCxGGG - 2050 25 0 0% 23 6 20.60% NA. NA.

CC-X012 chr7 117188797 A G CFTR EX10 missense NM_000492.3 NP_000483.3 c.1312A>G p.T438A | p.Thr438Ala GGTxCTC + 1080 34 1 2.80% 34 3 8.10% NA. NA.

CC-X012 chr8 38826973 G A PLEKHA2 EX12E missense NM_021623.1 NP_067636.1 c.950G>A p.R317Q | p.Arg317Gln CCCxACC + 59339 24 0 0% 18 5 21.70% NA. NA.

CC-X012 chr8 100115335 C A VPS13B EX5 missense NM_017890.4 NP_060360.3 c.567C>A p.F189L | p.Phe189Leu ATTxATG + 157680 29 0 0% 11 9 45% NA. NA.

CC-X012 chr8 125531086 C G TATDN1 EX4 missense NM_032026.3 NP_114415.1 c.175G>C p.D59H | p.Asp59His CATxTTT - 83940 26 0 0% 12 4 25% NA. NA.

CC-X012 chr9 117713 T C FOXD4 EX1E missense NM_207305.4 NP_997188.2 c.407A>G p.D136G | p.Asp136Gly CGGxCAC - 2298 22 0 0% 20 6 23% NA. NA.

CC-X012 chr9 66458360 A G LOC100996689 EX2 missense XM_003846432.1 XP_003846480.1 c.274T>C p.W92R | p.Trp92Arg TCCxGGA - 100996689 46 1 2.10% 52 4 7.10% NA. NA.

CC-X012 chr9 75355048 T A TMC1 EX9 missense NM_138691.2 NP_619636.2 c.376T>A p.F126I | p.Phe126Ile AAAxTTG + 117531 32 0 0% 21 4 16% NA. NA.

CC-X012 chr9 88938134 G A ZCCHC6 EX13 missense NM_024617.3 NP_078893.2 c.2531C>T p.S844F | p.Ser844Phe TCAxAGG - 79670 33 0 0% 28 12 30% NA. NA.

CC-X012 chr9 133228502 A G HMCN2 EX6 missense XM_001726942.3 XP_001726994.1 c.838A>G p.R280G | p.Arg280Gly GGGxGGG + 256158 24 0 0% 27 3 10% NA. NA.

CC-X012 chr9 133294335 G C HMCN2 EX61 missense XM_001726942.3 XP_001726994.1 c.9250G>C p.E3084Q | p.Glu3084Gln CTGxAGA + 256158 39 0 0% 23 6 20.60% NA. NA.

CC-X012 chr10 5963227 C T FBXO18 EX15 missense NM_032807.4 NP_116196.3 c.2260C>T p.R754W | p.Arg754Trp TTTxGGT + 84893 28 0 0% 28 11 28.20% NA. NA.

CC-X012 chr10 32860819 G C CCDC7 EX17 missense NM_145023.4 NP_659460.3 c.1452G>C p.K484N | p.Lys484Asn AAAxAGG + 221016 38 0 0% 12 10 45.40% NA. NA.

CC-X012 chr11 8974761 C T TMEM9B EX4 missense NM_020644.1 NP_065695.1 c.430G>A p.D144N | p.Asp144Asn CATxATC - 56674 40 0 0% 24 10 29.40% NA. NA.

CC-X012 chr11 18267538 G A SAA2-SAA4 EX3 missense NM_001199744.1 NP_001186673.1 c.149C>T p.S50L | p.Ser50Leu TCTxAGC - 100528017 32 0 0% 31 8 20.50% NA. NA.

CC-X012 chr11 18267538 G A SAA2 EX3 missense NM_030754.4 NP_110381.2 c.149C>T p.S50L | p.Ser50Leu TCTxAGC - 6289 32 0 0% 31 8 20.50% NA. NA.

CC-X012 chr11 18729431 C A IGSF22 EX20 missense NM_173588.3 NP_775859.3 c.3200G>T p.R1067L | p.Arg1067Leu GAGxGCT - 283284 41 1 2.30% 17 11 39.20% NA. NA.

CC-X012 chr11 62530383 C T POLR2G EX3 missense NM_002696.2 NP_002687.1 c.167C>T p.A56V | p.Ala56Val GTGxTGG + 5436 32 0 0% 16 5 23.80% NA. NA.

CC-X012 chr11 64678702 G C ATG2A EX10 missense NM_015104.2 NP_055919.2 c.1274C>G p.S425W | p.Ser425Trp AGCxAGT - 23130 33 0 0% 24 5 17.20% NA. NA.

CC-X012 chr11 65810996 G A GAL3ST3 EX3E missense NM_033036.2 NP_149025.1 c.278C>T p.T93M | p.Thr93Met ACCxTCA - 89792 12 0 0% 14 9 39.10% NA. NA.

CC-X012 chr11 66436381 G C RBM4B EX3 missense NM_031492.2 NP_113680.1 c.794C>G p.S265C | p.Ser265Cys GTAxAGT - 83759 31 0 0% 21 11 34.30% NA. NA.

CC-X012 chr11 66436418 G A RBM4B EX3 nonsense NM_031492.2 NP_113680.1 c.757C>T p.Q253* | p.Gln253* CTTxAGG - 83759 27 0 0% 22 11 33.30% NA. NA.

CC-X012 chr11 66436492 G A RBM4B EX3 missense NM_031492.2 NP_113680.1 c.683C>T p.S228F | p.Ser228Phe TAAxAGC - 83759 23 0 0% 27 7 20.50% NA. NA.

CC-X012 chr11 77301593 G A AQP11 EX1 missense NM_173039.2 NP_766627.1 c.556G>A p.E186K | p.Glu186Lys CAGxAAG + 282679 31 0 0% 34 12 26% NA. NA.

CC-X012 chr11 77378450 C T RSF1 EX16E missense NM_016578.3 NP_057662.3 c.3838G>A p.E1280K | p.Glu1280Lys ACTxGTC - 51773 39 0 0% 30 10 25% NA. NA.

CC-X012 chr11 114569481 G C NXPE2 EX3 missense NM_182495.5 NP_872301.2 c.847G>C p.E283Q | p.Glu283Gln GAAxAAT + 120406 37 0 0% 23 6 20.60% NA. NA.

CC-X012 chr12 9074199 C G PHC1 EX5 missense NM_004426.2 NP_004417.2 c.309C>G p.I103M | p.Ile103Met GATxAAT + 1911 32 0 0% 44 4 8.30% NA. NA.

CC-X012 chr12 10215717 C T CLEC9A EX7 missense NM_207345.2 NP_997228.1 c.383C>T p.S128F | p.Ser128Phe TCTxTGA + 283420 42 0 0% 18 28 60.80% NA. NA.

CC-X012 chr12 21712093 G T GYS2 EX10 missense NM_021957.3 NP_068776.2 c.1240C>A p.P414T | p.Pro414Thr CAGxAAT - 2998 30 0 0% 31 4 11.40% NA. NA.

CC-X012 chr12 50385819 G C RACGAP1 EX17 nonsense NM_001126103.1 NP_001119575.1 c.1676C>G p.S559* | p.Ser559* TTTxAGT - 29127 21 0 0% 26 4 13.30% NA. NA.

CC-X012 chr12 63195934 C G PPM1H EX3 missense NM_020700.1 NP_065751.1 c.418G>C p.E140Q | p.Glu140Gln CCTxGGA - 57460 18 0 0% 9 7 43.70% NA. NA.

CC-X012 chr12 123200158 G C HCAR3 EX1E missense NM_006018.2 NP_006009.2 c.1127C>G p.A376G | p.Ala376Gly GATxCTG - 8843 42 1 2.30% 29 3 9.30% NA. NA.

CC-X012 chr13 33716447 C A STARD13 EX4 missense NM_178006.3 NP_821074.1 c.387G>T p.K129N | p.Lys129Asn TACxTTT - 90627 28 0 0% 20 5 20% NA. NA.

CC-X012 chr13 84455546 C T SLITRK1 EX1E missense NM_052910.1 NP_443142.1 c.97G>A p.E33K | p.Glu33Lys TCTxATT - 114798 23 0 0% 17 6 26% NA. NA.

CC-X012 chr14 60194021 C T RTN1 EX3 missense NM_021136.2 NP_066959.1 c.1381G>A p.E461K | p.Glu461Lys GCTxGGC - 6252 17 0 0% 14 7 33.30% NA. NA.

CC-X012 chr14 89154650 C T EML5 EX18 missense NM_183387.2 NP_899243.1 c.2707G>A p.D903N | p.Asp903Asn CATxATG - 161436 25 0 0% 22 8 26.60% NA. NA.

CC-X012 chr14 100165802 G C CYP46A1 IVS3 splice-3 NM_006668.1 NP_006659.1 c.283-1G>C . TTAxAAG + 10858 18 0 0% 23 6 20.60% NA. NA.

CC-X012 chr14 100192591 C T CYP46A1 EX14 nonsense NM_006668.1 NP_006659.1 c.1330C>T p.Q444* | p.Gln444* GCTxAGG + 10858 22 0 0% 13 4 23.50% NA. NA.

CC-X012 chr15 23689013 C T GOLGA6L2 EX5 missense XM_002343322.3 XP_002343363.3 c.502G>A p.A168T | p.Ala168Thr CGGxGAG - 283685 30 0 0% 14 14 50% NA. NA.

CC-X012 chr15 42126998 A G JMJD7 EX2 missense NM_001114632.1 NP_001108104.1 c.125A>G p.Y42C | p.Tyr42Cys TCTxCCG + 100137047 30 0 0% 23 10 30.30% NA. NA.

CC-X012 chr15 42126998 A G JMJD7-PLA2G4B EX2 missense NM_005090.3 NP_005081.1 c.125A>G p.Y42C | p.Tyr42Cys TCTxCCG + 8681 30 0 0% 23 10 30.30% NA. NA.

CC-X012 chr15 48055267 G A SEMA6D EX12 missense NM_001198999.1 NP_001185928.1 c.713G>A p.R238Q | p.Arg238Gln TTCxAGA + 80031 43 0 0% 20 6 23% NA. NA.

CC-X012 chr15 69732309 G C KIF23 EX16 missense NM_138555.2 NP_612565.1 c.1780G>C p.E594Q | p.Glu594Gln CTTxAAA + 9493 27 0 0% 26 3 10.30% NA. NA.

CC-X012 chr15 99465381 G A IGF1R EX11 missense NM_000875.3 NP_000866.1 c.2206G>A p.E736K | p.Glu736Lys CCTxAAA + 3480 34 0 0% 22 14 38.80% NA. NA.

CC-X012 chr16 11931742 C T RSL1D1 EX9E missense NM_015659.2 NP_056474.2 c.1375G>A p.E459K | p.Glu459Lys CCTxTGG - 26156 20 0 0% 15 6 28.50% NA. NA.

CC-X012 chr16 28898868 G C ATP2A1 EX8 missense NM_004320.4 NP_004311.1 c.753G>C p.Q251H | p.Gln251His GCAxAAG + 487 26 0 0% 23 3 11.50% NA. NA.

CC-X012 chr16 30667444 C T PRR14 EX12E missense NM_024031.2 NP_076936.1 c.1570C>T p.R524W | p.Arg524Trp TTTxGGG + 78994 34 0 0% 19 5 20.80% NA. NA.

CC-X012 chr16 32264936 C T LOC729264 EX1 nonsense NM_001243722.1 NP_001230651.1 c.262C>T p.R88* | p.Arg88* CCTxGAG + 729264 34 0 0% 16 5 23.80% NA. NA.

CC-X012 chr16 67913850 C G EDC4 EX16 nonsense NM_014329.4 NP_055144.3 c.1919C>G p.S640* | p.Ser640* CCTxAGC + 23644 45 0 0% 37 12 24.40% NA. NA.

CC-X012 chr17 8111151 G C AURKB EX3 missense NM_004217.3 NP_004208.2 c.56C>G p.S19C | p.Ser19Cys CCAxATG - 9212 26 0 0% 20 11 35.40% NA. NA.

CC-X012 chr17 12906835 G A ELAC2 EX12 missense NM_018127.6 NP_060597.4 c.1040C>T p.S347F | p.Ser347Phe ACAxATG - 60528 30 0 0% 17 7 29.10% NA. NA.

CC-X012 chr17 20483569 C G CDRT15L2 EX2E missense NM_001190790.1 NP_001177719.1 c.373C>G p.P125A | p.Pro125Ala GCTxCAG + 256223 28 0 0% 10 6 37.50% NA. NA.

CC-X012 chr17 41246692 C T BRCA1 EX10 missense NM_007294.3 NP_009225.1 c.856G>A p.E286K | p.Glu286Lys TCTxATG - 672 36 0 0% 18 6 25% NA. NA.

CC-X012 chr17 48626655 G C SPATA20 EX7 missense NM_022827.3 NP_073738.2 c.669G>C p.Q223H | p.Gln223His ACAxAAC + 64847 35 0 0% 21 4 16% NA. NA.

CC-X012 chr17 60813966 C G MARCH10 EX6 missense NM_152598.2 NP_689811.2 c.1263G>C p.W421C | p.Trp421Cys ACTxCAT - 162333 34 0 0% 30 15 33.30% NA. NA.

CC-X012 chr17 61908941 G A PSMC5 EX10 missense NM_002805.5 NP_002796.4 c.1045G>A p.E349K | p.Glu349Lys GCTxAGC + 5705 32 0 0% 16 8 33.30% NA. NA.



CC-X012 chr18 29056086 C G DSG3 EX16E missense NM_001944.2 NP_001935.2 c.2863C>G p.L955V | p.Leu955Val CTTxTCA + 1830 33 0 0% 32 10 23.80% NA. NA.

CC-X012 chr18 47320674 G T ACAA2 EX5 missense NM_006111.2 NP_006102.2 c.553C>A p.Q185K | p.Gln185Lys ACTxCAG - 10449 34 0 0% 25 11 30.50% NA. NA.

CC-X012 chr18 71803093 G A FBXO15 EX3 missense NM_001142958.1 NP_001136430.1 c.236C>T p.S79L | p.Ser79Leu TCTxAAG - 201456 27 0 0% 13 5 27.70% NA. NA.

CC-X012 chr19 8994198 C A MUC16 EX65 missense NM_024690.2 NP_078966.2 c.41487G>T p.L13829F | p.Leu13829Phe GAAxAAG - 94025 49 1 2% 39 6 13.30% NA. NA.

CC-X012 chr19 10822912 G A QTRT1 EX6 missense NM_031209.2 NP_112486.1 c.722G>A p.R241Q | p.Arg241Gln GGCxGAT + 81890 30 0 0% 18 12 40% NA. NA.

CC-X012 chr19 15739641 C A CYP4F8 EX12 nonsense NM_007253.3 NP_009184.1 c.1385C>A p.S462* | p.Ser462* TCTxGGC + 11283 28 0 0% 18 10 35.70% NA. NA.

CC-X012 chr19 18120435 G C ARRDC2 EX4 missense NM_015683.1 NP_056498.1 c.524G>C p.R175P | p.Arg175Pro CCCxATC + 27106 28 0 0% 30 6 16.60% NA. NA.

CC-X012 chr19 33108536 C G ANKRD27 EX21 missense NM_032139.2 NP_115515.2 c.2011G>C p.E671Q | p.Glu671Gln TTTxTAC - 84079 38 0 0% 13 6 31.50% NA. NA.

CC-X012 chr19 41382545 G C CYP2A7 EX8 missense NM_000764.2 NP_000755.2 c.1190C>G p.S397C | p.Ser397Cys ACGxAGC - 1549 44 0 0% 17 4 19% NA. NA.

CC-X012 chr19 42354696 G A DMRTC2 EX8 missense NM_001040283.1 NP_001035373.1 c.919G>A p.A307T | p.Ala307Thr CAGxCTC + 63946 21 0 0% 14 9 39.10% NA. NA.

CC-X012 chr19 48048827 G A ZNF541 EX3 missense NM_001101419.1 NP_001094889.1 c.959C>T p.P320L | p.Pro320Leu GCTxGGG - 84215 16 0 0% 6 8 57.10% NA. NA.

CC-X012 chr19 49901303 G A CCDC155 EX7 missense NM_144688.4 NP_653289.3 c.532G>A p.G178R | p.Gly178Arg GTTxGGG + 147872 30 0 0% 13 5 27.70% NA. NA.

CC-X012 chr19 53219093 G A ZNF611 EX5 missense NM_030972.3 NP_112234.3 c.55C>T p.L19F | p.Leu19Phe GAAxAGC - 81856 33 0 0% 19 10 34.40% NA. NA.

CC-X012 chr19 55286665 T A KIR2DL1 EX4 missense NM_014218.2 NP_055033.2 c.419T>A p.L140Q | p.Leu140Gln TTCxGGC + 3802 37 1 2.60% 32 3 8.50% NA. NA.

CC-X012 chr21 34924641 C T SON EX3 missense NM_138927.1 NP_620305.1 c.3104C>T p.S1035L | p.Ser1035Leu TGTxAGC + 6651 28 0 0% 24 8 25% NA. NA.

CC-X012 chr21 47841908 G C PCNT EX32 missense NM_006031.5 NP_006022.3 c.7049G>C p.R2350T | p.Arg2350Thr CAAxACT + 5116 31 0 0% 23 11 32.30% NA. NA.

CC-X012 chr22 50635778 G A TRABD EX6 missense NM_025204.2 NP_079480.2 c.529G>A p.E177K | p.Glu177Lys AAGxAGG + 80305 22 0 0% 15 8 34.70% NA. NA.

CC-X012 chrX 48418654 C A TBC1D25 EX6E missense NM_002536.2 NP_002527.1 c.1358C>A p.A453E | p.Ala453Glu TGGxAGA + 4943 26 0 0% 22 8 26.60% NA. NA.

CC-X012 chrX 48891036 G C TFE3 EX8 missense NM_006521.4 NP_006512.2 c.1080C>G p.F360L | p.Phe360Leu GTTxAAT - 7030 41 0 0% 17 7 29.10% NA. NA.

CC-X012 chrX 53570870 C T HUWE1 EX73 missense NM_031407.5 NP_113584.3 c.11311G>A p.E3771K | p.Glu3771Lys CCTxAGC - 10075 37 0 0% 23 7 23.30% NA. NA.

CC-X012 chr9 114875114 A +AT SUSD1 EX7 frameshift NM_022486.3 NP_071931.2 c.920_921insATp.F307Lfs*7 | p.Phe307Leufs*7 TA.AA - 64420 26 0 0% 20 8 28.57% NA. NA.

CC-X012 chr12 123481299 T -TGA PITPNM2 EX11 cds-del NM_020845.2 NP_065896.1c.1625TCA[2>1] (std: c.1625TCA[1] alt: c.1628_1630delTCA )p.I543del | p.Ile543del CT.TG - 57605 33 0 0% 15 6 28.57% NA. NA.

CC-X013 chr1 28661236 G A MED18 EX3E missense NM_017638.2 NP_060108.2 c.382G>A p.E128K | p.Glu128Lys CATxAGT + 54797 33 0 0% 21 8 27.50% NA. NA.

CC-X013 chr1 158325848 G A CD1E EX4 missense NM_030893.3 NP_112155.2 c.857G>A p.R286Q | p.Arg286Gln GTCxGGT + 913 30 0 0% 18 7 28% NA. NA.

CC-X013 chr1 171526959 C T PRRC2C EX19 missense NM_015172.3 NP_055987.2 c.5702C>T p.S1901L | p.Ser1901Leu CCTxAGT + 23215 37 0 0% 16 6 27.20% NA. NA.

CC-X013 chr1 173822972 G A DARS2 EX15 missense NM_018122.4 NP_060592.2 c.1603G>A p.E535K | p.Glu535Lys AATxAAA + 55157 34 0 0% 17 3 15% NA. NA.

CC-X013 chr1 186056635 G A HMCN1 EX60 missense NM_031935.2 NP_114141.2 c.9221G>A p.G3074E | p.Gly3074Glu AGGxAAC + 83872 35 0 0% 30 4 11.70% NA. NA.

CC-X013 chr1 214498011 G A SMYD2 EX6 missense NM_020197.2 NP_064582.2 c.562G>A p.D188N | p.Asp188Asn GAAxATG + 56950 30 0 0% 29 4 12.10% NA. NA.

CC-X013 chr1 226175932 G A SDE2 EX6 nonsense NM_152608.3 NP_689821.3 c.799C>T p.Q267* | p.Gln267* TCTxAGA - 163859 32 0 0% 40 6 13% NA. NA.

CC-X013 chr1 226259113 C G H3F3A EX4E missense NM_002107.4 NP_002098.1 c.344C>G p.A115G | p.Ala115Gly ATGxCAA + 3020 18 0 0% 16 3 15.70% NA. NA.

CC-X013 chr1 245849589 G A KIF26B EX12 missense NM_018012.3 NP_060482.2 c.3304G>A p.A1102T | p.Ala1102Thr CCCxCCC + 55083 17 0 0% 22 4 15.30% NA. NA.

CC-X013 chr2 97361245 G A FER1L5 IVS33 splice-3 NM_001113382.1 NP_001106853.1 c.3823-1G>A . GTAxATC + 90342 24 0 0% 19 6 24% NA. NA.

CC-X013 chr2 219603730 C T TTLL4 EX3 missense NM_014640.4 NP_055455.3 c.1331C>T p.S444L | p.Ser444Leu CCTxAGC + 9654 29 0 0% 30 5 14.20% NA. NA.

CC-X013 chr3 37476352 C T C3orf35 EX6E nonsense NM_178339.2 NP_848029.2 c.244C>T p.Q82* | p.Gln82* GTTxAGA + 339883 27 0 0% 31 5 13.80% NA. NA.

CC-X013 chr3 47762219 C T SMARCC1 EX7 nonsense NM_003074.3 NP_003065.3 c.653G>A p.W218* | p.Trp218* AACxATT - 6599 26 0 0% 24 7 22.50% NA. NA.

CC-X013 chr3 50417219 C T CACNA2D2 EX10 missense NM_001174051.1 NP_001167522.1 c.930G>A p.M310I | p.Met310Ile CTTxATC - 9254 23 0 0% 28 5 15.10% NA. NA.

CC-X013 chr4 89577175 C T HERC3 EX9 missense NM_014606.1 NP_055421.1 c.1058C>T p.S353L | p.Ser353Leu TTTxAGC + 8916 44 0 0% 28 3 9.60% NA. NA.

CC-X013 chr5 878525 T A BRD9 EX11 missense NM_023924.4 NP_076413.3 c.1216A>T p.M406L | p.Met406Leu CCAxCTC - 65980 29 0 0% 33 4 10.80% NA. NA.

CC-X013 chr6 10728921 C G TMEM14C EX5 missense NM_001165258.1 NP_001158730.1 c.248C>G p.S83C | p.Ser83Cys ACTxTGG + 51522 35 0 0% 24 4 14.20% NA. NA.

CC-X013 chr6 46630148 T C SLC25A27 EX4 missense NM_004277.4 NP_004268.3 c.419T>C p.I140T | p.Ile140Thr TTAxTGG + 9481 27 0 0% 30 7 18.90% NA. NA.

CC-X013 chr6 74348143 G A SLC17A5 EX4 missense NM_012434.4 NP_036566.1 c.605C>T p.S202L | p.Ser202Leu TATxAAA - 26503 29 0 0% 30 3 9% NA. NA.

CC-X013 chr7 5949745 G C CCZ1 EX8 missense NM_015622.5 NP_056437.4 c.778G>C p.E260Q | p.Glu260Gln CCTxAGG + 51622 29 0 0% 26 3 10.30% NA. NA.

CC-X013 chr7 24324999 G A NPY EX2 missense NM_000905.3 NP_000896.1 c.140G>A p.R47K | p.Arg47Lys CCAxATA + 4852 25 0 0% 22 7 24.10% NA. NA.

CC-X013 chr7 117188750 C T CFTR EX10 missense NM_000492.3 NP_000483.3 c.1265C>T p.S422F | p.Ser422Phe CTTxTAA + 1080 58 0 0% 29 5 14.70% NA. NA.

CC-X013 chr7 117188797 A G CFTR EX10 missense NM_000492.3 NP_000483.3 c.1312A>G p.T438A | p.Thr438Ala GGTxCTC + 1080 56 0 0% 37 5 11.90% NA. NA.

CC-X013 chr8 27145530 G C TRIM35 EX6E missense NM_171982.3 NP_741983.2 c.1019C>G p.S340C | p.Ser340Cys GAGxAGA - 23087 23 0 0% 19 5 20.80% NA. NA.

CC-X013 chr8 100733158 G A VPS13B EX39 missense NM_017890.4 NP_060360.3 c.7008G>A p.M2336I | p.Met2336Ile GATxATG + 157680 43 0 0% 31 4 11.40% NA. NA.

CC-X013 chr8 146067879 C T ZNF7 EX5E missense NM_003416.2 NP_003407.1 c.1387C>T p.H463Y | p.His463Tyr ACTxACA + 7553 47 0 0% 24 7 22.50% NA. NA.

CC-X013 chr9 32631151 G A TAF1L EX1E missense NM_153809.2 NP_722516.1 c.4427C>T p.A1476V | p.Ala1476Val GTCxCAC - 138474 48 0 0% 24 5 17.20% NA. NA.

CC-X013 chr9 33900171 G A UBE2R2 IVS2 splice-3 NM_017811.3 NP_060281.2 c.265-1G>A . GTAxAAT + 54926 36 0 0% 19 8 29.60% NA. NA.

CC-X013 chr9 88919861 C G ZCCHC6 EX24 missense NM_024617.3 NP_078893.2 c.3888G>C p.M1296I | p.Met1296Ile TGTxACT - 79670 33 0 0% 17 4 19% NA. NA.

CC-X013 chr9 134351388 C T PRRC2B EX15 missense NM_013318.3 NP_037450.2 c.3872C>T p.S1291F | p.Ser1291Phe ATTxTGA + 84726 28 0 0% 19 6 24% NA. NA.

CC-X013 chr9 135933227 G A GTF3C5 EX12E missense NM_001122823.1 NP_001116295.1 c.1441G>A p.D481N | p.Asp481Asn GCTxATG + 9328 16 0 0% 17 5 22.70% NA. NA.

CC-X013 chr10 15255707 G A FAM171A1 EX8E missense NM_001010924.1 NP_001010924.1 c.1880C>T p.P627L | p.Pro627Leu TGTxGGA - 221061 31 0 0% 21 4 16% NA. NA.

CC-X013 chr10 48386013 C T RBP3 EX2 missense NM_002900.2 NP_002891.1 c.3079G>A p.E1027K | p.Glu1027Lys GCTxTTC - 5949 38 0 0% 29 4 12.10% NA. NA.

CC-X013 chr10 48390799 G T RBP3 EX1 missense NM_002900.2 NP_002891.1 c.79C>A p.L27M | p.Leu27Met CCAxGCT - 5949 20 0 0% 33 5 13.10% NA. NA.

CC-X013 chr10 99498310 C T ZFYVE27 EX2 missense NM_144588.6 NP_653189.3 c.76C>T p.P26S | p.Pro26Ser TCTxCAC + 118813 34 0 0% 30 5 14.20% NA. NA.

CC-X013 chr11 64023263 G A PLCB3 EX8 missense NM_000932.2 NP_000923.1 c.668G>A p.R223Q | p.Arg223Gln TGCxGCC + 5331 15 0 0% 27 5 15.60% NA. NA.

CC-X013 chr12 57431822 C T MYO1A EX18 missense NM_005379.3 NP_005370.1 c.1792G>A p.G598S | p.Gly598Ser GACxTCG - 4640 25 0 0% 31 4 11.40% NA. NA.

CC-X013 chr12 70724228 G A CNOT2 EX6 missense NM_001199303.1 NP_001186232.1 c.548G>A p.R183Q | p.Arg183Gln CTCxACA + 4848 38 0 0% 19 7 26.90% NA. NA.

CC-X013 chr12 80887129 G C PTPRQ EX8 missense NM_001145026.1 NP_001138498.1 c.1435G>C p.E479Q | p.Glu479Gln GCAxAGA + 374462 40 0 0% 32 4 11.10% NA. NA.

CC-X013 chr12 101017680 C T GAS2L3 EX10E missense NM_174942.1 NP_777602.1 c.1097C>T p.S366F | p.Ser366Phe GCTxTAT + 283431 39 0 0% 35 7 16.60% NA. NA.

CC-X013 chr12 123249868 G A DENR EX5 missense NM_003677.3 NP_003668.2 c.229G>A p.E77K | p.Glu77Lys CAAxAAG + 8562 26 0 0% 21 5 19.20% NA. NA.

CC-X013 chr12 124289422 G A DNAH10 EX17 missense NM_207437.3 NP_997320.2 c.2468G>A p.S823N | p.Ser823Asn CCAxCGA + 196385 36 0 0% 26 10 27.70% NA. NA.

CC-X013 chr13 88329324 C A SLITRK5 EX2E missense NM_015567.1 NP_056382.1 c.1681C>A p.H561N | p.His561Asn CTGxATG + 26050 22 0 0% 39 4 9.30% NA. NA.

CC-X013 chr14 90770619 C T NRDE2 EX5 missense NM_017970.3 NP_060440.2 c.665G>A p.R222H | p.Arg222His TAGxGTT - 55051 33 0 0% 22 7 24.10% NA. NA.

CC-X013 chr14 102384216 G A PPP2R5C EX15 missense NM_001161725.1 NP_001155197.1 c.1468G>A p.E490K | p.Glu490Lys ATGxAGA + 5527 38 0 0% 32 4 11.10% NA. NA.

CC-X013 chr16 3817754 G A CREBBP EX16 nonsense NM_004380.2 NP_004371.2 c.3217C>T p.Q1073* | p.Gln1073* ACTxAGA - 1387 24 0 0% 18 9 33.30% NA. NA.

CC-X013 chr16 17211810 C G XYLT1 EX11 missense NM_022166.3 NP_071449.1 c.2250G>C p.E750D | p.Glu750Asp CCTxTCC - 64131 32 0 0% 27 6 18.10% NA. NA.

CC-X013 chr16 29810043 C G KIF22 EX4 missense NM_007317.2 NP_015556.1 c.524C>G p.S175C | p.Ser175Cys TGTxTTA + 3835 31 0 0% 27 5 15.60% NA. NA.

CC-X013 chr17 35834726 G A TADA2A EX15 missense NM_001488.3 NP_001479.3 c.1138G>A p.E380K | p.Glu380Lys AAAxAAA + 6871 38 1 2.50% 31 4 11.40% NA. NA.

CC-X013 chr17 62144121 C T ERN1 EX8 missense NM_001433.3 NP_001424.3 c.752G>A p.R251H | p.Arg251His TAGxGCA - 2081 30 0 0% 25 3 10.70% NA. NA.

CC-X013 chr17 77769915 C T CBX8 EX4 missense NM_020649.2 NP_065700.1 c.187G>A p.E63K | p.Glu63Lys TCTxTCT - 57332 22 0 0% 27 5 15.60% NA. NA.

CC-X013 chr18 56247653 C T ALPK2 EX4 missense NM_052947.3 NP_443179.3 c.355G>A p.D119N | p.Asp119Asn CATxTTC - 115701 31 0 0% 26 7 21.20% NA. NA.

CC-X013 chr19 17086820 G A CPAMD8 EX16 missense NM_015692.2 NP_056507.2 c.2041C>T p.P681S | p.Pro681Ser CAGxAGT - 27151 21 0 0% 27 6 18.10% NA. NA.

CC-X013 chr19 22270893 G A ZNF257 EX4E missense NM_033468.2 NP_258429.2 c.341G>A p.R114K | p.Arg114Lys TAAxAAA + 113835 29 0 0% 29 6 17.10% NA. NA.

CC-X013 chrX 21458850 G A CNKSR2 EX4 missense NM_014927.3 NP_055742.2 c.470G>A p.R157K | p.Arg157Lys CAAxAAA + 22866 36 0 0% 34 4 10.50% NA. NA.

CC-X013 chrX 21519695 C T CNKSR2 EX8 missense NM_014927.3 NP_055742.2 c.799C>T p.H267Y | p.His267Tyr AATxATC + 22866 48 0 0% 36 6 14.20% NA. NA.

CC-X013 chrX 49065740 C G CACNA1F EX42 missense NM_005183.2 NP_005174.2 c.4968G>C p.K1656N | p.Lys1656Asn GTCxTTT - 778 20 0 0% 24 4 14.20% NA. NA.

CC-X013 chrX 99663391 G A PCDH19 EX1 missense NM_001184880.1 NP_001171809.1 c.205C>T p.P69S | p.Pro69Ser GTGxAGC - 57526 29 0 0% 18 4 18.10% NA. NA.

CC-X013 chrX 119669786 G A CUL4B EX18 nonsense NM_003588.3 NP_003579.3 c.2113C>T p.Q705* | p.Gln705* CCTxAAG - 8450 31 0 0% 24 5 17.20% NA. NA.

CC-X013 chrX 154033630 C T MPP1 EX1 missense NM_002436.3 NP_002427.1 c.19G>A p.E7K | p.Glu7Lys CCTxGCT - 4354 16 0 0% 15 3 16.60% NA. NA.

CC-X013 chr2 241621799 G -C AQP12B EX1 frameshift NM_001102467.1 NP_001095937.1 c.455delG p.S152Tfs*24 | p.Ser152Thrfs*24AG.TG - 653437 11 0 0% 10 4 28.57% NA. NA.

CC-X014 chr1 1249292 C T CPSF3L EX11 missense NM_001256456.1 NP_001243385.1 c.795G>A p.M265I | p.Met265Ile GTTxATG - 54973 25 0 0% 31 12 27.90% NA. NA.

CC-X014 chr1 16373033 A G CLCNKB EX4 missense NM_000085.4 NP_000076.2 c.233A>G p.H78R | p.His78Arg CGCxCCA + 1188 23 0 0% 21 11 34.30% NA. NA.

CC-X014 chr1 38409522 C T INPP5B EX4 missense NM_005540.2 NP_005531.2 c.196G>A p.D66N | p.Asp66Asn CATxGTC - 3633 26 0 0% 26 4 13.30% NA. NA.

CC-X014 chr1 39853914 C A MACF1 EX54 missense NM_012090.4 NP_036222.3 c.9214C>A p.Q3072K | p.Gln3072Lys TCTxAAT + 23499 39 0 0% 18 15 45.40% NA. NA.

CC-X014 chr1 47395874 A C CYP4A11 EX12E missense NM_000778.3 NP_000769.2 c.1473T>G p.I491M | p.Ile491Met TGCxATG - 1579 28 0 0% 38 3 7.30% NA. NA.

CC-X014 chr1 59156034 C T MYSM1 EX4 missense NM_001085487.2 NP_001078956.1 c.274G>A p.D92N | p.Asp92Asn CATxTTC - 114803 37 0 0% 31 6 16.20% NA. NA.

CC-X014 chr1 99772420 G A LPPR4 EX7E missense NM_014839.4 NP_055654.2 c.2146G>A p.E716K | p.Glu716Lys TCAxAGA + 9890 36 0 0% 24 11 31.40% NA. NA.

CC-X014 chr1 117142707 G A IGSF3 EX8 missense NM_001542.2 NP_001533.2 c.1945C>T p.R649C | p.Arg649Cys GGCxGAC - 3321 41 0 0% 52 4 7.10% NA. NA.

CC-X014 chr1 151509724 G A CGN EX21E missense NM_020770.2 NP_065821.1 c.3514G>A p.E1172K | p.Glu1172Lys AACxAAG + 57530 15 0 0% 25 12 32.40% NA. NA.

CC-X014 chr1 155340432 C T ASH1L EX12 missense NM_018489.2 NP_060959.2 c.6549G>A p.M2183I | p.Met2183Ile AATxATC - 55870 32 0 0% 23 8 25.80% NA. NA.

CC-X014 chr1 206566172 C A SRGAP2 EX3 missense NM_015326.2 NP_056141.2 c.613C>A p.R205S | p.Arg205Ser CCAxGCT + 23380 65 0 0% 81 6 6.80% NA. NA.

CC-X014 chr2 145156472 G A ZEB2 EX8 missense NM_014795.3 NP_055610.1 c.2282C>T p.T761I | p.Thr761Ile TTTxTTA - 9839 37 0 0% 30 11 26.80% NA. NA.

CC-X014 chr3 112357773 C T CCDC80 EX2 missense NM_199511.1 NP_955805.1 c.980G>A p.R327Q | p.Arg327Gln ACCxGAC - 151887 30 0 0% 42 7 14.20% NA. NA.

CC-X014 chr3 183210425 C T KLHL6 EX6 missense NM_130446.2 NP_569713.2 c.1421G>A p.G474E | p.Gly474Glu CCCxCGA - 89857 45 0 0% 52 12 18.70% NA. NA.

CC-X014 chr4 70355279 C T UGT2B4 EX3 missense NM_021139.2 NP_066962.2 c.880G>A p.E294K | p.Glu294Lys ACTxTTC - 7363 30 0 0% 37 4 9.70% NA. NA.

CC-X014 chr5 58147005 G A RAB3C EX5E missense NM_138453.2 NP_612462.1 c.511G>A p.E171K | p.Glu171Lys TTTxAAA + 115827 45 0 0% 25 9 26.40% NA. NA.

CC-X014 chr5 114466358 T A TRIM36 EX9 missense NM_018700.3 NP_061170.2 c.1763A>T p.K588I | p.Lys588Ile ACTxTTA - 55521 29 0 0% 35 8 18.60% NA. NA.

CC-X014 chr5 140869414 G A PCDHGC5 EX1 missense NM_018929.2 NP_061752.1 c.607G>A p.E203K | p.Glu203Lys CGTxAAG + 56097 25 0 0% 23 6 20.60% NA. NA.

CC-X014 chr6 149997477 C T LATS1 EX7 nonsense NM_004690.3 NP_004681.1 c.2802G>A p.W934* | p.Trp934* ACTxCAC - 9113 40 0 0% 9 8 47% NA. NA.

CC-X014 chr7 56880975 C T LOC100996261 EX1E missense XM_003846369.1 XP_003846417.1 c.260G>A p.C87Y | p.Cys87Tyr CTGxAGG - 100996261 19 0 0% 1 3 75% NA. NA.

CC-X014 chr7 98592282 G A TRRAP EX66 missense NM_001244580.1 NP_001231509.1 c.10078G>A p.D3360N | p.Asp3360Asn TCCxATG + 8295 36 0 0% 25 9 26.40% NA. NA.

CC-X014 chr7 98634740 C T SMURF1 EX16 missense NM_020429.2 NP_065162.1 c.1837G>A p.E613K | p.Glu613Lys GCTxATT - 57154 32 0 0% 27 8 22.80% NA. NA.

CC-X014 chr7 100634913 G A MUC12 EX2 missense NM_001164462.1 NP_001157934.1 c.1069G>A p.E357K | p.Glu357Lys GAAxAAT + 10071 40 0 0% 19 9 32.10% NA. NA.

CC-X014 chr7 148484186 G A CUL1 EX13 missense NM_003592.2 NP_003583.2 c.1453G>A p.E485K | p.Glu485Lys GCCxAAG + 8454 42 0 0% 13 6 31.50% NA. NA.

CC-X014 chr8 30704372 C T TEX15 EX1 missense NM_031271.3 NP_112561.2 c.2162G>A p.G721D | p.Gly721Asp AGAxCTT - 56154 28 0 0% 36 8 18.10% NA. NA.

CC-X014 chr8 55542689 C A RP1 EX4E missense NM_006269.1 NP_006260.1 c.6247C>A p.L2083I | p.Leu2083Ile AATxTCA + 6101 46 0 0% 29 5 14.70% NA. NA.

CC-X014 chr9 35842629 C T TMEM8B EX6 missense NM_001042590.2 NP_001036055.1 c.194C>T p.P65L | p.Pro65Leu CCCxTGA + 51754 38 0 0% 33 11 25% NA. NA.

CC-X014 chr9 90747309 G A SPATA31C2 EX4E missense NM_001166137.1 NP_001159609.1 c.643C>T p.R215C | p.Arg215Cys TGCxTGG - 645961 23 0 0% 20 5 20% NA. NA.

CC-X014 chr9 100315634 G C TMOD1 EX4 missense NM_003275.3 NP_003266.1 c.349G>C p.E117Q | p.Glu117Gln CTGxAGG + 7111 42 0 0% 22 9 29% NA. NA.

CC-X014 chr9 110084273 G A RAD23B EX7 missense NM_002874.4 NP_002865.1 c.691G>A p.G231R | p.Gly231Arg CCTxGAG + 5887 42 0 0% 21 18 46.10% NA. NA.

CC-X014 chr10 11990469 C T UPF2 EX16 missense NM_080599.2 NP_542166.1 c.3073G>A p.E1025K | p.Glu1025Lys CTTxTGT - 26019 35 0 0% 27 5 15.60% NA. NA.

CC-X014 chr10 28224074 C T ARMC4 EX16 missense NM_018076.2 NP_060546.2 c.2360G>A p.R787H | p.Arg787His TCAxGTT - 55130 49 0 0% 29 11 27.50% NA. NA.

CC-X014 chr10 35896685 G A GJD4 EX2E missense NM_153368.2 NP_699199.2 c.244G>A p.G82S | p.Gly82Ser CAGxGCG + 219770 21 0 0% 6 3 33.30% NA. NA.

CC-X014 chr10 98170204 G A TLL2 EX9 missense NM_012465.3 NP_036597.1 c.1076C>T p.T359M | p.Thr359Met CCCxTTG - 7093 31 0 0% 20 9 31% NA. NA.

CC-X014 chr10 103901177 C A PPRC1 EX5 nonsense NM_015062.3 NP_055877.3 c.2912C>A p.S971* | p.Ser971* TCTxACC + 23082 21 0 0% 19 6 24% NA. NA.

CC-X014 chr11 45248283 G A PRDM11 EX8E missense NM_001256695.1 NP_001243624.1 c.2107G>A p.E703K | p.Glu703Lys ACAxAAA + 56981 22 0 0% 21 6 22.20% NA. NA.

CC-X014 chr11 63742196 C A COX8A EX1 nonsense NM_004074.2 NP_004065.1 c.44C>A p.S15* | p.Ser15* GCTxGGC + 1351 20 0 0% 24 9 27.20% NA. NA.

CC-X014 chr12 118490114 C A WSB2 IVS2 splice-5 NM_018639.3 NP_061109.1 c.182+1G>T . TTAxAAC - 55884 31 0 0% 27 8 22.80% NA. NA.

CC-X014 chr13 67800583 T G PCDH9 EX2 missense NM_203487.2 NP_982354.1 c.1990A>C p.N664H | p.Asn664His CGTxGAT - 5101 39 0 0% 31 8 20.50% NA. NA.

CC-X014 chr14 58698937 C T ACTR10 EX12 nonsense NM_018477.2 NP_060947.1 c.1024C>T p.R342* | p.Arg342* TTTxGAA + 55860 32 0 0% 19 4 17.30% NA. NA.

CC-X014 chr14 74194176 G A ELMSAN1 EX5 missense NM_194278.3 NP_919254.2 c.2147C>T p.P716L | p.Pro716Leu ACTxGGG - 91748 35 0 0% 25 11 30.50% NA. NA.

CC-X014 chr14 75017918 G A LTBP2 EX7 missense NM_000428.2 NP_000419.1 c.1535C>T p.P512L | p.Pro512Leu GGCxGGG - 4053 22 0 0% 21 4 16% NA. NA.

CC-X014 chr15 34674006 C T GOLGA8A EX15 missense NM_181077.3 NP_851422.1 c.1505G>A p.S502N | p.Ser502Asn TCGxTGT - 23015 18 0 0% 6 4 40% NA. NA.

CC-X014 chr15 64017512 C T HERC1 EX18 missense NM_003922.3 NP_003913.3 c.3547G>A p.E1183K | p.Glu1183Lys TTTxTAC - 8925 41 0 0% 18 6 25% NA. NA.

CC-X014 chr15 89442991 G A MFGE8 EX7 missense NM_005928.2 NP_005919.2 c.922C>T p.R308C | p.Arg308Cys TACxGGC - 4240 30 0 0% 20 10 33.30% NA. NA.

CC-X014 chr17 5993735 G A WSCD1 EX4 missense NM_015253.1 NP_056068.1 c.637G>A p.E213K | p.Glu213Lys CATxAGT + 23302 26 0 0% 23 4 14.80% NA. NA.

CC-X014 chr17 7750152 G A KDM6B EX9 missense NM_001080424.1 NP_001073893.1 c.727G>A p.G243R | p.Gly243Arg CCAxGGC + 23135 17 0 0% 11 4 26.60% NA. NA.

CC-X014 chr17 78163654 G A CARD14 EX6 missense NM_024110.4 NP_077015.2 c.946G>A p.E316K | p.Glu316Lys GCCxAGA + 79092 20 0 0% 21 7 25% NA. NA.

CC-X014 chr18 66378626 C T TMX3 EX3 missense NM_019022.3 NP_061895.3 c.116G>A p.R39Q | p.Arg39Gln TTTxGAT - 54495 36 0 0% 28 11 28.20% NA. NA.

CC-X014 chr19 9677333 G C ZNF121 EX4E missense NM_001008727.2 NP_001008727.1 c.456C>G p.F152L | p.Phe152Leu AAAxAAT - 7675 35 0 0% 37 10 21.20% NA. NA.

CC-X014 chr19 9677361 G C ZNF121 EX4E missense NM_001008727.2 NP_001008727.1 c.428C>G p.P143R | p.Pro143Arg TAGxGTT - 7675 29 0 0% 30 8 21% NA. NA.

CC-X014 chr19 49377106 A G PPP1R15A EX2 missense NM_014330.3 NP_055145.3 c.616A>G p.T206A | p.Thr206Ala AGAxCCT + 23645 38 0 0% 52 9 14.70% NA. NA.

CC-X014 chr19 53612073 C T ZNF415 EX4E missense NM_001136038.2 NP_001129510.2 c.1225G>A p.E409K | p.Glu409Lys TCTxTCC - 55786 36 0 0% 20 10 33.30% NA. NA.

CC-X014 chr19 58420682 T C ZNF417 EX3E missense NM_152475.2 NP_689688.2 c.964A>G p.R322G | p.Arg322Gly GCCxTTC - 147687 42 0 0% 31 4 11.40% NA. NA.

CC-X014 chr20 48741647 G A TMEM189 EX6E missense NM_199129.2 NP_954580.1 c.761C>T p.T254M | p.Thr254Met CCCxTCA - 387521 23 0 0% 12 6 33.30% NA. NA.

CC-X014 chrX 7811881 C G VCX EX3E missense NM_013452.2 NP_038480.2 c.445C>G p.Q149E | p.Gln149Glu AGCxAGG + 26609 18 0 0% 9 3 25% NA. NA.

CC-X014 chrX 31514963 C T DMD EX57 missense NM_004006.2 NP_003997.1 c.8489G>A p.R2830Q | p.Arg2830Gln TGCxGGC - 1756 37 0 0% 34 4 10.50% NA. NA.

CC-X014 chrX 49029551 A C PLP2 EX2 missense NM_002668.2 NP_002659.1 c.172A>C p.I58L | p.Ile58Leu ATGxTCC + 5355 31 0 0% 28 8 22.20% NA. NA.

CC-X014 chrX 50054039 A G CCNB3 EX5 missense NM_033031.2 NP_149020.2 c.2870A>G p.Y957C | p.Tyr957Cys CCTxCAA + 85417 33 1 2.90% 19 4 17.30% NA. NA.

CC-X014 chrX 106205270 C T MORC4 EX10 missense NM_001085354.2 NP_001078823.1 c.1228G>A p.E410K | p.Glu410Lys TCTxAAA - 79710 48 0 0% 34 3 8.10% NA. NA.

CC-X014 chr1 20474701 A +GT PLA2G2F EX5E frameshift NM_022819.3 NP_073730.3c.445TG[2>3] (std: c.447_448dupTG alt: c.448_449insTG )p.D150Vfs*17 | p.Asp150Valfs*17GA.GT + 64600 23 0 0% 21 9 30% NA. NA.

CC-X014 chr7 102517919 T -AGAG FBXL13 EX16 frameshift NM_145032.3 NP_659469.3 c.1626_1629delCTCTp.S543Mfs*4 | p.Ser543Metfs*4 TT.AT - 222235 54 0 0% 26 7 21.21% NA. NA.

CC-X014 chr11 62300792 A -GGCCCTC AHNAK EX5E frameshift NM_001620.1 NP_001611.1c.1090_1096delGAGGGCCp.E364Lfs*5 | p.Glu364Leufs*5 AA.AA - 79026 28 0 0% 28 7 20% NA. NA.

CC-X015 chr1 27278292 C T C1orf172 EX2 missense NM_152365.2 NP_689578.2 c.580G>A p.D194N | p.Asp194Asn GATxGGC - 126695 25 0 0% 20 4 16.60% NA. NA.

CC-X015 chr1 120846009 G T FAM72B EX3 missense NM_001100910.1 NP_001094380.1 c.245G>T p.G82V | p.Gly82Val TAGxTTA + 653820 28 0 0% 34 5 12.80% NA. NA.

CC-X015 chr1 248525100 G A OR2T4 EX1E missense NM_001004696.1 NP_001004696.1 c.218G>A p.G73E | p.Gly73Glu CTGxAAA + 127074 24 0 0% 12 4 25% NA. NA.

CC-X015 chr1 248525138 C T OR2T4 EX1E missense NM_001004696.1 NP_001004696.1 c.256C>T p.H86Y | p.His86Tyr GCCxACC + 127074 24 0 0% 35 5 12.50% NA. NA.

CC-X015 chr2 132021238 G A POTEE EX15E missense NM_001083538.1 NP_001077007.1 c.2210G>A p.R737H | p.Arg737His GGCxCCC + 445582 28 0 0% 17 6 26% NA. NA.

CC-X015 chr3 123953691 G A KALRN EX3 missense NM_001024660.3 NP_001019831.2 c.158G>A p.R53Q | p.Arg53Gln AGCxAGG + 8997 30 0 0% 29 3 9.30% NA. NA.

CC-X015 chr3 195511228 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.7223C>T p.S2408L | p.Ser2408Leu GCTxAGG - 4585 35 0 0% 33 6 15.30% NA. NA.

CC-X015 chr3 195513493 C A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.4958G>T p.S1653I | p.Ser1653Ile GGGxTGG - 4585 14 0 0% 7 3 30% NA. NA.

CC-X015 chr5 76734131 C T WDR41 EX10 missense NM_018268.2 NP_060738.2 c.938G>A p.R313H | p.Arg313His ACAxGCT - 55255 39 0 0% 18 7 28% NA. NA.

CC-X015 chr6 31474923 G C MICB EX4 missense NM_005931.3 NP_005922.2 c.738G>C p.L246F | p.Leu246Phe TTTxAGC + 4277 31 0 0% 44 5 10.20% NA. NA.

CC-X015 chr6 42975979 C T PPP2R5D EX8 missense NM_006245.3 NP_006236.1 c.898C>T p.L300F | p.Leu300Phe GAGxTCC + 5528 43 0 0% 21 3 12.50% NA. NA.

CC-X015 chr6 49753780 C T PGK2 EX1E missense NM_138733.4 NP_620061.2 c.1121G>A p.G374E | p.Gly374Glu TCTxCAC - 5232 31 0 0% 39 9 18.70% NA. NA.

CC-X015 chr6 148841022 G A SASH1 EX10 missense NM_015278.3 NP_056093.3 c.1202G>A p.S401N | p.Ser401Asn TAAxCCA + 23328 32 0 0% 14 3 17.60% NA. NA.

CC-X015 chr6 161143536 G A PLG EX10 missense NM_000301.3 NP_000292.1 c.1193G>A p.C398Y | p.Cys398Tyr AGTxTCA + 5340 37 0 0% 20 8 28.50% NA. NA.

CC-X015 chr7 92764030 G C SAMD9L EX5E missense NM_152703.2 NP_689916.2 c.1255C>G p.L419V | p.Leu419Val CAAxAAT - 219285 33 0 0% 29 13 30.90% NA. NA.

CC-X015 chr7 92764711 G A SAMD9L EX5E missense NM_152703.2 NP_689916.2 c.574C>T p.L192F | p.Leu192Phe TGAxATT - 219285 50 0 0% 23 11 32.30% NA. NA.

CC-X015 chr7 100658924 C T MUC12 EX10 nonsense NM_001164462.1 NP_001157934.1 c.15829C>T p.R5277* | p.Arg5277* TGGxGAA + 10071 32 0 0% 33 6 15.30% NA. NA.

CC-X015 chr7 154760464 G A PAXIP1 EX7 missense NM_007349.3 NP_031375.3 c.1447C>T p.R483C | p.Arg483Cys GGCxATG - 22976 45 0 0% 18 4 18.10% NA. NA.

CC-X015 chr8 101299780 C T RNF19A EX2 missense NM_183419.2 NP_904355.1 c.623G>A p.R208Q | p.Arg208Gln CACxGTC - 25897 32 0 0% 28 10 26.30% NA. NA.

CC-X015 chr9 33463044 G A NOL6 EX25 missense NM_022917.4 NP_075068.2 c.3278C>T p.P1093L | p.Pro1093Leu TGCxGCT - 65083 35 0 0% 41 9 18% NA. NA.

CC-X015 chr10 30918549 G C LYZL2 EX1 missense NM_183058.2 NP_898881.2 c.86C>G p.A29G | p.Ala29Gly GCCxCAG - 119180 21 0 0% 23 5 17.80% NA. NA.

CC-X015 chr10 30918597 T C LYZL2 EX1 missense NM_183058.2 NP_898881.2 c.38A>G p.K13R | p.Lys13Arg CACxTAG - 119180 21 0 0% 22 3 12% NA. NA.

CC-X015 chr10 91162726 C T IFIT1 EX3E nonsense NM_001270927.1 NP_001257856.1 c.694C>T p.Q232* | p.Gln232* GGAxAGG + 3434 41 0 0% 36 10 21.70% NA. NA.

CC-X015 chr12 11183676 C T TAS2R31 EX1E missense NM_176885.2 NP_795366.2 c.259G>A p.V87I | p.Val87Ile AGAxATT - 259290 34 1 2.80% 21 3 12.50% NA. NA.

CC-X015 chr12 31242358 G A DDX11 EX8 missense NM_030653.3 NP_085911.2 c.814G>A p.V272M | p.Val272Met GACxTGA + 1663 26 0 0% 25 3 10.70% NA. NA.

CC-X015 chr12 31242362 A G DDX11 EX8 missense NM_030653.3 NP_085911.2 c.818A>G p.K273R | p.Lys273Arg TGAxAAG + 1663 26 0 0% 25 3 10.70% NA. NA.

CC-X015 chr12 56514789 G T ZC3H10 EX3E missense NM_032786.1 NP_116175.1 c.443G>T p.C148F | p.Cys148Phe ACTxTCA + 84872 21 0 0% 137 8 5.50% NA. NA.

CC-X015 chr12 72274301 G A TBC1D15 EX4 missense NM_022771.4 NP_073608.4 c.257G>A p.R86Q | p.Arg86Gln ATCxAGG + 64786 33 1 2.90% 18 5 21.70% NA. NA.

CC-X015 chr12 121711905 C T CAMKK2 EX2 missense NM_006549.3 NP_006540.3 c.425G>A p.R142Q | p.Arg142Gln CGCxGGG - 10645 27 0 0% 14 8 36.30% NA. NA.

CC-X015 chr13 32776154 G A FRY EX30 missense NM_023037.2 NP_075463.2 c.3823G>A p.E1275K | p.Glu1275Lys TATxAAA + 10129 51 0 0% 5 7 58.30% NA. NA.

CC-X015 chr13 52951761 C G THSD1 EX5E missense NM_018676.3 NP_061146.1 c.2344G>C p.D782H | p.Asp782His TATxTTT - 55901 32 0 0% 47 4 7.80% NA. NA.

CC-X015 chr14 105412163 C G AHNAK2 EX7E missense NM_138420.2 NP_612429.2 c.9625G>C p.V3209L | p.Val3209Leu TCAxGTC - 113146 13 0 0% 6 6 50% NA. NA.

CC-X015 chr15 28273032 C T OCA2 EX4 missense NM_000275.2 NP_000266.2 c.500G>A p.R167H | p.Arg167His AGAxGGA - 4948 25 0 0% 24 12 33.30% NA. NA.



CC-X015 chr16 70208251 G A CLEC18C EX1 missense NM_173619.2 NP_775890.2 c.70G>A p.A24T | p.Ala24Thr ACCxCCT + 283971 32 0 0% 32 4 11.10% NA. NA.

CC-X015 chr17 1972142 G T SMG6 EX16 missense NM_017575.4 NP_060045.4 c.3765C>A p.F1255L | p.Phe1255Leu AATxAAG - 23293 34 0 0% 8 4 33.30% NA. NA.

CC-X015 chr17 44109472 G A KANSL1 EX14 nonsense NM_001193466.1 NP_001180395.1 c.3031C>T p.R1011* | p.Arg1011* GTCxCGG - 284058 31 0 0% 28 5 15.10% NA. NA.

CC-X015 chr17 49124778 G A SPAG9 EX4 missense NM_001130528.2 NP_001124000.1 c.548C>T p.S183L | p.Ser183Leu CCTxAGA - 9043 28 0 0% 18 8 30.70% NA. NA.

CC-X015 chr22 38531084 C T PLA2G6 EX6 missense NM_003560.2 NP_003551.2 c.805G>A p.E269K | p.Glu269Lys TCTxCGC - 8398 32 0 0% 16 11 40.70% NA. NA.

CC-X015 chrX 63579284 C A MTMR8 IVS2 splice-5 NM_017677.3 NP_060147.2 c.147+1G>T . ATAxCCA - 55613 46 0 0% 21 9 30% NA. NA.

CC-X015 chrX 70683886 C T TAF1 EX38E missense NM_004606.3 NP_004597.2 c.5672C>T p.S1891F | p.Ser1891Phe ACTxTGA + 6872 28 0 0% 22 15 40.50% NA. NA.

CC-X015 chr4 38696484 C +T KLF3 EX5 frameshift NM_016531.5 NP_057615.3 c.813_814insTp.T272Yfs*2 | p.Thr272Tyrfs*2 AC.AC + 51274 28 0 0% 15 10 40% NA. NA.

CC-X016 chr1 24288193 G C PNRC2 EX3E missense NM_017761.3 NP_060231.1 c.246G>C p.R82S | p.Arg82Ser CAGxTTA + 55629 35 1 2.70% 31 5 13.80% NA. NA.

CC-X016 chr1 25701854 G A RHCE EX8 missense NM_020485.4 NP_065231.3 c.1139C>T p.S380F | p.Ser380Phe CCAxACG - 6006 83 0 0% 41 7 14.50% NA. NA.

CC-X016 chr1 110050136 C T AMIGO1 EX2E missense NM_020703.2 NP_065754.2 c.1399G>A p.E467K | p.Glu467Lys CCTxAGG - 57463 32 0 0% 19 15 44.10% NA. NA.

CC-X016 chr1 120846009 G T FAM72B EX3 missense NM_001100910.1 NP_001094380.1 c.245G>T p.G82V | p.Gly82Val TAGxTTA + 653820 45 1 2.10% 36 4 10% NA. NA.

CC-X016 chr1 145532200 G A ITGA10 EX8 missense NM_003637.3 NP_003628.2 c.844G>A p.G282R | p.Gly282Arg GATxGAG + 8515 48 0 0% 23 45 66.10% NA. NA.

CC-X016 chr1 161495571 G T HSPA6 EX1E missense NM_002155.3 NP_002146.2 c.1123G>T p.A375S | p.Ala375Ser GGGxCTG + 3310 34 1 2.80% 75 20 21% NA. NA.

CC-X016 chr1 180062542 A T CEP350 EX34 missense NM_014810.4 NP_055625.4 c.7302A>T p.E2434D | p.Glu2434Asp GGAxATC + 9857 46 0 0% 61 11 15.20% NA. NA.

CC-X016 chr1 196799813 G A CFHR1 IVS5 splice-5 NM_002113.2 NP_002104.2 c.790+1G>A . TACxTAA + 3078 44 0 0% 49 8 14% NA. NA.

CC-X016 chr1 217793342 C T GPATCH2 EX2 missense NM_018040.2 NP_060510.1 c.556G>A p.E186K | p.Glu186Lys CCTxAGG - 55105 34 0 0% 34 5 12.80% NA. NA.

CC-X016 chr1 229738022 G A TAF5L EX4 nonsense NM_014409.3 NP_055224.1 c.892C>T p.R298* | p.Arg298* ATCxTAA - 27097 43 0 0% 4 34 89.40% NA. NA.

CC-X016 chr1 248084993 A T OR2T8 EX1E missense NM_001005522.1 NP_001005522.1 c.674A>T p.H225L | p.His225Leu TGCxCAT + 343172 34 0 0% 32 3 8.50% NA. NA.

CC-X016 chr2 113675313 G C IL37 EX4 missense NM_014439.3 NP_055254.2 c.367G>C p.D123H | p.Asp123His TGTxACA + 27178 26 0 0% 23 13 36.10% NA. NA.

CC-X016 chr2 125627267 C T CNTNAP5 EX21 nonsense NM_130773.2 NP_570129.1 c.3361C>T p.R1121* | p.Arg1121* CTTxGAC + 129684 32 0 0% 30 19 38.70% NA. NA.

CC-X016 chr2 179454021 C G TTN EX304 missense NM_001267550.1 NP_001254479.1 c.62431G>C p.D20811H | p.Asp20811His AGTxTGT - 7273 50 0 0% 36 5 12.10% NA. NA.

CC-X016 chr3 69169091 T C LMOD3 EX2 missense NM_198271.3 NP_938012.2 c.415A>G p.N139D | p.Asn139Asp TATxGCT - 56203 35 0 0% 48 8 14.20% NA. NA.

CC-X016 chr3 147128303 C T ZIC1 EX1 missense NM_003412.3 NP_003403.2 c.404C>T p.T135M | p.Thr135Met ACAxGGA + 7545 37 0 0% 17 3 15% NA. NA.

CC-X016 chr4 25392620 G C ANAPC4 EX9 missense NM_013367.2 NP_037499.2 c.688G>C p.E230Q | p.Glu230Gln TCAxAAG + 29945 44 0 0% 27 6 18.10% NA. NA.

CC-X016 chr4 40138564 C G N4BP2 EX14 missense NM_018177.4 NP_060647.2 c.4647C>G p.N1549K | p.Asn1549Lys CAGxTAT + 55728 40 0 0% 22 14 38.80% NA. NA.

CC-X016 chr4 48564914 G A FRYL EX32 missense NM_015030.1 NP_055845.1 c.3688C>T p.L1230F | p.Leu1230Phe AAAxTTG - 285527 35 0 0% 23 12 34.20% NA. NA.

CC-X016 chr4 152583862 C A FAM160A1 EX14E missense NM_001109977.1 NP_001103447.1 c.3079C>A p.L1027M | p.Leu1027Met ATTxTGT + 729830 29 0 0% 12 4 25% NA. NA.

CC-X016 chr5 1293461 C T TERT EX2 missense NM_198253.2 NP_937983.2 c.1540G>A p.V514M | p.Val514Met GCAxGCT - 7015 33 0 0% 7 18 72% NA. NA.

CC-X016 chr6 87726086 C T HTR1E EX2E missense NM_000865.2 NP_000856.1 c.1034C>T p.T345M | p.Thr345Met ATAxGAG + 3354 51 0 0% 23 16 41% NA. NA.

CC-X016 chr8 13425316 A T C8orf48 EX1E missense NM_001007090.2 NP_001007091.1 c.816A>T p.R272S | p.Arg272Ser CAGxTAC + 157773 32 0 0% 28 3 9.60% NA. NA.

CC-X016 chr8 61769053 G C CHD7 EX34 missense NM_017780.3 NP_060250.2 c.7214G>C p.R2405T | p.Arg2405Thr GGAxAAA + 55636 33 0 0% 21 5 19.20% NA. NA.

CC-X016 chr8 63492237 T C NKAIN3 IVS2 splice-5 NM_173688.2 NP_775959.1 c.192+2T>C . TGGxAAG + 286183 43 0 0% 16 12 42.80% NA. NA.

CC-X016 chr8 144403384 G A TOP1MT EX8 missense NM_052963.2 NP_443195.1 c.1133C>T p.P378L | p.Pro378Leu ACCxGCA - 116447 32 0 0% 11 17 60.70% NA. NA.

CC-X016 chr9 35808180 C G SPAG8 EX8E missense NM_172312.1 NP_758516.1 c.1496G>C p.R499T | p.Arg499Thr CCTxTGT - 26206 36 0 0% 31 8 20.50% NA. NA.

CC-X016 chr9 116930117 G T COL27A1 EX3 missense NM_032888.2 NP_116277.2 c.282G>T p.L94F | p.Leu94Phe CTTxGGC + 85301 42 0 0% 24 8 25% NA. NA.

CC-X016 chr9 140130650 G A SLC34A3 EX13E missense NM_001177317.1 NP_001170788.1 c.1582G>A p.V528I | p.Val528Ile CTCxTCA + 142680 23 0 0% 15 9 37.50% NA. NA.

CC-X016 chr10 27425210 C T YME1L1 EX6 missense NM_139312.2 NP_647473.1 c.706G>A p.V236M | p.Val236Met TCAxGAA - 10730 32 0 0% 29 4 12.10% NA. NA.

CC-X016 chr10 135440214 G C FRG2B EX1 missense NM_001080998.1 NP_001074467.1 c.33C>G p.H11Q | p.His11Gln GCAxTGG - 441581 62 1 1.50% 37 3 7.50% NA. NA.

CC-X016 chr10 135440216 G A FRG2B EX1 missense NM_001080998.1 NP_001074467.1 c.31C>T p.H11Y | p.His11Tyr AGTxGAG - 441581 62 1 1.50% 37 3 7.50% NA. NA.

CC-X016 chr11 3846284 T C PGAP2 EX7 missense NM_001256236.1 NP_001243165.1 c.914T>C p.F305S | p.Phe305Ser TCTxCAT + 27315 38 0 0% 17 25 59.50% NA. NA.

CC-X016 chr11 57958333 C T OR9Q2 EX1E missense NM_001005283.2 NP_001005283.1 c.371C>T p.T124M | p.Thr124Met ACAxGGC + 219957 48 0 0% 42 11 20.70% NA. NA.

CC-X016 chr11 102398260 C T MMP7 EX3 missense NM_002423.3 NP_002414.1 c.479G>A p.R160Q | p.Arg160Gln CCTxGCG - 4316 47 0 0% 17 13 43.30% NA. NA.

CC-X016 chr12 6458118 C G SCNN1A EX11 missense NM_001038.5 NP_001029.1 c.1551G>C p.K517N | p.Lys517Asn CCTxTTG - 6337 38 0 0% 19 12 38.70% NA. NA.

CC-X016 chr12 57642848 C T STAC3 EX3 missense NM_145064.1 NP_659501.1 c.310G>A p.D104N | p.Asp104Asn CATxACA - 246329 45 0 0% 14 4 22.20% NA. NA.

CC-X016 chr12 121881874 C T KDM2B EX16 missense NM_032590.4 NP_115979.3 c.2392G>A p.V798M | p.Val798Met GCAxGTC - 84678 35 0 0% 24 5 17.20% NA. NA.

CC-X016 chr13 33284117 C G PDS5B EX19 missense NM_015032.3 NP_055847.1 c.1997C>G p.S666C | p.Ser666Cys ATTxTGC + 23047 66 0 0% 35 7 16.60% NA. NA.

CC-X016 chr13 107822975 C T FAM155A EX3E missense NM_001080396.2 NP_001073865.1 c.1247G>A p.R416K | p.Arg416Lys AGTxTGC - 728215 49 0 0% 14 6 30% NA. NA.

CC-X016 chr14 20181220 G A OR11H2 EX2E nonsense NM_001197287.1 NP_001184216.1 c.856C>T p.Q286* | p.Gln286* TCTxCAT - 79334 45 0 0% 27 9 25% NA. NA.

CC-X016 chr14 21883913 C T CHD8 EX6 missense NM_020920.3 NP_065971.2 c.1033G>A p.E345K | p.Glu345Lys TCTxGCC - 57680 37 0 0% 23 18 43.90% NA. NA.

CC-X016 chr14 36946256 C T SFTA3 EX3 missense NM_001101341.1 NP_001094811.1 c.181G>A p.V61M | p.Val61Met GCAxGCA - 253970 38 0 0% 34 9 20.90% NA. NA.

CC-X016 chr15 72699090 C G TMEM202 EX3 nonsense NM_001080462.1 NP_001073931.1 c.485C>G p.S162* | p.Ser162* TCTxAGG + 338949 44 0 0% 27 6 18.10% NA. NA.

CC-X016 chr15 98504393 C T ARRDC4 EX1 missense NM_183376.2 NP_899232.2 c.302C>T p.P101L | p.Pro101Leu CCCxGGC + 91947 14 0 0% 1 3 75% NA. NA.

CC-X016 chr15 101013255 A T CERS3 EX10 missense NM_178842.3 NP_849164.2 c.612T>A p.D204E | p.Asp204Glu AAAxTCC - 204219 40 0 0% 16 16 50% NA. NA.

CC-X016 chr16 3024352 G A PKMYT1 EX6 missense NM_004203.4 NP_004194.3 c.1046C>T p.T349M | p.Thr349Met GCCxTGG - 9088 41 0 0% 16 13 44.80% NA. NA.

CC-X016 chr16 3640896 C A SLX4 EX12 nonsense NM_032444.2 NP_115820.2 c.2743G>T p.E915* | p.Glu915* CCTxATC - 84464 31 0 0% 26 6 18.70% NA. NA.

CC-X016 chr22 23654017 G A BCR EX19 missense NM_004327.3 NP_004318.3 c.3316G>A p.D1106N | p.Asp1106Asn TTCxACG + 613 44 0 0% 28 3 9.60% NA. NA.

CC-X016 chr22 38120869 G A TRIOBP EX7 missense NM_001039141.2 NP_001034230.1 c.2306G>A p.R769K | p.Arg769Lys TCAxAAC + 11078 25 0 0% 7 10 58.80% NA. NA.

CC-X016 chr22 50483765 G A TTLL8 EX8 nonsense XM_003403494.2 XP_003403542.2 c.712C>T p.Q238* | p.Gln238* TCTxGTG - 164714 36 0 0% 19 9 32.10% NA. NA.

CC-X016 chrX 18929060 G A PHKA2 EX20 missense NM_000292.2 NP_000283.1 c.2156C>T p.P719L | p.Pro719Leu GTCxGCA - 5256 41 1 2.30% 22 7 24.10% NA. NA.

CC-X016 chrX 48675814 T C HDAC6 EX20 missense NM_006044.2 NP_006035.2 c.1873T>C p.S625P | p.Ser625Pro AACxCTG + 10013 32 0 0% 19 4 17.30% NA. NA.

CC-X016 chrX 70360630 C G MED12 EX42 missense NM_005120.2 NP_005111.2 c.6190C>G p.Q2064E | p.Gln2064Glu CAGxAGC + 9968 40 0 0% 22 9 29% NA. NA.

CC-X016 chrX 79942480 T A BRWD3 EX35 missense NM_153252.4 NP_694984.4 c.3887A>T p.Q1296L | p.Gln1296Leu GACxGTC - 254065 31 0 0% 21 17 44.70% NA. NA.

CC-X016 chr17 60023940 A -T MED13 EX30E frameshift NM_005121.2 NP_005112.2c.6412A[2>1] (std: c.6412A[1] alt: c.6413delA )p.N2138Mfs*6 | p.Asn2138Metfs*6CA.TG - 9969 52 0 0% 105 16 13.22% NA. NA.

CC-X016 chr21 10951359 C -TG TPTE EX10 frameshift NM_199261.2 NP_954870.2 c.351_352delCAp.D117Efs*39 | p.Asp117Glufs*39GC.TC - 7179 90 0 0% 66 6 8.33% NA. NA.

CC-X017 chr1 3545084 G A TPRG1L EX5E missense NM_182752.3 NP_877429.2 c.736G>A p.E246K | p.Glu246Lys ATCxAGA + 127262 39 0 0% 15 5 25% NA. NA.

CC-X017 chr1 16133967 G A UQCRHL EX1E nonsense NM_001089591.1 NP_001083060.1 c.178C>T p.R60* | p.Arg60* ATCxAGA - 440567 33 0 0% 14 5 26.30% NA. NA.

CC-X017 chr1 16464473 C G EPHA2 EX5 missense NM_004431.3 NP_004422.2 c.1187G>C p.S396T | p.Ser396Thr ACAxTGG - 1969 44 0 0% 22 23 51.10% NA. NA.

CC-X017 chr1 27278325 C T C1orf172 EX2 missense NM_152365.2 NP_689578.2 c.547G>A p.D183N | p.Asp183Asn CATxAGG - 126695 36 0 0% 29 7 19.40% NA. NA.

CC-X017 chr1 27618779 G A WDTC1 EX7 missense NM_015023.3 NP_055838.2 c.553G>A p.V185M | p.Val185Met CTGxTGG + 23038 32 0 0% 15 11 42.30% NA. NA.

CC-X017 chr1 36933253 C T CSF3R IVS14 splice-3 NM_156039.3 NP_724781.1 c.1865-1G>A . CCTxTGC - 1441 31 0 0% 43 4 8.50% NA. NA.

CC-X017 chr1 46179950 G C IPP EX8 missense NM_005897.2 NP_005888.1 c.1498C>G p.L500V | p.Leu500Val GAAxAGC - 3652 37 0 0% 30 4 11.70% NA. NA.

CC-X017 chr1 89329705 G A GTF2B EX3 missense NM_001514.5 NP_001505.1 c.217C>T p.P73S | p.Pro73Ser GAGxATT - 2959 37 0 0% 25 5 16.60% NA. NA.

CC-X017 chr1 92224279 G C TGFBR3 EX5 nonsense NM_001195684.1 NP_001182613.1 c.275C>G p.S92* | p.Ser92* ACTxAGG - 7049 30 0 0% 37 6 13.90% NA. NA.

CC-X017 chr1 94014839 G C FNBP1L EX15 missense NM_001164473.2 NP_001157945.1 c.1507G>C p.E503Q | p.Glu503Gln CCTxAGG + 54874 37 0 0% 21 4 16% NA. NA.

CC-X017 chr1 109814010 C A CELSR2 EX27 nonsense NM_001408.2 NP_001399.1 c.7679C>A p.S2560* | p.Ser2560* GCTxGGG + 1952 28 0 0% 28 4 12.50% NA. NA.

CC-X017 chr1 120491723 G A NOTCH2 EX16 missense NM_024408.3 NP_077719.2 c.2506C>T p.P836S | p.Pro836Ser AGGxAGC - 4853 38 0 0% 27 10 27% NA. NA.

CC-X017 chr1 151090544 C G GABPB2 EX9E missense NM_144618.2 NP_653219.1 c.1159C>G p.L387V | p.Leu387Val CGTxTTA + 126626 29 0 0% 45 6 11.70% NA. NA.

CC-X017 chr1 152276282 C G FLG EX3E missense NM_002016.1 NP_002007.1 c.11080G>C p.E3694Q | p.Glu3694Gln ACTxTTG - 2312 36 1 2.70% 36 4 10% NA. NA.

CC-X017 chr1 155449266 G A ASH1L EX3 missense NM_018489.2 NP_060959.2 c.3395C>T p.S1132L | p.Ser1132Leu ACTxAAC - 55870 30 0 0% 27 4 12.90% NA. NA.

CC-X017 chr1 155733214 G C GON4L EX22 missense NM_001037533.1 NP_001032622.1 c.4615C>G p.Q1539E | p.Gln1539Glu TCTxCAG - 54856 46 1 2.10% 32 3 8.50% NA. NA.

CC-X017 chr1 155838436 G A SYT11 EX2 missense NM_152280.4 NP_689493.3 c.715G>A p.D239N | p.Asp239Asn CAGxACC + 23208 44 0 0% 28 9 24.30% NA. NA.

CC-X017 chr1 160261613 C T COPA EX30 missense NM_001098398.1 NP_001091868.1 c.3281G>A p.C1094Y | p.Cys1094Tyr TCAxAGA - 1314 36 0 0% 25 7 21.80% NA. NA.

CC-X017 chr1 179520584 C T NPHS2 EX8E missense NM_014625.2 NP_055440.1 c.876G>A p.M292I | p.Met292Ile AATxATC - 7827 41 0 0% 19 5 20.80% NA. NA.

CC-X017 chr1 204124179 G A REN EX10E missense NM_000537.3 NP_000528.1 c.1186C>T p.R396C | p.Arg396Cys TACxCCG - 5972 40 0 0% 20 10 33.30% NA. NA.

CC-X017 chr1 228494689 C G OBSCN EX45 missense NM_052843.3 NP_443075.3 c.12014C>G p.A4005G | p.Ala4005Gly GGGxGGG + 84033 40 1 2.40% 26 3 10.30% NA. NA.

CC-X017 chr1 248224569 G T OR2L3 EX1E missense NM_001004687.1 NP_001004687.1 c.586G>T p.G196C | p.Gly196Cys GAGxGCA + 391192 26 0 0% 5 4 44.40% NA. NA.

CC-X017 chr1 248458181 T A OR2T12 EX1E nonsense NM_001004692.1 NP_001004692.1 c.700A>T p.K234* | p.Lys234* CCTxCTT - 127064 44 1 2.20% 37 4 9.70% NA. NA.

CC-X017 chr1 248458207 A T OR2T12 EX1E missense NM_001004692.1 NP_001004692.1 c.674T>A p.L225H | p.Leu225His ATGxGCA - 127064 45 1 2.10% 41 4 8.80% NA. NA.

CC-X017 chr2 10931994 C T PDIA6 EX6 missense NM_005742.2 NP_005733.1 c.511G>A p.D171N | p.Asp171Asn TATxAAA - 10130 40 0 0% 26 3 10.30% NA. NA.

CC-X017 chr2 23926672 G C KLHL29 EX13 missense NM_052920.1 NP_443152.1 c.2383G>C p.D795H | p.Asp795His TACxACC + 114818 33 0 0% 26 9 25.70% NA. NA.

CC-X017 chr2 54885142 A G SPTBN1 EX30 missense NM_003128.2 NP_003119.2 c.6202A>G p.T2068A | p.Thr2068Ala GCAxCCT + 6711 44 0 0% 22 8 26.60% NA. NA.

CC-X017 chr2 85892435 G A SFTPB EX7 missense NM_198843.2 NP_942140.2 c.685C>T p.R229W | p.Arg229Trp TCCxCTT - 6439 35 0 0% 14 15 51.70% NA. NA.

CC-X017 chr2 98409038 C T TMEM131 EX31 missense NM_015348.1 NP_056163.1 c.3955G>A p.E1319K | p.Glu1319Lys TTTxAGG - 23505 30 0 0% 31 5 13.80% NA. NA.

CC-X017 chr2 109383413 G A RANBP2 EX20 missense NM_006267.4 NP_006258.3 c.6418G>A p.E2140K | p.Glu2140Lys TTTxAGG + 5903 37 0 0% 32 6 15.70% NA. NA.

CC-X017 chr2 149539233 G C EPC2 EX11 missense NM_015630.3 NP_056445.3 c.1741G>C p.E581Q | p.Glu581Gln GAAxAGC + 26122 29 0 0% 25 7 21.80% NA. NA.

CC-X017 chr2 179497378 C T TTN EX235 missense NM_001267550.1 NP_001254479.1 c.43355G>A p.R14452K | p.Arg14452Lys AATxTGT - 7273 40 0 0% 35 6 14.60% NA. NA.

CC-X017 chr2 179530503 C T TTN EX164 missense NM_001267550.1 NP_001254479.1 c.35891G>A p.R11964Q | p.Arg11964Gln TCTxGAG - 7273 37 0 0% 36 4 10% NA. NA.

CC-X017 chr2 179575556 G A TTN EX98 missense NM_001267550.1 NP_001254479.1 c.28268C>T p.T9423I | p.Thr9423Ile TGTxTGC - 7273 38 0 0% 29 3 9.30% NA. NA.

CC-X017 chr2 179593497 G C TTN EX66 missense NM_001267550.1 NP_001254479.1 c.19156C>G p.Q6386E | p.Gln6386Glu TTTxAGC - 7273 42 0 0% 23 5 17.80% NA. NA.

CC-X017 chr2 182542525 G T NEUROD1 EX2E missense NM_002500.4 NP_002491.2 c.1063C>A p.H355N | p.His355Asn CATxAAA - 4760 33 0 0% 28 9 24.30% NA. NA.

CC-X017 chr3 20215777 C G SGOL1 EX6 missense NM_001199252.1 NP_001186181.1 c.1246G>C p.E416Q | p.Glu416Gln TCTxTTT - 151648 38 0 0% 27 5 15.60% NA. NA.

CC-X017 chr3 38161976 C G DLEC1 EX34 missense NM_007335.2 NP_031361.2 c.4742C>G p.S1581C | p.Ser1581Cys TCTxCTA + 9940 47 0 0% 24 4 14.20% NA. NA.

CC-X017 chr3 45542049 G A LARS2 EX15 missense NM_015340.3 NP_056155.1 c.1738G>A p.D580N | p.Asp580Asn CATxATC + 23395 43 0 0% 21 4 16% NA. NA.

CC-X017 chr3 49694802 C T BSN EX5 missense NM_003458.3 NP_003449.2 c.7813C>T p.R2605W | p.Arg2605Trp GCAxGGC + 8927 37 0 0% 27 13 32.50% NA. NA.

CC-X017 chr3 89390157 G A EPHA3 EX4 missense NM_005233.5 NP_005224.2 c.906G>A p.M302I | p.Met302Ile AATxAAC + 2042 41 0 0% 31 3 8.80% NA. NA.

CC-X017 chr3 101540689 G A NXPE3 EX8E nonsense NM_001134456.1 NP_001127928.1 c.1571G>A p.W524* | p.Trp524* CCTxGGA + 91775 44 0 0% 21 11 34.30% NA. NA.

CC-X017 chr3 124738335 C G HEG1 EX5 missense NM_020733.1 NP_065784.1 c.1359G>C p.E453D | p.Glu453Asp GATxTCT - 57493 33 0 0% 36 6 14.20% NA. NA.

CC-X017 chr3 130285960 G A COL6A6 EX4 missense NM_001102608.1 NP_001096078.1 c.1697G>A p.R566Q | p.Arg566Gln TCCxAGT + 131873 43 0 0% 21 4 16% NA. NA.

CC-X017 chr3 133647236 G A C3orf36 EX1E missense NM_025041.2 NP_079317.2 c.412C>T p.L138F | p.Leu138Phe AGAxAGA - 80111 31 0 0% 33 4 10.80% NA. NA.

CC-X017 chr3 167750501 C G GOLIM4 EX9 missense NM_014498.3 NP_055313.1 c.983G>C p.R328T | p.Arg328Thr TCTxTGC - 27333 36 0 0% 39 5 11.30% NA. NA.

CC-X017 chr3 171394572 G A PLD1 EX18 missense NM_002662.4 NP_002653.1 c.2048C>T p.S683F | p.Ser683Phe GCAxAGG - 5337 46 0 0% 25 3 10.70% NA. NA.

CC-X017 chr3 172025173 C T FNDC3B EX10 missense NM_022763.3 NP_073600.3 c.1082C>T p.S361F | p.Ser361Phe ATTxCGT + 64778 38 0 0% 36 7 16.20% NA. NA.

CC-X017 chr3 183209816 C A KLHL6 EX7E nonsense NM_130446.2 NP_569713.2 c.1765G>T p.E589* | p.Glu589* ACTxCTC - 89857 31 0 0% 28 6 17.60% NA. NA.

CC-X017 chr3 185783767 C T ETV5 EX8 missense NM_004454.2 NP_004445.1 c.745G>A p.E249K | p.Glu249Lys GTTxTGA - 2119 34 0 0% 27 5 15.60% NA. NA.

CC-X017 chr3 195507935 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.10516C>T p.P3506S | p.Pro3506Ser CAGxAAG - 4585 18 0 0% 13 4 23.50% NA. NA.

CC-X017 chr3 195516175 G A MUC4 EX2 missense NM_018406.6 NP_060876.5 c.2276C>T p.S759F | p.Ser759Phe GCAxAGG - 4585 25 0 0% 26 6 18.70% NA. NA.

CC-X017 chr4 2273443 G A ZFYVE28 EX11 missense NM_020972.2 NP_066023.2 c.2387C>T p.S796F | p.Ser796Phe GAGxATG - 57732 31 0 0% 34 6 15% NA. NA.

CC-X017 chr4 25363527 G A ZCCHC4 EX9 missense NM_024936.2 NP_079212.2 c.1058G>A p.R353Q | p.Arg353Gln GTCxAAA + 29063 34 0 0% 35 4 10.20% NA. NA.

CC-X017 chr4 47655647 G A CORIN EX13 missense NM_006587.2 NP_006578.2 c.1766C>T p.S589L | p.Ser589Leu CCTxAGC - 10699 45 0 0% 27 10 27% NA. NA.

CC-X017 chr4 48422432 C T SLAIN2 EX7 missense NM_020846.1 NP_065897.1 c.1651C>T p.R551C | p.Arg551Cys CCTxGCA + 57606 50 0 0% 21 6 22.20% NA. NA.

CC-X017 chr4 73012793 C G NPFFR2 EX4E missense NM_004885.2 NP_004876.2 c.833C>G p.S278C | p.Ser278Cys TGTxTCC + 10886 38 0 0% 40 5 11.10% NA. NA.

CC-X017 chr4 87656769 G A PTPN13 EX15 missense NM_080685.2 NP_542416.1 c.2174G>A p.R725K | p.Arg725Lys TTAxAAT + 5783 35 0 0% 42 12 22.20% NA. NA.

CC-X017 chr4 99338541 G A RAP1GDS1 EX9 missense NM_001100426.1 NP_001093896.1 c.934G>A p.E312K | p.Glu312Lys TTTxAAG + 5910 43 0 0% 35 4 10.20% NA. NA.

CC-X017 chr4 176561346 C T GPM6A IVS5 splice-3 NM_201591.2 NP_963885.1 c.619-1G>A . CAGxTGC - 2823 45 0 0% 16 7 30.40% NA. NA.

CC-X017 chr5 5462600 G C KIAA0947 EX13 missense NM_015325.2 NP_056140.1 c.3153G>C p.L1051F | p.Leu1051Phe ATTxAAA + 23379 39 0 0% 25 8 24.20% NA. NA.

CC-X017 chr5 16818160 G C MYO10 EX3 missense NM_012334.2 NP_036466.2 c.237C>G p.I79M | p.Ile79Met CATxATG - 4651 35 0 0% 20 4 16.60% NA. NA.

CC-X017 chr5 127648417 C A FBN2 EX37 missense NM_001999.3 NP_001990.2 c.4788G>T p.E1596D | p.Glu1596Asp GATxTCG - 2201 37 0 0% 18 6 25% NA. NA.

CC-X017 chr5 132159974 G A SHROOM1 EX7 missense NM_001172700.1 NP_001166171.1 c.1379C>T p.S460F | p.Ser460Phe ACAxAAC - 134549 35 0 0% 24 8 25% NA. NA.

CC-X017 chr5 149773037 C G TCOF1 EX22 missense NM_000356.3 NP_000347.2 c.3472C>G p.L1158V | p.Leu1158Val ACTxTGG + 6949 39 0 0% 23 8 25.80% NA. NA.

CC-X017 chr5 156479482 G A HAVCR1 EX4 missense NM_001173393.1 NP_001166864.1 c.563C>T p.T188M | p.Thr188Met CTCxTTG - 26762 31 0 0% 10 8 44.40% NA. NA.

CC-X017 chr5 156932807 C A ADAM19 EX11 nonsense NM_033274.3 NP_150377.1 c.1000G>T p.E334* | p.Glu334* TCTxGGA - 8728 33 0 0% 16 4 20% NA. NA.

CC-X017 chr6 7373998 C T CAGE1 EX5 missense NM_001170692.1 NP_001164163.1 c.1054G>A p.D352N | p.Asp352Asn CATxAAT - 285782 46 0 0% 27 6 18.10% NA. NA.

CC-X017 chr6 12719017 C T PHACTR1 EX3 missense NM_030948.2 NP_112210.1 c.41C>T p.S14F | p.Ser14Phe AGTxTGC + 221692 43 0 0% 16 6 27.20% NA. NA.

CC-X017 chr6 32026099 C T TNXB EX22 missense NM_019105.6 NP_061978.6 c.7561G>A p.E2521K | p.Glu2521Lys CCTxGGG - 7148 40 0 0% 12 7 36.80% NA. NA.

CC-X017 chr6 65016916 C T EYS EX30 nonsense NM_001142800.1 NP_001136272.1 c.6138G>A p.W2046* | p.Trp2046* TCTxCAG - 346007 29 0 0% 22 6 21.40% NA. NA.

CC-X017 chr6 88299660 G A RARS2 EX1 missense NM_020320.3 NP_064716.2 c.16C>T p.R6C | p.Arg6Cys GGCxAAA - 57038 41 0 0% 15 4 21% NA. NA.

CC-X017 chr6 97720683 G A MMS22L EX6 missense NM_198468.2 NP_940870.2 c.503C>T p.S168L | p.Ser168Leu ACTxAGG - 253714 46 0 0% 21 9 30% NA. NA.

CC-X017 chr6 117240344 G A RFX6 EX11 nonsense NM_173560.3 NP_775831.2 c.1067G>A p.W356* | p.Trp356* AGTxGGT + 222546 48 0 0% 27 5 15.60% NA. NA.

CC-X017 chr6 150343262 T C RAET1L EX2 missense NM_130900.2 NP_570970.2 c.203A>G p.N68S | p.Asn68Ser TTGxTGC - 154064 47 1 2% 26 4 13.30% NA. NA.

CC-X017 chr6 159052909 G A TMEM181 EX17E missense NM_020823.1 NP_065874.1 c.1828G>A p.D610N | p.Asp610Asn TCAxATA + 57583 38 0 0% 23 6 20.60% NA. NA.

CC-X017 chr7 4247866 G A SDK1 EX37 missense NM_152744.3 NP_689957.3 c.5350G>A p.A1784T | p.Ala1784Thr GCCxCCG + 221935 29 0 0% 22 3 12% NA. NA.

CC-X017 chr7 5942358 G C CCZ1 EX6 missense NM_015622.5 NP_056437.4 c.505G>C p.E169Q | p.Glu169Gln TTAxAGA + 51622 24 0 0% 9 3 25% NA. NA.

CC-X017 chr7 38781623 C G VPS41 EX25 missense NM_014396.3 NP_055211.2 c.2221G>C p.D741H | p.Asp741His AATxTCT - 27072 47 0 0% 14 8 36.30% NA. NA.

CC-X017 chr7 56446036 G A LOC100507369 EX2 missense XM_003118987.1 XP_003119035.1 c.260C>T p.S87F | p.Ser87Phe CAGxAGC - 100507369 28 0 0% 11 4 26.60% NA. NA.

CC-X017 chr7 66264332 C T RABGEF1 EX7 nonsense NM_014504.2 NP_055319.1 c.751C>T p.Q251* | p.Gln251* CCTxAGA + 27342 39 0 0% 28 4 12.50% NA. NA.

CC-X017 chr7 100842009 T A MOGAT3 EX4 missense NM_178176.2 NP_835470.1 c.391A>T p.S131C | p.Ser131Cys TGCxCTC - 346606 35 0 0% 13 4 23.50% NA. NA.

CC-X017 chr7 100842010 C G MOGAT3 EX4 missense NM_178176.2 NP_835470.1 c.390G>C p.E130D | p.Glu130Asp GCTxTCG - 346606 34 1 2.80% 13 4 23.50% NA. NA.

CC-X017 chr7 103275957 C A RELN EX19 nonsense NM_005045.3 NP_005036.2 c.2380G>T p.G794* | p.Gly794* CTCxTTC - 5649 43 0 0% 26 3 10.30% NA. NA.

CC-X017 chr7 105187367 C T RINT1 EX5 nonsense NM_021930.4 NP_068749.3 c.526C>T p.Q176* | p.Gln176* ATTxAGC + 60561 44 0 0% 17 6 26% NA. NA.

CC-X017 chr7 111580199 C T DOCK4 EX11 missense NM_014705.3 NP_055520.3 c.943G>A p.E315K | p.Glu315Lys TCTxTCC - 9732 36 0 0% 22 7 24.10% NA. NA.

CC-X017 chr8 28991609 G A KIF13B EX22 missense NM_015254.3 NP_056069.2 c.2732C>T p.S911F | p.Ser911Phe GAGxAGG - 23303 34 0 0% 25 7 21.80% NA. NA.

CC-X017 chr8 36768464 C T KCNU1 EX22 missense NM_001031836.2 NP_001027006.2 c.2348C>T p.S783F | p.Ser783Phe ATTxTGG + 157855 31 0 0% 25 4 13.70% NA. NA.

CC-X017 chr9 4286200 C A GLIS3 EX2 nonsense NM_001042413.1 NP_001035878.1 c.226G>T p.E76* | p.Glu76* TCTxAGC - 169792 43 0 0% 44 8 15.30% NA. NA.

CC-X017 chr9 14150159 G A NFIB EX5 missense NM_001190737.1 NP_001177666.1 c.791C>T p.S264F | p.Ser264Phe GAAxACA - 4781 37 0 0% 32 6 15.70% NA. NA.

CC-X017 chr9 27524450 G C IFNK EX1 missense NM_020124.2 NP_064509.2 c.116G>C p.R39T | p.Arg39Thr GAAxAGT + 56832 39 0 0% 45 9 16.60% NA. NA.

CC-X017 chr9 35685526 G A TPM2 EX4 missense NM_003289.3 NP_003280.2 c.397C>T p.R133W | p.Arg133Trp CCCxGTT - 7169 29 0 0% 18 33 64.70% NA. NA.

CC-X017 chr9 35736533 C T CREB3 EX9E missense NM_006368.4 NP_006359.3 c.926C>T p.S309F | p.Ser309Phe CTTxCTG + 10488 44 0 0% 42 4 8.60% NA. NA.

CC-X017 chr9 111714728 G C CTNNAL1 EX13 missense NM_003798.2 NP_003789.1 c.1676C>G p.S559C | p.Ser559Cys TCAxAGT - 8727 59 0 0% 16 6 27.20% NA. NA.

CC-X017 chr9 111753122 G A CTNNAL1 EX4 missense NM_003798.2 NP_003789.1 c.523C>T p.L175F | p.Leu175Phe CGAxAAC - 8727 43 0 0% 26 4 13.30% NA. NA.

CC-X017 chr9 125585331 C G PDCL EX3 missense NM_005388.4 NP_005379.3 c.318G>C p.Q106H | p.Gln106His TTTxTGT - 5082 39 0 0% 28 6 17.60% NA. NA.

CC-X017 chr9 129643149 G C ZBTB34 EX2E missense NM_001099270.1 NP_001092740.1 c.1459G>C p.D487H | p.Asp487His CTAxATT + 403341 37 0 0% 16 5 23.80% NA. NA.

CC-X017 chr9 132854572 G T GPR107 EX9 nonsense NM_001136557.1 NP_001130029.1 c.775G>T p.E259* | p.Glu259* GGAxAAA + 57720 43 0 0% 19 4 17.30% NA. NA.

CC-X017 chr10 16975218 C T CUBN EX40 missense NM_001081.3 NP_001072.2 c.5992G>A p.D1998N | p.Asp1998Asn TGTxAGG - 8029 29 0 0% 23 9 28.10% NA. NA.

CC-X017 chr10 55582493 G A PCDH15 EX33E missense NM_033056.3 NP_149045.3 c.4993C>T p.P1665S | p.Pro1665Ser TGGxAAA - 65217 38 0 0% 25 5 16.60% NA. NA.

CC-X017 chr10 88992724 G C FAM22A EX5 missense NM_001099338.1 NP_001092808.1 c.1716G>C p.Q572H | p.Gln572His CCAxAAA + 728118 47 0 0% 24 3 11.10% NA. NA.

CC-X017 chr10 102304797 C T HIF1AN EX4 nonsense NM_017902.2 NP_060372.2 c.667C>T p.Q223* | p.Gln223* GATxAGT + 55662 36 0 0% 30 7 18.90% NA. NA.

CC-X017 chr10 103542056 G A NPM3 EX4 missense NM_006993.2 NP_008924.1 c.377C>T p.S126L | p.Ser126Leu CCCxACT - 10360 33 0 0% 20 9 31% NA. NA.

CC-X017 chr10 112572649 G A RBM20 EX9 missense NM_001134363.1 NP_001127835.1 c.2494G>A p.D832N | p.Asp832Asn ACTxATA + 282996 42 0 0% 26 4 13.30% NA. NA.

CC-X017 chr10 135347317 G C CYP2E1 EX6 missense NM_000773.3 NP_000764.1 c.883G>C p.D295H | p.Asp295His GCCxACC + 1571 38 0 0% 35 3 7.80% NA. NA.

CC-X017 chr11 4929342 T A OR51A7 EX1E missense NM_001004749.1 NP_001004749.1 c.743T>A p.L248H | p.Leu248His TGCxCAC + 119687 38 0 0% 24 6 20% NA. NA.

CC-X017 chr11 5475001 G C OR51I2 EX1E missense NM_001004754.2 NP_001004754.1 c.283G>C p.D95H | p.Asp95His TTTxATG + 390064 45 0 0% 17 10 37% NA. NA.

CC-X017 chr11 10015500 G A SBF2 EX10 missense NM_030962.3 NP_112224.1 c.1021C>T p.P341S | p.Pro341Ser GTGxAGG - 81846 45 0 0% 17 8 32% NA. NA.

CC-X017 chr11 47447764 C T PSMC3 EX1 missense NM_002804.4 NP_002795.2 c.67G>A p.E23K | p.Glu23Lys CCTxATC - 5702 29 0 0% 29 4 12.10% NA. NA.

CC-X017 chr11 47447767 C T PSMC3 EX1 missense NM_002804.4 NP_002795.2 c.64G>A p.D22N | p.Asp22Asn CATxCCA - 5702 29 0 0% 29 5 14.70% NA. NA.

CC-X017 chr11 62996926 G C SLC22A25 EX1 missense NM_199352.3 NP_955384.3 c.199C>G p.L67V | p.Leu67Val TGAxGGT - 387601 45 0 0% 25 7 21.80% NA. NA.

CC-X017 chr11 64138867 C G RPS6KA4 EX17E missense NM_003942.2 NP_003933.1 c.2234C>G p.S745C | p.Ser745Cys GCTxCCC + 8986 10 0 0% 9 3 25% NA. NA.

CC-X017 chr11 67185037 G A CARNS1 EX3 missense NM_001166222.1 NP_001159694.1 c.163G>A p.E55K | p.Glu55Lys CCCxAGG + 57571 35 0 0% 17 11 39.20% NA. NA.

CC-X017 chr12 9098874 C G M6PR EX2 missense NM_002355.3 NP_002346.1 c.127G>C p.E43Q | p.Glu43Gln TCTxTGA - 4074 46 0 0% 33 3 8.30% NA. NA.



CC-X017 chr12 22676478 G C KIAA0528 EX7 missense NM_014802.1 NP_055617.1 c.682C>G p.L228V | p.Leu228Val CCAxATC - 9847 29 0 0% 8 4 33.30% NA. NA.

CC-X017 chr12 49498254 C T LMBR1L EX5 missense NM_018113.2 NP_060583.2 c.412G>A p.E138K | p.Glu138Lys CCTxAGA - 55716 43 0 0% 26 7 21.20% NA. NA.

CC-X017 chr12 56494884 C T ERBB3 EX27 missense NM_001982.3 NP_001973.2 c.3241C>T p.P1081S | p.Pro1081Ser CGTxCAG + 2065 36 0 0% 22 8 26.60% NA. NA.

CC-X017 chr12 58109720 G C OS9 EX6 missense NM_006812.3 NP_006803.1 c.757G>C p.E253Q | p.Glu253Gln CCTxAGG + 10956 41 0 0% 35 12 25.50% NA. NA.

CC-X017 chr12 95604507 C G FGD6 EX2 missense NM_018351.3 NP_060821.3 c.553G>C p.D185H | p.Asp185His CATxTTT - 55785 34 0 0% 36 4 10% NA. NA.

CC-X017 chr12 112654167 C T HECTD4 EX48 missense NM_001109662.3 NP_001103132.3 c.6992G>A p.R2331Q | p.Arg2331Gln GCTxGGC - 283450 36 0 0% 18 11 37.90% NA. NA.

CC-X017 chr12 113835004 C T SDS EX6 missense NM_006843.2 NP_006834.2 c.619G>A p.A207T | p.Ala207Thr CTGxGGT - 10993 49 0 0% 40 7 14.80% NA. NA.

CC-X017 chr13 61987804 G A PCDH20 EX2E missense NM_022843.3 NP_073754.2 c.428C>T p.S143L | p.Ser143Leu GCTxAAG - 64881 33 0 0% 28 9 24.30% NA. NA.

CC-X017 chr13 115047496 G C UPF3A EX2 missense NM_023011.3 NP_075387.1 c.208G>C p.V70L | p.Val70Leu CAGxTGG + 65110 19 0 0% 18 3 14.20% NA. NA.

CC-X017 chr14 23315028 C T MMP14 EX10E missense NM_004995.2 NP_004986.1 c.1529C>T p.S510L | p.Ser510Leu CATxGGG + 4323 38 0 0% 24 4 14.20% NA. NA.

CC-X017 chr14 23451336 G A AJUBA EX1 missense NM_032876.4 NP_116265.1 c.140C>T p.S47L | p.Ser47Leu CCTxACT - 84962 14 0 0% 16 4 20% NA. NA.

CC-X017 chr14 24684810 C G NEDD8-MDP1 EX4 missense NM_001199823.1 NP_001186752.1 c.208G>C p.E70Q | p.Glu70Gln CCTxAGG - 100528064 42 0 0% 15 5 25% NA. NA.

CC-X017 chr14 24684810 C G MDP1 EX3 missense NM_138476.3 NP_612485.2 c.157G>C p.E53Q | p.Glu53Gln CCTxAGG - 145553 42 0 0% 15 5 25% NA. NA.

CC-X017 chr14 72921277 G A RGS6 EX3 missense NM_001204423.1 NP_001191352.1 c.121G>A p.E41K | p.Glu41Lys ATTxAGG + 9628 45 0 0% 33 6 15.30% NA. NA.

CC-X017 chr14 74825032 C T VRTN EX2E missense NM_018228.2 NP_060698.2 c.1546C>T p.R516C | p.Arg516Cys GCCxGCA + 55237 31 0 0% 20 6 23% NA. NA.

CC-X017 chr14 77229325 G A VASH1 EX1 missense NM_014909.4 NP_055724.1 c.161G>A p.R54Q | p.Arg54Gln TGCxAGA + 22846 37 0 0% 23 4 14.80% NA. NA.

CC-X017 chr14 77843858 G A SAMD15 EX1 missense NM_001010860.1 NP_001010860.1 c.97G>A p.E33K | p.Glu33Lys TATxAAA + 161394 32 0 0% 30 3 9% NA. NA.

CC-X017 chr15 43815712 T A MAP1A EX4 missense NM_002373.5 NP_002364.5 c.2041T>A p.Y681N | p.Tyr681Asn TTTxACC + 4130 29 0 0% 20 10 33.30% NA. NA.

CC-X017 chr15 49575901 C T GALK2 EX7 missense NM_002044.2 NP_002035.1 c.742C>T p.R248W | p.Arg248Trp TGTxGGC + 2585 26 0 0% 23 3 11.50% NA. NA.

CC-X017 chr15 75798323 C G PTPN9 EX7 missense NM_002833.2 NP_002824.1 c.661G>C p.E221Q | p.Glu221Gln CCTxAGA - 5780 39 0 0% 40 8 16.60% NA. NA.

CC-X017 chr16 304506 G A ITFG3 EX3 missense NM_032039.2 NP_114428.1 c.94G>A p.E32K | p.Glu32Lys AATxAGG + 83986 40 0 0% 25 13 34.20% NA. NA.

CC-X017 chr16 1877711 G C FAHD1 EX1 missense NM_001018104.2 NP_001018114.1 c.481G>C p.E161Q | p.Glu161Gln GGTxAGA + 81889 34 0 0% 24 6 20% NA. NA.

CC-X017 chr16 1877819 G A FAHD1 EX1 missense NM_001018104.2 NP_001018114.1 c.589G>A p.G197R | p.Gly197Arg GTTxGAC + 81889 28 0 0% 36 5 12.10% NA. NA.

CC-X017 chr16 3080497 C T CCDC64B EX4 missense NM_001103175.1 NP_001096645.1 c.715G>A p.E239K | p.Glu239Lys CCTxGTG - 146439 30 0 0% 30 6 16.60% NA. NA.

CC-X017 chr16 14859247 C T LOC642799 EX8E missense XM_003118695.1 XP_003118743.1 c.1030C>T p.R344W | p.Arg344Trp CAGxGGA + 642799 37 1 2.60% 28 3 9.60% NA. NA.

CC-X017 chr16 15180052 G C RRN3 EX5 missense NM_018427.3 NP_060897.3 c.406C>G p.L136V | p.Leu136Val CAAxATT - 54700 42 0 0% 32 4 11.10% NA. NA.

CC-X017 chr16 23701217 G C PLK1 EX10E missense NM_005030.3 NP_005021.2 c.1645G>C p.A549P | p.Ala549Pro GCAxCCG + 5347 45 0 0% 26 6 18.70% NA. NA.

CC-X017 chr16 57552539 C T CCDC102A EX5 missense NM_033212.3 NP_149989.2 c.1036G>A p.E346K | p.Glu346Lys CCTxGCC - 92922 27 0 0% 24 4 14.20% NA. NA.

CC-X017 chr16 87730232 G A JPH3 EX5E missense NM_020655.2 NP_065706.2 c.2213G>A p.G738E | p.Gly738Glu TCGxAGT + 57338 33 0 0% 25 9 26.40% NA. NA.

CC-X017 chr17 3397721 G A ASPA EX6 missense NM_001128085.1 NP_001121557.1 c.712G>A p.E238K | p.Glu238Lys GGAxAAA + 443 31 0 0% 23 3 11.50% NA. NA.

CC-X017 chr17 5984341 G A WSCD1 EX2 missense NM_015253.1 NP_056068.1 c.363G>A p.M121I | p.Met121Ile CATxAGT + 23302 22 0 0% 19 4 17.30% NA. NA.

CC-X017 chr17 7749255 C T KDM6B EX5 missense NM_001080424.1 NP_001073893.1 c.203C>T p.S68F | p.Ser68Phe GTTxTGG + 23135 39 0 0% 12 5 29.40% NA. NA.

CC-X017 chr17 16667386 C T CCDC144A EX15 missense NM_014695.1 NP_055510.1 c.3995C>T p.S1332L | p.Ser1332Leu AGTxACC + 9720 34 0 0% 23 3 11.50% NA. NA.

CC-X017 chr17 16830192 C T TBC1D27 EX4 missense XM_003846282.1 XP_003846330.1 c.339G>A p.M113I | p.Met113Ile TCTxATG - 96597 38 0 0% 13 4 23.50% NA. NA.

CC-X017 chr17 27425146 C G MYO18A EX25 missense NM_078471.3 NP_510880.2 c.3967G>C p.E1323Q | p.Glu1323Gln TCTxAGC - 399687 31 0 0% 37 6 13.90% NA. NA.

CC-X017 chr17 38296830 C A CASC3 EX1 nonsense NM_007359.4 NP_031385.2 c.29C>A p.S10* | p.Ser10* CTTxGCA + 22794 16 0 0% 22 3 12% NA. NA.

CC-X017 chr17 73038627 G A ATP5H EX2 missense NM_006356.2 NP_006347.1 c.119C>T p.S40F | p.Ser40Phe CTGxAGG - 10476 44 0 0% 38 4 9.50% NA. NA.

CC-X017 chr17 73127355 C T NT5C EX2 missense NM_014595.2 NP_055410.1 c.196G>A p.E66K | p.Glu66Lys CTTxGTA - 30833 38 0 0% 23 6 20.60% NA. NA.

CC-X017 chr17 73897082 C T MRPL38 EX6 missense NM_032478.3 NP_115867.2 c.691G>A p.E231K | p.Glu231Lys ACTxAGC - 64978 23 0 0% 30 5 14.20% NA. NA.

CC-X017 chr17 79226463 C T SLC38A10 EX13 missense NM_001037984.1 NP_001033073.1 c.1477G>A p.E493K | p.Glu493Lys CCTxGCC - 124565 35 0 0% 28 10 26.30% NA. NA.

CC-X017 chr18 9535729 C T RALBP1 EX10E missense NM_006788.3 NP_006779.1 c.1762C>T p.R588C | p.Arg588Cys CTGxGCG + 10928 38 0 0% 15 18 54.50% NA. NA.

CC-X017 chr18 19359603 G C MIB1 EX6 missense NM_020774.2 NP_065825.1 c.865G>C p.D289H | p.Asp289His ATTxATG + 57534 47 0 0% 21 3 12.50% NA. NA.

CC-X017 chr18 50994336 G A DCC EX25 missense NM_005215.3 NP_005206.2 c.3692G>A p.R1231Q | p.Arg1231Gln CCCxGGC + 1630 43 0 0% 21 10 32.20% NA. NA.

CC-X017 chr18 56182226 C T ALPK2 EX10 missense NM_052947.3 NP_443179.3 c.6028G>A p.E2010K | p.Glu2010Lys ACTxAGG - 115701 35 0 0% 29 5 14.70% NA. NA.

CC-X017 chr18 67833341 C T RTTN EX14 missense NM_173630.3 NP_775901.3 c.1886G>A p.R629Q | p.Arg629Gln ACTxGTG - 25914 34 0 0% 40 8 16.60% NA. NA.

CC-X017 chr19 5212086 C T PTPRS EX32 missense NM_002850.3 NP_002841.3 c.4945G>A p.V1649M | p.Val1649Met CCAxGGC - 5802 36 0 0% 18 10 35.70% NA. NA.

CC-X017 chr19 16000453 G C CYP4F2 EX7 nonsense NM_001082.3 NP_001073.3 c.698C>G p.S233* | p.Ser233* TTTxATA - 8529 44 0 0% 21 3 12.50% NA. NA.

CC-X017 chr19 23544324 C G ZNF91 EX4E missense NM_003430.2 NP_003421.2 c.1457G>C p.G486A | p.Gly486Ala TCTxCAG - 7644 31 0 0% 21 4 16% NA. NA.

CC-X017 chr19 33502623 G C RHPN2 EX6 missense NM_033103.4 NP_149094.3 c.555C>G p.F185L | p.Phe185Leu GAAxAAT - 85415 26 0 0% 38 4 9.50% NA. NA.

CC-X017 chr19 38125980 G A ZFP30 EX6E missense NM_014898.2 NP_055713.1 c.1462C>T p.H488Y | p.His488Tyr AATxAAT - 22835 41 1 2.30% 50 10 16.60% NA. NA.

CC-X017 chr19 38262209 G A ZNF573 EX3 missense NM_001172690.1 NP_001166161.1 c.197C>T p.S66L | p.Ser66Leu AGTxATA - 126231 51 0 0% 38 4 9.50% NA. NA.

CC-X017 chr19 49132219 C T SPHK2 EX7E missense NM_020126.4 NP_064511.2 c.1154C>T p.P385L | p.Pro385Leu AACxTGC + 56848 44 0 0% 45 6 11.70% NA. NA.

CC-X017 chr19 49675309 C T TRPM4 EX9 missense NM_017636.3 NP_060106.2 c.1094C>T p.S365F | p.Ser365Phe ATTxTTC + 54795 36 0 0% 29 6 17.10% NA. NA.

CC-X017 chr19 50963409 C A MYBPC2 EX24 missense NM_004533.3 NP_004524.3 c.2904C>A p.F968L | p.Phe968Leu TTTxGTC + 4606 29 0 0% 34 4 10.50% NA. NA.

CC-X017 chr19 52537670 C G ZNF432 EX5E missense NM_014650.2 NP_055465.1 c.1262G>C p.R421T | p.Arg421Thr TTTxTCT - 9668 42 1 2.30% 46 8 14.80% NA. NA.

CC-X017 chr19 53304242 G A ZNF28 EX4E missense NM_006969.3 NP_008900.3 c.856C>T p.L286F | p.Leu286Phe AGAxGGA - 7576 44 0 0% 45 8 15% NA. NA.

CC-X017 chr19 54695378 G T TSEN34 EX2 nonsense NM_024075.3 NP_076980.2 c.163G>T p.E55* | p.Glu55* CCCxAAG + 79042 15 0 0% 22 7 24.10% NA. NA.

CC-X017 chr19 55451208 C G NLRP7 EX4 missense NM_001127255.1 NP_001120727.1 c.979G>C p.E327Q | p.Glu327Gln CCTxCTC - 199713 31 0 0% 44 5 10.20% NA. NA.

CC-X017 chr19 55452851 C T NLRP7 EX2 missense NM_001127255.1 NP_001120727.1 c.229G>A p.E77K | p.Glu77Lys TCTxTTC - 199713 35 0 0% 25 4 13.70% NA. NA.

CC-X017 chr19 58572998 G T ZNF135 EX2 missense NM_007134.1 NP_009065.1 c.120G>T p.W40C | p.Trp40Cys GTGxGGG + 7694 38 0 0% 21 24 53.30% NA. NA.

CC-X017 chr20 5545671 G A GPCPD1 EX15 missense NM_019593.3 NP_062539.1 c.1321C>T p.L441F | p.Leu441Phe TAAxAGA - 56261 42 0 0% 42 6 12.50% NA. NA.

CC-X017 chr20 23064924 C T CD93 EX1 missense NM_012072.3 NP_036204.2 c.1906G>A p.E636K | p.Glu636Lys TCTxAGC - 22918 41 0 0% 49 5 9.20% NA. NA.

CC-X017 chr20 44180679 C T WFDC8 EX6 missense NM_181510.2 NP_852611.2 c.712G>A p.D238N | p.Asp238Asn GGTxCAT - 90199 52 0 0% 35 4 10.20% NA. NA.

CC-X017 chr21 30434687 G A CCT8 EX10 missense NM_006585.2 NP_006576.2 c.1058C>T p.S353L | p.Ser353Leu TCTxAGA - 10694 27 0 0% 36 4 10% NA. NA.

CC-X017 chr21 31768730 C T KRTAP13-1 EX1E missense NM_181599.2 NP_853630.2 c.326C>T p.S109F | p.Ser109Phe GCTxCCT + 140258 31 0 0% 36 4 10% NA. NA.

CC-X017 chr21 34906967 C G GART EX4 missense NM_001136005.1 NP_001129477.1 c.334G>C p.E112Q | p.Glu112Gln ACTxTTT - 2618 25 0 0% 26 3 10.30% NA. NA.

CC-X017 chr21 34907033 C A GART EX4 nonsense NM_001136005.1 NP_001129477.1 c.268G>T p.G90* | p.Gly90* CTCxTGC - 2618 31 0 0% 31 3 8.80% NA. NA.

CC-X017 chr21 40568852 G A BRWD1 EX41E missense NM_033656.3 NP_387505.1 c.6143C>T p.S2048F | p.Ser2048Phe ACAxAGG - 54014 37 0 0% 29 6 17.10% NA. NA.

CC-X017 chr21 40569275 G C BRWD1 EX41E nonsense NM_033656.3 NP_387505.1 c.5720C>G p.S1907* | p.Ser1907* TCTxAGT - 54014 35 0 0% 33 10 23.20% NA. NA.

CC-X017 chr21 46897833 C T COL18A1 EX7 missense NM_030582.3 NP_085059.2 c.1715C>T p.P572L | p.Pro572Leu CCCxAGG + 80781 33 0 0% 18 8 30.70% NA. NA.

CC-X017 chr22 41745149 A G ZC3H7B EX16 missense NM_017590.4 NP_060060.3 c.1792A>G p.T598A | p.Thr598Ala TCCxCCT + 23264 40 0 0% 33 5 13.10% NA. NA.

CC-X017 chrX 8522113 C A KAL1 EX9 missense NM_000216.2 NP_000207.2 c.1234G>T p.G412C | p.Gly412Cys CACxTTT - 3730 31 0 0% 17 5 22.70% NA. NA.

CC-X017 chrX 9914846 G T SHROOM2 EX10E missense NM_001649.2 NP_001640.1 c.4720G>T p.D1574Y | p.Asp1574Tyr GCGxACT + 357 44 0 0% 16 5 23.80% NA. NA.

CC-X017 chrX 24382453 G C FAM48B1 EX1E missense NM_001136234.1 NP_001129706.1 c.1576G>C p.A526P | p.Ala526Pro GCTxCTG + 100130302 22 0 0% 23 6 20.60% NA. NA.

CC-X017 chrX 53674371 C A HUWE1 EX6 missense NM_031407.5 NP_113584.3 c.291G>T p.L97F | p.Leu97Phe GTTxAAC - 10075 43 1 2.20% 24 3 11.10% NA. NA.

CC-X017 chrX 54585050 C T GNL3L EX15 missense NM_019067.5 NP_061940.1 c.1628C>T p.S543F | p.Ser543Phe CATxTGC + 54552 24 0 0% 10 5 33.30% NA. NA.

CC-X017 chrX 66765955 G A AR EX1 missense NM_000044.3 NP_000035.2 c.967G>A p.E323K | p.Glu323Lys GGCxAGA + 367 34 0 0% 29 3 9.30% NA. NA.

CC-X017 chrX 70783275 G A OGT EX18 missense NM_181673.2 NP_858059.1 c.2332G>A p.E778K | p.Glu778Lys ATTxAAA + 8473 40 0 0% 30 7 18.90% NA. NA.

CC-X017 chrX 79278612 G A TBX22 EX3 missense NM_001109878.1 NP_001103348.1 c.229G>A p.D77N | p.Asp77Asn AGCxACA + 50945 29 0 0% 26 3 10.30% NA. NA.

CC-X017 chrX 91132869 G A PCDH11X EX5 missense NM_032967.2 NP_116749.1 c.1630G>A p.D544N | p.Asp544Asn AAAxATA + 27328 43 0 0% 27 4 12.90% NA. NA.

CC-X017 chrX 107316003 C T VSIG1 EX4 missense NM_182607.4 NP_872413.1 c.509C>T p.P170L | p.Pro170Leu CCCxTGT + 340547 36 0 0% 21 11 34.30% NA. NA.

CC-X017 chrX 119004648 G A RNF113A EX1E missense NM_006978.2 NP_008909.1 c.929C>T p.A310V | p.Ala310Val TTCxCTG - 7737 39 0 0% 17 7 29.10% NA. NA.

CC-X017 chrX 135494455 G A GPR112 EX24 missense NM_153834.3 NP_722576.3 c.8967G>A p.M2989I | p.Met2989Ile GATxAAG + 139378 47 0 0% 28 3 9.60% NA. NA.

CC-X017 chrX 153222824 G A HCFC1 EX13 missense NM_005334.2 NP_005325.2 c.2294C>T p.T765M | p.Thr765Met GTCxTGC - 3054 32 0 0% 15 22 59.40% NA. NA.

CC-X017 chr7 27181595 C -CTT HOXA5 EX2E cds-del NM_019102.3 NP_061975.2 c.669_671delAAGp.R222[4>3] (std: p.R222[3] alt: p.R225del ) | p.Arg222[4>3] (std: p.Arg222[3] alt: p.Arg225del )TC.CT - 3202 31 0 0% 13 6 31.58% NA. NA.

CC-X017 chr10 91479302 T -C KIF20B EX13 frameshift NM_016195.2 NP_057279.2 c.1562delC p.S521Yfs*6 | p.Ser521Tyrfs*6 TT.AT + 9585 36 0 0% 32 3 8.57% NA. NA.

CC-X017 chr12 102028377 A -G MYBPC1 EX9 frameshift NM_002465.3 NP_002456.2 c.603delG p.R202Efs*18 | p.Arg202Glufs*18AA.AG + 4604 51 0 0% 45 3 6.25% NA. NA.

CC-X017 chr19 53015017 C -AG ZNF578 EX6E frameshift NM_001099694.1 NP_001093164.1c.1384AG[2>1] (std: c.1384AG[1] alt: c.1386_1387delAG )p.R462Sfs*9 | p.Arg462Serfs*9 AC.AG + 147660 38 0 0% 30 14 31.82% NA. NA.

CC-X017 chr22 45608149 T -GGA KIAA0930 EX1 cds-del NM_015264.1 NP_056079.1 c.73_75delTCC p.S25del | p.Ser25del AT.GC - 23313 30 0 0% 16 4 20% NA. NA.

CC-X018 chr1 3731994 C T CEP104 EX22E missense NM_014704.3 NP_055519.1 c.2750G>A p.S917N | p.Ser917Asn GAGxTCT - 9731 30 0 0% 22 4 15.30% NA. NA.

CC-X018 chr1 22178679 C T HSPG2 EX53 missense NM_005529.5 NP_005520.4 c.6772G>A p.E2258K | p.Glu2258Lys CCTxGGC - 3339 35 0 0% 27 4 12.90% NA. NA.

CC-X018 chr1 26872404 C T RPS6KA1 EX1 missense NM_001006665.1 NP_001006666.1 c.13C>T p.P5S | p.Pro5Ser GATxCCA + 6195 33 0 0% 17 5 22.70% NA. NA.

CC-X018 chr1 27105761 C T ARID1A EX20E missense NM_006015.4 NP_006006.3 c.5372C>T p.S1791L | p.Ser1791Leu TTTxAGG + 8289 35 0 0% 32 12 27.20% NA. NA.

CC-X018 chr1 27277986 G A C1orf172 EX2 missense NM_152365.2 NP_689578.2 c.886C>T p.R296C | p.Arg296Cys GGCxGCC - 126695 21 0 0% 28 7 20% NA. NA.

CC-X018 chr1 38289439 C G MTF1 EX8 missense NM_005955.2 NP_005946.2 c.1114G>C p.E372Q | p.Glu372Gln ATTxAAA - 4520 37 0 0% 42 15 26.30% NA. NA.

CC-X018 chr1 43392753 C T SLC2A1 EX10E missense NM_006516.2 NP_006507.2 c.1438G>A p.E480K | p.Glu480Lys CCTxGGG - 6513 28 0 0% 34 13 27.60% NA. NA.

CC-X018 chr1 90400230 C T LRRC8D EX3E missense NM_001134479.1 NP_001127951.1 c.1603C>T p.L535F | p.Leu535Phe TTTxTTC + 55144 40 0 0% 30 9 23% NA. NA.

CC-X018 chr1 92604951 G C BTBD8 EX6 missense NM_183242.3 NP_899065.2 c.797G>C p.G266A | p.Gly266Ala ATGxAGG + 284697 41 0 0% 34 10 22.70% NA. NA.

CC-X018 chr1 145367800 G A NBPF10 EX83 missense NM_001039703.4 NP_001034792.3 c.10396G>A p.D3466N | p.Asp3466Asn GAAxATC + 100132406 35 1 2.70% 63 5 7.30% NA. NA.

CC-X018 chr1 151259408 C T ZNF687 EX2 missense NM_020832.1 NP_065883.1 c.641C>T p.S214F | p.Ser214Phe TTTxTTC + 57592 30 0 0% 23 15 39.40% NA. NA.

CC-X018 chr1 153534019 C T S100A2 EX3E missense NM_005978.3 NP_005969.1 c.190G>A p.E64K | p.Glu64Lys TCTxATC - 6273 36 0 0% 33 9 21.40% NA. NA.

CC-X018 chr1 158449791 G A OR10R2 EX1E missense NM_001004472.1 NP_001004472.1 c.124G>A p.E42K | p.Glu42Lys GGTxAAA + 343406 32 0 0% 48 9 15.70% NA. NA.

CC-X018 chr1 160654735 C G CD48 EX2 missense NM_001256030.1 NP_001242959.1 c.327G>C p.M109I | p.Met109Ile CCTxATG - 962 35 0 0% 48 8 14.20% NA. NA.

CC-X018 chr1 176999958 G C ASTN1 EX4 missense NM_004319.1 NP_004310.1 c.996C>G p.I332M | p.Ile332Met GTTxATC - 460 37 0 0% 27 18 40% NA. NA.

CC-X018 chr1 183099634 G T LAMC1 EX19 nonsense NM_002293.3 NP_002284.3 c.3436G>T p.E1146* | p.Glu1146* ATTxAAA + 3915 37 0 0% 36 6 14.20% NA. NA.

CC-X018 chr1 197313551 G A CRB1 EX3 missense NM_201253.2 NP_957705.1 c.793G>A p.E265K | p.Glu265Lys GATxAGT + 23418 52 0 0% 44 8 15.30% NA. NA.

CC-X018 chr1 205892468 C T SLC26A9 EX15 missense NM_134325.2 NP_599152.2 c.1654G>A p.A552T | p.Ala552Thr TGGxGAT - 115019 38 0 0% 32 7 17.90% NA. NA.

CC-X018 chr1 207083662 G A FAIM3 EX5 missense NM_005449.4 NP_005440.1 c.734C>T p.S245F | p.Ser245Phe CCAxACT - 9214 19 0 0% 49 8 14% NA. NA.

CC-X018 chr1 214501060 G A SMYD2 EX7 missense NM_020197.2 NP_064582.2 c.698G>A p.G233E | p.Gly233Glu CGGxAGA + 56950 19 0 0% 37 6 13.90% NA. NA.

CC-X018 chr1 232943025 C G KIAA1383 EX1E missense NM_019090.2 NP_061963.2 c.2256C>G p.I752M | p.Ile752Met AATxAAT + 54627 29 0 0% 41 30 42.20% NA. NA.

CC-X018 chr1 232943282 C G KIAA1383 EX1E nonsense NM_019090.2 NP_061963.2 c.2513C>G p.S838* | p.Ser838* TCTxAGA + 54627 33 0 0% 38 23 37.70% NA. NA.

CC-X018 chr1 234527345 G A TARBP1 EX30E missense NM_005646.3 NP_005637.3 c.4844C>T p.S1615L | p.Ser1615Leu TGCxAGA - 6894 38 0 0% 30 10 25% NA. NA.

CC-X018 chr1 237608713 C T RYR2 EX14 missense NM_001035.2 NP_001026.2 c.1183C>T p.H395Y | p.His395Tyr CATxATG + 6262 34 0 0% 53 11 17.10% NA. NA.

CC-X018 chr1 240371960 G A FMN2 EX5 missense NM_020066.4 NP_064450.3 c.3848G>A p.R1283K | p.Arg1283Lys GTAxGAA + 56776 27 0 0% 30 10 25% NA. NA.

CC-X018 chr1 243328887 G T CEP170 EX13 nonsense NM_014812.2 NP_055627.2 c.2375C>A p.S792* | p.Ser792* CCTxAAT - 9859 35 1 2.70% 58 5 7.90% NA. NA.

CC-X018 chr1 247068898 C T AHCTF1 EX6 missense NM_015446.4 NP_056261.4 c.853G>A p.E285K | p.Glu285Lys TCTxAGG - 25909 30 0 0% 50 11 18% NA. NA.

CC-X018 chr1 247420091 G A VN1R5 EX1E missense NM_173858.1 NP_776257.1 c.718G>A p.D240N | p.Asp240Asn GGTxATT + 317705 30 0 0% 18 12 40% NA. NA.

CC-X018 chr2 20206015 C T MATN3 EX2 missense NM_002381.4 NP_002372.1 c.280G>A p.V94I | p.Val94Ile GTAxGCT - 4148 38 0 0% 22 14 38.80% NA. NA.

CC-X018 chr2 23865669 C T KLHL29 EX5 missense NM_052920.1 NP_443152.1 c.889C>T p.R297W | p.Arg297Trp CTGxGGA + 114818 17 0 0% 11 3 21.40% NA. NA.

CC-X018 chr2 32477658 T C NLRC4 EX3 missense NM_021209.4 NP_067032.3 c.92A>G p.N31S | p.Asn31Ser ACAxTCC - 58484 35 0 0% 21 12 36.30% NA. NA.

CC-X018 chr2 44047220 C T ABCG5 EX11 missense NM_022436.2 NP_071881.1 c.1483G>A p.E495K | p.Glu495Lys CCTxAGG - 64240 36 0 0% 32 9 21.90% NA. NA.

CC-X018 chr2 68358504 G C WDR92 EX8E missense NM_138458.3 NP_612467.1 c.940C>G p.L314V | p.Leu314Val GCAxAAG - 116143 33 0 0% 29 17 36.90% NA. NA.

CC-X018 chr2 97638015 C T FAM178B EX3 missense NM_001122646.2 NP_001116118.2 c.187G>A p.E63K | p.Glu63Lys CCTxCAG - 51252 27 0 0% 24 9 27.20% NA. NA.

CC-X018 chr2 98171581 C G ANKRD36B EX14 missense NM_025190.3 NP_079466.3 c.1113G>C p.K371N | p.Lys371Asn TGTxTTG - 57730 39 0 0% 39 15 27.70% NA. NA.

CC-X018 chr2 120658294 G A PTPN4 EX10 missense NM_002830.3 NP_002821.1 c.676G>A p.D226N | p.Asp226Asn AAGxATC + 5775 31 0 0% 25 5 16.60% NA. NA.

CC-X018 chr2 128775469 C T SAP130 EX3 missense NM_001145928.1 NP_001139400.1 c.211G>A p.D71N | p.Asp71Asn AATxTCG - 79595 26 0 0% 33 8 19.50% NA. NA.

CC-X018 chr2 131981176 C G POTEE EX2 missense NM_001083538.1 NP_001077007.1 c.529C>G p.L177V | p.Leu177Val GCTxTAC + 445582 27 0 0% 22 7 24.10% NA. NA.

CC-X018 chr2 132010593 G A POTEE EX13 missense NM_001083538.1 NP_001077007.1 c.1699G>A p.D567N | p.Asp567Asn GATxATG + 445582 64 0 0% 49 8 14% NA. NA.

CC-X018 chr2 153486405 C T FMNL2 EX20 nonsense NM_052905.3 NP_443137.2 c.2536C>T p.Q846* | p.Gln846* CTTxAGA + 114793 36 0 0% 32 11 25.50% NA. NA.

CC-X018 chr2 153575317 C T ARL6IP6 EX1 missense NM_152522.5 NP_689735.1 c.179C>T p.S60L | p.Ser60Leu TCTxGGC + 151188 23 0 0% 22 7 24.10% NA. NA.

CC-X018 chr2 153575479 C A ARL6IP6 EX1 nonsense NM_152522.5 NP_689735.1 c.341C>A p.S114* | p.Ser114* GCTxGCT + 151188 25 0 0% 21 4 16% NA. NA.

CC-X018 chr2 160604489 G A MARCH7 EX5 missense NM_022826.2 NP_073737.1 c.688G>A p.E230K | p.Glu230Lys AGAxAAT + 64844 28 0 0% 33 10 23.20% NA. NA.

CC-X018 chr2 166805997 G A TTC21B EX3 missense NM_024753.4 NP_079029.3 c.169C>T p.L57F | p.Leu57Phe GAAxAGC - 79809 34 0 0% 50 14 21.80% NA. NA.

CC-X018 chr2 170053496 G A LRP2 EX46 missense NM_004525.2 NP_004516.2 c.8623C>T p.R2875C | p.Arg2875Cys AGCxCCC - 4036 33 0 0% 23 5 17.80% NA. NA.

CC-X018 chr2 189867052 G A COL3A1 EX35 missense NM_000090.3 NP_000081.1 c.2420G>A p.G807E | p.Gly807Glu CAGxACC + 1281 33 0 0% 35 15 30% NA. NA.

CC-X018 chr2 189875477 G A COL3A1 EX50 missense NM_000090.3 NP_000081.1 c.4115G>A p.C1372Y | p.Cys1372Tyr ACTxCAA + 1281 39 0 0% 25 10 28.50% NA. NA.

CC-X018 chr2 240078360 G C HDAC4 EX7 missense NM_006037.3 NP_006028.2 c.721C>G p.L241V | p.Leu241Val TAAxAGG - 9759 33 0 0% 13 6 31.50% NA. NA.

CC-X018 chr3 4718341 G A ITPR1 EX23 missense NM_001168272.1 NP_001161744.1 c.2778G>A p.M926I | p.Met926Ile GATxACC + 3708 39 0 0% 30 8 21% NA. NA.

CC-X018 chr3 9959704 G C IL17RC EX3 missense NM_153461.3 NP_703191.1 c.438G>C p.Q146H | p.Gln146His CCAxAAG + 84818 38 0 0% 26 9 25.70% NA. NA.

CC-X018 chr3 32582588 G C DYNC1LI1 EX5 missense NM_016141.3 NP_057225.2 c.679C>G p.L227V | p.Leu227Val CCAxAGG - 51143 29 0 0% 35 4 10.20% NA. NA.

CC-X018 chr3 52266018 G A TWF2 EX3 missense NM_007284.3 NP_009215.1 c.224C>T p.S75L | p.Ser75Leu TGTxAGT - 11344 23 0 0% 24 4 14.20% NA. NA.

CC-X018 chr3 75786244 A T ZNF717 EX5E missense NM_001128223.1 NP_001121695.1 c.2530T>A p.C844S | p.Cys844Ser TACxTCT - 100131827 51 0 0% 40 4 9% NA. NA.

CC-X018 chr3 86115865 G A CADM2 EX10E missense NM_153184.3 NP_694854.2 c.1246G>A p.D416N | p.Asp416Asn GCTxATA + 253559 38 0 0% 37 11 22.90% NA. NA.

CC-X018 chr3 97591048 C T CRYBG3 EX4 missense NM_153605.3 NP_705833.3 c.1010C>T p.A337V | p.Ala337Val ATGxTTG + 131544 43 0 0% 31 7 18.40% NA. NA.

CC-X018 chr3 108369994 C T DZIP3 EX18 missense NM_014648.3 NP_055463.1 c.2018C>T p.S673L | p.Ser673Leu ACTxAAA + 9666 29 0 0% 29 9 23.60% NA. NA.

CC-X018 chr3 113514026 G A ATP6V1A EX10 missense NM_001690.3 NP_001681.2 c.1201G>A p.E401K | p.Glu401Lys AGAxAAG + 523 42 1 2.30% 18 10 35.70% NA. NA.

CC-X018 chr3 155208651 C G PLCH1 EX18 missense NM_001130960.1 NP_001124432.1 c.2278G>C p.D760H | p.Asp760His GGTxAAT - 23007 42 0 0% 33 10 23.20% NA. NA.

CC-X018 chr3 155232601 G C PLCH1 EX11 missense NM_001130960.1 NP_001124432.1 c.1507C>G p.Q503E | p.Gln503Glu TTTxAGA - 23007 23 0 0% 31 8 20.50% NA. NA.

CC-X018 chr3 165547790 C G BCHE EX2 missense NM_000055.2 NP_000046.1 c.1032G>C p.Q344H | p.Gln344His AATxTGG - 590 33 0 0% 41 11 21.10% NA. NA.

CC-X018 chr3 170819337 G C TNIK EX22 missense NM_015028.2 NP_055843.1 c.2492C>G p.S831C | p.Ser831Cys GAGxAGG - 23043 26 0 0% 39 12 23.50% NA. NA.

CC-X018 chr3 175473050 G C NAALADL2 EX13 missense NM_207015.2 NP_996898.2 c.2033G>C p.R678P | p.Arg678Pro TACxCCT + 254827 26 0 0% 36 12 25% NA. NA.

CC-X018 chr3 178951957 G A PIK3CA EX21E missense NM_006218.2 NP_006209.2 c.3012G>A p.M1004I | p.Met1004Ile AATxATG + 5290 37 0 0% 46 11 19.20% NA. NA.

CC-X018 chr3 196235165 C T C3orf43 EX3E missense NM_001077657.1 NP_001071125.1 c.238G>A p.V80I | p.Val80Ile TGAxGTA - 255798 32 0 0% 28 11 28.20% NA. NA.

CC-X018 chr4 119158207 G A NDST3 EX10 missense NM_004784.2 NP_004775.1 c.1950G>A p.M650I | p.Met650Ile TATxGAT + 9348 33 0 0% 21 10 32.20% NA. NA.

CC-X018 chr4 123161056 G A KIAA1109 EX27 missense NM_015312.3 NP_056127.2 c.4219G>A p.D1407N | p.Asp1407Asn AGTxATG + 84162 38 1 2.50% 22 15 40.50% NA. NA.

CC-X018 chr5 38950583 C T RICTOR EX31 missense NM_152756.3 NP_689969.2 c.3367G>A p.E1123K | p.Glu1123Lys TTTxAGA - 253260 30 0 0% 48 18 27.20% NA. NA.

CC-X018 chr5 54320634 C T GZMK EX2 missense NM_002104.2 NP_002095.1 c.211C>T p.R71W | p.Arg71Trp TATxGGT + 3003 31 0 0% 39 8 17% NA. NA.

CC-X018 chr5 55237431 C T IL6ST EX17E missense NM_002184.3 NP_002175.2 c.2236G>A p.E746K | p.Glu746Lys TTTxATC - 3572 30 0 0% 38 11 22.40% NA. NA.

CC-X018 chr5 55252021 C T IL6ST EX10 missense NM_002184.3 NP_002175.2 c.1099G>A p.E367K | p.Glu367Lys CTTxATA - 3572 43 0 0% 40 12 23% NA. NA.

CC-X018 chr5 64079694 G A CWC27 EX4 missense NM_005869.2 NP_005860.2 c.284G>A p.R95Q | p.Arg95Gln ATCxGAG + 10283 29 0 0% 50 14 21.80% NA. NA.

CC-X018 chr5 68709916 G A RAD17 EX16E missense NM_133339.1 NP_579917.1 c.1843G>A p.D615N | p.Asp615Asn GGAxATG + 5884 38 0 0% 36 9 20% NA. NA.

CC-X018 chr5 127654685 C T FBN2 EX35 missense NM_001999.3 NP_001990.2 c.4480G>A p.E1494K | p.Glu1494Lys ATTxATC - 2201 36 1 2.70% 29 11 27.50% NA. NA.

CC-X018 chr5 140594354 C T PCDHB13 EX1E missense NM_018933.2 NP_061756.1 c.659C>T p.S220F | p.Ser220Phe GCTxTCC + 56123 36 0 0% 29 5 14.70% NA. NA.

CC-X018 chr5 140720375 G A PCDHGA2 EX1 missense NM_018915.2 NP_061738.1 c.1837G>A p.E613K | p.Glu613Lys AGCxAGC + 56113 23 0 0% 23 4 14.80% NA. NA.

CC-X018 chr5 140764747 G A PCDHGA7 EX1 missense NM_018920.2 NP_061743.1 c.2281G>A p.A761T | p.Ala761Thr ACCxCGG + 56108 30 0 0% 20 9 31% NA. NA.

CC-X018 chr5 140788061 G T PCDHGB6 EX1 nonsense NM_018926.2 NP_061749.1 c.292G>T p.E98* | p.Glu98* AAAxAGA + 56100 34 0 0% 33 5 13.10% NA. NA.

CC-X018 chr5 140793127 G A PCDHGA10 EX1 missense NM_018913.2 NP_061736.1 c.385G>A p.D129N | p.Asp129Asn ACTxATA + 56106 34 0 0% 18 7 28% NA. NA.

CC-X018 chr5 169139157 C A DOCK2 EX17 missense NM_004946.2 NP_004937.1 c.1589C>A p.S530Y | p.Ser530Tyr TGTxCTA + 1794 23 0 0% 18 8 30.70% NA. NA.

CC-X018 chr5 169310028 G A FAM196B EX2 missense NM_001129891.1 NP_001123363.1 c.875C>T p.S292L | p.Ser292Leu AGTxAGC - 100131897 31 0 0% 26 3 10.30% NA. NA.

CC-X018 chr6 486680 C T EXOC2 EX28E missense NM_018303.5 NP_060773.3 c.2766G>A p.M922I | p.Met922Ile TTTxATC - 55770 31 0 0% 42 11 20.70% NA. NA.

CC-X018 chr6 15410566 C T JARID2 EX3 missense NM_004973.3 NP_004964.2 c.293C>T p.S98L | p.Ser98Leu CTTxAGA + 3720 29 0 0% 22 7 24.10% NA. NA.

CC-X018 chr6 15452340 C T JARID2 EX4 nonsense NM_004973.3 NP_004964.2 c.427C>T p.Q143* | p.Gln143* ACTxAGA + 3720 29 0 0% 27 10 27% NA. NA.

CC-X018 chr6 26405855 C T BTN3A1 EX2 nonsense NM_007048.5 NP_008979.3 c.64C>T p.Q22* | p.Gln22* CTTxAGC + 11119 32 0 0% 27 8 22.80% NA. NA.

CC-X018 chr6 27799044 C T HIST1H4K EX1E missense NM_003541.2 NP_003532.1 c.262G>A p.V88I | p.Val88Ile AGAxCAC - 8362 28 0 0% 31 8 20.50% NA. NA.

CC-X018 chr6 54806611 C T FAM83B EX5E nonsense NM_001010872.1 NP_001010872.1 c.2842C>T p.Q948* | p.Gln948* ATTxAGC + 222584 31 0 0% 35 19 35.10% NA. NA.

CC-X018 chr6 65301324 G C EYS EX26 nonsense NM_001142800.1 NP_001136272.1 c.4436C>G p.S1479* | p.Ser1479* CTTxAAA - 346007 34 1 2.80% 38 9 19.10% NA. NA.

CC-X018 chr6 76591524 C G MYO6 EX23 nonsense NM_004999.3 NP_004990.3 c.2405C>G p.S802* | p.Ser802* TCTxAGT + 4646 30 0 0% 35 7 16.60% NA. NA.

CC-X018 chr6 91296552 C G MAP3K7 EX1 missense NM_145331.2 NP_663304.1 c.51G>C p.E17D | p.Glu17Asp CATxTCA - 6885 28 0 0% 11 5 31.20% NA. NA.

CC-X018 chr6 107391801 C G BEND3 EX5E missense NM_001080450.2 NP_001073919.1 c.594G>C p.K198N | p.Lys198Asn CATxTTC - 57673 29 0 0% 17 5 22.70% NA. NA.



CC-X018 chr6 123539768 C T TRDN EX41E missense NM_006073.3 NP_006064.2 c.2168G>A p.G723E | p.Gly723Glu TGTxCTG - 10345 34 0 0% 16 9 36% NA. NA.

CC-X018 chr6 129636737 G A LAMA2 EX25 missense NM_000426.3 NP_000417.2 c.3672G>A p.M1224I | p.Met1224Ile GATxAGA + 3908 26 0 0% 27 12 30.70% NA. NA.

CC-X018 chr7 31862717 G A PDE1C EX15 missense NM_001191058.1 NP_001177987.1 c.1732C>T p.R578W | p.Arg578Trp CCCxATT - 5137 35 0 0% 39 8 17% NA. NA.

CC-X018 chr7 48338020 C G ABCA13 EX23 missense NM_152701.3 NP_689914.2 c.9257C>G p.S3086C | p.Ser3086Cys GCTxTTC + 154664 40 0 0% 29 9 23.60% NA. NA.

CC-X018 chr7 55468889 C T LANCL2 EX5 missense NM_018697.3 NP_061167.1 c.701C>T p.S234L | p.Ser234Leu AATxGGG + 55915 38 0 0% 25 7 21.80% NA. NA.

CC-X018 chr7 70800643 G A WBSCR17 EX2 missense NM_022479.1 NP_071924.1 c.346G>A p.E116K | p.Glu116Lys CATxAGA + 64409 31 0 0% 27 8 22.80% NA. NA.

CC-X018 chr7 87848242 C T SRI EX2 missense NM_003130.3 NP_003121.1 c.67G>A p.G23R | p.Gly23Arg CTCxGGG - 6717 29 0 0% 36 7 16.20% NA. NA.

CC-X018 chr7 89909144 G A C7orf63 EX12 missense NM_001039706.2 NP_001034795.2 c.1309G>A p.E437K | p.Glu437Lys GAAxAAT + 79846 37 0 0% 29 11 27.50% NA. NA.

CC-X018 chr7 91714951 C T AKAP9 EX36 missense NM_005751.4 NP_005742.4 c.8975C>T p.S2992L | p.Ser2992Leu TCTxATC + 10142 26 0 0% 52 7 11.80% NA. NA.

CC-X018 chr7 91730324 C T AKAP9 EX45 missense NM_005751.4 NP_005742.4 c.11051C>T p.S3684F | p.Ser3684Phe ACTxTTT + 10142 39 0 0% 42 10 19.20% NA. NA.

CC-X018 chr7 91731953 C T AKAP9 EX46 missense NM_005751.4 NP_005742.4 c.11143C>T p.L3715F | p.Leu3715Phe GCTxTCA + 10142 33 0 0% 47 6 11.30% NA. NA.

CC-X018 chr7 92732791 C T SAMD9 EX3E missense NM_017654.3 NP_060124.2 c.2620G>A p.E874K | p.Glu874Lys GTTxTTT - 54809 46 0 0% 40 13 24.50% NA. NA.

CC-X018 chr7 100682111 G C MUC17 EX3 missense NM_001040105.1 NP_001035194.1 c.7414G>C p.E2472Q | p.Glu2472Gln TCTxAGG + 140453 42 0 0% 36 5 12.10% NA. NA.

CC-X018 chr7 107756483 C T LAMB4 EX3 missense NM_007356.2 NP_031382.2 c.158G>A p.R53K | p.Arg53Lys GCTxTGC - 22798 38 1 2.50% 10 12 54.50% NA. NA.

CC-X018 chr7 127014462 G A ZNF800 EX5 missense NM_176814.3 NP_789784.2 c.928C>T p.H310Y | p.His310Tyr TATxAAC - 168850 24 0 0% 24 11 31.40% NA. NA.

CC-X018 chr7 151935799 A G MLL3 EX15 missense NM_170606.2 NP_733751.2 c.2645T>C p.I882T | p.Ile882Thr TTGxTGC - 58508 69 1 1.40% 53 5 8.60% NA. NA.

CC-X018 chr8 578689 G A LOC100996633 EX3E missense XM_003846332.1 XP_003846380.1 c.595C>T p.H199Y | p.His199Tyr GATxAGA - 100996633 31 0 0% 22 7 24.10% NA. NA.

CC-X018 chr8 42819515 G C HOOK3 EX9 missense NM_032410.3 NP_115786.1 c.677G>C p.R226T | p.Arg226Thr AAAxACT + 84376 38 0 0% 29 4 12.10% NA. NA.

CC-X018 chr8 57025629 C T MOS EX1E missense NM_005372.1 NP_005363.1 c.913G>A p.E305K | p.Glu305Lys CCTxGAA - 4342 27 0 0% 12 5 29.40% NA. NA.

CC-X018 chr8 113267525 G C CSMD3 EX62 missense NM_198123.1 NP_937756.1 c.9994C>G p.Q3332E | p.Gln3332Glu CTTxACA - 114788 35 0 0% 40 17 29.80% NA. NA.

CC-X018 chr8 143958154 G A CYP11B1 EX4 missense NM_000497.3 NP_000488.3 c.743C>T p.T248I | p.Thr248Ile CTGxTCC - 1584 41 1 2.30% 32 4 11.10% NA. NA.

CC-X018 chr9 117998 G T FOXD4 EX1E missense NM_207305.4 NP_997188.2 c.122C>A p.A41E | p.Ala41Glu GCCxCCT - 2298 24 0 0% 40 4 9% NA. NA.

CC-X018 chr9 27157883 C T TEK EX2 missense NM_000459.3 NP_000450.2 c.107C>T p.S36F | p.Ser36Phe TATxTGA + 7010 29 0 0% 19 11 36.60% NA. NA.

CC-X018 chr9 78796359 G C PCSK5 EX16 missense NM_001190482.1 NP_001177411.1 c.2049G>C p.K683N | p.Lys683Asn CAAxAAG + 5125 33 0 0% 25 18 41.80% NA. NA.

CC-X018 chr9 90745308 C T SPATA31C2 EX4E missense NM_001166137.1 NP_001159609.1 c.2644G>A p.D882N | p.Asp882Asn CATxTGG - 645961 33 0 0% 18 8 30.70% NA. NA.

CC-X018 chr9 101747904 C T COL15A1 EX3 missense NM_001855.3 NP_001846.3 c.158C>T p.S53L | p.Ser53Leu CCTxGTC + 1306 36 0 0% 24 10 29.40% NA. NA.

CC-X018 chr9 134736013 C T MED27 EX8E missense NM_004269.3 NP_004260.2 c.848G>A p.R283H | p.Arg283His CAGxGCT - 9442 30 0 0% 28 3 9.60% NA. NA.

CC-X018 chr10 29784072 G C SVIL EX19 missense NM_021738.2 NP_068506.2 c.3703C>G p.P1235A | p.Pro1235Ala TGGxTGA - 6840 33 1 2.90% 12 7 36.80% NA. NA.

CC-X018 chr10 55581904 G A PCDH15 EX33E missense NM_033056.3 NP_149045.3 c.5582C>T p.S1861F | p.Ser1861Phe ATAxAGG - 65217 21 0 0% 21 15 41.60% NA. NA.

CC-X018 chr10 75523260 G A SEC24C EX8 missense NM_004922.3 NP_004913.2 c.1000G>A p.E334K | p.Glu334Lys ATTxAAG + 9632 32 0 0% 17 10 37% NA. NA.

CC-X018 chr10 100174828 C T PYROXD2 EX1 missense NM_032709.2 NP_116098.2 c.65G>A p.R22Q | p.Arg22Gln TCTxGTC - 84795 51 0 0% 25 8 24.20% NA. NA.

CC-X018 chr10 104620107 C T C10orf32 EX2 nonsense NM_001136200.1 NP_001129672.1 c.160C>T p.R54* | p.Arg54* GCTxGAA + 119032 26 0 0% 22 10 31.20% NA. NA.

CC-X018 chr10 127731687 C G ADAM12 EX18 missense NM_003474.4 NP_003465.3 c.2035G>C p.E679Q | p.Glu679Gln CCTxGCA - 8038 34 0 0% 24 11 31.40% NA. NA.

CC-X018 chr11 4621826 C T TRIM68 EX7E missense NM_018073.6 NP_060543.5 c.1138G>A p.D380N | p.Asp380Asn GGTxTAC - 55128 14 0 0% 20 6 23% NA. NA.

CC-X018 chr11 5152960 G A OR52A5 EX1E missense NM_001005160.2 NP_001005160.1 c.913C>T p.H305Y | p.His305Tyr TATxGTC - 390054 37 0 0% 18 12 40% NA. NA.

CC-X018 chr11 5443956 C G OR51Q1 EX1E missense NM_001004757.2 NP_001004757.1 c.526C>G p.L176V | p.Leu176Val CTTxTCT + 390061 42 0 0% 11 4 26.60% NA. NA.

CC-X018 chr11 46776482 C T CKAP5 EX36 missense NM_001008938.3 NP_001008938.1 c.4825G>A p.E1609K | p.Glu1609Lys TCTxGTC - 9793 38 0 0% 29 8 21.60% NA. NA.

CC-X018 chr11 47264412 C G ACP2 EX10 missense NM_001610.2 NP_001601.1 c.1000G>C p.D334H | p.Asp334His TGTxACT - 53 19 0 0% 15 11 42.30% NA. NA.

CC-X018 chr11 47266390 C T ACP2 EX7 nonsense NM_001610.2 NP_001601.1 c.668G>A p.W223* | p.Trp223* GCCxAGG - 53 27 0 0% 32 8 20% NA. NA.

CC-X018 chr11 55541066 C G OR5D13 EX1E missense NM_001001967.1 NP_001001967.1 c.153C>G p.I51M | p.Ile51Met CATxAGA + 390142 22 0 0% 28 8 22.20% NA. NA.

CC-X018 chr11 66099911 C T RIN1 EX10E missense NM_004292.2 NP_004283.2 c.2188G>A p.E730K | p.Glu730Lys GCTxCTC - 9610 34 0 0% 22 13 37.10% NA. NA.

CC-X018 chr11 95509088 G A FAM76B EX9 nonsense NM_144664.4 NP_653265.3 c.928C>T p.Q310* | p.Gln310* CCTxAAG - 143684 34 0 0% 28 11 28.20% NA. NA.

CC-X018 chr11 108788639 G A DDX10 EX17 missense NM_004398.2 NP_004389.2 c.2344G>A p.D782N | p.Asp782Asn GATxATG + 1662 43 0 0% 21 9 30% NA. NA.

CC-X018 chr12 15774346 C T EPS8 EX21E missense NM_004447.5 NP_004438.3 c.2374G>A p.E792K | p.Glu792Lys ACTxGGA - 2059 20 0 0% 22 10 31.20% NA. NA.

CC-X018 chr12 48440805 C T SENP1 EX16 missense NM_001267595.1 NP_001254524.1 c.1732G>A p.E578K | p.Glu578Lys ACTxTTT - 29843 33 0 0% 37 9 19.50% NA. NA.

CC-X018 chr12 51749610 C T GALNT6 EX11 missense NM_007210.3 NP_009141.2 c.1735G>A p.E579K | p.Glu579Lys CCTxGTC - 11226 38 0 0% 26 11 29.70% NA. NA.

CC-X018 chr12 53702232 C T AAAS EX12 missense NM_015665.5 NP_056480.1 c.1168G>A p.D390N | p.Asp390Asn CATxTGG - 8086 31 0 0% 19 11 36.60% NA. NA.

CC-X018 chr12 100451403 C T UHRF1BP1L EX15 missense NM_015054.1 NP_055869.1 c.3370G>A p.E1124K | p.Glu1124Lys CTTxCAA - 23074 36 0 0% 38 8 17.30% NA. NA.

CC-X018 chr12 100451410 C T UHRF1BP1L EX15 missense NM_015054.1 NP_055869.1 c.3363G>A p.M1121I | p.Met1121Ile TATxATG - 23074 38 0 0% 39 8 17% NA. NA.

CC-X018 chr12 100452087 C T UHRF1BP1L EX14 missense NM_015054.1 NP_055869.1 c.2968G>A p.G990R | p.Gly990Arg CTCxTGA - 23074 39 0 0% 33 9 21.40% NA. NA.

CC-X018 chr12 105527610 C G KIAA1033 EX14 missense NM_015275.1 NP_056090.1 c.1262C>G p.S421C | p.Ser421Cys TGTxTAA + 23325 25 0 0% 33 15 31.20% NA. NA.

CC-X018 chr12 109192801 C G SSH1 EX13 missense NM_018984.3 NP_061857.3 c.1324G>C p.E442Q | p.Glu442Gln ACTxAGA - 54434 32 0 0% 27 8 22.80% NA. NA.

CC-X018 chr12 112711540 G C HECTD4 EX11 missense NM_001109662.3 NP_001103132.3 c.1429C>G p.Q477E | p.Gln477Glu ACTxATC - 283450 27 0 0% 43 20 31.70% NA. NA.

CC-X018 chr12 123355579 C T VPS37B EX2 missense NM_024667.2 NP_078943.1 c.141G>A p.M47I | p.Met47Ile TGTxATT - 79720 30 0 0% 28 17 37.70% NA. NA.

CC-X018 chr12 130919350 C G RIMBP2 EX11 missense NM_015347.4 NP_056162.4 c.2131G>C p.D711H | p.Asp711His AGTxATA - 23504 29 0 0% 18 4 18.10% NA. NA.

CC-X018 chr13 23914882 C T SACS EX10E missense NM_014363.4 NP_055178.3 c.3133G>A p.E1045K | p.Glu1045Lys GTTxCTG - 26278 41 0 0% 30 8 21% NA. NA.

CC-X018 chr14 77843822 G A SAMD15 EX1 missense NM_001010860.1 NP_001010860.1 c.61G>A p.E21K | p.Glu21Lys CCTxAGA + 161394 28 0 0% 22 13 37.10% NA. NA.

CC-X018 chr14 93720025 G A BTBD7 EX7 nonsense NM_001002860.2 NP_001002860.2 c.1720C>T p.R574* | p.Arg574* GTCxAGG - 55727 31 0 0% 16 9 36% NA. NA.

CC-X018 chr14 105246551 C T AKT1 EX3 missense NM_005163.2 NP_005154.2 c.49G>A p.E17K | p.Glu17Lys ACTxCCC - 207 32 0 0% 20 4 16.60% NA. NA.

CC-X018 chr15 25932939 G A ATP10A EX16 nonsense NM_024490.3 NP_077816.1 c.3202C>T p.R1068* | p.Arg1068* ATCxGAA - 57194 27 0 0% 15 7 31.80% NA. NA.

CC-X018 chr15 43815959 C T MAP1A EX4 missense NM_002373.5 NP_002364.5 c.2288C>T p.P763L | p.Pro763Leu GCCxAGC + 4130 36 0 0% 24 5 17.20% NA. NA.

CC-X018 chr15 66786812 C G SNAPC5 EX3 missense NM_006049.2 NP_006040.1 c.259G>C p.E87Q | p.Glu87Gln CCTxTTC - 10302 31 0 0% 42 11 20.70% NA. NA.

CC-X018 chr15 72582510 C A CELF6 EX4 nonsense NM_052840.4 NP_443072.3 c.481G>T p.E161* | p.Glu161* CCTxGAT - 60677 23 0 0% 23 5 17.80% NA. NA.

CC-X018 chr15 75715015 C A SIN3A EX3 missense NM_001145358.1 NP_001138830.1 c.339G>T p.Q113H | p.Gln113His TCCxTGC - 25942 31 0 0% 34 6 15% NA. NA.

CC-X018 chr15 76225126 G A FBXO22 EX7E missense NM_147188.2 NP_671717.1 c.895G>A p.E299K | p.Glu299Lys GATxAGA + 26263 33 0 0% 30 12 28.50% NA. NA.

CC-X018 chr15 85326857 G C ZNF592 EX4 missense NM_014630.2 NP_055445.2 c.951G>C p.E317D | p.Glu317Asp AGAxAGT + 9640 41 0 0% 22 5 18.50% NA. NA.

CC-X018 chr16 3139483 C T ZSCAN10 EX5E missense NM_032805.1 NP_116194.1 c.1787G>A p.R596H | p.Arg596His TGGxGCG - 84891 10 0 0% 9 6 40% NA. NA.

CC-X018 chr16 3656670 G A SLX4 EX3 missense NM_032444.2 NP_115820.2 c.565C>T p.P189S | p.Pro189Ser GAGxAGG - 84464 32 0 0% 34 15 30.60% NA. NA.

CC-X018 chr16 4630030 G C C16orf96 EX7 missense NM_001145011.1 NP_001138483.1 c.2256G>C p.E752D | p.Glu752Asp TGAxAGA + 342346 25 0 0% 18 4 18.10% NA. NA.

CC-X018 chr16 19033011 A G TMC7 EX4 missense NM_024847.3 NP_079123.3 c.521A>G p.N174S | p.Asn174Ser TGAxTTT + 79905 39 0 0% 21 5 19.20% NA. NA.

CC-X018 chr16 19126094 A C ITPRIPL2 EX1E missense NM_001034841.3 NP_001030013.1 c.311A>C p.Y104S | p.Tyr104Ser GTTxCTA + 162073 19 0 0% 9 3 25% NA. NA.

CC-X018 chr16 30020400 C G DOC2A EX5 missense NM_003586.2 NP_003577.2 c.444G>C p.Q148H | p.Gln148His CCTxTGA - 8448 25 0 0% 20 6 23% NA. NA.

CC-X018 chr16 88494638 G A ZNF469 EX1 missense NM_001127464.1 NP_001120936.1 c.760G>A p.E254K | p.Glu254Lys GCCxAGC + 84627 21 0 0% 12 4 25% NA. NA.

CC-X018 chr16 89167544 A G ACSF3 EX3 missense NM_001243279.1 NP_001230208.1 c.455A>G p.Y152C | p.Tyr152Cys AGTxCCT + 197322 25 0 0% 18 7 28% NA. NA.

CC-X018 chr16 89789864 C G ZNF276 EX4 missense NM_001113525.1 NP_001106997.1 c.753C>G p.F251L | p.Phe251Leu CTTxTTG + 92822 31 0 0% 14 5 26.30% NA. NA.

CC-X018 chr16 89836269 C T FANCA EX26 missense NM_000135.2 NP_000126.2 c.2480G>A p.R827K | p.Arg827Lys TCCxTCG - 2175 27 0 0% 27 7 20.50% NA. NA.

CC-X018 chr17 6945942 G A SLC16A11 EX3 missense NM_153357.1 NP_699188.1 c.559C>T p.L187F | p.Leu187Phe GAAxAAG - 162515 29 0 0% 17 9 34.60% NA. NA.

CC-X018 chr17 10535929 C T MYH3 EX34 missense NM_002470.3 NP_002461.2 c.4820G>A p.R1607Q | p.Arg1607Gln CTCxGCA - 4621 20 0 0% 12 9 42.80% NA. NA.

CC-X018 chr17 27944540 C T CORO6 EX5 missense NM_032854.3 NP_116243.2 c.731G>A p.R244Q | p.Arg244Gln TCTxGCT - 84940 38 0 0% 23 12 34.20% NA. NA.

CC-X018 chr17 61787969 C T STRADA EX8 missense NM_001003787.2 NP_001003787.1 c.463G>A p.A155T | p.Ala155Thr TTGxAGA - 92335 35 0 0% 28 10 26.30% NA. NA.

CC-X018 chr17 76525574 C T DNAH17 EX22 missense NM_173628.3 NP_775899.3 c.3487G>A p.E1163K | p.Glu1163Lys TCTxCTC - 8632 33 0 0% 16 11 40.70% NA. NA.

CC-X018 chr18 67817929 G A RTTN EX15 missense NM_173630.3 NP_775901.3 c.1970C>T p.S657L | p.Ser657Leu AGTxAAG - 25914 35 0 0% 29 18 38.20% NA. NA.

CC-X018 chr19 1008719 C T GRIN3B EX7 missense NM_138690.1 NP_619635.1 c.2569C>T p.R857C | p.Arg857Cys TTCxGCC + 116444 24 0 0% 15 11 42.30% NA. NA.

CC-X018 chr19 1251848 C T MIDN EX4 missense NM_177401.4 NP_796375.3 c.332C>T p.S111L | p.Ser111Leu CCTxAAG + 90007 35 0 0% 36 8 18.10% NA. NA.

CC-X018 chr19 7547088 C T PEX11G EX3 missense NM_080662.3 NP_542393.1 c.259G>A p.A87T | p.Ala87Thr AGGxGTC - 92960 33 0 0% 15 6 28.50% NA. NA.

CC-X018 chr19 8922310 G A ZNF558 EX6E missense NM_144693.1 NP_653294.1 c.856C>T p.H286Y | p.His286Tyr TATxAAT - 148156 25 0 0% 29 10 25.60% NA. NA.

CC-X018 chr19 30313035 G C CCNE1 EX9 missense NM_001238.2 NP_001229.1 c.838G>C p.E280Q | p.Glu280Gln GCAxAGG + 898 40 0 0% 26 7 21.20% NA. NA.

CC-X018 chr19 34868692 G A GPI EX6 missense NM_000175.3 NP_000166.2 c.539G>A p.R180H | p.Arg180His CCCxCGT + 2821 26 0 0% 32 11 25.50% NA. NA.

CC-X018 chr19 38024275 G A ZNF793 EX7 missense NM_001013659.2 NP_001013681.2 c.208G>A p.E70K | p.Glu70Lys GGTxAGG + 390927 44 0 0% 24 10 29.40% NA. NA.

CC-X018 chr19 43920600 C G TEX101 EX7 missense NM_031451.4 NP_113639.4 c.338C>G p.S113C | p.Ser113Cys ACTxTTC + 83639 40 0 0% 27 6 18.10% NA. NA.

CC-X018 chr19 45975962 G A FOSB EX4E missense NM_006732.2 NP_006723.2 c.709G>A p.E237K | p.Glu237Lys GCGxAGG + 2354 22 0 0% 30 6 16.60% NA. NA.

CC-X018 chr19 51170110 C T SHANK1 EX22 missense NM_016148.2 NP_057232.2 c.5107G>A p.E1703K | p.Glu1703Lys CTTxGGC - 50944 28 0 0% 18 4 18.10% NA. NA.

CC-X018 chr19 53303302 C T ZNF28 EX4E missense NM_006969.3 NP_008900.3 c.1796G>A p.R599K | p.Arg599Lys ACTxTCT - 7576 27 0 0% 22 5 18.50% NA. NA.

CC-X018 chr19 54745682 C T LILRA6 EX4 missense NM_024318.2 NP_077294.2 c.428G>A p.R143Q | p.Arg143Gln CATxGGA - 79168 48 1 2% 33 6 15.30% NA. NA.

CC-X018 chr19 57325849 G C PEG3 EX10E missense NM_006210.2 NP_006201.1 c.3961C>G p.L1321V | p.Leu1321Val TAAxAAA - 5178 41 0 0% 28 5 15.10% NA. NA.

CC-X018 chr19 57723898 C T ZNF264 EX4E missense NM_003417.4 NP_003408.1 c.1433C>T p.T478I | p.Thr478Ile ACAxTGG + 9422 33 0 0% 29 7 19.40% NA. NA.

CC-X018 chr19 57867751 G C ZNF304 EX3E missense NM_020657.2 NP_065708.2 c.514G>C p.E172Q | p.Glu172Gln GAGxAAG + 57343 29 0 0% 27 4 12.90% NA. NA.

CC-X018 chr20 34081352 G A CEP250 EX23 missense NM_007186.3 NP_009117.2 c.2986G>A p.E996K | p.Glu996Lys CAAxAAG + 11190 26 0 0% 23 7 23.30% NA. NA.

CC-X018 chr20 44578141 C T ZNF335 EX25 missense NM_022095.3 NP_071378.1 c.3736G>A p.E1246K | p.Glu1246Lys CTTxAGG - 63925 33 0 0% 33 6 15.30% NA. NA.

CC-X018 chr20 54972385 G A CSTF1 EX3 missense NM_001324.2 NP_001315.1 c.292G>A p.E98K | p.Glu98Lys TCTxAGT + 1477 35 0 0% 27 14 34.10% NA. NA.

CC-X018 chr21 10920131 C G TPTE EX19 missense NM_199261.2 NP_954870.2 c.1123G>C p.D375H | p.Asp375His TATxTGT - 7179 73 0 0% 70 9 11.30% NA. NA.

CC-X018 chr21 17199405 C T USP25 EX14 missense NM_013396.3 NP_037528.3 c.1576C>T p.R526W | p.Arg526Trp TCCxGGA + 29761 31 0 0% 46 11 19.20% NA. NA.

CC-X018 chr21 31933461 G A KRTAP19-7 EX1E missense NM_181614.1 NP_853645.1 c.148C>T p.H50Y | p.His50Tyr GGTxGCA - 337974 29 0 0% 30 10 25% NA. NA.

CC-X018 chr22 18209737 G A BCL2L13 EX6E missense NM_001270726.1 NP_001257655.1 c.967G>A p.E323K | p.Glu323Lys AGTxAGA + 23786 39 0 0% 21 14 40% NA. NA.

CC-X018 chrX 11174670 C T ARHGAP6 EX10 missense NM_013427.2 NP_038286.2 c.1886G>A p.R629K | p.Arg629Lys CTTxTGA - 395 49 0 0% 28 14 33.30% NA. NA.

CC-X018 chrX 13337329 C T ATXN3L EX1E missense NM_001135995.1 NP_001129467.1 c.725G>A p.R242K | p.Arg242Lys TCTxTAT - 92552 42 0 0% 30 10 25% NA. NA.

CC-X018 chrX 18606189 C T CDKL5 EX9 nonsense NM_003159.2 NP_003150.1 c.670C>T p.Q224* | p.Gln224* ATTxAGA + 6792 35 0 0% 39 12 23.50% NA. NA.

CC-X018 chrX 45059980 G C CXorf36 EX1 missense NM_024689.2 NP_078965.2 c.92C>G p.S31C | p.Ser31Cys AAGxAGA - 79742 32 0 0% 27 7 20.50% NA. NA.

CC-X018 chrX 53592082 C T HUWE1 EX50 missense NM_031407.5 NP_113584.3 c.6826G>A p.E2276K | p.Glu2276Lys GCTxAGA - 10075 38 0 0% 22 14 38.80% NA. NA.

CC-X018 chrX 55513730 G A USP51 EX2E missense NM_201286.3 NP_958443.1 c.1643C>T p.S548L | p.Ser548Leu AGTxAGG - 158880 29 0 0% 28 10 26.30% NA. NA.

CC-X018 chrX 72667553 G T CDX4 EX1 missense NM_005193.1 NP_005184.1 c.464G>T p.S155I | p.Ser155Ile ACAxCCC + 1046 28 0 0% 19 5 20.80% NA. NA.

CC-X018 chrX 99551288 T A PCDH19 EX6E missense NM_001184880.1 NP_001171809.1 c.3434A>T p.D1145V | p.Asp1145Val ATAxCCT - 57526 33 0 0% 29 10 25.60% NA. NA.

CC-X018 chr8 41554040 A-GGCCGTTGT ANK1 EX27 cds-del NM_001142446.1 NP_001135918.1c.2915_2923delACAACGGCCp.H972_G974del | p.His972_Gly974delCA.GG - 286 19 0 0% 12 3 20% NA. NA.

CC-X018 chr8 117782578 T -C UTP23 EX2 frameshift NM_032334.2 NP_115710.2c.337C[2>1] (std: c.337C[1] alt: c.338delC )p.P113Lfs*15 | p.Pro113Leufs*15AT.CT + 84294 41 0 0% 34 13 27.66% NA. NA.

CC-X019 chr1 20140948 C T RNF186 EX1E missense NM_019062.1 NP_061935.1 c.647G>A p.R216K | p.Arg216Lys TCTxTGC - 54546 43 0 0% 29 9 23.60% NA. NA.

CC-X019 chr1 44437844 G A DPH2 EX5 missense NM_001384.4 NP_001375.2 c.1183G>A p.V395M | p.Val395Met CACxTGG + 1802 42 0 0% 23 6 20.60% NA. NA.

CC-X019 chr1 55603565 C T USP24 EX27 missense NM_015306.2 NP_056121.2 c.2941G>A p.E981K | p.Glu981Lys TTTxATT - 23358 35 0 0% 28 13 31.70% NA. NA.

CC-X019 chr1 70715715 C T SRSF11 EX11 missense NM_004768.3 NP_004759.1 c.1103C>T p.S368L | p.Ser368Leu GCTxACC + 9295 31 0 0% 23 7 23.30% NA. NA.

CC-X019 chr1 86919267 G A CLCA2 EX13 missense NM_006536.5 NP_006527.1 c.2371G>A p.D791N | p.Asp791Asn GAAxACT + 9635 48 0 0% 24 11 31.40% NA. NA.

CC-X019 chr1 91784940 G C HFM1 EX24 missense NM_001017975.3 NP_001017975.3 c.2590C>G p.Q864E | p.Gln864Glu CCTxAAT - 164045 28 0 0% 25 11 30.50% NA. NA.

CC-X019 chr1 109779100 C G SARS EX9 missense NM_006513.3 NP_006504.2 c.1187C>G p.S396C | p.Ser396Cys GTTxTAA + 6301 37 0 0% 19 13 40.60% NA. NA.

CC-X019 chr1 117146563 G A IGSF3 EX7 missense NM_001542.2 NP_001533.2 c.1367C>T p.T456M | p.Thr456Met GCCxTGC - 3321 37 1 2.60% 37 3 7.50% NA. NA.

CC-X019 chr1 150528786 C T ADAMTSL4 EX9 missense NM_019032.4 NP_061905.2 c.1520C>T p.P507L | p.Pro507Leu TTCxAGC + 54507 27 0 0% 23 12 34.20% NA. NA.

CC-X019 chr1 154995888 G A DCST2 EX13 missense NM_144622.2 NP_653223.2 c.1916C>T p.S639F | p.Ser639Phe ACGxAGC - 127579 49 0 0% 33 14 29.70% NA. NA.

CC-X019 chr1 155737242 C T GON4L EX20 missense NM_001037533.1 NP_001032622.1 c.2737G>A p.E913K | p.Glu913Lys GTTxTTC - 54856 53 0 0% 29 12 29.20% NA. NA.

CC-X019 chr1 156539186 C T IQGAP3 EX2 missense NM_178229.4 NP_839943.2 c.107G>A p.R36Q | p.Arg36Gln AGCxGGC - 128239 38 0 0% 23 6 20.60% NA. NA.

CC-X019 chr1 158606511 C G SPTA1 EX37 missense NM_003126.2 NP_003117.2 c.5230G>C p.D1744H | p.Asp1744His GATxTCT - 6708 36 0 0% 34 6 15% NA. NA.

CC-X019 chr1 161029469 C A ARHGAP30 EX2 missense NM_001025598.1 NP_001020769.1 c.135G>T p.E45D | p.Glu45Asp CTCxTCC - 257106 25 0 0% 29 8 21.60% NA. NA.

CC-X019 chr1 182569585 A T RGS16 EX5E missense NM_002928.3 NP_002919.3 c.451T>A p.C151S | p.Cys151Ser AGCxTGT - 6004 36 0 0% 32 4 11.10% NA. NA.

CC-X019 chr1 182791299 G A NPL EX11 missense NM_030769.2 NP_110396.1 c.703G>A p.E235K | p.Glu235Lys TTTxAAC + 80896 40 0 0% 33 6 15.30% NA. NA.

CC-X019 chr1 186647423 C T PTGS2 EX4 missense NM_000963.2 NP_000954.1 c.427G>A p.D143N | p.Asp143Asn CATxAGG - 5743 42 0 0% 23 13 36.10% NA. NA.

CC-X019 chr1 201291214 G A PKP1 EX9 missense NM_000299.3 NP_000290.2 c.1519G>A p.E507K | p.Glu507Lys ACCxAGA + 5317 38 0 0% 37 14 27.40% NA. NA.

CC-X019 chr1 202122939 C T PTPN7 EX7 missense NM_002832.3 NP_002823.3 c.946G>A p.E316K | p.Glu316Lys CTTxTGT - 5778 40 0 0% 29 12 29.20% NA. NA.

CC-X019 chr1 202301085 C T UBE2T EX7E missense NM_014176.3 NP_054895.1 c.472G>A p.D158N | p.Asp158Asn CATxAGC - 29089 31 0 0% 35 6 14.60% NA. NA.

CC-X019 chr1 202858118 G A RABIF EX1 missense NM_002871.4 NP_002862.2 c.109C>T p.L37F | p.Leu37Phe AGAxAGC - 5877 16 0 0% 25 4 13.70% NA. NA.

CC-X019 chr1 205119906 C T DSTYK EX11 missense NM_015375.2 NP_056190.1 c.2369G>A p.R790H | p.Arg790His GCAxGGT - 25778 37 0 0% 51 17 25% NA. NA.

CC-X019 chr1 207780619 C G CR1 EX28 missense NM_000573.3 NP_000564.2 c.4484C>G p.S1495C | p.Ser1495Cys CATxTAC + 1378 53 0 0% 38 12 24% NA. NA.

CC-X019 chr1 223567816 C A C1orf65 EX1E missense NM_152610.2 NP_689823.2 c.999C>A p.D333E | p.Asp333Glu GGAxAGC + 164127 28 0 0% 28 5 15.10% NA. NA.

CC-X019 chr1 225230684 G A DNAH14 EX13 missense NM_001373.1 NP_001364.1 c.1636G>A p.E546K | p.Glu546Lys GAAxAGT + 127602 37 0 0% 36 6 14.20% NA. NA.

CC-X019 chr1 226924627 C T ITPKB EX2 missense NM_002221.3 NP_002212.3 c.533G>A p.C178Y | p.Cys178Tyr GGGxACG - 3707 31 0 0% 20 8 28.50% NA. NA.

CC-X019 chr1 236718740 C T HEATR1 EX41 missense NM_018072.5 NP_060542.4 c.5779G>A p.D1927N | p.Asp1927Asn CATxTTC - 55127 51 0 0% 56 7 11.10% NA. NA.

CC-X019 chr1 244217529 G T ZNF238 EX2E missense NM_205768.2 NP_991331.1 c.453G>T p.E151D | p.Glu151Asp CGAxAGT + 10472 27 0 0% 41 4 8.80% NA. NA.

CC-X019 chr1 246810458 G A CNST EX9 missense NM_152609.2 NP_689822.2 c.955G>A p.G319S | p.Gly319Ser CTCxGCA + 163882 38 0 0% 27 26 49% NA. NA.

CC-X019 chr2 32842883 G A BIRC6 EX74E missense NM_016252.3 NP_057336.3 c.14486G>A p.R4829K | p.Arg4829Lys GCAxAGC + 57448 35 0 0% 31 6 16.20% NA. NA.

CC-X019 chr2 73800415 G C ALMS1 EX16 missense NM_015120.4 NP_055935.4 c.11414G>C p.R3805T | p.Arg3805Thr CCAxACG + 7840 28 0 0% 18 6 25% NA. NA.

CC-X019 chr2 84744981 G C DNAH6 EX2 missense NM_001370.1 NP_001361.1 c.31G>C p.D11H | p.Asp11His TTTxACC + 1768 50 1 1.90% 25 11 30.50% NA. NA.

CC-X019 chr2 112600998 C G ANAPC1 EX17 missense NM_022662.3 NP_073153.1 c.2031G>C p.W677C | p.Trp677Cys AGTxCAT - 64682 38 0 0% 29 16 35.50% NA. NA.

CC-X019 chr2 125521715 G A CNTNAP5 EX16 missense NM_130773.2 NP_570129.1 c.2521G>A p.E841K | p.Glu841Lys CTCxAAA + 129684 36 0 0% 23 8 25.80% NA. NA.

CC-X019 chr2 178969090 G C PDE11A EX2 missense NM_001077197.1 NP_001070665.1 c.101C>G p.S34C | p.Ser34Cys AAAxAGG - 50940 27 0 0% 28 13 31.70% NA. NA.

CC-X019 chr2 179536980 C T TTN EX155 missense NM_001267550.1 NP_001254479.1 c.34945G>A p.E11649K | p.Glu11649Lys CTTxAAG - 7273 46 0 0% 31 6 16.20% NA. NA.

CC-X019 chr2 201485964 G A AOX1 EX18 missense NM_001159.3 NP_001150.3 c.1996G>A p.D666N | p.Asp666Asn ACAxATA + 316 50 0 0% 39 13 25% NA. NA.

CC-X019 chr2 201873736 C T FAM126B EX7 missense NM_173822.3 NP_776183.1 c.490G>A p.D164N | p.Asp164Asn GATxACT - 285172 29 0 0% 37 8 17.70% NA. NA.

CC-X019 chr2 203847153 A C ALS2CR8 EX16 missense NM_024744.14 NP_079020.13 c.2048A>C p.H683P | p.His683Pro ACCxCTC + 79800 34 0 0% 21 8 27.50% NA. NA.

CC-X019 chr2 209153484 C G PIKFYVE EX7 missense NM_015040.3 NP_055855.2 c.853C>G p.L285V | p.Leu285Val CCTxTTT + 200576 40 0 0% 32 15 31.90% NA. NA.

CC-X019 chr2 239177578 G C PER2 EX7 missense NM_022817.2 NP_073728.1 c.810C>G p.F270L | p.Phe270Leu AAAxAAA - 8864 41 0 0% 35 8 18.60% NA. NA.

CC-X019 chr2 239177582 G A PER2 EX7 missense NM_022817.2 NP_073728.1 c.806C>T p.S269F | p.Ser269Phe AAAxATT - 8864 40 0 0% 37 8 17.70% NA. NA.

CC-X019 chr2 241465236 G C ANKMY1 EX6 missense NM_016552.2 NP_057636.2 c.934C>G p.L312V | p.Leu312Val GGAxAAG - 51281 40 0 0% 27 10 27% NA. NA.

CC-X019 chr2 242573079 C T THAP4 EX2 missense NM_015963.5 NP_057047.4 c.493G>A p.E165K | p.Glu165Lys GCTxCTG - 51078 40 0 0% 24 5 17.20% NA. NA.

CC-X019 chr3 4358126 G T SETMAR EX3E missense NM_006515.3 NP_006506.3 c.1251G>T p.L417F | p.Leu417Phe GTTxAGA + 6419 33 0 0% 14 10 41.60% NA. NA.

CC-X019 chr3 9959063 G C IL17RC EX1 missense NM_153461.3 NP_703191.1 c.64G>C p.E22Q | p.Glu22Gln CTGxAGA + 84818 30 0 0% 9 5 35.70% NA. NA.

CC-X019 chr3 44364679 G A TOPAZ1 EX18 missense NM_001145030.1 NP_001138502.1 c.4567G>A p.E1523K | p.Glu1523Lys GCAxAAT + 375337 41 0 0% 21 8 27.50% NA. NA.

CC-X019 chr3 45000756 G A ZDHHC3 EX2 missense NM_016598.2 NP_057682.1 c.173C>T p.A58V | p.Ala58Val TCCxCAT - 51304 45 1 2.10% 11 8 42.10% NA. NA.

CC-X019 chr3 50012755 G A RBM6 IVS4 splice-3 NM_005777.2 NP_005768.1 c.1414-1G>A . GCAxATT + 10180 29 0 0% 17 13 43.30% NA. NA.

CC-X019 chr3 97607257 G C CRYBG3 EX9 missense NM_153605.3 NP_705833.3 c.7362G>C p.E2454D | p.Glu2454Asp TGAxATT + 131544 37 0 0% 38 5 11.60% NA. NA.

CC-X019 chr3 98530077 C T DCBLD2 EX12 missense NM_080927.3 NP_563615.3 c.1537G>A p.D513N | p.Asp513Asn TATxAGG - 131566 36 0 0% 33 5 13.10% NA. NA.

CC-X019 chr3 123339072 C T MYLK EX32 missense NM_053025.3 NP_444253.3 c.5350G>A p.E1784K | p.Glu1784Lys TTTxTGC - 4638 27 0 0% 30 6 16.60% NA. NA.

CC-X019 chr3 128749700 G A CCDC48 EX3 missense NM_024768.2 NP_079044.2 c.1135G>A p.E379K | p.Glu379Lys GATxAAG + 79825 42 0 0% 23 8 25.80% NA. NA.

CC-X019 chr3 130380924 G A COL6A6 EX34 missense NM_001102608.1 NP_001096078.1 c.6274G>A p.E2092K | p.Glu2092Lys GGGxAAA + 131873 38 0 0% 40 4 9% NA. NA.

CC-X019 chr3 141328305 G A RASA2 EX22 missense NM_006506.2 NP_006497.2 c.2269G>A p.E757K | p.Glu757Lys AGAxAAA + 5922 37 0 0% 34 10 22.70% NA. NA.

CC-X019 chr3 154834668 A G MME EX7 missense NM_007289.2 NP_009220.2 c.547A>G p.T183A | p.Thr183Ala TGGxCAG + 4311 41 0 0% 27 4 12.90% NA. NA.

CC-X019 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 39 0 0% 30 8 21% NA. NA.

CC-X019 chr3 184019360 G A PSMD2 EX4 missense NM_002808.3 NP_002799.3 c.393G>A p.M131I | p.Met131Ile CATxACC + 5708 40 0 0% 30 9 23% NA. NA.

CC-X019 chr3 184021842 G A PSMD2 EX11 missense NM_002808.3 NP_002799.3 c.1431G>A p.M477I | p.Met477Ile CATxAGA + 5708 36 0 0% 52 10 16.10% NA. NA.

CC-X019 chr3 186769117 C T ST6GAL1 EX5 missense NM_173216.2 NP_775323.1 c.688C>T p.R230C | p.Arg230Cys ATTxGCC + 6480 39 0 0% 34 8 19% NA. NA.

CC-X019 chr3 193081991 G C ATP13A5 EX2 missense NM_198505.2 NP_940907.2 c.142C>G p.L48V | p.Leu48Val GCAxAAG - 344905 49 0 0% 41 10 19.60% NA. NA.

CC-X019 chr3 196921427 G C DLG1 EX5 missense NM_004087.2 NP_004078.2 c.352C>G p.Q118E | p.Gln118Glu CTTxAGG - 1739 42 1 2.30% 43 4 8.50% NA. NA.

CC-X019 chr4 76734409 T A USO1 EX24E missense NM_003715.2 NP_003706.1 c.2850T>A p.D950E | p.Asp950Glu TGAxGAA + 8615 39 0 0% 14 15 51.70% NA. NA.

CC-X019 chr4 87696415 G A PTPN13 EX34 missense NM_080685.2 NP_542416.1 c.5615G>A p.R1872Q | p.Arg1872Gln GACxAGT + 5783 37 0 0% 16 12 42.80% NA. NA.

CC-X019 chr4 120177653 C T USP53 EX8 missense NM_019050.2 NP_061923.2 c.544C>T p.R182W | p.Arg182Trp GTGxGGT + 54532 30 0 0% 15 4 21% NA. NA.



CC-X019 chr5 7695883 C G ADCY2 EX6 missense NM_020546.2 NP_065433.2 c.888C>G p.I296M | p.Ile296Met CATxGTT + 108 46 0 0% 42 9 17.60% NA. NA.

CC-X019 chr5 38407204 G A EGFLAM EX8 missense NM_001205301.1 NP_001192230.1 c.1103G>A p.R368Q | p.Arg368Gln CGCxATG + 133584 50 0 0% 38 11 22.40% NA. NA.

CC-X019 chr5 60448542 G C NDUFAF2 EX4E missense NM_174889.4 NP_777549.1 c.270G>C p.K90N | p.Lys90Asn AAAxAAT + 91942 50 0 0% 35 13 27% NA. NA.

CC-X019 chr5 74012479 G A HEXB EX9 missense NM_000521.3 NP_000512.1 c.1150G>A p.E384K | p.Glu384Lys CTAxAAT + 3074 50 0 0% 53 12 18.40% NA. NA.

CC-X019 chr5 96245440 C A ERAP2 EX15 missense NM_022350.3 NP_071745.1 c.2326C>A p.Q776K | p.Gln776Lys TCCxAGT + 64167 41 0 0% 21 8 27.50% NA. NA.

CC-X019 chr5 137290027 C T FAM13B EX14 missense NM_016603.2 NP_057687.2 c.1480G>A p.E494K | p.Glu494Lys ACTxAGA - 51306 28 0 0% 37 4 9.70% NA. NA.

CC-X019 chr5 137781429 G A REEP2 EX8E missense NM_016606.2 NP_057690.2 c.748G>A p.D250N | p.Asp250Asn GGCxACT + 51308 31 0 0% 44 5 10.20% NA. NA.

CC-X019 chr5 140730862 C G PCDHGB1 EX1 missense NM_018922.2 NP_061745.1 c.1035C>G p.F345L | p.Phe345Leu ATTxATG + 56104 40 0 0% 43 11 20.30% NA. NA.

CC-X019 chr5 140731431 C T PCDHGB1 EX1 missense NM_018922.2 NP_061745.1 c.1604C>T p.S535F | p.Ser535Phe GCTxCCC + 56104 28 0 0% 32 10 23.80% NA. NA.

CC-X019 chr5 140754227 G C PCDHGA6 EX1 missense NM_018919.2 NP_061742.1 c.577G>C p.E193Q | p.Glu193Gln CCGxAGC + 56109 61 0 0% 45 11 19.60% NA. NA.

CC-X019 chr5 140755145 G C PCDHGA6 EX1 missense NM_018919.2 NP_061742.1 c.1495G>C p.A499P | p.Ala499Pro GGGxCGC + 56109 37 0 0% 34 3 8.10% NA. NA.

CC-X019 chr5 140777941 G C PCDHGB5 EX1 missense NM_018925.2 NP_061748.1 c.247G>C p.E83Q | p.Glu83Gln GGGxAGT + 56101 39 0 0% 31 3 8.80% NA. NA.

CC-X019 chr5 140856247 G T PCDHGC3 EX1 missense NM_002588.2 NP_002579.2 c.564G>T p.E188D | p.Glu188Asp GGAxGAC + 5098 33 0 0% 22 6 21.40% NA. NA.

CC-X019 chr5 150227704 G A IRGM EX2E missense NM_001145805.1 NP_001139277.1 c.19G>A p.E7K | p.Glu7Lys GTTxAGA + 345611 33 0 0% 44 5 10.20% NA. NA.

CC-X019 chr5 156469666 G A HAVCR1 EX6 missense NM_001173393.1 NP_001166864.1 c.809C>T p.S270L | p.Ser270Leu TCTxAAG - 26762 34 0 0% 30 3 9% NA. NA.

CC-X019 chr5 157065319 G C SOX30 EX4 missense NM_178424.1 NP_848511.1 c.1799C>G p.P600R | p.Pro600Arg GCTxGAT - 11063 31 0 0% 36 4 10% NA. NA.

CC-X019 chr5 168114072 C T SLIT3 EX30 missense NM_003062.2 NP_003053.1 c.3226G>A p.D1076N | p.Asp1076Asn CATxATT - 6586 48 0 0% 32 8 20% NA. NA.

CC-X019 chr5 169446083 G A DOCK2 EX33 missense NM_004946.2 NP_004937.1 c.3352G>A p.E1118K | p.Glu1118Lys TGTxAAT + 1794 39 0 0% 26 8 23.50% NA. NA.

CC-X019 chr5 175395180 G C THOC3 EX1 missense NM_032361.2 NP_115737.1 c.32C>G p.S11W | p.Ser11Trp GCCxAGG - 84321 47 0 0% 71 6 7.70% NA. NA.

CC-X019 chr5 176001112 C T CDHR2 EX7 missense NM_001171976.1 NP_001165447.1 c.434C>T p.S145F | p.Ser145Phe TCTxCGT + 54825 30 0 0% 27 7 20.50% NA. NA.

CC-X019 chr5 179271183 C T C5orf45 EX4 missense NM_016175.3 NP_057259.2 c.260G>A p.G87E | p.Gly87Glu TGTxCCA - 51149 43 0 0% 23 18 43.90% NA. NA.

CC-X019 chr5 179545607 A C RASGEF1C IVS10 splice-5 NM_175062.3 NP_778232.2 c.1083+2T>G . CCTxCCT - 255426 25 0 0% 24 30 55.50% NA. NA.

CC-X019 chr6 10874421 G A GCM2 EX5E missense NM_004752.3 NP_004743.1 c.1328C>T p.S443L | p.Ser443Leu CCTxAAG - 9247 45 0 0% 31 8 20.50% NA. NA.

CC-X019 chr6 17764698 C G KIF13A EX37 missense NM_001105568.2 NP_001099038.1 c.4917G>C p.E1639D | p.Glu1639Asp TTTxTCA - 63971 36 0 0% 23 6 20.60% NA. NA.

CC-X019 chr6 25914844 G A SLC17A2 EX10 missense NM_005835.2 NP_005826.1 c.1118C>T p.S373L | p.Ser373Leu GATxATT - 10246 46 0 0% 33 7 17.50% NA. NA.

CC-X019 chr6 29430466 G A OR2H1 EX3E missense NM_030883.3 NP_112145.1 c.920G>A p.R307K | p.Arg307Lys AAAxAGA + 26716 38 0 0% 43 10 18.80% NA. NA.

CC-X019 chr6 29912042 G A HLA-A EX4 missense NM_001242758.1 NP_001229687.1 c.763G>A p.V255M | p.Val255Met CTCxTGG + 3105 44 1 2.20% 33 4 10.80% NA. NA.

CC-X019 chr6 30312973 G C RPP21 EX1 missense NM_001199120.1 NP_001186049.1 c.25G>C p.E9Q | p.Glu9Gln CGCxAGG + 79897 22 0 0% 14 7 33.30% NA. NA.

CC-X019 chr6 97679509 G A MMS22L EX13 missense NM_198468.2 NP_940870.2 c.1322C>T p.S441F | p.Ser441Phe CAAxAAA - 253714 37 1 2.60% 24 6 20% NA. NA.

CC-X019 chr6 133004355 G A VNN1 EX7E missense NM_004666.2 NP_004657.2 c.1466C>T p.S489L | p.Ser489Leu GATxAAG - 8876 48 0 0% 22 6 21.40% NA. NA.

CC-X019 chr6 157150430 C T ARID1B EX2 nonsense NM_020732.3 NP_065783.3 c.1612C>T p.Q538* | p.Gln538* TCTxAGC + 57492 39 0 0% 23 9 28.10% NA. NA.

CC-X019 chr6 165715468 G T C6orf118 EX2 missense NM_144980.3 NP_659417.2 c.343C>A p.H115N | p.His115Asn TGTxGAT - 168090 30 0 0% 10 6 37.50% NA. NA.

CC-X019 chr7 2951921 G A CARD11 EX23 missense NM_032415.4 NP_115791.3 c.3029C>T p.T1010I | p.Thr1010Ile CTTxTGA - 84433 44 0 0% 27 7 20.50% NA. NA.

CC-X019 chr7 44046934 G A SPDYE1 EX5 missense NM_175064.2 NP_778234.2 c.700G>A p.G234R | p.Gly234Arg TATxGGA + 285955 42 0 0% 38 5 11.60% NA. NA.

CC-X019 chr7 76957931 C G PION EX22 missense NM_017439.3 NP_059135.2 c.1757G>C p.R586T | p.Arg586Thr TTTxTTG - 54103 40 0 0% 71 8 10.10% NA. NA.

CC-X019 chr7 99144697 G A FAM200A EX2E missense NM_145111.3 NP_659802.1 c.1334C>T p.S445L | p.Ser445Leu AATxATT - 221786 33 1 2.90% 29 11 27.50% NA. NA.

CC-X019 chr7 99516983 G C TRIM4 EX1 missense NM_033017.3 NP_148977.2 c.42C>G p.I14M | p.Ile14Met GCAxATG - 89122 14 0 0% 16 10 38.40% NA. NA.

CC-X019 chr7 99702886 G A AP4M1 EX10 missense NM_004722.3 NP_004713.2 c.751G>A p.D251N | p.Asp251Asn GTCxATG + 9179 31 0 0% 27 6 18.10% NA. NA.

CC-X019 chr7 99755528 C T C7orf43 EX2 missense NM_018275.3 NP_060745.3 c.445G>A p.E149K | p.Glu149Lys CCTxATC - 55262 35 0 0% 26 18 40.90% NA. NA.

CC-X019 chr7 99769759 G C GPC2 EX6 missense NM_152742.1 NP_689955.1 c.974C>G p.S325W | p.Ser325Trp TCCxAGA - 221914 26 0 0% 25 4 13.70% NA. NA.

CC-X019 chr7 103018150 C A SLC26A5 EX18 nonsense NM_206883.2 NP_996766.1 c.1882G>T p.E628* | p.Glu628* TTTxCTC - 375611 32 0 0% 20 21 51.20% NA. NA.

CC-X019 chr7 105183086 G A RINT1 EX4 missense NM_021930.4 NP_068749.3 c.505G>A p.E169K | p.Glu169Lys ATTxAAG + 60561 29 0 0% 41 4 8.80% NA. NA.

CC-X019 chr7 138281250 C A SVOPL EX14 missense NM_001139456.1 NP_001132928.1 c.1379G>T p.G460V | p.Gly460Val GCCxCCA - 136306 39 0 0% 16 8 33.30% NA. NA.

CC-X019 chr7 138602625 C T KIAA1549 EX2 missense NM_001164665.1 NP_001158137.1 c.1747G>A p.V583I | p.Val583Ile TGAxGGC - 57670 35 0 0% 25 8 24.20% NA. NA.

CC-X019 chr8 3046503 C T CSMD1 EX35 missense NM_033225.5 NP_150094.5 c.5429G>A p.R1810K | p.Arg1810Lys CCTxTTC - 64478 33 0 0% 23 7 23.30% NA. NA.

CC-X019 chr8 16850585 G A FGF20 EX3E missense NM_019851.2 NP_062825.1 c.632C>T p.T211I | p.Thr211Ile CAAxTGT - 26281 57 0 0% 25 8 24.20% NA. NA.

CC-X019 chr8 38003964 T A STAR EX4 missense NM_000349.2 NP_000340.2 c.308A>T p.D103V | p.Asp103Val TTGxCCT - 6770 32 0 0% 13 9 40.90% NA. NA.

CC-X019 chr8 141856705 C G PTK2 EX6 missense NM_001199649.1 NP_001186578.1 c.523G>C p.E175Q | p.Glu175Gln TTTxTAG - 5747 37 0 0% 21 11 34.30% NA. NA.

CC-X019 chr9 12776021 G A LURAP1L EX1 missense NM_203403.1 NP_981948.1 c.307G>A p.E103K | p.Glu103Lys CAAxAGA + 286343 39 0 0% 30 4 11.70% NA. NA.

CC-X019 chr9 14859364 A T FREM1 EX5 missense NM_144966.5 NP_659403.4 c.448T>A p.L150M | p.Leu150Met ACAxGCC - 158326 36 0 0% 29 10 25.60% NA. NA.

CC-X019 chr9 20981598 G A FOCAD EX40 missense NM_017794.3 NP_060264.3 c.4551G>A p.M1517I | p.Met1517Ile CATxAAA + 54914 30 0 0% 22 16 42.10% NA. NA.

CC-X019 chr9 21974792 G A CDKN2A EX1 missense NM_000077.4 NP_000068.1 c.35C>T p.S12L | p.Ser12Leu GCCxAAG - 1029 8 0 0% 1 4 80% NA. NA.

CC-X019 chr9 34372195 C G KIAA1161 EX2E missense NM_020702.3 NP_065753.2 c.747G>C p.W249C | p.Trp249Cys GTTxCAG - 57462 30 0 0% 22 3 12% NA. NA.

CC-X019 chr9 37784828 G A EXOSC3 EX1 missense NM_016042.3 NP_057126.2 c.214C>T p.R72W | p.Arg72Trp GCCxAAG - 51010 33 1 2.90% 19 5 20.80% NA. NA.

CC-X019 chr9 78937997 G A PCSK5 EX31 missense NM_001190482.1 NP_001177411.1 c.4051G>A p.D1351N | p.Asp1351Asn GATxATA + 5125 45 0 0% 23 5 17.80% NA. NA.

CC-X019 chr9 79816280 G C VPS13A IVS2 splice-3 NM_033305.2 NP_150648.2 c.145-1G>C . GTAxAGT + 23230 40 1 2.40% 34 7 17% NA. NA.

CC-X019 chr9 105767112 G C CYLC2 EX4 missense NM_001340.3 NP_001331.1 c.316G>C p.E106Q | p.Glu106Gln GTCxAGG + 1539 38 0 0% 25 9 26.40% NA. NA.

CC-X019 chr9 123808585 C T C5 EX2 missense NM_001735.2 NP_001726.2 c.142G>A p.E48K | p.Glu48Lys CTTxAGT - 727 37 0 0% 22 14 38.80% NA. NA.

CC-X019 chr9 125901821 G C STRBP EX14 missense NM_018387.4 NP_060857.2 c.1484C>G p.S495C | p.Ser495Cys CTGxAGG - 55342 42 0 0% 22 7 24.10% NA. NA.

CC-X019 chr9 135553602 G A GTF3C4 EX2 missense NM_012204.2 NP_036336.2 c.596G>A p.R199K | p.Arg199Lys ACAxACT + 9329 41 0 0% 34 6 15% NA. NA.

CC-X019 chr9 136596452 C T SARDH EX4 missense NM_007101.3 NP_009032.2 c.665G>A p.R222K | p.Arg222Lys GCCxTGG - 1757 34 0 0% 42 5 10.60% NA. NA.

CC-X019 chr9 139906001 G C ABCA2 EX37 missense NM_212533.2 NP_997698.1 c.5747C>G p.S1916C | p.Ser1916Cys ATGxACC - 20 28 0 0% 15 12 44.40% NA. NA.

CC-X019 chr9 140351909 G C NELF EX3 missense NM_001130969.1 NP_001124441.1 c.578C>G p.S193C | p.Ser193Cys CCGxAGG - 26012 24 0 0% 14 14 50% NA. NA.

CC-X019 chr10 6005745 C T IL15RA EX4 missense NM_001256765.1 NP_001243694.1 c.601G>A p.V201M | p.Val201Met TCAxCCC - 3601 35 0 0% 20 11 35.40% NA. NA.

CC-X019 chr10 18280140 C T SLC39A12 EX8 missense NM_001145195.1 NP_001138667.1 c.1330C>T p.H444Y | p.His444Tyr GGTxATA + 221074 34 1 2.80% 18 3 14.20% NA. NA.

CC-X019 chr10 26589810 G A GAD2 EX16 missense NM_000818.2 NP_000809.1 c.1678G>A p.V560I | p.Val560Ile ATGxTCA + 2572 45 0 0% 37 8 17.70% NA. NA.

CC-X019 chr10 27529285 C A ACBD5 EX2 missense NM_145698.3 NP_663736.2 c.144G>T p.E48D | p.Glu48Asp CGCxTCA - 91452 35 0 0% 15 9 37.50% NA. NA.

CC-X019 chr10 49982588 C A WDFY4 EX14 missense NM_020945.1 NP_065996.1 c.2639C>A p.A880E | p.Ala880Glu AAGxAGG + 57705 42 0 0% 17 5 22.70% NA. NA.

CC-X019 chr10 70406686 G C TET1 EX4 missense NM_030625.2 NP_085128.2 c.4200G>C p.M1400I | p.Met1400Ile CATxAAC + 80312 37 0 0% 29 3 9.30% NA. NA.

CC-X019 chr10 70525816 A G CCAR1 EX17 missense NM_018237.2 NP_060707.2 c.2278A>G p.N760D | p.Asn760Asp GATxATA + 55749 33 0 0% 23 8 25.80% NA. NA.

CC-X019 chr10 71682504 G A COL13A1 EX22 missense NM_001130103.1 NP_001123575.1 c.1151G>A p.R384K | p.Arg384Lys GCAxAGG + 1305 37 0 0% 24 5 17.20% NA. NA.

CC-X019 chr10 74695476 C A PLA2G12B EX4E missense NM_032562.2 NP_115951.2 c.487G>T p.D163Y | p.Asp163Tyr TGTxAAC - 84647 39 0 0% 31 10 24.30% NA. NA.

CC-X019 chr10 74714335 G A PLA2G12B EX1 missense NM_032562.2 NP_115951.2 c.109C>T p.R37W | p.Arg37Trp GCCxAAG - 84647 38 0 0% 29 5 14.70% NA. NA.

CC-X019 chr10 105362286 C T SH3PXD2A EX14E missense NM_014631.2 NP_055446.2 c.2605G>A p.D869N | p.Asp869Asn CATxCAG - 9644 25 0 0% 24 4 14.20% NA. NA.

CC-X019 chr10 108412183 G A SORCS1 EX18 missense NM_001013031.2 NP_001013049.1 c.2432C>T p.A811V | p.Ala811Val TCCxCTG - 114815 35 0 0% 23 7 23.30% NA. NA.

CC-X019 chr11 8719092 G C ST5 EX20 missense NM_005418.3 NP_005409.3 c.3032C>G p.S1011C | p.Ser1011Cys TCAxAGT - 6764 27 0 0% 18 3 14.20% NA. NA.

CC-X019 chr11 30921175 C T DCDC5 EX15 missense NM_020869.3 NP_065920.2 c.1990G>A p.E664K | p.Glu664Lys TTTxTGC - 100506627 44 0 0% 19 6 24% NA. NA.

CC-X019 chr11 60538802 G T MS4A15 EX4 missense NM_001098835.1 NP_001092305.1 c.387G>T p.K129N | p.Lys129Asn GAAxAAC + 219995 41 0 0% 29 11 27.50% NA. NA.

CC-X019 chr11 64366290 C G SLC22A12 EX6 nonsense NM_144585.2 NP_653186.2 c.965C>G p.S322* | p.Ser322* TTTxAGC + 116085 40 0 0% 34 13 27.60% NA. NA.

CC-X019 chr11 70202282 C T PPFIA1 EX19 missense NM_003626.3 NP_003617.1 c.2504C>T p.T835M | p.Thr835Met AGAxGGA + 8500 44 0 0% 24 6 20% NA. NA.

CC-X019 chr11 71726571 C T NUMA1 EX15 missense NM_006185.2 NP_006176.2 c.1978G>A p.E660K | p.Glu660Lys TCTxAAC - 4926 35 0 0% 40 6 13% NA. NA.

CC-X019 chr11 73073274 C T ARHGEF17 EX13 missense NM_014786.3 NP_055601.2 c.4684C>T p.R1562C | p.Arg1562Cys CCTxGCT + 9828 10 0 0% 10 4 28.50% NA. NA.

CC-X019 chr11 89609025 G A TRIM64B EX1 missense NM_001164397.1 NP_001157869.1 c.161C>T p.S54L | p.Ser54Leu CACxAAG - 642446 53 0 0% 54 5 8.40% NA. NA.

CC-X019 chr11 89819380 A G UBTFL1 EX1E missense NM_001143975.1 NP_001137447.1 c.263A>G p.N88S | p.Asn88Ser TGAxCAA + 642623 46 1 2.10% 24 4 14.20% NA. NA.

CC-X019 chr11 92531304 G A FAT3 EX9 missense NM_001008781.2 NP_001008781.2 c.5125G>A p.D1709N | p.Asp1709Asn GGAxACA + 120114 39 0 0% 39 10 20.40% NA. NA.

CC-X019 chr11 93530797 G C MED17 EX8 missense NM_004268.4 NP_004259.3 c.1240G>C p.D414H | p.Asp414His TTTxATA + 9440 45 0 0% 35 6 14.60% NA. NA.

CC-X019 chr11 94231319 G A ANKRD49 EX3E missense NM_017704.2 NP_060174.2 c.341G>A p.R114Q | p.Arg114Gln ATCxAGC + 54851 38 0 0% 29 3 9.30% NA. NA.

CC-X019 chr11 94759818 G C KDM4E EX1E missense NM_001161630.1 NP_001155102.1 c.1097G>C p.R366T | p.Arg366Thr GAAxAGC + 390245 43 0 0% 43 8 15.60% NA. NA.

CC-X019 chr11 94760013 C T KDM4E EX1E missense NM_001161630.1 NP_001155102.1 c.1292C>T p.S431F | p.Ser431Phe CTTxCAC + 390245 38 0 0% 38 12 24% NA. NA.

CC-X019 chr11 129747246 C A NFRKB EX14 nonsense NM_006165.3 NP_006156.2 c.1621G>T p.E541* | p.Glu541* CCTxCCC - 4798 42 0 0% 13 10 43.40% NA. NA.

CC-X019 chr12 31242358 G A DDX11 EX8 missense NM_030653.3 NP_085911.2 c.814G>A p.V272M | p.Val272Met GACxTGA + 1663 45 0 0% 35 4 10.20% NA. NA.

CC-X019 chr12 31242362 A G DDX11 EX8 missense NM_030653.3 NP_085911.2 c.818A>G p.K273R | p.Lys273Arg TGAxAAG + 1663 43 0 0% 36 4 10% NA. NA.

CC-X019 chr12 50481188 C T SMARCD1 EX5 missense NM_003076.4 NP_003067.3 c.574C>T p.P192S | p.Pro192Ser AATxCGG + 6602 46 0 0% 29 10 25.60% NA. NA.

CC-X019 chr12 104111585 G A STAB2 EX44 missense NM_017564.9 NP_060034.9 c.4649G>A p.G1550E | p.Gly1550Glu ATGxAAA + 55576 39 0 0% 27 6 18.10% NA. NA.

CC-X019 chr12 117672391 C T NOS1 EX21 missense NM_000620.4 NP_000611.1 c.3214G>A p.E1072K | p.Glu1072Lys CCTxCAG - 4842 40 0 0% 27 7 20.50% NA. NA.

CC-X019 chr12 118105390 G A KSR2 EX5 nonsense NM_173598.4 NP_775869.3 c.973C>T p.Q325* | p.Gln325* GCTxAGA - 283455 30 0 0% 19 3 13.60% NA. NA.

CC-X019 chr12 118472864 G A WSB2 EX8 missense NM_018639.3 NP_061109.1 c.979C>T p.P327S | p.Pro327Ser TGGxAGT - 55884 30 0 0% 27 9 25% NA. NA.

CC-X019 chr13 20763582 C A GJB2 EX2E nonsense NM_004004.5 NP_003995.2 c.139G>T p.E47* | p.Glu47* GCTxATC - 2706 34 0 0% 23 10 30.30% NA. NA.

CC-X019 chr13 23913256 G A SACS EX10E missense NM_014363.4 NP_055178.3 c.4759C>T p.H1587Y | p.His1587Tyr TATxATT - 26278 43 0 0% 36 13 26.50% NA. NA.

CC-X019 chr13 36909940 G A SPG20 EX2 missense NM_001142294.1 NP_001135766.1 c.28C>T p.P10S | p.Pro10Ser CAGxTTC - 23111 50 0 0% 33 7 17.50% NA. NA.

CC-X019 chr13 70681647 C T KLHL1 EX1 missense NM_020866.2 NP_065917.1 c.185G>A p.R62K | p.Arg62Lys CTTxTCT - 57626 36 0 0% 21 6 22.20% NA. NA.

CC-X019 chr13 77742738 G A MYCBP2 EX40 missense NM_015057.4 NP_055872.4 c.5939C>T p.S1980L | p.Ser1980Leu ACTxACG - 23077 28 0 0% 30 10 25% NA. NA.

CC-X019 chr13 77837874 C A MYCBP2 EX10 missense NM_015057.4 NP_055872.4 c.1482G>T p.Q494H | p.Gln494His TTGxTGT - 23077 48 0 0% 32 3 8.50% NA. NA.

CC-X019 chr13 86369434 C T SLITRK6 EX2E missense NM_032229.2 NP_115605.2 c.1210G>A p.E404K | p.Glu404Lys CTTxTTC - 84189 43 0 0% 28 13 31.70% NA. NA.

CC-X019 chr13 111145621 G A COL4A2 EX39 missense NM_001846.2 NP_001837.2 c.3626G>A p.G1209E | p.Gly1209Glu CAGxATC + 1284 34 0 0% 21 8 27.50% NA. NA.

CC-X019 chr13 115047496 G C UPF3A EX2 missense NM_023011.3 NP_075387.1 c.208G>C p.V70L | p.Val70Leu CAGxTGG + 65110 31 0 0% 22 4 15.30% NA. NA.

CC-X019 chr14 24675747 C G TSSK4 EX2 missense NM_001184739.1 NP_001171668.1 c.258C>G p.I86M | p.Ile86Met CATxAAC + 283629 37 0 0% 23 8 25.80% NA. NA.

CC-X019 chr14 24839574 G A NFATC4 EX3 missense NM_001136022.1 NP_001129494.1 c.1159G>A p.E387K | p.Glu387Lys GCTxAGA + 4776 41 0 0% 23 4 14.80% NA. NA.

CC-X019 chr14 31066698 G C G2E3 EX7 missense NM_017769.3 NP_060239.2 c.601G>C p.E201Q | p.Glu201Gln AAAxAGA + 55632 47 0 0% 33 10 23.20% NA. NA.

CC-X019 chr14 31171579 G A SCFD1 EX17 nonsense NM_016106.3 NP_057190.2 c.1488G>A p.W496* | p.Trp496* GTGxAAG + 23256 38 0 0% 28 5 15.10% NA. NA.

CC-X019 chr14 53113179 C G ERO1L EX14 missense NM_014584.1 NP_055399.1 c.1126G>C p.E376Q | p.Glu376Gln CCTxCTG - 30001 25 0 0% 23 3 11.50% NA. NA.

CC-X019 chr14 80164033 G A NRXN3 EX15 missense NM_004796.4 NP_004787.2 c.2558G>A p.G853E | p.Gly853Glu AAGxACG + 9369 48 1 2% 38 7 15.50% NA. NA.

CC-X019 chr14 92253899 C G TC2N EX10 missense NM_152332.4 NP_689545.1 c.1120G>C p.E374Q | p.Glu374Gln CCTxAAG - 123036 43 0 0% 24 9 27.20% NA. NA.

CC-X019 chr14 105929854 G C MTA1 EX12 missense NM_004689.3 NP_004680.2 c.1042G>C p.E348Q | p.Glu348Gln GCTxAGA + 9112 22 0 0% 24 11 31.40% NA. NA.

CC-X019 chr15 69560711 C G GLCE EX5E missense NM_015554.1 NP_056369.1 c.982C>G p.Q328E | p.Gln328Glu GCTxAGC + 26035 33 0 0% 27 4 12.90% NA. NA.

CC-X019 chr15 74425108 C T ISLR2 EX4E missense NM_001130136.1 NP_001123608.1 c.13C>T p.R5W | p.Arg5Trp CTTxGGG + 57611 38 0 0% 18 5 21.70% NA. NA.

CC-X019 chr15 75500659 C T C15orf39 EX2 missense NM_015492.4 NP_056307.2 c.2270C>T p.S757L | p.Ser757Leu CTTxAGC + 56905 43 0 0% 23 5 17.80% NA. NA.

CC-X019 chr15 83346426 C T AP3B2 EX12 missense NM_004644.3 NP_004635.2 c.1375G>A p.D459N | p.Asp459Asn CATxACG - 8120 34 0 0% 16 19 54.20% NA. NA.

CC-X019 chr15 86123658 C G AKAP13 EX7 missense NM_006738.5 NP_006729.4 c.2359C>G p.L787V | p.Leu787Val TCTxTGG + 11214 36 0 0% 30 9 23% NA. NA.

CC-X019 chr15 86123719 C G AKAP13 EX7 missense NM_006738.5 NP_006729.4 c.2420C>G p.S807C | p.Ser807Cys CCTxCCA + 11214 35 0 0% 33 10 23.20% NA. NA.

CC-X019 chr16 2162394 G A PKD1 EX14 missense NM_001009944.2 NP_001009944.2 c.3242C>T p.S1081L | p.Ser1081Leu ACCxAGG - 5310 31 0 0% 20 8 28.50% NA. NA.

CC-X019 chr16 7645641 G A RBFOX1 EX8 missense NM_018723.3 NP_061193.2 c.559G>A p.E187K | p.Glu187Lys ATCxAGG + 54715 35 0 0% 18 7 28% NA. NA.

CC-X019 chr16 14029563 G A ERCC4 EX8 missense NM_005236.2 NP_005227.1 c.1774G>A p.E592K | p.Glu592Lys CTTxAAA + 2072 35 0 0% 19 11 36.60% NA. NA.

CC-X019 chr16 21730748 G A OTOA EX16 missense NM_144672.3 NP_653273.3 c.1729G>A p.D577N | p.Asp577Asn ATTxATG + 146183 41 0 0% 29 7 19.40% NA. NA.

CC-X019 chr16 24579211 C G RBBP6 EX16 missense NM_006910.4 NP_008841.2 c.2051C>G p.S684C | p.Ser684Cys TTTxCAG + 5930 35 0 0% 34 9 20.90% NA. NA.

CC-X019 chr16 25255355 C T ZKSCAN2 EX6 missense NM_001012981.4 NP_001012999.3 c.1732G>A p.E578K | p.Glu578Lys TCTxCTT - 342357 36 0 0% 22 11 33.30% NA. NA.

CC-X019 chr19 56669961 G A ZNF444 EX4 missense NM_018337.3 NP_060807.2 c.396G>A p.M132I | p.Met132Ile GATxATT + 55311 37 0 0% 26 4 13.30% NA. NA.

CC-X019 chr19 57932193 A G ZNF17 EX3E missense NM_006959.2 NP_008890.2 c.1333A>G p.N445D | p.Asn445Asp TGCxACA + 7565 37 0 0% 33 16 32.60% NA. NA.

CC-X019 chr19 58197933 C T ZNF551 EX3E missense NM_138347.4 NP_612356.2 c.290C>T p.P97L | p.Pro97Leu CACxCAC + 90233 35 0 0% 39 7 15.20% NA. NA.

CC-X019 chr19 58485719 C T C19orf18 EX1 missense NM_152474.4 NP_689687.1 c.82G>A p.D28N | p.Asp28Asn CATxTGC - 147685 45 0 0% 28 5 15.10% NA. NA.

CC-X019 chr19 58773678 T C ZNF544 EX7E missense NM_014480.2 NP_055295.2 c.1706T>C p.I569T | p.Ile569Thr GAAxTCA + 27300 40 0 0% 40 6 13% NA. NA.

CC-X019 chr20 23965950 G A GGTLC1 EX6E missense NM_178311.2 NP_842563.1 c.581C>T p.S194F | p.Ser194Phe GTGxACG - 92086 62 0 0% 24 3 11.10% NA. NA.

CC-X019 chr20 29976878 G T DEFB119 EX2E missense NM_153323.4 NP_697018.1 c.217C>A p.Q73K | p.Gln73Lys TCTxAGG - 245932 38 1 2.50% 29 8 21.60% NA. NA.

CC-X019 chr20 61513227 C G DIDO1 EX16E missense NM_033081.2 NP_149072.2 c.4081G>C p.D1361H | p.Asp1361His GATxTAA - 11083 44 0 0% 19 4 17.30% NA. NA.

CC-X019 chr20 62197375 C G HELZ2 EX9 missense NM_001037335.2 NP_001032412.2 c.2800G>C p.E934Q | p.Glu934Gln ACTxACG - 85441 27 0 0% 18 8 30.70% NA. NA.

CC-X019 chr21 15882644 G A SAMSN1 EX6 missense NM_001256370.1 NP_001243299.1 c.752C>T p.S251F | p.Ser251Phe AGGxAGT - 64092 30 0 0% 30 5 14.20% NA. NA.

CC-X019 chr21 34877905 C T GART EX20 missense NM_001136005.1 NP_001129477.1 c.2688G>A p.M896I | p.Met896Ile TCTxATG - 2618 47 0 0% 36 11 23.40% NA. NA.

CC-X019 chr21 35255875 C G ITSN1 EX36 missense NM_003024.2 NP_003015.2 c.4576C>G p.L1526V | p.Leu1526Val GTTxTAG + 6453 35 0 0% 29 5 14.70% NA. NA.

CC-X019 chr21 39672237 G A KCNJ15 EX3E missense NM_170736.1 NP_733932.1 c.1054G>A p.E352K | p.Glu352Lys CTCxAGG + 3772 60 0 0% 109 6 5.20% NA. NA.

CC-X019 chr21 45220461 C G RRP1 EX10 missense NM_003683.5 NP_003674.1 c.955C>G p.Q319E | p.Gln319Glu TCTxAGA + 8568 47 0 0% 20 9 31% NA. NA.

CC-X019 chr21 47810624 G A PCNT EX20 missense NM_006031.5 NP_006022.3 c.3880G>A p.E1294K | p.Glu1294Lys AAAxAAT + 5116 34 0 0% 21 3 12.50% NA. NA.

CC-X019 chr22 18374318 G A MICAL3 EX12 missense NM_015241.2 NP_056056.2 c.1627C>T p.L543F | p.Leu543Phe TGAxATC - 57553 48 0 0% 31 16 34% NA. NA.

CC-X019 chr22 21213609 G A SNAP29 EX1 missense NM_004782.3 NP_004773.1 c.211G>A p.E71K | p.Glu71Lys TCCxAGA + 9342 31 0 0% 13 3 18.70% NA. NA.

CC-X019 chr22 25016442 C T GGT1 EX8 missense NM_013430.2 NP_038347.2 c.530C>T p.A177V | p.Ala177Val CAGxCCT + 2678 29 0 0% 24 3 11.10% NA. NA.

CC-X019 chr22 29881710 A G NEFH IVS2 splice-3 NM_021076.3 NP_066554.2 c.1084-2A>G . CCCxGGA + 4744 31 0 0% 27 12 30.70% NA. NA.

CC-X019 chr22 32097717 G T PRR14L EX7 nonsense NM_173566.2 NP_775837.2 c.6032C>A p.S2011* | p.Ser2011* TGTxAGA - 253143 35 0 0% 21 11 34.30% NA. NA.

CC-X019 chr22 32464498 G A SLC5A1 EX5 missense NM_000343.3 NP_000334.1 c.388G>A p.E130K | p.Glu130Lys CCAxAGT + 6523 41 0 0% 19 3 13.60% NA. NA.

CC-X019 chr22 39421351 G T APOBEC3D EX3 nonsense NM_152426.3 NP_689639.2 c.487G>T p.E163* | p.Glu163* TATxAAG + 140564 48 0 0% 20 9 31% NA. NA.

CC-X019 chrX 36319220 C A CXorf30 EX8 missense NM_001098843.4 NP_001092313.2 c.234C>A p.F78L | p.Phe78Leu GTTxTGG + 645090 46 0 0% 31 6 16.20% NA. NA.

CC-X019 chrX 47430296 G A ARAF EX15 missense NM_001654.4 NP_001645.1 c.1571G>A p.R524H | p.Arg524His GCCxTGG + 369 32 0 0% 25 6 19.30% NA. NA.

CC-X019 chrX 54521591 G C FGD1 EX1 missense NM_004463.2 NP_004454.2 c.275C>G p.S92C | p.Ser92Cys TAAxAGA - 2245 28 0 0% 12 4 25% NA. NA.

CC-X019 chrX 100617624 C T BTK EX6 missense NM_000061.2 NP_000052.1 c.445G>A p.D149N | p.Asp149Asn CATxGAT - 695 56 0 0% 19 4 17.30% NA. NA.

CC-X019 chrX 101857392 C T ARMCX5 EX3E missense NM_022838.3 NP_073749.2 c.323C>T p.S108L | p.Ser108Leu AGTxAAA + 64860 39 0 0% 29 5 14.70% NA. NA.

CC-X019 chrX 111698383 G A ZCCHC16 EX3E missense NM_001004308.2 NP_001004308.2 c.427G>A p.E143K | p.Glu143Lys CAGxAAA + 340595 50 0 0% 24 7 22.50% NA. NA.

CC-X019 chrX 118723764 C G NKRF EX3E missense NM_017544.3 NP_060014.2 c.1624G>C p.E542Q | p.Glu542Gln CCTxTGC - 55922 36 0 0% 32 5 13.50% NA. NA.

CC-X019 chrX 128887198 G A XPNPEP2 EX11 missense NM_003399.5 NP_003390.4 c.1081G>A p.E361K | p.Glu361Lys AAGxAGC + 7512 39 0 0% 27 13 32.50% NA. NA.

CC-X019 chrX 136648941 G A ZIC3 EX1 missense NM_003413.3 NP_003404.1 c.91G>A p.E31K | p.Glu31Lys CGTxAGC + 7547 24 0 0% 19 7 26.90% NA. NA.

CC-X019 chrX 153540936 G A TKTL1 EX6 missense NM_012253.3 NP_036385.3 c.676G>A p.E226K | p.Glu226Lys ATTxAGG + 8277 43 0 0% 33 5 13.10% NA. NA.

CC-X019 chr7 87536756 T-CCATGTTAAGTA DBF4 EX12E cds-del NM_006716.3 NP_006707.1c.1305_1316delCATGTTAAGTACp.M436_T439del | p.Met436_Thr439delTT.CA + 10926 26 0 0% 30 7 18.92% NA. NA.

CC-X020 chr1 12837471 A G PRAMEF12 EX3E missense NM_001080830.1 NP_001074299.1 c.1181A>G p.E394G | p.Glu394Gly TGGxGAA + 390999 42 0 0% 49 6 10.90% NA. NA.

CC-X020 chr1 12837475 C G PRAMEF12 EX3E missense NM_001080830.1 NP_001074299.1 c.1185C>G p.N395K | p.Asn395Lys GAAxCTG + 390999 44 0 0% 49 6 10.90% NA. NA.

CC-X020 chr1 31821783 C A ZCCHC17 EX7 missense NM_016505.2 NP_057589.2 c.526C>A p.P176T | p.Pro176Thr AAGxCTG + 51538 40 0 0% 23 10 30.30% NA. NA.

CC-X020 chr1 43773157 C T TIE1 EX6 missense NM_005424.4 NP_005415.1 c.827C>T p.S276L | p.Ser276Leu TATxAGG + 7075 38 0 0% 30 4 11.70% NA. NA.

CC-X020 chr1 149783524 C A HIST2H2BF EX1 missense NM_001161334.1 NP_001154806.1 c.355G>T p.V119F | p.Val119Phe TGAxCGC - 440689 41 0 0% 21 12 36.30% NA. NA.

CC-X020 chr1 152278670 C G FLG EX3E missense NM_002016.1 NP_002007.1 c.8692G>C p.E2898Q | p.Glu2898Gln CCTxACT - 2312 46 1 2.10% 57 4 6.50% NA. NA.

CC-X020 chr1 248436912 T C OR2T33 EX1E missense NM_001004695.1 NP_001004695.1 c.205A>G p.M69V | p.Met69Val TCAxGTC - 391195 38 1 2.50% 29 5 14.70% NA. NA.

CC-X020 chr1 248437002 C T OR2T33 EX1E missense NM_001004695.1 NP_001004695.1 c.115G>A p.G39S | p.Gly39Ser TGCxAAA - 391195 41 1 2.30% 36 4 10% NA. NA.

CC-X020 chr2 112619981 G A ANAPC1 EX10 missense NM_022662.3 NP_073153.1 c.1247C>T p.T416M | p.Thr416Met ATCxTTT - 64682 51 1 1.90% 31 3 8.80% NA. NA.

CC-X020 chr3 36873095 A G TRANK1 EX21 missense NM_014831.2 NP_055646.2 c.7847T>C p.V2616A | p.Val2616Ala CGGxCTA - 9881 55 0 0% 30 7 18.90% NA. NA.

CC-X020 chr3 121206326 C T POLQ EX16 missense NM_199420.3 NP_955452.3 c.5452G>A p.A1818T | p.Ala1818Thr AGGxTGG - 10721 39 0 0% 20 11 35.40% NA. NA.

CC-X020 chr3 171851270 G C FNDC3B EX3 missense NM_022763.3 NP_073600.3 c.121G>C p.V41L | p.Val41Leu CTCxTTC + 64778 42 0 0% 28 44 61.10% NA. NA.

CC-X020 chr3 178936091 G A PIK3CA EX10 missense NM_006218.2 NP_006209.2 c.1633G>A p.E545K | p.Glu545Lys ACTxAGC + 5290 42 0 0% 40 49 55% NA. NA.

CC-X020 chr3 195452668 C G MUC20 IVS2 splice-3 NM_152673.2 NP_689886.2 c.682-1C>G . CCCxTCA + 200958 44 1 2.20% 68 5 6.80% NA. NA.

CC-X020 chr3 195510155 C T MUC4 EX2 missense NM_018406.6 NP_060876.5 c.8296G>A p.A2766T | p.Ala2766Thr TGGxGTG - 4585 16 0 0% 11 3 21.40% NA. NA.

CC-X020 chr3 195510158 G C MUC4 EX2 missense NM_018406.6 NP_060876.5 c.8293C>G p.H2765D | p.His2765Asp CGTxACC - 4585 16 0 0% 10 3 23% NA. NA.

CC-X020 chr4 123859367 T C SPATA5 EX8 missense NM_145207.2 NP_660208.2 c.1421T>C p.V474A | p.Val474Ala TTGxGGC + 166378 49 0 0% 46 6 11.50% NA. NA.

CC-X020 chr6 27840051 T A HIST1H3I EX1E nonsense NM_003533.2 NP_003524.1 c.43A>T p.K15* | p.Lys15* CTTxGCC - 8354 29 0 0% 18 3 14.20% NA. NA.

CC-X020 chr9 115805267 G A ZFP37 EX4E missense NM_003408.1 NP_003399.1 c.1631C>T p.P544L | p.Pro544Leu TACxGTT - 7539 50 0 0% 19 18 48.60% NA. NA.

CC-X020 chr10 52569741 C T A1CF EX14 missense NM_001198819.1 NP_001185748.1 c.1570G>A p.E524K | p.Glu524Lys ATTxGGC - 29974 42 0 0% 43 8 15.60% NA. NA.



CC-X020 chr10 127438071 G A C10orf137 EX22 missense NM_001202438.1 NP_001189367.1 c.3214G>A p.A1072T | p.Ala1072Thr GATxCTC + 26098 41 0 0% 21 11 34.30% NA. NA.

CC-X020 chr11 4608262 A C OR52I2 EX1E missense NM_001005170.2 NP_001005170.1 c.220A>C p.I74L | p.Ile74Leu ACCxTCA + 143502 36 1 2.70% 59 5 7.80% NA. NA.

CC-X020 chr11 44071669 A G ACCSL EX2 missense NM_001031854.2 NP_001027025.2 c.562A>G p.R188G | p.Arg188Gly GAAxGAG + 390110 38 0 0% 22 19 46.30% NA. NA.

CC-X020 chr11 64662799 C T ATG2A EX40 missense NM_015104.2 NP_055919.2 c.5543G>A p.R1848Q | p.Arg1848Gln TCCxGCA - 23130 39 0 0% 34 7 17% NA. NA.

CC-X020 chr12 31242358 G A DDX11 EX8 missense NM_030653.3 NP_085911.2 c.814G>A p.V272M | p.Val272Met GACxTGA + 1663 26 0 0% 30 3 9% NA. NA.

CC-X020 chr12 31242362 A G DDX11 EX8 missense NM_030653.3 NP_085911.2 c.818A>G p.K273R | p.Lys273Arg TGAxAAG + 1663 29 0 0% 32 3 8.50% NA. NA.

CC-X020 chr12 123889486 G C SETD8 EX7 missense NM_020382.3 NP_065115.3 c.713G>C p.R238P | p.Arg238Pro CCCxGGG + 387893 42 1 2.30% 31 5 13.80% NA. NA.

CC-X020 chr15 77471439 C G PEAK1 EX5 missense NM_024776.3 NP_079052.2 c.2830G>C p.E944Q | p.Glu944Gln TCTxTTT - 79834 44 0 0% 29 8 21.60% NA. NA.

CC-X020 chr16 5080405 C T NAGPA EX4 missense NM_016256.3 NP_057340.2 c.772G>A p.G258S | p.Gly258Ser GGCxGTC - 51172 40 0 0% 33 3 8.30% NA. NA.

CC-X020 chr16 30537094 G A ZNF768 EX2E missense NM_024671.3 NP_078947.3 c.367C>T p.P123S | p.Pro123Ser GGGxTTC - 79724 35 0 0% 45 5 10% NA. NA.

CC-X020 chr16 89260221 C T CDH15 EX13 missense NM_004933.2 NP_004924.1 c.2051C>T p.P684L | p.Pro684Leu GACxGCC + 1013 22 0 0% 31 4 11.40% NA. NA.

CC-X020 chr17 33802207 G T SLFN12L EX4E missense NM_001195790.1 NP_001182719.1 c.1502C>A p.A501E | p.Ala501Glu TTTxCCA - 100506736 41 1 2.30% 41 4 8.80% NA. NA.

CC-X020 chr18 5415858 C T EPB41L3 EX13 missense NM_012307.2 NP_036439.2 c.2026G>A p.A676T | p.Ala676Thr AGGxGCT - 23136 39 0 0% 37 11 22.90% NA. NA.

CC-X020 chr19 1556682 C T MEX3D EX2 missense NM_001174118.1 NP_001167589.1 c.836G>A p.R279H | p.Arg279His ACGxGCA - 399664 22 0 0% 13 3 18.70% NA. NA.

CC-X020 chr19 5711852 G A LONP1 EX4 missense NM_004793.2 NP_004784.2 c.800C>T p.P267L | p.Pro267Leu GCCxGGA - 9361 28 0 0% 22 3 12% NA. NA.

CC-X020 chr19 14518735 C G CD97 EX19 missense NM_078481.3 NP_510966.1 c.2392C>G p.R798G | p.Arg798Gly TACxGGA + 976 21 0 0% 19 11 36.60% NA. NA.

CC-X020 chr19 46457193 G A NOVA2 EX3 missense NM_002516.2 NP_002507.1 c.241C>T p.R81W | p.Arg81Trp CCCxCTC - 4858 32 0 0% 31 4 11.40% NA. NA.

CC-X020 chr22 43575755 T A TTLL12 EX5 missense NM_015140.3 NP_055955.1 c.710A>T p.E237V | p.Glu237Val ACCxCCT - 23170 36 0 0% 12 15 55.50% NA. NA.

CC-X020 chrX 24382414 G C FAM48B1 EX1E missense NM_001136234.1 NP_001129706.1 c.1537G>C p.A513P | p.Ala513Pro GCTxCTG + 100130302 29 0 0% 29 5 14.70% NA. NA.

CC-X020 chrX 119669751 A C CUL4B EX18 missense NM_003588.3 NP_003579.3 c.2148T>G p.H716Q | p.His716Gln ACTxTGT - 8450 39 0 0% 19 15 44.10% NA. NA.

CC-X020 chrX 125685955 G A DCAF12L1 EX1 missense NM_178470.4 NP_848565.2 c.637C>T p.R213C | p.Arg213Cys CGCxGGA - 139170 43 0 0% 36 9 20% NA. NA.

CC-X020 chrX 131214050 G T FRMD7 EX11 missense NM_194277.2 NP_919253.1 c.1034C>A p.S345Y | p.Ser345Tyr TCAxAGA - 90167 46 0 0% 27 28 50.90% NA. NA.

CC-X020 chr14 23445848 A-CTCACCAGATAAT AJUBA EX3-IVS3 span NM_032876.4 NP_116265.1c.1169_1176+5delATTATCTGGTGAG . TA.CT - 84962 29 0 0% 19 8 29.63% NA. NA.

CC-X020 chr14 104202377 C-CAAGGCGAGCCCACCAPPP1R13B EX16 frameshift NM_015316.2 NP_056131.2c.3178_3193delTGGTGGGCTCGCCTTGp.W1060Efs*88 | p.Trp1060Glufs*88TC.CC - 23368 44 0 0% 37 12 24.49% NA. NA.

CC-X020 chr17 42335408 T +GAC SLC4A1 EX11 cds-ins NM_000342.3 NP_000333.1 c.1225_1227dupGTCp.V409dup (alt: p.V409_I410insV ) | p.Val409dup (alt: p.Val409_Ile410insVal )AT.GA - 6521 35 0 0% 23 10 30.30% NA. NA.

CC-X010 chr1 12018602 C T PLOD1 EX9 synonymous NM_000302.3 NP_000293.2 c.873C>T  p.G291G CGGxGTG + 5351 33 0 0% 16 7 30.40% NA. NA.

CC-X010 chr1 40131885 G A NT5C1A EX2 synonymous NM_032526.1 NP_115915.1 c.159C>T  p.T53T GATxGTG - 84618 41 0 0% 18 5 21.70% NA. NA.

CC-X010 chr1 76877920 G T ST6GALNAC3 EX3 synonymous NM_152996.2 NP_694541.2 c.441G>T  p.A147A AGCxAAT + 256435 31 0 0% 17 6 26% NA. NA.

CC-X010 chr1 197614838 G C DENND1B EX9 synonymous NM_001195215.1 NP_001182144.1 c.543C>G  p.L181L TGGxAGT - 163486 32 0 0% 8 17 68% NA. NA.

CC-X010 chr1 223803720 C T CAPN8 EX10 synonymous NM_001143962.1 NP_001137434.1 c.1263G>A  p.R421R CTTxCGC - 388743 43 0 0% 24 9 27.20% NA. NA.

CC-X010 chr6 110301251 C T GPR6 EX1E synonymous NM_005284.3 NP_005275.1 c.936C>T  p.Y312Y TTAxGCC + 2830 26 0 0% 15 12 44.40% NA. NA.

CC-X010 chr7 128587567 G A IRF5 EX6 synonymous NM_001098629.1 NP_001092099.1 c.765G>A  p.L255L GCTxATC + 3663 34 0 0% 16 10 38.40% NA. NA.

CC-X010 chr7 154863041 G A HTR5A EX1 synonymous NM_024012.3 NP_076917.1 c.432G>A  p.T144T CACxCGC + 3361 26 0 0% 10 13 56.50% NA. NA.

CC-X010 chr8 145139182 C T GPAA1 EX6 synonymous NM_003801.3 NP_003792.1 c.762C>T  p.L254L TCTxTTC + 8733 38 0 0% 11 9 45% NA. NA.

CC-X010 chr9 113703792 C T LPAR1 EX4 synonymous NM_057159.2 NP_476500.1 c.702G>A  p.Q234Q CCTxTGG - 1902 27 0 0% 13 11 45.80% NA. NA.

CC-X010 chr10 88728328 G A C10orf116 EX1 synonymous NM_006829.2 NP_006820.1 c.27G>A  p.L9L CCTxAAG + 10974 30 0 0% 19 11 36.60% NA. NA.

CC-X010 chr12 56115729 G C RDH5 EX3 synonymous NM_002905.3 NP_002896.2 c.567G>C  p.L189L CCTxAGG + 5959 29 0 0% 15 10 40% NA. NA.

CC-X010 chr12 120135466 G A CIT EX46 synonymous NM_001206999.1 NP_001193928.1 c.5880C>T  p.R1960R CCTxCGG - 11113 33 0 0% 20 12 37.50% NA. NA.

CC-X010 chr14 92472253 C T TRIP11 EX11 synonymous NM_004239.3 NP_004230.2 c.2067G>A  p.V689V CCTxACA - 9321 51 0 0% 9 10 52.60% NA. NA.

CC-X010 chr15 63638793 G A CA12 EX3 synonymous NM_001218.3 NP_001209.1 c.222C>T  p.L74L CTCxAGG - 771 28 0 0% 24 8 25% NA. NA.

CC-X010 chr15 75189987 C T MPI EX8E synonymous NM_002435.1 NP_002426.1 c.1188C>T  p.L396L GCTxTTC + 4351 31 0 0% 18 19 51.30% NA. NA.

CC-X010 chr16 3486898 G A ZNF597 EX4E synonymous NM_152457.1 NP_689670.1 c.801C>T  p.T267T GTAxGTG - 146434 35 0 0% 14 17 54.80% NA. NA.

CC-X010 chr17 38954595 G A KRT28 EX3 synonymous NM_181535.3 NP_853513.2 c.582C>T  p.N194N TCCxTTG - 162605 31 0 0% 7 6 46.10% NA. NA.

CC-X010 chr19 50368411 G A PNKP EX4 synonymous NM_007254.3 NP_009185.2 c.471C>T  p.T157T TGCxGTG - 11284 32 0 0% 10 13 56.50% NA. NA.

CC-X010 chr20 60928224 G A LAMA5 EX3 synonymous NM_005560.3 NP_005551.3 c.534C>T  p.F178F GCCxAAG - 3911 20 0 0% 11 7 38.80% NA. NA.

CC-X010 chrX 70836929 G A CXCR3 EX2E synonymous NM_001504.1 NP_001495.1 c.393C>T  p.F131F GTTxAAG - 2833 18 0 0% 3 9 75% NA. NA.

CC-X001 chr5 140580967 T G PCDHB11 EX1E synonymous NM_018931.2 NP_061754.1 c.1620T>G  p.A540A GGCxTTG + 56125 27 0 0% 24 4 14.20% NA. NA.

CC-X001 chr11 1268481 G A MUC5B EX31 synonymous NM_002458.2 NP_002449.2 c.10371G>A  p.R3457R GCGxTCC + 727897 27 0 0% 23 4 14.80% NA. NA.

CC-X001 chr12 56495323 C T ERBB3 EX28E synonymous NM_001982.3 NP_001973.2 c.3513C>T  p.S1171S CTCxTCC + 2065 30 0 0% 28 6 17.60% NA. NA.

CC-X002 chr1 12856106 A G PRAMEF1 EX4E synonymous NM_023013.2 NP_075389.1 c.1386A>G  p.S462S CTCxTCA + 65121 41 1 2.30% 37 5 11.90% NA. NA.

CC-X002 chr12 57892215 C T MARS EX9 synonymous NM_004990.3 NP_004981.2 c.900C>T  p.L300L CCTxCGC + 4141 45 0 0% 30 4 11.70% NA. NA.

CC-X002 chr17 61661067 A C DCAF7 EX5 synonymous NM_005828.3 NP_005819.3 c.732A>C  p.G244G TGGxATG + 10238 41 0 0% 28 10 26.30% NA. NA.

CC-X002 chr18 44109152 G A LOXHD1 EX29 synonymous NM_144612.6 NP_653213.6 c.4518C>T  p.F1506F CTCxAAC - 125336 33 0 0% 15 4 21% NA. NA.

CC-X004 chr1 12887284 C T PRAMEF11 EX3 synonymous NM_001146344.1 NP_001139816.1 c.573G>A  p.L191L CCTxAAG - 440560 48 0 0% 29 6 17.10% NA. NA.

CC-X004 chr1 27278374 G A C1orf172 EX2 synonymous NM_152365.2 NP_689578.2 c.498C>T  p.L166L TTTxAGC - 126695 26 0 0% 15 4 21% NA. NA.

CC-X004 chr1 85498445 C T MCOLN3 EX6 synonymous NM_018298.10 NP_060768.8 c.666G>A  p.L222L TTTxAGT - 55283 35 0 0% 29 6 17.10% NA. NA.

CC-X004 chr1 145330728 G A NBPF10 EX36 synonymous NM_001039703.4 NP_001034792.3 c.4608G>A  p.Q1536Q GCAxGAC + 100132406 105 0 0% 53 4 7% NA. NA.

CC-X004 chr1 150679071 C T HORMAD1 EX10 synonymous NM_032132.4 NP_115508.2 c.762G>A  p.L254L CCTxAGG - 84072 35 0 0% 20 14 41.10% NA. NA.

CC-X004 chr1 169511373 G A F5 EX13 synonymous NM_000130.4 NP_000121.2 c.2955C>T  p.S985S GGTxCTT - 2153 38 0 0% 36 7 16.20% NA. NA.

CC-X004 chr1 228547559 G A OBSCN EX81E synonymous NM_052843.3 NP_443075.3 c.18966G>A  p.Q6322Q CCAxCCC + 84033 29 0 0% 18 4 18.10% NA. NA.

CC-X004 chr3 52524108 G A NISCH EX18 synonymous NM_007184.3 NP_009115.2 c.3474G>A  p.L1158L GCTxAGG + 11188 36 0 0% 17 4 19% NA. NA.

CC-X004 chr3 108572493 C T TRAT1 EX6E synonymous NM_016388.2 NP_057472.2 c.330C>T  p.Y110Y CTAxGCC + 50852 32 0 0% 35 4 10.20% NA. NA.

CC-X004 chr3 178748707 G T ZMAT3 EX3 synonymous NM_022470.3 NP_071915.1 c.351C>A  p.V117V CTCxACC - 64393 43 0 0% 36 3 7.60% NA. NA.

CC-X004 chr3 184070561 G C CLCN2 EX19 synonymous NM_004366.5 NP_004357.3 c.2181C>G  p.L727L GAAxAGG - 1181 30 0 0% 28 9 24.30% NA. NA.

CC-X004 chr4 68619556 G T GNRHR EX1 synonymous NM_000406.2 NP_000397.1 c.498C>A  p.L166L ACTxAGG - 2798 41 0 0% 30 7 18.90% NA. NA.

CC-X004 chr4 169432907 C G PALLD EX2 synonymous NM_016081.3 NP_057165.3 c.252C>G  p.T84T GACxAAA + 23022 32 0 0% 27 3 10% NA. NA.

CC-X004 chr5 140908063 G C DIAPH1 EX23 synonymous NM_005219.4 NP_005210.3 c.3105C>G  p.L1035L CTTxAGG - 1729 33 0 0% 31 4 11.40% NA. NA.

CC-X004 chr5 160061383 G A ATP10B EX12 synonymous NM_025153.2 NP_079429.2 c.1359C>T  p.S453S CTCxCTG - 23120 19 0 0% 30 4 11.70% NA. NA.

CC-X004 chr6 154412211 G C OPRM1 EX3 synonymous NM_001008503.1 NP_001008503.2 c.768G>C  p.L256L ACTxATG + 4988 43 0 0% 29 4 12.10% NA. NA.

CC-X004 chr7 50660679 G C GRB10 EX17E synonymous NM_001001555.2 NP_001001555.1 c.1581C>G  p.L527L CTTxAGT - 2887 30 0 0% 23 9 28.10% NA. NA.

CC-X004 chr7 64389053 G A ZNF273 EX4E synonymous NM_021148.2 NP_066971.2 c.1347G>A  p.K449K TAAxATA + 10793 21 0 0% 23 4 14.80% NA. NA.

CC-X004 chr8 86389354 G A CA2 EX6 synonymous NM_000067.2 NP_000058.1 c.513G>A  p.K171K CAAxAGT + 760 38 1 2.50% 32 3 8.50% NA. NA.

CC-X004 chr8 113694840 A G CSMD3 EX16 synonymous NM_198123.1 NP_937756.1 c.2508T>C  p.D836D AGGxTCA - 114788 41 0 0% 30 3 9% NA. NA.

CC-X004 chr8 125463597 G C TRMT12 EX1E synonymous NM_017956.3 NP_060426.2 c.429G>C  p.L143L GCTxAGT + 55039 22 1 4.30% 25 7 21.80% NA. NA.

CC-X004 chr9 15510154 G A PSIP1 EX2 synonymous NM_033222.3 NP_150091.2 c.33C>T  p.I11I GAAxATG - 11168 26 0 0% 16 3 15.70% NA. NA.

CC-X004 chr9 33817794 G C UBE2R2 EX1 synonymous NM_017811.3 NP_060281.2 c.39G>C  p.L13L CCTxATG + 54926 28 1 3.40% 14 5 26.30% NA. NA.

CC-X004 chr11 64812764 C A NAALADL1 EX18E synonymous NM_005468.2 NP_005459.2 c.2202G>T  p.L734L CCTxAGG - 10004 27 0 0% 27 3 10% NA. NA.

CC-X004 chr11 64813371 C G NAALADL1 EX17 synonymous NM_005468.2 NP_005459.2 c.1959G>C  p.R653R CATxCGG - 10004 27 0 0% 15 6 28.50% NA. NA.

CC-X004 chr11 92623925 C T FAT3 EX25E synonymous NM_001008781.2 NP_001008781.2 c.13320C>T  p.V4440V TGTxTCC + 120114 37 0 0% 30 5 14.20% NA. NA.

CC-X004 chr12 6127640 A G VWF EX28 synonymous NM_000552.3 NP_000543.2 c.4944T>C  p.P1648P GATxGGG - 7450 45 1 2.10% 29 3 9.30% NA. NA.

CC-X004 chr12 102512147 C T NUP37 EX1 synonymous NM_024057.2 NP_076962.2 c.150G>A  p.T50T AAAxGTA - 79023 35 0 0% 22 6 21.40% NA. NA.

CC-X004 chr14 104053657 G A APOPT1 EX4 synonymous NM_032374.3 NP_115750.2 c.471G>A  p.K157K CAAxGAA + 84334 24 0 0% 14 5 26.30% NA. NA.

CC-X004 chr15 22743235 A G GOLGA6L1 EX8 synonymous NM_001001413.3 NP_001001413.3 c.1620A>G  p.R540R ACGxGAG + 283767 33 0 0% 18 3 14.20% NA. NA.

CC-X004 chr15 83710505 C A BTBD1 EX4 synonymous NM_025238.3 NP_079514.1 c.837G>T  p.L279L CATxAGT - 53339 38 0 0% 37 4 9.70% NA. NA.

CC-X004 chr15 85405969 C T ALPK3 EX10 synonymous NM_020778.4 NP_065829.3 c.4839C>T  p.L1613L GCTxCGA + 57538 29 0 0% 24 4 14.20% NA. NA.

CC-X004 chr15 91308638 C T BLM EX9 synonymous NM_000057.2 NP_000048.1 c.2187C>T  p.S729S TTCxTTG + 641 42 0 0% 24 4 14.20% NA. NA.

CC-X004 chr16 4430986 C T VASN EX2E synonymous NM_138440.2 NP_612449.2 c.108C>T  p.V36V AGTxTTC + 114990 28 0 0% 18 7 28% NA. NA.

CC-X004 chr16 47533773 T A PHKB EX3 synonymous NM_000293.2 NP_000284.1 c.273T>A  p.A91A CGCxGCT + 5257 45 0 0% 34 3 8.10% NA. NA.

CC-X004 chr16 67333349 C T KCTD19 EX6 synonymous NM_001100915.1 NP_001094385.1 c.903G>A  p.A301A CAGxGCA - 146212 44 0 0% 26 6 18.70% NA. NA.

CC-X004 chr18 24056572 T C KCTD1 EX3 synonymous NM_001142730.2 NP_001136202.1 c.2040A>G  p.K680K CTGxTTG - 284252 38 0 0% 25 4 13.70% NA. NA.

CC-X004 chr18 34387820 C T TPGS2 EX3 synonymous NM_015476.2 NP_056291.2 c.243G>A  p.V81V CTTxACA - 25941 48 0 0% 31 5 13.80% NA. NA.

CC-X004 chr19 1242550 C T ATP5D EX2 synonymous NM_001687.4 NP_001678.1 c.237C>T  p.V79V GGTxCTG + 513 15 0 0% 15 4 21% NA. NA.

CC-X004 chr19 9063269 G T MUC16 EX3 synonymous NM_024690.2 NP_078966.2 c.24177C>A  p.T8059T ATCxGTC - 94025 35 0 0% 26 5 16.10% NA. NA.

CC-X004 chr19 31040060 C T ZNF536 EX4 synonymous NM_014717.1 NP_055532.1 c.3534C>T  p.N1178N CAAxGAT + 9745 25 0 0% 28 4 12.50% NA. NA.

CC-X004 chr19 38135545 C G ZFP30 EX4 synonymous NM_014898.2 NP_055713.1 c.102G>C  p.V34V TATxACA - 22835 42 0 0% 25 6 19.30% NA. NA.

CC-X004 chr19 42753745 G A ERF EX4E synonymous NM_006494.2 NP_006485.2 c.519C>T  p.F173F CGAxAAG - 2077 30 0 0% 11 3 21.40% NA. NA.

CC-X004 chr20 2398026 C T TGM6 EX10 synonymous NM_198994.2 NP_945345.2 c.1485C>T  p.I495I CATxGCT + 343641 30 0 0% 28 5 15.10% NA. NA.

CC-X004 chr20 57610068 C T SLMO2 EX6E synonymous NM_016045.2 NP_057129.2 c.579G>A  p.E193E CTTxTCT - 51012 24 0 0% 23 5 17.80% NA. NA.

CC-X004 chr20 57611595 C T SLMO2 EX5 synonymous NM_016045.2 NP_057129.2 c.396G>A  p.V132V TTTxACG - 51012 31 0 0% 28 8 22.20% NA. NA.

CC-X004 chr20 57767499 G A ZNF831 EX1 synonymous NM_178457.1 NP_848552.1 c.1425G>A  p.T475T GACxCCC + 128611 23 0 0% 10 5 33.30% NA. NA.

CC-X004 chr22 18065339 G A SLC25A18 EX6 synonymous NM_031481.1 NP_113669.1 c.210G>A  p.V70V AGTxAAC + 83733 27 0 0% 15 8 34.70% NA. NA.

CC-X004 chrX 62858037 C T ARHGEF9 EX10E synonymous NM_015185.2 NP_056000.1 c.1422G>A  p.P474P TAAxGGG - 23229 41 0 0% 38 4 9.50% NA. NA.

CC-X006 chr1 19655104 C T PQLC2 EX8E synonymous NM_001040125.1 NP_001035214.1 c.843C>T  p.A281A CGCxGCC + 54896 26 0 0% 12 5 29.40% NA. NA.

CC-X006 chr1 34011800 G A CSMD2 EX56 synonymous NM_052896.3 NP_443128.2 c.8505C>T  p.C2835C ACCxCAA - 114784 26 0 0% 28 6 17.60% NA. NA.

CC-X006 chr1 57373777 C T C8A EX9 synonymous NM_000562.2 NP_000553.1 c.1371C>T  p.I457I TATxGAT + 731 36 0 0% 32 11 25.50% NA. NA.

CC-X006 chr1 78201796 G A USP33 EX7 synonymous NM_015017.4 NP_055832.3 c.492C>T  p.A164A TACxGCA - 23032 33 0 0% 28 8 22.20% NA. NA.

CC-X006 chr1 110607452 C T ALX3 EX2 synonymous NM_006492.2 NP_006483.2 c.351G>A  p.G117G GGGxCCG - 257 24 0 0% 15 10 40% NA. NA.

CC-X006 chr1 151396574 G A POGZ EX9 synonymous NM_015100.3 NP_055915.2 c.1374C>T  p.G458G ATCxCCC - 23126 30 0 0% 20 5 20% NA. NA.

CC-X006 chr1 152382700 A G CRNN EX3E synonymous NM_016190.2 NP_057274.1 c.858T>C  p.H286H AGCxTGT - 49860 33 1 2.90% 31 4 11.40% NA. NA.

CC-X006 chr1 153177228 G A LELP1 EX2E synonymous NM_001010857.1 NP_001010857.1 c.45G>A  p.E15E TGAxCCC + 149018 30 0 0% 32 8 20% NA. NA.

CC-X006 chr1 155452085 C T ASH1L EX3 synonymous NM_018489.2 NP_060959.2 c.576G>A  p.T192T TGGxGTT - 55870 32 0 0% 26 8 23.50% NA. NA.

CC-X006 chr1 176927483 G A ASTN1 EX10 synonymous NM_004319.1 NP_004310.1 c.1734C>T  p.V578V CCTxACC - 460 36 0 0% 25 6 19.30% NA. NA.

CC-X006 chr1 178854287 G A RALGPS2 EX12 synonymous NM_152663.3 NP_689876.2 c.981G>A  p.P327P ACCxCCA + 55103 29 0 0% 22 3 12% NA. NA.

CC-X006 chr1 182025991 C T ZNF648 EX2E synonymous NM_001009992.1 NP_001009992.1 c.1155G>A  p.T385T GTGxGTG - 127665 21 0 0% 16 7 30.40% NA. NA.

CC-X006 chr1 228873472 C T RHOU EX2 synonymous NM_021205.5 NP_067028.1 c.315C>T  p.A105A TGCxGGA + 58480 22 0 0% 21 6 22.20% NA. NA.

CC-X006 chr1 237806707 C T RYR2 EX48 synonymous NM_001035.2 NP_001026.2 c.7302C>T  p.G2434G GGGxGTT + 6262 26 0 0% 14 10 41.60% NA. NA.

CC-X006 chr1 248551083 C T OR2T6 EX1E synonymous NM_001005471.1 NP_001005471.1 c.174C>T  p.P58P CCCxATG + 254879 31 0 0% 15 7 31.80% NA. NA.

CC-X006 chr2 11732966 G A GREB1 EX11 synonymous NM_014668.3 NP_055483.2 c.1410G>A  p.S470S GTCxCAC + 9687 17 0 0% 16 6 27.20% NA. NA.

CC-X006 chr2 54891613 C T SPTBN1 EX33 synonymous NM_003128.2 NP_003119.2 c.6444C>T  p.S2148S AAGxGAA + 6711 29 0 0% 25 9 26.40% NA. NA.

CC-X006 chr2 73161038 G A EMX1 EX3E synonymous NM_004097.2 NP_004088.2 c.828G>A  p.T276T CACxAAG + 2016 19 0 0% 14 4 22.20% NA. NA.

CC-X006 chr2 98375419 C T TMEM131 EX40 synonymous NM_015348.1 NP_056163.1 c.5304G>A  p.S1768S TGGxGAC - 23505 30 0 0% 15 4 21% NA. NA.

CC-X006 chr2 130910910 C T SMPD4 EX18 synonymous NM_017951.4 NP_060421.2 c.2124G>A  p.T708T GGGxGTA - 55627 23 0 0% 16 5 23.80% NA. NA.

CC-X006 chr2 160019963 G T TANC1 EX8 synonymous NM_033394.2 NP_203752.2 c.852G>T  p.T284T CACxCTG + 85461 23 1 4.10% 26 4 13.30% NA. NA.

CC-X006 chr2 175346610 C T GPR155 EX3 synonymous NM_001033045.3 NP_001028217.1 c.75G>A  p.T25T ATGxGTT - 151556 21 0 0% 33 4 10.80% NA. NA.

CC-X006 chr2 177036654 G A HOXD3 EX3E synonymous NM_006898.4 NP_008829.3 c.951G>A  p.A317A GGCxCCA + 3232 18 0 0% 11 3 21.40% NA. NA.

CC-X006 chr2 179404632 G A TTN EX352 synonymous NM_001267550.1 NP_001254479.1 c.98160C>T  p.G32720G GACxCCA - 7273 36 0 0% 28 12 30% NA. NA.

CC-X006 chr2 198631316 T C BOLL EX7 synonymous NM_197970.2 NP_932074.1 c.528A>G  p.V176V ACAxACA - 66037 28 0 0% 20 9 31% NA. NA.

CC-X006 chr3 11064142 C T SLC6A1 EX7 synonymous NM_003042.3 NP_003033.3 c.702C>T  p.G234G TGGxTGG + 6529 20 0 0% 32 3 8.50% NA. NA.

CC-X006 chr3 13441313 G A NUP210 EX2 synonymous NM_024923.2 NP_079199.2 c.216C>T  p.D72D CTCxTCC - 23225 29 0 0% 20 10 33.30% NA. NA.

CC-X006 chr3 47466992 C T SCAP EX8 synonymous NM_012235.2 NP_036367.2 c.1020G>A  p.T340T GGGxGTC - 22937 15 0 0% 18 6 25% NA. NA.

CC-X006 chr3 52420358 C T DNAH1 EX55 synonymous NM_015512.4 NP_056327.4 c.8808C>T  p.T2936T GACxGAG + 25981 22 0 0% 16 5 23.80% NA. NA.

CC-X006 chr3 52424989 C T DNAH1 EX61 synonymous NM_015512.4 NP_056327.4 c.9660C>T  p.N3220N GAAxGGG + 25981 27 0 0% 16 5 23.80% NA. NA.

CC-X006 chr3 53889367 C T IL17RB EX6 synonymous NM_018725.3 NP_061195.2 c.528C>T  p.A176A GGCxGGT + 55540 22 0 0% 21 8 27.50% NA. NA.

CC-X006 chr3 121410828 C T GOLGB1 EX14 synonymous NM_001256486.1 NP_001243415.1 c.7383G>A  p.K2461K TGCxTTT - 2804 37 0 0% 31 8 20.50% NA. NA.

CC-X006 chr3 170078470 G A SKIL EX2 synonymous NM_005414.4 NP_005405.2 c.351G>A  p.S117S GTCxCCT + 6498 28 0 0% 25 3 10.70% NA. NA.

CC-X006 chr4 2172424 C T POLN EX11 synonymous NM_181808.2 NP_861524.2 c.1536G>A  p.P512P AGAxGGG - 353497 33 0 0% 20 5 20% NA. NA.

CC-X006 chr4 128632119 A C INTU EX14 synonymous NM_015693.3 NP_056508.2 c.2421A>C  p.T807T AACxGTG + 27152 24 0 0% 18 6 25% NA. NA.

CC-X006 chr4 149357536 C T NR3C2 EX2 synonymous NM_000901.4 NP_000892.2 c.477G>A  p.T159T GGGxGTG - 4306 27 0 0% 27 9 25% NA. NA.

CC-X006 chr4 155219802 A G DCHS2 EX18 synonymous NM_017639.3 NP_060109.2 c.4299T>C  p.T1433T ACGxGTG - 54798 27 0 0% 24 8 25% NA. NA.

CC-X006 chr4 164393909 A G TKTL2 EX1E synonymous NM_032136.4 NP_115512.3 c.978T>C  p.G326G CAAxCCA - 84076 29 0 0% 19 7 26.90% NA. NA.

CC-X006 chr4 187524994 G A FAT1 EX19 synonymous NM_005245.3 NP_005236.2 c.10686C>T  p.G3562G GACxCCA - 2195 24 0 0% 21 6 22.20% NA. NA.

CC-X006 chr5 314591 G A PDCD6 EX6E synonymous NM_013232.3 NP_037364.1 c.537G>A  p.S179S GTCxTAC + 10016 28 0 0% 34 3 8.10% NA. NA.

CC-X006 chr5 95072640 C T RHOBTB3 EX3 synonymous NM_014899.3 NP_055714.3 c.276C>T  p.G92G GGGxGCT + 22836 28 0 0% 12 3 20% NA. NA.

CC-X006 chr5 125919663 G A ALDH7A1 EX4 synonymous NM_001182.4 NP_001173.2 c.354C>T  p.G118G ATCxCCA - 501 28 0 0% 11 8 42.10% NA. NA.

CC-X006 chr5 140754925 G A PCDHGA6 EX1 synonymous NM_018919.2 NP_061742.1 c.1275G>A  p.T425T CACxGAC + 56109 24 0 0% 15 8 34.70% NA. NA.

CC-X006 chr6 16306743 C T ATXN1 EX9E synonymous NM_000332.3 NP_000323.2 c.2265G>A  p.A755A GGGxGCT - 6310 27 0 0% 22 3 12% NA. NA.

CC-X006 chr6 29591187 C T GABBR1 EX8 synonymous NM_001470.2 NP_001461.1 c.858G>A  p.T286T GTGxGTT - 2550 26 0 0% 27 4 12.90% NA. NA.

CC-X006 chr6 33166185 C T RXRB EX3 synonymous NM_021976.4 NP_068811.1 c.540G>A  p.K180K TGGxTTC - 6257 26 0 0% 13 6 31.50% NA. NA.

CC-X006 chr6 36168930 C T BRPF3 EX2 synonymous NM_015695.2 NP_056510.2 c.831C>T  p.G277G TGGxGCC + 27154 20 0 0% 16 5 23.80% NA. NA.

CC-X006 chr6 107956424 C T SOBP EX6 synonymous NM_018013.3 NP_060483.3 c.2376C>T  p.G792G GGGxGAG + 55084 9 0 0% 6 5 45.40% NA. NA.

CC-X006 chr6 158483053 C T SYNJ2 EX8 synonymous NM_003898.3 NP_003889.1 c.984C>T  p.G328G GGGxGAC + 8871 20 0 0% 24 5 17.20% NA. NA.

CC-X006 chr6 168999640 C T SMOC2 EX8 synonymous NM_022138.2 NP_071421.1 c.813C>T  p.C271C GTGxGTC + 64094 17 0 0% 14 3 17.60% NA. NA.

CC-X006 chr7 21641215 G A DNAH11 EX18 synonymous NM_003777.3 NP_003768.2 c.3627G>A  p.E1209E TGAxCAG + 8701 18 0 0% 21 4 16% NA. NA.

CC-X006 chr7 72892744 C T BAZ1B EX7 synonymous NM_032408.3 NP_115784.1 c.1047G>A  p.S349S TGGxGAG - 9031 17 0 0% 12 5 29.40% NA. NA.

CC-X006 chr7 73609551 G A EIF4H EX7E synonymous NM_022170.1 NP_071496.1 c.660G>A  p.T220T GACxCCC + 7458 29 0 0% 19 4 17.30% NA. NA.

CC-X006 chr7 82544198 G A PCLO EX7 synonymous NM_033026.5 NP_149015.2 c.13104C>T  p.G4368G CTGxCCA - 27445 34 0 0% 30 8 21% NA. NA.

CC-X006 chr7 92848715 G A HEPACAM2 EX2 synonymous NM_001039372.1 NP_001034461.1 c.129C>T  p.G43G GACxCCA - 253012 30 0 0% 20 10 33.30% NA. NA.

CC-X006 chr7 100482038 G A SRRT EX7 synonymous NM_015908.5 NP_056992.4 c.807G>A  p.E269E GGAxCAG + 51593 18 0 0% 21 5 19.20% NA. NA.

CC-X006 chr7 100961413 G A RABL5 EX3 synonymous NM_022777.2 NP_073614.1 c.198C>T  p.G66G ATCxCCA - 64792 29 0 0% 16 3 15.70% NA. NA.

CC-X006 chr7 104844169 C T SRPK2 EX3 synonymous NM_182692.1 NP_872634.1 c.135G>A  p.P45P TGGxGGT - 6733 27 0 0% 15 6 28.50% NA. NA.

CC-X006 chr7 117396675 G A CTTNBP2 EX12 synonymous NM_033427.2 NP_219499.1 c.3282C>T  p.G1094G ACAxCCT - 83992 29 0 0% 19 9 32.10% NA. NA.

CC-X006 chr7 121756717 C T AASS EX8 synonymous NM_005763.3 NP_005754.2 c.864G>A  p.P288P CTCxGGA - 10157 32 0 0% 21 5 19.20% NA. NA.

CC-X006 chr7 128457907 G A CCDC136 EX17 synonymous NM_022742.4 NP_073579.4 c.3459G>A  p.S1153S GTCxTCC + 64753 33 0 0% 22 5 18.50% NA. NA.

CC-X006 chr7 137271951 G A DGKI EX13 synonymous NM_004717.2 NP_004708.1 c.1317C>T  p.G439G CCAxCCC - 9162 31 0 0% 24 6 20% NA. NA.

CC-X006 chr8 25279131 C T GNRH1 EX3 synonymous NM_001083111.1 NP_001076580.1 c.195G>A  p.T65T GTGxGTG - 2796 23 0 0% 23 4 14.80% NA. NA.

CC-X006 chr8 41476220 C T AGPAT6 EX11 synonymous NM_178819.3 NP_848934.1 c.1071C>T  p.G357G TGGxGAT + 137964 29 0 0% 15 6 28.50% NA. NA.

CC-X006 chr8 55372312 G A SOX17 EX2E synonymous NM_022454.3 NP_071899.1 c.1002G>A  p.S334S GTCxCCC + 64321 19 0 0% 10 6 37.50% NA. NA.

CC-X006 chr8 95893935 T C CCNE2 EX12E synonymous NM_057749.2 NP_477097.1 c.1140A>G  p.G380G CTGxCCC - 9134 23 0 0% 22 7 24.10% NA. NA.

CC-X006 chr8 101153093 T C FBXO43 EX2 synonymous NM_001029860.3 NP_001025031.2 c.1389A>G  p.G463G ATGxCCA - 286151 37 0 0% 27 9 25% NA. NA.

CC-X006 chr8 145235386 C T HEATR7A EX7 synonymous NM_032450.2 NP_115826.2 c.522C>T  p.G174G GGGxGTG + 727957 13 0 0% 18 7 28% NA. NA.

CC-X006 chr9 4118509 C T GLIS3 EX4 synonymous NM_001042413.1 NP_001035878.1 c.969G>A  p.S323S GGGxGAC - 169792 29 0 0% 19 5 20.80% NA. NA.

CC-X006 chr9 104432627 G A GRIN3A EX3 synonymous NM_133445.2 NP_597702.2 c.2067C>T  p.A689A GACxGCA - 116443 33 0 0% 26 6 18.70% NA. NA.

CC-X006 chr9 112168821 C T PTPN3 EX18 synonymous NM_002829.3 NP_002820.3 c.1713G>A  p.T571T ATGxGTG - 5774 26 0 0% 14 9 39.10% NA. NA.

CC-X006 chr9 131021533 C T GOLGA2 EX19 synonymous NM_004486.4 NP_004477.3 c.1929G>A  p.Q643Q GGTxTGC - 2801 26 0 0% 17 4 19% NA. NA.

CC-X006 chr9 133506175 C T FUBP3 EX13 synonymous NM_003934.1 NP_003925.1 c.1278C>T  p.G426G TGGxGTA + 8939 28 0 0% 13 6 31.50% NA. NA.

CC-X006 chr10 43089579 A G ZNF33B EX5E synonymous NM_006955.1 NP_008886.1 c.819T>C  p.S273S GTGxCTG - 7582 31 0 0% 21 10 32.20% NA. NA.

CC-X006 chr10 48429352 C T GDF10 EX2 synonymous NM_004962.3 NP_004953.1 c.534G>A  p.S178S CTGxGAG - 2662 12 0 0% 13 3 18.70% NA. NA.

CC-X006 chr10 91143616 A G IFIT1B EX2E synonymous NM_001010987.2 NP_001010987.1 c.546A>G  p.A182A CGCxATC + 439996 32 0 0% 17 5 22.70% NA. NA.

CC-X006 chr10 101639730 C T DNMBP EX16 synonymous NM_015221.2 NP_056036.1 c.4386G>A  p.T1462T CGGxGTG - 23268 21 0 0% 18 11 37.90% NA. NA.



CC-X006 chr10 134036374 G A STK32C EX9 synonymous NM_173575.2 NP_775846.2 c.1110C>T  p.F370F CACxAAG - 282974 22 0 0% 20 5 20% NA. NA.

CC-X006 chr11 46388151 C T DGKZ EX2 synonymous NM_001105540.1 NP_001099010.1 c.345C>T  p.G115G GGGxATG + 8525 14 0 0% 14 5 26.30% NA. NA.

CC-X006 chr11 64419029 G A NRXN2 EX14 synonymous NM_015080.3 NP_055895.1 c.2616C>T  p.S872S CACxGAG - 9379 26 0 0% 8 6 42.80% NA. NA.

CC-X006 chr11 117073798 C T TAGLN EX2 synonymous NM_001001522.1 NP_001001522.1 c.69C>T  p.D23D TGAxGAG + 6876 23 0 0% 13 7 35% NA. NA.

CC-X006 chr12 6127535 T G VWF EX28 synonymous NM_000552.3 NP_000543.2 c.5049A>C  p.A1683A AGGxGCA - 7450 25 0 0% 19 4 17.30% NA. NA.

CC-X006 chr12 6859153 A C MLF2 EX7 synonymous NM_005439.2 NP_005430.1 c.420T>G  p.T140T AACxGTC - 8079 26 0 0% 20 6 23% NA. NA.

CC-X006 chr12 20803516 C A PDE3A EX14 synonymous NM_000921.4 NP_000912.3 c.2907C>A  p.V969V TGTxAAT + 5139 21 0 0% 24 5 17.20% NA. NA.

CC-X006 chr12 56956233 A G RBMS2 EX2 synonymous NM_002898.3 NP_002889.1 c.99A>G  p.P33P ACCxCCT + 5939 27 0 0% 23 7 23.30% NA. NA.

CC-X006 chr12 57674171 C T R3HDM2 EX12 synonymous NM_014925.3 NP_055740.3 c.1272G>A  p.Q424Q TGGxTGT - 22864 25 0 0% 29 6 17.10% NA. NA.

CC-X006 chr12 75601524 G A KCNC2 EX2 synonymous NM_139137.3 NP_631875.1 c.240C>T  p.G80G GCCxCCC - 3747 16 0 0% 12 3 20% NA. NA.

CC-X006 chr12 120657079 C T LOC100996317 EX1E synonymous XM_003846264.1 XP_003846312.1 c.726G>A  p.Q242Q TGGxTGT - 100996317 16 0 0% 24 5 17.20% NA. NA.

CC-X006 chr12 130912742 C T RIMBP2 EX12 synonymous NM_015347.4 NP_056162.4 c.2343G>A  p.T781T GGAxGTG - 23504 21 0 0% 14 4 22.20% NA. NA.

CC-X006 chr13 25744390 G A FAM123A EX1E synonymous NM_152704.2 NP_689917.2 c.1368C>T  p.G456G CGCxCCC - 219287 16 0 0% 18 5 21.70% NA. NA.

CC-X006 chr13 33635340 C T KL EX4 synonymous NM_004795.3 NP_004786.2 c.2124C>T  p.A708A TGCxCTG + 9365 35 0 0% 19 6 24% NA. NA.

CC-X006 chr13 84453885 C T SLITRK1 EX1E synonymous NM_052910.1 NP_443142.1 c.1758G>A  p.S586S GGGxGAG - 114798 21 0 0% 30 4 11.70% NA. NA.

CC-X006 chr13 113512185 C T ATP11A EX21 synonymous NM_032189.3 NP_115565.3 c.2472C>T  p.G824G TGGxGAT + 23250 23 0 0% 25 4 13.70% NA. NA.

CC-X006 chr13 114438213 C T GRK1 EX7E synonymous NM_002929.2 NP_002920.1 c.1569C>T  p.I523I GATxGAG + 6011 13 0 0% 20 5 20% NA. NA.

CC-X006 chr14 21993055 C T SALL2 EX2E synonymous NM_005407.1 NP_005398.1 c.807G>A  p.T269T GGGxGTT - 6297 24 0 0% 15 3 16.60% NA. NA.

CC-X006 chr14 23345513 C T LRP10 EX5 synonymous NM_014045.3 NP_054764.2 c.1356C>T  p.C452C GTGxGGC + 26020 20 0 0% 17 3 15% NA. NA.

CC-X006 chr14 24701459 C T NEDD8-MDP1 EX1 synonymous NM_001199823.1 NP_001186752.1 c.15G>A  p.V5V CTTxACT - 100528064 16 0 0% 23 6 20.60% NA. NA.

CC-X006 chr14 24701459 C T NEDD8 EX1 synonymous NM_006156.2 NP_006147.1 c.15G>A  p.V5V CTTxACT - 4738 16 0 0% 23 6 20.60% NA. NA.

CC-X006 chr14 32559902 T C ARHGAP5 EX2 synonymous NM_001030055.1 NP_001025226.1 c.27T>C  p.R9R TCGxCCC + 394 32 0 0% 26 4 13.30% NA. NA.

CC-X006 chr14 48143802 A C MDGA2 EX1 synonymous NM_001113498.2 NP_001106970.2 c.198T>G  p.V66V GTGxACA - 161357 19 0 0% 12 4 25% NA. NA.

CC-X006 chr14 52735192 C T PTGDR EX1 synonymous NM_000953.2 NP_000944.1 c.660C>T  p.G220G CGGxGCC + 5729 17 0 0% 19 3 13.60% NA. NA.

CC-X006 chr14 64681007 C T SYNE2 EX106 synonymous NM_182914.2 NP_878918.2 c.19152C>T  p.S6384S GAGxGAG + 23224 29 0 0% 17 5 22.70% NA. NA.

CC-X006 chr14 65198231 C A PLEKHG3 EX6 synonymous NM_015549.1 NP_056364.1 c.834C>A  p.G278G GGGxGAT + 26030 18 0 0% 16 6 27.20% NA. NA.

CC-X006 chr14 94933529 G A SERPINA9 EX3 synonymous NM_175739.3 NP_783866.2 c.873C>T  p.L291L AGGxAGG - 327657 34 0 0% 21 5 19.20% NA. NA.

CC-X006 chr14 96756845 G A ATG2B EX40 synonymous NM_018036.5 NP_060506.5 c.5784C>T  p.G1928G AGCxCCT - 55102 35 0 0% 21 7 25% NA. NA.

CC-X006 chr14 96798742 C T ATG2B EX10 synonymous NM_018036.5 NP_060506.5 c.1368G>A  p.Q456Q GGGxTGA - 55102 24 0 0% 18 4 18.10% NA. NA.

CC-X006 chr15 27126104 C T GABRA5 EX4 synonymous NM_000810.3 NP_000801.1 c.198C>T  p.P66P GCCxGGG + 2558 34 0 0% 24 6 20% NA. NA.

CC-X006 chr15 28447322 C T HERC2 EX47 synonymous NM_004667.5 NP_004658.3 c.7554G>A  p.T2518T CACxGTG - 8924 27 0 0% 18 3 14.20% NA. NA.

CC-X006 chr15 31233772 C T MTMR10 EX16E synonymous NM_017762.2 NP_060232.2 c.2235G>A  p.G745G ATTxCCT - 54893 16 0 0% 17 3 15% NA. NA.

CC-X006 chr15 43009225 C T STARD9 EX28 synonymous NM_020759.2 NP_065810.2 c.13473C>T  p.V4491V TGTxGTG + 57519 34 0 0% 19 6 24% NA. NA.

CC-X006 chr15 49327759 C T SECISBP2L EX3 synonymous NM_001193489.1 NP_001180418.1 c.300G>A  p.P100P AGGxGGC - 9728 36 0 0% 20 4 16.60% NA. NA.

CC-X006 chr15 73415065 C T NEO1 EX3 synonymous NM_002499.3 NP_002490.2 c.648C>T  p.G216G TGGxGGG + 4756 20 0 0% 20 13 39.30% NA. NA.

CC-X006 chr15 79092825 G A ADAMTS7 EX2 synonymous NM_014272.3 NP_055087.2 c.165C>T  p.G55G GGAxCCC - 11173 19 0 0% 14 3 17.60% NA. NA.

CC-X006 chr16 2124338 G A TSC2 EX22 synonymous NM_000548.3 NP_000539.2 c.2493G>A  p.T831T CACxCAC + 7249 22 0 0% 13 3 18.70% NA. NA.

CC-X006 chr16 12146071 G A SNX29 EX8 synonymous NM_032167.3 NP_115543.3 c.1116G>A  p.S372S GTCxCCC + 92017 14 0 0% 9 4 30.70% NA. NA.

CC-X006 chr16 72863682 G A ZFHX3 EX5 synonymous NM_006885.3 NP_008816.3 c.3525C>T  p.G1175G TCCxCCC - 463 32 0 0% 14 3 17.60% NA. NA.

CC-X006 chr16 81396129 C T GAN EX6 synonymous NM_022041.3 NP_071324.1 c.999C>T  p.G333G GGGxCAA + 8139 31 1 3.10% 16 8 33.30% NA. NA.

CC-X006 chr17 2601711 G A KIAA0664 EX10 synonymous NM_015229.3 NP_056044.3 c.1326C>T  p.D442D CACxTCC - 23277 16 0 0% 19 4 17.30% NA. NA.

CC-X006 chr17 42828297 C T DBF4B EX14E synonymous NM_145663.2 NP_663696.1 c.1524C>T  p.C508C CTGxTGG + 80174 23 0 0% 10 7 41.10% NA. NA.

CC-X006 chr17 73498071 G A CASKIN2 EX18 synonymous NM_020753.3 NP_065804.2 c.3084C>T  p.G1028G CTCxCCA - 57513 21 0 0% 11 7 38.80% NA. NA.

CC-X006 chr17 76497385 C T DNAH17 EX35 synonymous NM_173628.3 NP_775899.3 c.5364G>A  p.R1788R ATGxCGG - 8632 29 0 0% 13 6 31.50% NA. NA.

CC-X006 chr17 78182018 G A CARD14 EX21E synonymous NM_024110.4 NP_077015.2 c.2889G>A  p.A963A GGCxCCC + 79092 23 0 0% 13 4 23.50% NA. NA.

CC-X006 chr18 42530061 C T SETBP1 EX4 synonymous NM_015559.2 NP_056374.2 c.756C>T  p.P252P CCCxGCT + 26040 33 0 0% 17 3 15% NA. NA.

CC-X006 chr18 48500840 T C ELAC1 EX2 synonymous NM_018696.2 NP_061166.1 c.66T>C  p.S22S CTCxGCT + 55520 23 0 0% 30 4 11.70% NA. NA.

CC-X006 chr19 6694539 C T C3 EX24 synonymous NM_000064.2 NP_000055.2 c.3057G>A  p.T1019T GGGxGTC - 718 23 0 0% 15 5 25% NA. NA.

CC-X006 chr19 8368935 C T CD320 EX3 synonymous NM_016579.3 NP_057663.1 c.306G>A  p.P102P GGGxGGT - 51293 22 0 0% 14 4 22.20% NA. NA.

CC-X006 chr19 8618080 C T MYO1F EX6 synonymous NM_012335.3 NP_036467.2 c.447G>A  p.P149P CAGxGGG - 4542 22 0 0% 17 4 19% NA. NA.

CC-X006 chr19 15121907 C T CCDC105 EX1 synonymous NM_173482.2 NP_775753.2 c.270C>T  p.G90G AGGxGAG + 126402 12 0 0% 11 5 31.20% NA. NA.

CC-X006 chr19 15273321 C T NOTCH3 EX32 synonymous NM_000435.2 NP_000426.2 c.5868G>A  p.L1956L GGCxAAA - 4854 11 0 0% 18 3 14.20% NA. NA.

CC-X006 chr19 20727800 G A ZNF737 EX4E synonymous NM_001159293.1 NP_001152765.1 c.1209C>T  p.G403G TTCxCCA - 100129842 22 0 0% 17 5 22.70% NA. NA.

CC-X006 chr19 36222879 G A MLL4 EX27 synonymous NM_014727.1 NP_055542.1 c.5508G>A  p.S1836S CTCxCCC + 9757 23 0 0% 19 5 20.80% NA. NA.

CC-X006 chr19 45260914 C T BCL3 EX6 synonymous NM_005178.4 NP_005169.2 c.825C>T  p.S275S GAGxGGC + 602 18 0 0% 7 6 46.10% NA. NA.

CC-X006 chr19 50965284 C T MYBPC2 EX26 synonymous NM_004533.3 NP_004524.3 c.3219C>T  p.G1073G AGGxCAC + 4606 25 0 0% 12 5 29.40% NA. NA.

CC-X006 chr19 57802203 G A ZNF460 EX3E synonymous NM_006635.3 NP_006626.3 c.294G>A  p.G98G TGGxCCA + 10794 28 0 0% 26 8 23.50% NA. NA.

CC-X006 chr20 42331396 G A MYBL2 EX8 synonymous NM_002466.2 NP_002457.1 c.1218G>A  p.P406P ACCxCCC + 4605 24 0 0% 14 12 46.10% NA. NA.

CC-X006 chr20 47262591 G A PREX1 EX26 synonymous NM_020820.3 NP_065871.2 c.3310C>T  p.L1104L ACAxCAG - 57580 21 0 0% 20 3 13% NA. NA.

CC-X006 chr21 31973529 C T KRTAP22-1 EX1E synonymous NM_181620.1 NP_853651.1 c.90C>T  p.G30G TGGxTAT + 337979 36 0 0% 20 5 20% NA. NA.

CC-X006 chr22 39411741 C T APOBEC3C EX2 synonymous NM_014508.2 NP_055323.2 c.159C>T  p.G53G GGGxGTC + 27350 15 0 0% 22 6 21.40% NA. NA.

CC-X006 chr22 39883775 C T MGAT3 EX2E synonymous NM_002409.4 NP_002400.3 c.423C>T  p.N141N CAAxGGC + 4248 12 0 0% 17 4 19% NA. NA.

CC-X006 chrX 17705914 G A NHS EX2 synonymous NM_198270.2 NP_938011.1 c.618G>A  p.P206P CCCxTGG + 4810 17 0 0% 7 4 36.30% NA. NA.

CC-X006 chrX 21675124 C T KLHL34 EX1E synonymous NM_153270.1 NP_695002.1 c.783G>A  p.T261T GGGxGTC - 257240 10 0 0% 13 5 27.70% NA. NA.

CC-X006 chrX 38260675 G A OTC EX5 synonymous NM_000531.5 NP_000522.3 c.534G>A  p.T178T CACxCTC + 5009 25 0 0% 7 4 36.30% NA. NA.

CC-X006 chrX 49103359 G A CCDC22 EX7 synonymous NM_014008.3 NP_054727.1 c.882G>A  p.T294T CACxCAC + 28952 27 0 0% 14 7 33.30% NA. NA.

CC-X006 chrX 96212913 C T DIAPH2 EX16 synonymous NM_006729.4 NP_006720.1 c.1701C>T  p.P567P ACCxGCG + 1730 21 0 0% 11 4 26.60% NA. NA.

CC-X006 chrX 152612692 C T ZNF275 EX4 synonymous NM_001080485.3 NP_001073954.3 c.549C>T  p.C183C GTGxGAG + 10838 24 0 0% 9 7 43.70% NA. NA.

CC-X007 chr1 117158748 A G IGSF3 EX3 synonymous NM_001542.2 NP_001533.2 c.375T>C  p.T125T ATCxGTG - 3321 17 0 0% 16 4 20% NA. NA.

CC-X007 chr1 152082861 C T TCHH EX2E synonymous NM_007113.2 NP_009044.2 c.2832G>A  p.L944L TCTxAGC - 7062 25 0 0% 20 13 39.30% NA. NA.

CC-X007 chr1 153914681 C T DENND4B EX5 synonymous NM_014856.2 NP_055671.2 c.792G>A  p.T264T ACCxGTG - 9909 30 0 0% 18 12 40% NA. NA.

CC-X007 chr2 31805710 G A SRD5A2 EX1 synonymous NM_000348.3 NP_000339.2 c.261C>T  p.F87F GCAxAAG - 6716 24 0 0% 16 7 30.40% NA. NA.

CC-X007 chr3 140122589 G A CLSTN2 EX3 synonymous NM_022131.2 NP_071414.2 c.351G>A  p.Q117Q GCAxAAG + 64084 29 0 0% 19 12 38.70% NA. NA.

CC-X007 chr3 148563347 G A CPB1 EX9 synonymous NM_001871.2 NP_001862.2 c.915G>A  p.S305S CTCxTAC + 1360 19 0 0% 11 9 45% NA. NA.

CC-X007 chr5 180278165 C T ZFP62 EX2E synonymous NM_001172638.1 NP_001166109.1 c.330G>A  p.Q110Q TCTxTGT - 643836 42 0 0% 14 11 44% NA. NA.

CC-X007 chr7 56893996 T A LOC100996278 EX1E synonymous XM_003846371.1 XP_003846419.1 c.66A>T  p.L22L AGGxAGA - 100996278 18 0 0% 8 3 27.20% NA. NA.

CC-X007 chr9 103340617 C T MURC EX1 synonymous NM_001018116.1 NP_001018126.1 c.192C>T  p.A64A TGCxATA + 347273 25 0 0% 20 10 33.30% NA. NA.

CC-X007 chr12 40704334 C T LRRK2 EX31 synonymous NM_198578.3 NP_940980.3 c.4419C>T  p.L1473L ACTxCTG + 120892 27 0 0% 17 10 37% NA. NA.

CC-X007 chr16 67304789 G A SLC9A5 EX16E synonymous NM_004594.2 NP_004585.1 c.2367G>A  p.T789T GACxGGT + 6553 36 0 0% 14 9 39.10% NA. NA.

CC-X007 chr19 7677776 G A CAMSAP3 EX13 synonymous NM_001080429.2 NP_001073898.1 c.2478G>A  p.T826T TACxCCA + 57662 18 0 0% 9 4 30.70% NA. NA.

CC-X007 chr19 39214943 C T ACTN4 EX15 synonymous NM_004924.4 NP_004915.2 c.1839C>T  p.T613T CACxGTC + 81 26 0 0% 18 8 30.70% NA. NA.

CC-X007 chrX 69424320 C T DGAT2L6 EX6 synonymous NM_198512.1 NP_940914.1 c.813C>T  p.R271R TCGxGGA + 347516 36 0 0% 18 6 25% NA. NA.

CC-X007 chrX 123539067 G C TENM1 EX26 synonymous NM_014253.3 NP_055068.2 c.5184C>G  p.V1728V AGTxACA - 10178 48 0 0% 19 9 32.10% NA. NA.

CC-X008 chr2 69034577 C T ARHGAP25 EX5 synonymous NM_001007231.2 NP_001007232.2 c.639C>T  p.D213D AGAxGCT + 9938 40 0 0% 24 11 31.40% NA. NA.

CC-X008 chr5 63257256 C T HTR1A EX1E synonymous NM_000524.3 NP_000515.2 c.291G>A  p.Q97Q CACxTGA - 3350 30 0 0% 21 7 25% NA. NA.

CC-X008 chr7 44104991 C T PGAM2 EX1 synonymous NM_000290.3 NP_000281.2 c.138G>A  p.K46K ATCxTTG - 5224 28 0 0% 16 3 15.70% NA. NA.

CC-X008 chr10 52751222 G A PRKG1 EX1 synonymous NM_001098512.2 NP_001091982.1 c.84G>A  p.E28E AGAxAAG + 5592 18 0 0% 15 5 25% NA. NA.

CC-X008 chr15 28447322 C T HERC2 EX47 synonymous NM_004667.5 NP_004658.3 c.7554G>A  p.T2518T CACxGTG - 8924 27 0 0% 19 3 13.60% NA. NA.

CC-X008 chr16 70954932 G A HYDIN EX46 synonymous NM_001270974.1 NP_001257903.1 c.7347C>T  p.P2449P GTCxGGG - 54768 57 0 0% 42 4 8.60% NA. NA.

CC-X008 chr17 71253833 G A CPSF4L EX3 synonymous NM_001129885.1 NP_001123357.1 c.294C>T  p.F98F GTAxAAG - 642843 33 0 0% 19 4 17.30% NA. NA.

CC-X008 chr17 79409971 G A BAHCC1 EX4 synonymous NM_001080519.2 NP_001073988.2 c.1596G>A  p.P532P CCCxGCC + 57597 18 0 0% 6 3 33.30% NA. NA.

CC-X008 chr19 9406637 C T ZNF699 EX5E synonymous NM_198535.1 NP_940937.1 c.1443G>A  p.G481G CTTxCCA - 374879 26 0 0% 38 5 11.60% NA. NA.

CC-X008 chr19 11097606 C T SMARCA4 EX6 synonymous NM_001128844.1 NP_001122316.1 c.786C>T  p.P262P TCCxCCA + 6597 21 0 0% 7 4 36.30% NA. NA.

CC-X009 chr1 158063414 T C KIRREL EX13 synonymous NM_018240.5 NP_060710.3 c.1581T>C  p.S527S AGGxCGC + 55243 18 0 0% 22 14 38.80% NA. NA.

CC-X009 chr1 186645672 G A PTGS2 EX7 synonymous NM_000963.2 NP_000954.1 c.897C>T  p.C299C ATCxCAT - 5743 30 0 0% 13 12 48% NA. NA.

CC-X009 chr1 248437078 T C OR2T33 EX1E synonymous NM_001004695.1 NP_001004695.1 c.39A>G  p.L13L TCCxAGG - 391195 27 0 0% 22 3 12% NA. NA.

CC-X009 chr2 97203182 G A LOC100996535 EX1E synonymous XM_003846325.1 XP_003846373.1 c.60G>A  p.G20G GGGxAGC + 100996535 20 0 0% 13 5 27.70% NA. NA.

CC-X009 chr2 220432456 C T OBSL1 EX3 synonymous NM_015311.2 NP_056126.1 c.1518G>A  p.T506T AAGxGTA - 23363 24 0 0% 21 9 30% NA. NA.

CC-X009 chr3 77147196 G A ROBO2 EX3 synonymous NM_001128929.2 NP_001122401.1 c.141G>A  p.P47P CCCxCGG + 6092 32 0 0% 12 9 42.80% NA. NA.

CC-X009 chr3 113122795 A G WDR52 EX9 synonymous NM_001164496.1 NP_001157968.1 c.1074T>C  p.C358C TCGxCAG - 55779 29 0 0% 22 9 29% NA. NA.

CC-X009 chr4 184932022 C T STOX2 EX3 synonymous NM_020225.1 NP_064610.1 c.2031C>T  p.N677N CAAxGGA + 56977 24 0 0% 18 15 45.40% NA. NA.

CC-X009 chr5 139193032 C T PSD2 EX3 synonymous NM_032289.2 NP_115665.1 c.510C>T  p.S170S GAGxGAC + 84249 12 0 0% 18 17 48.50% NA. NA.

CC-X009 chr6 158480379 C A SYNJ2 EX7 synonymous NM_003898.3 NP_003889.1 c.948C>A  p.A316A AGCxTTC + 8871 19 0 0% 20 16 44.40% NA. NA.

CC-X009 chr10 90351188 C T LIPJ EX4 synonymous NM_001010939.2 NP_001010939.2 c.63C>T  p.T21T AACxGAA + 142910 36 0 0% 14 9 39.10% NA. NA.

CC-X009 chr11 55541588 T C OR5D13 EX1E synonymous NM_001001967.1 NP_001001967.1 c.675T>C  p.T225T CACxACC + 390142 45 0 0% 13 10 43.40% NA. NA.

CC-X009 chr12 21032524 C T SLCO1B3 EX11 synonymous NM_019844.3 NP_062818.1 c.1290C>T  p.C430C CTGxGAA + 28234 16 0 0% 14 5 26.30% NA. NA.

CC-X009 chr12 31244703 C T DDX11 EX10 synonymous NM_030653.3 NP_085911.2 c.1140C>T  p.A380A GGCxGCG + 1663 14 0 0% 38 7 15.50% NA. NA.

CC-X009 chr14 33242889 C G AKAP6 EX12 synonymous NM_004274.4 NP_004265.3 c.3378C>G  p.L1126L CCTxTGT + 9472 35 0 0% 19 6 24% NA. NA.

CC-X009 chr16 31367958 A T ITGAX EX3 synonymous NM_000887.3 NP_000878.2 c.156A>T  p.G52G TGGxGCC + 3687 25 0 0% 20 18 47.30% NA. NA.

CC-X009 chr17 26125814 G A NOS2 EX2 synonymous NM_000625.4 NP_000616.3 c.22C>T  p.L8L ACAxAAA - 4843 24 0 0% 33 5 13.10% NA. NA.

CC-X009 chr17 39262096 C T KRTAP4-9 EX1E synonymous NM_001146041.1 NP_001139513.1 c.456C>T  p.P152P CCCxAGC + 100132386 22 0 0% 15 4 21% NA. NA.

CC-X009 chr17 39684293 C A KRT19 EX1 synonymous NM_002276.4 NP_002267.2 c.207G>T  p.L69L GGTxAGG - 3880 18 0 0% 0 9 100% NA. NA.

CC-X009 chr17 67124802 C T ABCA6 EX8 synonymous NM_080284.2 NP_525023.2 c.1077G>A  p.L359L ATTxAAA - 23460 24 1 4% 53 7 11.60% NA. NA.

CC-X009 chr17 71357845 G A SDK2 EX39 synonymous NM_001144952.1 NP_001138424.1 c.5445C>T  p.N1815N GACxTTG - 54549 8 0 0% 2 12 85.70% NA. NA.

CC-X009 chr17 73758897 G A GALK1 EX5 synonymous NM_000154.1 NP_000145.1 c.681C>T  p.V227V GCGxACA - 2584 21 0 0% 21 7 25% NA. NA.

CC-X009 chr20 24524111 C T SYNDIG1 EX2 synonymous NM_024893.1 NP_079169.1 c.378C>T  p.L126L CCTxGAG + 79953 35 0 0% 25 25 50% NA. NA.

CC-X009 chrX 50213558 C T DGKK EX1 synonymous NM_001013742.2 NP_001013764.1 c.120G>A  p.P40P CGGxGGC - 139189 27 0 0% 20 14 41.10% NA. NA.

CC-X009 chrX 136649168 C T ZIC3 EX1 synonymous NM_003413.3 NP_003404.1 c.318C>T  p.G106G TGGxGCT + 7547 12 0 0% 36 6 14.20% NA. NA.

CC-C006 chr2 28812892 G A PLB1 EX29 synonymous NM_153021.4 NP_694566.4 c.2037G>A  p.K679K AAxAC + 151056 79 0 0% 42 34 44.70% NA. NA.

CC-C006 chr9 116823756 G A AMBP EX8 synonymous NM_001633.3 NP_001624.1 c.801C>T  p.N267N CCxTT - 259 99 0 0% 84 23 21.40% NA. NA.

CC-C006 chr11 93122252 G A CCDC67 EX9 synonymous NM_181645.3 NP_857596.2 c.1002G>A  p.V334V GTxAT + 159989 66 0 0% 28 25 47.10% NA. NA.

CC-C006 chr11 122647903 C T UBASH3B EX3 synonymous NM_032873.4 NP_116262.2 c.387C>T  p.L129L CTxTG + 84959 66 1 1.40% 13 23 63.80% NA. NA.

CC-C006 chr17 11520903 G C DNAH9 EX5 synonymous NM_001372.3 NP_001363.2 c.1080G>C  p.V360V GTxCT + 1770 65 0 0% 19 20 51.20% NA. NA.

CC-C006 chr17 43012774 G A KIF18B EX3 synonymous NM_001265577.1 NP_001252506.1 c.324C>T  p.Y108Y CCxTA - 146909 75 0 0% 33 18 35.20% NA. NA.

CC-C007 chr1 110709617 C T SLC6A17 EX2 synonymous NM_001010898.2 NP_001010898.1 c.66C>T  p.A22A GCxGA + 388662 31 0 0% 32 13 28.80% NA. NA.

CC-C007 chr2 36764658 C T CRIM1 EX14 synonymous NM_016441.2 NP_057525.1 c.2592C>T  p.N864N AAxGT + 51232 68 1 1.40% 82 22 21.10% NA. NA.

CC-C007 chr2 49216145 G A FSHR EX6 synonymous NM_000145.3 NP_000136.2 c.495C>T  p.F165F ACxAA - 2492 64 1 1.50% 35 40 53.30% NA. NA.

CC-C007 chr3 9796482 C T OGG1 EX4 synonymous NM_016828.2 NP_058437.1 c.660C>T  p.G220G GGxGG + 4968 59 0 0% 26 24 48% NA. NA.

CC-C007 chr4 135121188 C A PABPC4L EX2E synonymous NM_001114734.1 NP_001108206.2 c.1161G>T  p.G387G TGxCC - 132430 101 0 0% 56 24 30% NA. NA.

CC-C007 chr6 27115219 G A HIST1H2AH EX1E synonymous NM_080596.1 NP_542163.1 c.312G>A  p.A104A GCxCA + 85235 40 0 0% 16 18 52.90% NA. NA.

CC-C007 chr7 75614180 G A POR EX11 synonymous NM_000941.2 NP_000932.3 c.1152G>A  p.P384P CCxCG + 5447 44 1 2.20% 24 17 41.40% NA. NA.

CC-C007 chr10 134161582 C T LRRC27 EX6 synonymous NM_001143757.1 NP_001137229.1 c.648C>T  p.N216N AAxGC + 80313 65 0 0% 35 27 43.50% NA. NA.

CC-C007 chr12 12312796 G A LRP6 EX11 synonymous NM_002336.2 NP_002327.2 c.2382C>T  p.N794N CCxTT - 4040 90 2 2.10% 100 43 30% NA. NA.

CC-C007 chr12 40799956 G A MUC19 EX3 synonymous XM_003846356.1 XP_003846404.1 c.195G>A  p.K65K AAxTC + 283463 56 1 1.70% 52 14 21.20% NA. NA.

CC-C007 chr14 31841051 A G HEATR5A EX13 synonymous NM_015473.3 NP_056288.2 c.1926T>C  p.L642L GGxAG - 25938 67 1 1.40% 92 29 23.90% NA. NA.

CC-C007 chr14 55451487 A T WDHD1 EX15 synonymous NM_007086.3 NP_009017.1 c.1860T>A  p.P620P AGxGG - 11169 52 0 0% 116 27 18.80% NA. NA.

CC-C007 chr14 91369236 C T RPS6KA5 EX9 synonymous NM_004755.2 NP_004746.2 c.1035G>A  p.V345V CTxAC - 9252 66 0 0% 50 14 21.80% NA. NA.

CC-C007 chr16 71004480 G A HYDIN EX36 synonymous NM_001270974.1 NP_001257903.1 c.5562C>T  p.N1854N AAxTT - 54768 170 1 0.50% 179 30 14.30% NA. NA.

CC-C007 chr17 694844 C T RNMTL1 EX4E synonymous NM_018146.2 NP_060616.1 c.798C>T  p.I266I ATxAA + 55178 103 0 0% 42 17 28.80% NA. NA.

CC-C007 chr17 76099563 G A TNRC6C EX21 synonymous NM_001142640.1 NP_001136112.1 c.4749G>A  p.L1583L CTxAC + 57690 87 0 0% 52 28 35% NA. NA.

CC-C007 chr19 5776213 G A CATSPERD EX21 synonymous NM_152784.3 NP_689997.3 c.1983G>A  p.L661L TTxAG + 257062 63 0 0% 36 18 33.30% NA. NA.

CC-C007 chr19 48832691 C T EMP3 EX4 synonymous NM_001425.2 NP_001416.1 c.264C>T  p.L88L CTxTA + 2014 74 0 0% 53 24 31.10% NA. NA.

CC-C007 chr19 49132103 G A SPHK2 EX7E synonymous NM_020126.4 NP_064511.2 c.1038G>A  p.Q346Q CAxAG + 56848 55 0 0% 55 19 25.60% NA. NA.

CC-C007 chr19 50304746 C G AP2A1 EX13 synonymous NM_014203.2 NP_055018.2 c.1653C>G  p.L551L CTxTT + 160 53 0 0% 33 9 21.40% NA. NA.

CC-C007 chrX 11780988 A T MSL3 EX7 synonymous NM_078629.3 NP_523353.2 c.621A>T  p.I207I ATxAC + 10943 60 1 1.60% 113 24 17.50% NA. NA.

CC-C007 chrX 101096246 G A NXF5 EX7 synonymous NM_032946.2 NP_116564.2 c.378C>T  p.L126L CGxAG - 55998 32 0 0% 29 17 36.90% NA. NA.

CC-C002 chr1 158262651 C T CD1C EX4 synonymous NM_001765.2 NP_001756.2 c.876C>T  p.I292I ATxAT + 911 37 0 0% 36 20 35.70% NA. NA.

CC-C002 chr1 171303571 G A FMO4 EX8 synonymous NM_002022.1 NP_002013.1 c.849G>A  p.V283V GTxAA + 2329 69 0 0% 58 27 31.70% NA. NA.

CC-C002 chr3 47278059 G A KIF9 EX19 synonymous NM_001134878.1 NP_001128350.1 c.1975C>T  p.L659L CAxCA - 64147 40 0 0% 47 37 44% NA. NA.

CC-C002 chr4 135122001 G A PABPC4L EX2E synonymous NM_001114734.1 NP_001108206.2 c.348C>T  p.F116F AAxAA - 132430 54 0 0% 38 19 33.30% NA. NA.

CC-C002 chr5 32739001 C T NPR3 EX3 synonymous NM_001204376.1 NP_001191305.1 c.276C>T  p.H92H CAxGA + 4883 66 0 0% 48 30 38.40% NA. NA.

CC-C002 chr6 26123947 G A HIST1H2BC EX1E synonymous NM_003526.2 NP_003517.2 c.186C>T  p.I62I ATxAT - 8347 93 0 0% 93 63 40.30% NA. NA.

CC-C002 chr6 94120325 C T EPHA7 EX3 synonymous NM_004440.3 NP_004431.1 c.726G>A  p.A242A TCxGC - 2045 42 0 0% 34 16 32% NA. NA.

CC-C002 chr7 87079310 G A ABCB4 EX8 synonymous NM_018849.2 NP_061337.1 c.807C>T  p.F269F CCxAA - 5244 67 0 0% 51 29 36.20% NA. NA.

CC-C002 chr7 100683157 G A MUC17 EX3 synonymous NM_001040105.1 NP_001035194.1 c.8460G>A  p.T2820T ACxCC + 140453 39 0 0% 27 25 48% NA. NA.

CC-C002 chr8 22052380 C T BMP1 EX12 synonymous NM_006129.4 NP_006120.1 c.1587C>T  p.F529F TTxGT + 649 57 0 0% 45 27 37.50% NA. NA.

CC-C002 chr11 73765671 G A C2CD3 EX26 synonymous NM_015531.4 NP_056346.3 c.5136C>T  p.F1712F TTxAA - 26005 62 1 1.50% 73 23 23.90% NA. NA.

CC-C002 chr12 56121073 C G CD63 EX3 synonymous NM_001780.5 NP_001771.1 c.117G>C  p.L39L CTxAG - 967 50 0 0% 43 30 41% NA. NA.

CC-C002 chr12 56814841 G A TIMELESS EX24 synonymous NM_003920.3 NP_003911.2 c.2946C>T  p.S982S TCxCT - 8914 61 0 0% 56 20 26.30% NA. NA.

CC-C002 chr14 20248553 A G OR4M1 EX1E synonymous NM_001005500.1 NP_001005500.1 c.72A>G  p.Q24Q CAxCT + 441670 130 0 0% 104 24 18.70% NA. NA.

CC-C002 chr14 58831366 G A ARID4A EX20 synonymous NM_002892.3 NP_002883.3 c.2559G>A  p.K853K AAxAA + 5926 100 0 0% 76 40 34.40% NA. NA.

CC-C002 chr16 4790303 G A C16orf71 EX4 synonymous NM_139170.2 NP_631909.2 c.426G>A  p.E142E GAxCC + 146562 53 0 0% 28 29 50.80% NA. NA.

CC-C002 chr17 10356589 G A MYH4 EX24 synonymous NM_017533.2 NP_060003.2 c.2991C>T  p.T997T TTxGT - 4622 62 0 0% 67 25 27.10% NA. NA.

CC-C002 chr19 2877508 C T ZNF556 EX4E synonymous NM_024967.1 NP_079243.1 c.552C>T  p.F184F TTxAG + 80032 78 1 1.20% 80 31 27.90% NA. NA.

CC-C002 chr19 14076291 G A RFX1 EX16 synonymous NM_002918.4 NP_002909.4 c.2181C>T  p.V727V TTxAC - 5989 47 0 0% 51 18 26% NA. NA.

CC-C002 chr21 37661083 T C DOPEY2 EX34 synonymous NM_005128.2 NP_005119.2 c.6327T>C  p.D2109D GAxCT + 9980 66 2 2.90% 52 26 33.30% NA. NA.

CC-C002 chrX 102755202 G A RAB40A EX3E synonymous NM_080879.2 NP_543155.2 c.483C>T  p.F161F TTxAA - 142684 69 0 0% 21 27 56.20% NA. NA.

CC-H032 chr2 176959239 C T HOXD13 EX2E synonymous NM_000523.3 NP_000514.2 c.813C>T  p.C271C GTGxGTC + 3239 102 0 0% 92 6 6.10% NA. NA.

CC-H032 chr5 55422886 C T ANKRD55 EX8 synonymous NM_024669.2 NP_078945.2 c.660G>A  p.G220G CGGxCCC - 79722 73 0 0% 60 35 36.80% NA. NA.

CC-H032 chr11 17190281 G A PIK3C2A EX1 synonymous NM_002645.2 NP_002636.2 c.1008C>T  p.S336S CTGxCTT - 5286 86 0 0% 95 7 6.80% NA. NA.

CC-H032 chr15 42169045 G A SPTBN5 EX19 synonymous NM_016642.2 NP_057726.3 c.3708C>T  p.G1236G CTCxCCG - 51332 80 0 0% 62 5 7.40% NA. NA.

CC-H032 chr15 43579632 G A TGM7 EX6 synonymous NM_052955.2 NP_443187.1 c.711C>T  p.G237G CACxCCA - 116179 69 0 0% 69 6 8% NA. NA.

CC-H032 chr19 4902811 T C ARRDC5 EX1 synonymous NM_001080523.1 NP_001073992.1 c.69A>G  p.L23L CACxAAT - 645432 44 0 0% 40 8 16.60% NA. NA.

CC-H032 chr19 5132014 C T KDM4B EX13 synonymous NM_015015.2 NP_055830.1 c.1902C>T  p.D634D TGAxGAG + 23030 110 1 0.90% 55 30 35.20% NA. NA.

CC-H032 chr19 6937593 G A EMR1 EX20 synonymous NM_001974.4 NP_001965.3 c.2589G>A  p.T863T GACxAAG + 2015 39 0 0% 37 26 41.20% NA. NA.

CC-H033 chr1 1961688 C T GABRD EX9E synonymous NM_000815.4 NP_000806.2 c.1326C>T  p.V442V CGTxAAT + 2563 16 0 0% 52 6 10.30% NA. NA.

CC-H033 chr1 117146532 G A IGSF3 EX7 synonymous NM_001542.2 NP_001533.2 c.1398C>T  p.V466V GATxACA - 3321 100 0 0% 93 11 10.50% NA. NA.

CC-H033 chr1 117660816 G A TRIM45 EX2 synonymous NM_025188.3 NP_079464.2 c.1062C>T  p.L354L CCTxAGC - 80263 35 0 0% 53 8 13.10% NA. NA.

CC-H033 chr1 155726844 G A GON4L EX27 synonymous NM_001037533.1 NP_001032622.1 c.5422C>T  p.L1808L GCAxGGC - 54856 47 0 0% 50 10 16.60% NA. NA.



CC-H033 chr1 180061867 C G CEP350 EX34 synonymous NM_014810.4 NP_055625.4 c.6627C>G  p.L2209L TCTxAGA + 9857 89 0 0% 60 9 13% NA. NA.

CC-H033 chr2 37240999 G C HEATR5B EX27 synonymous NM_019024.1 NP_061897.1 c.4269C>G  p.L1423L TTTxAGA - 54497 82 0 0% 91 6 6.10% NA. NA.

CC-H033 chr2 65541226 C T SPRED2 EX6E synonymous NM_181784.2 NP_861449.2 c.666G>A  p.K222K GATxTTC - 200734 35 0 0% 45 11 19.60% NA. NA.

CC-H033 chr2 96955004 G A SNRNP200 EX22 synonymous NM_014014.4 NP_054733.2 c.3054C>T  p.F1018F TGAxAAG - 23020 44 0 0% 53 7 11.60% NA. NA.

CC-H033 chr2 176982116 G A HOXD10 EX1 synonymous NM_002148.3 NP_002139.2 c.555G>A  p.A185A CGCxGCC + 3236 91 0 0% 130 16 10.90% NA. NA.

CC-H033 chr2 183593700 C G DNAJC10 EX7 synonymous NM_018981.1 NP_061854.1 c.612C>G  p.L204L CCTxTTC + 54431 86 0 0% 48 5 9.40% NA. NA.

CC-H033 chr3 108172888 C G MYH15 EX22 synonymous NM_014981.1 NP_055796.1 c.2424G>C  p.L808L CATxAGT - 22989 115 0 0% 123 7 5.30% NA. NA.

CC-H033 chr3 126160629 G A ZXDC EX8 synonymous NM_025112.4 NP_079388.3 c.2373C>T  p.G791G GACxCCC - 79364 31 0 0% 51 9 15% NA. NA.

CC-H033 chr3 129268017 G A H1FOO EX3 synonymous NM_153833.1 NP_722575.1 c.552G>A  p.Q184Q GCAxAAG + 132243 88 0 0% 135 15 10% NA. NA.

CC-H033 chr4 3205860 C T HTT EX42 synonymous NM_002111.6 NP_002102.4 c.5709C>T  p.L1903L TCTxTTC + 3064 72 0 0% 100 7 6.50% NA. NA.

CC-H033 chr5 13810322 C T DNAH5 EX45 synonymous NM_001369.2 NP_001360.1 c.7455G>A  p.V2485V GAAxACG - 1767 66 1 1.40% 58 13 18.30% NA. NA.

CC-H033 chr5 13811759 C T DNAH5 EX44 synonymous NM_001369.2 NP_001360.1 c.7404G>A  p.L2468L CTTxAGA - 1767 33 0 0% 33 7 17.50% NA. NA.

CC-H033 chr5 140503611 G A PCDHB4 EX1E synonymous NM_018938.2 NP_061761.1 c.2031G>A  p.P677P CCCxGCC + 56131 186 1 0.50% 212 18 7.80% NA. NA.

CC-H033 chr5 140595318 G C PCDHB13 EX1E synonymous NM_018933.2 NP_061756.1 c.1623G>C  p.L541L GCTxAGC + 56123 264 1 0.30% 366 40 9.80% NA. NA.

CC-H033 chr5 140605342 G A PCDHB14 EX1E synonymous NM_018934.2 NP_061757.1 c.2265G>A  p.L755L TCTxACA + 56122 137 0 0% 161 10 5.80% NA. NA.

CC-H033 chr6 15520332 C T JARID2 EX18E synonymous NM_004973.3 NP_004964.2 c.3591C>T  p.C1197C CTGxGGC + 3720 73 0 0% 100 8 7.40% NA. NA.

CC-H033 chr6 44222512 G A SLC35B2 EX4E synonymous NM_178148.2 NP_835361.1 c.1230C>T  p.Y410Y CGCxTAG - 347734 30 0 0% 36 5 12.10% NA. NA.

CC-H033 chr6 136268631 C G PDE7B EX2 synonymous NM_018945.3 NP_061818.1 c.51C>G  p.P17P CCCxGAT + 27115 59 1 1.60% 57 5 8% NA. NA.

CC-H033 chr7 22184817 G A RAPGEF5 EX20 synonymous NM_012294.3 NP_036426.3 c.1572C>T  p.F524F GCTxAAC - 9771 37 0 0% 35 8 18.60% NA. NA.

CC-H033 chr7 100030745 G A MEPCE EX2 synonymous NM_019606.5 NP_062552.2 c.1875G>A  p.K625K CAAxAGA + 56257 49 0 0% 61 16 20.70% NA. NA.

CC-H033 chr7 141490728 G A TAS2R5 EX1E synonymous NM_018980.2 NP_061853.1 c.567G>A  p.G189G TGGxATG + 54429 85 0 0% 90 7 7.20% NA. NA.

CC-H033 chr8 38370085 G A C8orf86 EX3E synonymous NM_207412.1 NP_997295.1 c.492C>T  p.L164L GCGxAGG - 389649 68 0 0% 112 13 10.40% NA. NA.

CC-H033 chr8 48697813 G A PRKDC EX77 synonymous NM_006904.6 NP_008835.5 c.10968C>T  p.L3656L ACTxAGC - 5591 83 0 0% 58 6 9.30% NA. NA.

CC-H033 chr8 70488218 C T SULF1 EX6 synonymous NM_001128205.1 NP_001121677.1 c.186C>T  p.V62V AGTxATG + 23213 77 0 0% 57 6 9.50% NA. NA.

CC-H033 chr8 133931730 C T TG EX21 synonymous NM_003235.4 NP_003226.4 c.4488C>T  p.G1496G GGGxAGA + 7038 48 0 0% 57 12 17.30% NA. NA.

CC-H033 chr8 144662682 G A EEF1D EX8 synonymous NM_032378.4 NP_115754.3 c.1704C>T  p.V568V CTTxACA - 1936 61 0 0% 85 12 12.30% NA. NA.

CC-H033 chr8 145583998 G C SLC52A2 EX3 synonymous NM_001253816.1 NP_001240745.1 c.846G>C  p.L282L CCTxTTG + 79581 26 0 0% 35 4 10.20% NA. NA.

CC-H033 chr9 34610931 G A RPP25L EX2E synonymous NM_148179.2 NP_680545.1 c.363C>T  p.L121L GCTxAGC - 138716 34 0 0% 36 10 21.70% NA. NA.

CC-H033 chr9 127650667 C T GOLGA1 EX19 synonymous NM_002077.3 NP_002068.1 c.1770G>A  p.S590S CCTxGAG - 2800 48 0 0% 54 9 14.20% NA. NA.

CC-H033 chr9 131374459 G T SPTAN1 EX39 synonymous NM_001130438.2 NP_001123910.1 c.4977G>T  p.L1659L ACTxAAA + 6709 69 1 1.40% 104 10 8.70% NA. NA.

CC-H033 chr10 108380255 C T SORCS1 EX20 synonymous NM_001013031.2 NP_001013049.1 c.2727G>A  p.A909A CGTxGCA - 114815 55 0 0% 71 10 12.30% NA. NA.

CC-H033 chr11 58978337 G A MPEG1 EX1E synonymous NM_001039396.1 NP_001034485.1 c.2002C>T  p.L668L CCAxAAT - 219972 65 0 0% 65 5 7.10% NA. NA.

CC-H033 chr11 58979742 G C MPEG1 EX1E synonymous NM_001039396.1 NP_001034485.1 c.597C>G  p.L199L GTTxAGC - 219972 31 0 0% 35 6 14.60% NA. NA.

CC-H033 chr12 56522418 G C ESYT1 EX1 synonymous NM_001184796.1 NP_001171725.1 c.315G>C  p.A105A AGCxAGG + 23344 36 0 0% 25 6 19.30% NA. NA.

CC-H033 chr12 113612472 C T DDX54 EX10 synonymous NM_001111322.1 NP_001104792.1 c.1041G>A  p.T347T CTTxGTG - 79039 41 0 0% 67 7 9.40% NA. NA.

CC-H033 chr15 33023353 C T GREM1 EX2E synonymous NM_013372.6 NP_037504.1 c.462C>T  p.V154V GGTxACA + 26585 58 0 0% 63 7 10% NA. NA.

CC-H033 chr15 72699443 C T TMEM202 EX4 synonymous NM_001080462.1 NP_001073931.1 c.504C>T  p.L168L CCTxTGC + 338949 45 0 0% 46 9 16.30% NA. NA.

CC-H033 chr15 75499713 C T C15orf39 EX2 synonymous NM_015492.4 NP_056307.2 c.1324C>T  p.L442L TGGxTGC + 56905 51 0 0% 95 9 8.60% NA. NA.

CC-H033 chr15 75562441 C T GOLGA6C EX18E synonymous NM_001164404.1 NP_001157876.1 c.1983C>T  p.N661N CAAxGTG + 653641 192 1 0.50% 271 17 5.90% NA. NA.

CC-H033 chr15 83434717 G A FSD2 EX10 synonymous NM_001007122.2 NP_001007123.1 c.1620C>T  p.I540I ATAxATA - 123722 27 0 0% 42 9 17.60% NA. NA.

CC-H033 chr16 744323 G C FBXL16 EX6E synonymous NM_153350.3 NP_699181.2 c.1392C>G  p.L464L GAAxAGC - 146330 17 0 0% 37 6 13.90% NA. NA.

CC-H033 chr17 9515749 C T WDR16 EX8 synonymous NM_145054.4 NP_659491.4 c.978C>T  p.L326L GCTxATA + 146845 51 0 0% 43 4 8.50% NA. NA.

CC-H033 chr17 46265209 C T SKAP1 EX6 synonymous NM_003726.3 NP_003717.3 c.438G>A  p.E146E CTTxTCA - 8631 72 0 0% 76 5 6.10% NA. NA.

CC-H033 chr17 78341577 G A RNF213 EX43 synonymous NM_001256071.1 NP_001243000.1 c.11901G>A  p.T3967T GACxCAC + 57674 49 0 0% 64 5 7.20% NA. NA.

CC-H033 chr19 7585607 T G ZNF358 EX2E synonymous NM_018083.4 NP_060553.4 c.1479T>G  p.S493S ATCxTCT + 140467 29 0 0% 52 13 20% NA. NA.

CC-H033 chr19 47425298 C T ARHGAP35 EX1 synonymous NM_004491.4 NP_004482.4 c.3366C>T  p.I1122I TATxAAC + 2909 73 1 1.30% 78 10 11.30% NA. NA.

CC-H033 chr20 56793671 G A ANKRD60 EX5E synonymous XM_001134442.5 XP_001134442.5 c.1086C>T  p.V362V GAGxACC - 140731 47 0 0% 39 9 18.70% NA. NA.

CC-H033 chr21 45846557 C A TRPM2 EX26 synonymous NM_003307.3 NP_003298.1 c.3810C>A  p.I1270I GATxTAT + 7226 79 1 1.20% 138 12 8% NA. NA.

CC-H033 chr22 20109865 C G RANBP1 EX3 synonymous NM_002882.2 NP_002873.1 c.231C>G  p.L77L GCTxCTG + 5902 41 0 0% 48 6 11.10% NA. NA.

CC-H033 chr22 23524281 C T BCR EX1 synonymous NM_004327.3 NP_004318.3 c.1134C>T  p.F378F CTTxGAC + 613 83 0 0% 99 8 7.40% NA. NA.

CC-H033 chr22 41970806 G A CSDC2 EX4E synonymous NM_014460.3 NP_055275.1 c.369G>A  p.K123K CAAxAAC + 27254 53 0 0% 69 10 12.60% NA. NA.

CC-H033 chrX 15596338 G A ACE2 EX10 synonymous NM_021804.2 NP_068576.1 c.1171C>T  p.L391L GCAxAAA - 59272 86 1 1.10% 94 7 6.90% NA. NA.

CC-H033 chrX 24383358 G A FAM48B1 EX1E synonymous NM_001136234.1 NP_001129706.1 c.2481G>A  p.Q827Q GCAxTTG + 100130302 105 1 0.90% 140 12 7.80% NA. NA.

CC-H033 chrX 100667354 G A HNRNPH2 EX2E synonymous NM_001032393.2 NP_001027565.1 c.378G>A  p.E126E AGAxATT + 3188 70 0 0% 89 6 6.30% NA. NA.

CC-H033 chrX 108628432 C T GUCY2F EX16 synonymous NM_001522.2 NP_001513.2 c.3036G>A  p.R1012R CATxCGA - 2986 73 1 1.30% 68 8 10.50% NA. NA.

CC-H033 chrX 117695402 C T DOCK11 EX7 synonymous NM_144658.3 NP_653259.3 c.615C>T  p.L205L TCTxAAT + 139818 167 0 0% 123 10 7.50% NA. NA.

CC-H034 chr1 70705177 G A SRSF11 EX8 synonymous NM_004768.3 NP_004759.1 c.774G>A  p.R258R GAGxAGG + 9295 98 1 1% 69 5 6.70% NA. NA.

CC-H034 chr2 219204807 C T PNKD EX4 synonymous NM_015488.4 NP_056303.3 c.408C>T  p.I136I CATxGAC + 25953 133 1 0.70% 73 5 6.40% NA. NA.

CC-H034 chr3 142066119 G A XRN1 EX33 synonymous NM_019001.3 NP_061874.3 c.3834C>T  p.N1278N ACTxTTG - 54464 101 0 0% 100 13 11.50% NA. NA.

CC-H034 chr4 88536448 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2634C>T  p.D878D TGAxAGC + 1834 235 0 0% 147 13 8.10% NA. NA.

CC-H034 chr15 52643556 G A MYO5A EX28 synonymous NM_000259.3 NP_000250.3 c.3744C>T  p.L1248L CATxAGG - 4644 64 0 0% 55 5 8.30% NA. NA.

CC-H034 chr17 45216135 G A CDC27 EX13 synonymous NM_001114091.1 NP_001107563.1 c.1692C>T  p.D564D TAAxTCT - 996 92 1 1% 84 5 5.60% NA. NA.

CC-H034 chr17 45216150 T C CDC27 EX13 synonymous NM_001114091.1 NP_001107563.1 c.1677A>G  p.S559S AACxGAA - 996 94 1 1% 76 5 6.10% NA. NA.

CC-H034 chr20 36431299 G A CTNNBL1 EX11 synonymous NM_030877.3 NP_110517.2 c.1062G>A  p.L354L CCTxAAA + 56259 54 1 1.80% 42 18 30% NA. NA.

CC-H034 chr20 62626829 G A PRPF6 EX6 synonymous NM_012469.3 NP_036601.2 c.765G>A  p.L255L GCTxAGC + 24148 56 1 1.70% 46 4 8% NA. NA.

CC-H034 chrX 54784284 G A ITIH6 EX8 synonymous NM_198510.2 NP_940912.1 c.2223C>T  p.P741P GCCxGGC - 347365 127 1 0.70% 65 12 15.50% NA. NA.

CC-H035 chr1 117150751 G T IGSF3 EX5 synonymous NM_001542.2 NP_001533.2 c.1035C>A  p.A345A CCTxGCT - 3321 260 0 0% 181 24 11.70% NA. NA.

CC-H035 chr1 160125870 C T ATP1A4 EX4 synonymous NM_144699.3 NP_653300.2 c.447C>T  p.I149I CATxGTC + 480 157 1 0.60% 112 76 40.40% NA. NA.

CC-H035 chr1 171177954 G A FMO2 EX9 synonymous NM_001460.2 NP_001451.1 c.1278G>A  p.Q426Q CCAxACG + 2327 108 0 0% 71 47 39.80% NA. NA.

CC-H035 chr2 228128656 G A COL4A3 EX21 synonymous NM_000091.4 NP_000082.2 c.1311G>A  p.P437P ACCxCCA + 1285 120 0 0% 16 47 74.60% NA. NA.

CC-H035 chr7 1510240 C T INTS1 EX48E synonymous NM_001080453.2 NP_001073922.2 c.6546G>A  p.R2182R GATxCTC - 26173 193 0 0% 101 80 44.10% NA. NA.

CC-H035 chr8 41839426 C T KAT6A EX5 synonymous NM_001099412.1 NP_001092882.1 c.756G>A  p.V252V CTTxACT - 7994 113 0 0% 72 51 41.40% NA. NA.

CC-H035 chr8 55534012 C T RP1 EX2 synonymous NM_006269.1 NP_006260.1 c.486C>T  p.G162G TGGxGAC + 6101 106 0 0% 61 38 38.30% NA. NA.

CC-H035 chr10 105349994 C T NEURL EX6E synonymous NM_004210.4 NP_004201.3 c.1590C>T  p.D530D GGAxACG + 9148 106 0 0% 44 40 47.60% NA. NA.

CC-H035 chr11 63683070 G A RCOR2 EX2 synonymous NM_173587.3 NP_775858.2 c.141C>T  p.R47R AACxCGG - 283248 118 1 0.80% 69 51 42.50% NA. NA.

CC-H035 chr12 49317572 A T FKBP11 EX5 synonymous NM_016594.2 NP_057678.1 c.381T>A  p.S127S GACxGAT - 51303 56 0 0% 29 18 38.20% NA. NA.

CC-H035 chr13 73355115 G A DIS3 EX2 synonymous NM_014953.3 NP_055768.3 c.255C>T  p.I85I CCTxATG - 22894 88 0 0% 40 31 43.60% NA. NA.

CC-H035 chr13 110437717 G A IRS2 EX1 synonymous NM_003749.2 NP_003740.2 c.684C>T  p.F228F CACxAAG - 8660 25 0 0% 10 7 41.10% NA. NA.

CC-H035 chr13 111940741 C T ARHGEF7 EX19 synonymous NM_001113511.1 NP_001106983.1 c.2148C>T  p.V716V AGTxATT + 8874 159 0 0% 84 57 40.40% NA. NA.

CC-H035 chr17 46019107 C T PNPO EX1 synonymous NM_018129.3 NP_060599.1 c.66C>T  p.L22L CCTxAGT + 55163 63 0 0% 32 22 40.70% NA. NA.

CC-H035 chr17 73488866 C T KIAA0195 EX15 synonymous NM_014738.4 NP_055553.3 c.1908C>T  p.L636L CCTxATT + 9772 68 0 0% 34 24 41.30% NA. NA.

CC-H035 chr19 48382314 C G SULT2A1 EX4 synonymous NM_003167.3 NP_003158.2 c.546G>C  p.L182L ACTxAGT - 6822 121 0 0% 149 43 22.30% NA. NA.

CC-H035 chr20 21687665 C T PAX1 EX2 synonymous NM_006192.4 NP_006183.2 c.876C>T  p.V292V GGTxAGC + 5075 234 1 0.40% 117 72 38% NA. NA.

CC-H035 chr21 42812873 C T MX1 EX11 synonymous NM_001144925.1 NP_001138397.1 c.651C>T  p.V217V GGTxCCC + 4599 83 0 0% 80 5 5.80% NA. NA.

CC-H035 chr22 38044428 A T SH3BP1 EX14 synonymous NM_018957.3 NP_061830.3 c.1302A>T  p.P434P GCCxCCT + 23616 141 1 0.70% 75 41 35.30% NA. NA.

CC-H036 chr1 41285120 C T KCNQ4 EX5 synonymous NM_004700.3 NP_004691.2 c.810C>T  p.Y270Y CTAxGCC + 9132 66 0 0% 38 16 29.60% NA. NA.

CC-H036 chr1 49242291 G A BEND5 EX1 synonymous NM_024603.2 NP_078879.2 c.213C>T  p.I71I CAGxATC - 79656 18 0 0% 8 4 33.30% NA. NA.

CC-H036 chr2 47600684 A C EPCAM EX2 synonymous NM_002354.2 NP_002345.2 c.159A>C  p.A53A TGCxCAA + 4072 82 0 0% 75 5 6.20% NA. NA.

CC-H036 chr3 126135179 G A CCDC37 EX5 synonymous NM_182628.2 NP_872434.2 c.246G>A  p.T82T GACxATG + 348807 158 0 0% 150 40 21% NA. NA.

CC-H036 chr4 39187381 C T WDR19 EX2 synonymous NM_025132.3 NP_079408.3 c.42C>T  p.G14G TGGxGCA + 57728 120 1 0.80% 37 16 30.10% NA. NA.

CC-H036 chr4 122737933 G A EXOSC9 EX13E synonymous NM_001034194.1 NP_001029366.1 c.1293G>A  p.Q431Q ACAxACC + 5393 148 0 0% 46 31 40.20% NA. NA.

CC-H036 chr5 175824673 C T CLTB EX4 synonymous NM_007097.3 NP_009028.1 c.399G>A  p.K133K CTTxTTG - 1212 91 0 0% 62 9 12.60% NA. NA.

CC-H036 chr6 70064151 G A BAI3 EX27 synonymous NM_001704.2 NP_001695.1 c.3486G>A  p.L1162L ATTxAGA + 577 140 0 0% 49 29 37.10% NA. NA.

CC-H036 chr6 123833461 C T TRDN EX7 synonymous NM_006073.3 NP_006064.2 c.597G>A  p.K199K TGTxTTT - 10345 181 0 0% 71 38 34.80% NA. NA.

CC-H036 chr7 38431568 C T AMPH EX19 synonymous NM_001635.3 NP_001626.1 c.1659G>A  p.E553E TTCxTCT - 273 198 0 0% 198 36 15.30% NA. NA.

CC-H036 chr8 3045476 G A CSMD1 EX36 synonymous NM_033225.5 NP_150094.5 c.5535C>T  p.I1845I ACTxATC - 64478 55 0 0% 42 10 19.20% NA. NA.

CC-H036 chr8 142367250 G A GPR20 EX2E synonymous NM_005293.2 NP_005284.2 c.774C>T  p.H258H GGCxTGG - 2843 105 0 0% 48 23 32.30% NA. NA.

CC-H036 chr10 135027608 G A KNDC1 EX26 synonymous NM_152643.6 NP_689856.6 c.4659G>A  p.V1553V TGTxACC + 85442 110 0 0% 57 25 30.40% NA. NA.

CC-H036 chr12 129559455 G A TMEM132D EX9E synonymous NM_133448.2 NP_597705.2 c.2265C>T  p.I755I AATxATA - 121256 111 1 0.80% 52 22 29.70% NA. NA.

CC-H036 chr15 28387500 G A HERC2 EX76 synonymous NM_004667.5 NP_004658.3 c.11584C>T  p.L3862L GCAxAGT - 8924 143 1 0.60% 91 24 20.80% NA. NA.

CC-H036 chr15 65490212 G A CILP EX9E synonymous NM_003613.3 NP_003604.3 c.2412C>T  p.N804N CCCxTTG - 8483 66 0 0% 22 16 42.10% NA. NA.

CC-H036 chr15 77067388 C T SCAPER EX8 synonymous NM_020843.2 NP_065894.2 c.843G>A  p.V281V CATxACT - 49855 113 0 0% 46 32 41% NA. NA.

CC-H036 chr17 37881050 G A ERBB2 EX20 synonymous NM_004448.2 NP_004439.2 c.2379G>A  p.T793T CACxGTG + 2064 89 0 0% 77 5 6% NA. NA.

CC-H036 chr17 76556936 C T DNAH17 EX13 synonymous NM_173628.3 NP_775899.3 c.1917G>A  p.K639K GATxTTC - 8632 73 0 0% 47 16 25.30% NA. NA.

CC-H036 chr17 78831640 G A RPTOR EX13 synonymous NM_020761.2 NP_065812.1 c.1449G>A  p.S483S CTCxGCC + 57521 35 0 0% 34 4 10.50% NA. NA.

CC-H036 chr17 80439086 A T NARF EX7 synonymous NM_031968.2 NP_114174.1 c.768A>T  p.S256S ATCxGGT + 26502 63 0 0% 26 16 38% NA. NA.

CC-H036 chr19 40901967 G C PRX EX7E synonymous NM_181882.2 NP_870998.2 c.2292C>G  p.P764P GTCxGGA - 57716 37 0 0% 38 4 9.50% NA. NA.

CC-H036 chrX 74494272 G A UPRT EX1 synonymous NM_145052.3 NP_659489.1 c.183G>A  p.P61P GCCxGCC + 139596 124 0 0% 81 27 25% NA. NA.

CC-H037 chr1 60299130 C T HOOK1 EX5 synonymous NM_015888.4 NP_056972.1 c.327C>T  p.T109T AACxGAA + 51361 80 0 0% 77 9 10.40% NA. NA.

CC-H037 chr1 86203139 C T COL24A1 EX58 synonymous NM_152890.5 NP_690850.2 c.4722G>A  p.E1574E AACxTCA - 255631 140 0 0% 132 13 8.90% NA. NA.

CC-H037 chr2 25468899 C G DNMT3A EX12 synonymous NM_175629.2 NP_783328.1 c.1464G>C  p.R488R GTTxCGG - 1788 46 0 0% 51 5 8.90% NA. NA.

CC-H037 chr4 47839946 G C CORIN EX1 synonymous NM_006587.2 NP_006578.2 c.21C>G  p.L7L AGCxAGG - 10699 71 0 0% 90 6 6.20% NA. NA.

CC-H037 chr4 88536448 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2634C>T  p.D878D TGAxAGC + 1834 211 0 0% 165 14 7.80% NA. NA.

CC-H037 chr4 88536451 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2637C>T  p.S879S CAGxAGT + 1834 212 0 0% 160 18 10.10% NA. NA.

CC-H037 chr6 12124603 G A HIVEP1 EX4 synonymous NM_002114.2 NP_002105.2 c.4575G>A  p.Q1525Q CCAxAGC + 3096 56 0 0% 66 5 7% NA. NA.

CC-H037 chr6 32157597 G A PBX2 EX1 synonymous NM_002586.4 NP_002577.2 c.96C>T  p.P32P ACCxGGA - 5089 58 0 0% 112 7 5.80% NA. NA.

CC-H037 chr6 134210781 C T TCF21 EX1 synonymous NM_003206.3 NP_003197.2 c.246C>T  p.N82N CAAxGCC + 6943 166 0 0% 192 14 6.70% NA. NA.

CC-H037 chr6 157522588 G A ARID1B EX18 synonymous NM_020732.3 NP_065783.3 c.4860G>A  p.L1620L CTTxAAA + 57492 80 0 0% 71 5 6.50% NA. NA.

CC-H037 chr7 158662584 C T WDR60 EX2 synonymous NM_018051.4 NP_060521.4 c.54C>T  p.L18L CCTxAGA + 55112 212 0 0% 220 15 6.30% NA. NA.

CC-H037 chr11 17122834 G C PIK3C2A EX24 synonymous NM_002645.2 NP_002636.2 c.3999C>G  p.L1333L AAGxAGG - 5286 113 0 0% 100 9 8.20% NA. NA.

CC-H037 chr12 43770093 G A ADAMTS20 EX34 synonymous NM_025003.3 NP_079279.3 c.5166C>T  p.N1722N GTGxTTT - 80070 77 0 0% 65 6 8.40% NA. NA.

CC-H037 chr12 49373482 C G WNT1 EX2 synonymous NM_005430.3 NP_005421.1 c.336C>G  p.L112L CCTxTTC + 7471 25 0 0% 29 12 29.20% NA. NA.

CC-H037 chr13 28601332 G T FLT3 EX17 synonymous NM_004119.2 NP_004110.2 c.2100C>A  p.L700L GTTxAGA - 2322 84 0 0% 71 8 10.10% NA. NA.

CC-H037 chr16 29989641 C T TAOK2 EX4 synonymous NM_004783.3 NP_004774.1 c.273C>T  p.Y91Y GTAxCGG + 9344 54 0 0% 58 7 10.70% NA. NA.

CC-H037 chr16 81129851 G A GCSH EX1 synonymous NM_004483.4 NP_004474.2 c.33C>T  p.A11A CAGxGCC - 2653 9 0 0% 12 3 20% NA. NA.

CC-H037 chr17 1775732 C T RPA1 EX6 synonymous NM_002945.3 NP_002936.1 c.366C>T  p.L122L ACTxGGG + 6117 206 0 0% 280 14 4.70% NA. NA.

CC-H037 chr17 56350269 G A MPO EX10 synonymous NM_000250.1 NP_000241.1 c.1632C>T  p.D544D GGGxTCA - 4353 49 0 0% 58 9 13.40% NA. NA.

CC-H037 chr19 2250337 G A AMH EX2 synonymous NM_000479.3 NP_000470.2 c.414G>A  p.V138V AGTxACC + 268 104 0 0% 157 30 16% NA. NA.

CC-H037 chr19 4429558 G A CHAF1A EX9 synonymous NM_005483.2 NP_005474.2 c.1728G>A  p.K576K TAAxAAG + 10036 63 0 0% 92 6 6.10% NA. NA.

CC-H037 chr19 35831800 G T CD22 EX7 synonymous NM_001771.3 NP_001762.2 c.1266G>T  p.V422V GGTxACC + 933 48 0 0% 75 5 6.20% NA. NA.

CC-H037 chr19 46215266 G A FBXO46 EX2E synonymous NM_001080469.1 NP_001073938.1 c.1488C>T  p.L496L CTTxAGG - 23403 32 0 0% 36 4 10% NA. NA.

CC-H037 chr19 58907669 C T LOC646862 EX1E synonymous NM_001195135.1 NP_001182064.1 c.213C>T  p.F71F CTTxGAC + 646862 14 0 0% 21 4 16% NA. NA.

CC-H037 chr20 41076863 G A PTPRT EX9 synonymous NM_133170.3 NP_573400.3 c.1557C>T  p.Y519Y CTCxTAG - 11122 87 1 1.10% 132 13 8.90% NA. NA.

CC-H037 chr22 29661588 G A RHBDD3 EX3 synonymous NM_012265.1 NP_036397.1 c.28C>T  p.L10L ACAxTTG - 25807 105 0 0% 130 10 7.10% NA. NA.

CC-H037 chrX 106844122 G C FRMPD3 EX18E synonymous XM_042978.7 XP_042978.6 c.3087G>C  p.V1029V TGTxACC + 84443 63 0 0% 78 10 11.30% NA. NA.

CC-H038 chr1 22328176 C G CELA3A EX1 synonymous NM_005747.4 NP_005738.4 c.9C>G  p.L3L GCTxCGG + 10136 86 0 0% 76 10 11.60% NA. NA.

CC-H038 chr1 52499173 G A KTI12 EX1E synonymous NM_138417.2 NP_612426.1 c.261C>T  p.F87F ACGxAAA - 112970 60 0 0% 60 30 33.30% NA. NA.

CC-H038 chr1 59787392 C T FGGY EX2 synonymous NM_001113411.1 NP_001106882.1 c.171C>T  p.D57D GGAxATC + 55277 39 0 0% 52 7 11.80% NA. NA.

CC-H038 chr1 109806315 C T CELSR2 EX9 synonymous NM_001408.2 NP_001399.1 c.4917C>T  p.Y1639Y GTAxCTC + 1952 82 0 0% 63 22 25.80% NA. NA.

CC-H038 chr1 145497446 C T LIX1L EX4 synonymous NM_153713.1 NP_714924.1 c.651C>T  p.F217F ATTxATG + 128077 93 0 0% 84 9 9.60% NA. NA.

CC-H038 chr1 158595947 G A SPTA1 EX42 synonymous NM_003126.2 NP_003117.2 c.5899C>T  p.L1967L CCAxAAG - 6708 94 0 0% 73 12 14.10% NA. NA.

CC-H038 chr1 161596068 C T FCGR3B EX5 synonymous NM_000570.4 NP_000561.3 c.444G>A  p.R148R CTTxCTG - 2215 136 0 0% 180 19 9.50% NA. NA.

CC-H038 chr1 169578860 C T SELP EX8 synonymous NM_003005.3 NP_002996.2 c.1215G>A  p.A405A AAAxGCT - 6403 75 0 0% 79 19 19.30% NA. NA.

CC-H038 chr2 12858562 C G TRIB2 EX1 synonymous NM_021643.3 NP_067675.1 c.129C>G  p.L43L CCTxGGC + 28951 106 0 0% 66 20 23.20% NA. NA.

CC-H038 chr2 239165696 G A PER2 EX17 synonymous NM_022817.2 NP_073728.1 c.1932C>T  p.R644R CGTxCGG - 8864 40 0 0% 36 5 12.10% NA. NA.

CC-H038 chr3 39230346 C T XIRP1 EX2E synonymous NM_194293.2 NP_919269.2 c.591G>A  p.T197T CCGxGTC - 165904 19 0 0% 20 3 13% NA. NA.

CC-H038 chr3 112324405 C T CCDC80 EX8E synonymous NM_199511.1 NP_955805.1 c.2712G>A  p.A904A AATxGCC - 151887 89 0 0% 78 12 13.30% NA. NA.

CC-H038 chr6 43738845 C G VEGFA EX1 synonymous NM_001025366.2 NP_001020537.2 c.402C>G  p.R134R GCGxGCT + 7422 10 0 0% 3 3 50% NA. NA.

CC-H038 chr7 45121807 C T NACAD EX2 synonymous NM_001146334.1 NP_001139806.1 c.3972G>A  p.P1324P AGGxGGC - 23148 53 0 0% 38 9 19.10% NA. NA.

CC-H038 chr9 71628352 G A PRKACG EX1E synonymous NM_002732.3 NP_002723.2 c.657C>T  p.A219A CACxGCC - 5568 44 0 0% 38 10 20.80% NA. NA.

CC-H038 chr9 139908426 C T ABCA2 EX28 synonymous NM_212533.2 NP_997698.1 c.4395G>A  p.L1465L CTTxAGC - 20 12 0 0% 16 4 20% NA. NA.

CC-H038 chr9 140331195 G A ENTPD8 EX6 synonymous NM_001033113.1 NP_001028285.1 c.564C>T  p.F188F AGTxAAG - 377841 140 0 0% 123 19 13.30% NA. NA.

CC-H038 chr11 56237668 G A OR5M3 EX1E synonymous NM_001004742.2 NP_001004742.2 c.306C>T  p.F102F AATxAAG - 219482 96 0 0% 76 13 14.60% NA. NA.

CC-H038 chr11 123886446 C A OR10G4 EX1E synonymous NM_001004462.1 NP_001004462.1 c.165C>A  p.T55T CACxCCC + 390264 157 0 0% 71 17 19.30% NA. NA.

CC-H038 chr12 57922466 C T MBD6 EX11 synonymous NM_052897.3 NP_443129.3 c.2838C>T  p.V946V AGTxAGA + 114785 78 0 0% 88 11 11.10% NA. NA.

CC-H038 chr12 133197133 G A P2RX2 EX7 synonymous NM_170683.2 NP_733783.1 c.738G>A  p.E246E GGAxAAG + 22953 49 0 0% 53 8 13.10% NA. NA.

CC-H038 chr14 21769317 C G RPGRIP1 EX3 synonymous NM_020366.3 NP_065099.3 c.411C>G  p.R137R CCGxCGC + 57096 33 0 0% 24 8 25% NA. NA.

CC-H038 chr18 2925345 C T LPIN2 EX14 synonymous NM_014646.2 NP_055461.1 c.1815G>A  p.S605S ACTxGAG - 9663 49 0 0% 34 7 17% NA. NA.

CC-H038 chr19 3905538 C T ATCAY EX4 synonymous NM_033064.4 NP_149053.1 c.243C>T  p.S81S GTCxGAT + 85300 107 0 0% 94 19 16.80% NA. NA.

CC-H038 chr19 4047837 C T ZBTB7A EX3E synonymous NM_015898.2 NP_056982.1 c.1668G>A  p.L556L ATTxAAC - 51341 16 0 0% 8 4 33.30% NA. NA.

CC-H038 chr19 9408602 C T ZNF699 EX3 synonymous NM_198535.1 NP_940937.1 c.240G>A  p.V80V CTTxACT - 374879 45 0 0% 42 8 16% NA. NA.

CC-H038 chr19 17488077 G A PLVAP EX1 synonymous NM_031310.1 NP_112600.1 c.21C>T  p.H7H TCCxTGC - 83483 50 0 0% 43 16 27.10% NA. NA.

CC-H038 chr19 46001835 G A PPM1N EX1 synonymous NM_001080401.1 NP_001073870.1 c.105G>A  p.G35G GGGxCGC + 147699 27 0 0% 24 8 25% NA. NA.

CC-H038 chr19 50753885 C T MYH14 EX15 synonymous NM_001145809.1 NP_001139281.1 c.1770C>T  p.F590F GTTxCAG + 79784 70 0 0% 69 11 13.70% NA. NA.

CC-H038 chr20 43976986 G A SDC4 EX1 synonymous NM_002999.3 NP_002990.2 c.39C>T  p.F13F TACxAAG - 6385 35 0 0% 28 7 20% NA. NA.

CC-H038 chr22 40055854 G A CACNA1I EX14 synonymous NM_021096.3 NP_066919.2 c.2601G>A  p.A867A GGCxGAG + 8911 63 0 0% 43 10 18.80% NA. NA.

CC-H038 chrX 103294558 C T H2BFM EX1 synonymous NM_001164416.1 NP_001157888.1 c.15C>T  p.S5S TTCxGCC + 286436 69 0 0% 63 18 22.20% NA. NA.

CC-H039 chr1 21945521 G C RAP1GAP EX6 synonymous NM_001145657.1 NP_001139129.1 c.63C>G  p.L21L TTTxAGG - 5909 66 0 0% 51 11 17.70% NA. NA.

CC-H039 chr1 33563732 C T ADC EX10 synonymous NM_052998.2 NP_443724.1 c.981C>T  p.F327F CTTxAAC + 113451 70 0 0% 48 12 20% NA. NA.

CC-H039 chr1 183197690 C T LAMC2 EX11 synonymous NM_005562.2 NP_005553.2 c.1650C>T  p.C550C CTGxGAC + 3918 27 0 0% 36 4 10% NA. NA.

CC-H039 chr1 184792458 G C FAM129A EX8 synonymous NM_052966.2 NP_443198.1 c.828C>G  p.L276L CTCxAGG - 116496 34 0 0% 20 5 20% NA. NA.

CC-H039 chr1 204926797 C T NFASC EX8 synonymous NM_001005388.2 NP_001005388.2 c.549C>T  p.I183I CATxACC + 23114 38 0 0% 40 5 11.10% NA. NA.

CC-H039 chr2 80136812 G A CTNNA2 EX7 synonymous NM_004389.3 NP_004380.2 c.945G>A  p.A315A AGCxCTG + 1496 42 0 0% 19 4 17.30% NA. NA.

CC-H039 chr2 109116041 G A GCC2 EX22 synonymous NM_181453.3 NP_852118.1 c.4815G>A  p.R1605R AAGxAAT + 9648 735 0 0% 441 43 8.80% NA. NA.

CC-H039 chr2 150071179 C T LYPD6B EX7E synonymous NM_177964.3 NP_808879.2 c.579C>T  p.L193L ACTxTAC + 130576 37 0 0% 42 14 25% NA. NA.

CC-H039 chr2 170070336 T C LRP2 EX36 synonymous NM_004525.2 NP_004516.2 c.5871A>G  p.V1957V GTGxACC - 4036 62 0 0% 58 12 17.10% NA. NA.

CC-H039 chr3 33592786 G T CLASP2 EX31 synonymous NM_015097.2 NP_055912.2 c.3138C>A  p.V1046V GATxACC - 23122 77 0 0% 69 12 14.80% NA. NA.

CC-H039 chr3 121412950 C T GOLGB1 EX13 synonymous NM_001256486.1 NP_001243415.1 c.6420G>A  p.L2140L TTTxAGG - 2804 65 0 0% 89 13 12.70% NA. NA.

CC-H039 chr6 99790828 A C FAXC EX2 synonymous NM_032511.2 NP_115900.1 c.348T>G  p.S116S AGGxGAT - 84553 89 0 0% 70 19 21.30% NA. NA.



CC-H039 chr7 100365528 C T ZAN EX26 synonymous NM_003386.1 NP_003377.1 c.4935C>T  p.L1645L CCTxGTC + 7455 46 0 0% 44 7 13.70% NA. NA.

CC-H039 chr7 121623744 C T PTPRZ1 EX7 synonymous NM_002851.2 NP_002842.2 c.645C>T  p.F215F ATTxATA + 5803 39 0 0% 23 3 11.50% NA. NA.

CC-H039 chr9 97522506 C T C9orf3 EX2 synonymous NM_032823.5 NP_116212.3 c.441C>T  p.D147D GGAxTGC + 84909 52 0 0% 30 9 23% NA. NA.

CC-H039 chr9 138742171 C T CAMSAP1 EX6 synonymous NM_015447.3 NP_056262.3 c.945G>A  p.L315L CTTxAAC - 157922 76 0 0% 55 10 15.30% NA. NA.

CC-H039 chr11 67187303 G C CARNS1 EX7 synonymous NM_001166222.1 NP_001159694.1 c.1107G>C  p.L369L GCTxAGC + 57571 43 0 0% 27 6 18.10% NA. NA.

CC-H039 chr11 74556296 G A XRRA1 EX16 synonymous NM_182969.2 NP_892014.1 c.1725C>T  p.S575S GACxGAG - 143570 58 0 0% 52 9 14.70% NA. NA.

CC-H039 chr11 78440590 G C TENM4 EX22 synonymous NM_001098816.2 NP_001092286.2 c.3237C>G  p.L1079L GGTxAGG - 26011 35 0 0% 34 5 12.80% NA. NA.

CC-H039 chr12 81545836 T C ACSS3 EX7 synonymous NM_024560.2 NP_078836.1 c.1059T>C  p.Y353Y CTAxGGA + 79611 70 0 0% 32 11 25.50% NA. NA.

CC-H039 chr15 29346141 G A APBA2 EX3 synonymous NM_005503.3 NP_005494.2 c.54G>A  p.V18V GGTxAGA + 321 75 0 0% 72 21 22.50% NA. NA.

CC-H039 chr15 73994933 C T CD276 EX3 synonymous NM_001024736.1 NP_001019907.1 c.417C>T  p.A139A GGCxGGT + 80381 68 0 0% 45 19 29.60% NA. NA.

CC-H039 chr16 2234989 C T CASKIN1 EX13 synonymous NM_020764.3 NP_065815.1 c.1287G>A  p.P429P CCCxGGG - 57524 167 0 0% 89 25 21.90% NA. NA.

CC-H039 chr17 27008985 G A SUPT6H EX13 synonymous NM_003170.3 NP_003161.2 c.1584G>A  p.Q528Q CCAxAGT + 6830 52 0 0% 34 9 20.90% NA. NA.

CC-H039 chr17 34077219 G A GAS2L2 EX2 synonymous NM_139285.3 NP_644814.1 c.504C>T  p.L168L CACxAGT - 246176 62 0 0% 42 5 10.60% NA. NA.

CC-H039 chr17 54428313 C G ANKFN1 EX4 synonymous NM_153228.2 NP_694960.2 c.384C>G  p.L128L TCTxAGG + 162282 87 0 0% 67 8 10.60% NA. NA.

CC-H039 chr17 57917260 G A VMP1 EX12E synonymous NM_030938.3 NP_112200.2 c.1209G>A  p.E403E GGAxAAA + 81671 94 0 0% 69 9 11.50% NA. NA.

CC-H039 chr17 72537755 C T CD300C EX4E synonymous NM_006678.3 NP_006669.1 c.648G>A  p.Q216Q ATTxTGC - 10871 53 0 0% 64 7 9.80% NA. NA.

CC-H039 chr18 32920380 G A ZNF24 EX2 synonymous NM_006965.2 NP_008896.2 c.235C>T  p.L79L ACAxACG - 7572 40 0 0% 31 9 22.50% NA. NA.

CC-H039 chr18 61328418 G A SERPINB3 EX2 synonymous NM_006919.2 NP_008850.1 c.33C>T  p.F11F CATxAAC - 6317 98 0 0% 98 6 5.70% NA. NA.

CC-H039 chr19 1881395 T C FAM108A1 EX2 synonymous NM_031213.3 NP_112490.3 c.171A>G  p.R57R GGCxCTC - 81926 75 1 1.30% 83 5 5.60% NA. NA.

CC-H039 chr19 1881397 T G FAM108A1 EX2 synonymous NM_031213.3 NP_112490.3 c.169A>C  p.R57R CTCxCAG - 81926 73 1 1.30% 86 5 5.40% NA. NA.

CC-H039 chr19 10789332 G A ILF3 EX6 synonymous NM_017620.2 NP_060090.2 c.603G>A  p.Q201Q GCAxAAA + 3609 38 0 0% 42 4 8.60% NA. NA.

CC-H039 chr19 12962831 G A MAST1 EX8 synonymous NM_014975.2 NP_055790.1 c.858G>A  p.A286A TGCxAGG + 22983 34 0 0% 31 5 13.80% NA. NA.

CC-H039 chr19 17213172 C T MYO9B EX2 synonymous NM_001130065.1 NP_001123537.1 c.645C>T  p.V215V CGTxTTC + 4650 47 0 0% 29 10 25.60% NA. NA.

CC-H039 chr19 41626331 G A CYP2F1 EX4 synonymous NM_000774.3 NP_000765.2 c.414G>A  p.G138G GGGxAAG + 1572 64 0 0% 76 10 11.60% NA. NA.

CC-H039 chrX 49061780 G A CACNA1F EX48E synonymous NM_005183.2 NP_005174.2 c.5751C>T  p.F1917F CACxAAA - 778 25 0 0% 19 6 24% NA. NA.

CC-H040 chr1 175304926 C T TNR EX20 synonymous NM_003285.2 NP_003276.3 c.3552G>A  p.Q1184Q ATTxTGC - 7143 125 0 0% 113 20 15% NA. NA.

CC-H040 chr1 181725200 C T CACNA1E EX29 synonymous NM_001205293.1 NP_001192222.1 c.4098C>T  p.F1366F CTTxACC + 777 83 0 0% 47 18 27.60% NA. NA.

CC-H040 chr1 244681908 C G C1orf101 EX8 synonymous NM_001130957.1 NP_001124429.1 c.444C>G  p.L148L ACTxAGC + 257044 202 0 0% 121 45 27.10% NA. NA.

CC-H040 chr2 179605531 G A TTN EX48 synonymous NM_001267550.1 NP_001254479.1 c.12429C>T  p.L4143L CTTxAGA - 7273 48 0 0% 46 5 9.80% NA. NA.

CC-H040 chr3 167747027 G A GOLIM4 EX11 synonymous NM_014498.3 NP_055313.1 c.1497C>T  p.I499I TTGxATT - 27333 120 0 0% 89 53 37.30% NA. NA.

CC-H040 chr3 196234779 C T C3orf43 EX3E synonymous NM_001077657.1 NP_001071125.1 c.624G>A  p.L208L TATxAAC - 255798 93 0 0% 85 18 17.40% NA. NA.

CC-H040 chr4 88536451 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2637C>T  p.S879S CAGxAGT + 1834 231 0 0% 228 12 5% NA. NA.

CC-H040 chr4 88536460 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2646C>T  p.S882S TAGxAGT + 1834 223 0 0% 215 19 8.10% NA. NA.

CC-H040 chr6 122775345 A T SERINC1 EX4 synonymous NM_020755.2 NP_065806.1 c.402T>A  p.I134I TGCxATT - 57515 214 0 0% 118 41 25.70% NA. NA.

CC-H040 chr8 59404193 G A CYP7A1 EX6E synonymous NM_000780.3 NP_000771.2 c.1356C>T  p.H452H TTCxTGG - 1581 141 0 0% 127 24 15.80% NA. NA.

CC-H040 chr8 104414217 C T SLC25A32 EX5 synonymous NM_030780.3 NP_110407.2 c.618G>A  p.L206L CTTxAGC - 81034 162 0 0% 117 19 13.90% NA. NA.

CC-H040 chr9 37842200 G T DCAF10 EX3 synonymous NM_024345.3 NP_077321.3 c.768G>T  p.V256V GGTxAAG + 79269 73 0 0% 56 11 16.40% NA. NA.

CC-H040 chr9 95397559 C T IPPK EX10 synonymous NM_022755.5 NP_073592.1 c.948G>A  p.P316P CTTxGGT - 64768 111 0 0% 80 63 44% NA. NA.

CC-H040 chr9 139403511 G A NOTCH1 EX19 synonymous NM_017617.3 NP_060087.3 c.2982C>T  p.N994N ACCxTTG - 4851 56 0 0% 36 8 18.10% NA. NA.

CC-H040 chr11 56237692 A G OR5M3 EX1E synonymous NM_001004742.2 NP_001004742.2 c.282T>C  p.G94G ACAxCCA - 219482 135 0 0% 109 33 23.20% NA. NA.

CC-H040 chr11 130779919 T A SNX19 EX4 synonymous NM_014758.2 NP_055573.2 c.2028A>T  p.I676I GTCxATT - 399979 97 0 0% 62 24 27.90% NA. NA.

CC-H040 chr12 45429890 G C DBX2 EX2 synonymous NM_001004329.2 NP_001004329.2 c.411C>G  p.S137S TTTxGAA - 440097 122 0 0% 129 9 6.50% NA. NA.

CC-H040 chr14 105412770 C T AHNAK2 EX7E synonymous NM_138420.2 NP_612429.2 c.9018G>A  p.P3006P CTTxGGC - 113146 227 0 0% 186 36 16.20% NA. NA.

CC-H040 chr17 46627813 C A HOXB3 EX4E synonymous NM_002146.4 NP_002137.4 c.1179G>T  p.A393A GGGxGCC - 3213 103 0 0% 75 29 27.80% NA. NA.

CC-H040 chr19 44636231 A G ZNF225 EX5E synonymous NM_013362.2 NP_037494.2 c.1464A>G  p.E488E AGAxTGT + 7768 157 0 0% 129 39 23.20% NA. NA.

CC-H040 chr19 55707951 C A PTPRH EX10 synonymous NM_002842.3 NP_002833.3 c.2196G>T  p.T732T GGTxGTG - 5794 88 0 0% 51 27 34.60% NA. NA.

CC-H040 chr22 20128430 G T ZDHHC8 EX7 synonymous NM_001185024.1 NP_001171953.1 c.789G>T  p.V263V GGTxAGT + 29801 86 0 0% 42 25 37.30% NA. NA.

CC-H040 chrX 14027206 C T GEMIN8 EX4E synonymous NM_001042480.1 NP_001035945.1 c.555G>A  p.S185S TACxGAC - 54960 105 0 0% 51 44 46.30% NA. NA.

CC-H041 chr6 44221293 C T HSP90AB1 EX12E synonymous NM_007355.2 NP_031381.2 c.2133C>T  p.L711L TCTxGAG + 3326 56 1 1.70% 31 5 13.80% NA. NA.

CC-H041 chr6 44221299 C T HSP90AB1 EX12E synonymous NM_007355.2 NP_031381.2 c.2139C>T  p.G713G GGGxGAT + 3326 57 1 1.70% 32 5 13.50% NA. NA.

CC-H041 chr10 28250635 A C ARMC4 EX10 synonymous NM_018076.2 NP_060546.2 c.1248T>G  p.A416A TTCxGCA - 55130 70 1 1.40% 68 6 8.10% NA. NA.

CC-H041 chr12 109522774 G T USP30 EX12 synonymous NM_032663.3 NP_116052.2 c.1185G>T  p.G395G AGGxGCC + 84749 27 0 0% 24 3 11.10% NA. NA.

CC-H042 chr1 6203946 G C CHD5 EX13 synonymous NM_015557.2 NP_056372.1 c.1980C>G  p.L660L CTTxAGC - 26038 138 0 0% 118 59 33.30% NA. NA.

CC-H042 chr1 86934669 G A CLCA1 EX1 synonymous NM_001285.3 NP_001276.2 c.15G>A  p.K5K TAAxAGT + 1179 80 0 0% 60 7 10.40% NA. NA.

CC-H042 chr1 114497347 T C HIPK1 EX4 synonymous NM_198268.2 NP_938009.1 c.1275T>C  p.F425F GTTxTTC + 204851 71 0 0% 66 14 17.50% NA. NA.

CC-H042 chr1 168034893 C T DCAF6 EX19 synonymous NM_001198956.1 NP_001185885.1 c.2505C>T  p.F835F TTTxATC + 55827 84 0 0% 58 11 15.90% NA. NA.

CC-H042 chr2 85532488 G A TCF7L1 EX8 synonymous NM_031283.2 NP_112573.1 c.951G>A  p.Q317Q GCAxGAA + 83439 72 0 0% 35 18 33.90% NA. NA.

CC-H042 chr2 96148412 G T TRIM43B EX2 synonymous NM_001164464.1 NP_001157936.1 c.51C>A  p.I17I ACAxATG - 653192 151 0 0% 136 14 9.30% NA. NA.

CC-H042 chr2 152520197 G A NEB EX45 synonymous NM_001271208.1 NP_001258137.1 c.5628C>T  p.L1876L ACTxAGC - 4703 77 0 0% 57 15 20.80% NA. NA.

CC-H042 chr3 179592172 T C PEX5L EX7 synonymous NM_016559.2 NP_057643.1 c.669A>G  p.G223G TTTxCCA - 51555 95 0 0% 171 16 8.50% NA. NA.

CC-H042 chr3 183014854 C T MCF2L2 EX12 synonymous NM_015078.2 NP_055893.2 c.1407G>A  p.A469A TGTxGCA - 23101 144 0 0% 189 16 7.80% NA. NA.

CC-H042 chr4 174216659 G A GALNT7 EX4 synonymous NM_017423.2 NP_059119.2 c.867G>A  p.Q289Q TCAxAAG + 51809 124 0 0% 88 20 18.50% NA. NA.

CC-H042 chr5 80770324 G T SSBP2 EX7 synonymous NM_001256732.1 NP_001243661.1 c.490C>A  p.R164R GTCxAGT - 23635 65 0 0% 60 4 6.20% NA. NA.

CC-H042 chr6 30312963 G T RPP21 EX1 synonymous NM_001199120.1 NP_001186049.1 c.15G>T  p.V5V GGTxAAG + 79897 90 0 0% 147 22 13% NA. NA.

CC-H042 chr7 105732284 G A SYPL1 EX6E synonymous NM_006754.3 NP_006745.1 c.747C>T  p.S249S TTGxCTA - 6856 48 0 0% 37 8 17.70% NA. NA.

CC-H042 chr7 139655297 C T TBXAS1 EX7 synonymous NM_001061.4 NP_001052.2 c.582C>T  p.V194V CGTxGCC + 6916 41 0 0% 32 7 17.90% NA. NA.

CC-H042 chr9 94493313 G A ROR2 EX7 synonymous NM_004560.3 NP_004551.2 c.1062C>T  p.D354D GAAxTCT - 4920 82 0 0% 51 23 31% NA. NA.

CC-H042 chr9 135204147 G T SETX EX10 synonymous NM_015046.5 NP_055861.3 c.2838C>A  p.I946I ACTxATG - 23064 65 0 0% 50 20 28.50% NA. NA.

CC-H042 chr9 140201582 C T EXD3 EX22E synonymous NM_017820.3 NP_060290.3 c.2451G>A  p.P817P CACxGGG - 54932 42 0 0% 35 6 14.60% NA. NA.

CC-H042 chr10 120936612 G C PRDX3 EX2 synonymous NM_006793.2 NP_006784.1 c.90C>G  p.L30L CCTxAGG - 10935 51 0 0% 48 4 7.60% NA. NA.

CC-H042 chr11 64627744 G A EHD1 EX3 synonymous NM_006795.2 NP_006786.2 c.567C>T  p.F189F GTCxAAG - 10938 35 0 0% 70 5 6.60% NA. NA.

CC-H042 chr13 30077316 G A MTUS2 EX14E synonymous NM_001033602.2 NP_001028774.2 c.4113G>A  p.P1371P TCCxGCC + 23281 91 0 0% 90 14 13.40% NA. NA.

CC-H042 chr13 32914267 G A BRCA2 EX11 synonymous NM_000059.3 NP_000050.2 c.5775G>A  p.Q1925Q TCAxAGT + 675 76 0 0% 64 22 25.50% NA. NA.

CC-H042 chr13 46679079 C T CPB2 EX1 synonymous NM_001872.3 NP_001863.2 c.66G>A  p.A22A AAAxGCG - 1361 84 0 0% 77 22 22.20% NA. NA.

CC-H042 chr15 32460194 C T CHRNA7 EX10E synonymous NM_000746.5 NP_000737.1 c.1044C>T  p.P348P GCCxGGG + 1139 182 0 0% 118 16 11.90% NA. NA.

CC-H042 chr16 1510455 G A CLCN7 EX6 synonymous NM_001287.5 NP_001278.1 c.558C>T  p.F186F CACxAAG - 1186 44 0 0% 30 5 14.20% NA. NA.

CC-H042 chr16 15457723 G C LOC100288332 EX8E synonymous XM_003118698.1 XP_003118746.1 c.846C>G  p.L282L CTTxAGA - 100288332 112 0 0% 92 21 18.50% NA. NA.

CC-H042 chr17 8424431 G A MYH10 EX18 synonymous NM_001256012.1 NP_001242941.1 c.2130C>T  p.I710I AATxATA - 4628 141 0 0% 98 23 19% NA. NA.

CC-H042 chr17 10360855 G A MYH4 EX16 synonymous NM_017533.2 NP_060003.2 c.1779C>T  p.I593I GGCxATG - 4622 131 0 0% 134 19 12.40% NA. NA.

CC-H042 chr17 47218633 G A B4GALNT2 EX2 synonymous NM_153446.2 NP_703147.2 c.219G>A  p.K73K CAAxATA + 124872 61 0 0% 60 10 14.20% NA. NA.

CC-H042 chr17 80209276 G A CSNK1D EX6 synonymous NM_001893.4 NP_001884.2 c.864C>T  p.F288F GTCxAAC - 1453 71 0 0% 74 18 19.50% NA. NA.

CC-H042 chr19 39299456 C T LGALS4 EX3 synonymous NM_006149.3 NP_006140.1 c.267G>A  p.R89R CTTxCTC - 3960 74 0 0% 70 12 14.60% NA. NA.

CC-H042 chr19 52085068 C T ZNF175 EX4 synonymous NM_007147.2 NP_009078.1 c.228C>T  p.I76I CATxTTC + 7728 62 0 0% 50 5 9% NA. NA.

CC-H042 chr19 52217073 G A HAS1 EX5E synonymous NM_001523.2 NP_001514.2 c.1344C>T  p.F448F CGCxAAG - 3036 50 0 0% 43 9 17.30% NA. NA.

CC-H042 chr19 55106407 G A LILRA1 EX4 synonymous NM_006863.2 NP_006854.1 c.348G>A  p.L116L GCTxGTG + 11024 168 0 0% 166 24 12.60% NA. NA.

CC-H042 chr20 19698237 G A SLC24A3 EX16 synonymous NM_020689.3 NP_065740.2 c.1785G>A  p.T595T CACxGTA + 57419 98 0 0% 73 22 23.10% NA. NA.

CC-H042 chr22 29182104 C T CCDC117 EX5E synonymous NM_173510.2 NP_775781.1 c.630C>T  p.L210L TCTxTGG + 150275 81 0 0% 70 13 15.60% NA. NA.

CC-H042 chrX 23724762 G A ACOT9 EX11 synonymous NM_001037171.1 NP_001032248.1 c.825C>T  p.L275L GCTxAGA - 23597 130 0 0% 110 9 7.50% NA. NA.

CC-H042 chrX 70467701 G A ZMYM3 EX12 synonymous NM_005096.3 NP_005087.1 c.2031C>T  p.I677I AGTxATA - 9203 54 0 0% 38 7 15.50% NA. NA.

CC-H042 chrX 123787554 T C TENM1 EX7 synonymous NM_014253.3 NP_055068.2 c.1248A>G  p.L416L GAAxAAA - 10178 173 0 0% 121 10 7.60% NA. NA.

CC-H043 chr1 24201916 G C CNR2 EX2E synonymous NM_001841.2 NP_001832.1 c.192C>G  p.L64L GCGxAGT - 1269 64 0 0% 33 12 26.60% NA. NA.

CC-H043 chr1 27685061 C T MAP3K6 EX20 synonymous NM_004672.3 NP_004663.3 c.2625G>A  p.L875L CGAxAGA - 9064 93 0 0% 74 25 25.20% NA. NA.

CC-H043 chr1 43317160 C T ZNF691 EX4E synonymous NM_001242739.1 NP_001229668.1 c.624C>T  p.F208F CTTxAGC + 51058 26 0 0% 18 7 28% NA. NA.

CC-H043 chr1 45189807 C T C1orf228 EX7 synonymous NM_001145636.1 NP_001139108.1 c.738C>T  p.I246I GATxAAA + 339541 49 0 0% 30 9 23% NA. NA.

CC-H043 chr1 55059688 C T ACOT11 EX5 synonymous NM_015547.3 NP_056362.1 c.447C>T  p.F149F CTTxGTG + 26027 37 0 0% 26 8 23.50% NA. NA.

CC-H043 chr1 64643347 C T ROR1 EX9E synonymous NM_005012.3 NP_005003.2 c.1623C>T  p.A541A TGCxGTC + 4919 58 0 0% 49 8 14% NA. NA.

CC-H043 chr1 92789599 G A RPAP2 EX8 synonymous NM_024813.2 NP_079089.2 c.1122G>A  p.L374L TTTxATT + 79871 107 1 0.90% 57 58 50.40% NA. NA.

CC-H043 chr1 93594862 G A MTF2 EX11 synonymous NM_007358.3 NP_031384.1 c.1017G>A  p.K339K GAAxAAG + 22823 122 0 0% 84 21 20% NA. NA.

CC-H043 chr1 146757006 C T CHD1L EX17 synonymous NM_004284.4 NP_004275.4 c.1860C>T  p.L620L TCTxATC + 9557 69 0 0% 73 16 17.90% NA. NA.

CC-H043 chr1 151266957 G A PI4KB EX11 synonymous NM_002651.2 NP_002642.1 c.2112C>T  p.F704F GATxAAG - 5298 56 0 0% 32 41 56.10% NA. NA.

CC-H043 chr1 152195595 C T HRNR EX2 synonymous NM_001009931.1 NP_001009931.1 c.135G>A  p.L45L CTTxAGA - 388697 67 0 0% 55 23 29.40% NA. NA.

CC-H043 chr1 156214957 G A PAQR6 EX5 synonymous NM_024897.2 NP_079173.2 c.267C>T  p.F89F GTCxAAC - 79957 83 0 0% 39 41 51.20% NA. NA.

CC-H043 chr1 156902728 C G LRRC71 EX15E synonymous NM_144702.2 NP_653303.2 c.1647C>G  p.L549L ACTxAGG + 149499 40 0 0% 50 15 23% NA. NA.

CC-H043 chr1 161132430 C G USP21 EX6 synonymous NM_001014443.2 NP_001014443.1 c.807C>G  p.L269L CCTxTGG + 27005 54 0 0% 17 31 64.50% NA. NA.

CC-H043 chr1 162344033 G A C1orf111 EX3E synonymous NM_182581.3 NP_872387.2 c.591C>T  p.F197F GAGxAAG - 284680 45 0 0% 36 21 36.80% NA. NA.

CC-H043 chr1 169521798 G C F5 EX8 synonymous NM_000130.4 NP_000121.2 c.1293C>G  p.L431L TTTxAGT - 2153 83 0 0% 90 6 6.20% NA. NA.

CC-H043 chr1 175335033 C T TNR EX11 synonymous NM_003285.2 NP_003276.3 c.2295G>A  p.E765E GGAxTCC - 7143 41 0 0% 44 7 13.70% NA. NA.

CC-H043 chr1 205132965 G T DSTYK EX4 synonymous NM_015375.2 NP_056190.1 c.1443C>A  p.I481I GCTxATC - 25778 63 0 0% 40 9 18.30% NA. NA.

CC-H043 chr1 210857307 A G KCNH1 EX11E synonymous NM_172362.2 NP_758872.1 c.2286T>C  p.D762D GTCxTCC - 3756 94 0 0% 68 31 31.30% NA. NA.

CC-H043 chr1 248487544 G T OR2M7 EX1E synonymous NM_001004691.1 NP_001004691.1 c.327C>A  p.G109G GGAxCCA - 391196 176 0 0% 169 64 27.40% NA. NA.

CC-H043 chr2 24254013 G A C2orf44 EX4E synonymous NM_025203.2 NP_079479.1 c.1956C>T  p.L652L AGAxAGA - 80304 57 0 0% 20 12 37.50% NA. NA.

CC-H043 chr2 32724675 C T BIRC6 EX46 synonymous NM_016252.3 NP_057336.3 c.8530C>T  p.L2844L ACTxTGG + 57448 53 0 0% 29 15 34% NA. NA.

CC-H043 chr2 40656608 C T SLC8A1 EX1 synonymous NM_021097.2 NP_066920.1 c.813G>A  p.Q271Q CCTxTGC - 6546 42 0 0% 31 18 36.70% NA. NA.

CC-H043 chr2 97217918 G A ARID5A EX7E synonymous NM_212481.1 NP_997646.1 c.1653G>A  p.L551L CCTxATG + 10865 79 0 0% 29 33 53.20% NA. NA.

CC-H043 chr2 122122823 C G CLASP1 EX36 synonymous NM_015282.2 NP_056097.1 c.3924G>C  p.L1308L TTTxAGA - 23332 40 0 0% 20 17 45.90% NA. NA.

CC-H043 chr2 209309536 C G PTH2R EX7 synonymous NM_005048.2 NP_005039.1 c.777C>G  p.L259L TCTxTAC + 5746 77 0 0% 43 25 36.70% NA. NA.

CC-H043 chr2 220087544 G A ATG9A EX11 synonymous NM_001077198.1 NP_001070666.1 c.1671C>T  p.L557L CATxAGT - 79065 35 0 0% 15 8 34.70% NA. NA.

CC-H043 chr3 9438273 C T LOC100996546 EX1E synonymous XM_003846329.1 XP_003846377.1 c.396G>A  p.L132L CTTxAGG - 100996546 58 0 0% 36 38 51.30% NA. NA.

CC-H043 chr3 42243997 G A TRAK1 EX13 synonymous NM_001042646.2 NP_001036111.1 c.1497G>A  p.L499L GCTxAGG + 22906 116 0 0% 99 37 27.20% NA. NA.

CC-H043 chr3 46875096 C G PRSS42 EX2 synonymous NM_182702.1 NP_874361.1 c.285G>C  p.V95V GCTxACC - 339906 103 0 0% 85 26 23.40% NA. NA.

CC-H043 chr3 62259471 C A PTPRG EX23 synonymous NM_002841.3 NP_002832.3 c.3417C>A  p.I1139I CATxCTT + 5793 81 1 1.20% 68 25 26.80% NA. NA.

CC-H043 chr3 100617656 G C ABI3BP EX4 synonymous NM_015429.3 NP_056244.2 c.432C>G  p.L144L GATxAGG - 25890 87 0 0% 49 52 51.40% NA. NA.

CC-H043 chr3 179051616 C G ZNF639 EX7E synonymous NM_016331.1 NP_057415.1 c.864C>G  p.L288L CCTxTAT + 51193 83 0 0% 100 18 15.20% NA. NA.

CC-H043 chr4 367372 G C ZNF141 EX4E synonymous NM_003441.2 NP_003432.1 c.1146G>C  p.L382L CCTxAAT + 7700 70 0 0% 31 18 36.70% NA. NA.

CC-H043 chr4 2341275 G A ZFYVE28 EX4 synonymous NM_020972.2 NP_066023.2 c.426C>T  p.L142L ACGxAGG - 57732 54 1 1.80% 15 15 50% NA. NA.

CC-H043 chr4 3188428 C T HTT EX38 synonymous NM_002111.6 NP_002102.4 c.4977C>T  p.F1659F GTTxGTC + 3064 76 0 0% 41 20 32.70% NA. NA.

CC-H043 chr5 9629383 G A TAS2R1 EX1E synonymous NM_019599.2 NP_062545.1 c.762C>T  p.I254I TCTxATG - 50834 67 0 0% 21 36 63.10% NA. NA.

CC-H043 chr5 26885949 C T CDH9 EX11 synonymous NM_016279.3 NP_057363.3 c.1656G>A  p.R552R TTTxCGA - 1007 77 0 0% 52 23 30.60% NA. NA.

CC-H043 chr5 33684120 C T ADAMTS12 EX4 synonymous NM_030955.2 NP_112217.2 c.675G>A  p.E225E CTTxTCC - 81792 12 0 0% 13 8 38% NA. NA.

CC-H043 chr5 53814964 G A SNX18 EX1E synonymous NM_052870.2 NP_443102.2 c.1182G>A  p.K394K CAAxAGG + 112574 92 0 0% 45 52 53.60% NA. NA.

CC-H043 chr5 93076937 C T POU5F2 EX1E synonymous NM_153216.1 NP_694948.1 c.333G>A  p.P111P CTTxGGA - 134187 83 0 0% 70 41 36.90% NA. NA.

CC-H043 chr5 96129199 G C ERAP1 EX7 synonymous NM_016442.3 NP_057526.3 c.1092C>G  p.V364V AGTxACC - 51752 58 0 0% 44 43 49.40% NA. NA.

CC-H043 chr5 118525572 C T DMXL1 EX29 synonymous NM_005509.4 NP_005500.4 c.7305C>T  p.F2435F TTTxATA + 1657 53 0 0% 52 21 28.70% NA. NA.

CC-H043 chr5 145641135 G A RBM27 EX13 synonymous NM_018989.1 NP_061862.1 c.1956G>A  p.R652R CAGxAAA + 54439 58 0 0% 75 11 12.70% NA. NA.

CC-H043 chr5 167689488 G A TENM2 EX29E synonymous NM_001122679.1 NP_001116151.1 c.7971G>A  p.T2657T CACxAAC + 57451 78 0 0% 63 16 20.20% NA. NA.

CC-H043 chr5 175916011 G C FAF2 EX4 synonymous NM_014613.2 NP_055428.1 c.327G>C  p.T109T CACxATA + 23197 69 0 0% 48 14 22.50% NA. NA.

CC-H043 chr6 27424639 G A ZNF184 EX5 synonymous NM_007149.2 NP_009080.2 c.264C>T  p.I88I CATxATC - 7738 60 0 0% 30 34 53.10% NA. NA.

CC-H043 chr6 76591483 C T MYO6 EX23 synonymous NM_004999.3 NP_004990.3 c.2364C>T  p.L788L GCTxACA + 4646 70 0 0% 82 19 18.80% NA. NA.

CC-H043 chr6 90457129 G A MDN1 EX27 synonymous NM_014611.1 NP_055426.1 c.3823C>T  p.L1275L ACAxATC - 23195 50 0 0% 49 11 18.30% NA. NA.

CC-H043 chr6 129959671 C T ARHGAP18 EX3 synonymous NM_033515.2 NP_277050.2 c.420G>A  p.L140L CGTxAAT - 93663 83 0 0% 54 19 26% NA. NA.

CC-H043 chr6 152683368 C G SYNE1 EX64 synonymous NM_182961.3 NP_892006.3 c.10236G>C  p.L3412L ATTxAGG - 23345 52 0 0% 52 14 21.20% NA. NA.

CC-H043 chr6 165848815 G A PDE10A EX6 synonymous NM_001130690.2 NP_001124162.1 c.447C>T  p.L149L GATxAGG - 10846 63 0 0% 22 31 58.40% NA. NA.

CC-H043 chr7 1024074 C T CYP2W1 EX2 synonymous NM_017781.2 NP_060251.2 c.201C>T  p.F67F GTTxACC + 54905 20 0 0% 9 12 57.10% NA. NA.

CC-H043 chr7 30795278 C G INMT EX3E synonymous NM_006774.4 NP_006765.4 c.603C>G  p.L201L GCTxCCG + 11185 55 0 0% 23 20 46.50% NA. NA.

CC-H043 chr7 45148498 C T TBRG4 EX2 synonymous NM_001261834.1 NP_001248763.1 c.372G>A  p.E124E CTTxTCA - 9238 60 0 0% 18 13 41.90% NA. NA.

CC-H043 chr7 84628909 G A SEMA3D EX17E synonymous NM_152754.2 NP_689967.2 c.2181C>T  p.L727L GTCxAGG - 223117 90 0 0% 53 32 37.60% NA. NA.

CC-H043 chr7 94181715 C G CASD1 EX16 synonymous NM_022900.4 NP_075051.4 c.2010C>G  p.L670L ACTxCAT + 64921 78 0 0% 57 4 6.50% NA. NA.

CC-H043 chr7 97823749 C T LMTK2 EX11 synonymous NM_014916.3 NP_055731.2 c.3972C>T  p.N1324N CAAxGAG + 22853 54 0 0% 31 20 39.20% NA. NA.

CC-H043 chr7 110763239 C T LRRN3 EX4E synonymous NM_001099660.1 NP_001093130.1 c.411C>T  p.S137S GTCxGAA + 54674 117 0 0% 64 43 40.10% NA. NA.

CC-H043 chr7 134849478 C G TMEM140 EX2E synonymous NM_018295.3 NP_060765.3 c.285C>G  p.L95L CCTxTTT + 55281 48 0 0% 21 15 41.60% NA. NA.

CC-H043 chr7 134849679 C T TMEM140 EX2E synonymous NM_018295.3 NP_060765.3 c.486C>T  p.I162I CATxCTC + 55281 36 0 0% 15 16 51.60% NA. NA.

CC-H043 chr7 150815638 C T AGAP3 EX7 synonymous NM_031946.4 NP_114152.3 c.888C>T  p.I296I CATxGGG + 116988 53 0 0% 26 16 38% NA. NA.

CC-H043 chr8 23104391 G C CHMP7 EX2 synonymous NM_152272.3 NP_689485.1 c.183G>C  p.L61L GCTxAGC + 91782 98 0 0% 94 21 18.20% NA. NA.

CC-H043 chr8 35544100 C T UNC5D EX7 synonymous NM_080872.2 NP_543148.2 c.957C>T  p.V319V CGTxTGC + 137970 87 0 0% 35 56 61.50% NA. NA.

CC-H043 chr8 38067618 G A BAG4 EX5E synonymous NM_004874.3 NP_004865.1 c.981G>A  p.V327V AGTxAAC + 9530 49 1 2% 35 31 46.90% NA. NA.

CC-H043 chr8 48775024 T G PRKDC EX43 synonymous NM_006904.6 NP_008835.5 c.5829A>C  p.A1943A TGCxGCA - 5591 73 0 0% 54 28 34.10% NA. NA.

CC-H043 chr8 55667392 G A LOC100287651 EX3 synonymous XM_002342853.3 XP_002342894.3 c.639G>A  p.K213K GAAxATC + 100287651 73 0 0% 35 45 56.20% NA. NA.

CC-H043 chr8 67357510 C A ADHFE1 EX6 synonymous NM_144650.2 NP_653251.2 c.411C>A  p.V137V TGTxGGT + 137872 63 0 0% 66 22 25% NA. NA.

CC-H043 chr8 68184096 G A ARFGEF1 EX10 synonymous NM_006421.4 NP_006412.2 c.1413C>T  p.F471F CCTxAAA - 10565 57 0 0% 29 32 52.40% NA. NA.

CC-H043 chr8 92090851 C T OTUD6B EX4 synonymous NM_016023.3 NP_057107.3 c.673C>T  p.L225L TTTxTGC + 51633 61 1 1.60% 46 37 44.50% NA. NA.

CC-H043 chr8 95522848 G C KIAA1429 EX14 synonymous NM_015496.4 NP_056311.2 c.3423C>G  p.L1141L GTTxAGT - 25962 50 0 0% 38 30 44.10% NA. NA.

CC-H043 chr8 105361203 G A DCSTAMP EX2 synonymous NM_030788.3 NP_110415.1 c.423G>A  p.L141L TTTxAAA + 81501 76 0 0% 50 28 35.80% NA. NA.

CC-H043 chr8 108509619 C T ANGPT1 EX1 synonymous NM_001146.3 NP_001137.2 c.168G>A  p.E56E ACTxTCA - 284 89 0 0% 49 54 52.40% NA. NA.

CC-H043 chr8 110984977 G A KCNV1 EX2 synonymous NM_014379.2 NP_055194.1 c.501C>T  p.F167F CTTxAAG - 27012 43 0 0% 51 24 32% NA. NA.

CC-H043 chr8 139833496 G A COL22A1 EX7 synonymous NM_152888.1 NP_690848.1 c.1128C>T  p.V376V GGAxACG - 169044 54 0 0% 50 30 37.50% NA. NA.

CC-H043 chr9 6645344 G A GLDC EX1 synonymous NM_000170.2 NP_000161.2 c.156C>T  p.L52L CAGxAGG - 2731 11 0 0% 12 5 29.40% NA. NA.

CC-H043 chr9 18474285 C T ADAMTSL1 EX1 synonymous NM_001040272.5 NP_001035362.3 c.55C>T  p.L19L TTCxTGC + 92949 35 0 0% 19 11 36.60% NA. NA.

CC-H043 chr9 86518146 G C KIF27 EX4 synonymous NM_017576.1 NP_060046.1 c.1287C>G  p.V429V TCTxACA - 55582 52 0 0% 78 19 19.50% NA. NA.

CC-H043 chr9 95073503 G A NOL8 EX8 synonymous NM_017948.5 NP_060418.4 c.2397C>T  p.F799F ACCxAAG - 55035 68 0 0% 69 21 23.30% NA. NA.

CC-H043 chr9 95179184 G A OMD EX2 synonymous NM_005014.2 NP_005005.1 c.657C>T  p.L219L GCAxAGG - 4958 45 0 0% 28 16 36.30% NA. NA.

CC-H043 chr9 98268720 G C PTCH1 EX2 synonymous NM_000264.3 NP_000255.2 c.363C>G  p.L121L CTCxAGG - 5727 80 0 0% 62 28 31.10% NA. NA.

CC-H043 chr9 114919802 C T SUSD1 EX2 synonymous NM_022486.3 NP_071931.2 c.195G>A  p.G65G GTTxCCT - 64420 75 0 0% 57 18 24% NA. NA.

CC-H043 chr9 130869699 C T SLC25A25 EX10E synonymous NM_001006641.3 NP_001006642.1 c.1488C>T  p.I496I GATxACC + 114789 82 0 0% 66 23 25.80% NA. NA.

CC-H043 chr9 140099825 G A TMEM203 EX1E synonymous NM_053045.1 NP_444273.1 c.42C>T  p.F14F GGCxAAG - 94107 57 0 0% 20 37 64.90% NA. NA.

CC-H043 chr10 12111137 G T DHTKD1 EX1 synonymous NM_018706.5 NP_061176.3 c.105G>T  p.P35P GCCxAGG + 55526 14 0 0% 6 5 45.40% NA. NA.

CC-H043 chr10 78669751 G A KCNMA1 EX25 synonymous NM_001014797.2 NP_001014797.1 c.2958C>T  p.V986V ACTxACG - 3778 81 0 0% 38 25 39.60% NA. NA.

CC-H043 chr10 93778566 C T BTAF1 EX34 synonymous NM_003972.2 NP_003963.1 c.4737C>T  p.C1579C GTGxAAC + 9044 100 0 0% 40 22 35.40% NA. NA.

CC-H043 chr10 95168571 C T MYOF EX7 synonymous NM_013451.3 NP_038479.1 c.702G>A  p.K234K TCTxTTG - 26509 144 0 0% 55 37 40.20% NA. NA.

CC-H043 chr10 102050268 G A PKD2L1 EX13 synonymous NM_016112.2 NP_057196.2 c.2016C>T  p.L672L GTTxAGG - 9033 32 0 0% 14 7 33.30% NA. NA.



CC-H043 chr10 112360794 G C SMC3 EX23 synonymous NM_005445.3 NP_005436.1 c.2550G>C  p.L850L GCTxAGA + 9126 47 0 0% 25 9 26.40% NA. NA.

CC-H043 chr10 135013005 C T KNDC1 EX15 synonymous NM_152643.6 NP_689856.6 c.2802C>T  p.F934F TTTxTGT + 85442 85 0 0% 37 18 32.70% NA. NA.

CC-H043 chr11 407118 G C SIGIRR EX7 synonymous NM_001135054.1 NP_001128526.1 c.672C>G  p.L224L GATxAGG - 59307 15 0 0% 2 4 66.60% NA. NA.

CC-H043 chr11 18332378 G C HPS5 EX5 synonymous NM_181507.1 NP_852608.1 c.387C>G  p.L129L GCAxAGA - 11234 56 0 0% 6 23 79.30% NA. NA.

CC-H043 chr11 30032483 C T KCNA4 EX2E synonymous NM_002233.3 NP_002224.1 c.1743G>A  p.Q581Q ATTxTGC - 3739 55 0 0% 7 22 75.80% NA. NA.

CC-H043 chr11 57995907 C T OR10Q1 EX1E synonymous NM_001004471.2 NP_001004471.1 c.441G>A  p.Q147Q CATxTGC - 219960 33 0 0% 34 16 32% NA. NA.

CC-H043 chr11 58170121 G A OR5B3 EX1E synonymous NM_001005469.1 NP_001005469.1 c.762C>T  p.I254I GAAxATA - 441608 82 1 1.20% 50 28 35.80% NA. NA.

CC-H043 chr11 64028940 C G PLCB3 EX15 synonymous NM_000932.2 NP_000923.1 c.1800C>G  p.V600V TGTxAAG + 5331 52 0 0% 28 11 28.20% NA. NA.

CC-H043 chr11 65318688 G A LTBP3 EX11 synonymous NM_001130144.2 NP_001123616.1 c.1629C>T  p.I543I GGAxATC - 4054 49 0 0% 27 22 44.80% NA. NA.

CC-H043 chr11 69457924 C T CCND1 EX2 synonymous NM_053056.2 NP_444284.1 c.324C>T  p.F108F GTTxGTG + 595 124 0 0% 83 6 6.70% NA. NA.

CC-H043 chr11 73825524 G A C2CD3 EX10 synonymous NM_015531.4 NP_056346.3 c.1635C>T  p.I545I TTCxATG - 26005 65 1 1.50% 36 16 30.70% NA. NA.

CC-H043 chr11 93778977 C T HEPHL1 EX2 synonymous NM_001098672.1 NP_001092142.1 c.309C>T  p.I103I CATxTTG + 341208 61 0 0% 38 19 33.30% NA. NA.

CC-H043 chr11 104901126 G A CASP1 EX5 synonymous NM_033292.3 NP_150634.1 c.558C>T  p.I186I TGTxATG - 834 56 0 0% 48 16 25% NA. NA.

CC-H043 chr12 6680152 C G CHD4 EX39 synonymous NM_001273.2 NP_001264.2 c.5604G>C  p.V1868V AGTxACA - 1108 79 0 0% 28 35 55.50% NA. NA.

CC-H043 chr12 7521996 C T CD163L1 EX15 synonymous NM_174941.4 NP_777601.2 c.3996G>A  p.Q1332Q ACTxTGT - 283316 76 0 0% 59 20 25.30% NA. NA.

CC-H043 chr12 34179187 G A ALG10 EX3E synonymous NM_032834.3 NP_116223.3 c.759G>A  p.L253L TCTxACT + 84920 108 0 0% 78 37 32.10% NA. NA.

CC-H043 chr12 52709103 C T KRT83 EX8 synonymous NM_002282.3 NP_002273.3 c.1287G>A  p.V429V ATTxACA - 3889 94 0 0% 82 32 28% NA. NA.

CC-H043 chr12 57578966 C G LRP1 EX40 synonymous NM_002332.2 NP_002323.2 c.6441C>G  p.V2147V AGTxTTC + 4035 55 0 0% 36 16 30.70% NA. NA.

CC-H043 chr12 62861020 G A MON2 EX1 synonymous NM_015026.2 NP_055841.2 c.33G>A  p.K11K GAAxAAG + 23041 47 1 2% 34 31 47.60% NA. NA.

CC-H043 chr12 64199137 G A TMEM5 EX5 synonymous NM_014254.1 NP_055069.1 c.867G>A  p.L289L TTTxAAA + 10329 96 1 1% 66 20 23.20% NA. NA.

CC-H043 chr12 70986114 G A PTPRB EX7 synonymous NM_001109754.2 NP_001103224.1 c.1728C>T  p.V576V GCTxACA - 5787 53 0 0% 31 37 54.40% NA. NA.

CC-H043 chr12 110206856 G A FAM222A EX3E synonymous NM_032829.2 NP_116218.2 c.1122G>A  p.P374P GCCxGGG + 84915 34 0 0% 17 14 45.10% NA. NA.

CC-H043 chr12 124366330 G C DNAH10 EX50 synonymous NM_207437.3 NP_997320.2 c.8439G>C  p.S2813S TTCxAGG + 196385 68 0 0% 30 19 38.70% NA. NA.

CC-H043 chr12 130647562 C T FZD10 EX1E synonymous NM_007197.3 NP_009128.1 c.75C>T  p.D25D GGAxATG + 11211 38 0 0% 22 13 37.10% NA. NA.

CC-H043 chr14 53325230 G A FERMT2 EX16E synonymous NM_001134999.1 NP_001128471.1 c.1929C>T  p.F643F AATxAAG - 10979 71 0 0% 49 27 35.50% NA. NA.

CC-H043 chr14 53513567 C T DDHD1 EX13E synonymous NM_001160148.1 NP_001153620.1 c.2622G>A  p.L874L ATCxAAG - 80821 102 0 0% 57 33 36.60% NA. NA.

CC-H043 chr14 91943313 C G SMEK1 EX6 synonymous NM_032560.4 NP_115949.3 c.933G>C  p.L311L TGTxAGA - 55671 54 0 0% 29 8 21.60% NA. NA.

CC-H043 chr15 70358396 C T TLE3 EX7 synonymous NM_005078.2 NP_005069.2 c.534G>A  p.L178L CGTxAGA - 7090 39 0 0% 19 19 50% NA. NA.

CC-H043 chr16 570506 C T RAB11FIP3 EX13 synonymous NM_014700.3 NP_055515.1 c.2064C>T  p.I688I GATxATT + 9727 45 0 0% 21 20 48.70% NA. NA.

CC-H043 chr16 2290016 C T ECI1 EX7E synonymous NM_001919.3 NP_001910.2 c.873G>A  p.Q291Q CATxTGC - 1632 36 0 0% 14 11 44% NA. NA.

CC-H043 chr16 29675919 G A SPN EX2E synonymous NM_001030288.2 NP_001025459.1 c.870G>A  p.L290L GCTxAGC + 6693 82 0 0% 9 14 60.80% NA. NA.

CC-H043 chr16 57598969 G A GPR114 EX6 synonymous NM_153837.1 NP_722579.1 c.453G>A  p.L151L GCTxAAT + 221188 36 0 0% 20 10 33.30% NA. NA.

CC-H043 chr16 67034637 G A CES4A EX3 synonymous NM_173815.6 NP_776176.5 c.357G>A  p.L119L CCTxAAC + 283848 123 0 0% 53 34 39% NA. NA.

CC-H043 chr16 67401098 G A LRRC36 EX8 synonymous NM_018296.5 NP_060766.5 c.933G>A  p.L311L CCTxGAT + 55282 103 0 0% 45 28 38.30% NA. NA.

CC-H043 chr17 18675854 C T FBXW10 EX12 synonymous NM_001267585.1 NP_001254514.1 c.2136C>T  p.L712L TCTxATG + 10517 130 0 0% 16 62 79.40% NA. NA.

CC-H043 chr17 36935675 G A PIP4K2B EX5 synonymous NM_003559.4 NP_003550.1 c.615C>T  p.F205F GCTxAAC - 8396 69 0 0% 14 36 72% NA. NA.

CC-H043 chr17 40267792 G A KAT2A EX12 synonymous NM_021078.2 NP_066564.2 c.1824C>T  p.L608L GTAxAGA - 2648 54 0 0% 7 42 85.70% NA. NA.

CC-H043 chr17 41585236 G A DHX8 EX15 synonymous NM_004941.1 NP_004932.1 c.2169G>A  p.V723V AGTxAAG + 1659 35 0 0% 6 23 79.30% NA. NA.

CC-H043 chr17 57762551 G A CLTC EX29 synonymous NM_004859.3 NP_004850.1 c.4569G>A  p.Q1523Q ACAxAGT + 1213 49 0 0% 33 17 34% NA. NA.

CC-H043 chr17 79860615 C G NPB EX2E synonymous NM_148896.3 NP_683694.1 c.369C>G  p.L123L CCTxGCC + 256933 12 0 0% 13 6 31.50% NA. NA.

CC-H043 chr18 9257810 T C ANKRD12 EX9 synonymous NM_015208.4 NP_056023.3 c.4545T>C  p.A1515A TGCxAAT + 23253 47 0 0% 33 3 8.30% NA. NA.

CC-H043 chr19 3736314 C T TJP3 EX11 synonymous NM_001267561.1 NP_001254490.1 c.1306C>T  p.L436L ATTxTGC + 27134 46 0 0% 17 10 37% NA. NA.

CC-H043 chr19 5783016 C T PRR22 EX3E synonymous NM_001134316.1 NP_001127788.1 c.1242G>A  p.R414R CTCxCTG - 163154 63 0 0% 22 22 50% NA. NA.

CC-H043 chr19 7963818 C T LRRC8E EX4E synonymous NM_001268284.1 NP_001255213.1 c.411C>T  p.F137F GTTxAAG + 80131 78 0 0% 36 28 43.70% NA. NA.

CC-H043 chr19 20026208 C T ZNF93 EX2 synonymous NM_031218.3 NP_112495.2 c.123C>T  p.V41V GGTxTTC + 81931 181 0 0% 76 46 37.70% NA. NA.

CC-H043 chr19 33470956 C T RHPN2 EX15E synonymous NM_033103.4 NP_149094.3 c.2007G>A  p.K669K CTTxTTG - 85415 97 0 0% 62 25 28.70% NA. NA.

CC-H043 chr19 37975295 G A ZNF570 EX5E synonymous NM_144694.1 NP_653295.1 c.771G>A  p.Q257Q CCAxAGA + 148268 63 0 0% 26 15 36.50% NA. NA.

CC-H043 chr19 38579377 C T SIPA1L3 EX4 synonymous NM_015073.1 NP_055888.1 c.1551C>T  p.F517F CTTxGGC + 23094 56 0 0% 24 9 27.20% NA. NA.

CC-H043 chr19 38591826 G C SIPA1L3 EX6 synonymous NM_015073.1 NP_055888.1 c.1989G>C  p.L663L CCTxAAG + 23094 46 0 0% 10 9 47.30% NA. NA.

CC-H043 chr19 41709374 G C CYP2S1 EX7 synonymous NM_030622.6 NP_085125.1 c.996G>C  p.L332L GCTxAAT + 29785 121 0 0% 38 25 39.60% NA. NA.

CC-H043 chr19 47969019 G C SLC8A2 EX2 synonymous NM_015063.2 NP_055878.1 c.642C>G  p.L214L GATxAGA - 6543 63 0 0% 35 17 32.60% NA. NA.

CC-H043 chr19 48801258 G A CCDC114 EX12 synonymous NM_144577.3 NP_653178.3 c.1390C>T  p.L464L ACAxAGT - 93233 93 0 0% 48 31 39.20% NA. NA.

CC-H043 chr19 49843510 C T CD37 EX8E synonymous NM_001774.2 NP_001765.1 c.771C>T  p.L257L GCTxGGG + 951 48 0 0% 24 15 38.40% NA. NA.

CC-H043 chr19 50002889 C T RPS11 EX5E synonymous NM_001015.4 NP_001006.1 c.474C>T  p.F158F GTTxTGA + 6205 108 0 0% 37 26 41.20% NA. NA.

CC-H043 chr19 50482363 C T VRK3 EX14 synonymous NM_016440.3 NP_057524.3 c.1413G>A  p.P471P CATxGGG - 51231 58 0 0% 31 26 45.60% NA. NA.

CC-H043 chr20 2945694 G A PTPRA EX9 synonymous NM_002836.3 NP_002827.1 c.261G>A  p.G87G TGGxACC + 5786 85 0 0% 55 29 34.50% NA. NA.

CC-H043 chr20 23667824 C T CST4 EX2 synonymous NM_001899.2 NP_001890.1 c.243G>A  p.V81V ATTxACC - 1472 137 0 0% 95 40 29.60% NA. NA.

CC-H043 chr20 34313026 G A RBM39 EX7 synonymous NM_004902.3 NP_004893.1 c.468C>T  p.F156F ACAxAAG - 9584 94 0 0% 41 20 32.70% NA. NA.

CC-H043 chr20 47850239 C T DDX27 EX11 synonymous NM_017895.7 NP_060365.7 c.1359C>T  p.I453I CATxGTG + 55661 37 0 0% 13 7 35% NA. NA.

CC-H043 chr21 34619086 C G IFNAR2 EX5 synonymous NM_207585.1 NP_997468.1 c.285C>G  p.L95L CCTxACA + 3455 89 0 0% 60 23 27.70% NA. NA.

CC-H043 chr21 45999976 C A KRTAP10-5 EX1E synonymous NM_198694.2 NP_941967.2 c.480G>T  p.P160P AGTxGGC - 386680 184 0 0% 111 59 34.70% NA. NA.

CC-H043 chr22 18383645 G A MICAL3 EX6 synonymous NM_015241.2 NP_056056.2 c.810C>T  p.F270F GTTxAAT - 57553 81 0 0% 50 26 34.20% NA. NA.

CC-H043 chr22 26219563 C T MYO18B EX13 synonymous NM_032608.5 NP_115997.5 c.2613C>T  p.F871F CTTxAAG + 84700 66 0 0% 29 16 35.50% NA. NA.

CC-H043 chr22 42381992 G A 3-Sep EX3 synonymous NM_145733.2 NP_663786.2 c.207G>A  p.Q69Q CCAxAGT + 55964 63 0 0% 20 14 41.10% NA. NA.

CC-H043 chr22 45970463 C T FBLN1 EX15 synonymous NM_006486.2 NP_006477.2 c.1770C>T  p.F590F GTTxGAC + 2192 41 0 0% 15 9 37.50% NA. NA.

CC-H043 chr22 45970481 C T FBLN1 EX15 synonymous NM_006486.2 NP_006477.2 c.1788C>T  p.I596I CATxTCC + 2192 40 0 0% 14 5 26.30% NA. NA.

CC-H043 chrX 37984617 C T SYTL5 EX16 synonymous NM_138780.2 NP_620135.1 c.1908C>T  p.N636N TAAxCCT + 94122 82 0 0% 40 45 52.90% NA. NA.

CC-H043 chrX 49645291 G A USP27X EX1E synonymous NM_001145073.1 NP_001138545.1 c.381G>A  p.S127S GTCxTCG + 389856 64 0 0% 60 16 21% NA. NA.

CC-H043 chrX 53279481 G A IQSEC2 EX5 synonymous NM_001111125.2 NP_001104595.1 c.2277C>T  p.I759I GCCxATT - 23096 35 0 0% 45 18 28.50% NA. NA.

CC-H043 chrX 137785152 G A FGF13 EX5 synonymous NM_001139500.1 NP_001132972.1 c.426C>T  p.Y142Y GGTxTAC - 2258 45 0 0% 23 19 45.20% NA. NA.

CC-H043 chrX 148069014 C T AFF2 EX20 synonymous NM_002025.3 NP_002016.2 c.3741C>T  p.V1247V CGTxAAC + 2334 82 0 0% 46 19 29.20% NA. NA.

CC-H044 chr1 12567024 C T VPS13D EX69 synonymous NM_015378.2 NP_056193.2 c.12912C>T  p.Y4304Y ATAxGAT + 55187 111 0 0% 79 34 30% NA. NA.

CC-H044 chr1 201840294 G C IPO9 EX19 synonymous NM_018085.4 NP_060555.2 c.2415G>C  p.L805L CCTxATC + 55705 67 1 1.40% 40 23 36.50% NA. NA.

CC-H044 chr2 141458069 C G LRP1B EX41 synonymous NM_018557.2 NP_061027.2 c.6549G>C  p.L2183L CCTxAGG - 53353 87 0 0% 96 6 5.80% NA. NA.

CC-H044 chr4 140283078 C T NAA15 EX14 synonymous NM_057175.3 NP_476516.1 c.1740C>T  p.H580H ACAxGAA + 80155 68 1 1.40% 52 22 29.70% NA. NA.

CC-H044 chr7 138968546 C T UBN2 EX15 synonymous NM_173569.3 NP_775840.3 c.2895C>T  p.S965S CTCxTGT + 254048 118 0 0% 71 51 41.80% NA. NA.

CC-H044 chr12 55726285 G A OR6C3 EX1E synonymous NM_054104.1 NP_473445.1 c.801G>A  p.L267L ATTxACA + 254786 110 0 0% 76 53 41% NA. NA.

CC-H046 chr1 78430849 G A FUBP1 EX8 synonymous NM_003902.3 NP_003893.2 c.540C>T  p.G180G ATCxCCA - 8880 67 0 0% 68 29 29.80% NA. NA.

CC-H046 chr1 154919995 T G PBXIP1 EX9 synonymous NM_020524.2 NP_065385.2 c.768A>C  p.P256P CACxGGG - 57326 78 0 0% 46 23 33.30% NA. NA.

CC-H046 chr1 228482034 C T OBSCN EX42 synonymous NM_052843.3 NP_443075.3 c.11313C>T  p.I3771I GATxCGT + 84033 116 0 0% 74 45 37.80% NA. NA.

CC-H046 chr3 8667237 T C SSUH2 EX10 synonymous NM_001256748.1 NP_001243677.1 c.864A>G  p.E288E GTTxTCA - 51066 78 0 0% 42 21 33.30% NA. NA.

CC-H046 chr3 41607580 C T ULK4 EX32 synonymous NM_017886.2 NP_060356.2 c.3162G>A  p.V1054V AATxACA - 54986 79 0 0% 26 28 51.80% NA. NA.

CC-H046 chr3 154890351 G A MME EX22 synonymous NM_007289.2 NP_009220.2 c.2103G>A  p.E701E AGAxTAT + 4311 133 0 0% 123 45 26.70% NA. NA.

CC-H046 chr5 150497319 C T ANXA6 EX19 synonymous NM_001155.4 NP_001146.2 c.1518G>A  p.T506T CACxGTG - 309 60 0 0% 26 19 42.20% NA. NA.

CC-H046 chr6 109520782 A T C6orf183 EX8 synonymous XM_003403515.2 XP_003403563.2 c.831A>T  p.T277T AACxGAA + 389422 70 0 0% 38 28 42.40% NA. NA.

CC-H046 chr6 126249881 C T NCOA7 EX18E synonymous NM_001199620.1 NP_001186549.1 c.2793C>T  p.F931F CTTxATA + 135112 109 0 0% 58 23 28.30% NA. NA.

CC-H046 chr6 148853982 C T SASH1 EX14 synonymous NM_015278.3 NP_056093.3 c.1614C>T  p.S538S AAGxGTC + 23328 36 0 0% 24 18 42.80% NA. NA.

CC-H046 chr8 29195995 G T DUSP4 EX3 synonymous NM_001394.6 NP_001385.1 c.603C>A  p.P201P GAAxGGA - 1846 65 0 0% 45 44 49.40% NA. NA.

CC-H046 chr10 124345667 C T DMBT1 EX16 synonymous NM_007329.2 NP_015568.2 c.1551C>T  p.T517T CACxGTG + 1755 283 0 0% 186 97 34.20% NA. NA.

CC-H046 chr11 26655770 A C ANO3 EX19 synonymous NM_031418.2 NP_113606.2 c.1893A>C  p.S631S ATCxGAG + 63982 28 0 0% 7 13 65% NA. NA.

CC-H046 chr11 60708619 A G SLC15A3 EX5 synonymous NM_016582.2 NP_057666.1 c.1251T>C  p.F417F ACCxAAG - 51296 52 0 0% 42 13 23.60% NA. NA.

CC-H046 chr11 66114840 G C B3GNT1 EX1 synonymous NM_006876.2 NP_006867.1 c.177C>G  p.V59V CTTxACC - 11041 78 0 0% 51 22 30.10% NA. NA.

CC-H046 chr13 39264097 C A FREM2 EX1 synonymous NM_207361.4 NP_997244.3 c.2616C>A  p.P872P ACCxAAA + 341640 43 0 0% 21 13 38.20% NA. NA.

CC-H046 chr14 95089971 T C SERPINA3 EX5E synonymous NM_001085.4 NP_001076.2 c.1092T>C  p.D364D TGAxGTA + 12 71 0 0% 69 28 28.80% NA. NA.

CC-H046 chr15 91422023 C G FURIN EX9 synonymous NM_002569.2 NP_002560.1 c.870C>G  p.V290V TGTxTGG + 5045 86 0 0% 84 32 27.50% NA. NA.

CC-H046 chr15 100649271 G A ADAMTS17 EX14 synonymous NM_139057.2 NP_620688.2 c.1939C>T  p.L647L CCAxCAG - 170691 19 0 0% 43 8 15.60% NA. NA.

CC-H046 chr17 1543837 G A SCARF1 EX5 synonymous NM_003693.2 NP_003684.2 c.915C>T  p.S305S GCAxCTC - 8578 107 0 0% 54 29 34.90% NA. NA.

CC-H046 chr17 48433568 C T XYLT2 EX7 synonymous NM_022167.2 NP_071450.2 c.1428C>T  p.D476D GGAxTGG + 64132 37 1 2.60% 20 17 45.90% NA. NA.

CC-H046 chr17 62045408 A G SCN4A EX6 synonymous NM_000334.4 NP_000325.4 c.1011T>C  p.D337D CCAxTCA - 6329 73 0 0% 38 20 34.40% NA. NA.

CC-H046 chr19 15839267 A G OR10H2 EX1E synonymous NM_013939.2 NP_039227.1 c.414A>G  p.P138P CCCxCGG + 26538 58 0 0% 83 5 5.60% NA. NA.

CC-H046 chr20 36407720 G C CTNNBL1 EX10 synonymous NM_030877.3 NP_110517.2 c.1014G>C  p.L338L GCTxATG + 56259 83 0 0% 106 16 13.10% NA. NA.

CC-H046 chr22 20136289 G A LOC388849 EX6E synonymous NM_001243537.1 NP_001230466.1 c.283C>T  p.L95L CCAxCAG - 388849 35 0 0% 12 32 72.70% NA. NA.

CC-H046 chrX 106840675 C T FRMPD3 EX17 synonymous XM_042978.7 XP_042978.6 c.1800C>T  p.D600D CGAxTCT + 84443 74 0 0% 26 17 39.50% NA. NA.

CC-H046 chrX 133919929 A G FAM122B EX7 synonymous NM_145284.5 NP_660327.2 c.492T>C  p.P164P AAGxGGA - 159090 68 0 0% 70 28 28.50% NA. NA.

CC-H047 chr1 1131997 C T TTLL10 EX14 synonymous NM_001130045.1 NP_001123517.1 c.1419C>T  p.I473I GATxATG + 254173 43 0 0% 58 16 21.60% NA. NA.

CC-H047 chr1 6145294 G A KCNAB2 EX6 synonymous NM_001199862.1 NP_001186791.1 c.411G>A  p.K137K TAAxAAG + 8514 78 0 0% 98 11 10% NA. NA.

CC-H047 chr1 55609821 C T USP24 EX21 synonymous NM_015306.2 NP_056121.2 c.2418G>A  p.L806L TTTxAAT - 23358 66 0 0% 55 16 22.50% NA. NA.

CC-H047 chr1 89662821 G A GBP4 EX2 synonymous NM_052941.4 NP_443173.2 c.207C>T  p.L69L CATxAGA - 115361 60 0 0% 97 23 19.10% NA. NA.

CC-H047 chr1 162748513 G A DDR2 EX18 synonymous NM_001014796.1 NP_001014796.1 c.2427G>A  p.G809G AGGxAGG + 4921 90 0 0% 88 23 20.70% NA. NA.

CC-H047 chr1 182026675 C T ZNF648 EX2E synonymous NM_001009992.1 NP_001009992.1 c.471G>A  p.Q157Q GTCxTGG - 127665 62 0 0% 67 15 18.20% NA. NA.

CC-H047 chr2 28248143 G A BRE EX5 synonymous NM_004899.4 NP_004890.2 c.351G>A  p.V117V GGTxAAG + 9577 118 0 0% 80 34 29.80% NA. NA.

CC-H047 chr2 130911913 G C SMPD4 EX16 synonymous NM_017951.4 NP_060421.2 c.1713C>G  p.V571V GTAxACG - 55627 89 0 0% 69 27 28.10% NA. NA.

CC-H047 chr4 2446966 C T LOC402160 EX6 synonymous NM_001193282.1 NP_001180211.1 c.573C>T  p.N191N CAAxCTG + 402160 154 0 0% 120 54 31% NA. NA.

CC-H047 chr5 156464268 G A HAVCR1 EX7 synonymous NM_001173393.1 NP_001166864.1 c.942C>T  p.I314I AATxATG - 26762 103 0 0% 76 67 46.80% NA. NA.

CC-H047 chr6 35392390 G C PPARD EX7 synonymous NM_006238.4 NP_006229.1 c.912G>C  p.L304L GCTxGTA + 5467 47 0 0% 29 25 46.20% NA. NA.

CC-H047 chr6 71570016 C T SMAP1 EX11E synonymous NM_001044305.1 NP_001037770.1 c.1383C>T  p.L461L TCTxAGC + 60682 52 0 0% 25 31 55.30% NA. NA.

CC-H047 chr7 66453370 C T SBDS EX5E synonymous NM_016038.2 NP_057122.2 c.741G>A  p.E247E TTTxTCA - 51119 126 0 0% 95 34 26.30% NA. NA.

CC-H047 chr7 75130983 G A SPDYE5 EX6 synonymous NM_001099435.2 NP_001092905.2 c.858G>A  p.K286K GAAxAAC + 442590 326 0 0% 314 37 10.50% NA. NA.

CC-H047 chr7 92462443 C T CDK6 EX2 synonymous NM_001145306.1 NP_001138778.1 c.195G>A  p.L65L CCTxAGC - 1021 54 0 0% 49 13 20.90% NA. NA.

CC-H047 chr7 99818261 C T PVRIG EX4 synonymous NM_024070.3 NP_076975.2 c.561C>T  p.V187V TGTxTAC + 79037 93 0 0% 80 38 32.20% NA. NA.

CC-H047 chr9 35616199 G A CD72 EX5 synonymous NM_001782.2 NP_001773.1 c.429C>T  p.L143L GCGxAGC - 971 30 0 0% 21 15 41.60% NA. NA.

CC-H047 chr9 106896782 G A SMC2 EX23 synonymous NM_001042550.1 NP_001036015.1 c.3195G>A  p.L1065L TTTxGAT + 10592 79 0 0% 45 16 26.20% NA. NA.

CC-H047 chr10 7326109 G A SFMBT2 EX6 synonymous NM_001029880.2 NP_001025051.1 c.529C>T  p.L177L GCAxAGG - 57713 83 0 0% 54 21 28% NA. NA.

CC-H047 chr10 129682081 G A CLRN3 EX2 synonymous NM_152311.3 NP_689524.1 c.288C>T  p.F96F CAGxAAC - 119467 75 1 1.30% 74 44 37.20% NA. NA.

CC-H047 chr11 775090 G A PDDC1 EX2 synonymous NM_182612.2 NP_872418.1 c.117C>T  p.F39F GTTxAAG - 347862 142 0 0% 139 44 24% NA. NA.

CC-H047 chr11 7530939 G A OLFML1 EX3E synonymous NM_198474.3 NP_940876.2 c.729G>A  p.K243K GAAxAGG + 283298 59 0 0% 52 14 21.20% NA. NA.

CC-H047 chr11 111591461 A G SIK2 EX11 synonymous NM_015191.1 NP_056006.1 c.1755A>G  p.R585R CAGxGCA + 23235 90 0 0% 86 14 14% NA. NA.

CC-H047 chr11 120732829 G A GRIK4 EX7 synonymous NM_014619.2 NP_055434.2 c.906G>A  p.A302A TGCxGTA + 2900 65 0 0% 61 12 16.40% NA. NA.

CC-H047 chr12 4705446 G A DYRK4 EX5 synonymous NM_003845.1 NP_003836.1 c.414G>A  p.K138K CAAxAAG + 8798 33 0 0% 43 11 20.30% NA. NA.

CC-H047 chr12 48190924 G A HDAC7 EX7 synonymous NM_015401.3 NP_056216.2 c.579C>T  p.V193V AGAxACT - 51564 61 0 0% 83 26 23.80% NA. NA.

CC-H047 chr12 58164989 G A METTL1 EX2 synonymous NM_005371.5 NP_005362.3 c.162C>T  p.F54F AGCxAAG - 4234 101 0 0% 102 19 15.70% NA. NA.

CC-H047 chr16 89986236 G A MC1R EX1E synonymous NM_002386.3 NP_002377.4 c.570G>A  p.L190L GCTxTGC + 4157 19 0 0% 19 16 45.70% NA. NA.

CC-H047 chr17 263645 C T C17orf97 EX2E synonymous NM_001013672.4 NP_001013694.4 c.1011C>T  p.P337P CCCxGAC + 400566 169 1 0.50% 242 15 5.80% NA. NA.

CC-H047 chr17 40193043 G A LOC100507656 EX2E synonymous XM_003118753.2 XP_003118801.2 c.708C>T  p.F236F CAGxAAG - 100507656 66 0 0% 64 27 29.60% NA. NA.

CC-H047 chr17 74401353 G A UBE2O EX3 synonymous NM_022066.3 NP_071349.3 c.522C>T  p.A174A GACxGCA - 63893 70 0 0% 57 38 40% NA. NA.

CC-H047 chr19 10690485 G A AP1M2 EX7 synonymous NM_005498.4 NP_005489.2 c.723C>T  p.C241C CACxCAC - 10053 50 0 0% 64 8 11.10% NA. NA.

CC-H047 chr19 49167067 A T NTN5 EX5 synonymous NM_145807.1 NP_665806.1 c.975T>A  p.I325I TGGxATT - 126147 45 0 0% 42 10 19.20% NA. NA.

CC-H047 chr22 39814786 G A TAB1 EX6 synonymous NM_153497.2 NP_705717.1 c.600G>A  p.V200V GGTxACA + 10454 58 0 0% 47 43 47.70% NA. NA.

CC-H047 chrX 54069135 G A PHF8 EX2 synonymous NM_015107.2 NP_055922.1 c.27C>T  p.L9L GCAxAGG - 23133 106 0 0% 132 14 9.50% NA. NA.

CC-C003 chr11 46690117 C T ATG13 EX15 synonymous NM_001205119.1 NP_001192048.1 c.1320C>T  p.T440T ACxGA + 9776 73 0 0% 50 15 23% NA. NA.

CC-C003 chr12 120156174 C G CIT EX32 synonymous NM_001206999.1 NP_001193928.1 c.4044G>C  p.T1348T GGxGT - 11113 65 0 0% 60 18 23% NA. NA.

CC-C003 chr14 91739251 C T CCDC88C EX30E synonymous NM_001080414.3 NP_001073883.2 c.5805G>A  p.P1935P GCxGG - 440193 33 0 0% 22 11 33.30% NA. NA.

CC-C003 chr16 18810024 G A ARL6IP1 EX2 synonymous NM_015161.1 NP_055976.1 c.169C>T  p.L57L CAxAA - 23204 94 0 0% 83 14 14.40% NA. NA.

CC-C003 chr18 3457401 C T TGIF1 EX3E synonymous NM_170695.2 NP_733796.2 c.669C>T  p.L223L CTxCC + 7050 49 0 0% 27 12 30.70% NA. NA.

CC-C003 chrX 57936276 T C ZXDA EX1E synonymous NM_007156.4 NP_009087.1 c.579A>G  p.P193P CCxGG - 7789 23 0 0% 22 12 35.20% NA. NA.

CC-P006 chr1 182026456 G A ZNF648 EX2E synonymous NM_001009992.1 NP_001009992.1 c.690C>T  p.S230S CCTxCTG - 127665 61 0 0% 39 10 20.40% NA. NA.

CC-P006 chr6 151671404 T C AKAP12 EX4 synonymous NM_005100.3 NP_005091.2 c.1878T>C  p.P626P GCCxTCG + 9590 127 2 1.50% 93 11 10.50% NA. NA.

CC-P006 chr11 60070107 T C MS4A4A EX5 synonymous NM_148975.2 NP_683876.1 c.463T>C  p.L155L AGCxTGG + 51338 61 0 0% 39 5 11.30% NA. NA.

CC-P006 chr16 55539333 A G MMP2 EX13E synonymous NM_004530.4 NP_004521.1 c.1962A>G  p.K654K CAAxTCC + 4313 37 0 0% 30 5 14.20% NA. NA.

CC-P006 chr22 26937465 G C TPST2 EX3 synonymous NM_001008566.1 NP_001008566.1 c.132C>G  p.A44A CATxGCC - 8459 53 1 1.80% 48 6 11.10% NA. NA.

CC-P004 chr1 53680370 C G C1orf123 EX8E synonymous NM_017887.1 NP_060357.1 c.444G>C  p.V148V TCCxACA - 54987 29 0 0% 16 9 36% NA. NA.

CC-P004 chr1 62579742 G A INADL EX35 synonymous NM_176877.2 NP_795352.2 c.4479G>A  p.L1493L CCTxAGG + 10207 187 0 0% 251 22 8% NA. NA.

CC-P004 chr1 120458388 C T NOTCH2 EX34E synonymous NM_024408.3 NP_077719.2 c.6957G>A  p.A2319A CCCxGCT - 4853 77 1 1.20% 91 27 22.80% NA. NA.

CC-P004 chr2 24247037 C A MFSD2B EX13E synonymous NM_001080473.1 NP_001073942.1 c.1386C>A  p.G462G TGGxGCC + 388931 37 0 0% 31 12 27.90% NA. NA.

CC-P004 chr2 44050001 G T ABCG5 EX10 synonymous NM_022436.2 NP_071881.1 c.1398C>A  p.A466A ATAxGCC - 64240 83 0 0% 88 17 16.10% NA. NA.

CC-P004 chr2 70188314 C T ASPRV1 EX1E synonymous NM_152792.2 NP_690005.2 c.507G>A  p.L169L CTTxAGG - 151516 263 0 0% 224 82 26.70% NA. NA.

CC-P004 chr2 101644537 G T TBC1D8 EX14 synonymous NM_001102426.1 NP_001095896.1 c.2379C>A  p.G793G GTGxCCT - 11138 64 1 1.50% 65 8 10.90% NA. NA.

CC-P004 chr2 136562340 G A LCT EX10 synonymous NM_002299.2 NP_002290.2 c.4461C>T  p.P1487P CTGxGGC - 3938 184 0 0% 219 13 5.60% NA. NA.

CC-P004 chr2 215840580 G A ABCA12 EX34 synonymous NM_173076.2 NP_775099.2 c.5310C>T  p.S1770S GCTxGAA - 26154 69 0 0% 51 16 23.80% NA. NA.

CC-P004 chr10 101489465 C T COX15 EX2 synonymous NM_078470.4 NP_510870.1 c.117G>A  p.R39R TGGxCTC - 1355 121 0 0% 127 14 9.90% NA. NA.

CC-P004 chr15 65917870 C T SLC24A1 EX2 synonymous NM_004727.2 NP_004718.1 c.1452C>T  p.I484I CATxACA + 9187 280 0 0% 392 23 5.50% NA. NA.

CC-P004 chr16 3016186 A G KREMEN2 EX3 synonymous NM_172229.2 NP_757384.1 c.315A>G  p.T105T GACxGAG + 79412 55 0 0% 52 7 11.80% NA. NA.

CC-P004 chr17 76501519 G C DNAH17 EX31 synonymous NM_173628.3 NP_775899.3 c.4812C>G  p.R1604R GTGxCGG - 8632 173 1 0.50% 172 13 7% NA. NA.

CC-P004 chr18 6851107 C A ARHGAP28 EX3 synonymous NM_001010000.2 NP_001010000.1 c.141C>A  p.I47I TATxAAG + 79822 56 0 0% 34 12 26% NA. NA.

CC-P004 chr22 22599249 C A VPREB1 EX1 synonymous NM_007128.2 NP_009059.1 c.24C>A  p.L8L GCTxATG + 7441 110 0 0% 136 40 22.70% NA. NA.

CC-P004 chrX 2139235 T A DHRSX EX7E synonymous NM_145177.2 NP_660160.2 c.840A>T  p.A280A TGCxGCG - 207063 44 0 0% 14 5 26.30% NA. NA.

CC-P010 chr3 124560365 A G ITGB5 EX5 synonymous NM_002213.3 NP_002204.2 c.645T>C  p.F215F CCCxAAG - 3693 55 0 0% 42 5 10.60% NA. NA.

CC-P010 chr5 59284470 C T PDE4D EX3 synonymous NM_001165899.1 NP_001159371.1 c.117G>A  p.R39R TCTxCGG - 5144 225 0 0% 201 55 21.40% NA. NA.

CC-P010 chr6 51890849 T G PKHD1 EX32 synonymous NM_138694.3 NP_619639.3 c.3759A>C  p.P1253P GGCxGGC - 5314 140 1 0.70% 129 13 9.10% NA. NA.

CC-P010 chr8 3205544 G A CSMD1 EX22 synonymous NM_033225.5 NP_150094.5 c.3444C>T  p.S1148S GAAxCTT - 64478 27 0 0% 9 9 50% NA. NA.

CC-P010 chr8 57025789 C T MOS EX1E synonymous NM_005372.1 NP_005363.1 c.753G>A  p.L251L TTTxAGG - 4342 121 2 1.60% 90 27 23% NA. NA.

CC-P010 chr8 95752001 G A DPY19L4 EX6 synonymous NM_181787.2 NP_861452.2 c.594G>A  p.A198A TGCxTGG + 286148 132 0 0% 83 17 17% NA. NA.

CC-P010 chr9 140079378 G A ANAPC2 EX4 synonymous NM_013366.3 NP_037498.1 c.1035C>T  p.F345F GCTxAAG - 29882 30 0 0% 31 15 32.60% NA. NA.

CC-P010 chr11 63682238 G A RCOR2 EX5 synonymous NM_173587.3 NP_775858.2 c.369C>T  p.A123A GTCxGCC - 283248 65 0 0% 41 7 14.50% NA. NA.

CC-P010 chr12 1005437 T A WNK1 EX24 synonymous NM_213655.4 NP_998820.3 c.6540T>A  p.T2180T AACxACT + 65125 109 2 1.80% 69 11 13.70% NA. NA.

CC-P010 chr15 43021767 G A CDAN1 EX17 synonymous NM_138477.2 NP_612486.2 c.2406C>T  p.I802I ACCxATG - 146059 68 0 0% 26 15 36.50% NA. NA.

CC-P010 chr16 81730245 C T CMIP EX14 synonymous NM_198390.2 NP_938204.2 c.1611C>T  p.D537D CGAxGAT + 80790 76 0 0% 57 19 25% NA. NA.

CC-P010 chr18 5478279 C T EPB41L3 EX3 synonymous NM_012307.2 NP_036439.2 c.342G>A  p.V114V TATxACT - 23136 33 0 0% 27 9 25% NA. NA.

CC-P010 chr19 38949967 G A RYR1 EX19 synonymous NM_000540.2 NP_000531.2 c.2349G>A  p.S783S CTCxGCT + 6261 138 0 0% 73 19 20.60% NA. NA.



CC-P010 chr20 58514336 G A PPP1R3D EX1E synonymous NM_006242.3 NP_006233.1 c.651C>T  p.H217H CTCxTGG - 5509 116 0 0% 171 76 30.70% NA. NA.

CC-P008 chr1 92948578 C T GFI1 EX3 synonymous NM_005263.3 NP_005254.2 c.141G>A  p.A47A CTTxGCC - 2672 173 0 0% 155 23 12.90% NA. NA.

CC-P008 chr1 177250040 C G FAM5B EX8E synonymous NM_021165.2 NP_066988.1 c.1728C>G  p.L576L TCTxACC + 57795 179 0 0% 159 14 8% NA. NA.

CC-P008 chr3 49759754 G A GMPPB EX7 synonymous NM_013334.2 NP_037466.2 c.678C>T  p.L226L AGTxAGG - 29925 183 0 0% 161 29 15.20% NA. NA.

CC-P008 chr4 170634420 G A CLCN3 EX12 synonymous NM_173872.3 NP_776297.2 c.2340G>A  p.L780L ACTxAGG + 1182 37 0 0% 33 7 17.50% NA. NA.

CC-P008 chr6 32816842 C T TAP1 EX6 synonymous NM_000593.5 NP_000584.2 c.1482G>A  p.V494V GGTxACC - 6890 237 0 0% 275 24 8% NA. NA.

CC-P008 chr9 74846087 G A GDA EX10 synonymous NM_001242507.2 NP_001229436.1 c.756G>A  p.G252G AGGxCTG + 9615 38 0 0% 51 9 15% NA. NA.

CC-P008 chr10 29821745 G C SVIL EX8 synonymous NM_021738.2 NP_068506.2 c.1551C>G  p.L517L GTAxAGA - 6840 68 0 0% 43 5 10.40% NA. NA.

CC-P008 chr11 4091275 C G STIM1 EX6 synonymous NM_003156.3 NP_003147.2 c.633C>G  p.L211L CCTxAAG + 6786 92 0 0% 61 16 20.70% NA. NA.

CC-P008 chr11 55111504 C T OR4A16 EX1E synonymous NM_001005274.1 NP_001005274.1 c.828C>T  p.I276I TATxACA + 81327 201 0 0% 260 31 10.60% NA. NA.

CC-P008 chr11 62293297 C G AHNAK EX5E synonymous NM_001620.1 NP_001611.1 c.8592G>C  p.L2864L TTTxAGA - 79026 229 0 0% 204 32 13.50% NA. NA.

CC-P008 chr12 11422565 C T PRB3 EX1 synonymous NM_006249.4 NP_006240.4 c.39G>A  p.L13L GCTxAGG - 5544 305 0 0% 304 26 7.80% NA. NA.

CC-P008 chr12 123003454 G A RSRC2 EX4 synonymous NM_023012.5 NP_075388.2 c.330C>T  p.D110D CCTxTCC - 65117 267 0 0% 231 27 10.40% NA. NA.

CC-P008 chr14 59793654 G A DAAM1 EX11 synonymous NM_014992.2 NP_055807.1 c.1317G>A  p.L439L GTTxGTT + 23002 192 0 0% 240 41 14.50% NA. NA.

CC-P008 chr14 105349601 C T KIAA0284 EX8 synonymous NM_001112726.2 NP_001106197.1 c.807C>T  p.F269F CTTxACC + 283638 60 0 0% 55 10 15.30% NA. NA.

CC-P008 chr15 34537897 C T SLC12A6 EX13 synonymous NM_005135.2 NP_005126.1 c.1668G>A  p.L556L CCTxAGA - 9990 102 0 0% 80 14 14.80% NA. NA.

CC-P008 chr19 47544381 C T NPAS1 EX9 synonymous NM_002517.2 NP_002508.2 c.1215C>T  p.L405L GCTxAGG + 4861 86 0 0% 93 12 11.40% NA. NA.

CC-P008 chr19 58319951 G C ZNF552 EX3E synonymous NM_024762.3 NP_079038.2 c.681C>G  p.L227L ACTxAGT - 79818 267 0 0% 208 23 9.90% NA. NA.

CC-P008 chr22 22316826 G A TOP3B EX13 synonymous NM_003935.3 NP_003926.1 c.1500C>T  p.I500I CGTxATG - 8940 113 0 0% 89 22 19.80% NA. NA.

CC-P008 chr22 46653661 G C PKDREJ EX1E synonymous NM_006071.1 NP_006062.1 c.5559C>G  p.T1853T ATTxGTA - 10343 111 0 0% 107 15 12.20% NA. NA.

CC-P008 chrX 38262888 G A OTC EX6 synonymous NM_000531.5 NP_000522.3 c.558G>A  p.L186L TCTxAAA + 5009 90 0 0% 86 13 13.10% NA. NA.

CC-P008 chrX 71873317 G A PHKA1 EX11 synonymous NM_002637.3 NP_002628.2 c.1105C>T  p.L369L GCAxAAG - 5255 149 0 0% 124 15 10.70% NA. NA.

CC-P008 chrX 79973119 C G BRWD3 EX19 synonymous NM_153252.4 NP_694984.4 c.2184G>C  p.A728A CCAxGCC - 254065 357 0 0% 544 35 6% NA. NA.

CC-P009 chr1 899804 C T KLHL17 EX11 synonymous NM_198317.2 NP_938073.1 c.1594C>T  p.L532L GCCxTGT + 339451 44 0 0% 46 19 29.20% NA. NA.

CC-P009 chr2 27672587 C T IFT172 EX37 synonymous NM_015662.1 NP_056477.1 c.4131G>A  p.A1377A CTTxGCC - 26160 296 0 0% 269 25 8.50% NA. NA.

CC-P009 chr3 48698373 C T CELSR3 EX1 synonymous NM_001407.2 NP_001398.2 c.1695G>A  p.L565L GCGxAGC - 1951 170 0 0% 97 33 25.30% NA. NA.

CC-P009 chr3 48699501 C T CELSR3 EX1 synonymous NM_001407.2 NP_001398.2 c.567G>A  p.R189R GTTxCGC - 1951 26 0 0% 18 5 21.70% NA. NA.

CC-P009 chr4 184931518 G A STOX2 EX3 synonymous NM_020225.1 NP_064610.1 c.1527G>A  p.P509P GCCxGAA + 56977 119 0 0% 44 40 47.60% NA. NA.

CC-P009 chr4 189020192 G T TRIML2 EX4 synonymous NM_173553.1 NP_775824.1 c.468C>A  p.L156L CTTxAGC - 205860 279 0 0% 83 28 25.20% NA. NA.

CC-P009 chr8 88296992 C T CNBD1 EX7 synonymous NM_173538.2 NP_775809.1 c.858C>T  p.D286D AGAxGAT + 168975 112 0 0% 78 19 19.50% NA. NA.

CC-P009 chr10 73121735 G A SLC29A3 EX6E synonymous NM_018344.5 NP_060814.4 c.798G>A  p.A266A TGCxGCC + 55315 42 0 0% 24 10 29.40% NA. NA.

CC-P009 chr11 55681567 G A OR5W2 EX1E synonymous NM_001001960.1 NP_001001960.1 c.492C>T  p.F164F GCGxAAG - 390148 92 0 0% 66 22 25% NA. NA.

CC-P009 chr11 94113411 C T GPR83 EX4E synonymous NM_016540.3 NP_057624.3 c.1176G>A  p.Q392Q CCTxTGG - 10888 49 0 0% 42 18 30% NA. NA.

CC-P009 chr12 23687300 C T SOX5 EX18E synonymous NM_152989.3 NP_694534.1 c.2106G>A  p.V702V TTTxACA - 6660 107 0 0% 82 37 31% NA. NA.

CC-P009 chr15 51773576 T G DMXL2 EX24 synonymous NM_015263.3 NP_056078.2 c.5727A>C  p.P1909P TTTxGGA - 23312 125 0 0% 134 37 21.60% NA. NA.

CC-P009 chr15 75137889 G A SCAMP2 EX8 synonymous NM_005697.3 NP_005688.2 c.780C>T  p.A260A TATxGCC - 10066 118 0 0% 77 33 30% NA. NA.

CC-P009 chr16 684015 G A WFIKKN1 EX2E synonymous NM_053284.2 NP_444514.1 c.1605G>A  p.L535L GCTxGAG + 117166 33 0 0% 23 16 41% NA. NA.

CC-P009 chr17 953347 C T ABR EX16 synonymous NM_001159746.2 NP_001153218.1 c.1596G>A  p.K532K GACxTTG - 29 67 0 0% 48 6 11.10% NA. NA.

CC-P009 chr19 19413100 C T SUGP1 EX7 synonymous NM_172231.3 NP_757386.2 c.861G>A  p.Q287Q GTTxTGG - 57794 75 0 0% 51 18 26% NA. NA.

CC-P009 chr19 35258288 G A ZNF599 EX3 synonymous NM_001007248.2 NP_001007249.1 c.174C>T  p.I58I ATAxATC - 148103 148 0 0% 183 42 18.60% NA. NA.

CC-P009 chr19 39883121 G A MED29 EX2 synonymous NM_017592.1 NP_060062.1 c.297G>A  p.A99A TGCxGCC + 55588 126 0 0% 192 21 9.80% NA. NA.

CC-P009 chr19 43866301 G A CD177 EX9E synonymous NM_020406.2 NP_065139.2 c.1143G>A  p.L381L GTTxAAC + 57126 143 0 0% 219 44 16.70% NA. NA.

CC-P007 chr1 29189522 C T OPRD1 EX3E synonymous NM_000911.3 NP_000902.3 c.846C>T  p.I282I CATxGTC + 4985 167 0 0% 252 88 25.80% NA. NA.

CC-P007 chr1 52828323 G A CC2D1B EX3 synonymous NM_032449.2 NP_115825.1 c.165C>T  p.L55L TGTxAGA - 200014 38 0 0% 41 23 35.90% NA. NA.

CC-P007 chr1 75037578 T C C1orf173 EX14 synonymous NM_001002912.4 NP_001002912.4 c.3816A>G  p.E1272E AGCxTCC - 127254 110 2 1.70% 132 13 8.90% NA. NA.

CC-P007 chr12 1005437 T A WNK1 EX24 synonymous NM_213655.4 NP_998820.3 c.6540T>A  p.T2180T AACxACT + 65125 115 1 0.80% 67 8 10.60% NA. NA.

CC-P007 chr13 28919681 C T FLT1 EX16 synonymous NM_002019.4 NP_002010.2 c.2256G>A  p.S752S GTCxGAG - 2321 111 0 0% 87 40 31.40% NA. NA.

CC-P007 chr13 30062072 C T MTUS2 EX9 synonymous NM_001033602.2 NP_001028774.2 c.3465C>T  p.L1155L TCTxCTA + 23281 117 0 0% 51 12 19% NA. NA.

CC-P007 chr18 72179754 C A CNDP2 EX7 synonymous NM_018235.2 NP_060705.2 c.729C>A  p.L243L TCTxATT + 55748 95 0 0% 46 22 32.30% NA. NA.

CC-P007 chr19 32949392 C T DPY19L3 EX12 synonymous NM_207325.2 NP_997208.2 c.1299C>T  p.F433F ATTxGTT + 147991 73 0 0% 45 27 37.50% NA. NA.

CC-P007 chr19 47570819 T C ZC3H4 EX15E synonymous NM_015168.1 NP_055983.1 c.2706A>G  p.E902E GCCxTCG - 23211 38 0 0% 37 5 11.90% NA. NA.

CC-P003 chr1 154127506 C T NUP210L EX1 synonymous NM_207308.2 NP_997191.2 c.15G>A  p.P5P CGCxGGA - 91181 163 0 0% 78 39 33.30% NA. NA.

CC-P003 chr1 157559076 G A FCRL4 EX3 synonymous NM_031282.2 NP_112572.1 c.225C>T  p.L75L CTCxAGG - 83417 63 0 0% 38 46 54.70% NA. NA.

CC-P003 chr1 160054063 G A KCNJ9 EX2 synonymous NM_004983.2 NP_004974.2 c.243G>A  p.L81L GCTxATC + 3765 30 0 0% 18 11 37.90% NA. NA.

CC-P003 chr1 204588785 A G LRRN2 EX3E synonymous NM_006338.2 NP_006329.2 c.336T>C  p.D112D GAAxTCA - 10446 78 0 0% 50 6 10.70% NA. NA.

CC-P003 chr1 240071831 G A CHRM3 EX5E synonymous NM_000740.2 NP_000731.1 c.1080G>A  p.E360E CGAxACG + 1131 250 0 0% 135 79 36.90% NA. NA.

CC-P003 chr2 234888903 C T TRPM8 EX18 synonymous NM_024080.4 NP_076985.4 c.2427C>T  p.F809F CTTxATA + 79054 269 0 0% 139 48 25.60% NA. NA.

CC-P003 chr3 8609230 C T LMCD1 EX6E synonymous NM_014583.2 NP_055398.1 c.1044C>T  p.I348I CATxGTC + 29995 166 0 0% 33 88 72.70% NA. NA.

CC-P003 chr3 13860852 C T WNT7A EX4E synonymous NM_004625.3 NP_004616.2 c.639G>A  p.T213T GCAxGTC - 7476 75 0 0% 14 32 69.50% NA. NA.

CC-P003 chr3 100373751 C T GPR128 EX12 synonymous NM_032787.2 NP_116176.2 c.1452C>T  p.L484L CCTxTTT + 84873 162 0 0% 90 123 57.70% NA. NA.

CC-P003 chr3 141497264 G A GRK7 EX1 synonymous NM_139209.2 NP_631948.1 c.138G>A  p.A46A CGCxGAG + 131890 21 0 0% 27 16 37.20% NA. NA.

CC-P003 chr4 126369743 C T FAT4 EX9 synonymous NM_024582.4 NP_078858.4 c.7572C>T  p.A2524A GGCxGCC + 79633 184 0 0% 95 57 37.50% NA. NA.

CC-P003 chr4 126371069 G A FAT4 EX9 synonymous NM_024582.4 NP_078858.4 c.8898G>A  p.E2966E TGAxACA + 79633 178 0 0% 121 88 42.10% NA. NA.

CC-P003 chr6 29044184 G A LOC100129636 EX6E synonymous NM_001195202.1 NP_001182131.1 c.297G>A  p.E99E GGAxAAG + 100129636 87 0 0% 70 16 18.60% NA. NA.

CC-P003 chr6 111585121 C T KIAA1919 EX3 synonymous NM_153369.2 NP_699200.2 c.285C>T  p.F95F CTTxGGT + 91749 82 0 0% 48 34 41.40% NA. NA.

CC-P003 chr6 121768992 G A GJA1 EX2E synonymous NM_000165.3 NP_000156.1 c.999G>A  p.Q333Q ACAxCCT + 2697 77 0 0% 41 23 35.90% NA. NA.

CC-P003 chr8 74621347 G A STAU2 EX4 synonymous NM_001164380.1 NP_001157852.1 c.34C>T  p.L12L CCAxACA - 27067 63 0 0% 8 8 50% NA. NA.

CC-P003 chr10 16870918 G A CUBN EX66 synonymous NM_001081.3 NP_001072.2 c.10650C>T  p.T3550T GATxGTG - 8029 102 0 0% 36 30 45.40% NA. NA.

CC-P003 chr11 6519592 G T DNHD1 EX3 synonymous NM_144666.2 NP_653267.2 c.147G>T  p.V49V AGTxACT + 144132 49 0 0% 8 14 63.60% NA. NA.

CC-P003 chr11 67261410 G A PITPNM1 EX20 synonymous NM_004910.2 NP_004901.2 c.2991C>T  p.P997P CACxGGG - 9600 85 0 0% 3 29 90.60% NA. NA.

CC-P003 chr11 107403079 A G ALKBH8 EX8 synonymous NM_138775.2 NP_620130.2 c.825T>C  p.P275P ACGxGGC - 91801 59 0 0% 30 5 14.20% NA. NA.

CC-P003 chr11 125479366 G A STT3A EX10 synonymous NM_152713.3 NP_689926.1 c.999G>A  p.L333L GCTxCTG + 3703 149 0 0% 22 66 75% NA. NA.

CC-P003 chr12 26383988 A G SSPN EX3E synonymous NM_005086.4 NP_005077.2 c.711A>G  p.E237E CGAxGGC + 8082 57 0 0% 49 6 10.90% NA. NA.

CC-P003 chr12 56477635 G A ERBB3 EX2 synonymous NM_001982.3 NP_001973.2 c.183G>A  p.G61G GGGxAAC + 2065 105 0 0% 58 30 34% NA. NA.

CC-P003 chr12 57485739 C T NAB2 EX2 synonymous NM_005967.3 NP_005958.1 c.915C>T  p.F305F TTTxGAC + 4665 58 1 1.60% 45 18 28.50% NA. NA.

CC-P003 chr12 109313519 C T SVOP EX11 synonymous NM_018711.2 NP_061181.1 c.1200G>A  p.K400K CTTxTTG - 55530 71 0 0% 37 23 38.30% NA. NA.

CC-P003 chr15 40309374 G T EIF2AK4 EX29 synonymous NM_001013703.2 NP_001013725.2 c.3996G>T  p.V1332V TGTxGCT + 440275 73 1 1.30% 45 5 10% NA. NA.

CC-P003 chr16 9934934 C T GRIN2A EX7 synonymous NM_000833.3 NP_000824.1 c.1356G>A  p.V452V CTTxACA - 2903 37 0 0% 14 8 36.30% NA. NA.

CC-P003 chr16 30785336 C T RNF40 EX20E synonymous NM_014771.3 NP_055586.1 c.2907C>T  p.F969F CTTxGAG + 9810 184 0 0% 115 57 33.10% NA. NA.

CC-P003 chr17 3181708 C T OR3A2 EX1E synonymous NM_002551.3 NP_002542.3 c.522G>A  p.T174T GAGxGTG - 4995 97 0 0% 35 62 63.90% NA. NA.

CC-P003 chr19 21365658 C G ZNF431 EX5E synonymous NM_133473.2 NP_597730.2 c.552C>G  p.V184V AGTxTTT + 170959 198 0 0% 127 79 38.30% NA. NA.

CC-P003 chr20 36641154 C A TTI1 EX3 synonymous NM_014657.1 NP_055472.1 c.1065G>T  p.L355L TCTxAGA - 9675 245 0 0% 237 91 27.70% NA. NA.

CC-P003 chr21 37661367 G A DOPEY2 EX35 synonymous NM_005128.2 NP_005119.2 c.6378G>A  p.T2126T AACxAAA + 9980 131 0 0% 88 57 39.30% NA. NA.

CC-P003 chr22 50191607 G A BRD1 EX5 synonymous NM_014577.1 NP_055392.1 c.1944C>T  p.F648F ATAxAAC - 23774 111 0 0% 87 36 29.20% NA. NA.

CC-P003 chr22 51066109 G T ARSA EX1 synonymous NM_000487.5 NP_000478.3 c.99C>A  p.L33L GCCxAGG - 410 52 0 0% 40 9 18.30% NA. NA.

CC-P003 chrX 76709731 C A FGF16 EX1 synonymous NM_003868.1 NP_003859.1 c.358C>A  p.R120R GAGxGAG + 8823 186 0 0% 167 47 21.90% NA. NA.

CC-P003 chrX 148577970 C G IDS EX6 synonymous NM_000202.5 NP_000193.1 c.786G>C  p.V262V GGCxACA - 3423 21 0 0% 39 5 11.30% NA. NA.

CC-P012 chr1 1147434 C T TNFRSF4 EX5 synonymous NM_003327.3 NP_003318.1 c.522G>A  p.T174T CTGxGTG - 7293 54 0 0% 27 21 43.70% NA. NA.

CC-P012 chr1 2492103 G A TNFRSF14 EX5 synonymous NM_003820.2 NP_003811.2 c.501G>A  p.P167P CCCxGGG + 8764 194 0 0% 79 47 37.30% NA. NA.

CC-P012 chr1 17273273 C T CROCC EX17 synonymous NM_014675.3 NP_055490.3 c.2301C>T  p.S767S GTCxGCC + 9696 32 0 0% 15 11 42.30% NA. NA.

CC-P012 chr1 26355750 T C EXTL1 EX2 synonymous NM_004455.2 NP_004446.2 c.846T>C  p.A282A GGCxGCC + 2134 76 0 0% 54 6 10% NA. NA.

CC-P012 chr1 27874637 C T AHDC1 EX6 synonymous NM_001029882.2 NP_001025053.1 c.3990G>A  p.S1330S CCTxGAC - 27245 103 0 0% 67 52 43.60% NA. NA.

CC-P012 chr1 32678232 C A DCDC2B EX5 synonymous NM_001099434.1 NP_001092904.1 c.669C>A  p.G223G GGGxTGC + 149069 60 0 0% 38 15 28.30% NA. NA.

CC-P012 chr1 77558170 C T PIGK EX11E synonymous NM_005482.2 NP_005473.1 c.1077G>A  p.P359P CTTxGGT - 10026 118 0 0% 92 53 36.50% NA. NA.

CC-P012 chr1 114128049 C T MAGI3 EX4 synonymous NM_001142782.1 NP_001136254.1 c.594C>T  p.S198S CAGxCCT + 260425 62 0 0% 47 25 34.70% NA. NA.

CC-P012 chr1 114499899 G A HIPK1 EX7 synonymous NM_198268.2 NP_938009.1 c.1746G>A  p.V582V AGTxCAC + 204851 122 0 0% 82 49 37.40% NA. NA.

CC-P012 chr1 145415418 C A HFE2 EX3 synonymous NM_213653.3 NP_998818.1 c.237C>A  p.L79L CCTxTGT + 148738 49 0 0% 33 26 44% NA. NA.

CC-P012 chr1 145587453 G A NUDT17 EX6 synonymous NM_001012758.2 NP_001012776.1 c.627C>T  p.S209S GGCxCTC - 200035 94 0 0% 55 47 46% NA. NA.

CC-P012 chr1 147380250 C A GJA8 EX2E synonymous NM_005267.4 NP_005258.2 c.168C>A  p.T56T CACxCAG + 2703 138 0 0% 68 50 42.30% NA. NA.

CC-P012 chr1 150530550 C T ADAMTSL4 EX14 synonymous NM_019032.4 NP_061905.2 c.2307C>T  p.L769L TCTxCCC + 54507 74 0 0% 42 25 37.30% NA. NA.

CC-P012 chr1 152191225 G A HRNR EX3E synonymous NM_001009931.1 NP_001009931.1 c.2880C>T  p.H960H GCCxTGT - 388697 131 0 0% 106 46 30.20% NA. NA.

CC-P012 chr1 168278029 T C TBX19 EX7 synonymous NM_005149.2 NP_005140.1 c.966T>C  p.P322P ACCxGAC + 9095 197 0 0% 84 61 42% NA. NA.

CC-P012 chr1 169821987 G A C1orf112 EX24E synonymous NM_018186.2 NP_060656.2 c.2421G>A  p.A807A AGCxCTG + 55732 36 0 0% 16 14 46.60% NA. NA.

CC-P012 chr1 171154912 C T FMO2 EX2 synonymous NM_001460.2 NP_001451.1 c.60C>T  p.C20C GTGxTGT + 2327 165 0 0% 74 51 40.80% NA. NA.

CC-P012 chr1 208390833 G T PLXNA2 EX2 synonymous NM_025179.3 NP_079455.3 c.435C>A  p.L145L GAAxAGG - 5362 228 0 0% 118 107 47.50% NA. NA.

CC-P012 chr1 231830137 C T DISC1 EX2 synonymous NM_018662.2 NP_061132.2 c.633C>T  p.S211S TAGxTTT + 27185 56 0 0% 35 28 44.40% NA. NA.

CC-P012 chr2 24110767 A G ATAD2B EX4 synonymous NM_017552.2 NP_060022.1 c.507T>C  p.C169C ACGxCAA - 54454 44 0 0% 24 16 40% NA. NA.

CC-P012 chr2 26533707 C T GPR113 EX11 synonymous NM_001145168.1 NP_001138640.1 c.2889G>A  p.E963E CTTxTCT - 165082 162 0 0% 72 70 49.20% NA. NA.

CC-P012 chr2 37035650 C T VIT EX15 synonymous NM_053276.3 NP_444506.2 c.1425C>T  p.H475H CCAxGTG + 5212 102 0 0% 52 52 50% NA. NA.

CC-P012 chr2 61710114 C T XPO1 EX22 synonymous NM_003400.3 NP_003391.1 c.2790G>A  p.V930V TGTxACA - 7514 406 0 0% 219 131 37.40% NA. NA.

CC-P012 chr2 80136890 G A CTNNA2 EX7 synonymous NM_004389.3 NP_004380.2 c.1023G>A  p.A341A GGCxCTC + 1496 204 0 0% 138 83 37.50% NA. NA.

CC-P012 chr2 119915798 C T C1QL2 EX1 synonymous NM_182528.3 NP_872334.2 c.48G>A  p.A16A GGGxGCC - 165257 41 0 0% 23 27 54% NA. NA.

CC-P012 chr2 128408876 C A GPR17 EX4E synonymous NM_001161415.1 NP_001154887.1 c.651C>A  p.A217A GGCxTCC + 2840 37 0 0% 19 13 40.60% NA. NA.

CC-P012 chr2 128631581 G A AMMECR1L EX3 synonymous NM_001199140.1 NP_001186069.1 c.228C>T  p.I76I TGTxATG - 83607 186 2 1% 109 67 38% NA. NA.

CC-P012 chr2 152408327 G C NEB EX129 synonymous NM_001271208.1 NP_001258137.1 c.19869C>G  p.V6623V TCTxACA - 4703 23 0 0% 47 16 25.30% NA. NA.

CC-P012 chr2 163291826 G A KCNH7 EX8 synonymous NM_033272.3 NP_150375.2 c.1836C>T  p.D612D TTTxTCT - 90134 204 0 0% 137 80 36.80% NA. NA.

CC-P012 chr2 168931673 G A STK39 EX11 synonymous NM_013233.2 NP_037365.2 c.1158C>T  p.D386D GTCxTCA - 27347 243 0 0% 173 116 40.10% NA. NA.

CC-P012 chr2 179402295 T G TTN EX355 synonymous NM_001267550.1 NP_001254479.1 c.99639A>C  p.T33213T AAGxGTG - 7273 276 0 0% 267 24 8.20% NA. NA.

CC-P012 chr2 179478537 A G TTN EX263 synonymous NM_001267550.1 NP_001254479.1 c.49473T>C  p.D16491D AGGxTCC - 7273 91 0 0% 62 50 44.60% NA. NA.

CC-P012 chr2 187541947 G A ITGAV EX30E synonymous NM_002210.3 NP_002201.1 c.3075G>A  p.R1025R CCGxCCA + 3685 180 0 0% 147 66 30.90% NA. NA.

CC-P012 chr2 190532241 C A ASNSD1 EX4 synonymous NM_019048.2 NP_061921.1 c.1383C>A  p.G461G TGGxTGT + 54529 237 1 0.40% 167 89 34.70% NA. NA.

CC-P012 chr2 219892615 G A CCDC108 EX13 synonymous NM_194302.2 NP_919278.2 c.1968C>T  p.V656V CTCxACA - 255101 45 0 0% 9 21 70% NA. NA.

CC-P012 chr2 220440026 T C INHA EX2E synonymous NM_002191.3 NP_002182.1 c.879T>C  p.G293G TGGxGGT + 3623 28 0 0% 5 16 76.10% NA. NA.

CC-P012 chr2 227872998 G A COL4A4 EX47 synonymous NM_000092.4 NP_000083.3 c.4545C>T  p.P1515P TACxGGA - 1286 289 0 0% 72 103 58.80% NA. NA.

CC-P012 chr2 242662432 G A ING5 EX6 synonymous NM_032329.4 NP_115705.2 c.561G>A  p.T187T CACxTAC + 84289 349 0 0% 246 70 22.10% NA. NA.

CC-P012 chr3 15116129 G A ZFYVE20 EX14E synonymous NM_022340.2 NP_071735.2 c.1515C>T  p.I505I CTCxATG - 64145 304 0 0% 259 17 6.10% NA. NA.

CC-P012 chr3 48884913 G A PRKAR2A EX1 synonymous NM_004157.2 NP_004148.1 c.117C>T  p.R39R CAGxCGG - 5576 39 0 0% 18 11 37.90% NA. NA.

CC-P012 chr3 50311473 C T SEMA3B EX11 synonymous NM_004636.2 NP_004627.1 c.1122C>T  p.Y374Y CTAxCCG + 7869 71 0 0% 24 65 73% NA. NA.

CC-P012 chr3 112989769 C T BOC EX6 synonymous NM_033254.2 NP_150279.1 c.645C>T  p.S215S CTCxAGC + 91653 164 0 0% 90 50 35.70% NA. NA.

CC-P012 chr3 123428688 C T MYLK EX14 synonymous NM_053025.3 NP_444253.3 c.1857G>A  p.K619K GGGxTTG - 4638 101 0 0% 73 41 35.90% NA. NA.

CC-P012 chr3 124385391 C T KALRN EX46 synonymous NM_001024660.3 NP_001019831.2 c.6438C>T  p.R2146R GCGxGTG + 8997 196 0 0% 128 77 37.50% NA. NA.

CC-P012 chr3 125734413 G A SLC41A3 EX8 synonymous NM_001008485.1 NP_001008485.1 c.894C>T  p.F298F TCCxAAA - 54946 146 0 0% 126 39 23.60% NA. NA.

CC-P012 chr3 133114743 C T TMEM108 EX6E synonymous NM_023943.2 NP_076432.1 c.1641C>T  p.G547G TGGxGAC + 66000 160 0 0% 93 62 40% NA. NA.

CC-P012 chr3 158371155 C T GFM1 EX7 synonymous NM_024996.5 NP_079272.4 c.897C>T  p.S299S AAGxGCC + 85476 77 0 0% 53 30 36.10% NA. NA.

CC-P012 chr3 186442884 C A KNG1 EX4 synonymous NM_000893.3 NP_000884.1 c.399C>A  p.G133G GGGxCCT + 3827 75 0 0% 46 34 42.50% NA. NA.

CC-P012 chr3 197618326 G A IQCG EX11 synonymous NM_032263.3 NP_115639.1 c.1188C>T  p.S396S AACxCTC - 84223 129 0 0% 71 64 47.40% NA. NA.

CC-P012 chr4 517505 C T PIGG EX9 synonymous NM_001127178.1 NP_001120650.1 c.1872C>T  p.D624D GGAxGGG + 54872 54 0 0% 46 7 13.20% NA. NA.

CC-P012 chr4 2696700 C T FAM193A EX15 synonymous NM_001256666.1 NP_001243595.1 c.2247C>T  p.C749C CTGxGAG + 8603 95 0 0% 50 27 35% NA. NA.

CC-P012 chr4 17710854 C T FAM184B EX2 synonymous NM_015688.1 NP_056503.1 c.555G>A  p.S185S CTCxGAC - 27146 71 1 1.30% 49 29 37.10% NA. NA.

CC-P012 chr4 54373632 C T LNX1 EX4 synonymous NM_001126328.2 NP_001119800.1 c.627G>A  p.R209R GGGxCGT - 84708 165 0 0% 110 62 36% NA. NA.

CC-P012 chr4 77661951 C T SHROOM3 EX5 synonymous NM_020859.3 NP_065910.3 c.2625C>T  p.G875G CGGxCGT + 57619 55 0 0% 39 34 46.50% NA. NA.

CC-P012 chr4 83763336 A G SEC31A EX22 synonymous NM_014933.3 NP_055748.2 c.2925T>C  p.G975G TGTxCCT - 22872 139 0 0% 86 60 41% NA. NA.

CC-P012 chr4 92519983 G A FAM190A EX11E synonymous NM_001145065.1 NP_001138537.1 c.2478G>A  p.G826G TGGxCAG + 401145 117 0 0% 85 40 32% NA. NA.

CC-P012 chr4 94751025 C T ATOH1 EX1E synonymous NM_005172.1 NP_005163.1 c.948C>T  p.P316P CCCxGGG + 474 52 0 0% 49 21 30% NA. NA.

CC-P012 chr5 1338998 G A CLPTM1L EX4 synonymous NM_030782.3 NP_110409.2 c.576C>T  p.A192A ATCxGCA - 81037 54 0 0% 44 21 32.30% NA. NA.

CC-P012 chr5 14507264 G A TRIO EX56 synonymous NM_007118.2 NP_009049.2 c.8646G>A  p.V2882V GGTxCGA + 7204 128 0 0% 59 62 51.20% NA. NA.

CC-P012 chr5 16794829 C T MYO10 EX4 synonymous NM_012334.2 NP_036466.2 c.393G>A  p.P131P GTGxGGG - 4651 136 0 0% 94 31 24.80% NA. NA.

CC-P012 chr5 32091138 C T PDZD2 EX19 synonymous NM_178140.2 NP_835260.2 c.7584C>T  p.G2528G AGGxGTT + 23037 35 0 0% 18 29 61.70% NA. NA.

CC-P012 chr5 32355983 C T ZFR EX20E synonymous NM_016107.3 NP_057191.2 c.3108G>A  p.P1036P TTGxGGT - 51663 228 0 0% 135 124 47.80% NA. NA.

CC-P012 chr5 33751570 C T ADAMTS12 EX3 synonymous NM_030955.2 NP_112217.2 c.573G>A  p.P191P GTGxGGG - 81792 84 1 1.10% 44 26 37.10% NA. NA.

CC-P012 chr5 41017967 G A HEATR7B2 EX28 synonymous NM_173489.4 NP_775760.3 c.2869C>T  p.L957L ACAxACC - 133558 90 0 0% 56 56 50% NA. NA.

CC-P012 chr5 43246015 G A NIM1 EX2 synonymous NM_153361.3 NP_699192.1 c.138G>A  p.T46T GACxCCC + 167359 95 0 0% 62 46 42.50% NA. NA.

CC-P012 chr5 55111224 C T DDX4 EX21 synonymous NM_024415.2 NP_077726.1 c.2070C>T  p.N690N AAAxGTG + 54514 192 0 0% 109 62 36.20% NA. NA.

CC-P012 chr5 115838007 C T SEMA6A EX3 synonymous NM_020796.3 NP_065847.1 c.117G>A  p.P39P CACxGGA - 57556 278 0 0% 205 119 36.70% NA. NA.

CC-P012 chr5 140174843 G A PCDHA2 EX1 synonymous NM_018905.2 NP_061728.1 c.294G>A  p.R98R GCGxAGC + 56146 125 0 0% 82 47 36.40% NA. NA.

CC-P012 chr5 140207964 C T PCDHA6 EX1 synonymous NM_018909.2 NP_061732.1 c.288C>T  p.C96C GTGxGGG + 56142 192 1 0.50% 113 90 44.30% NA. NA.

CC-P012 chr5 140480581 C T PCDHB3 EX1E synonymous NM_018937.2 NP_061760.1 c.348C>T  p.F116F ATTxGTT + 56132 154 0 0% 111 82 42.40% NA. NA.

CC-P012 chr5 147806987 C T FBXO38 EX15 synonymous NM_205836.1 NP_995308.1 c.2130C>T  p.S710S CAGxACA + 81545 45 0 0% 44 5 10.20% NA. NA.

CC-P012 chr5 149276002 G A PDE6A EX12 synonymous NM_000440.2 NP_000431.2 c.1537C>T  p.L513L TTAxGGG - 5145 118 1 0.80% 85 45 34.60% NA. NA.

CC-P012 chr5 169141202 G A DOCK2 EX18 synonymous NM_004946.2 NP_004937.1 c.1830G>A  p.K610K AAAxCTC + 1794 162 0 0% 70 44 38.50% NA. NA.

CC-P012 chr5 170610406 G A RANBP17 EX18 synonymous NM_022897.3 NP_075048.1 c.2010G>A  p.A670A AGCxCTC + 64901 301 1 0.30% 161 136 45.70% NA. NA.

CC-P012 chr5 175782658 C T KIAA1191 EX4 synonymous NM_020444.3 NP_065177.2 c.123G>A  p.A41A GGGxGCA - 57179 49 0 0% 23 17 42.50% NA. NA.

CC-P012 chr5 177548784 C T N4BP3 EX5E synonymous NM_015111.1 NP_055926.1 c.1417C>T  p.L473L CTGxTGC + 23138 43 0 0% 46 15 24.50% NA. NA.

CC-P012 chr5 180582581 C A OR2V2 EX1E synonymous NM_206880.1 NP_996763.1 c.639C>A  p.S213S CTCxATC + 285659 76 0 0% 79 41 34.10% NA. NA.

CC-P012 chr6 10402840 C T TFAP2A EX5 synonymous NM_001042425.1 NP_001035890.1 c.756G>A  p.A252A CTTxGCC - 7020 59 0 0% 13 66 83.50% NA. NA.

CC-P012 chr6 26252145 C G HIST1H2BH EX1E synonymous NM_003524.2 NP_003515.1 c.267C>G  p.T89T GACxATC + 8345 152 0 0% 132 20 13.10% NA. NA.

CC-P012 chr6 27833306 C T HIST1H2AL EX1E synonymous NM_003511.2 NP_003502.1 c.174C>T  p.Y58Y GTAxCTG + 8332 69 0 0% 37 5 11.90% NA. NA.

CC-P012 chr6 34850852 C T TAF11 EX2 synonymous NM_005643.3 NP_005634.1 c.177G>A  p.E59E ACTxTCG - 6882 49 0 0% 31 19 38% NA. NA.

CC-P012 chr6 42832509 G A KIAA0240 EX12E synonymous NM_015349.1 NP_056164.1 c.2565G>A  p.P855P ACCxCCA + 23506 89 0 0% 51 53 50.90% NA. NA.

CC-P012 chr6 53135490 G A ELOVL5 EX8 synonymous NM_001242828.1 NP_001229757.1 c.738C>T  p.C246C CCCxCAG - 60481 42 0 0% 11 49 81.60% NA. NA.

CC-P012 chr6 81053395 G A BCKDHB EX10 synonymous NM_000056.3 NP_000047.1 c.1053G>A  p.L351L CTTxAAC + 594 108 0 0% 38 118 75.60% NA. NA.

CC-P012 chr6 87994067 G A GJB7 EX3E synonymous NM_198568.2 NP_940970.1 c.564C>T  p.C188C CAAxCAT - 375519 210 0 0% 131 77 37% NA. NA.

CC-P012 chr6 99817581 G C COQ3 EX7E synonymous NM_017421.3 NP_059117.3 c.1005C>G  p.V335V CTGxACC - 51805 102 0 0% 22 83 79% NA. NA.

CC-P012 chr6 128294200 C T PTPRK EX30 synonymous NM_001135648.1 NP_001129120.1 c.4254G>A  p.L1418L CCTxAGT - 5796 183 0 0% 194 16 7.60% NA. NA.

CC-P012 chr6 168298980 C T MLLT4 EX10 synonymous NM_001207008.1 NP_001193937.1 c.1365C>T  p.Y455Y CTAxGTG + 4301 74 0 0% 16 50 75.70% NA. NA.

CC-P012 chr6 170102801 C T C6orf120 EX1E synonymous NM_001029863.1 NP_001025034.1 c.246C>T  p.A82A CGCxAGC + 387263 57 0 0% 51 27 34.60% NA. NA.

CC-P012 chr7 21678572 A G DNAH11 EX28 synonymous NM_003777.3 NP_003768.2 c.4848A>G  p.E1616E TGAxAAA + 8701 193 0 0% 99 43 30.20% NA. NA.

CC-P012 chr7 24874255 C G OSBPL3 EX15 synonymous NM_015550.2 NP_056365.1 c.1596G>C  p.L532L CCTxAGG - 26031 214 0 0% 116 72 38.20% NA. NA.

CC-P012 chr7 50444304 T C IKZF1 EX4 synonymous NM_006060.4 NP_006051.1 c.234T>C  p.C78C ATGxGCG + 10320 106 0 0% 84 21 20% NA. NA.



CC-P012 chr7 78150937 C T MAGI2 EX4 synonymous NM_012301.3 NP_036433.2 c.564G>A  p.P188P TGGxGGC - 9863 160 0 0% 178 20 10.10% NA. NA.

CC-P012 chr7 82581398 C T PCLO EX5 synonymous NM_033026.5 NP_149015.2 c.8871G>A  p.Q2957Q AGGxTGC - 27445 113 0 0% 54 44 44.80% NA. NA.

CC-P012 chr7 82595438 A G PCLO EX4 synonymous NM_033026.5 NP_149015.2 c.3666T>C  p.P1222P TTCxGGG - 27445 61 1 1.60% 32 22 40.70% NA. NA.

CC-P012 chr7 117067470 G A ASZ1 EX1 synonymous NM_130768.2 NP_570124.1 c.45C>T  p.G15G CTCxCCT - 136991 38 0 0% 31 19 38% NA. NA.

CC-P012 chr7 129663417 G A ZC3HC1 EX8 synonymous NM_016478.3 NP_057562.3 c.1167C>T  p.G389G CAGxCCA - 51530 160 0 0% 76 72 48.60% NA. NA.

CC-P012 chr7 138602635 C T KIAA1549 EX2 synonymous NM_001164665.1 NP_001158137.1 c.1737G>A  p.P579P CGAxGGT - 57670 263 0 0% 148 135 47.70% NA. NA.

CC-P012 chr7 141333766 C T AGK EX10 synonymous NM_018238.3 NP_060708.1 c.654C>T  p.G218G TGGxGTC + 55750 146 0 0% 101 39 27.80% NA. NA.

CC-P012 chr7 146536948 C T CNTNAP2 EX3 synonymous NM_014141.5 NP_054860.1 c.354C>T  p.S118S CAGxGAC + 26047 52 0 0% 42 20 32.20% NA. NA.

CC-P012 chr7 148947354 G A ZNF212 EX2 synonymous NM_012256.3 NP_036388.2 c.129G>A  p.T43T GACxGTG + 7988 87 0 0% 93 66 41.50% NA. NA.

CC-P012 chr8 51442777 C T SNTG1 EX10 synonymous NM_018967.2 NP_061840.1 c.507C>T  p.L169L TCTxTGT + 54212 73 0 0% 29 20 40.80% NA. NA.

CC-P012 chr8 72229833 G A EYA1 EX7 synonymous NM_000503.4 NP_000494.2 c.510C>T  p.F170F ACTxAAG - 2138 174 0 0% 111 65 36.90% NA. NA.

CC-P012 chr8 146067269 C T ZNF7 EX5E synonymous NM_003416.2 NP_003407.1 c.777C>T  p.F259F CTTxAGG + 7553 37 0 0% 21 6 22.20% NA. NA.

CC-P012 chr9 5233766 A G INSL4 EX2E synonymous NM_002195.1 NP_002186.1 c.309A>G  p.S103S ATCxTTG + 3641 167 0 0% 181 15 7.60% NA. NA.

CC-P012 chr9 5339621 C T RLN1 EX1 synonymous NM_006911.2 NP_008842.1 c.126G>A  p.A42A CTGxGCG - 6013 120 0 0% 67 53 44.10% NA. NA.

CC-P012 chr9 5920236 T G KIAA2026 EX8E synonymous NM_001017969.2 NP_001017969.2 c.5760A>C  p.G1920G GGCxCCA - 158358 113 0 0% 89 33 27% NA. NA.

CC-P012 chr9 14823272 A G FREM1 EX14 synonymous NM_144966.5 NP_659403.4 c.2223T>C  p.G741G GGGxCCA - 158326 68 0 0% 56 25 30.80% NA. NA.

CC-P012 chr9 21385194 C T IFNA2 EX1E synonymous NM_000605.3 NP_000596.2 c.135G>A  p.R45R TCTxCTC - 3440 82 0 0% 89 12 11.80% NA. NA.

CC-P012 chr9 35679919 G A CA9 EX8 synonymous NM_001216.2 NP_001207.2 c.1134G>A  p.T378T GACxCAG + 768 49 0 0% 43 32 42.60% NA. NA.

CC-P012 chr9 37888182 G A SLC25A51 EX3E synonymous NM_033412.3 NP_219480.1 c.366C>T  p.G122G CACxCCA - 92014 156 0 0% 68 80 54% NA. NA.

CC-P012 chr9 77354864 G A TRPM6 EX34 synonymous NM_017662.4 NP_060132.3 c.5262C>T  p.S1754S CATxCTT - 140803 96 0 0% 76 63 45.30% NA. NA.

CC-P012 chr9 79324571 C T PRUNE2 EX8 synonymous NM_015225.2 NP_056040.2 c.2619G>A  p.R873R ATCxCTG - 158471 218 0 0% 131 86 39.60% NA. NA.

CC-P012 chr9 129856165 G A ANGPTL2 EX3 synonymous NM_012098.2 NP_036230.1 c.858C>T  p.H286H GTCxTGG - 23452 125 0 0% 53 41 43.60% NA. NA.

CC-P012 chr9 131479116 C T PKN3 EX16 synonymous NM_013355.3 NP_037487.2 c.1899C>T  p.S633S CAGxCAT + 29941 106 0 0% 69 51 42.50% NA. NA.

CC-P012 chr9 140357284 C T PNPLA7 EX30 synonymous NM_001098537.1 NP_001092007.1 c.3345G>A  p.A1115A ATCxGCT - 375775 47 0 0% 39 20 33.80% NA. NA.

CC-P012 chr10 5693288 G A ASB13 EX3 synonymous NM_024701.3 NP_078977.2 c.270C>T  p.C90C ATCxCAG - 79754 202 0 0% 121 68 35.90% NA. NA.

CC-P012 chr10 72537026 G A TBATA EX7 synonymous NM_152710.2 NP_689923.2 c.573C>T  p.L191L GATxAGC - 219793 112 0 0% 68 31 31.30% NA. NA.

CC-P012 chr10 75675034 G A PLAU EX10 synonymous NM_002658.3 NP_002649.1 c.996G>A  p.L332L GCTxAAA + 5328 129 0 0% 81 18 18.10% NA. NA.

CC-P012 chr10 96707567 C T CYP2C9 EX4 synonymous NM_000771.3 NP_000762.2 c.513C>T  p.G171G GGGxTGT + 1559 287 0 0% 203 108 34.70% NA. NA.

CC-P012 chr10 118359623 C T PNLIPRP1 EX9 synonymous NM_006229.2 NP_006220.1 c.879C>T  p.L293L CCTxAAT + 5407 119 0 0% 55 60 52.10% NA. NA.

CC-P012 chr10 119003672 G A SLC18A2 EX3 synonymous NM_003054.4 NP_003045.2 c.312G>A  p.Q104Q ACAxCAC + 6571 165 0 0% 89 56 38.60% NA. NA.

CC-P012 chr10 135184164 G A ECHS1 EX2 synonymous NM_004092.3 NP_004083.3 c.186C>T  p.C62C ATCxCAA - 1892 71 0 0% 32 35 52.20% NA. NA.

CC-P012 chr11 1261562 G A MUC5B EX30 synonymous NM_002458.2 NP_002449.2 c.3927G>A  p.T1309T AACxCCA + 727897 36 0 0% 33 12 26.60% NA. NA.

CC-P012 chr11 16811409 C T PLEKHA7 EX22 synonymous NM_175058.4 NP_778228.3 c.3069G>A  p.T1023T TGAxGTG - 144100 43 0 0% 25 15 37.50% NA. NA.

CC-P012 chr11 24936045 G A LUZP2 EX7 synonymous NM_001009909.3 NP_001009909.2 c.483G>A  p.L161L GCTxAAG + 338645 240 0 0% 127 68 34.80% NA. NA.

CC-P012 chr11 43350318 A G API5 EX9 synonymous NM_001142930.1 NP_001136402.1 c.1002A>G  p.E334E TGAxGAA + 8539 213 0 0% 113 80 41.40% NA. NA.

CC-P012 chr11 62863477 G A SLC22A24 EX6 synonymous NM_001136506.2 NP_001129978.2 c.1056C>T  p.G352G CAGxCCG - 283238 41 0 0% 27 21 43.70% NA. NA.

CC-P012 chr11 64564657 C T MAP4K2 EX19 synonymous NM_004579.3 NP_004570.2 c.1284G>A  p.L428L GGGxAGG - 5871 66 0 0% 32 20 38.40% NA. NA.

CC-P012 chr11 89609156 C T TRIM64B EX1 synonymous NM_001164397.1 NP_001157869.1 c.30G>A  p.Q10Q ATTxTGG - 642446 107 0 0% 67 21 23.80% NA. NA.

CC-P012 chr11 124621352 C T VSIG2 EX2 synonymous NM_014312.3 NP_055127.2 c.186G>A  p.V62V CTGxACA - 23584 216 0 0% 34 76 69% NA. NA.

CC-P012 chr12 1291213 C T ERC1 EX9 synonymous NM_178040.2 NP_829884.1 c.1998C>T  p.G666G AGGxGAC + 23085 176 0 0% 109 83 43.20% NA. NA.

CC-P012 chr12 48073291 C T RPAP3 EX12 synonymous NM_024604.2 NP_078880.2 c.1272G>A  p.P424P ATGxGGT - 79657 113 2 1.70% 56 61 52.10% NA. NA.

CC-P012 chr12 51751932 C T GALNT6 EX9 synonymous NM_007210.3 NP_009141.2 c.1482G>A  p.T494T GGGxGTC - 11226 27 0 0% 32 11 25.50% NA. NA.

CC-P012 chr12 70003914 G A LRRC10 EX1E synonymous NM_201550.2 NP_963844.2 c.705C>T  p.R235R ACGxCGC - 376132 177 1 0.50% 116 38 24.60% NA. NA.

CC-P012 chr12 81028838 C T PTPRQ EX33 synonymous NM_001145026.1 NP_001138498.1 c.5901C>T  p.D1967D GGAxGAG + 374462 158 0 0% 98 52 34.60% NA. NA.

CC-P012 chr12 100206020 A G ANKS1B EX3 synonymous NM_152788.4 NP_690001.3 c.285T>C  p.P95P AATxGGA - 56899 32 0 0% 29 13 30.90% NA. NA.

CC-P012 chr12 106773857 A T POLR3B EX9 synonymous NM_018082.5 NP_060552.4 c.663A>T  p.G221G AGGxCGA + 55703 192 0 0% 115 72 38.50% NA. NA.

CC-P012 chr12 108918242 C T SART3 EX18 synonymous NM_014706.3 NP_055521.1 c.2565G>A  p.S855S CTGxGAC - 9733 214 0 0% 123 85 40.80% NA. NA.

CC-P012 chr12 113818599 C T PLBD2 EX6 synonymous NM_173542.3 NP_775813.2 c.909C>T  p.P303P CCCxGGC + 196463 45 0 0% 29 13 30.90% NA. NA.

CC-P012 chr12 121972480 G A KDM2B EX7 synonymous NM_032590.4 NP_115979.3 c.699C>T  p.S233S CACxCTC - 84678 25 0 0% 16 7 30.40% NA. NA.

CC-P012 chr13 22246084 C T FGF9 EX1 synonymous NM_002010.2 NP_002001.1 c.33C>T  p.F11F TTTxGGT + 2254 56 0 0% 39 27 40.90% NA. NA.

CC-P012 chr13 25848254 C T MTMR6 EX2 synonymous NM_004685.3 NP_004676.3 c.96G>A  p.T32T AGCxGTA - 9107 147 0 0% 79 54 40.60% NA. NA.

CC-P012 chr13 39262669 G A FREM2 EX1 synonymous NM_207361.4 NP_997244.3 c.1188G>A  p.Q396Q CCAxCCC + 341640 63 0 0% 50 15 23% NA. NA.

CC-P012 chr13 41834786 G A MTRF1 EX2 synonymous NM_004294.2 NP_004285.2 c.258C>T  p.Y86Y TTGxTAC - 9617 156 0 0% 93 80 46.20% NA. NA.

CC-P012 chr13 52520507 C T ATP7B EX13 synonymous NM_000053.3 NP_000044.2 c.2973G>A  p.T991T GGGxGTG - 540 153 0 0% 110 61 35.60% NA. NA.

CC-P012 chr13 84455613 C T SLITRK1 EX1E synonymous NM_052910.1 NP_443142.1 c.30G>A  p.T10T AGAxGTC - 114798 146 0 0% 97 53 35.30% NA. NA.

CC-P012 chr14 23858875 G A MYH6 EX27 synonymous NM_002471.3 NP_002462.2 c.3786C>T  p.R1262R CACxCGG - 4624 106 0 0% 59 41 41% NA. NA.

CC-P012 chr14 24709717 G T TINF2 EX6 synonymous NM_001099274.1 NP_001092744.1 c.969C>A  p.A323A GGAxGCT - 26277 69 0 0% 41 32 43.80% NA. NA.

CC-P012 chr14 33684607 C T NPAS3 EX2 synonymous NM_173159.2 NP_775182.1 c.270C>T  p.G90G AGGxCCT + 64067 148 0 0% 148 41 21.60% NA. NA.

CC-P012 chr14 51344769 G A ABHD12B EX2 synonymous NM_001206673.1 NP_001193602.1 c.204G>A  p.L68L TCTxATA + 145447 392 0 0% 352 120 25.40% NA. NA.

CC-P012 chr14 52433369 G A GNG2 EX4E synonymous NM_053064.4 NP_444292.1 c.180G>A  p.P60P CCCxTTT + 54331 319 0 0% 322 104 24.40% NA. NA.

CC-P012 chr14 58471511 G A C14orf37 EX8E synonymous NM_001001872.2 NP_001001872.2 c.2268C>T  p.F756F GTTxAAT - 145407 327 2 0.60% 387 116 23% NA. NA.

CC-P012 chr14 59789853 C T DAAM1 EX5 synonymous NM_014992.2 NP_055807.1 c.684C>T  p.G228G GGGxGCC + 23002 107 0 0% 109 49 31% NA. NA.

CC-P012 chr14 63174678 G A KCNH5 EX11E synonymous NM_139318.3 NP_647479.2 c.2515C>T  p.L839L ATAxCCC - 27133 94 0 0% 128 44 25.50% NA. NA.

CC-P012 chr14 91700465 G A GPR68 EX2E synonymous NM_001177676.1 NP_001171147.1 c.930C>T  p.C310C GGAxCAG - 8111 122 0 0% 50 24 32.40% NA. NA.

CC-P012 chr14 92609561 C T CPSF2 EX9 synonymous NM_017437.2 NP_059133.1 c.1063C>T  p.L355L ATTxTAA + 53981 423 0 0% 406 132 24.50% NA. NA.

CC-P012 chr14 95570259 G A DICER1 EX21 synonymous NM_177438.2 NP_803187.1 c.3474C>T  p.S1158S CTCxCTG - 23405 307 0 0% 293 113 27.80% NA. NA.

CC-P012 chr14 100793617 G A SLC25A47 EX4 synonymous NM_207117.2 NP_997000.2 c.237G>A  p.A79A GGCxCAC + 283600 57 0 0% 71 17 19.30% NA. NA.

CC-P012 chr14 102805544 G A ZNF839 EX7 synonymous NM_018335.4 NP_060805.3 c.1911G>A  p.L637L CTTxCAT + 55778 92 1 1% 69 24 25.80% NA. NA.

CC-P012 chr14 105995801 G C TMEM121 EX2E synonymous NM_025268.2 NP_079544.1 c.630G>C  p.A210A AGCxCCG + 80757 37 0 0% 55 25 31.20% NA. NA.

CC-P012 chr15 28467180 G A HERC2 EX36 synonymous NM_004667.5 NP_004658.3 c.5646C>T  p.G1882G ATCxCCC - 8924 43 0 0% 22 12 35.20% NA. NA.

CC-P012 chr15 45444488 C T DUOX1 EX26 synonymous NM_017434.3 NP_059130.2 c.3198C>T  p.Y1066Y CTAxGCC + 53905 86 0 0% 56 39 41% NA. NA.

CC-P012 chr15 64973560 C G ZNF609 EX8 synonymous NM_015042.1 NP_055857.1 c.4215C>G  p.L1405L ACTxTAC + 23060 99 0 0% 70 39 35.70% NA. NA.

CC-P012 chr15 75949328 C T SNX33 EX2E synonymous NM_153271.1 NP_695003.1 c.1497C>T  p.S499S GAGxCAA + 257364 204 0 0% 104 158 60.30% NA. NA.

CC-P012 chr15 79749446 G A KIAA1024 EX2 synonymous NM_015206.2 NP_056021.1 c.957G>A  p.P319P CCCxGTT + 23251 208 1 0.40% 100 58 36.70% NA. NA.

CC-P012 chr15 81636378 C T TMC3 EX14 synonymous NM_001080532.1 NP_001074001.1 c.1527G>A  p.L509L CTTxAGC - 342125 85 0 0% 76 39 33.90% NA. NA.

CC-P012 chr15 99500578 C T IGF1R EX21E synonymous NM_000875.3 NP_000866.1 c.4011C>T  p.R1337R CCGxGCC + 3480 80 0 0% 50 24 32.40% NA. NA.

CC-P012 chr16 2569560 C T ATP6V0C EX3E synonymous NM_001694.3 NP_001685.1 c.282C>T  p.G94G GGGxGCC + 527 33 0 0% 24 16 40% NA. NA.

CC-P012 chr16 27225055 G A KDM8 EX3 synonymous NM_001145348.1 NP_001138820.1 c.762G>A  p.P254P GCCxTGC + 79831 73 0 0% 37 30 44.70% NA. NA.

CC-P012 chr16 31927637 A G ZNF267 EX4E synonymous NM_003414.5 NP_003405.3 c.2067A>G  p.K689K CAAxTGT + 10308 97 1 1% 84 10 10.60% NA. NA.

CC-P012 chr16 51175128 G A SALL1 EX2 synonymous NM_002968.2 NP_002959.2 c.1005C>T  p.S335S GCCxCTG - 6299 113 0 0% 81 39 32.50% NA. NA.

CC-P012 chr16 68024017 G A DPEP2 EX8 synonymous NM_022355.3 NP_071750.1 c.927C>T  p.V309V CACxACG - 64174 34 0 0% 15 20 57.10% NA. NA.

CC-P012 chr16 88945732 C T CBFA2T3 EX11 synonymous NM_005187.5 NP_005178.4 c.1608G>A  p.R536R CTGxCGC - 863 117 0 0% 69 45 39.40% NA. NA.

CC-P012 chr17 6683706 G A FBXO39 EX2 synonymous NM_153230.2 NP_694962.1 c.519G>A  p.R173R CAGxCTG + 162517 47 0 0% 39 15 27.70% NA. NA.

CC-P012 chr17 7126506 C T ACADVL EX11 synonymous NM_000018.3 NP_000009.1 c.1132C>T  p.L378L GGGxTGA + 37 224 0 0% 155 103 39.90% NA. NA.

CC-P012 chr17 7606678 C T WRAP53 EX10E synonymous NM_018081.2 NP_060551.2 c.1521C>T  p.H507H CCAxGTC + 55135 34 0 0% 20 16 44.40% NA. NA.

CC-P012 chr17 27934852 G A ANKRD13B EX2 synonymous NM_152345.4 NP_689558.4 c.207G>A  p.A69A GGCxCAC + 124930 193 0 0% 112 69 38.10% NA. NA.

CC-P012 chr17 33310369 C T LIG3 EX2 synonymous NM_013975.3 NP_039269.2 c.345C>T  p.G115G GGGxGTA + 3980 120 1 0.80% 76 51 40.10% NA. NA.

CC-P012 chr17 33771701 C T SLFN13 EX3 synonymous NM_144682.5 NP_653283.3 c.999G>A  p.V333V CCTxACC - 146857 190 0 0% 133 77 36.60% NA. NA.

CC-P012 chr17 35486328 G A ACACA EX51 synonymous NM_198839.1 NP_942136.1 c.5796C>T  p.Y1932Y ATCxTAT - 31 86 0 0% 57 46 44.60% NA. NA.

CC-P012 chr17 36625832 C T ARHGAP23 EX9 synonymous NM_001199417.1 NP_001186346.1 c.1872C>T  p.C624C CTGxGAT + 57636 94 0 0% 56 31 35.60% NA. NA.

CC-P012 chr17 39595086 G A KRT38 EX4 synonymous NM_006771.3 NP_006762.3 c.757C>T  p.L253L CCAxCTG - 8687 44 0 0% 50 17 25.30% NA. NA.

CC-P012 chr17 43194149 C T PLCD3 EX8 synonymous NM_133373.3 NP_588614.1 c.1263G>A  p.L421L GGAxAGC - 113026 248 0 0% 117 70 37.40% NA. NA.

CC-P012 chr17 45008544 G A GOSR2 EX3 synonymous NM_004287.3 NP_004278.2 c.174G>A  p.E58E GGAxCCC + 9570 84 0 0% 53 18 25.30% NA. NA.

CC-P012 chr17 47119679 C T IGF2BP1 EX9 synonymous NM_006546.3 NP_006537.3 c.1017C>T  p.A339A GGCxGAG + 10642 50 0 0% 23 16 41% NA. NA.

CC-P012 chr17 54939181 G A DGKE EX10 synonymous NM_003647.2 NP_003638.1 c.1314G>A  p.L438L ACTxCCC + 8526 176 0 0% 92 56 37.80% NA. NA.

CC-P012 chr17 57721810 C T CLTC EX2 synonymous NM_004859.3 NP_004850.1 c.216C>T  p.I72I CATxATG + 1213 28 0 0% 18 18 50% NA. NA.

CC-P012 chr17 62499205 T C DDX5 EX8 synonymous NM_004396.3 NP_004387.1 c.822A>G  p.Q274Q AGTxTGC - 1655 101 0 0% 60 19 24% NA. NA.

CC-P012 chr17 72338095 C T KIF19 EX3 synonymous NM_153209.3 NP_694941.2 c.201C>T  p.F67F GTTxGAC + 124602 157 0 0% 132 14 9.50% NA. NA.

CC-P012 chr17 72832175 C T TMEM104 EX10E synonymous NM_017728.3 NP_060198.3 c.840C>T  p.C280C GTGxGTC + 54868 111 0 0% 85 42 33% NA. NA.

CC-P012 chr17 72950390 C T HID1 EX14 synonymous NM_030630.2 NP_085133.1 c.1707G>A  p.T569T GTCxGTG - 283987 113 0 0% 54 38 41.30% NA. NA.

CC-P012 chr17 74303573 G A QRICH2 EX1 synonymous NM_032134.1 NP_115510.1 c.9C>T  p.D3D GGCxTCC - 84074 140 0 0% 73 64 46.70% NA. NA.

CC-P012 chr17 76423010 C T DNAH17 EX78 synonymous NM_173628.3 NP_775899.3 c.12768G>A  p.L4256L CTTxAGC - 8632 85 0 0% 60 44 42.30% NA. NA.

CC-P012 chr17 79974725 G A ASPSCR1 EX15 synonymous NM_001251888.1 NP_001238817.1 c.1737G>A  p.A579A TGCxGCC + 79058 25 0 0% 26 11 29.70% NA. NA.

CC-P012 chr18 52556491 G A RAB27B EX6E synonymous NM_004163.4 NP_004154.2 c.504G>A  p.Q168Q ACAxAAT + 5874 187 0 0% 155 41 20.90% NA. NA.

CC-P012 chr18 72997980 G A TSHZ1 EX2E synonymous NM_005786.5 NP_005777.3 c.483G>A  p.K161K CAAxACG + 10194 72 0 0% 55 22 28.50% NA. NA.

CC-P012 chr18 77475506 G A CTDP1 EX8 synonymous NM_004715.4 NP_004706.3 c.2046G>A  p.T682T CACxCAC + 9150 30 0 0% 12 19 61.20% NA. NA.

CC-P012 chr18 77894088 G A ADNP2 EX4E synonymous NM_014913.3 NP_055728.1 c.792G>A  p.T264T AACxCAC + 22850 110 0 0% 67 61 47.60% NA. NA.

CC-P012 chr19 757336 C T C19orf21 EX2 synonymous NM_173481.2 NP_775752.1 c.390C>T  p.D130D GGAxGCT + 126353 136 0 0% 105 30 22.20% NA. NA.

CC-P012 chr19 2807711 C T THOP1 EX8 synonymous NM_003249.3 NP_003240.1 c.1158C>T  p.G386G GGGxGCC + 7064 126 0 0% 84 54 39.10% NA. NA.

CC-P012 chr19 3600306 G A TBXA2R EX2 synonymous NM_001060.5 NP_001051.1 c.327C>T  p.G109G GACxCCC - 6915 22 0 0% 22 11 33.30% NA. NA.

CC-P012 chr19 5696341 C T LONP1 EX12 synonymous NM_004793.2 NP_004784.2 c.1815G>A  p.S605S TGCxGAC - 9361 31 0 0% 11 16 59.20% NA. NA.

CC-P012 chr19 6732119 G A GPR108 EX13 synonymous NM_001080452.1 NP_001073921.1 c.1173C>T  p.G391G GGCxCCT - 56927 114 0 0% 55 36 39.50% NA. NA.

CC-P012 chr19 8188708 G A FBN3 EX22 synonymous NM_032447.3 NP_115823.3 c.2916C>T  p.F972F GGCxAAG - 84467 39 0 0% 22 9 29% NA. NA.

CC-P012 chr19 14074745 G A RFX1 EX17 synonymous NM_002918.4 NP_002909.4 c.2286C>T  p.R762R AGCxCGC - 5989 27 0 0% 12 5 29.40% NA. NA.

CC-P012 chr19 14827879 C T ZNF333 EX10 synonymous NM_032433.2 NP_115809.1 c.801C>T  p.G267G GGGxGTC + 84449 89 0 0% 85 14 14.10% NA. NA.

CC-P012 chr19 17476386 G A PLVAP EX3 synonymous NM_031310.1 NP_112600.1 c.888C>T  p.R296R CACxCGT - 83483 60 0 0% 25 24 48.90% NA. NA.

CC-P012 chr19 18375563 G A KIAA1683 EX3 synonymous NM_001145304.1 NP_001138776.1 c.2787C>T  p.P929P CTGxGGC - 80726 54 0 0% 67 8 10.60% NA. NA.

CC-P012 chr19 18964116 G A UPF1 EX8 synonymous NM_002911.3 NP_002902.2 c.1113G>A  p.A371A TGCxCCC + 5976 110 0 0% 54 53 49.50% NA. NA.

CC-P012 chr19 23926609 C T ZNF681 EX4E synonymous NM_138286.2 NP_612143.2 c.1743G>A  p.K581K TCTxTTA - 148213 65 0 0% 41 5 10.80% NA. NA.

CC-P012 chr19 36037609 G C TMEM147 EX4 synonymous NM_032635.3 NP_116024.1 c.243G>C  p.L81L CCTxATA + 10430 372 0 0% 193 101 34.30% NA. NA.

CC-P012 chr19 38572964 C G SIPA1L3 EX3 synonymous NM_015073.1 NP_055888.1 c.759C>G  p.G253G GGGxGGC + 23094 262 3 1.10% 136 32 19% NA. NA.

CC-P012 chr19 40368742 G A FCGBP EX28 synonymous NM_003890.2 NP_003881.2 c.12606C>T  p.D4202D CACxTCT - 8857 244 0 0% 189 40 17.40% NA. NA.

CC-P012 chr19 40487173 C T PSMC4 EX11E synonymous NM_006503.3 NP_006494.1 c.1218C>T  p.V406V TGTxATC + 5704 50 0 0% 42 24 36.30% NA. NA.

CC-P012 chr19 42841306 C T MEGF8 EX8 synonymous NM_001410.2 NP_001401.2 c.1461C>T  p.G487G TGGxTGC + 1954 105 0 0% 67 19 22% NA. NA.

CC-P012 chr19 42858035 C T MEGF8 EX21 synonymous NM_001410.2 NP_001401.2 c.3669C>T  p.G1223G TGGxGGG + 1954 39 0 0% 27 10 27% NA. NA.

CC-P012 chr19 43998896 G A PHLDB3 EX9 synonymous NM_198850.3 NP_942147.3 c.1107C>T  p.T369T AGGxGTG - 653583 70 0 0% 25 26 50.90% NA. NA.

CC-P012 chr19 44934239 C T ZNF229 EX6E synonymous NM_014518.2 NP_055333.2 c.717G>A  p.P239P ACAxGGC - 7772 170 0 0% 103 70 40.40% NA. NA.

CC-P012 chr19 46124849 G A EML2 EX13 synonymous NM_001193268.1 NP_001180197.1 c.1491C>T  p.G497G CACxCCG - 24139 81 0 0% 50 38 43.10% NA. NA.

CC-P012 chr19 48965320 G A KCNJ14 EX1 synonymous NM_170720.1 NP_733838.1 c.339G>A  p.S113S CTCxCTG + 3770 51 0 0% 32 21 39.60% NA. NA.

CC-P012 chr19 49131490 C T SPHK2 EX6 synonymous NM_020126.4 NP_064511.2 c.828C>T  p.C276C CTGxGGC + 56848 126 0 0% 49 57 53.70% NA. NA.

CC-P012 chr19 50295222 G T AP2A1 EX5 synonymous NM_014203.2 NP_055018.2 c.504G>T  p.A168A TGCxGCC + 160 93 0 0% 49 33 40.20% NA. NA.

CC-P012 chr19 56953104 A G ZNF667 EX5E synonymous NM_022103.3 NP_071386.3 c.1260T>C  p.C420C CCCxCAT - 63934 264 0 0% 171 109 38.90% NA. NA.

CC-P012 chr19 58945449 G A ZNF132 EX3E synonymous NM_003433.3 NP_003424.3 c.1362C>T  p.T454T TCCxGTG - 7691 151 0 0% 77 55 41.60% NA. NA.

CC-P012 chr20 13371016 T G TASP1 EX14E synonymous NM_017714.2 NP_060184.2 c.1254A>C  p.P418P CACxGGG - 55617 101 0 0% 85 44 34.10% NA. NA.

CC-P012 chr20 30585194 G A XKR7 EX3E synonymous NM_001011718.1 NP_001011718.1 c.1674G>A  p.T558T CACxCCC + 343702 44 0 0% 36 24 40% NA. NA.

CC-P012 chr20 33173312 G A PIGU EX9 synonymous NM_080476.4 NP_536724.1 c.855C>T  p.F285F GCTxAAG - 128869 131 0 0% 72 44 37.90% NA. NA.

CC-P012 chr20 33862232 C T MMP24 EX9E synonymous NM_006690.3 NP_006681.1 c.1758C>T  p.D586D CGAxGTG + 10893 66 0 0% 45 24 34.70% NA. NA.

CC-P012 chr20 33868622 G A EIF6 EX4 synonymous NM_002212.3 NP_002203.1 c.204C>T  p.H68H ACCxTGC - 3692 237 0 0% 120 71 37.10% NA. NA.

CC-P012 chr20 47865715 T C ZNFX1 EX14E synonymous NM_021035.2 NP_066363.1 c.3846A>G  p.K1282K TACxTTT - 57169 153 1 0.60% 62 52 45.60% NA. NA.

CC-P012 chr20 61513528 C T DIDO1 EX16E synonymous NM_033081.2 NP_149072.2 c.3780G>A  p.S1260S CGGxGAC - 11083 225 0 0% 149 89 37.30% NA. NA.

CC-P012 chr20 62654199 C T PRPF6 EX13 synonymous NM_012469.3 NP_036601.2 c.1737C>T  p.R579R GCGxGCC + 24148 48 0 0% 23 18 43.90% NA. NA.

CC-P012 chr21 31654810 G A KRTAP24-1 EX1E synonymous NM_001085455.1 NP_001078924.1 c.441C>T  p.N147N ACCxTTG - 643803 89 0 0% 54 46 46% NA. NA.

CC-P012 chr21 46951649 G C SLC19A1 EX3 synonymous NM_194255.2 NP_919231.1 c.603C>G  p.L201L GAAxAGG - 6573 110 0 0% 81 36 30.70% NA. NA.

CC-P012 chr22 20760166 C T ZNF74 EX5E synonymous NM_003426.3 NP_003417.2 c.843C>T  p.C281C ATGxGGC + 7625 36 0 0% 17 14 45.10% NA. NA.

CC-P012 chr22 25747853 C A LRP5L EX4E synonymous NM_182492.2 NP_872298.1 c.672G>T  p.A224A GTCxGCA - 91355 36 0 0% 30 19 38.70% NA. NA.

CC-P012 chr22 29754808 G A AP1B1 EX5 synonymous NM_001127.3 NP_001118.3 c.432C>T  p.C144C CACxCAC - 162 114 0 0% 61 34 35.70% NA. NA.

CC-P012 chrX 13774804 G A OFD1 EX13 synonymous NM_003611.2 NP_003602.1 c.1329G>A  p.E443E AGAxAAA + 8481 211 0 0% 103 55 34.80% NA. NA.

CC-P012 chrX 19568158 G C SH3KBP1 EX14 synonymous NM_031892.2 NP_114098.1 c.1428C>G  p.L476L ACTxAGT - 30011 207 0 0% 107 87 44.80% NA. NA.

CC-P012 chrX 30322801 C T NR0B1 EX2E synonymous NM_000475.4 NP_000466.2 c.1308G>A  p.L436L TCTxAGC - 190 120 0 0% 64 41 39% NA. NA.

CC-P012 chrX 37893211 C T SYTL5 EX2 synonymous NM_138780.2 NP_620135.1 c.69C>T  p.G23G GGGxGTC + 94122 107 0 0% 79 71 47.30% NA. NA.

CC-P012 chrX 46951551 C T RGN EX7 synonymous NM_152869.2 NP_690608.1 c.786C>T  p.C262C CTGxGCC + 9104 198 0 0% 70 67 48.90% NA. NA.

CC-P012 chrX 47065481 C T UBA1 EX15 synonymous NM_153280.2 NP_695012.1 c.1710C>T  p.G570G TGGxGTG + 7317 95 0 0% 69 30 30.30% NA. NA.

CC-P012 chrX 49099422 G A CCDC22 EX4 synonymous NM_014008.3 NP_054727.1 c.432G>A  p.P144P CCCxCCC + 28952 202 0 0% 115 60 34.20% NA. NA.

CC-P012 chrX 53588847 G A HUWE1 EX55 synonymous NM_031407.5 NP_113584.3 c.7377C>T  p.D2459D GTCxTCA - 10075 177 0 0% 99 79 44.30% NA. NA.

CC-P012 chrX 54112164 C T FAM120C EX13 synonymous NM_017848.4 NP_060318.3 c.2823G>A  p.R941R GCTxCTC - 54954 177 0 0% 66 44 40% NA. NA.

CC-P012 chrX 84363645 C T SATL1 EX1 synonymous NM_001012980.2 NP_001012998.2 c.330G>A  p.S110S TTGxGAT - 340562 109 0 0% 25 35 58.30% NA. NA.

CC-P002 chr1 2337971 G A PEX10 EX5 synonymous NM_153818.1 NP_722540.1 c.924C>T  p.C308C GCCxCAG - 5192 28 0 0% 30 11 26.80% NA. NA.

CC-P002 chr1 19453135 G T UBR4 EX64 synonymous NM_020765.2 NP_065816.2 c.9243C>A  p.I3081I GGAxATG - 23352 133 0 0% 117 48 29% NA. NA.

CC-P002 chr1 24419510 G A MYOM3 EX10 synonymous NM_152372.3 NP_689585.3 c.1017C>T  p.D339D CTCxTCC - 127294 31 0 0% 25 10 28.50% NA. NA.

CC-P002 chr1 28858772 G A RCC1 EX5 synonymous NM_001048194.2 NP_001041659.1 c.444G>A  p.L148L GCTxCAA + 1104 59 0 0% 50 15 23% NA. NA.

CC-P002 chr1 43166476 T C YBX1 EX7 synonymous NM_004559.3 NP_004550.2 c.765T>C  p.P255P GCCxAGA + 4904 107 0 0% 92 16 14.80% NA. NA.

CC-P002 chr1 62908850 T A USP1 EX5 synonymous NM_003368.4 NP_003359.3 c.417T>A  p.S139S TTCxTTG + 7398 216 0 0% 188 53 21.90% NA. NA.

CC-P002 chr1 110716714 C T SLC6A17 EX4 synonymous NM_001010898.2 NP_001010898.1 c.564C>T  p.S188S GAGxGTG + 388662 40 0 0% 41 13 24% NA. NA.

CC-P002 chr1 110765960 C T KCNC4 EX2 synonymous NM_004978.4 NP_004969.2 c.1053C>T  p.F351F CTTxGTG + 3749 41 0 0% 24 12 33.30% NA. NA.

CC-P002 chr1 112524695 G A KCND3 EX2 synonymous NM_004980.4 NP_004971.2 c.654C>T  p.C218C CCCxCAC - 3752 67 0 0% 55 12 17.90% NA. NA.

CC-P002 chr1 151261869 C T ZNF687 EX5 synonymous NM_020832.1 NP_065883.1 c.2487C>T  p.C829C GTGxGCC + 57592 193 0 0% 183 46 20% NA. NA.

CC-P002 chr1 153910000 G A DENND4B EX15 synonymous NM_014856.2 NP_055671.2 c.2196C>T  p.S732S GGCxCTA - 9909 48 0 0% 44 10 18.50% NA. NA.

CC-P002 chr1 155105983 A G EFNA1 EX3 synonymous NM_004428.2 NP_004419.2 c.393A>G  p.K131K CAAxCCC + 1942 76 0 0% 63 20 24% NA. NA.

CC-P002 chr1 168066134 G A GPR161 EX4 synonymous NM_001267609.1 NP_001254538.1 c.771C>T  p.T257T CCCxGTC - 23432 70 0 0% 81 21 20.50% NA. NA.

CC-P002 chr1 197026519 A G F13B EX6 synonymous NM_001994.2 NP_001985.2 c.882T>C  p.H294H TCCxTGA - 2165 201 0 0% 193 39 16.80% NA. NA.

CC-P002 chr1 208216442 C T PLXNA2 EX21 synonymous NM_025179.3 NP_079455.3 c.3981G>A  p.P1327P GCCxGGG - 5362 344 0 0% 303 60 16.50% NA. NA.

CC-P002 chr1 216051156 C T USH2A EX43 synonymous NM_206933.2 NP_996816.2 c.8625G>A  p.R2875R CCAxCGA - 7399 51 0 0% 40 9 18.30% NA. NA.

CC-P002 chr1 230371814 G A GALNT2 EX4 synonymous NM_004481.3 NP_004472.1 c.429G>A  p.T143T CACxTTT + 2590 100 0 0% 88 30 25.40% NA. NA.

CC-P002 chr1 236911045 G A ACTN2 EX13 synonymous NM_001103.2 NP_001094.1 c.1485G>A  p.T495T AACxCTT + 88 109 0 0% 82 15 15.40% NA. NA.

CC-P002 chr1 237919683 C T RYR2 EX81 synonymous NM_001035.2 NP_001026.2 c.11241C>T  p.S3747S CAGxAAA + 6262 97 0 0% 64 10 13.50% NA. NA.

CC-P002 chr2 1652387 G A PXDN EX17 synonymous NM_012293.1 NP_036425.1 c.3165C>T  p.P1055P GCCxGGG - 7837 36 0 0% 31 9 22.50% NA. NA.

CC-P002 chr2 7027085 C T RSAD2 EX3 synonymous NM_080657.4 NP_542388.2 c.528C>T  p.L176L TCTxGCT + 91543 84 0 0% 85 12 12.30% NA. NA.

CC-P002 chr2 18745098 G A NT5C1B EX10E synonymous NM_001199087.1 NP_001186016.1 c.1848C>T  p.I616I TGCxATG - 93034 41 0 0% 44 12 21.40% NA. NA.

CC-P002 chr2 26703837 G A OTOF EX15 synonymous NM_194248.2 NP_919224.1 c.1620C>T  p.Y540Y GCCxTAC - 9381 93 0 0% 56 28 33.30% NA. NA.



CC-P002 chr2 29246030 C T FAM179A EX12 synonymous NM_199280.2 NP_954974.2 c.1590C>T  p.H530H GCAxGAC + 165186 41 0 0% 40 10 20% NA. NA.

CC-P002 chr2 54895589 G A SPTBN1 EX36E synonymous NM_003128.2 NP_003119.2 c.6978G>A  p.A2326A CGCxCAG + 6711 76 0 0% 52 20 27.70% NA. NA.

CC-P002 chr2 55871815 A G PNPT1 EX23 synonymous NM_033109.3 NP_149100.2 c.1863T>C  p.V621V TCCxACA - 87178 117 0 0% 125 26 17.20% NA. NA.

CC-P002 chr2 70504095 T C PCYOX1 EX6E synonymous NM_016297.3 NP_057381.3 c.1089T>C  p.D363D AGAxAAA + 51449 121 0 0% 83 45 35.10% NA. NA.

CC-P002 chr2 88425818 C T FABP1 EX2 synonymous NM_001443.2 NP_001434.1 c.117G>A  p.S39S TTCxGAC - 2168 253 0 0% 311 37 10.60% NA. NA.

CC-P002 chr2 100916288 C T LONRF2 EX5 synonymous NM_198461.3 NP_940863.3 c.1158G>A  p.A386A TAAxGCC - 164832 50 0 0% 28 10 26.30% NA. NA.

CC-P002 chr2 111875264 C A ACOXL EX18E synonymous NM_001142807.1 NP_001136279.1 c.1614C>A  p.T538T CACxTAC + 55289 130 0 0% 174 31 15.10% NA. NA.

CC-P002 chr2 144765042 G A GTDC1 EX7 synonymous NM_001006636.3 NP_001006637.1 c.582C>T  p.G194G ACCxCCA - 79712 76 0 0% 81 16 16.40% NA. NA.

CC-P002 chr2 153497370 T C FMNL2 EX25 synonymous NM_052905.3 NP_443137.2 c.3111T>C  p.V1037V AGTxAAA + 114793 307 0 0% 335 94 21.90% NA. NA.

CC-P002 chr2 171092539 C T MYO3B EX7 synonymous NM_138995.4 NP_620482.3 c.642C>T  p.D214D TGAxGCT + 140469 204 0 0% 178 46 20.50% NA. NA.

CC-P002 chr2 172583315 C T DYNC1I2 EX11 synonymous NM_001378.1 NP_001369.1 c.885C>T  p.L295L ACTxGTG + 1781 165 0 0% 119 27 18.40% NA. NA.

CC-P002 chr2 233348156 G A ECEL1 EX8 synonymous NM_004826.2 NP_004817.2 c.1476C>T  p.D492D GGCxTCC - 9427 73 0 0% 51 18 26% NA. NA.

CC-P002 chr2 239159269 G A PER2 EX21 synonymous NM_022817.2 NP_073728.1 c.3390C>T  p.C1130C GACxCAC - 8864 53 0 0% 60 14 18.90% NA. NA.

CC-P002 chr2 242075392 T C PASK EX8 synonymous NM_001252119.1 NP_001239048.1 c.1200A>G  p.L400L CTGxAAT - 23178 122 0 0% 109 24 18% NA. NA.

CC-P002 chr2 242192382 G A HDLBP EX11 synonymous NM_005336.4 NP_005327.1 c.1362C>T  p.S454S ACCxCTC - 3069 156 0 0% 117 39 25% NA. NA.

CC-P002 chr3 20142832 G A KAT2B EX5 synonymous NM_003884.4 NP_003875.3 c.723G>A  p.R241R AAGxCAA + 8850 88 0 0% 60 11 15.40% NA. NA.

CC-P002 chr3 43389803 G A SNRK EX7E synonymous NM_017719.4 NP_060189.3 c.2052G>A  p.T684T TACxTGG + 54861 174 0 0% 163 33 16.80% NA. NA.

CC-P002 chr3 44700467 C T ZNF35 EX4E synonymous NM_003420.3 NP_003411.3 c.612C>T  p.S204S TAGxCTT + 7584 219 0 0% 170 23 11.90% NA. NA.

CC-P002 chr3 49832066 G A CDHR4 EX10 synonymous NM_001007540.2 NP_001007541.2 c.1254C>T  p.L418L ATCxAGC - 389118 53 0 0% 53 26 32.90% NA. NA.

CC-P002 chr3 50395961 G C TMEM115 EX1 synonymous NM_007024.4 NP_008955.1 c.534C>G  p.L178L CAGxAGC - 11070 98 0 0% 95 34 26.30% NA. NA.

CC-P002 chr3 51970567 G A RRP9 EX7 synonymous NM_004704.3 NP_004695.1 c.522C>T  p.S174S CACxCTC - 9136 136 0 0% 116 34 22.60% NA. NA.

CC-P002 chr3 52556438 C T STAB1 EX60 synonymous NM_015136.2 NP_055951.2 c.6558C>T  p.G2186G GGGxCAG + 23166 50 0 0% 56 18 24.30% NA. NA.

CC-P002 chr3 64142844 G A PRICKLE2 EX5 synonymous NM_198859.3 NP_942559.1 c.594C>T  p.C198C ATCxCAG - 166336 40 0 0% 19 6 24% NA. NA.

CC-P002 chr3 112999978 C T BOC EX15 synonymous NM_033254.2 NP_150279.1 c.2409C>T  p.N803N CAAxGTG + 91653 140 0 0% 126 27 17.60% NA. NA.

CC-P002 chr3 124896690 G A SLC12A8 EX5 synonymous NM_024628.5 NP_078904.3 c.519C>T  p.L173L TGCxAGG - 84561 61 0 0% 34 9 20.90% NA. NA.

CC-P002 chr3 126737154 C T PLXNA1 EX19 synonymous NM_032242.3 NP_115618.3 c.3678C>T  p.F1226F CTTxGAG + 5361 72 0 0% 72 14 16.20% NA. NA.

CC-P002 chr3 179525557 G A PEX5L EX14 synonymous NM_016559.2 NP_057643.1 c.1581C>T  p.A527A CACxGCT - 51555 45 0 0% 39 9 18.70% NA. NA.

CC-P002 chr3 179597739 C T PEX5L EX5 synonymous NM_016559.2 NP_057643.1 c.483G>A  p.P161P CTCxGGG - 51555 120 0 0% 79 28 26.10% NA. NA.

CC-P002 chr3 183777782 G A HTR3C EX8 synonymous NM_130770.2 NP_570126.2 c.1092G>A  p.A364A TGCxCCC + 170572 139 0 0% 101 36 26.20% NA. NA.

CC-P002 chr3 185198227 G T MAP3K13 EX13 synonymous NM_004721.4 NP_004712.1 c.2709G>T  p.S903S CTCxGAT + 9175 48 0 0% 43 21 32.80% NA. NA.

CC-P002 chr4 1746334 G A TACC3 EX14 synonymous NM_006342.2 NP_006333.1 c.2313G>A  p.A771A CGCxGAG + 10460 88 0 0% 53 24 31.10% NA. NA.

CC-P002 chr4 5721019 G A EVC EX2 synonymous NM_153717.2 NP_714928.1 c.219G>A  p.A73A TGCxCAG + 2121 243 0 0% 242 49 16.80% NA. NA.

CC-P002 chr4 9784658 C T DRD5 EX1E synonymous NM_000798.4 NP_000789.1 c.1005C>T  p.C335C CTGxGTC + 1816 107 0 0% 92 25 21.30% NA. NA.

CC-P002 chr4 38972726 T C TMEM156 EX6 synonymous NM_024943.1 NP_079219.1 c.855A>G  p.Q285Q GACxTGA - 80008 153 0 0% 156 48 23.50% NA. NA.

CC-P002 chr4 52944961 T C SPATA18 EX8 synonymous NM_145263.2 NP_660306.1 c.1081T>C  p.L361L TCGxTGA + 132671 149 0 0% 91 20 18% NA. NA.

CC-P002 chr4 83763606 G A SEC31A EX22 synonymous NM_014933.3 NP_055748.2 c.2655C>T  p.F885F TCCxAAG - 22872 79 0 0% 49 7 12.50% NA. NA.

CC-P002 chr4 95561446 C A PDLIM5 EX13 synonymous NM_001256426.1 NP_001243355.1 c.1215C>A  p.I405I AATxTCA + 10611 53 0 0% 41 8 16.30% NA. NA.

CC-P002 chr4 101947109 G A PPP3CA EX14E synonymous NM_000944.4 NP_000935.1 c.1479C>T  p.D493D GGCxTCA - 5530 71 0 0% 52 18 25.70% NA. NA.

CC-P002 chr4 110221776 G A COL25A1 EX3 synonymous NM_198721.2 NP_942014.1 c.330C>T  p.I110I TGCxATT - 84570 139 0 0% 102 31 23.30% NA. NA.

CC-P002 chr4 140651720 G A MAML3 EX3 synonymous NM_018717.4 NP_061187.2 c.2169C>T  p.P723P GCCxGGG - 55534 153 0 0% 140 49 25.90% NA. NA.

CC-P002 chr4 141578920 G A TBC1D9 EX12 synonymous NM_015130.2 NP_055945.2 c.1968C>T  p.Y656Y GACxTAG - 23158 229 0 0% 239 60 20% NA. NA.

CC-P002 chr4 149357071 C T NR3C2 EX2 synonymous NM_000901.4 NP_000892.2 c.942G>A  p.S314S GTTxGAA - 4306 69 0 0% 80 12 13% NA. NA.

CC-P002 chr4 153896559 C T FHDC1 EX11E synonymous NM_033393.2 NP_203751.2 c.2116C>T  p.L706L GAGxTAG + 85462 92 0 0% 97 16 14.10% NA. NA.

CC-P002 chr5 21802386 C T CDH12 EX10 synonymous NM_004061.3 NP_004052.2 c.1146G>A  p.P382P AACxGGT - 1010 107 0 0% 83 33 28.40% NA. NA.

CC-P002 chr5 40692060 C T PTGER4 EX3E synonymous NM_000958.2 NP_000949.1 c.1047C>T  p.C349C CTGxCGC + 5734 121 0 0% 111 17 13.20% NA. NA.

CC-P002 chr5 76734091 G A WDR41 EX10 synonymous NM_018268.2 NP_060738.2 c.978C>T  p.V326V CAGxACA - 55255 173 0 0% 176 28 13.70% NA. NA.

CC-P002 chr5 78415122 C T BHMT EX3 synonymous NM_001713.2 NP_001704.2 c.207C>T  p.N69N AAAxGTC + 635 85 0 0% 73 32 30.40% NA. NA.

CC-P002 chr5 112177786 A G APC EX17E synonymous NM_001127510.2 NP_001120982.1 c.6495A>G  p.P2165P CCCxCGA + 324 119 0 0% 115 30 20.60% NA. NA.

CC-P002 chr5 140389417 C T PCDHAC1 EX4E synonymous NM_018898.3 NP_061721.2 c.2787C>T  p.F929F CTTxGGC + 56135 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHAC2 EX4E synonymous NM_018899.5 NP_061722.1 c.2919C>T  p.F973F CTTxGGC + 56134 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA1 EX4E synonymous NM_018900.2 NP_061723.1 c.2748C>T  p.F916F CTTxGGC + 56147 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA10 EX4E synonymous NM_018901.2 NP_061724.1 c.2742C>T  p.F914F CTTxGGC + 56139 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA11 EX4E synonymous NM_018902.3 NP_061725.1 c.2745C>T  p.F915F CTTxGGC + 56138 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA12 EX4E synonymous NM_018903.2 NP_061726.1 c.2721C>T  p.F907F CTTxGGC + 56137 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA13 EX4E synonymous NM_018904.2 NP_061727.1 c.2748C>T  p.F916F CTTxGGC + 56136 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA2 EX4E synonymous NM_018905.2 NP_061728.1 c.2742C>T  p.F914F CTTxGGC + 56146 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA3 EX4E synonymous NM_018906.2 NP_061729.1 c.2748C>T  p.F916F CTTxGGC + 56145 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA4 EX4E synonymous NM_018907.2 NP_061730.1 c.2739C>T  p.F913F CTTxGGC + 56144 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA5 EX4E synonymous NM_018908.2 NP_061731.1 c.2706C>T  p.F902F CTTxGGC + 56143 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA6 EX4E synonymous NM_018909.2 NP_061732.1 c.2748C>T  p.F916F CTTxGGC + 56142 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA7 EX4E synonymous NM_018910.2 NP_061733.1 c.2709C>T  p.F903F CTTxGGC + 56141 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA8 EX4E synonymous NM_018911.2 NP_061734.1 c.2748C>T  p.F916F CTTxGGC + 56140 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 140389417 C T PCDHA9 EX4E synonymous NM_031857.1 NP_114063.1 c.2748C>T  p.F916F CTTxGGC + 9752 141 0 0% 164 34 17.10% NA. NA.

CC-P002 chr5 149359879 G A SLC26A2 EX3E synonymous NM_000112.3 NP_000103.2 c.723G>A  p.V241V AGTxGGT + 1836 69 0 0% 64 16 20% NA. NA.

CC-P002 chr5 176026677 G A GPRIN1 EX2E synonymous NM_052899.2 NP_443131.2 c.159C>T  p.S53S AGGxCTT - 114787 71 0 0% 75 11 12.70% NA. NA.

CC-P002 chr5 180057001 G A FLT4 EX5 synonymous NM_182925.4 NP_891555.2 c.618C>T  p.C206C CTCxCAC - 2324 68 0 0% 70 13 15.60% NA. NA.

CC-P002 chr6 4996509 G A RPP40 EX6 synonymous NM_006638.2 NP_006629.2 c.705C>T  p.C235C CCGxCAG - 10799 42 0 0% 29 10 25.60% NA. NA.

CC-P002 chr6 17785751 G A KIF13A EX27 synonymous NM_001105568.2 NP_001099038.1 c.3444C>T  p.A1148A GTCxGCA - 63971 170 0 0% 137 17 11% NA. NA.

CC-P002 chr6 26463587 C T BTN2A1 EX4 synonymous NM_007049.3 NP_008980.1 c.546C>T  p.Y182Y CTAxGGT + 11120 30 0 0% 46 14 23.30% NA. NA.

CC-P002 chr6 31833865 G A SLC44A4 EX14 synonymous NM_025257.2 NP_079533.2 c.1272C>T  p.C424C GACxCAC - 80736 110 0 0% 164 40 19.60% NA. NA.

CC-P002 chr6 32178706 G A NOTCH4 EX18 synonymous NM_004557.3 NP_004548.3 c.2688C>T  p.D896D GACxTCT - 4855 173 0 0% 196 52 20.90% NA. NA.

CC-P002 chr6 37614056 G T MDGA1 EX11 synonymous NM_153487.3 NP_705691.1 c.2142C>A  p.P714P GTGxGGC - 266727 149 0 0% 155 19 10.90% NA. NA.

CC-P002 chr6 43029061 C A KLC4 EX2 synonymous NM_201523.1 NP_958931.1 c.42C>A  p.V14V GGTxCCC + 89953 63 0 0% 57 7 10.90% NA. NA.

CC-P002 chr6 126249349 C T NCOA7 EX17 synonymous NM_001199620.1 NP_001186549.1 c.2649C>T  p.Y883Y ATAxTTT + 135112 53 0 0% 70 13 15.60% NA. NA.

CC-P002 chr6 135778820 A G AHI1 EX9 synonymous NM_001134831.1 NP_001128303.1 c.963T>C  p.D321D ACCxTCA - 54806 239 0 0% 244 30 10.90% NA. NA.

CC-P002 chr6 144508364 G A STX11 EX2E synonymous NM_003764.3 NP_003755.2 c.600G>A  p.A200A CGCxCGG + 8676 41 0 0% 44 22 33.30% NA. NA.

CC-P002 chr6 144747467 G A UTRN EX6 synonymous NM_007124.2 NP_009055.2 c.450G>A  p.T150T GACxAAC + 7402 216 0 0% 198 35 15% NA. NA.

CC-P002 chr6 144875967 C A UTRN EX48 synonymous NM_007124.2 NP_009055.2 c.7072C>A  p.R2358R GCTxGAC + 7402 52 0 0% 32 8 20% NA. NA.

CC-P002 chr6 158359772 G A SNX9 EX16 synonymous NM_016224.3 NP_057308.1 c.1641G>A  p.A547A CGCxTTG + 51429 114 0 0% 109 23 17.40% NA. NA.

CC-P002 chr7 27147636 G A HOXA3 EX4E synonymous NM_153631.2 NP_705895.1 c.1230C>T  p.H410H CCCxTGG - 3200 48 0 0% 82 37 31% NA. NA.

CC-P002 chr7 50607697 G A DDC EX3 synonymous NM_001082971.1 NP_001076440.1 c.231C>T  p.F77F GGCxAAG - 1644 50 0 0% 61 11 15.20% NA. NA.

CC-P002 chr7 86493629 C T GRM3 EX6E synonymous NM_000840.2 NP_000831.2 c.2598C>T  p.C866C GTGxAAT + 2913 236 0 0% 173 36 17.20% NA. NA.

CC-P002 chr7 86815274 C T DMTF1 EX12 synonymous NM_001142327.1 NP_001135799.1 c.1179C>T  p.N393N AAAxCAT + 9988 150 0 0% 130 20 13.30% NA. NA.

CC-P002 chr7 91865735 G T KRIT1 EX8 synonymous NM_194456.1 NP_919438.1 c.477C>A  p.A159A CAAxGCT - 889 207 0 0% 154 20 11.40% NA. NA.

CC-P002 chr7 107595985 G C LAMB1 EX21 synonymous NM_002291.2 NP_002282.2 c.2781C>G  p.R927R CTGxCGT - 3912 54 0 0% 46 11 19.20% NA. NA.

CC-P002 chr7 129962465 G A CPA4 EX11E synonymous NM_016352.3 NP_057436.2 c.1215G>A  p.T405T GACxTGG + 51200 213 0 0% 180 64 26.20% NA. NA.

CC-P002 chr7 141795442 G A MGAM EX41 synonymous NM_004668.2 NP_004659.2 c.4848G>A  p.L1616L GTTxCCA + 8972 104 0 0% 131 37 22% NA. NA.

CC-P002 chr7 150774274 G A FASTK EX8 synonymous NM_006712.4 NP_006703.1 c.1341C>T  p.T447T CTGxGTC - 10922 88 0 0% 86 33 27.70% NA. NA.

CC-P002 chr7 158448079 C T NCAPG2 EX20 synonymous NM_017760.5 NP_060230.5 c.2457G>A  p.P819P TCGxGGG - 54892 153 0 0% 140 35 20% NA. NA.

CC-P002 chr8 21974427 G A HR EX17 synonymous NM_005144.4 NP_005135.2 c.3339C>T  p.P1113P TCCxGGG - 55806 69 0 0% 78 29 27.10% NA. NA.

CC-P002 chr8 77776021 G A ZFHX4 EX11E synonymous NM_024721.4 NP_078997.4 c.10071G>A  p.P3357P GCCxCAA + 79776 187 0 0% 164 20 10.80% NA. NA.

CC-P002 chr8 139611091 C T COL22A1 EX61 synonymous NM_152888.1 NP_690848.1 c.4236G>A  p.Q1412Q AGGxTGG - 169044 119 0 0% 117 15 11.30% NA. NA.

CC-P002 chr8 142178128 G A DENND3 EX13 synonymous NM_014957.2 NP_055772.2 c.1539G>A  p.P513P CCCxTAT + 22898 76 0 0% 85 26 23.40% NA. NA.

CC-P002 chr8 142188177 C T DENND3 EX16 synonymous NM_014957.2 NP_055772.2 c.2478C>T  p.Y826Y CTAxGTC + 22898 63 0 0% 45 28 38.30% NA. NA.

CC-P002 chr8 144992433 G A PLEC EX32E synonymous NM_201380.2 NP_958782.1 c.11967C>T  p.D3989D CTCxTCG - 5339 80 0 0% 75 28 27.10% NA. NA.

CC-P002 chr9 35095353 A G PIGO EX2 synonymous NM_032634.3 NP_116023.2 c.210T>C  p.V70V CACxACC - 84720 40 0 0% 37 11 22.90% NA. NA.

CC-P002 chr9 90500569 G A SPATA31E1 EX4E synonymous NM_178828.4 NP_849150.3 c.1167G>A  p.P389P CCCxCAC + 286234 128 0 0% 104 32 23.50% NA. NA.

CC-P002 chr9 91961901 C T SECISBP2 EX11 synonymous NM_024077.3 NP_076982.3 c.1540C>T  p.L514L CCAxTGA + 79048 176 0 0% 113 25 18.10% NA. NA.

CC-P002 chr9 117165599 C T DFNB31 EX11 synonymous NM_015404.3 NP_056219.3 c.2439G>A  p.T813T GGAxGTG - 25861 114 0 0% 106 21 16.50% NA. NA.

CC-P002 chr9 117848975 G T TNC EX3 synonymous NM_002160.3 NP_002151.2 c.1035C>A  p.T345T GCAxGTG - 3371 148 0 0% 131 29 18.10% NA. NA.

CC-P002 chr9 124532869 C T DAB2IP EX11 synonymous NM_032552.2 NP_115941.2 c.1860C>T  p.D620D GGAxGTC + 153090 75 0 0% 83 18 17.80% NA. NA.

CC-P002 chr9 125316201 A G OR1N2 EX1E synonymous NM_001004457.1 NP_001004457.1 c.753A>G  p.R251R GAGxTGG + 138882 102 0 0% 79 32 28.80% NA. NA.

CC-P002 chr9 128094338 C T GAPVD1 EX12 synonymous NM_015635.2 NP_056450.2 c.2307C>T  p.S769S GTCxGGT + 26130 141 0 0% 130 44 25.20% NA. NA.

CC-P002 chr9 140344465 C T NELF EX14 synonymous NM_001130969.1 NP_001124441.1 c.1329G>A  p.R443R CAGxCGC - 26012 31 0 0% 21 8 27.50% NA. NA.

CC-P002 chr10 6262759 C T PFKFB3 EX8 synonymous NM_004566.3 NP_004557.1 c.762C>T  p.H254H GCAxGGC + 5209 64 0 0% 63 9 12.50% NA. NA.

CC-P002 chr10 7679354 C T ITIH5 EX5 synonymous NM_030569.6 NP_085046.5 c.489G>A  p.L163L CTGxAGA - 80760 34 0 0% 43 11 20.30% NA. NA.

CC-P002 chr10 27035291 C T PDSS1 EX12E synonymous NM_014317.3 NP_055132.2 c.1137C>T  p.L379L CCTxGCC + 23590 200 0 0% 226 51 18.40% NA. NA.

CC-P002 chr10 30317877 G A KIAA1462 EX3 synonymous NM_020848.2 NP_065899.1 c.1200C>T  p.S400S GGGxCTC - 57608 75 0 0% 57 18 24% NA. NA.

CC-P002 chr10 35360159 G A CUL2 EX2 synonymous NM_001198778.1 NP_001185707.1 c.144C>T  p.Y48Y GACxTAT - 8453 23 0 0% 15 7 31.80% NA. NA.

CC-P002 chr10 69961656 C T MYPN EX18 synonymous NM_032578.3 NP_115967.2 c.3564C>T  p.P1188P CCCxGTG + 84665 101 0 0% 96 22 18.60% NA. NA.

CC-P002 chr10 79778928 C T POLR3A EX9 synonymous NM_007055.3 NP_008986.2 c.1281G>A  p.Q427Q CATxTGC - 11128 66 0 0% 50 16 24.20% NA. NA.

CC-P002 chr10 94821036 C T CYP26C1 EX1 synonymous NM_183374.2 NP_899230.2 c.16C>T  p.L6L GGGxTGA + 340665 22 0 0% 27 14 34.10% NA. NA.

CC-P002 chr10 116049124 C T VWA2 EX12E synonymous NM_198496.1 NP_940898.1 c.1998C>T  p.G666G GGGxGTG + 340706 149 0 0% 140 15 9.60% NA. NA.

CC-P002 chr10 135084740 G T ADAM8 EX13 synonymous NM_001109.4 NP_001100.3 c.1338C>A  p.A446A CTGxGCC - 101 58 0 0% 51 15 22.70% NA. NA.

CC-P002 chr11 6291529 C T CCKBR EX3 synonymous NM_176875.3 NP_795344.1 c.615C>T  p.C205C GTGxGTG + 887 67 0 0% 45 11 19.60% NA. NA.

CC-P002 chr11 6580456 C T DNHD1 EX28 synonymous NM_144666.2 NP_653267.2 c.9462C>T  p.H3154H GCAxGGT + 144132 54 0 0% 32 7 17.90% NA. NA.

CC-P002 chr11 20101668 C T NAV2 EX25 synonymous NM_001111018.1 NP_001104488.1 c.5046C>T  p.S1682S CAGxGTC + 89797 160 0 0% 130 45 25.70% NA. NA.

CC-P002 chr11 31822291 G A PAX6 EX8 synonymous NM_001258462.1 NP_001245391.1 c.513C>T  p.G171G GGTxCCC - 5080 126 0 0% 118 31 20.80% NA. NA.

CC-P002 chr11 43427342 C T TTC17 EX13 synonymous NM_018259.5 NP_060729.2 c.1602C>T  p.H534H CCAxGAA + 55761 51 0 0% 42 9 17.60% NA. NA.

CC-P002 chr11 47367870 C T MYBPC3 EX12 synonymous NM_000256.3 NP_000247.2 c.978G>A  p.R326R CTGxCGT - 4607 105 0 0% 69 13 15.80% NA. NA.

CC-P002 chr11 47776176 G A FNBP4 EX3 synonymous NM_015308.2 NP_056123.2 c.354C>T  p.D118D ATCxTCA - 23360 168 0 0% 165 33 16.60% NA. NA.

CC-P002 chr11 48328497 C T OR4S1 EX1E synonymous NM_001004725.1 NP_001004725.1 c.723C>T  p.H241H ACAxGTA + 256148 67 1 1.40% 60 14 18.90% NA. NA.

CC-P002 chr11 65413784 G A SIPA1 EX7 synonymous NM_153253.29 NP_694985.29 c.1356G>A  p.S452S CTCxCAC + 6494 25 0 0% 41 10 19.60% NA. NA.

CC-P002 chr11 72005417 C T CLPB EX15 synonymous NM_030813.4 NP_110440.1 c.1722G>A  p.S574S CTCxGAG - 81570 85 0 0% 69 22 24.10% NA. NA.

CC-P002 chr11 74994427 C T ARRB1 EX5 synonymous NM_004041.4 NP_004032.2 c.258G>A  p.S86S GAAxGAC - 408 52 0 0% 45 7 13.40% NA. NA.

CC-P002 chr11 86103674 G A CCDC81 EX4 synonymous NM_001156474.1 NP_001149946.1 c.390G>A  p.T130T GACxTTG + 60494 67 0 0% 57 13 18.50% NA. NA.

CC-P002 chr11 111851468 T A DIXDC1 EX6 synonymous NM_001037954.2 NP_001033043.1 c.663T>A  p.T221T GACxTCA + 85458 140 0 0% 146 39 21% NA. NA.

CC-P002 chr11 120989190 C T TECTA EX6 synonymous NM_005422.2 NP_005413.2 c.966C>T  p.C322C ATGxGTG + 7007 182 0 0% 154 38 19.70% NA. NA.

CC-P002 chr11 124747930 G A ROBO3 EX21 synonymous NM_022370.3 NP_071765.2 c.3084G>A  p.E1028E GGAxCTG + 64221 217 0 0% 169 37 17.90% NA. NA.

CC-P002 chr11 126213258 C T DCPS EX5 synonymous NM_014026.3 NP_054745.1 c.693C>T  p.R231R ACGxGAC + 28960 92 0 0% 98 18 15.50% NA. NA.

CC-P002 chr12 3757761 C T EFCAB4B EX11 synonymous NM_001144958.1 NP_001138430.1 c.1065G>A  p.T355T CTCxGTC - 84766 55 0 0% 44 11 20% NA. NA.

CC-P002 chr12 4870201 C T GALNT8 EX7 synonymous NM_017417.1 NP_059113.1 c.1251C>T  p.Y417Y CTAxGCC + 26290 26 0 0% 15 8 34.70% NA. NA.

CC-P002 chr12 9004419 C T A2ML1 EX19 synonymous NM_144670.4 NP_653271.2 c.2274C>T  p.D758D TGAxGCC + 144568 302 0 0% 297 61 17% NA. NA.

CC-P002 chr12 18891475 T C CAPZA3 EX1E synonymous NM_033328.2 NP_201585.1 c.273T>C  p.S91S TTCxTTC + 93661 69 0 0% 53 14 20.80% NA. NA.

CC-P002 chr12 19427825 C T PLEKHA5 EX11 synonymous NM_001256470.1 NP_001243399.1 c.1221C>T  p.A407A GGCxGAT + 54477 84 0 0% 48 7 12.70% NA. NA.

CC-P002 chr12 30878945 C T CAPRIN2 EX9 synonymous NM_032156.3 NP_115532.3 c.1860G>A  p.L620L CTGxAGT - 65981 58 0 0% 36 17 32% NA. NA.

CC-P002 chr12 46322434 A G SCAF11 EX11 synonymous NM_004719.2 NP_004710.2 c.1050T>C  p.G350G GTTxCCT - 9169 67 0 0% 61 11 15.20% NA. NA.

CC-P002 chr12 49427664 T C MLL2 EX39 synonymous NM_003482.3 NP_003473.3 c.10824A>G  p.Q3608Q TTGxTGC - 8085 63 0 0% 50 10 16.60% NA. NA.

CC-P002 chr12 51458273 C T CSRNP2 EX5E synonymous NM_030809.2 NP_110436.1 c.888G>A  p.P296P AGTxGGG - 81566 170 0 0% 134 51 27.50% NA. NA.

CC-P002 chr12 53292591 G A KRT8 EX6 synonymous NM_002273.3 NP_002264.1 c.1074C>T  p.A358A GGCxGCC - 3856 65 0 0% 52 27 34.10% NA. NA.

CC-P002 chr12 55945478 A G OR6C4 EX1E synonymous NM_001005494.1 NP_001005494.1 c.468A>G  p.P156P ACCxCCA + 341418 39 0 0% 14 7 33.30% NA. NA.

CC-P002 chr12 57327779 C T SDR9C7 EX1 synonymous NM_148897.2 NP_683695.1 c.267G>A  p.A89A GGCxGCC - 121214 161 0 0% 127 37 22.50% NA. NA.

CC-P002 chr12 64521472 G A SRGAP1 EX20 synonymous NM_020762.2 NP_065813.1 c.2508G>A  p.P836P CCCxACA + 57522 260 0 0% 280 70 20% NA. NA.

CC-P002 chr12 67696290 C T CAND1 EX8 synonymous NM_018448.3 NP_060918.2 c.1188C>T  p.H396H TCAxGCA + 55832 108 1 0.90% 95 24 20.10% NA. NA.

CC-P002 chr12 71960666 C T LGR5 EX11 synonymous NM_003667.2 NP_003658.1 c.1044C>T  p.C348C CTGxAAT + 8549 219 2 0.90% 219 63 22.30% NA. NA.

CC-P002 chr12 78574731 G A NAV3 EX29 synonymous NM_014903.4 NP_055718.4 c.5532G>A  p.P1844P ACCxTCA + 89795 130 0 0% 149 32 17.60% NA. NA.

CC-P002 chr12 100657505 C T DEPDC4 EX2 synonymous NM_152317.2 NP_689530.1 c.324G>A  p.T108T GCAxGTG - 120863 126 0 0% 107 20 15.70% NA. NA.

CC-P002 chr12 110771846 A G ATP2A2 EX11 synonymous NM_001681.3 NP_001672.1 c.1317A>G  p.E439E AGAxGCT + 488 58 0 0% 57 14 19.70% NA. NA.

CC-P002 chr12 117593669 G A FBXO21 EX11 synonymous NM_033624.2 NP_296373.1 c.1623C>T  p.S541S CAGxCTG - 23014 121 0 0% 106 15 12.30% NA. NA.

CC-P002 chr12 124421698 C T CCDC92 EX5E synonymous NM_025140.1 NP_079416.1 c.903G>A  p.P301P CTGxGGC - 80212 50 0 0% 38 11 22.40% NA. NA.

CC-P002 chr12 133779169 C T ZNF268 EX6E synonymous NM_003415.2 NP_003406.1 c.897C>T  p.A299A TGCxGAA + 10795 57 0 0% 53 15 22% NA. NA.

CC-P002 chr13 37269335 C T SERTM1 EX2E synonymous NM_203451.2 NP_982276.2 c.120C>T  p.N40N AAAxGTC + 400120 118 0 0% 119 15 11.10% NA. NA.

CC-P002 chr13 50204841 C T ARL11 EX2E synonymous NM_138450.5 NP_612459.1 c.258C>T  p.Y86Y GTAxGTG + 115761 66 0 0% 34 10 22.70% NA. NA.

CC-P002 chr14 20388789 G T OR4K5 EX1E synonymous NM_001005483.1 NP_001005483.1 c.24G>T  p.V8V AGTxGTG + 79317 234 0 0% 204 29 12.40% NA. NA.

CC-P002 chr14 23511662 G A PSMB11 EX1E synonymous NM_001099780.1 NP_001093250.1 c.228G>A  p.A76A GGCxTGT + 122706 245 4 1.60% 198 68 25.50% NA. NA.

CC-P002 chr14 24041102 C T JPH4 EX5 synonymous NM_032452.2 NP_115828.2 c.1179G>A  p.V393V TGCxACT - 84502 140 0 0% 130 24 15.50% NA. NA.

CC-P002 chr14 74727409 C T VSX2 EX5E synonymous NM_182894.2 NP_878314.1 c.873C>T  p.D291D CGAxGCT + 338917 111 0 0% 72 22 23.40% NA. NA.

CC-P002 chr14 75576493 G T NEK9 EX10 synonymous NM_033116.4 NP_149107.4 c.1077C>A  p.P359P CTGxGGG - 91754 126 0 0% 138 18 11.50% NA. NA.

CC-P002 chr14 93125738 C T RIN3 EX7 synonymous NM_024832.3 NP_079108.3 c.2259C>T  p.Y753Y CTAxTCA + 79890 117 0 0% 126 32 20.20% NA. NA.

CC-P002 chr14 93760619 G A BTBD7 EX3 synonymous NM_001002860.2 NP_001002860.2 c.747C>T  p.V249V GACxACA - 55727 100 0 0% 100 21 17.30% NA. NA.

CC-P002 chr14 99640695 G A BCL11B EX4E synonymous NM_138576.2 NP_612808.1 c.2478C>T  p.C826C CTCxCAC - 64919 46 0 0% 74 20 21.20% NA. NA.

CC-P002 chr15 43818651 G A MAP1A EX4 synonymous NM_002373.5 NP_002364.5 c.4980G>A  p.P1660P GCCxGCT + 4130 266 0 0% 234 58 19.80% NA. NA.

CC-P002 chr15 49285085 G A SECISBP2L EX18E synonymous NM_001193489.1 NP_001180418.1 c.2662C>T  p.L888L CCAxTCC - 9728 47 0 0% 34 8 19% NA. NA.

CC-P002 chr15 63125708 G A TLN2 EX52 synonymous NM_015059.2 NP_055874.2 c.7008G>A  p.A2336A AGCxGAT + 83660 93 0 0% 94 25 21% NA. NA.

CC-P002 chr15 64966130 G A ZNF609 EX4 synonymous NM_015042.1 NP_055857.1 c.1077G>A  p.P359P CCCxACC + 23060 174 0 0% 161 32 16.50% NA. NA.

CC-P002 chr15 65667664 C T IGDCC3 EX2 synonymous NM_004884.3 NP_004875.2 c.180G>A  p.V60V CAGxACT - 9543 137 0 0% 118 38 24.30% NA. NA.

CC-P002 chr15 68378937 G A PIAS1 EX2 synonymous NM_016166.1 NP_057250.1 c.318G>A  p.S106S ATCxCCA + 8554 94 0 0% 69 14 16.80% NA. NA.

CC-P002 chr15 74276452 G A STOML1 EX7E synonymous NM_004809.4 NP_004800.2 c.1023C>T  p.H341H CCCxTGT - 9399 134 0 0% 150 44 22.60% NA. NA.

CC-P002 chr15 101775671 C T CHSY1 EX2 synonymous NM_014918.4 NP_055733.2 c.432G>A  p.P144P GGGxGGG - 22856 85 0 0% 96 12 11.10% NA. NA.

CC-P002 chr16 1639732 G A IFT140 EX7 synonymous NM_014714.3 NP_055529.2 c.684C>T  p.S228S TGCxGAC - 9742 96 0 0% 60 11 15.40% NA. NA.

CC-P002 chr16 2153688 C T PKD1 EX23 synonymous NM_001009944.2 NP_001009944.2 c.8370G>A  p.P2790P CCGxGGG - 5310 198 0 0% 196 25 11.30% NA. NA.

CC-P002 chr16 2336835 C T ABCA3 EX22 synonymous NM_001089.2 NP_001080.2 c.3138G>A  p.A1046A GTAxGCC - 21 145 0 0% 135 28 17.10% NA. NA.

CC-P002 chr16 11781802 G A TXNDC11 EX10 synonymous NM_015914.5 NP_056998.4 c.2064C>T  p.Y688Y AGCxTAA - 51061 38 0 0% 29 19 39.50% NA. NA.

CC-P002 chr16 20362054 C T UMOD EX2 synonymous NM_003361.2 NP_003352.2 c.6G>A  p.G2G CTGxCCC - 7369 37 0 0% 32 10 23.80% NA. NA.

CC-P002 chr16 23366760 C T SCNN1B EX4 synonymous NM_000336.2 NP_000327.2 c.726C>T  p.G242G CGGxGAG + 6338 278 0 0% 189 57 23.10% NA. NA.

CC-P002 chr16 31447211 C T ZNF843 EX2E synonymous NM_001136509.1 NP_001129981.1 c.960G>A  p.P320P GGGxGGT - 283933 228 1 0.40% 206 75 26.60% NA. NA.

CC-P002 chr16 53340186 C T CHD9 EX32 synonymous NM_025134.4 NP_079410.4 c.6657C>T  p.S2219S AAGxGTC + 80205 40 0 0% 36 8 18.10% NA. NA.

CC-P002 chr16 69148311 C T HAS3 EX4E synonymous NM_001199280.1 NP_001186209.1 c.804C>T  p.N268N CAAxGTG + 3038 81 0 0% 78 9 10.30% NA. NA.

CC-P002 chr16 70690943 C T IL34 EX5 synonymous NM_152456.2 NP_689669.2 c.321C>T  p.D107D GGAxGTG + 146433 124 0 0% 74 26 26% NA. NA.



CC-P002 chr16 75269225 G A BCAR1 EX6 synonymous NM_001170714.1 NP_001164185.1 c.1710C>T  p.S570S CGCxCTG - 9564 97 0 0% 66 18 21.40% NA. NA.

CC-P002 chr16 84129304 A G MBTPS1 EX4 synonymous NM_003791.2 NP_003782.1 c.528T>C  p.A176A CGTxGCA - 8720 74 0 0% 48 11 18.60% NA. NA.

CC-P002 chr16 89351915 G A ANKRD11 EX10 synonymous NM_001256182.1 NP_001243111.1 c.1035C>T  p.D345D CTCxTCC - 29123 71 0 0% 47 18 27.60% NA. NA.

CC-P002 chr17 2139837 G A SMG6 EX10 synonymous NM_017575.4 NP_060045.4 c.2818C>T  p.L940L GCAxCAT - 23293 112 0 0% 85 19 18.20% NA. NA.

CC-P002 chr17 6980236 C T CLEC10A EX4 synonymous NM_182906.2 NP_878910.1 c.255G>A  p.A85A CTCxGCC - 10462 374 0 0% 287 95 24.80% NA. NA.

CC-P002 chr17 7290438 T C TNK1 EX9 synonymous NM_001251902.1 NP_001238831.1 c.1377T>C  p.P459P CCCxGCC + 8711 66 1 1.40% 49 14 22.20% NA. NA.

CC-P002 chr17 7401124 C T POLR2A EX7 synonymous NM_000937.4 NP_000928.1 c.1137C>T  p.G379G TGGxGTG + 5430 133 0 0% 126 33 20.70% NA. NA.

CC-P002 chr17 7404907 G A POLR2A EX14 synonymous NM_000937.4 NP_000928.1 c.2208G>A  p.T736T GACxTTT + 5430 298 0 0% 263 82 23.70% NA. NA.

CC-P002 chr17 27044011 C T NARR EX2 synonymous NM_001256281.1 NP_001243210.1 c.498G>A  p.V166V AGGxACT - 100861437 226 0 0% 339 23 6.30% NA. NA.

CC-P002 chr17 56585864 G A MTMR4 EX7 synonymous NM_004687.4 NP_004678.3 c.516C>T  p.N172N GACxTTC - 9110 76 0 0% 59 23 28% NA. NA.

CC-P002 chr17 73235121 G A GGA3 EX15 synonymous NM_138619.2 NP_619525.1 c.1824C>T  p.R608R GATxCGG - 23163 169 0 0% 185 41 18.10% NA. NA.

CC-P002 chr17 79257251 G A SLC38A10 EX4 synonymous NM_001037984.1 NP_001033073.1 c.315C>T  p.G105G GTCxCCG - 124565 82 0 0% 42 22 34.30% NA. NA.

CC-P002 chr17 80332407 C T UTS2R EX1E synonymous NM_018949.1 NP_061822.1 c.207C>T  p.N69N CAAxGCC + 2837 35 0 0% 32 8 20% NA. NA.

CC-P002 chr18 29784262 T C MEP1B EX7 synonymous NM_005925.2 NP_005916.2 c.486T>C  p.H162H GCAxGAG + 4225 174 0 0% 96 23 19.30% NA. NA.

CC-P002 chr18 34647446 G A KIAA1328 EX7 synonymous NM_020776.1 NP_065827.1 c.1170G>A  p.Q390Q CCAxCAG + 57536 63 0 0% 39 14 26.40% NA. NA.

CC-P002 chr18 47500827 C T MYO5B EX10 synonymous NM_001080467.2 NP_001073936.1 c.1215G>A  p.A405A CTTxGCC - 4645 28 0 0% 14 7 33.30% NA. NA.

CC-P002 chr19 2757774 G A SGTA EX10 synonymous NM_003021.3 NP_003012.1 c.744C>T  p.S248S GCCxGAC - 6449 93 0 0% 98 15 13.20% NA. NA.

CC-P002 chr19 3576580 C T HMG20B EX7 synonymous NM_006339.2 NP_006330.2 c.549C>T  p.F183F CTTxGAT + 10362 156 0 0% 145 29 16.60% NA. NA.

CC-P002 chr19 5082383 G A KDM4B EX9 synonymous NM_015015.2 NP_055830.1 c.786G>A  p.T262T CACxCAG + 23030 159 0 0% 116 30 20.50% NA. NA.

CC-P002 chr19 11917140 G A ZNF491 EX3E synonymous NM_152356.3 NP_689569.2 c.372G>A  p.T124T AACxCAC + 126069 102 0 0% 63 18 22.20% NA. NA.

CC-P002 chr19 15558978 G A WIZ EX2 synonymous NM_021241.2 NP_067064.2 c.141C>T  p.T47T ACGxGTG - 58525 100 1 0.90% 101 29 22.30% NA. NA.

CC-P002 chr19 17759400 C T UNC13A EX16 synonymous NM_001080421.2 NP_001073890.2 c.1656G>A  p.T552T TGGxGTC - 23025 31 0 0% 24 6 20% NA. NA.

CC-P002 chr19 22940767 G T ZNF99 EX4E synonymous NM_001080409.2 NP_001073878.2 c.1944C>A  p.P648P GTAxGGT - 7652 102 1 0.90% 42 5 10.60% NA. NA.

CC-P002 chr19 40873685 C T PLD3 EX6 synonymous NM_012268.2 NP_036400.2 c.328C>T  p.L110L TGGxTGG + 23646 80 0 0% 44 21 32.30% NA. NA.

CC-P002 chr19 42482423 G A ATP1A3 EX13 synonymous NM_152296.4 NP_689509.1 c.1686C>T  p.D562D ACAxTCG - 478 101 0 0% 70 19 21.30% NA. NA.

CC-P002 chr19 44777659 A G ZNF233 EX5E synonymous NM_181756.2 NP_861421.2 c.846A>G  p.R282R AAGxGAC + 353355 55 0 0% 41 5 10.80% NA. NA.

CC-P002 chr19 44803046 G C ZNF235 EX4 synonymous NM_004234.4 NP_004225.3 c.153C>G  p.S51S GAAxGAC - 9310 22 0 0% 30 15 33.30% NA. NA.

CC-P002 chr19 45974036 G A FOSB EX2 synonymous NM_006732.2 NP_006723.2 c.276G>A  p.P92P CCCxGTC + 2354 101 0 0% 90 19 17.40% NA. NA.

CC-P002 chr19 51995033 C T SIGLEC12 EX8E synonymous NM_053003.2 NP_443729.1 c.1650G>A  p.P550P TGGxGGA - 89858 156 0 0% 116 26 18.30% NA. NA.

CC-P002 chr19 57286275 C T ZIM2 EX11E synonymous NM_015363.4 NP_056178.3 c.1365G>A  p.Q455Q CCGxTGA - 23619 181 0 0% 111 23 17.10% NA. NA.

CC-P002 chr19 58371136 G C ZNF587 EX3E synonymous NM_032828.3 NP_116217.1 c.1356G>C  p.L452L TCTxGTT + 84914 190 0 0% 160 21 11.60% NA. NA.

CC-P002 chr20 35443979 G A SOGA1 EX5 synonymous NM_080627.2 NP_542194.2 c.1866C>T  p.A622A CCCxGCC - 140710 80 0 0% 72 21 22.50% NA. NA.

CC-P002 chr20 35731224 G A C20orf132 EX23 synonymous NM_152503.4 NP_689716.4 c.3025C>T  p.L1009L ACAxCAG - 140699 74 0 0% 80 11 12% NA. NA.

CC-P002 chr20 52789987 G A CYP24A1 EX1 synonymous NM_000782.4 NP_000773.2 c.132C>T  p.C44C CGGxCAG - 1591 63 0 0% 50 8 13.70% NA. NA.

CC-P002 chr20 60912879 G A LAMA5 EX15 synonymous NM_005560.3 NP_005551.3 c.2007C>T  p.H669H GCCxTGA - 3911 139 0 0% 128 40 23.80% NA. NA.

CC-P002 chr21 37785339 C A CHAF1B EX12 synonymous NM_005441.2 NP_005432.1 c.1219C>A  p.R407R CATxGAG + 8208 38 0 0% 25 7 21.80% NA. NA.

CC-P002 chr21 40547558 T C PSMG1 EX7E synonymous NM_003720.3 NP_003711.1 c.825A>G  p.K275K CAAxTTC - 8624 69 0 0% 62 8 11.40% NA. NA.

CC-P002 chr21 47783842 C A PCNT EX14 synonymous NM_006031.5 NP_006022.3 c.2602C>A  p.R868R GCCxGGA + 5116 67 0 0% 40 14 25.90% NA. NA.

CC-P002 chr22 19223297 A G CLTCL1 EX6 synonymous NM_007098.3 NP_009029.3 c.891T>C  p.R297R AATxCGG - 8218 204 0 0% 219 22 9.10% NA. NA.

CC-P002 chr22 20127398 C T ZDHHC8 EX4 synonymous NM_001185024.1 NP_001171953.1 c.540C>T  p.A180A AGCxGCG + 29801 159 0 0% 222 42 15.90% NA. NA.

CC-P002 chr22 23596014 C T BCR EX2 synonymous NM_004327.3 NP_004318.3 c.1308C>T  p.Y436Y ATAxGGC + 613 43 0 0% 37 9 19.50% NA. NA.

CC-P002 chr22 24829522 G A ADORA2A EX2 synonymous NM_000675.4 NP_000666.2 c.150G>A  p.A50A GGCxGCC + 135 55 0 0% 38 11 22.40% NA. NA.

CC-P002 chr22 25315860 G A SGSM1 EX25 synonymous NM_001039948.2 NP_001035037.1 c.3258G>A  p.A1086A TGCxCAC + 129049 66 0 0% 45 10 18.10% NA. NA.

CC-P002 chr22 29750722 G T AP1B1 EX7 synonymous NM_001127.3 NP_001118.3 c.855C>A  p.A285A TGGxGCC - 162 247 0 0% 184 49 21% NA. NA.

CC-P002 chr22 30572075 C T HORMAD2 EX11E synonymous NM_152510.2 NP_689723.1 c.843C>T  p.C281C GTGxAGT + 150280 85 0 0% 104 27 20.60% NA. NA.

CC-P002 chr22 40257852 C T ENTHD1 EX3 synonymous NM_152512.3 NP_689725.2 c.510G>A  p.A170A GCAxGCT - 150350 254 0 0% 262 66 20.10% NA. NA.

CC-P002 chr22 42032731 A G XRCC6 EX5 synonymous NM_001469.3 NP_001460.1 c.546A>G  p.K182K CAAxGCC + 2547 53 0 0% 61 25 29% NA. NA.

CC-P002 chr22 44237751 G A SULT4A1 EX2 synonymous NM_014351.3 NP_055166.1 c.231C>T  p.I77I GCCxATC - 25830 51 0 0% 38 20 34.40% NA. NA.

CC-P002 chr22 46345819 G A WNT7B EX2 synonymous NM_058238.2 NP_478679.1 c.279C>T  p.F93F CCCxAAG - 7477 94 0 0% 69 23 25% NA. NA.

CC-P002 chr22 50671832 C T TUBGCP6 EX3 synonymous NM_020461.3 NP_065194.2 c.1029G>A  p.Q343Q GGGxTGC - 85378 56 0 0% 41 19 31.60% NA. NA.

CC-P002 chrX 17744743 C T NHS EX6 synonymous NM_198270.2 NP_938011.1 c.2454C>T  p.S818S AAGxATC + 4810 40 0 0% 38 13 25.40% NA. NA.

CC-P002 chrX 43590523 C T MAOA EX7 synonymous NM_000240.3 NP_000231.1 c.681C>T  p.S227S GAGxGAA + 4128 267 1 0.30% 237 41 14.70% NA. NA.

CC-P002 chrX 48820064 G A KCND1 EX6E synonymous NM_004979.4 NP_004970.3 c.1722C>T  p.R574R GGAxCGG - 3750 24 0 0% 18 7 28% NA. NA.

CC-P002 chrX 54841737 G A MAGED2 EX12 synonymous NM_201222.1 NP_957516.1 c.1443G>A  p.A481A AGCxGAT + 10916 42 0 0% 38 11 22.40% NA. NA.

CC-P002 chrX 151358223 C T GABRA3 EX9 synonymous NM_000808.3 NP_000799.1 c.1122G>A  p.V374V TGGxACC - 2556 57 0 0% 29 7 19.40% NA. NA.

CC-P005 chr1 16242753 C T SPEN EX6 synonymous NM_015001.2 NP_055816.2 c.1374C>T  p.F458F CTTxCAG + 23013 144 0 0% 164 14 7.80% NA. NA.

CC-P005 chr2 56419629 C T CCDC85A EX2 synonymous NM_001080433.1 NP_001073902.1 c.294C>T  p.L98L ACTxCAG + 114800 185 0 0% 177 57 24.30% NA. NA.

CC-P005 chr3 45800500 G C SLC6A20 EX11E synonymous NM_020208.3 NP_064593.1 c.1749C>G  p.L583L CTTxAGG - 54716 101 0 0% 68 17 20% NA. NA.

CC-P005 chr3 46449702 C G CCRL2 EX2E synonymous NM_001130910.1 NP_001124382.1 c.168C>G  p.L56L ACTxTGC + 9034 78 0 0% 42 9 17.60% NA. NA.

CC-P005 chr3 141161239 C G ZBTB38 EX8E synonymous NM_001080412.2 NP_001073881.2 c.9C>G  p.V3V AGTxATG + 253461 199 0 0% 321 47 12.70% NA. NA.

CC-P005 chr4 185038936 C T ENPP6 EX4 synonymous NM_153343.3 NP_699174.1 c.651G>A  p.L217L CTTxAGG - 133121 341 0 0% 278 63 18.40% NA. NA.

CC-P005 chr6 31721352 G C MSH5 EX12 synonymous NM_172165.3 NP_751897.1 c.960G>C  p.L320L TCTxAAA + 4439 196 0 0% 254 62 19.60% NA. NA.

CC-P005 chr6 33169569 C G SLC39A7 EX2 synonymous NM_006979.2 NP_008910.2 c.459C>G  p.L153L CCTxTTC + 7922 151 0 0% 160 36 18.30% NA. NA.

CC-P005 chr7 140386999 G A ADCK2 EX5 synonymous NM_052853.3 NP_443085.2 c.1515G>A  p.L505L CCTxAGG + 90956 81 0 0% 42 5 10.60% NA. NA.

CC-P005 chr8 62479764 C T ASPH EX17 synonymous NM_004318.3 NP_004309.2 c.1263G>A  p.L421L ACTxAGC - 444 46 0 0% 46 19 29.20% NA. NA.

CC-P005 chr8 139165395 C G FAM135B EX13 synonymous NM_015912.3 NP_056996.2 c.1323G>C  p.L441L TTTxAGA - 51059 71 0 0% 86 23 21.10% NA. NA.

CC-P005 chr9 5763283 C G KIAA1432 EX19 synonymous NM_020829.3 NP_065880.2 c.2256C>G  p.L752L TCTxTTC + 57589 87 0 0% 77 9 10.40% NA. NA.

CC-P005 chr9 27949557 G T LINGO2 EX7E synonymous NM_152570.2 NP_689783.1 c.1113C>A  p.P371P GGTxGGC - 158038 179 3 1.60% 163 51 23.80% NA. NA.

CC-P005 chr9 35806518 C G NPR2 EX16 synonymous NM_003995.3 NP_003986.2 c.2502C>G  p.L834L GCTxTAC + 4882 243 0 0% 190 47 19.80% NA. NA.

CC-P005 chr9 128001493 G C HSPA5 EX5 synonymous NM_005347.4 NP_005338.1 c.723C>G  p.V241V GAAxACA - 3309 147 0 0% 106 21 16.50% NA. NA.

CC-P005 chr9 134010308 G A NUP214 EX8 synonymous NM_005085.2 NP_005076.3 c.855G>A  p.E285E AGAxATA + 8021 76 0 0% 46 14 23.30% NA. NA.

CC-P005 chr10 50040658 A C WDFY4 EX39 synonymous NM_020945.1 NP_065996.1 c.6567A>C  p.A2189A TGCxCAC + 57705 57 0 0% 26 21 44.60% NA. NA.

CC-P005 chr11 64975573 C T CAPN1 EX15 synonymous NM_001198868.1 NP_001185797.1 c.1653C>T  p.F551F CTTxAGG + 823 102 0 0% 59 18 23.30% NA. NA.

CC-P005 chr11 68030097 C T C11orf24 EX4E synonymous NM_022338.3 NP_071733.1 c.366G>A  p.A122A GGCxGCA - 53838 83 0 0% 44 23 34.30% NA. NA.

CC-P005 chr11 116693389 G C APOA4 EX2 synonymous NM_000482.3 NP_000473.2 c.162C>G  p.L54L GGTxAGT - 337 83 0 0% 50 18 26.40% NA. NA.

CC-P005 chr12 56385224 C T RAB5B EX5 synonymous NM_002868.3 NP_002859.1 c.519C>T  p.L173L TCTxTTC + 5869 76 0 0% 77 20 20.60% NA. NA.

CC-P005 chr12 99174958 C T ANKS1B EX23 synonymous NM_152788.4 NP_690001.3 c.3303G>A  p.K1101K GACxTTC - 56899 121 0 0% 104 23 18.10% NA. NA.

CC-P005 chr12 112601042 C T HECTD4 EX75 synonymous NM_001109662.3 NP_001103132.3 c.12522G>A  p.L4174L CATxAGC - 283450 70 0 0% 55 7 11.20% NA. NA.

CC-P005 chr12 122265730 C T SETD1B EX15 synonymous NM_015048.1 NP_055863.1 c.5430C>T  p.V1810V GGTxATC + 23067 106 0 0% 67 24 26.30% NA. NA.

CC-P005 chr12 126137013 C T TMEM132B EX8 synonymous NM_052907.2 NP_443139.2 c.1926C>T  p.I642I CATxCTG + 114795 217 0 0% 178 39 17.90% NA. NA.

CC-P005 chr12 133384836 C T GOLGA3 EX5 synonymous NM_005895.3 NP_005886.2 c.819G>A  p.L273L CTTxAGG - 2802 210 0 0% 163 31 15.90% NA. NA.

CC-P005 chr13 113505356 G A ATP11A EX18 synonymous NM_032189.3 NP_115565.3 c.1815G>A  p.G605G GGGxCTC + 23250 37 0 0% 30 5 14.20% NA. NA.

CC-P005 chr14 23874514 G A MYH6 EX5 synonymous NM_002471.3 NP_002462.2 c.420C>T  p.A140A GGCxGCC - 4624 82 0 0% 70 20 22.20% NA. NA.

CC-P005 chr15 28478853 G A HERC2 EX28 synonymous NM_004667.5 NP_004658.3 c.4308C>T  p.V1436V ACCxACC - 8924 74 0 0% 73 13 15.10% NA. NA.

CC-P005 chr15 38229120 G A TMCO5A EX3 synonymous NM_152453.2 NP_689666.2 c.213G>A  p.T71T CACxATG + 145942 91 0 0% 102 26 20.30% NA. NA.

CC-P005 chr15 43712639 G A TP53BP1 EX21 synonymous NM_001141980.1 NP_001135452.1 c.4545C>T  p.V1515V TCCxACA - 7158 108 0 0% 86 14 14% NA. NA.

CC-P005 chr15 51293283 G C AP4E1 EX20 synonymous NM_007347.4 NP_031373.2 c.3156G>C  p.V1052V TGTxAAA + 23431 69 0 0% 72 15 17.20% NA. NA.

CC-P005 chr15 69011771 G A CORO2B EX11 synonymous NM_006091.4 NP_006082.3 c.1191G>A  p.L397L TTTxAAA + 10391 210 0 0% 171 39 18.50% NA. NA.

CC-P005 chr15 90997684 G A IQGAP1 EX14 synonymous NM_003870.3 NP_003861.1 c.1512G>A  p.L504L ACTxAAG + 8826 214 0 0% 190 54 22.10% NA. NA.

CC-P005 chr16 67433287 G C ZDHHC1 EX5 synonymous NM_013304.2 NP_037436.1 c.501C>G  p.L167L GTTxAGC - 29800 189 0 0% 137 37 21.20% NA. NA.

CC-P005 chr16 88799719 G C PIEZO1 EX19 synonymous NM_001142864.2 NP_001136336.2 c.2631C>G  p.V877V GTTxACA - 9780 76 0 0% 66 17 20.40% NA. NA.

CC-P005 chr17 3807290 G A P2RX1 EX5 synonymous NM_002558.2 NP_002549.1 c.456C>T  p.F152F GTTxAAG - 5023 147 0 0% 106 31 22.60% NA. NA.

CC-P005 chr17 26694998 G A VTN EX7 synonymous NM_000638.3 NP_000629.3 c.1062C>T  p.I354I GTAxATG - 7448 54 0 0% 42 7 14.20% NA. NA.

CC-P005 chr17 27308447 C T SEZ6 EX2 synonymous NM_178860.4 NP_849191.3 c.666G>A  p.E222E CTCxTCA - 124925 139 0 0% 74 21 22.10% NA. NA.

CC-P005 chr17 40270358 G A KAT2A EX7 synonymous NM_021078.2 NP_066564.2 c.1137C>T  p.F379F GGTxAAG - 2648 159 0 0% 187 23 10.90% NA. NA.

CC-P005 chr17 40947701 G A WNK4 EX16 synonymous NM_032387.4 NP_115763.2 c.3081G>A  p.E1027E TGAxCCT + 65266 166 0 0% 91 18 16.50% NA. NA.

CC-P005 chr17 73094242 C T SLC16A5 EX4 synonymous NM_004695.2 NP_004686.1 c.309C>T  p.L103L CCTxAGC + 9121 140 0 0% 104 24 18.70% NA. NA.

CC-P005 chr19 9071978 G A MUC16 EX3 synonymous NM_024690.2 NP_078966.2 c.15468C>T  p.I5156I GGTxATA - 94025 203 0 0% 171 43 20% NA. NA.

CC-P005 chr19 15484845 C T AKAP8 EX4 synonymous NM_005858.3 NP_005849.1 c.123G>A  p.Q41Q GTTxTGG - 10270 247 0 0% 259 57 18% NA. NA.

CC-P005 chr19 45992217 C T RTN2 EX7 synonymous NM_005619.4 NP_005610.1 c.1269G>A  p.L423L AGTxAGG - 6253 160 0 0% 124 21 14.40% NA. NA.

CC-P005 chr19 47225313 G A STRN4 EX16 synonymous NM_001039877.1 NP_001034966.1 c.2043C>T  p.S681S CATxGAG - 29888 107 0 0% 93 11 10.50% NA. NA.

CC-P005 chr19 54313239 G A NLRP12 EX3 synonymous NM_144687.2 NP_653288.1 c.1674C>T  p.L558L GGTxAGT - 91662 53 0 0% 34 12 26% NA. NA.

CC-P005 chr19 58048729 C T ZNF549 EX4E synonymous NM_001199295.1 NP_001186224.1 c.357C>T  p.L119L CCTxAGT + 256051 93 0 0% 65 14 17.70% NA. NA.

CC-P005 chr19 59028306 G C ZBTB45 EX2 synonymous NM_032792.2 NP_116181.1 c.735C>G  p.L245L AGTxAGG - 84878 217 0 0% 223 48 17.70% NA. NA.

CC-P005 chr20 2604986 G A TMC2 EX17 synonymous NM_080751.2 NP_542789.2 c.2250G>A  p.K750K CAAxATC + 117532 113 0 0% 72 11 13.20% NA. NA.

CC-P005 chr22 23637246 G A BCR EX16 synonymous NM_004327.3 NP_004318.3 c.2916G>A  p.L972L CCTxAGG + 613 106 0 0% 67 11 14.10% NA. NA.

CC-P005 chrX 50090759 G A CCNB3 EX10 synonymous NM_033031.2 NP_149020.2 c.3945G>A  p.K1315K GAAxAAG + 85417 230 0 0% 201 38 15.80% NA. NA.

CC-P005 chrX 117959417 C T ZCCHC12 EX4E synonymous NM_173798.2 NP_776159.1 c.210C>T  p.G70G TGGxGTC + 170261 182 0 0% 143 43 23.10% NA. NA.

CC-P005 chrX 123518199 C T TENM1 EX29 synonymous NM_014253.3 NP_055068.2 c.6561G>A  p.K2187K ACTxTTC - 10178 180 0 0% 182 38 17.20% NA. NA.

CC-P011 chr2 26950860 C T KCNK3 EX2E synonymous NM_002246.2 NP_002237.1 c.609C>T  p.G203G CGGxGAC + 3777 267 0 0% 259 65 20% NA. NA.

CC-P011 chr2 26998510 C T C2orf18 EX4 synonymous NM_017877.3 NP_060347.2 c.501C>T  p.H167H GCAxGAC + 54978 113 0 0% 134 22 14.10% NA. NA.

CC-P011 chr2 113180146 C T RGPD8 EX3 synonymous NM_001164463.1 NP_001157935.1 c.231G>A  p.E77E TTTxTCT - 727851 147 0 0% 176 29 14.10% NA. NA.

CC-P011 chr2 179666974 G A TTN EX3 synonymous NM_001267550.1 NP_001254479.1 c.186C>T  p.R62R AGCxCGG - 7273 147 2 1.30% 143 29 16.80% NA. NA.

CC-P011 chr4 123949361 A G SPATA5 EX11 synonymous NM_145207.2 NP_660208.2 c.1890A>G  p.G630G AGGxGGA + 166378 119 0 0% 75 9 10.70% NA. NA.

CC-P011 chr5 52096522 T C PELO EX2 synonymous NM_015946.4 NP_057030.3 c.294T>C  p.A98A GGCxTAC + 53918 164 1 0.60% 170 14 7.60% NA. NA.

CC-P011 chr5 140474836 C T PCDHB2 EX1E synonymous NM_018936.2 NP_061759.1 c.462C>T  p.F154F TTTxTTA + 56133 118 0 0% 97 13 11.80% NA. NA.

CC-P011 chr5 140801436 A G PCDHGA11 EX1 synonymous NM_018914.2 NP_061737.1 c.642A>G  p.T214T CACxGCT + 56105 51 0 0% 40 5 11.10% NA. NA.

CC-P011 chr8 74742699 T C UBE2W EX3 synonymous NM_001001481.2 NP_001001481.2 c.144A>G  p.L48L CTGxAGT - 55284 119 0 0% 120 16 11.70% NA. NA.

CC-P011 chr11 55927272 G A OR8K5 EX1E synonymous NM_001004058.2 NP_001004058.2 c.522C>T  p.I174I ACTxATG - 219453 69 0 0% 43 5 10.40% NA. NA.

CC-P011 chr11 61511073 G A DAGLA EX20E synonymous NM_006133.2 NP_006124.1 c.2241G>A  p.A747A TGCxGCG + 747 34 0 0% 22 18 45% NA. NA.

CC-P011 chr12 56233437 C T MMP19 EX5 synonymous NM_002429.4 NP_002420.1 c.609G>A  p.G203G CACxCCA - 4327 122 0 0% 53 51 49% NA. NA.

CC-P011 chr14 47351413 C T MDGA2 EX11 synonymous NM_001113498.2 NP_001106970.2 c.2250G>A  p.Q750Q GCGxTGC - 161357 178 0 0% 111 53 32.30% NA. NA.

CC-P011 chr15 40913605 C T CASC5 EX11 synonymous NM_170589.3 NP_733468.2 c.1221C>T  p.D407D AGAxAAA + 57082 133 0 0% 128 20 13.50% NA. NA.

CC-P011 chr19 12501451 C T ZNF799 EX4E synonymous NM_001080821.2 NP_001074290.1 c.1761G>A  p.P587P ATAxGGG - 90576 102 2 1.90% 63 9 12.50% NA. NA.

CC-P011 chr19 53304126 C A ZNF28 EX4E synonymous NM_006969.3 NP_008900.3 c.972G>T  p.G324G TTTxCCT - 7576 125 0 0% 123 22 15.10% NA. NA.

CC-P011 chr19 56422018 T A NLRP13 EX6 synonymous NM_176810.2 NP_789780.2 c.2193A>T  p.L731L GTCxAGC - 126204 159 0 0% 98 55 35.90% NA. NA.

CC-P011 chr21 34861410 T C DNAJC28 EX2E synonymous NM_017833.3 NP_060303.2 c.291A>G  p.K97K AGCxTTT - 54943 115 0 0% 101 20 16.50% NA. NA.

CC-P011 chr22 26219584 C T MYO18B EX13 synonymous NM_032608.5 NP_115997.5 c.2634C>T  p.I878I GATxATC + 84700 62 0 0% 17 7 29.10% NA. NA.

CC-C004 chr1 220088839 A T SLC30A10 EX4E synonymous NM_018713.2 NP_061183.2 c.1410T>A  p.L470L TTxAG - 55532 83 1 1.10% 148 33 18.20% NA. NA.

CC-C004 chr2 50779993 A G NRXN1 EX10 synonymous NM_001135659.1 NP_001129131.1 c.1611T>C  p.N537N GCxTT - 9378 84 1 1.10% 43 21 32.80% NA. NA.

CC-C004 chr2 60688979 C T BCL11A EX4 synonymous NM_018014.3 NP_060484.2 c.1068G>A  p.A356A GTxGC - 53335 56 0 0% 27 21 43.70% NA. NA.

CC-C004 chr3 153840864 G A ARHGEF26 EX2 synonymous NM_015595.3 NP_056410.3 c.1083G>A  p.K361K AAxGT + 26084 102 3 2.80% 137 24 14.90% NA. NA.

CC-C004 chr5 140559172 G A PCDHB8 EX1E synonymous NM_019120.3 NP_061993.2 c.1557G>A  p.S519S TCxCT + 56128 65 0 0% 62 19 23.40% NA. NA.

CC-C004 chr9 135929280 C G GTF3C5 EX6 synonymous NM_001122823.1 NP_001116295.1 c.939C>G  p.A313A GCxAA + 9328 102 0 0% 93 11 10.50% NA. NA.

CC-C004 chr10 95790935 C A PLCE1 EX2 synonymous NM_016341.3 NP_057425.3 c.132C>A  p.V44V GTxAG + 51196 88 2 2.20% 103 33 24.20% NA. NA.

CC-C004 chr11 1081728 C T MUC2 EX13 synonymous NM_002457.2 NP_002448.2 c.1656C>T  p.G552G GGxTT + 4583 57 0 0% 50 32 39% NA. NA.

CC-C004 chr11 6566867 C T DNHD1 EX21 synonymous NM_144666.2 NP_653267.2 c.4698C>T  p.R1566R CGxCA + 144132 31 0 0% 26 17 39.50% NA. NA.

CC-C004 chr12 2622119 C T CACNA1C EX9 synonymous NM_001129827.1 NP_001123299.1 c.1359C>T  p.D453D GAxGA + 775 64 0 0% 59 22 27.10% NA. NA.

CC-C004 chr14 23465163 T C C14orf93 EX3 synonymous NM_021944.2 NP_068763.2 c.912A>G  p.V304V AGxAC - 60686 81 1 1.20% 73 24 24.70% NA. NA.

CC-C004 chr14 44973815 A G FSCB EX1E synonymous NM_032135.3 NP_115511.3 c.2376T>C  p.S792S ACxGA - 84075 99 0 0% 56 60 51.70% NA. NA.

CC-C004 chr15 45411490 G A DUOXA1 EX9 synonymous NM_144565.2 NP_653166.2 c.846C>T  p.F282F AAxAA - 90527 58 0 0% 29 29 50% NA. NA.

CC-C004 chr15 93528871 C T CHD2 EX26 synonymous NM_001271.3 NP_001262.3 c.3381C>T  p.L1127L CTxGT + 1106 75 0 0% 42 34 44.70% NA. NA.

CC-C004 chr16 72134993 G T DHX38 EX10 synonymous NM_014003.3 NP_054722.2 c.1287G>T  p.P429P CCxGT + 9785 47 0 0% 34 27 44.20% NA. NA.

CC-C004 chr16 77822741 C T VAT1L EX1 synonymous NM_020927.1 NP_065978.1 c.162C>T  p.N54N AAxAA + 57687 53 0 0% 43 19 30.60% NA. NA.

CC-C004 chr17 26712074 C A SARM1 EX5 synonymous NM_015077.2 NP_055892.2 c.1410C>A  p.L470L CTxAC + 23098 69 0 0% 38 37 49.30% NA. NA.

CC-C004 chr17 74878255 C T MGAT5B EX2 synonymous NM_198955.1 NP_945193.1 c.237C>T  p.R79R CGxGG + 146664 53 0 0% 32 15 31.90% NA. NA.

CC-C004 chr19 14001255 G A C19orf57 EX6 synonymous NM_024323.3 NP_077299.3 c.414C>T  p.S138S GCxCT - 79173 31 0 0% 7 32 82% NA. NA.

CC-C004 chr19 50713943 C T MYH14 EX2 synonymous NM_001145809.1 NP_001139281.1 c.321C>T  p.A107A GCxGA + 79784 53 0 0% 46 26 36.10% NA. NA.

CC-P013 chr1 214531388 C A PTPN14 EX19E synonymous NM_005401.4 NP_005392.2 c.3441G>T  p.V1147V TTCxACC - 5784 130 0 0% 99 12 10.80% NA. NA.

CC-P013 chr1 227842485 G A ZNF678 EX4E synonymous NM_178549.3 NP_848644.2 c.699G>A  p.E233E AGAxAAA + 339500 170 0 0% 130 13 9% NA. NA.

CC-P013 chr4 1818600 T C LETM1 EX12 synonymous NM_012318.2 NP_036450.1 c.1785A>G  p.E595E TTCxTCA - 3954 68 0 0% 43 7 14% NA. NA.

CC-P013 chr4 70620473 A G SULT1B1 EX3 synonymous NM_014465.3 NP_055280.2 c.192T>C  p.D64D TCCxTCA - 27284 215 0 0% 180 20 10% NA. NA.

CC-P013 chr5 139739920 C T SLC4A9 EX1 synonymous NM_031467.2 NP_113655.2 c.99C>T  p.T33T CACxGGC + 83697 201 0 0% 149 19 11.30% NA. NA.

CC-P013 chr5 150029706 C T SYNPO EX3E synonymous NM_001166208.1 NP_001159680.1 c.2601C>T  p.L867L CCTxTAC + 11346 82 0 0% 38 12 24% NA. NA.

CC-P013 chr6 169641950 G A THBS2 EX6 synonymous NM_003247.2 NP_003238.2 c.798C>T  p.C266C TTCxCAC - 7058 143 0 0% 147 20 11.90% NA. NA.

CC-P013 chr8 26218528 C T PPP2R2A EX6 synonymous NM_001177591.1 NP_001171062.1 c.528C>T  p.A176A GGCxAGT + 5520 163 0 0% 143 55 27.70% NA. NA.

CC-P013 chr9 104297738 A T RNF20 EX2 synonymous NM_019592.5 NP_062538.5 c.33A>T  p.G11G TGGxGAA + 56254 52 1 1.80% 32 8 20% NA. NA.

CC-P013 chr10 118434709 G A HSPA12A EX12E synonymous NM_025015.2 NP_079291.2 c.1611C>T  p.Y537Y CCCxTAG - 259217 114 0 0% 87 13 13% NA. NA.

CC-P013 chr10 120353878 C A PRLHR EX2E synonymous NM_004248.2 NP_004239.1 c.879G>T  p.P293P CAGxGGC - 2834 59 1 1.60% 72 8 10% NA. NA.

CC-P013 chr19 8563477 C T PRAM1 EX2 synonymous NM_032152.4 NP_115528.4 c.1215G>A  p.P405P GAGxGGG - 84106 57 0 0% 50 10 16.60% NA. NA.

CC-P013 chr19 12256262 C T ZNF625 EX4E synonymous NM_145233.3 NP_660276.2 c.969G>A  p.R323R AGTxCTT - 90589 104 0 0% 53 6 10.10% NA. NA.

CC-P013 chr19 22574489 T C ZNF98 EX4E synonymous NM_001098626.1 NP_001092096.1 c.1548A>G  p.K516K GGGxTTC - 148198 118 2 1.60% 41 5 10.80% NA. NA.

CC-P013 chr19 40420156 G A FCGBP EX6 synonymous NM_003890.2 NP_003881.2 c.2838C>T  p.D946D GACxTCA - 8857 207 0 0% 100 28 21.80% NA. NA.

CC-P013 chr20 60736581 C T SS18L1 EX4 synonymous NM_198935.1 NP_945173.1 c.321C>T  p.D107D TGAxGCC + 26039 276 0 0% 286 18 5.90% NA. NA.

CC-P014 chr1 6537671 G T PLEKHG5 EX3 synonymous NM_001265592.1 NP_001252521.1 c.198C>A  p.L66L GTTxAGG - 57449 144 0 0% 159 13 7.50% NA. NA.

CC-P014 chr1 150550762 G C MCL1 EX2 synonymous NM_021960.4 NP_068779.1 c.894C>G  p.L298L TACxAGA - 4170 395 0 0% 569 35 5.70% NA. NA.

CC-P014 chr1 155451410 G A ASH1L EX3 synonymous NM_018489.2 NP_060959.2 c.1251C>T  p.I417I ACTxATC - 55870 248 0 0% 253 39 13.30% NA. NA.

CC-P014 chr1 156531732 G C IQGAP3 EX10 synonymous NM_178229.4 NP_839943.2 c.939C>G  p.L313L CTTxAGC - 128239 257 0 0% 309 40 11.40% NA. NA.

CC-P014 chr1 163309219 A T NUF2 EX8 synonymous NM_145697.2 NP_663735.2 c.558A>T  p.G186G TGGxATT + 83540 73 1 1.30% 88 13 12.80% NA. NA.

CC-P014 chr1 183835142 G C RGL1 EX5 synonymous NM_015149.3 NP_055964.3 c.465G>C  p.L155L CCTxACA + 23179 326 0 0% 314 41 11.50% NA. NA.

CC-P014 chr1 220971278 C T 1-Mar EX4 synonymous NM_022746.3 NP_073583.3 c.675C>T  p.N225N CAAxTCC + 64757 32 0 0% 37 5 11.90% NA. NA.

CC-P014 chr1 228520966 G C OBSCN EX58 synonymous NM_052843.3 NP_443075.3 c.15798G>C  p.L5266L GCTxAGA + 84033 21 0 0% 38 8 17.30% NA. NA.

CC-P014 chr1 231069541 G A TTC13 EX9 synonymous NM_024525.4 NP_078801.3 c.967C>T  p.L323L CTAxACT - 79573 247 0 0% 180 54 23% NA. NA.

CC-P014 chr1 232144567 T C DISC1 EX11 synonymous NM_018662.2 NP_061132.2 c.2079T>C  p.A693A AGCxGAC + 27185 211 0 0% 214 24 10% NA. NA.

CC-P014 chr2 3726066 C T ALLC EX4 synonymous NM_018436.3 NP_060906.3 c.93C>T  p.S31S CAGxCCG + 55821 34 0 0% 72 8 10% NA. NA.

CC-P014 chr2 27672952 G C IFT172 EX36 synonymous NM_015662.1 NP_056477.1 c.3963C>G  p.L1321L GGAxAGT - 26160 223 0 0% 226 28 11% NA. NA.

CC-P014 chr2 113080309 C G ZC3H6 EX9 synonymous NM_198581.2 NP_940983.2 c.1170C>G  p.P390P TCCxAAA + 376940 54 0 0% 116 14 10.70% NA. NA.

CC-P014 chr2 172409873 A C CYBRD1 EX3 synonymous NM_024843.3 NP_079119.3 c.420A>C  p.S140S TTCxGTC + 79901 55 1 1.70% 57 8 12.30% NA. NA.

CC-P014 chr2 177036957 G A HOXD3 EX3E synonymous NM_006898.4 NP_008829.3 c.1254G>A  p.S418S CTCxTCT + 3232 60 0 0% 118 25 17.40% NA. NA.



CC-P014 chr2 190656586 C T PMS1 EX2 synonymous NM_000534.4 NP_000525.1 c.51C>T  p.I17I GATxATC + 5378 140 0 0% 135 20 12.90% NA. NA.

CC-P014 chr2 209353857 C G PTH2R EX11 synonymous NM_005048.2 NP_005039.1 c.1197C>G  p.L399L GCTxTTC + 5746 153 0 0% 100 30 23% NA. NA.

CC-P014 chr3 13381483 G A NUP210 EX25 synonymous NM_024923.2 NP_079199.2 c.3342C>T  p.I1114I GCTxATG - 23225 76 0 0% 99 19 16.10% NA. NA.

CC-P014 chr3 24231584 C T THRB EX5 synonymous NM_001128177.1 NP_001121649.1 c.264G>A  p.T88T CTCxGTT - 7068 152 0 0% 139 49 26% NA. NA.

CC-P014 chr3 48563007 A C PFKFB4 EX10 synonymous NM_004567.2 NP_004558.1 c.1083T>G  p.P361P TTTxGGG - 5210 35 0 0% 42 5 10.60% NA. NA.

CC-P014 chr3 100020967 G A TBC1D23 EX11 synonymous NM_001199198.2 NP_001186127.1 c.1149G>A  p.Q383Q ACAxAAG + 55773 217 0 0% 282 31 9.90% NA. NA.

CC-P014 chr3 121134778 T C STXBP5L EX26 synonymous NM_014980.2 NP_055795.1 c.3261T>C  p.F1087F GTTxGGT + 9515 155 0 0% 170 21 10.90% NA. NA.

CC-P014 chr3 139097905 G A COPB2 EX4 synonymous NM_004766.2 NP_004757.1 c.339C>T  p.F113F AATxAAA - 9276 265 0 0% 340 33 8.80% NA. NA.

CC-P014 chr3 146311797 C G PLSCR5 EX4 synonymous NM_001085420.1 NP_001078889.1 c.363G>C  p.L121L CCTxAGG - 389158 104 0 0% 124 13 9.40% NA. NA.

CC-P014 chr3 164739037 C T SI EX27 synonymous NM_001041.3 NP_001032.2 c.3234G>A  p.R1078R TCTxCGT - 6476 251 0 0% 245 87 26.20% NA. NA.

CC-P014 chr3 170198943 G A SLC7A14 EX7 synonymous NM_020949.2 NP_066000.2 c.1128C>T  p.H376H GACxTGA - 57709 39 0 0% 25 6 19.30% NA. NA.

CC-P014 chr4 128905545 G C C4orf29 EX3 synonymous NM_001039717.1 NP_001034806.1 c.144G>C  p.L48L TCTxGTT + 80167 272 0 0% 266 66 19.80% NA. NA.

CC-P014 chr5 140188020 G A PCDHA4 EX1 synonymous NM_018907.2 NP_061730.1 c.1248G>A  p.E416E CGAxAGC + 56144 250 0 0% 261 38 12.70% NA. NA.

CC-P014 chr6 128561255 C T PTPRK EX5 synonymous NM_001135648.1 NP_001129120.1 c.618G>A  p.V206V ATTxACC - 5796 510 0 0% 354 44 11% NA. NA.

CC-P014 chr7 1049765 G C C7orf50 EX3 synonymous NM_032350.5 NP_115726.1 c.144C>G  p.L48L CCTxAGC - 84310 98 0 0% 117 15 11.30% NA. NA.

CC-P014 chr7 130351710 C T COPG2 EX3 synonymous NM_012133.4 NP_036265.3 c.150G>A  p.K50K AATxTTT - 26958 278 0 0% 304 32 9.50% NA. NA.

CC-P014 chr7 137792267 C A AKR1D1 EX7 synonymous NM_005989.3 NP_005980.1 c.796C>A  p.R266R CAGxGAG + 6718 96 0 0% 73 9 10.90% NA. NA.

CC-P014 chr7 157018220 T C UBE3C EX17 synonymous NM_014671.2 NP_055486.2 c.2220T>C  p.L740L ACTxTCT + 9690 67 0 0% 53 7 11.60% NA. NA.

CC-P014 chr8 52321148 G A PXDNL EX17 synonymous NM_144651.4 NP_653252.3 c.3036C>T  p.I1012I GGTxATG - 137902 52 0 0% 60 13 17.80% NA. NA.

CC-P014 chr8 120865326 C T DSCC1 EX2 synonymous NM_024094.2 NP_076999.2 c.312G>A  p.L104L CTTxAAC - 79075 152 0 0% 134 16 10.60% NA. NA.

CC-P014 chr9 36597257 G C MELK EX6 synonymous NM_014791.3 NP_055606.1 c.444G>C  p.L148L GCTxATT + 9833 297 0 0% 257 74 22.30% NA. NA.

CC-P014 chr10 126715261 C G CTBP2 EX1 synonymous NM_022802.2 NP_073713.2 c.1068G>C  p.R356R CCTxCGC - 1488 173 0 0% 183 16 8% NA. NA.

CC-P014 chr11 6638970 C T TPP1 EX4 synonymous NM_000391.3 NP_000382.3 c.267G>A  p.V89V CCTxACC - 1200 93 0 0% 90 14 13.40% NA. NA.

CC-P014 chr11 65144139 G T SLC25A45 EX7E synonymous NM_182556.2 NP_872362.2 c.606C>A  p.A202A CGTxGCT - 283130 29 0 0% 63 12 16% NA. NA.

CC-P014 chr11 100558514 C T ARHGAP42 EX1 synonymous NM_152432.2 NP_689645.2 c.105C>T  p.F35F GTTxATC + 143872 128 0 0% 271 15 5.20% NA. NA.

CC-P014 chr12 101333181 C T ANO4 EX3 synonymous NM_178826.3 NP_849148.2 c.144C>T  p.N48N AAAxCTG + 121601 363 0 0% 290 36 11% NA. NA.

CC-P014 chr13 32950898 G A BRCA2 EX21 synonymous NM_000059.3 NP_000050.2 c.8724G>A  p.V2908V AGTxAAG + 675 210 0 0% 95 29 23.30% NA. NA.

CC-P014 chr14 51230614 G A NIN EX15 synonymous NM_020921.3 NP_065972.3 c.1704C>T  p.L568L CCTxAGC - 51199 101 0 0% 109 21 16.10% NA. NA.

CC-P014 chr15 70961094 C G UACA EX16 synonymous NM_018003.2 NP_060473.2 c.1929G>C  p.V643V ATTxACT - 55075 197 0 0% 253 41 13.90% NA. NA.

CC-P014 chr16 1397551 G A BAIAP3 EX30 synonymous NM_003933.4 NP_003924.2 c.2934G>A  p.L978L GCTxAAG + 8938 62 0 0% 48 6 11.10% NA. NA.

CC-P014 chr16 2578550 C G AMDHD2 EX8 synonymous NM_001145815.1 NP_001139287.1 c.960C>G  p.A320A GGCxTAC + 51005 170 0 0% 212 22 9.40% NA. NA.

CC-P014 chr16 24834759 A C TNRC6A EX25E synonymous NM_014494.2 NP_055309.2 c.5520A>C  p.V1840V TGTxCTG + 27327 72 0 0% 77 10 11.40% NA. NA.

CC-P014 chr17 8020254 G T ALOXE3 EX3 synonymous NM_001165960.1 NP_001159432.1 c.588C>A  p.L196L CAAxAGC - 59344 56 0 0% 80 11 12% NA. NA.

CC-P014 chr17 15976750 C T NCOR1 EX28 synonymous NM_006311.3 NP_006302.2 c.3804G>A  p.P1268P TAAxGGT - 9611 33 0 0% 48 15 23.80% NA. NA.

CC-P014 chr17 38244752 A C THRA EX8 synonymous NM_001190919.1 NP_001177848.1 c.981A>C  p.T327T AACxGGT + 7067 25 0 0% 34 5 12.80% NA. NA.

CC-P014 chr17 39036071 G C KRT20 EX5 synonymous NM_019010.2 NP_061883.1 c.912C>G  p.L304L GCTxAGA - 54474 137 0 0% 112 21 15.70% NA. NA.

CC-P014 chr17 79478590 G C ACTG1 EX4 synonymous NM_001614.3 NP_001605.1 c.426C>G  p.L142L GTAxAGG - 71 114 0 0% 105 24 18.60% NA. NA.

CC-P014 chr19 3575546 G C HMG20B EX5 synonymous NM_006339.2 NP_006330.2 c.360G>C  p.L120L CCTxGAT + 10362 160 0 0% 172 50 22.50% NA. NA.

CC-P014 chr19 3599970 G T TBXA2R EX2 synonymous NM_001060.5 NP_001051.1 c.663C>A  p.T221T CAGxGTG - 6915 200 0 0% 196 64 24.60% NA. NA.

CC-P014 chr19 5591792 C T SAFB2 EX17 synonymous NM_014649.2 NP_055464.1 c.2361G>A  p.S787S CCTxGAA - 9667 109 0 0% 141 41 22.50% NA. NA.

CC-P014 chr19 9083673 G A MUC16 EX1 synonymous NM_024690.2 NP_078966.2 c.8142C>T  p.I2714I TTGxATA - 94025 66 0 0% 57 7 10.90% NA. NA.

CC-P014 chr19 10571730 C A PDE4A EX13 synonymous NM_001243121.1 NP_001230050.1 c.1350C>A  p.I450I CATxCAC + 5141 40 0 0% 32 6 15.70% NA. NA.

CC-P014 chr19 22575074 A G ZNF98 EX4E synonymous NM_001098626.1 NP_001092096.1 c.963T>C  p.P321P GTAxGGT - 148198 480 4 0.80% 41 5 10.80% NA. NA.

CC-P014 chr22 28503352 C T TTC28 EX7 synonymous NM_001145418.1 NP_001138890.1 c.2481G>A  p.L827L CTTxAGC - 23331 155 0 0% 127 33 20.60% NA. NA.

CC-P014 chr22 29837589 C A RFPL1 EX2E synonymous NM_021026.2 NP_066306.2 c.432C>A  p.L144L CCTxAGG + 5988 139 0 0% 169 23 11.90% NA. NA.

CC-P014 chr22 42033790 C G XRCC6 EX6 synonymous NM_001469.3 NP_001460.1 c.768C>G  p.L256L ACTxAGC + 2547 121 0 0% 151 19 11.10% NA. NA.

CC-P014 chr22 50659386 G A TUBGCP6 EX16 synonymous NM_020461.3 NP_065194.2 c.3402C>T  p.H1134H CCCxTGG - 85378 28 0 0% 53 26 32.90% NA. NA.

CC-P014 chrX 109695378 C T RGAG1 EX3 synonymous NM_020769.2 NP_065820.1 c.1533C>T  p.S511S GTCxACC + 57529 179 0 0% 133 25 15.80% NA. NA.

CC-C005 chr1 9804652 G A CLSTN1 EX8 synonymous NM_001009566.1 NP_001009566.1 c.1035C>T  p.L345L TTxAG - 22883 59 0 0% 33 27 45% NA. NA.

CC-C005 chr1 19181151 G A TAS1R2 EX3 synonymous NM_152232.2 NP_689418.2 c.813C>T  p.V271V ACxAC - 80834 75 0 0% 35 17 32.60% NA. NA.

CC-C005 chr1 39910372 T C MACF1 EX77 synonymous NM_012090.4 NP_036222.3 c.13293T>C  p.Y4431Y TAxAA + 23499 65 0 0% 36 29 44.60% NA. NA.

CC-C005 chr1 114354369 C T RSBN1 EX1 synonymous NM_018364.3 NP_060834.2 c.666G>A  p.R222R GTxCT - 54665 80 0 0% 41 18 30.50% NA. NA.

CC-C005 chr1 154956263 C T FLAD1 EX1 synonymous NM_025207.4 NP_079483.3 c.93C>T  p.L31L CTxGA + 80308 79 0 0% 49 20 28.90% NA. NA.

CC-C005 chr1 155015878 G C DCST1 EX10 synonymous NM_152494.3 NP_689707.2 c.1065G>C  p.V355V GTxAG + 149095 79 0 0% 45 39 46.40% NA. NA.

CC-C005 chr1 179057105 C A TOR3A EX4 synonymous NM_022371.3 NP_071766.2 c.699C>A  p.I233I ATxTT + 64222 51 0 0% 32 21 39.60% NA. NA.

CC-C005 chr2 232324982 G A NCL EX6 synonymous NM_005381.2 NP_005372.2 c.921C>T  p.F307F TTxAA - 4691 91 0 0% 50 28 35.80% NA. NA.

CC-C005 chr3 17051198 G A PLCL2 EX1 synonymous NM_001144382.1 NP_001137854.1 c.360G>A  p.K120K AAxAC + 23228 60 0 0% 17 26 60.40% NA. NA.

CC-C005 chr3 97251380 C T EPHA6 EX11 synonymous NM_001080448.2 NP_001073917.2 c.2379C>T  p.V793V GTxAC + 285220 60 0 0% 58 35 37.60% NA. NA.

CC-C005 chr3 156249208 G C KCNAB1 EX13 synonymous NM_172160.2 NP_751892.1 c.1092G>C  p.L364L CTxAG + 7881 64 0 0% 71 25 26% NA. NA.

CC-C005 chr4 70360875 G A UGT2B4 EX1 synonymous NM_021139.2 NP_066962.2 c.705C>T  p.F235F TAxAA - 7363 93 0 0% 46 32 41% NA. NA.

CC-C005 chr5 101834201 G T SLCO6A1 EX1 synonymous NM_173488.3 NP_775759.3 c.348C>A  p.L116L ATxAG - 133482 81 1 1.20% 25 36 59% NA. NA.

CC-C005 chr6 46996756 G A GPR110 EX2 synonymous NM_153840.2 NP_722582.2 c.42C>T  p.F14F GTxAA - 266977 72 0 0% 55 37 40.20% NA. NA.

CC-C005 chr7 44555472 G C NPC1L1 EX19 synonymous NM_013389.2 NP_037521.2 c.3807C>G  p.L1269L TTxAG - 29881 60 0 0% 31 23 42.50% NA. NA.

CC-C005 chr7 138602626 G A KIAA1549 EX2 synonymous NM_001164665.1 NP_001158137.1 c.1746C>T  p.A582A ACxGC - 57670 92 0 0% 53 36 40.40% NA. NA.

CC-C005 chr8 22054791 C T BMP1 EX15 synonymous NM_006129.4 NP_006120.1 c.1965C>T  p.L655L CTxAC + 649 56 0 0% 31 25 44.60% NA. NA.

CC-C005 chr8 33449573 G C DUSP26 EX4E synonymous NM_024025.1 NP_076930.1 c.594C>G  p.L198L AGxAG - 78986 58 0 0% 45 9 16.60% NA. NA.

CC-C005 chr8 51569549 G A SNTG1 EX14 synonymous NM_018967.2 NP_061840.1 c.930G>A  p.L310L CTxAG + 54212 34 0 0% 29 20 40.80% NA. NA.

CC-C005 chr8 87392992 C T WWP1 EX4 synonymous NM_007013.3 NP_008944.1 c.108C>T  p.F36F TTxGG + 11059 96 0 0% 65 38 36.80% NA. NA.

CC-C005 chr8 116430624 G C TRPS1 EX6 synonymous NM_014112.2 NP_054831.2 c.2757C>G  p.L919L CAxAG - 7227 83 0 0% 46 27 36.90% NA. NA.

CC-C005 chr9 85677717 C T RASEF EX1 synonymous NM_152573.2 NP_689786.2 c.66G>A  p.A22A TTxGC - 158158 43 0 0% 23 12 34.20% NA. NA.

CC-C005 chr9 116132239 C T BSPRY EX6E synonymous NM_017688.2 NP_060158.2 c.1026C>T  p.H342H CAxGA + 54836 57 0 0% 24 41 63% NA. NA.

CC-C005 chr12 72056895 G T ZFC3H1 EX1 synonymous NM_144982.4 NP_659419.3 c.496C>A  p.R166R TCxCT - 196441 48 0 0% 22 13 37.10% NA. NA.

CC-C005 chr12 85547850 G A LRRIQ1 EX23 synonymous NM_001079910.1 NP_001073379.1 c.4698G>A  p.S1566S TCxAA + 84125 88 1 1.10% 48 24 33.30% NA. NA.

CC-C005 chr13 35517090 C T NBEA EX1 synonymous NM_015678.4 NP_056493.3 c.133C>T  p.L45L AGxTA + 26960 36 0 0% 16 11 40.70% NA. NA.

CC-C005 chr13 74420280 C T KLF12 EX4 synonymous NM_007249.4 NP_009180.3 c.354G>A  p.S118S GAxGA - 11278 97 0 0% 108 31 22.30% NA. NA.

CC-C005 chr14 23345913 C G LRP10 EX6 synonymous NM_014045.3 NP_054764.2 c.1440C>G  p.L480L CTxTC + 26020 69 0 0% 45 21 31.80% NA. NA.

CC-C005 chr14 23420848 G C HAUS4 EX5 synonymous NM_001166269.1 NP_001159741.1 c.381C>G  p.L127L AAxAG - 54930 48 0 0% 28 14 33.30% NA. NA.

CC-C005 chr14 74825466 G A VRTN EX2E synonymous NM_018228.2 NP_060698.2 c.1980G>A  p.Q660Q CAxAA + 55237 70 0 0% 44 46 51.10% NA. NA.

CC-C005 chr15 49800487 G A FAM227B EX11 synonymous NM_152647.2 NP_689860.2 c.933C>T  p.T311T GTxGT - 196951 47 0 0% 35 15 30% NA. NA.

CC-C005 chr15 90145199 G A TICRR EX12 synonymous NM_152259.3 NP_689472.3 c.2559G>A  p.K853K AAxAA + 90381 88 1 1.10% 79 18 18.50% NA. NA.

CC-C005 chr16 30012355 G A INO80E EX5 synonymous NM_173618.1 NP_775889.1 c.390G>A  p.L130L CTxAG + 283899 71 0 0% 29 21 42% NA. NA.

CC-C005 chr16 57693376 C T GPR56 EX12 synonymous NM_005682.5 NP_005673.3 c.1356C>T  p.A452A GCxGT + 9289 42 1 2.30% 27 13 32.50% NA. NA.

CC-C005 chr16 85141485 C T FAM92B EX4 synonymous NM_198491.1 NP_940893.1 c.393G>A  p.L131L CTxAG - 339145 84 0 0% 73 16 17.90% NA. NA.

CC-C005 chr17 17415896 G A PEMT EX4 synonymous NM_148172.2 NP_680477.1 c.393C>T  p.L131L GCxAG - 10400 53 1 1.80% 33 30 47.60% NA. NA.

CC-C005 chr17 43181106 G C NMT1 EX10 synonymous NM_021079.3 NP_066565.1 c.1194G>C  p.L398L CTxAG + 4836 103 0 0% 40 36 47.30% NA. NA.

CC-C005 chr19 2337603 C T SPPL2B EX3 synonymous NM_152988.2 NP_694533.1 c.348C>T  p.L116L CTxAT + 56928 33 0 0% 24 11 31.40% NA. NA.

CC-C005 chr19 14561770 G C PKN1 EX6 synonymous NM_213560.1 NP_998725.1 c.837G>C  p.R279R CGxAG + 5585 57 0 0% 24 22 47.80% NA. NA.

CC-C005 chr19 47995296 G A NAPA EX8 synonymous NM_003827.3 NP_003818.2 c.642C>T  p.F214F CAxAA - 8775 84 0 0% 51 41 44.50% NA. NA.

CC-C005 chr19 55106413 G A LILRA1 EX4 synonymous NM_006863.2 NP_006854.1 c.354G>A  p.V118V GTxAC + 11024 30 0 0% 24 13 35.10% NA. NA.

CC-C005 chr20 19956256 C T RIN2 EX7 synonymous NM_018993.3 NP_061866.1 c.1587C>T  p.F529F TTxGG + 54453 65 0 0% 48 26 35.10% NA. NA.

CC-C005 chr20 61510780 G A DIDO1 EX16E synonymous NM_033081.2 NP_149072.2 c.6528C>T  p.S2176S ctxct - 11083 56 0 0% 29 25 46.20% NA. NA.

CC-C005 chr21 45838409 C T TRPM2 EX22 synonymous NM_003307.3 NP_003298.1 c.3432C>T  p.P1144P CCxGA + 7226 81 0 0% 38 16 29.60% NA. NA.

CC-C005 chrX 15349714 G A PIGA EX2 synonymous NM_002641.3 NP_002632.1 c.339C>T  p.L113L CTxAG - 5277 102 0 0% 96 40 29.40% NA. NA.

CC-C005 chrX 32481613 C G DMD EX25 synonymous NM_004006.2 NP_003997.1 c.3375G>C  p.S1125S CTxGA - 1756 45 1 2.10% 69 28 28.80% NA. NA.

CC-C005 chrX 105883910 G C CXorf57 EX10 synonymous NM_018015.5 NP_060485.4 c.1863G>C  p.L621L CTxAG + 55086 83 1 1.10% 89 28 23.90% NA. NA.

CC-C005 chrX 151092751 C A MAGEA4 EX3E synonymous NM_001011548.1 NP_001011548.1 c.615C>A  p.I205I ATxGT + 4103 73 0 0% 72 37 33.90% NA. NA.

CC-H017 chr1 27332483 C T FAM46B EX2E synonymous NM_052943.3 NP_443175.2 c.1230G>A  p.V410V TTGxACG - 115572 46 1 2.10% 45 3 6.20% NA. NA.

CC-H017 chr4 78695860 C T CNOT6L EX3 synonymous NM_144571.2 NP_653172.2 c.138G>A  p.R46R GCTxCGC - 246175 114 0 0% 99 17 14.60% NA. NA.

CC-H017 chr6 51611650 G A PKHD1 EX59 synonymous NM_138694.3 NP_619639.3 c.9867C>T  p.S3289S ATCxCTA - 5314 59 1 1.60% 46 3 6.10% NA. NA.

CC-H017 chr6 166826268 G C RPS6KA2 EX22E synonymous NM_001006932.1 NP_001006933.1 c.2208C>G  p.L736L CGTxAGT - 6196 72 0 0% 49 4 7.50% NA. NA.

CC-H017 chr9 84606921 C T SPATA31D1 EX4E synonymous NM_001001670.2 NP_001001670.1 c.1536C>T  p.S512S CAGxGAG + 389763 281 1 0.30% 283 15 5% NA. NA.

CC-H017 chr13 20000598 C G TPTE2 EX19 synonymous NM_199254.2 NP_954863.2 c.1362G>C  p.L454L ATAxAGA - 93492 130 1 0.70% 141 7 4.70% NA. NA.

CC-H017 chr17 1637320 C T WDR81 EX7 synonymous NM_001163673.1 NP_001157145.1 c.1380C>T  p.F460F CTTxCTG + 124997 88 0 0% 74 14 15.90% NA. NA.

CC-H017 chr19 10668482 G A KRI1 EX15 synonymous NM_023008.3 NP_075384.3 c.1467C>T  p.A489A CGCxGCG - 65095 62 0 0% 45 14 23.70% NA. NA.

CC-H017 chrX 40547762 T C MED14 EX16 synonymous NM_004229.3 NP_004220.2 c.2001A>G  p.P667P ATGxGGA - 9282 61 0 0% 47 17 26.50% NA. NA.

CC-H012 chr17 65021028 G A CACNG4 EX3 synonymous NM_014405.3 NP_055220.1 c.357G>A  p.L119L CCTxCTG + 27092 97 0 0% 41 4 8.80% NA. NA.

CC-H002 chr1 45671657 G A ZSWIM5 EX1 synonymous NM_020883.1 NP_065934.1 c.366C>T  p.G122G GGCxCCG - 57643 16 0 0% 11 2 15.30% NA. NA.

CC-H002 chr1 48825347 T C SPATA6 EX10 synonymous NM_019073.2 NP_061946.1 c.1005A>G  p.S335S CGCxGAA - 54558 77 0 0% 92 5 5.10% NA. NA.

CC-H002 chr1 208213071 G A PLXNA2 EX24 synonymous NM_025179.3 NP_079455.3 c.4395C>T  p.I1465I CTTxATG - 5362 107 0 0% 95 11 10.30% NA. NA.

CC-H002 chr1 246754876 C T CNST EX2 synonymous NM_152609.2 NP_689822.2 c.12C>T  p.S4S CAGxGAT + 163882 70 0 0% 72 5 6.40% NA. NA.

CC-H002 chr1 248112615 G A OR2L8 EX1E synonymous NM_001001963.1 NP_001001963.1 c.456G>A  p.S152S CTCxATC + 391190 302 1 0.30% 288 58 16.70% NA. NA.

CC-H002 chr3 150881802 G A MED12L EX8 synonymous NM_053002.4 NP_443728.3 c.1230G>A  p.P410P GCCxGGT + 116931 77 0 0% 86 19 18% NA. NA.

CC-H002 chr7 100730992 C T TRIM56 EX3E synonymous NM_030961.1 NP_112223.1 c.399C>T  p.D133D CGAxGGG + 81844 40 0 0% 33 3 8.30% NA. NA.

CC-H002 chr12 132334516 G A MMP17 EX9 synonymous NM_016155.4 NP_057239.4 c.1374G>A  p.T458T CACxAGG + 4326 123 0 0% 121 20 14.10% NA. NA.

CC-H002 chr15 89056275 G A DET1 EX6E synonymous NM_017996.3 NP_060466.2 c.1593C>T  p.F531F GGTxAAG - 55070 99 0 0% 134 16 10.60% NA. NA.

CC-H002 chr16 20360080 G A UMOD EX3 synonymous NM_003361.2 NP_003352.2 c.543C>T  p.D181D CTCxTCC - 7369 26 0 0% 21 7 25% NA. NA.

CC-H024 chr2 101609854 C T NPAS2 EX20 synonymous NM_002518.3 NP_002509.2 c.2157C>T  p.P719P CCCxGCC + 4862 146 1 0.60% 80 30 27.20% NA. NA.

CC-H024 chr2 103310884 T C SLC9A2 EX6 synonymous NM_003048.3 NP_003039.2 c.1437T>C  p.I479I TATxCGA + 6549 135 0 0% 54 28 34.10% NA. NA.

CC-H024 chr3 108788487 G A MORC1 EX9 synonymous NM_014429.3 NP_055244.3 c.807C>T  p.Y269Y TCTxTAG - 27136 150 0 0% 66 102 60.70% NA. NA.

CC-H024 chr4 1018151 G A FGFRL1 EX6 synonymous NM_001004356.2 NP_001004356.1 c.771G>A  p.T257T GACxGTG + 53834 93 0 0% 42 9 17.60% NA. NA.

CC-H024 chr4 17710614 C T FAM184B EX2 synonymous NM_015688.1 NP_056503.1 c.795G>A  p.L265L CTGxAGG - 27146 54 0 0% 35 3 7.80% NA. NA.

CC-H024 chr6 90097230 C T RRAGD EX2 synonymous NM_021244.4 NP_067067.1 c.228G>A  p.S76S AGAxGAC - 58528 73 0 0% 52 24 31.50% NA. NA.

CC-H024 chr9 80877846 G A CEP78 EX12 synonymous NM_001098802.1 NP_001092272.1 c.1407G>A  p.K469K AAAxCAG + 84131 132 1 0.70% 70 17 19.50% NA. NA.

CC-H024 chr9 103348322 G A MURC EX2E synonymous NM_001018116.1 NP_001018126.1 c.684G>A  p.P228P CCCxGAG + 347273 125 0 0% 86 36 29.50% NA. NA.

CC-H024 chr10 95070353 G A MYOF EX52 synonymous NM_013451.3 NP_038479.1 c.5937C>T  p.D1979D CTCxTCG - 26509 104 1 0.90% 53 31 36.90% NA. NA.

CC-H024 chr12 2691996 C T CACNA1C EX15 synonymous NM_001129827.1 NP_001123299.1 c.2112C>T  p.T704T GACxGGG + 775 152 1 0.60% 78 42 35% NA. NA.

CC-H024 chr12 111891491 C T ATXN2 EX24 synonymous NM_002973.3 NP_002964.3 c.3903G>A  p.T1301T GTGxGTC - 6311 61 0 0% 20 17 45.90% NA. NA.

CC-H024 chr15 51276223 C G AP4E1 EX16 synonymous NM_007347.4 NP_031373.2 c.1971C>G  p.L657L TCTxAAT + 23431 64 0 0% 17 15 46.80% NA. NA.

CC-H024 chr16 3790429 C T CREBBP EX24 synonymous NM_004380.2 NP_004371.2 c.4104G>A  p.T1368T CACxGTC - 1387 77 1 1.20% 34 21 38.10% NA. NA.

CC-H024 chr17 26116654 C T NOS2 EX3 synonymous NM_000625.4 NP_000616.3 c.171G>A  p.P57P CTGxGGG - 4843 60 0 0% 27 15 35.70% NA. NA.

CC-H024 chr18 59166469 G C CDH20 EX2 synonymous NM_031891.2 NP_114097.2 c.297G>C  p.S99S CTCxGGA + 28316 81 0 0% 7 28 80% NA. NA.

CC-H024 chr19 38976374 G A RYR1 EX34 synonymous NM_000540.2 NP_000531.2 c.5079G>A  p.L1693L GCTxCTG + 6261 36 0 0% 6 17 73.90% NA. NA.

CC-H024 chr19 38993179 G A RYR1 EX48 synonymous NM_000540.2 NP_000531.2 c.7647G>A  p.A2549A GGCxCTG + 6261 66 0 0% 13 24 64.80% NA. NA.

CC-H024 chr22 26423590 G A MYO18B EX43 synonymous NM_032608.5 NP_115997.5 c.7650G>A  p.T2550T GACxGGG + 84700 77 0 0% 12 26 68.40% NA. NA.

CC-H024 chrX 48418409 C T TBC1D25 EX6E synonymous NM_002536.2 NP_002527.1 c.1113C>T  p.R371R CCGxGCC + 4943 42 0 0% 22 18 45% NA. NA.

CC-H024 chrX 75004167 C T MAGEE2 EX1E synonymous NM_138703.4 NP_619648.1 c.720G>A  p.P240P CACxGGC - 139599 98 0 0% 44 26 37.10% NA. NA.

CC-H024 chrX 144904366 C T SLITRK2 EX5E synonymous NM_032539.4 NP_115928.1 c.423C>T  p.A141A GGCxGAC + 84631 97 1 1% 37 39 51.30% NA. NA.

CC-H011 chr1 21052479 A T SH2D5 EX5 synonymous NM_001103161.1 NP_001096631.1 c.324T>A  p.A108A TCGxGCC - 400745 483 0 0% 24 14 36.80% NA. NA.

CC-H011 chr1 24768635 C T NIPAL3 EX4 synonymous NM_020448.4 NP_065181.1 c.253C>T  p.L85L CTTxTGG + 57185 192 0 0% 11 8 42.10% NA. NA.

CC-H011 chr1 86047224 C T CYR61 EX2 synonymous NM_001554.4 NP_001545.2 c.240C>T  p.F80F CTTxGGC + 3491 144 0 0% 6 9 60% NA. NA.

CC-H011 chr1 156023391 G C UBQLN4 EX1 synonymous NM_020131.3 NP_064516.2 c.102C>G  p.V34V CTTxACC - 56893 64 0 0% 9 3 25% NA. NA.

CC-H011 chr1 196311229 G T KCNT2 EX15 synonymous NM_198503.2 NP_940905.2 c.1533C>A  p.A511A AGAxGCA - 343450 193 0 0% 15 6 28.50% NA. NA.

CC-H011 chr2 72362501 G A CYP26B1 EX3 synonymous NM_019885.2 NP_063938.1 c.477C>T  p.P159P CTTxGGC - 56603 148 0 0% 11 7 38.80% NA. NA.

CC-H011 chr2 84686331 G C SUCLG1 EX1 synonymous NM_003849.3 NP_003840.2 c.63C>G  p.L21L GGCxAGG - 8802 98 0 0% 4 3 42.80% NA. NA.

CC-H011 chr2 219305505 C T VIL1 EX19 synonymous NM_007127.2 NP_009058.2 c.2290C>T  p.L764L CCTxTGC + 7429 137 0 0% 10 5 33.30% NA. NA.

CC-H011 chr5 71756484 C T ZNF366 EX2 synonymous NM_152625.1 NP_689838.1 c.840G>A  p.P280P GTGxGGC - 167465 98 0 0% 3 2 40% NA. NA.

CC-H011 chr6 107391333 G T BEND3 EX5E synonymous NM_001080450.2 NP_001073919.1 c.1062C>A  p.V354V GGCxACC - 57673 149 0 0% 6 2 25% NA. NA.

CC-H011 chr7 126746692 C A GRM8 EX3 synonymous NM_001127323.1 NP_001120795.1 c.585G>T  p.V195V AACxACT - 2918 173 0 0% 8 7 46.60% NA. NA.

CC-H011 chr8 124138900 C G WDR67 EX13 synonymous NM_145647.3 NP_663622.2 c.1857C>G  p.L619L GCTxAGC + 93594 182 0 0% 17 4 19% NA. NA.

CC-H011 chr8 139268967 G C FAM135B EX5 synonymous NM_015912.3 NP_056996.2 c.333C>G  p.L111L CTTxAGT - 51059 109 0 0% 7 4 36.30% NA. NA.

CC-H011 chr8 143928082 C T GML EX4E synonymous NM_002066.2 NP_002057.1 c.453C>T  p.I151I TATxATA + 2765 255 0 0% 21 10 32.20% NA. NA.

CC-H011 chr9 32431748 G A ACO1 EX15 synonymous NM_002197.2 NP_002188.1 c.1758G>A  p.L586L TCTxAAA + 48 298 0 0% 14 10 41.60% NA. NA.

CC-H011 chr10 108923952 G A SORCS1 EX1 synonymous NM_001013031.2 NP_001013049.1 c.333C>T  p.S111S TCCxCTC - 114815 127 0 0% 11 5 31.20% NA. NA.

CC-H011 chr11 64673082 G A ATG2A EX24 synonymous NM_015104.2 NP_055919.2 c.3417C>T  p.F1139F AGTxAAG - 23130 193 0 0% 15 6 28.50% NA. NA.

CC-H011 chr11 66616538 G A PC EX23E synonymous NM_001040716.1 NP_001035806.1 c.3369C>T  p.I1123I TTTxATG - 5091 106 0 0% 8 4 33.30% NA. NA.

CC-H011 chr12 18478011 G A PIK3C2G EX8 synonymous NM_004570.4 NP_004561.3 c.1251G>A  p.L417L CCTxAAA + 5288 145 0 0% 3 5 62.50% NA. NA.

CC-H011 chr12 108013914 G A BTBD11 EX11 synonymous NM_001018072.1 NP_001018082.1 c.2604G>A  p.L868L CCTxATG + 121551 266 0 0% 20 7 25.90% NA. NA.

CC-H011 chr12 123065160 G A KNTC1 EX33 synonymous NM_014708.4 NP_055523.1 c.2925G>A  p.Q975Q GCAxAAG + 9735 307 1 0.30% 8 10 55.50% NA. NA.

CC-H011 chr14 69256826 C T ZFP36L1 EX3E synonymous NM_001244701.1 NP_001231630.1 c.648G>A  p.L216L GGTxAGG - 677 241 0 0% 16 12 42.80% NA. NA.

CC-H011 chr16 5053553 C T SEC14L5 EX11 synonymous NM_014692.1 NP_055507.1 c.1281C>T  p.V427V AGTxTTC + 9717 522 0 0% 35 26 42.60% NA. NA.

CC-H011 chr16 23491168 C T GGA2 EX11 synonymous NM_015044.4 NP_055859.1 c.1047G>A  p.L349L AATxAGG - 23062 102 1 0.90% 8 4 33.30% NA. NA.

CC-H011 chr16 29906746 G A SEZ6L2 EX5 synonymous NM_012410.3 NP_036542.1 c.477C>T  p.L159L CAGxAGC - 26470 424 0 0% 21 15 41.60% NA. NA.

CC-H011 chr17 3438901 G A TRPV3 EX7 synonymous NM_145068.3 NP_659505.1 c.750C>T  p.F250F GTTxAAG - 162514 413 0 0% 25 13 34.20% NA. NA.

CC-H011 chr17 39262168 G A KRTAP4-9 EX1E synonymous NM_001146041.1 NP_001139513.1 c.528G>A  p.V176V CGTxCGT + 100132386 329 0 0% 30 22 42.30% NA. NA.

CC-H011 chr17 72769096 C G NAT9 EX4 synonymous NM_015654.3 NP_056469.2 c.273G>C  p.V91V GTTxACA - 26151 160 0 0% 19 5 20.80% NA. NA.

CC-H011 chr18 54398738 G A WDR7 EX14 synonymous NM_015285.2 NP_056100.2 c.1899G>A  p.T633T GACxAGA + 23335 219 0 0% 18 10 35.70% NA. NA.

CC-H011 chr19 13941498 C A ZSWIM4 EX13E synonymous NM_023072.2 NP_075560.2 c.2604C>A  p.L868L CCTxATC + 65249 180 0 0% 8 11 57.80% NA. NA.

CC-H011 chr19 20728556 C A ZNF737 EX4E synonymous NM_001159293.1 NP_001152765.1 c.453G>T  p.V151V TTTxACA - 100129842 266 0 0% 11 15 57.60% NA. NA.

CC-H011 chr19 41255403 C T C19orf54 EX1 synonymous NM_198476.3 NP_940878.3 c.306G>A  p.L102L TTTxAGA - 284325 176 0 0% 4 6 60% NA. NA.

CC-H011 chr19 41727897 C T AXL EX4 synonymous NM_021913.3 NP_068713.2 c.522C>T  p.L174L GCTxCAG + 558 302 0 0% 14 16 53.30% NA. NA.

CC-H011 chr20 2308947 C T TGM3 EX9 synonymous NM_003245.3 NP_003236.3 c.1269C>T  p.I423I CATxAGC + 7053 222 0 0% 19 15 44.10% NA. NA.

CC-H011 chr22 17468927 C T GAB4 EX3 synonymous NM_001037814.1 NP_001032903.1 c.609G>A  p.P203P GGGxGGC - 128954 189 0 0% 13 12 48% NA. NA.

CC-H011 chr22 22843460 A G ZNF280B EX4E synonymous NM_080764.2 NP_542942.1 c.264T>C  p.P88P TTTxGGC - 140883 238 0 0% 5 18 78.20% NA. NA.

CC-H011 chr22 46704801 C T GTSE1 EX4 synonymous NM_016426.6 NP_057510.4 c.723C>T  p.A241A GGCxTCT + 51512 228 0 0% 19 6 24% NA. NA.

CC-H011 chrX 39934302 C T BCOR EX4 synonymous NM_001123385.1 NP_001116857.1 c.297G>A  p.E99E TTTxTCT - 54880 239 0 0% 26 8 23.50% NA. NA.

CC-H020 chr1 146673080 C G FMO5 EX7 synonymous NM_001461.2 NP_001452.2 c.837G>C  p.L279L ACTxAGA - 2330 28 0 0% 26 5 16.10% NA. NA.

CC-H020 chr1 179054881 G A TOR3A EX3 synonymous NM_022371.3 NP_071766.2 c.492G>A  p.S164S GTCxTTC + 64222 94 0 0% 84 11 11.50% NA. NA.

CC-H020 chr5 180670768 G C GNB2L1 EX1 synonymous NM_006098.4 NP_006089.1 c.33C>G  p.L11L CTTxAGG - 10399 72 0 0% 53 5 8.60% NA. NA.

CC-H020 chr8 100205158 C G VPS13B EX17 synonymous NM_017890.4 NP_060360.3 c.2388C>G  p.L796L TCTxACA + 157680 110 0 0% 102 7 6.40% NA. NA.



CC-H020 chr8 145748681 C T LRRC24 EX5E synonymous NM_001024678.3 NP_001019849.2 c.720G>A  p.P240P GCGxGGG - 441381 56 0 0% 65 8 10.90% NA. NA.

CC-H020 chr9 136266901 C T C9orf96 EX13 synonymous NM_153710.3 NP_714921.3 c.1233C>T  p.C411C CTGxAAC + 169436 52 0 0% 34 3 8.10% NA. NA.

CC-H020 chr11 46801837 G A CKAP5 EX20 synonymous NM_001008938.3 NP_001008938.1 c.2340C>T  p.G780G CACxCCA - 9793 46 0 0% 43 3 6.50% NA. NA.

CC-H020 chr15 50785054 C T USP8 EX16 synonymous NM_001128611.1 NP_001122083.1 c.2391C>T  p.N797N TAAxGCT + 9101 60 1 1.60% 62 6 8.80% NA. NA.

CC-H020 chr19 55603617 G C PPP1R12C EX19 synonymous NM_017607.2 NP_060077.1 c.2133C>G  p.L711L CTTxAGC - 54776 18 0 0% 24 2 7.60% NA. NA.

CC-H025 chr12 130184741 G A TMEM132D EX2 synonymous NM_133448.2 NP_597705.2 c.582C>T  p.A194A CTCxGCC - 121256 63 0 0% 114 10 8% NA. NA.

CC-H025 chrX 153590359 C T FLNA EX19 synonymous NM_001110556.1 NP_001104026.1 c.2814G>A  p.T938T AGGxGTG - 2316 40 0 0% 70 5 6.60% NA. NA.

CC-H016 chr1 38411430 G A INPP5B EX3 synonymous NM_005540.2 NP_005531.2 c.150C>T  p.H50H CGCxTGT - 3633 87 1 1.10% 75 6 7.40% NA. NA.

CC-H016 chr1 152749063 A T LCE1F EX1E synonymous NM_178354.2 NP_848131.1 c.216A>T  p.G72G GGGxGGC + 353137 61 0 0% 67 6 8.20% NA. NA.

CC-H016 chr2 100623208 C T AFF3 EX6 synonymous NM_001025108.1 NP_001020279.1 c.834G>A  p.S278S AGAxGAC - 3899 59 1 1.60% 32 3 8.50% NA. NA.

CC-H016 chr2 113315534 G A POLR1B EX8 synonymous NM_019014.4 NP_061887.2 c.1206G>A  p.K402K TAAxAAG + 84172 101 0 0% 53 19 26.30% NA. NA.

CC-H016 chr3 121415686 G A GOLGB1 EX13 synonymous NM_001256486.1 NP_001243415.1 c.3684C>T  p.S1228S CTTxCTT - 2804 57 0 0% 33 9 21.40% NA. NA.

CC-H016 chr4 57267518 T C PPAT EX7 synonymous NM_002703.4 NP_002694.3 c.864A>G  p.A288A TCTxGCA - 5471 83 0 0% 65 16 19.70% NA. NA.

CC-H016 chr6 36298354 G A C6orf222 EX2 synonymous NM_001010903.4 NP_001010903.3 c.114C>T  p.S38S CAGxGAG - 389384 95 0 0% 90 10 10% NA. NA.

CC-H016 chr7 1535176 G A INTS1 EX13 synonymous NM_001080453.2 NP_001073922.2 c.1725C>T  p.L575L GCGxAGC - 26173 103 0 0% 90 14 13.40% NA. NA.

CC-H016 chr8 144375210 C T ZNF696 EX2 synonymous NM_030895.2 NP_112157.2 c.39C>T  p.S13S GAGxAGT + 79943 45 0 0% 35 3 7.80% NA. NA.

CC-H016 chr10 6008148 C A IL15RA EX3 synonymous NM_001256765.1 NP_001243694.1 c.501G>T  p.T167T ATTxGTG - 3601 35 0 0% 27 4 12.90% NA. NA.

CC-H016 chr17 56581203 C A MTMR4 EX15 synonymous NM_004687.4 NP_004678.3 c.1713G>T  p.L571L TGGxAGA - 9110 71 0 0% 35 7 16.60% NA. NA.

CC-H016 chr19 2046628 A G MKNK2 EX3 synonymous NM_199054.2 NP_951009.1 c.114T>C  p.F38F GCCxAAG - 2872 107 0 0% 73 21 22.30% NA. NA.

CC-H015 chr3 122353965 C G PARP15 EX11 synonymous NM_001113523.1 NP_001106995.1 c.1671C>G  p.L557L CCTxTTC + 165631 111 0 0% 71 8 10.10% NA. NA.

CC-H015 chr3 138433547 A T PIK3CB EX7 synonymous NM_006219.2 NP_006210.1 c.1065T>A  p.A355A ACCxGCC - 5291 91 0 0% 59 7 10.60% NA. NA.

CC-H015 chr4 1795685 C A FGFR3 EX2 synonymous NM_000142.4 NP_000133.1 c.24C>A  p.L8L CCTxGCG + 2261 13 0 0% 8 3 27.20% NA. NA.

CC-H015 chr4 1795754 C T FGFR3 EX2 synonymous NM_000142.4 NP_000133.1 c.93C>T  p.V31V CGTxGTG + 2261 19 0 0% 12 3 20% NA. NA.

CC-H015 chr5 179296812 C G TBC1D9B EX17 synonymous NM_198868.2 NP_942568.2 c.2748G>C  p.L916L TGTxAGG - 23061 34 0 0% 35 4 10.20% NA. NA.

CC-H015 chr6 31734114 G C VWA7 EX15 synonymous NM_025258.2 NP_079534.2 c.2232C>G  p.L744L ACTxAGC - 80737 140 0 0% 108 7 6% NA. NA.

CC-H015 chr10 50174714 C G WDFY4 EX55 synonymous NM_020945.1 NP_065996.1 c.8580C>G  p.V2860V GGTxAAA + 57705 57 0 0% 56 6 9.60% NA. NA.

CC-H015 chr11 125237837 C T PKNOX2 EX5 synonymous NM_022062.2 NP_071345.2 c.183C>T  p.I61I CATxGAC + 63876 30 0 0% 15 3 16.60% NA. NA.

CC-H015 chr11 126299179 G A KIRREL3 EX15 synonymous NM_032531.3 NP_115920.1 c.1701C>T  p.L567L TTTxAGA - 84623 100 0 0% 66 10 13.10% NA. NA.

CC-H015 chr14 102478445 G C DYNC1H1 EX33 synonymous NM_001376.4 NP_001367.2 c.6852G>C  p.L2284L GCTxAGA + 1778 69 0 0% 57 5 8% NA. NA.

CC-H015 chr16 28913204 C T ATP2A1 EX16 synonymous NM_004320.4 NP_004311.1 c.2121C>T  p.D707D TGAxGCC + 487 38 0 0% 37 3 7.50% NA. NA.

CC-H015 chr17 25932636 C T KSR1 EX16 synonymous NM_014238.1 NP_055053.1 c.1446C>T  p.I482I CATxGGG + 8844 98 0 0% 80 9 10.10% NA. NA.

CC-H015 chr17 57768026 G C CLTC EX31 synonymous NM_004859.3 NP_004850.1 c.4857G>C  p.L1619L ACTxAGA + 1213 135 0 0% 79 9 10.20% NA. NA.

CC-H015 chr20 19981265 C T RIN2 EX11E synonymous NM_018993.3 NP_061866.1 c.2373C>T  p.L791L CCTxCGA + 54453 54 0 0% 40 6 13% NA. NA.

CC-H015 chr20 49212722 G A FAM65C EX15 synonymous NM_080829.2 NP_543019.2 c.1857C>T  p.D619D CACxTCC - 140876 24 0 0% 20 3 13% NA. NA.

CC-H015 chr22 50857865 C T PPP6R2 EX8 synonymous NM_001242898.1 NP_001229827.1 c.819C>T  p.L273L ACTxACC + 9701 63 0 0% 44 6 12% NA. NA.

CC-H004 chr1 36026862 G A NCDN EX3 synonymous NM_014284.2 NP_055099.1 c.1110G>A  p.E370E GGAxGCC + 23154 30 0 0% 55 17 23.60% NA. NA.

CC-H004 chr1 100487993 T C SLC35A3 EX8E synonymous NM_012243.1 NP_036375.1 c.939T>C  p.G313G TGGxTAT + 23443 42 0 0% 39 11 22% NA. NA.

CC-H004 chr1 228404718 C T OBSCN EX8 synonymous NM_052843.3 NP_443075.3 c.2382C>T  p.L794L CCTxGCG + 84033 65 1 1.50% 85 16 15.80% NA. NA.

CC-H004 chr2 84886284 T C DNAH6 EX37 synonymous NM_001370.1 NP_001361.1 c.6075T>C  p.P2025P TCCxGAT + 1768 55 0 0% 9 2 18.10% NA. NA.

CC-H004 chr3 43075030 C T FAM198A EX2 synonymous NM_001129908.2 NP_001123380.2 c.1275C>T  p.F425F CTTxGAC + 729085 77 0 0% 102 7 6.40% NA. NA.

CC-H004 chr3 131415431 G A CPNE4 EX5 synonymous NM_130808.1 NP_570720.1 c.462C>T  p.D154D GTCxTCA - 131034 99 0 0% 168 19 10.10% NA. NA.

CC-H004 chr5 89769852 G A MBLAC2 EX1 synonymous NM_203406.1 NP_981951.1 c.258C>T  p.F86F GTCxAAG - 153364 25 0 0% 49 4 7.50% NA. NA.

CC-H004 chr7 56881148 G A LOC100996261 EX1E synonymous XM_003846369.1 XP_003846417.1 c.87C>T  p.H29H GGCxTGG - 100996261 465 1 0.20% 337 32 8.60% NA. NA.

CC-H004 chr8 30537091 G A GSR EX13E synonymous NM_000637.3 NP_000628.2 c.1515C>T  p.D505D GTTxTCA - 2936 88 0 0% 76 17 18.20% NA. NA.

CC-H004 chr8 143569765 C T BAI1 EX13 synonymous NM_001702.2 NP_001693.2 c.2349C>T  p.D783D TGAxATC + 575 146 0 0% 217 17 7.20% NA. NA.

CC-H004 chr10 8006211 G A TAF3 EX3 synonymous NM_031923.2 NP_114129.1 c.738G>A  p.P246P GCCxCCA + 83860 62 1 1.50% 52 15 22.30% NA. NA.

CC-H004 chr11 47834445 G A NUP160 EX15 synonymous NM_015231.1 NP_056046.1 c.1941C>T  p.I647I AGTxATC - 23279 46 0 0% 34 6 15% NA. NA.

CC-H004 chr11 75277952 C T SERPINH1 EX2 synonymous NM_001235.3 NP_001226.2 c.558C>T  p.P186P GCCxGAG + 871 33 0 0% 36 3 7.60% NA. NA.

CC-H004 chr12 129028565 C T TMEM132C EX3 synonymous NM_001136103.2 NP_001129575.2 c.1038C>T  p.G346G GGGxGTC + 92293 36 0 0% 49 10 16.90% NA. NA.

CC-H004 chr13 37678497 C T CSNK1A1L EX1E synonymous NM_145203.5 NP_660204.2 c.897G>A  p.T299T CATxGTC - 122011 182 0 0% 185 13 6.50% NA. NA.

CC-H004 chr13 74518118 C T KLF12 EX3 synonymous NM_007249.4 NP_009180.3 c.123G>A  p.G41G TACxCCT - 11278 48 0 0% 45 4 8.10% NA. NA.

CC-H004 chr14 24791857 G A ADCY4 EX19 synonymous NM_001198568.1 NP_001185497.1 c.2400C>T  p.F800F GAAxAAG - 196883 29 0 0% 32 6 15.70% NA. NA.

CC-H004 chr15 28482230 A G HERC2 EX26 synonymous NM_004667.5 NP_004658.3 c.3882T>C  p.D1294D CAGxTCT - 8924 322 0 0% 261 24 8.40% NA. NA.

CC-H004 chr15 74703106 G A SEMA7A EX14E synonymous NM_003612.3 NP_003603.1 c.1860C>T  p.Y620Y GAAxTAG - 8482 165 0 0% 180 16 8.10% NA. NA.

CC-H004 chr17 76133409 G A TMC8 EX10 synonymous NM_152468.4 NP_689681.2 c.1221G>A  p.E407E TGAxTCC + 147138 44 0 0% 51 8 13.50% NA. NA.

CC-H004 chr19 30935384 C T ZNF536 EX2 synonymous NM_014717.1 NP_055532.1 c.915C>T  p.C305C GTGxGAC + 9745 39 0 0% 78 4 4.80% NA. NA.

CC-H004 chr19 44732658 C T ZNF227 EX4 synonymous NM_182490.1 NP_872296.1 c.120C>T  p.L40L GCTxGAT + 7770 284 0 0% 317 25 7.30% NA. NA.

CC-H004 chr19 56243838 G A NLRP9 EX2 synonymous NM_176820.2 NP_789790.2 c.1359C>T  p.A453A GGCxGCA - 338321 82 0 0% 98 26 20.90% NA. NA.

CC-H004 chr22 46654306 C G PKDREJ EX1E synonymous NM_006071.1 NP_006062.1 c.4914G>C  p.T1638T ATTxGTT - 10343 56 0 0% 67 5 6.90% NA. NA.

CC-H004 chrX 66905910 G A AR EX3 synonymous NM_000044.3 NP_000035.2 c.1827G>A  p.R609R AAGxAAA + 367 188 0 0% 196 32 14% NA. NA.

CC-H004 chrX 153225548 G A HCFC1 EX8 synonymous NM_005334.2 NP_005325.2 c.1149C>T  p.S383S CCAxCTC - 3054 372 0 0% 415 106 20.30% NA. NA.

CC-H021 chr1 45225997 C T KIF2C EX15 synonymous NM_006845.3 NP_006836.2 c.1413C>T  p.H471H CCAxGCG + 11004 41 0 0% 28 4 12.50% NA. NA.

CC-H021 chr1 200818651 G A CAMSAP2 EX11 synonymous NM_203459.1 NP_982284.1 c.2754G>A  p.V918V GGTxATT + 23271 96 0 0% 81 8 8.90% NA. NA.

CC-H021 chr5 11159846 G A CTNND2 EX12 synonymous NM_001332.2 NP_001323.1 c.2001C>T  p.C667C ATCxCAT - 1501 111 0 0% 86 10 10.40% NA. NA.

CC-H021 chr6 40400610 C T LRFN2 EX2 synonymous NM_020737.1 NP_065788.1 c.243G>A  p.L81L GGTxAGG - 57497 103 0 0% 61 11 15.20% NA. NA.

CC-H021 chr11 92085431 C T FAT3 EX1 synonymous NM_001008781.2 NP_001008781.2 c.153C>T  p.T51T TACxGTG + 120114 66 0 0% 56 9 13.80% NA. NA.

CC-H021 chr12 2787006 C T CACNA1C EX43 synonymous NM_001129827.1 NP_001123299.1 c.5208C>T  p.S1736S GTCxGCT + 775 86 0 0% 60 6 9% NA. NA.

CC-H021 chr12 21998615 C T ABCC9 EX24 synonymous NM_020297.2 NP_064693.2 c.3018G>A  p.S1006S GACxGAA - 10060 88 0 0% 65 8 10.90% NA. NA.

CC-H021 chr15 23572325 C T LOC440243 EX9 synonymous XM_496041.6 XP_496041.7 c.1944G>A  p.E648E CTTxTCC - 440243 123 0 0% 109 13 10.60% NA. NA.

CC-H021 chr16 2129042 G A TSC2 EX27 synonymous NM_000548.3 NP_000539.2 c.2976G>A  p.Q992Q ACAxACG + 7249 104 0 0% 92 15 14% NA. NA.

CC-H021 chr16 10551255 G A ATF7IP2 EX7 synonymous NM_024997.3 NP_079273.2 c.1221G>A  p.L407L TTTxGAT + 80063 119 0 0% 130 15 10.30% NA. NA.

CC-H021 chr16 31476108 C T ARMC5 EX4 synonymous NM_001105247.1 NP_001098717.1 c.1764C>T  p.G588G TGGxGCG + 79798 48 0 0% 58 4 6.40% NA. NA.

CC-H021 chr17 58275665 C T USP32 EX27 synonymous NM_032582.3 NP_115971.2 c.3390G>A  p.A1130A GCTxGCT - 84669 164 0 0% 135 19 12.30% NA. NA.

CC-H021 chrX 48544158 C T WAS EX4 synonymous NM_000377.2 NP_000368.1 c.396C>T  p.D132D GGAxGAG + 7454 99 1 1% 90 14 13.40% NA. NA.

CC-H023 chr1 78399104 G A NEXN EX10 synonymous NM_144573.3 NP_653174.3 c.1191G>A  p.R397R ACGxAAG + 91624 182 0 0% 249 41 14.10% NA. NA.

CC-H023 chr1 157504654 G A FCRL5 EX8 synonymous NM_031281.2 NP_112571.2 c.1431C>T  p.L477L GCTxAGG - 83416 41 0 0% 45 12 21% NA. NA.

CC-H023 chr1 201180504 G A IGFN1 EX12 synonymous NM_001164586.1 NP_001158058.1 c.6483G>A  p.R2161R TAGxGAT + 91156 144 0 0% 194 52 21.10% NA. NA.

CC-H023 chr1 215933139 C T USH2A EX57 synonymous NM_206933.2 NP_996816.2 c.11094G>A  p.V3698V TTCxACT - 7399 69 0 0% 77 7 8.30% NA. NA.

CC-H023 chr1 228602456 G C TRIM17 EX2 synonymous NM_016102.3 NP_057186.1 c.318C>G  p.L106L CTTxAGG - 51127 85 0 0% 122 21 14.60% NA. NA.

CC-H023 chr1 248737489 C T OR2T34 EX1E synonymous NM_001001821.1 NP_001001821.1 c.570G>A  p.L190L CTTxAGC - 127068 117 0 0% 123 15 10.80% NA. NA.

CC-H023 chr2 26987256 C T C2orf18 EX1 synonymous NM_017877.3 NP_060347.2 c.39C>T  p.L13L GCTxATG + 54978 33 0 0% 42 15 26.30% NA. NA.

CC-H023 chr2 32689762 C G BIRC6 EX25 synonymous NM_016252.3 NP_057336.3 c.5127C>G  p.L1709L ACTxACT + 57448 60 0 0% 62 7 10.10% NA. NA.

CC-H023 chr2 46587877 C G EPAS1 EX5 synonymous NM_001430.4 NP_001421.2 c.555C>G  p.L185L CCTxAAG + 2034 25 0 0% 45 5 10% NA. NA.

CC-H023 chr2 139428732 G A NXPH2 EX2E synonymous NM_007226.2 NP_009157.1 c.555C>T  p.F185F ATTxAAA - 11249 55 0 0% 73 9 10.90% NA. NA.

CC-H023 chr2 152388351 A T NEB EX145 synonymous NM_001271208.1 NP_001258137.1 c.21582T>A  p.T7194T TGGxGTA - 4703 85 0 0% 109 13 10.60% NA. NA.

CC-H023 chr2 234740900 C T HEATR7B1 EX40 synonymous XM_291007.10 XP_291007.8 c.4854C>T  p.I1618I AATxAGA + 339766 37 0 0% 55 8 12.60% NA. NA.

CC-H023 chr3 49850141 G A UBA7 EX5 synonymous NM_003335.2 NP_003326.2 c.498C>T  p.F166F AGTxAAG - 7318 56 0 0% 93 15 13.80% NA. NA.

CC-H023 chr4 1016025 G A FGFRL1 EX3 synonymous NM_001004356.2 NP_001004356.1 c.114G>A  p.R38R ACGxCAG + 53834 24 0 0% 35 6 14.60% NA. NA.

CC-H023 chr4 21950195 G A KCNIP4 EX1 synonymous NM_025221.5 NP_079497.2 c.60C>T  p.G20G ACCxCCT - 80333 82 0 0% 99 16 13.90% NA. NA.

CC-H023 chr4 38055907 C T TBC1D1 EX12 synonymous NM_015173.3 NP_055988.2 c.1998C>T  p.F666F ATTxCTC + 23216 47 0 0% 86 16 15.60% NA. NA.

CC-H023 chr4 46125856 G A GABRG1 EX1 synonymous NM_173536.3 NP_775807.2 c.75C>T  p.F25F CAAxAAG - 2565 67 0 0% 62 11 15% NA. NA.

CC-H023 chr5 620366 C T CEP72 EX3 synonymous NM_018140.3 NP_060610.2 c.393C>T  p.L131L GCTxCAG + 55722 36 0 0% 56 25 30.80% NA. NA.

CC-H023 chr5 10250506 C T CCT5 EX1 synonymous NM_012073.3 NP_036205.1 c.54C>T  p.I18I CATxATC + 22948 57 0 0% 154 55 26.30% NA. NA.

CC-H023 chr5 132220782 C T AFF4 EX19 synonymous NM_014423.3 NP_055238.1 c.3129G>A  p.S1043S AGGxGAT - 27125 225 1 0.40% 56 22 28.20% NA. NA.

CC-H023 chr6 25926019 G A SLC17A2 EX2 synonymous NM_005835.2 NP_005826.1 c.6C>T  p.D2D CCCxTCC - 10246 60 0 0% 80 17 17.50% NA. NA.

CC-H023 chr6 31749318 G A VARS EX21 synonymous NM_006295.2 NP_006286.1 c.2484C>T  p.F828F CCAxAAG - 7407 62 0 0% 115 24 17.20% NA. NA.

CC-H023 chr6 33284565 G C ZBTB22 EX2E synonymous NM_005453.4 NP_005444.4 c.129C>G  p.L43L CAAxAGG - 9278 67 0 0% 77 14 15.30% NA. NA.

CC-H023 chr8 27319209 G A CHRNA2 EX7E synonymous NM_000742.3 NP_000733.2 c.1527C>T  p.I509I GATxATA - 1135 79 0 0% 115 24 17.20% NA. NA.

CC-H023 chr9 14819417 C T FREM1 EX15 synonymous NM_144966.5 NP_659403.4 c.2361G>A  p.V787V AGTxACT - 158326 37 0 0% 48 8 14.20% NA. NA.

CC-H023 chr10 75434927 G A AGAP5 EX8E synonymous NM_001144000.1 NP_001137472.1 c.1491C>T  p.L497L CATxAGG - 729092 237 0 0% 244 43 14.90% NA. NA.

CC-H023 chr11 6569584 G C DNHD1 EX23 synonymous NM_144666.2 NP_653267.2 c.7050G>C  p.L2350L CCTxAGC + 144132 78 0 0% 70 20 22.20% NA. NA.

CC-H023 chr11 22647099 G A FANCF EX1E synonymous NM_022725.3 NP_073562.1 c.258C>T  p.L86L ACCxAGG - 2188 167 0 0% 240 38 13.60% NA. NA.

CC-H023 chr11 60640967 C T ZP1 EX8 synonymous NM_207341.2 NP_997224.2 c.1360C>T  p.L454L CTGxTGC + 22917 29 0 0% 36 14 28% NA. NA.

CC-H023 chr11 62416463 G C INTS5 EX2E synonymous NM_030628.1 NP_085131.1 c.1089C>G  p.L363L CTTxAGG - 80789 31 0 0% 107 10 8.50% NA. NA.

CC-H023 chr12 117423144 G A FBXW8 EX6 synonymous NM_153348.2 NP_699179.2 c.969G>A  p.V323V CGTxATG + 26259 88 0 0% 134 16 10.60% NA. NA.

CC-H023 chr12 130927075 G A RIMBP2 EX8 synonymous NM_015347.4 NP_056162.4 c.771C>T  p.I257I GCCxATG - 23504 52 0 0% 96 8 7.60% NA. NA.

CC-H023 chr13 108881716 C T ABHD13 EX2E synonymous NM_032859.2 NP_116248.2 c.150C>T  p.F50F ATTxATA + 84945 84 0 0% 51 12 19% NA. NA.

CC-H023 chr14 70234894 C T SRSF5 EX2 synonymous NM_001039465.1 NP_001034554.1 c.21C>T  p.F7F ATTxATC + 6430 105 0 0% 128 18 12.30% NA. NA.

CC-H023 chr15 89453150 G T MFGE8 EX2 synonymous NM_005928.2 NP_005919.2 c.78C>A  p.I26I ACAxATA - 4240 56 0 0% 75 14 15.70% NA. NA.

CC-H023 chr16 1250352 G A CACNA1H EX7 synonymous NM_021098.2 NP_066921.2 c.900G>A  p.Q300Q GCAxAAG + 8912 77 0 0% 87 17 16.30% NA. NA.

CC-H023 chr16 1642184 C G IFT140 EX6 synonymous NM_014714.3 NP_055529.2 c.627G>C  p.L209L CATxAGA - 9742 83 0 0% 122 22 15.20% NA. NA.

CC-H023 chr16 25268233 C T ZKSCAN2 EX1 synonymous NM_001012981.4 NP_001012999.3 c.216G>A  p.R72R CCAxCGG - 342357 59 0 0% 76 18 19.10% NA. NA.

CC-H023 chr17 30615912 G A RHBDL3 EX4 synonymous NM_138328.2 NP_612201.1 c.396G>A  p.S132S CTCxCAG + 162494 48 0 0% 80 4 4.70% NA. NA.

CC-H023 chr17 36876728 C T MLLT6 EX15 synonymous NM_005937.3 NP_005928.2 c.2259C>T  p.L753L TCTxAAC + 4302 80 0 0% 150 31 17.10% NA. NA.

CC-H023 chr19 1116851 G C SBNO2 EX16 synonymous NM_014963.2 NP_055778.2 c.1779C>G  p.L593L GTTxAGG - 22904 35 0 0% 80 8 9% NA. NA.

CC-H023 chr20 61526467 C G DIDO1 EX9 synonymous NM_033081.2 NP_149072.2 c.2265G>C  p.V755V TCTxACA - 11083 49 1 2% 75 15 16.60% NA. NA.

CC-H023 chr22 41554499 G A EP300 EX19 synonymous NM_001429.3 NP_001420.2 c.3585G>A  p.Q1195Q CCAxAAC + 2033 19 0 0% 45 9 16.60% NA. NA.

CC-H014 chr2 8940605 G A KIDINS220 EX9 synonymous NM_020738.2 NP_065789.1 c.825C>T  p.G275G AGCxCCA - 57498 106 0 0% 65 4 5.70% NA. NA.

CC-H014 chr2 233620968 C T GIGYF2 EX8 synonymous NM_015575.3 NP_056390.2 c.303C>T  p.V101V TGTxCTG + 26058 103 0 0% 58 12 17.10% NA. NA.

CC-H014 chr3 27427470 G A SLC4A7 EX23 synonymous NM_003615.4 NP_003606.3 c.3378C>T  p.F1126F CGTxAAA - 9497 379 0 0% 168 44 20.70% NA. NA.

CC-H014 chr3 183774693 C A HTR3C EX5 synonymous NM_130770.2 NP_570126.2 c.420C>A  p.L140L TCTxACT + 170572 99 0 0% 89 13 12.70% NA. NA.

CC-H014 chr6 125366518 G A RNF217 EX4 synonymous NM_152553.2 NP_689766.1 c.168G>A  p.Q56Q TCAxTGC + 154214 151 0 0% 88 26 22.80% NA. NA.

CC-H014 chr8 25258468 C T DOCK5 EX47 synonymous NM_024940.6 NP_079216.4 c.4812C>T  p.I1604I GATxCGC + 80005 105 0 0% 49 15 23.40% NA. NA.

CC-H014 chr13 77724884 G A MYCBP2 EX47 synonymous NM_015057.4 NP_055872.4 c.7116C>T  p.A2372A TATxGCA - 23077 79 0 0% 47 9 16% NA. NA.

CC-H014 chr16 30001033 C T TAOK2 EX17 synonymous NM_004783.3 NP_004774.1 c.2352C>T  p.L784L CCTxCTT + 9344 45 0 0% 30 7 18.90% NA. NA.

CC-H014 chr21 15579157 G A LIPI EX1 synonymous NM_198996.2 NP_945347.1 c.88C>T  p.L30L CTAxAAG - 149998 88 0 0% 54 9 14.20% NA. NA.

CC-H003 chr1 59042394 G A TACSTD2 EX1E synonymous NM_002353.2 NP_002344.2 c.435C>T  p.C145C ATCxCAG - 4070 9 0 0% 11 2 15.30% NA. NA.

CC-H003 chr1 153946467 C T CREB3L4 EX10E synonymous NM_130898.3 NP_570968.1 c.1114C>T  p.L372L ACAxTGC + 148327 39 0 0% 46 3 6.10% NA. NA.

CC-H003 chr1 154744609 G A KCNN3 EX3 synonymous NM_002249.5 NP_002240.3 c.1290C>T  p.T430T ATCxGTG - 3782 85 0 0% 84 12 12.50% NA. NA.

CC-H003 chr1 236371404 A G GPR137B EX7E synonymous NM_003272.3 NP_003263.1 c.1146A>G  p.Q382Q ACAxGCA + 7107 39 0 0% 38 3 7.30% NA. NA.

CC-H003 chr2 80529547 C T LRRTM1 EX2E synonymous NM_178839.4 NP_849161.2 c.1398G>A  p.T466T CTGxGTG - 347730 68 0 0% 127 11 7.90% NA. NA.

CC-H003 chr3 15288872 T C CAPN7 EX19 synonymous NM_014296.2 NP_055111.1 c.2112T>C  p.C704C ATGxGGA + 23473 49 0 0% 39 3 7.10% NA. NA.

CC-H003 chr3 118647372 G A IGSF11 EX3 synonymous NM_001015887.1 NP_001015887.1 c.408C>T  p.T136T ACCxGTG - 152404 45 0 0% 28 3 9.60% NA. NA.

CC-H003 chr3 194147857 A C ATP13A3 EX28 synonymous NM_024524.3 NP_078800.3 c.3072T>G  p.G1024G AAAxCCC - 79572 96 1 1% 72 11 13.20% NA. NA.

CC-H003 chr6 26124697 C T HIST1H2AC EX1E synonymous NM_003512.3 NP_003503.1 c.237C>T  p.I79I CATxATC + 8334 231 0 0% 306 61 16.60% NA. NA.

CC-H003 chr9 27212733 G T TEK EX17 synonymous NM_000459.3 NP_000450.2 c.2715G>T  p.A905A CGCxCCC + 7010 61 0 0% 82 4 4.60% NA. NA.

CC-H003 chr11 64056768 T C GPR137 EX9E synonymous NM_001170726.1 NP_001164197.1 c.1359T>C  p.G453G GGGxCGT + 56834 104 0 0% 123 14 10.20% NA. NA.

CC-H003 chr12 88456481 G T CEP290 EX46 synonymous NM_025114.3 NP_079390.3 c.6345C>A  p.G2115G ATGxCCA - 80184 33 0 0% 21 3 12.50% NA. NA.

CC-H003 chr13 73355791 G A DIS3 EX1 synonymous NM_014953.3 NP_055768.3 c.180C>T  p.C60C CGGxCAG - 22894 37 0 0% 40 3 6.90% NA. NA.

CC-H003 chr17 4837171 G A GP1BA EX2E synonymous NM_000173.5 NP_000164.5 c.1272G>A  p.P424P CCCxGAG + 2811 22 0 0% 26 4 13.30% NA. NA.

CC-H003 chr17 72366682 G A GPR142 EX3 synonymous NM_181790.1 NP_861455.1 c.381G>A  p.L127L CCTxCTG + 350383 100 0 0% 118 7 5.60% NA. NA.

CC-H003 chr20 5282731 G A PROKR2 EX2E synonymous NM_144773.2 NP_658986.1 c.1110C>T  p.N370N CCCxTTG - 128674 60 0 0% 81 7 7.90% NA. NA.

CC-H018 chr2 27315224 C T KHK EX2 synonymous NM_000221.2 NP_000212.1 c.117C>T  p.R39R GCGxGGA + 3795 49 0 0% 51 5 8.90% NA. NA.

CC-H001 chr1 37324817 G A GRIK3 EX7 synonymous NM_000831.3 NP_000822.2 c.996C>T  p.I332I CACxATA - 2899 69 0 0% 78 11 12.30% NA. NA.

CC-H001 chr1 67861697 C T IL12RB2 EX16E synonymous NM_001559.2 NP_001550.1 c.2514C>T  p.H838H TCAxCCA + 3595 134 0 0% 111 16 12.50% NA. NA.

CC-H001 chr1 89279369 C T PKN2 EX16 synonymous NM_006256.2 NP_006247.1 c.2232C>T  p.D744D GGAxCTA + 5586 205 0 0% 136 27 16.50% NA. NA.

CC-H001 chr1 155148425 G A TRIM46 EX3 synonymous NM_025058.4 NP_079334.3 c.387G>A  p.P129P CCCxTGC + 80128 154 1 0.60% 165 20 10.80% NA. NA.

CC-H001 chr1 162774111 C T HSD17B7 EX7 synonymous NM_016371.2 NP_057455.1 c.802C>T  p.L268L GCTxTGG + 51478 197 0 0% 153 24 13.50% NA. NA.

CC-H001 chr1 216051210 C T USH2A EX43 synonymous NM_206933.2 NP_996816.2 c.8571G>A  p.L2857L TCTxAGA - 7399 125 0 0% 137 10 6.80% NA. NA.

CC-H001 chr1 235922598 G C LYST EX23 synonymous NM_000081.2 NP_000072.2 c.6555C>G  p.V2185V AGAxACC - 1130 123 0 0% 131 9 6.40% NA. NA.

CC-H001 chr2 17955585 G A GEN1 EX11 synonymous NM_001130009.1 NP_001123481.1 c.1119G>A  p.E373E TGAxAAA + 348654 105 0 0% 87 9 9.30% NA. NA.

CC-H001 chr2 24347282 C G FAM228B EX2 synonymous NM_001145710.1 NP_001139182.1 c.51C>G  p.L17L GCTxAAG + 375190 264 0 0% 206 30 12.70% NA. NA.

CC-H001 chr2 71188788 C T ATP6V1B1 EX8 synonymous NM_001692.3 NP_001683.2 c.750C>T  p.N250N GAAxGTC + 525 136 0 0% 102 23 18.40% NA. NA.

CC-H001 chr2 105889415 C T TGFBRAP1 EX10 synonymous NM_004257.4 NP_004248.2 c.1869G>A  p.Q623Q CCTxTGC - 9392 90 0 0% 57 7 10.90% NA. NA.

CC-H001 chr2 108488753 A C RGPD4 EX20 synonymous NM_182588.2 NP_872394.2 c.4293A>C  p.A1431A TGCxTGT + 285190 709 1 0.10% 308 35 10.20% NA. NA.

CC-H001 chr2 138421090 G A THSD7B EX26 synonymous NM_001080427.1 NP_001073896.1 c.4509G>A  p.V1503V TGTxAAT + 80731 192 0 0% 152 17 10% NA. NA.

CC-H001 chr2 170062910 G A LRP2 EX39 synonymous NM_004525.2 NP_004516.2 c.7320C>T  p.A2440A AGAxGCT - 4036 126 0 0% 111 8 6.70% NA. NA.

CC-H001 chr3 369934 C T CHL1 EX5 synonymous NM_006614.3 NP_006605.2 c.282C>T  p.I94I GATxCCA + 10752 171 0 0% 115 17 12.80% NA. NA.

CC-H001 chr3 98538221 C T DCBLD2 EX8 synonymous NM_080927.3 NP_563615.3 c.912G>A  p.A304A ATCxGCG - 131566 102 0 0% 104 17 14% NA. NA.

CC-H001 chr3 100071263 G A NIT2 EX8 synonymous NM_020202.4 NP_064587.1 c.600G>A  p.Q200Q TCAxGTG + 56954 178 0 0% 182 23 11.20% NA. NA.

CC-H001 chr3 126737358 C T PLXNA1 EX19 synonymous NM_032242.3 NP_115618.3 c.3882C>T  p.L1294L CCTxGAA + 5361 117 0 0% 161 23 12.50% NA. NA.

CC-H001 chr3 127294045 G A TPRA1 EX9 synonymous NM_016372.2 NP_057456.2 c.837C>T  p.F279F GAGxAAA - 131601 116 0 0% 118 28 19.10% NA. NA.

CC-H001 chr3 140401979 C T TRIM42 EX2 synonymous NM_152616.4 NP_689829.3 c.1017C>T  p.S339S CAGxGCC + 287015 75 0 0% 63 20 24% NA. NA.

CC-H001 chr3 190106227 C T CLDN16 EX1 synonymous NM_006580.3 NP_006571.1 c.319C>T  p.L107L TCTxTGG + 10686 35 0 0% 31 3 8.80% NA. NA.

CC-H001 chr4 122744661 G A CCNA2 EX1 synonymous NM_001237.3 NP_001228.1 c.123C>T  p.V41V TTGxACG - 890 126 0 0% 78 20 20.40% NA. NA.

CC-H001 chr4 142651108 C T IL15 EX7 synonymous NM_000585.4 NP_000576.1 c.349C>T  p.L117L ATCxTAG + 3600 112 0 0% 70 7 9% NA. NA.

CC-H001 chr5 10282315 G C CMBL EX5 synonymous NM_138809.3 NP_620164.1 c.552C>G  p.L184L CTTxAGT - 134147 94 0 0% 81 7 7.90% NA. NA.

CC-H001 chr6 27834714 C T HIST1H1B EX1E synonymous NM_005322.2 NP_005313.1 c.594G>A  p.P198P CTTxGGC - 3009 169 0 0% 124 24 16.20% NA. NA.

CC-H001 chr6 38813472 C G DNAH8 EX36 synonymous NM_001206927.1 NP_001193856.1 c.4968C>G  p.L1656L GCTxAAA + 1769 76 0 0% 60 8 11.70% NA. NA.

CC-H001 chr6 114267263 C A HDAC2 EX9 synonymous NM_001527.3 NP_001518.3 c.891G>T  p.L297L CATxAGT - 3066 67 0 0% 46 3 6.10% NA. NA.

CC-H001 chr6 160510169 C T IGF2R EX43 synonymous NM_000876.2 NP_000867.2 c.6351C>T  p.F2117F CTTxAGC + 3482 105 0 0% 74 19 20.40% NA. NA.

CC-H001 chr7 47913505 G A PKD1L1 EX24 synonymous NM_138295.3 NP_612152.1 c.3888C>T  p.G1296G CTCxCCC - 168507 69 0 0% 52 10 16.10% NA. NA.

CC-H001 chr7 149514780 C G SSPO EX75 synonymous NM_198455.2 NP_940857.2 c.11322C>G  p.L3774L CCTxGGG + 23145 217 0 0% 173 22 11.20% NA. NA.

CC-H001 chr8 86050585 G A LRRCC1 EX17 synonymous NM_033402.4 NP_208325.3 c.2715G>A  p.R905R TCGxAAG + 85444 74 0 0% 59 8 11.90% NA. NA.

CC-H001 chr8 87558897 G A CPNE3 EX10 synonymous NM_003909.3 NP_003900.1 c.807G>A  p.V269V TGTxAAA + 8895 140 0 0% 86 14 14% NA. NA.

CC-H001 chr8 107751772 T C OXR1 EX12 synonymous NM_001198532.1 NP_001185461.1 c.2127T>C  p.S709S AAGxGAT + 55074 94 0 0% 70 16 18.60% NA. NA.

CC-H001 chr9 119203048 G A ASTN2 EX21 synonymous NM_014010.4 NP_054729.3 c.3469C>T  p.L1157L ACAxATT - 23245 223 0 0% 210 32 13.20% NA. NA.

CC-H001 chr10 75560934 G A ZSWIM8 EX25 synonymous NM_001242488.1 NP_001229417.1 c.5199G>A  p.L1733L GCTxCCA + 23053 47 0 0% 40 14 25.90% NA. NA.

CC-H001 chr10 101458564 G A ENTPD7 EX10 synonymous NM_020354.3 NP_065087.1 c.1284G>A  p.V428V TGTxTTG + 57089 175 0 0% 147 33 18.30% NA. NA.



CC-H001 chr11 55594709 C T OR5L2 EX1E synonymous NM_001004739.1 NP_001004739.1 c.15C>T  p.N5N AAAxTGC + 26338 209 0 0% 154 25 13.90% NA. NA.

CC-H001 chr11 64813791 C G NAALADL1 EX15 synonymous NM_005468.2 NP_005459.2 c.1725G>C  p.V575V AATxACA - 10004 104 0 0% 70 12 14.60% NA. NA.

CC-H001 chr12 26383991 C T SSPN EX3E synonymous NM_005086.4 NP_005077.2 c.714C>T  p.G238G AGGxCCC + 8082 110 0 0% 83 17 17% NA. NA.

CC-H001 chr12 53170869 G A KRT76 EX1 synonymous NM_015848.4 NP_056932.2 c.207C>T  p.I69I GCTxATG - 51350 384 0 0% 330 52 13.60% NA. NA.

CC-H001 chr12 89745457 C T DUSP6 EX1 synonymous NM_001946.2 NP_001937.2 c.360G>A  p.K120K CTTxTTG - 1848 15 0 0% 11 6 35.20% NA. NA.

CC-H001 chr12 123444479 G A ABCB9 EX2 synonymous NM_019625.3 NP_062571.1 c.304C>T  p.L102L GCAxCAG - 23457 123 1 0.80% 89 13 12.70% NA. NA.

CC-H001 chr14 92959885 C G SLC24A4 EX17E synonymous NM_153648.3 NP_705934.1 c.1590C>G  p.L530L TCTxTAC + 123041 362 1 0.20% 280 39 12.20% NA. NA.

CC-H001 chr15 43482257 C A CCNDBP1 EX5 synonymous NM_012142.4 NP_036274.3 c.336C>A  p.I112I GATxACC + 23582 99 0 0% 59 4 6.30% NA. NA.

CC-H001 chr15 77346580 C T TSPAN3 EX4 synonymous NM_005724.5 NP_005715.1 c.372G>A  p.K124K GGTxTTA - 10099 54 0 0% 48 11 18.60% NA. NA.

CC-H001 chr16 2547019 C T TBC1D24 EX2 synonymous NM_001199107.1 NP_001186036.1 c.870C>T  p.F290F GTTxGCC + 57465 92 0 0% 73 10 12% NA. NA.

CC-H001 chr16 11534589 G A LOC388210 EX3 synonymous XM_370934.10 XP_370934.9 c.261C>T  p.V87V TGTxACG - 388210 146 0 0% 99 26 20.80% NA. NA.

CC-H001 chr17 25944359 G A KSR1 EX21 synonymous NM_014238.1 NP_055053.1 c.2187G>A  p.E729E GGAxAGA + 8844 129 0 0% 90 20 18.10% NA. NA.

CC-H001 chr17 73657037 G A RECQL5 EX6 synonymous NM_004259.6 NP_004250.4 c.984C>T  p.V328V CCTxACA - 9400 141 0 0% 102 29 22.10% NA. NA.

CC-H001 chr18 51056954 G C DCC EX29E synonymous NM_005215.3 NP_005206.2 c.4275G>C  p.L1425L TCTxAGT + 1630 151 0 0% 100 15 13% NA. NA.

CC-H001 chr18 74962531 C T GALR1 EX1 synonymous NM_001480.3 NP_001471.2 c.27C>T  p.S9S CAGxGAG + 2587 54 0 0% 35 13 27% NA. NA.

CC-H001 chr19 3600495 C T TBXA2R EX2 synonymous NM_001060.5 NP_001051.1 c.138G>A  p.L46L GCTxAGG - 6915 162 0 0% 122 16 11.50% NA. NA.

CC-H001 chr19 12060381 G A ZNF700 EX4E synonymous NM_144566.1 NP_653167.1 c.1542G>A  p.E514E TGAxAAA + 90592 77 0 0% 42 11 20.70% NA. NA.

CC-H001 chr19 19748323 G T GMIP EX11 synonymous NM_016573.2 NP_057657.2 c.975C>A  p.G325G GGGxCCA - 51291 11 0 0% 10 2 16.60% NA. NA.

CC-H001 chr19 43967291 G A LYPD3 EX4 synonymous NM_014400.2 NP_055215.2 c.531C>T  p.V177V GGTxACG - 27076 152 1 0.60% 137 27 16.40% NA. NA.

CC-H001 chr19 45480704 C G CLPTM1 EX5 synonymous NM_001294.2 NP_001285.1 c.573C>G  p.V191V AGTxCAC + 1209 120 0 0% 111 17 13.20% NA. NA.

CC-H001 chr19 49384334 G A TULP2 EX13E synonymous NM_003323.2 NP_003314.2 c.1497C>T  p.T499T CATxGTG - 7288 132 0 0% 96 20 17.20% NA. NA.

CC-H001 chr20 30411332 G A MYLK2 EX5 synonymous NM_033118.3 NP_149109.1 c.825G>A  p.R275R GAGxACC + 85366 139 1 0.70% 115 21 15.40% NA. NA.

CC-H001 chr20 49620963 G A KCNG1 EX3E synonymous NM_002237.3 NP_002228.2 c.1155C>T  p.C385C CACxCAG - 3755 61 0 0% 45 6 11.70% NA. NA.

CC-H001 chr20 62193926 C T HELZ2 EX9 synonymous NM_001037335.2 NP_001032412.2 c.6249G>A  p.L2083L CCTxAGC - 85441 180 0 0% 110 21 16% NA. NA.

CC-H001 chr21 35231005 C T ITSN1 EX31 synonymous NM_003024.2 NP_003015.2 c.3799C>T  p.L1267L CCCxTGA + 6453 141 0 0% 98 17 14.70% NA. NA.

CC-H001 chr22 37257240 C T NCF4 EX1 synonymous NM_013416.3 NP_038202.2 c.27C>T  p.A9A GGCxGAG + 4689 196 0 0% 116 26 18.30% NA. NA.

CC-H001 chr22 37707039 G A CYTH4 EX10 synonymous NM_013385.3 NP_037517.1 c.819G>A  p.V273V CGTxAAG + 27128 111 0 0% 95 9 8.60% NA. NA.

CC-H001 chrX 134156283 G A FAM127C EX1E synonymous NM_001078173.1 NP_001071641.1 c.207C>T  p.I69I GGTxATG - 441518 366 0 0% 203 106 34.30% NA. NA.

CC-H006 chr2 37292989 C T HEATR5B EX9 synonymous NM_019024.1 NP_061897.1 c.1242G>A  p.Q414Q ATGxTGG - 54497 61 0 0% 43 3 6.50% NA. NA.

CC-H006 chr5 21751900 G C CDH12 EX15E synonymous NM_004061.3 NP_004052.2 c.2331C>G  p.V777V CAAxACT - 1010 104 0 0% 116 9 7.20% NA. NA.

CC-H006 chr6 82461628 G T FAM46A EX2 synonymous NM_017633.2 NP_060103.2 c.231C>A  p.I77I CAGxATG - 55603 46 0 0% 57 7 10.90% NA. NA.

CC-H006 chr7 4820815 G A AP5Z1 EX2 synonymous NM_014855.2 NP_055670.1 c.51G>A  p.Q17Q CCAxGAC + 9907 120 0 0% 71 24 25.20% NA. NA.

CC-H006 chr7 121944027 G A FEZF1 EX1 synonymous NM_001024613.2 NP_001019784.2 c.465C>T  p.H155H GGCxTGG - 389549 87 0 0% 87 28 24.30% NA. NA.

CC-H006 chr8 53079470 G C ST18 EX11 synonymous NM_014682.2 NP_055497.1 c.1146C>G  p.L382L GTAxAGC - 9705 36 0 0% 29 7 19.40% NA. NA.

CC-H006 chr9 95077968 C T NOL8 EX7 synonymous NM_017948.5 NP_060418.4 c.939G>A  p.A313A TTTxGCA - 55035 29 1 3.30% 38 6 13.60% NA. NA.

CC-H006 chr10 12133562 C T DHTKD1 EX6 synonymous NM_018706.5 NP_061176.3 c.1038C>T  p.F346F ATTxACG + 55526 82 0 0% 82 18 18% NA. NA.

CC-H006 chr11 62296759 C T AHNAK EX5E synonymous NM_001620.1 NP_001611.1 c.5130G>A  p.L1710L TTTxAGG - 79026 254 0 0% 283 16 5.30% NA. NA.

CC-H006 chr12 56737799 C T STAT2 EX23 synonymous NM_005419.3 NP_005410.1 c.2223G>A  p.L741L CTTxAGC - 6773 112 0 0% 75 31 29.20% NA. NA.

CC-H006 chr13 29242696 C T POMP EX4 synonymous NM_015932.5 NP_057016.1 c.249C>T  p.F83F ATTxAAG + 51371 59 0 0% 33 10 23.20% NA. NA.

CC-H006 chr14 93118876 G A RIN3 EX6 synonymous NM_024832.3 NP_079108.3 c.1482G>A  p.T494T CACxCCG + 79890 55 0 0% 55 26 32% NA. NA.

CC-H006 chr15 40584325 G A PLCB2 EX23 synonymous NM_004573.2 NP_004564.2 c.2466C>T  p.F822F GAAxAAC - 5330 68 0 0% 63 18 22.20% NA. NA.

CC-H006 chr16 67270582 C T FHOD1 EX11 synonymous NM_013241.2 NP_037373.2 c.1197G>A  p.L399L CAGxAGG - 29109 34 0 0% 41 3 6.80% NA. NA.

CC-H006 chr16 75652510 C T ADAT1 EX5 synonymous NM_012091.3 NP_036223.2 c.267G>A  p.E89E GACxTCA - 23536 133 0 0% 101 31 23.40% NA. NA.

CC-H006 chr17 78447201 G A NPTX1 EX3 synonymous NM_002522.3 NP_002513.2 c.696C>T  p.F232F TGGxAAT - 4884 117 0 0% 200 12 5.60% NA. NA.

CC-H006 chr18 43591177 G A PSTPIP2 EX5 synonymous NM_024430.3 NP_077748.3 c.324C>T  p.F108F CCTxAAT - 9050 183 0 0% 168 12 6.60% NA. NA.

CC-H006 chr19 52714710 C T PPP2R1A EX4 synonymous NM_014225.5 NP_055040.2 c.468C>T  p.P156P CCCxCGA + 5518 162 0 0% 203 14 6.40% NA. NA.

CC-H006 chr20 62729410 G A OPRL1 EX4 synonymous NM_182647.2 NP_872588.1 c.489G>A  p.T163T CACxTCC + 4987 78 0 0% 49 24 32.80% NA. NA.

CC-H006 chr21 19687506 G A TMPRSS15 EX17 synonymous NM_002772.2 NP_002763.2 c.1989C>T  p.D663D ACCxTCA - 5651 67 0 0% 45 25 35.70% NA. NA.

CC-H010 chr1 107691272 G A NTNG1 EX2 synonymous NM_001113226.1 NP_001106697.1 c.57G>A  p.V19V AGTxATG + 22854 71 0 0% 39 24 38% NA. NA.

CC-H010 chr3 10264428 G A IRAK2 EX9 synonymous NM_001570.3 NP_001561.3 c.1122G>A  p.L374L CCTxCTC + 3656 96 0 0% 89 5 5.30% NA. NA.

CC-H010 chr9 35826015 C T FAM221B EX2 synonymous NM_001012446.3 NP_001012448.2 c.144G>A  p.P48P TAAxGGG - 392307 40 0 0% 42 3 6.60% NA. NA.

CC-H010 chr9 96002048 C T WNK2 EX6 synonymous NM_006648.3 NP_006639.3 c.1332C>T  p.I444I GATxAAA + 65268 61 0 0% 33 22 40% NA. NA.

CC-H010 chr16 84444194 T C ATP2C2 EX5 synonymous NM_014861.2 NP_055676.2 c.438T>C  p.T146T CACxGTC + 9914 30 0 0% 25 9 26.40% NA. NA.

CC-H010 chr17 42635224 C A FZD2 EX1E synonymous NM_001466.3 NP_001457.1 c.168C>A  p.I56I CATxATG + 2535 69 0 0% 39 19 32.70% NA. NA.

CC-H010 chr19 1440162 G A RPS15 EX3 synonymous NM_001018.3 NP_001009.1 c.234G>A  p.T78T GACxCAC + 6209 195 0 0% 121 58 32.40% NA. NA.

CC-H010 chr19 8808008 G A ACTL9 EX1E synonymous NM_178525.3 NP_848620.2 c.1044C>T  p.T348T GCCxGTG - 284382 142 0 0% 66 34 34% NA. NA.

CC-H010 chr20 39801460 C T PLCG1 EX27 synonymous NM_002660.2 NP_002651.2 c.3222C>T  p.F1074F CTTxGAC + 5335 41 0 0% 27 11 28.90% NA. NA.

CC-H010 chr20 62320437 C T RTEL1 EX22 synonymous NM_032957.4 NP_116575.3 c.1902C>T  p.A634A TGCxGCC + 51750 164 0 0% 104 44 29.70% NA. NA.

CC-H010 chr22 21570314 C T GGT2 EX6 synonymous XM_001129377.4 XP_001129377.1 c.648G>A  p.P216P CCGxGGC - 728441 118 0 0% 57 14 19.70% NA. NA.

CC-H005 chr1 77510029 C T ST6GALNAC5 EX3 synonymous NM_030965.1 NP_112227.1 c.402C>T  p.D134D TGAxGTG + 81849 47 0 0% 69 5 6.70% NA. NA.

CC-H005 chr1 86046715 C T CYR61 EX1 synonymous NM_001554.4 NP_001545.2 c.48C>T  p.L16L TCTxCAC + 3491 40 0 0% 56 5 8.10% NA. NA.

CC-H005 chr1 90399263 G A LRRC8D EX3E synonymous NM_001134479.1 NP_001127951.1 c.636G>A  p.A212A AGCxTTG + 55144 50 0 0% 82 4 4.60% NA. NA.

CC-H005 chr1 153906708 C G DENND4B EX19 synonymous NM_014856.2 NP_055671.2 c.2844G>C  p.L948L TCTxAGA - 9909 32 0 0% 67 8 10.60% NA. NA.

CC-H005 chr1 230492691 G T PGBD5 EX2 synonymous NM_001258311.1 NP_001245240.1 c.708C>A  p.L236L GTCxAGG - 79605 35 0 0% 36 3 7.60% NA. NA.

CC-H005 chr2 241465189 G T ANKMY1 EX6 synonymous NM_016552.2 NP_057636.2 c.981C>A  p.L327L CGTxAGA - 51281 109 0 0% 167 18 9.70% NA. NA.

CC-H005 chr2 242003502 C T SNED1 EX19 synonymous NM_001080437.1 NP_001073906.1 c.2559C>T  p.C853C GTGxGTC + 25992 156 0 0% 187 25 11.70% NA. NA.

CC-H005 chr3 49759914 G A GMPPB EX6 synonymous NM_013334.2 NP_037466.2 c.591C>T  p.V197V GAAxACC - 29925 59 0 0% 81 7 7.90% NA. NA.

CC-H005 chr3 169710542 G A SEC62 EX8E synonymous NM_003262.3 NP_003253.1 c.891G>A  p.E297E TGAxAAG + 7095 32 0 0% 54 9 14.20% NA. NA.

CC-H005 chr3 195595213 G A TNK2 EX12 synonymous NM_005781.4 NP_005772.3 c.1911C>T  p.D637D CACxTCG - 10188 19 0 0% 43 3 6.50% NA. NA.

CC-H005 chr4 40108550 C T N4BP2 EX5 synonymous NM_018177.4 NP_060647.2 c.1404C>T  p.V468V AGTxATT + 55728 85 0 0% 84 10 10.60% NA. NA.

CC-H005 chr4 77661645 G A SHROOM3 EX5 synonymous NM_020859.3 NP_065910.3 c.2319G>A  p.Q773Q TCAxTAC + 57619 48 0 0% 88 6 6.30% NA. NA.

CC-H005 chr4 108816979 C T SGMS2 EX2 synonymous NM_152621.5 NP_689834.1 c.270C>T  p.L90L CCTxGTC + 166929 43 0 0% 66 9 12% NA. NA.

CC-H005 chr4 187077277 C T FAM149A EX7 synonymous NM_015398.2 NP_056213.1 c.507C>T  p.H169H TCAxGTC + 25854 54 0 0% 80 11 12% NA. NA.

CC-H005 chr5 160047385 G A ATP10B EX15 synonymous NM_025153.2 NP_079429.2 c.2385C>T  p.V795V GATxACC - 23120 49 0 0% 59 7 10.60% NA. NA.

CC-H005 chr5 178459363 C T ZNF879 EX5E synonymous NM_001136116.1 NP_001129588.1 c.414C>T  p.F138F TTTxAGT + 345462 77 0 0% 92 6 6.10% NA. NA.

CC-H005 chr5 179564653 G C RASGEF1C EX3 synonymous NM_175062.3 NP_778232.2 c.237C>G  p.L79L CAGxAGC - 255426 11 0 0% 13 4 23.50% NA. NA.

CC-H005 chr7 2946452 C T CARD11 EX25E synonymous NM_032415.4 NP_115791.3 c.3285G>A  p.T1095T CTCxGTC - 84433 198 0 0% 183 20 9.80% NA. NA.

CC-H005 chr7 102113206 G A LRWD1 EX14 synonymous NM_152892.1 NP_690852.1 c.1758G>A  p.L586L CCTxAAG + 222229 35 0 0% 35 4 10.20% NA. NA.

CC-H005 chr8 100990160 G A RGS22 EX23 synonymous NM_015668.3 NP_056483.3 c.3504C>T  p.D1168D TTCxTCT - 26166 82 0 0% 132 11 7.60% NA. NA.

CC-H005 chr8 143747139 G A JRK EX2E synonymous NM_003724.2 NP_003715.2 c.339C>T  p.I113I CTCxATG - 8629 23 0 0% 49 6 10.90% NA. NA.

CC-H005 chr9 94495639 G A ROR2 EX6 synonymous NM_004560.3 NP_004551.2 c.702C>T  p.F234F CACxAAG - 4920 93 0 0% 112 18 13.80% NA. NA.

CC-H005 chr10 68686836 G A LRRTM3 EX2 synonymous NM_178011.3 NP_821079.3 c.162G>A  p.E54E GGAxATA + 347731 63 0 0% 71 6 7.70% NA. NA.

CC-H005 chr10 104497465 C T SFXN2 EX12E synonymous NM_178858.4 NP_849189.1 c.915C>T  p.I305I TATxAAG + 118980 99 0 0% 149 15 9.10% NA. NA.

CC-H005 chr11 55999741 C T OR5T2 EX1E synonymous NM_001004746.1 NP_001004746.1 c.921G>A  p.S307S GTCxGAA - 219464 95 0 0% 109 22 16.70% NA. NA.

CC-H005 chr12 16410762 C G SLC15A5 EX3 synonymous NM_001170798.1 NP_001164269.1 c.627G>C  p.L209L TCCxAGA - 729025 58 0 0% 92 6 6.10% NA. NA.

CC-H005 chr12 27648639 G C C12orf70 EX8 synonymous NM_001145010.1 NP_001138482.1 c.684G>C  p.L228L GCTxAGT + 341346 55 0 0% 66 9 12% NA. NA.

CC-H005 chr12 44926437 T C NELL2 EX17 synonymous NM_001145107.1 NP_001138579.1 c.1881A>G  p.G627G CCAxCCA - 4753 78 0 0% 89 13 12.70% NA. NA.

CC-H005 chr12 57577274 C T LRP1 EX35 synonymous NM_002332.2 NP_002323.2 c.5775C>T  p.V1925V TGTxGGC + 4035 32 0 0% 44 11 20% NA. NA.

CC-H005 chr13 70681805 G A KLHL1 EX1 synonymous NM_020866.2 NP_065917.1 c.27C>T  p.F9F ATCxAAG - 57626 94 0 0% 94 10 9.60% NA. NA.

CC-H005 chr16 3014942 G A KREMEN2 EX2 synonymous NM_172229.2 NP_757384.1 c.177G>A  p.P59P CCCxTGC + 79412 10 0 0% 10 2 16.60% NA. NA.

CC-H005 chr16 3712886 C T TRAP1 EX15 synonymous NM_016292.2 NP_057376.2 c.1791G>A  p.V597V CTTxACG - 10131 24 0 0% 33 6 15.30% NA. NA.

CC-H005 chr16 14704542 G A PARN EX7 synonymous NM_002582.3 NP_002573.1 c.513C>T  p.V171V CGTxACA - 5073 56 0 0% 84 6 6.60% NA. NA.

CC-H005 chr16 31153255 G A PRSS36 EX11 synonymous NM_173502.4 NP_775773.2 c.1548C>T  p.C516C CTGxCAC - 146547 47 0 0% 72 4 5.20% NA. NA.

CC-H005 chr16 58581141 G C CNOT1 EX27 synonymous NM_016284.4 NP_057368.3 c.3699C>G  p.L1233L ATAxAGC - 23019 39 0 0% 79 5 5.90% NA. NA.

CC-H005 chr16 69752352 C T NQO1 EX2 synonymous NM_000903.2 NP_000894.1 c.93G>A  p.K31K CTTxTTC - 1728 24 0 0% 28 4 12.50% NA. NA.

CC-H005 chr16 89260267 G A CDH15 EX13 synonymous NM_004933.2 NP_004924.1 c.2097G>A  p.Q699Q CCAxCCA + 1013 13 0 0% 12 2 14.20% NA. NA.

CC-H005 chr17 4607272 C T PELP1 EX1 synonymous NM_014389.2 NP_055204.2 c.135G>A  p.L45L TTGxAGC - 27043 13 0 0% 17 3 15% NA. NA.

CC-H005 chr17 11684378 A G DNAH9 EX39 synonymous NM_001372.3 NP_001363.2 c.7605A>G  p.P2535P TCCxGGG + 1770 23 0 0% 24 3 11.10% NA. NA.

CC-H005 chr17 76490163 G A DNAH17 EX41 synonymous NM_173628.3 NP_775899.3 c.6363C>T  p.R2121R GTGxCGG - 8632 60 0 0% 69 9 11.50% NA. NA.

CC-H005 chr18 32917601 G A ZNF24 EX4E synonymous NM_006965.2 NP_008896.2 c.702C>T  p.F234F GGGxAAA - 7572 48 0 0% 79 13 14.10% NA. NA.

CC-H005 chr19 9267998 T C ZNF317 EX4 synonymous NM_020933.4 NP_065984.3 c.217T>C  p.L73L CCCxTGC + 57693 97 0 0% 101 16 13.60% NA. NA.

CC-H005 chr19 11333741 G A DOCK6 EX25 synonymous NM_020812.3 NP_065863.2 c.2997C>T  p.F999F GAAxAAA - 57572 59 0 0% 84 6 6.60% NA. NA.

CC-H005 chr19 13192561 G A NFIX EX8 synonymous NM_002501.2 NP_002492.2 c.1146G>A  p.P382P CCCxTAT + 4784 115 1 0.80% 128 21 14% NA. NA.

CC-H005 chr19 17974069 C T RPL18A EX5E synonymous NM_000980.3 NP_000971.1 c.528C>T  p.F176F CTTxTAG + 6142 91 0 0% 110 11 9% NA. NA.

CC-H005 chr19 33370166 G A CEP89 EX19E synonymous NM_032816.3 NP_116205.3 c.2254C>T  p.L752L CCAxAGC - 84902 58 0 0% 147 15 9.20% NA. NA.

CC-H005 chr19 39212269 C T ACTN4 EX12 synonymous NM_004924.4 NP_004915.2 c.1383C>T  p.S461S GAGxGAC + 81 59 0 0% 97 8 7.60% NA. NA.

CC-H005 chr20 31760835 G C BPIFA2 EX3 synonymous NM_080574.2 NP_542141.1 c.255G>C  p.L85L GCTxAAC + 140683 51 1 1.90% 75 9 10.70% NA. NA.

CC-H005 chr20 47605913 C T ARFGEF2 EX19 synonymous NM_006420.2 NP_006411.2 c.2625C>T  p.S875S GAGxCAT + 10564 20 0 0% 37 3 7.50% NA. NA.

CC-H005 chr22 21133660 G A SERPIND1 EX2 synonymous NM_000185.3 NP_000176.2 c.60G>A  p.G20G TGGxAGC + 3053 72 1 1.30% 66 7 9.50% NA. NA.

CC-H007 chr2 108479413 C G RGPD4 EX17 synonymous NM_182588.2 NP_872394.2 c.2394C>G  p.P798P TCCxAAA + 285190 606 0 0% 266 25 8.50% NA. NA.

CC-H007 chr4 88536460 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2646C>T  p.S882S TAGxAGT + 1834 127 0 0% 78 24 23.50% NA. NA.

CC-H007 chr18 53131313 C T TCF4 EX4 synonymous NM_001083962.1 NP_001077431.1 c.201G>A  p.P67P GGAxGGG - 6925 108 0 0% 127 8 5.90% NA. NA.

CC-H007 chr19 54849274 G A LILRA4 EX4 synonymous NM_012276.3 NP_036408.3 c.588C>T  p.Y196Y GCCxTAG - 23547 101 1 0.90% 82 6 6.80% NA. NA.

CC-H008 chr1 63789269 G A FOXD3 EX1E synonymous NM_012183.2 NP_036315.1 c.540G>A  p.E180E GGAxAAG + 27022 229 0 0% 276 25 8.30% NA. NA.

CC-H008 chr2 29135540 C T WDR43 EX4 synonymous NM_015131.1 NP_055946.1 c.570C>T  p.I190I AATxAAA + 23160 159 0 0% 137 28 16.90% NA. NA.

CC-H008 chr2 61417695 G A USP34 EX77 synonymous NM_014709.3 NP_055524.3 c.9687C>T  p.N3229N GTTxTTT - 9736 144 0 0% 93 26 21.80% NA. NA.

CC-H008 chr2 240003900 G A HDAC4 EX21 synonymous NM_006037.3 NP_006028.2 c.2535C>T  p.N845N CCCxTTT - 9759 164 0 0% 134 15 10% NA. NA.

CC-H008 chr3 10960029 C G SLC6A11 EX8 synonymous NM_014229.1 NP_055044.1 c.1011C>G  p.L337L GCTxTGT + 6538 84 0 0% 49 10 16.90% NA. NA.

CC-H008 chr5 140207784 C A PCDHA6 EX1 synonymous NM_018909.2 NP_061732.1 c.108C>A  p.P36P ACCxGAG + 56142 140 1 0.70% 102 30 22.70% NA. NA.

CC-H008 chr5 140794719 C T PCDHGA10 EX1 synonymous NM_018913.2 NP_061736.1 c.1977C>T  p.S659S CTCxGCC + 56106 216 0 0% 155 35 18.40% NA. NA.

CC-H008 chr7 104717554 C T MLL5 EX10 synonymous NM_182931.2 NP_891847.1 c.913C>T  p.L305L GCTxTGA + 55904 140 0 0% 103 21 16.90% NA. NA.

CC-H008 chr9 14812907 G A FREM1 EX17 synonymous NM_144966.5 NP_659403.4 c.2796C>T  p.R932R TTCxCGA - 158326 57 0 0% 48 9 15.70% NA. NA.

CC-H008 chr9 35660899 C T CCDC107 EX5E synonymous NM_174923.2 NP_777583.2 c.567C>T  p.V189V AGTxTCT + 203260 78 0 0% 80 12 13% NA. NA.

CC-H008 chr9 131857853 G A CRAT EX14E synonymous NM_000755.3 NP_000746.2 c.1704C>T  p.P568P CACxGGC - 1384 86 1 1.10% 107 12 10% NA. NA.

CC-H008 chr9 134351455 C T PRRC2B EX15 synonymous NM_013318.3 NP_037450.2 c.3939C>T  p.F1313F ATTxCGG + 84726 61 0 0% 46 21 31.30% NA. NA.

CC-H008 chr9 136310933 C T ADAMTS13 EX21 synonymous NM_139025.3 NP_620594.1 c.2724C>T  p.C908C CTGxGGG + 11093 78 0 0% 61 10 14% NA. NA.

CC-H008 chr10 132961462 C A TCERG1L EX6 synonymous NM_174937.3 NP_777597.2 c.957G>T  p.P319P CATxGGT - 256536 164 0 0% 172 17 8.90% NA. NA.

CC-H008 chr11 2169025 G A INS-IGF2 EX4 synonymous NM_001042376.2 NP_001035835.1 c.420C>T  p.V140V GGTxACT - 723961 235 0 0% 233 35 13% NA. NA.

CC-H008 chr12 13716044 C T GRIN2B EX13E synonymous NM_000834.3 NP_000825.2 c.4128G>A  p.S1376S GAGxGAC - 2904 80 0 0% 61 25 29% NA. NA.

CC-H008 chr14 45645485 C T FANCM EX14 synonymous NM_020937.2 NP_065988.1 c.3528C>T  p.F1176F GTTxTTA + 57697 130 0 0% 83 15 15.30% NA. NA.

CC-H008 chr15 74425407 C T ISLR2 EX4E synonymous NM_001130136.1 NP_001123608.1 c.312C>T  p.L104L CCTxGAT + 57611 32 0 0% 31 6 16.20% NA. NA.

CC-H008 chr16 204273 C G HBZ EX3E synonymous NM_005332.2 NP_005323.1 c.303C>G  p.L101L GCTxCTG + 3050 42 1 2.30% 48 11 18.60% NA. NA.

CC-H008 chr16 1250304 C T CACNA1H EX7 synonymous NM_021098.2 NP_066921.2 c.852C>T  p.G284G GGGxGAG + 8912 107 0 0% 179 18 9.10% NA. NA.

CC-H008 chr16 1306542 G A TPSD1 EX2 synonymous NM_012217.2 NP_036349.1 c.108G>A  p.T36T AACxGGC + 23430 233 0 0% 190 59 23.60% NA. NA.

CC-H008 chr16 49672148 G A ZNF423 EX5 synonymous NM_015069.2 NP_055884.2 c.915C>T  p.V305V GTCxACG - 23090 38 0 0% 61 10 14% NA. NA.

CC-H008 chr16 57732880 C T CCDC135 EX3 synonymous NM_032269.5 NP_115645.4 c.322C>T  p.L108L CATxTGT + 84229 57 0 0% 48 9 15.70% NA. NA.

CC-H008 chr17 6353718 C G FAM64A EX5E synonymous NM_001195228.1 NP_001182157.1 c.723C>G  p.L241L ACTxAAG + 54478 207 0 0% 172 22 11.30% NA. NA.

CC-H008 chr17 40057962 C T ACLY EX11 synonymous NM_001096.2 NP_001087.2 c.1170G>A  p.V390V CATxACC - 47 78 0 0% 72 17 19.10% NA. NA.

CC-H008 chr17 46627813 C T HOXB3 EX4E synonymous NM_002146.4 NP_002137.4 c.1179G>A  p.A393A GGGxGCC - 3213 117 0 0% 164 8 4.60% NA. NA.

CC-H008 chr17 48539002 G A ACSF2 EX4 synonymous NM_025149.4 NP_079425.3 c.462G>A  p.V154V TGTxAAC + 80221 46 0 0% 51 10 16.30% NA. NA.

CC-H008 chr17 48539655 G A ACSF2 EX5 synonymous NM_025149.4 NP_079425.3 c.618G>A  p.K206K GAAxAGT + 80221 97 0 0% 84 16 16% NA. NA.

CC-H008 chr17 65908347 G A BPTF EX11 synonymous NM_182641.3 NP_872579.2 c.4347G>A  p.E1449E TGAxAAT + 2186 197 0 0% 95 15 13.60% NA. NA.

CC-H008 chr18 51013231 T C DCC EX26 synonymous NM_005215.3 NP_005206.2 c.3801T>C  p.S1267S GTCxCCC + 1630 203 0 0% 171 13 7% NA. NA.

CC-H008 chr19 9046897 G A MUC16 EX5 synonymous NM_024690.2 NP_078966.2 c.34734C>T  p.L11578L AGTxAGC - 94025 70 0 0% 46 10 17.80% NA. NA.

CC-H008 chr19 9056837 G A MUC16 EX3 synonymous NM_024690.2 NP_078966.2 c.30609C>T  p.F10203F GGTxAAA - 94025 85 0 0% 66 13 16.40% NA. NA.

CC-H008 chr19 36252935 C T C19orf55 EX4 synonymous NM_001039887.2 NP_001034976.2 c.327C>T  p.F109F GTTxCGC + 148137 104 1 0.90% 119 39 24.60% NA. NA.

CC-H008 chr20 23028534 G C THBD EX1E synonymous NM_000361.2 NP_000352.1 c.1608C>G  p.L536L GCAxAGG - 7056 74 0 0% 82 12 12.70% NA. NA.

CC-H008 chrX 125686187 G C DCAF12L1 EX1 synonymous NM_178470.4 NP_848565.2 c.405C>G  p.L135L CAAxAGG - 139170 201 0 0% 174 20 10.30% NA. NA.

CC-H008 chrX 150155676 C T HMGB3 EX4 synonymous NM_005342.2 NP_005333.2 c.366C>T  p.D122D AGAxGTG + 3149 150 0 0% 110 11 9% NA. NA.

CC-H031 chr1 20644083 G A VWA5B1 EX5 synonymous NM_001039500.2 NP_001034589.2 c.624G>A  p.A208A GGCxACT + 127731 66 0 0% 58 24 29.20% NA. NA.

CC-H031 chr1 36381101 C T EIF2C1 EX15 synonymous NM_012199.2 NP_036331.1 c.1986C>T  p.I662I CATxATC + 26523 89 1 1.10% 81 19 19% NA. NA.

CC-H031 chr1 110466536 G A CSF1 EX6 synonymous NM_000757.5 NP_000748.3 c.1293G>A  p.S431S CTCxGGC + 1435 127 0 0% 147 24 14% NA. NA.

CC-H031 chr1 159024646 C G IFI16 EX11E synonymous NM_005531.2 NP_005522.2 c.2145C>G  p.L715L ACTxAAT + 3428 114 0 0% 107 14 11.50% NA. NA.

CC-H031 chr1 223971997 G T TP53BP2 EX18 synonymous NM_005426.2 NP_005417.1 c.2796C>A  p.G932G TATxCCC - 7159 94 1 1% 100 13 11.50% NA. NA.

CC-H031 chr2 74752839 G A DQX1 EX2 synonymous NM_133637.2 NP_598376.2 c.18C>T  p.L6L CCTxAGA - 165545 47 0 0% 55 20 26.60% NA. NA.

CC-H031 chr2 111419386 G T BUB1 EX10 synonymous NM_004336.3 NP_004327.1 c.990C>A  p.G330G GGAxCCT - 699 45 0 0% 41 8 16.30% NA. NA.

CC-H031 chr3 195509334 G C MUC4 EX2 synonymous NM_018406.6 NP_060876.5 c.9117C>G  p.T3039T CGGxGTG - 4585 461 1 0.20% 779 57 6.80% NA. NA.

CC-H031 chr4 3208288 C T HTT EX43 synonymous NM_002111.6 NP_002102.4 c.5790C>T  p.I1930I GATxAGC + 3064 63 0 0% 44 12 21.40% NA. NA.

CC-H031 chr5 36211969 G A NADKD1 EX7 synonymous NM_001085411.1 NP_001078880.1 c.837C>T  p.F279F AATxAAG - 133686 184 1 0.50% 243 28 10.30% NA. NA.

CC-H031 chr5 73930964 G A ENC1 EX3 synonymous NM_001256574.1 NP_001243503.1 c.1347C>T  p.F449F TCCxAAA - 8507 72 0 0% 72 23 24.20% NA. NA.

CC-H031 chr6 26250822 C T HIST1H3F EX1E synonymous NM_021018.2 NP_066298.1 c.12G>A  p.T4T CTTxGTG - 8968 94 0 0% 88 20 18.50% NA. NA.

CC-H031 chr6 138794503 C T NHSL1 EX3 synonymous NM_020464.1 NP_065197.1 c.423G>A  p.A141A GGCxGCA - 57224 126 0 0% 140 25 15.10% NA. NA.

CC-H031 chr8 1496895 G A DLGAP2 EX1 synonymous NM_004745.3 NP_004736.2 c.36G>A  p.P12P GCCxCTG + 9228 26 0 0% 30 10 25% NA. NA.

CC-H031 chr8 92145530 G A LRRC69 EX4 synonymous NM_001129890.1 NP_001123362.1 c.576G>A  p.P192P GCCxGAG + 100130742 119 0 0% 161 22 12% NA. NA.

CC-H031 chr9 17579258 C G SH3GL2 EX1 synonymous NM_003026.2 NP_003017.1 c.18C>G  p.L6L CCTxAAG + 6456 8 0 0% 6 4 40% NA. NA.

CC-H031 chr9 139889678 G A CLIC3 EX4 synonymous NM_004669.2 NP_004660.2 c.336C>T  p.F112F GGAxAAC - 9022 59 0 0% 46 10 17.80% NA. NA.

CC-H031 chr10 103793052 G C C10orf76 EX3 synonymous NM_024541.2 NP_078817.2 c.147C>G  p.L49L AAAxAGC - 79591 80 0 0% 74 9 10.80% NA. NA.

CC-H031 chr11 617978 G C CDHR5 EX14 synonymous NM_021924.4 NP_068743.2 c.2094C>G  p.L698L CTTxAGC - 53841 43 0 0% 49 12 19.60% NA. NA.

CC-H031 chr11 62288116 C T AHNAK EX5E synonymous NM_001620.1 NP_001611.1 c.13773G>A  p.P4591P CTTxGGT - 79026 143 0 0% 149 36 19.40% NA. NA.

CC-H031 chr12 2908396 G A FKBP4 EX5 synonymous NM_002014.3 NP_002005.1 c.657G>A  p.V219V CGTxTAC + 2288 78 0 0% 77 13 14.40% NA. NA.

CC-H031 chr12 104071317 C A STAB2 EX25 synonymous NM_017564.9 NP_060034.9 c.2733C>A  p.I911I GATxAAC + 55576 87 0 0% 97 17 14.90% NA. NA.

CC-H031 chr12 122285047 G A HPD EX12 synonymous NM_001171993.1 NP_001165464.1 c.553C>T  p.L185L GCAxAGA - 3242 61 0 0% 81 21 20.50% NA. NA.

CC-H031 chr16 1248739 G A CACNA1H EX6 synonymous NM_021098.2 NP_066921.2 c.768G>A  p.L256L CCTxCGG + 8912 47 0 0% 67 6 8.20% NA. NA.

CC-H031 chr16 84229586 G A ADAD2 EX8 synonymous NM_139174.3 NP_631913.3 c.1464G>A  p.L488L GCTxGGG + 161931 41 0 0% 44 8 15.30% NA. NA.

CC-H031 chr16 84256213 G A KCNG4 EX3E synonymous NM_172347.2 NP_758857.1 c.1170C>T  p.Y390Y CACxTAG - 93107 37 0 0% 33 7 17.50% NA. NA.

CC-H031 chr17 17766059 A G TOM1L2 EX11 synonymous NM_001082968.1 NP_001076437.1 c.1188T>C  p.A396A CTCxGCC - 146691 102 0 0% 92 70 43.20% NA. NA.

CC-H031 chr17 43317857 C T FMNL1 EX12 synonymous NM_005892.3 NP_005883.2 c.1095C>T  p.T365T CACxGAG + 752 209 0 0% 237 55 18.80% NA. NA.

CC-H031 chr19 6016157 G A RFX2 EX7 synonymous NM_000635.3 NP_000626.2 c.723C>T  p.F241F CCCxAAG - 5990 159 0 0% 162 33 16.90% NA. NA.

CC-H031 chr19 36435543 C T LRFN3 EX3E synonymous NM_024509.1 NP_078785.1 c.1509C>T  p.S503S CAGxGCC + 79414 15 0 0% 24 4 14.20% NA. NA.



CC-H031 chr19 41114148 G A LTBP4 EX11 synonymous NM_003573.2 NP_003564.2 c.1269G>A  p.P423P CCCxGCT + 8425 130 0 0% 152 35 18.70% NA. NA.

CC-H031 chr19 43922345 C T TEX101 EX9E synonymous NM_031451.4 NP_113639.4 c.600C>T  p.V200V GGTxAAA + 83639 70 0 0% 62 10 13.80% NA. NA.

CC-H031 chr21 16337691 G C NRIP1 EX4E synonymous NM_003489.3 NP_003480.2 c.2823C>G  p.L941L TGAxAGA - 8204 66 0 0% 76 10 11.60% NA. NA.

CC-H031 chr21 16338816 G A NRIP1 EX4E synonymous NM_003489.3 NP_003480.2 c.1698C>T  p.I566I ATTxATG - 8204 151 0 0% 219 27 10.90% NA. NA.

CC-H031 chrX 10094166 C G WWC3 EX15 synonymous NM_015691.3 NP_056506.2 c.1926C>G  p.V642V AGTxTAT + 55841 85 0 0% 143 19 11.70% NA. NA.

CC-H031 chrX 27765444 G A DCAF8L2 EX1E synonymous NM_001136533.1 NP_001130005.1 c.432G>A  p.E144E GGAxGAA + 347442 65 1 1.50% 64 51 44.30% NA. NA.

CC-H031 chrX 30260702 C T MAGEB4 EX1E synonymous NM_002367.3 NP_002358.1 c.450C>T  p.I150I GATxTTC + 4115 74 0 0% 117 12 9.30% NA. NA.

CC-H031 chrX 48624290 T A GLOD5 EX2 synonymous NM_001080489.2 NP_001073958.2 c.114T>A  p.L38L ACTxGAC + 392465 142 0 0% 158 21 11.70% NA. NA.

CC-H031 chrX 117700007 T C DOCK11 EX8 synonymous NM_144658.3 NP_653259.3 c.733T>C  p.L245L ATGxTAG + 139818 229 0 0% 389 30 7.10% NA. NA.

CC-H019 chr1 11740476 G C MAD2L2 EX3 synonymous NM_001127325.1 NP_001120797.1 c.93C>G  p.L31L GTAxAGG - 10459 55 0 0% 79 4 4.80% NA. NA.

CC-H019 chr1 35227254 G A GJB4 EX2E synonymous NM_153212.2 NP_694944.1 c.399G>A  p.L133L GCTxAGC + 127534 47 0 0% 51 11 17.70% NA. NA.

CC-H019 chr1 67880915 G A SERBP1 EX7 synonymous NM_001018067.1 NP_001018077.1 c.1104C>T  p.G368G GCCxCCA - 26135 129 0 0% 125 16 11.30% NA. NA.

CC-H019 chr1 109193722 G A HENMT1 EX6 synonymous NM_144584.2 NP_653185.2 c.508C>T  p.L170L ACAxGGG - 113802 99 0 0% 93 16 14.60% NA. NA.

CC-H019 chr1 109837737 C G MYBPHL EX7 synonymous NM_001010985.2 NP_001010985.2 c.1050G>C  p.V350V TTTxACA - 343263 49 0 0% 48 7 12.70% NA. NA.

CC-H019 chr1 228403460 C T OBSCN EX6 synonymous NM_052843.3 NP_443075.3 c.2025C>T  p.A675A CGCxAGC + 84033 155 0 0% 170 25 12.80% NA. NA.

CC-H019 chr2 97526663 G A SEMA4C EX15E synonymous NM_017789.4 NP_060259.4 c.2202C>T  p.V734V ACCxACA - 54910 73 1 1.30% 83 10 10.70% NA. NA.

CC-H019 chr2 128338343 C T MYO7B EX10 synonymous NM_001080527.1 NP_001073996.1 c.1026C>T  p.D342D GGAxGCC + 4648 76 0 0% 75 9 10.70% NA. NA.

CC-H019 chr3 44441969 G A TCAIM EX9 synonymous NM_173826.3 NP_776187.2 c.1008G>A  p.L336L ATTxACA + 285343 84 0 0% 133 13 8.90% NA. NA.

CC-H019 chr3 56694855 C T FAM208A EX11 synonymous NM_001112736.1 NP_001106207.1 c.1272G>A  p.K424K ATTxTTC - 23272 79 1 1.20% 82 9 9.80% NA. NA.

CC-H019 chr3 150263917 G A SERP1 EX1 synonymous NM_014445.3 NP_055260.1 c.6C>T  p.V2V GGCxACC - 27230 33 0 0% 42 5 10.60% NA. NA.

CC-H019 chr4 10083053 C T WDR1 EX11 synonymous NM_017491.3 NP_059830.1 c.1212G>A  p.V404V TTTxACA - 9948 68 0 0% 90 9 9% NA. NA.

CC-H019 chr4 110758725 C G RRH EX5 synonymous NM_006583.2 NP_006574.1 c.684C>G  p.L228L CCTxAAC + 10692 82 0 0% 78 11 12.30% NA. NA.

CC-H019 chr5 167645846 C G TENM2 EX23 synonymous NM_001122679.1 NP_001116151.1 c.4923C>G  p.L1641L GCTxATG + 57451 62 0 0% 75 4 5% NA. NA.

CC-H019 chr6 152577796 G A SYNE1 EX102 synonymous NM_182961.3 NP_892006.3 c.19077C>T  p.N6359N TTGxTTC - 23345 90 0 0% 106 13 10.90% NA. NA.

CC-H019 chr7 56125737 G A CCT6A EX6 synonymous NM_001762.3 NP_001753.1 c.666G>A  p.K222K GAAxAAA + 908 131 0 0% 111 14 11.20% NA. NA.

CC-H019 chr8 121514764 C T MTBP EX15 synonymous NM_022045.4 NP_071328.2 c.1642C>T  p.L548L AGTxTAA + 27085 127 0 0% 152 15 8.90% NA. NA.

CC-H019 chr9 94486403 C T ROR2 EX9E synonymous NM_004560.3 NP_004551.2 c.2373G>A  p.Q791Q CTTxTGC - 4920 39 0 0% 34 10 22.70% NA. NA.

CC-H019 chr9 117554691 C G TNFSF15 EX3 synonymous NM_005118.3 NP_005109.2 c.297G>C  p.L99L TGTxAGG - 9966 52 0 0% 74 4 5.10% NA. NA.

CC-H019 chr9 136328615 C T CACFD1 EX2 synonymous NM_001242369.1 NP_001229298.1 c.132C>T  p.I44I GATxTCT + 11094 41 0 0% 45 10 18.10% NA. NA.

CC-H019 chr10 88259617 G A WAPAL EX3 synonymous NM_015045.2 NP_055860.1 c.1383C>T  p.S461S TTCxCTT - 23063 132 0 0% 117 13 10% NA. NA.

CC-H019 chr12 18237594 C T RERGL EX5 synonymous NM_024730.2 NP_079006.1 c.192G>A  p.Q64Q TTTxTGT - 79785 114 0 0% 150 18 10.70% NA. NA.

CC-H019 chr14 64445696 C T SYNE2 EX14 synonymous NM_182914.2 NP_878918.2 c.1533C>T  p.S511S GAGxAGA + 23224 99 0 0% 88 6 6.30% NA. NA.

CC-H019 chr15 91424520 C T FURIN EX16E synonymous NM_002569.2 NP_002560.1 c.1797C>T  p.C599C GTGxGAG + 5045 54 0 0% 46 4 8% NA. NA.

CC-H019 chr16 9862786 G A GRIN2A EX13 synonymous NM_000833.3 NP_000824.1 c.2517C>T  p.H839H GAGxTGC - 2903 39 0 0% 41 6 12.70% NA. NA.

CC-H019 chr16 81388069 G A GAN EX3 synonymous NM_022041.3 NP_071324.1 c.342G>A  p.L114L ACTxACG + 8139 100 0 0% 117 11 8.50% NA. NA.

CC-H019 chr16 89595903 G A SPG7 EX6 synonymous NM_003119.2 NP_003110.1 c.777G>A  p.G259G GGGxATG + 6687 77 0 0% 76 9 10.50% NA. NA.

CC-H019 chr19 11323879 G A DOCK6 EX35 synonymous NM_020812.3 NP_065863.2 c.4464C>T  p.L1488L CATxAGC - 57572 89 0 0% 118 15 11.20% NA. NA.

CC-H019 chr19 50316319 G C FUZ EX1 synonymous NM_025129.4 NP_079405.2 c.45C>G  p.L15L CGCxAGG - 80199 140 0 0% 191 16 7.70% NA. NA.

CC-H019 chr20 31506272 C T EFCAB8 EX19 synonymous XM_003118799.2 XP_003118847.2 c.2301C>T  p.L767L TCTxAGC + 388795 103 0 0% 105 11 9.40% NA. NA.

CC-H019 chrX 70316597 C A FOXO4 EX1 synonymous NM_005938.3 NP_005929.2 c.219C>A  p.L73L GCTxCCA + 4303 228 0 0% 255 31 10.80% NA. NA.

CC-H028 chr1 24766682 C G NIPAL3 EX3 synonymous NM_020448.4 NP_065181.1 c.114C>G  p.L38L CCTxTTG + 57185 28 0 0% 44 5 10.20% NA. NA.

CC-H028 chr8 144890928 G T SCRIB EX15 synonymous NM_182706.4 NP_874365.3 c.1966C>A  p.R656R CCCxAGG - 23513 39 0 0% 45 3 6.20% NA. NA.

CC-H028 chr17 7942760 C T ALOX15B EX2 synonymous NM_001141.2 NP_001132.2 c.204C>T  p.R68R GCGxGTG + 247 39 0 0% 35 3 7.80% NA. NA.

CC-H028 chr17 78058619 C T CCDC40 EX13 synonymous NM_017950.3 NP_060420.2 c.2067C>T  p.D689D GGAxGCA + 55036 42 0 0% 40 3 6.90% NA. NA.

CC-H009 chr1 3679983 C T CCDC27 EX7 synonymous NM_152492.2 NP_689705.2 c.1266C>T  p.I422I CATxCTG + 148870 87 1 1.10% 55 32 36.70% NA. NA.

CC-H009 chr2 192711289 G A SDPR EX1 synonymous NM_004657.5 NP_004648.1 c.363C>T  p.V121V GCTxACC - 8436 90 0 0% 76 30 28.30% NA. NA.

CC-H009 chr4 107279364 A G GIMD1 EX2E synonymous NM_001195138.1 NP_001182067.1 c.630T>C  p.C210C GTAxCAG - 100507096 86 0 0% 53 28 34.50% NA. NA.

CC-H009 chr5 14769166 C T ANKH EX2 synonymous NM_054027.4 NP_473368.1 c.231G>A  p.V77V GTTxACA - 56172 94 0 0% 61 29 32.20% NA. NA.

CC-H009 chr5 179071061 G C C5orf60 EX2 synonymous NM_001142306.1 NP_001135778.1 c.249C>G  p.L83L CCTxAGC - 285679 173 0 0% 58 31 34.80% NA. NA.

CC-H009 chr6 43582006 G A POLH EX11E synonymous NM_006502.2 NP_006493.1 c.1854G>A  p.Q618Q TCAxAAA + 5429 99 0 0% 32 73 69.50% NA. NA.

CC-H009 chr6 99853922 C T PNISR EX8 synonymous NM_032870.2 NP_116259.2 c.987G>A  p.E329E TTTxTCC - 25957 111 0 0% 79 31 28.10% NA. NA.

CC-H009 chr7 129950631 G A CPA4 EX9 synonymous NM_016352.3 NP_057436.2 c.798G>A  p.K266K AAAxGGA + 51200 91 0 0% 76 32 29.60% NA. NA.

CC-H009 chr7 139653253 G A TBXAS1 EX6 synonymous NM_001061.4 NP_001052.2 c.540G>A  p.Q180Q CCAxAGG + 6916 25 0 0% 9 15 62.50% NA. NA.

CC-H009 chr7 157155939 G A DNAJB6 EX3 synonymous NM_058246.3 NP_490647.1 c.150G>A  p.A50A AGCxGAG + 10049 73 1 1.30% 46 19 29.20% NA. NA.

CC-H009 chr8 92998506 G C RUNX1T1 EX8 synonymous NM_175635.2 NP_783553.1 c.1014C>G  p.L338L GGTxAGA - 862 137 0 0% 65 41 38.60% NA. NA.

CC-H009 chr9 19378439 G A RPS6 EX4 synonymous NM_001010.2 NP_001001.2 c.423C>T  p.I141I GCGxATT - 6194 112 0 0% 55 27 32.90% NA. NA.

CC-H009 chr9 34564673 C G CNTFR EX4 synonymous NM_147164.2 NP_671693.1 c.243G>C  p.L81L GCCxAGT - 1271 72 0 0% 50 17 25.30% NA. NA.

CC-H009 chr10 29581563 C T LYZL1 EX3 synonymous NM_032517.4 NP_115906.3 c.393C>T  p.R131R ACGxGGA + 84569 109 1 0.90% 64 34 34.60% NA. NA.

CC-H009 chr11 56431458 C A OR5AR1 EX1E synonymous NM_001004730.1 NP_001004730.1 c.297C>A  p.T99T CACxCAG + 219493 93 0 0% 61 27 30.60% NA. NA.

CC-H009 chr13 96443149 C T DNAJC3 EX12E synonymous NM_006260.4 NP_006251.1 c.1380C>T  p.D460D CGAxGGA + 5611 189 0 0% 62 42 40.30% NA. NA.

CC-H009 chr15 80137771 G A MTHFS EX3E synonymous NM_001199758.1 NP_001186687.1 c.222C>T  p.L74L GATxAGA - 10588 73 0 0% 52 25 32.40% NA. NA.

CC-H009 chr15 80137771 G A ST20-MTHFS EX4E synonymous NM_001199760.1 NP_001186689.1 c.321C>T  p.L107L GATxAGA - 100528021 73 0 0% 52 25 32.40% NA. NA.

CC-H009 chr19 10398702 C T ICAM4 EX3E synonymous NM_001544.4 NP_001535.1 c.738C>T  p.I246I CATxGCT + 3386 76 0 0% 67 28 29.40% NA. NA.

CC-H009 chr19 11657661 C T CNN1 EX4 synonymous NM_001299.4 NP_001290.2 c.267C>T  p.G89G CGGxAAC + 1264 92 0 0% 58 31 34.80% NA. NA.

CC-H009 chr19 49348850 C T PLEKHA4 EX15 synonymous NM_020904.2 NP_065955.2 c.1590G>A  p.L530L GCTxAGT - 57664 219 0 0% 142 53 27.10% NA. NA.

CC-H009 chr19 57175421 G A ZNF835 EX2E synonymous NM_001005850.2 NP_001005850.2 c.1146C>T  p.L382L CACxAGG - 90485 59 0 0% 42 22 34.30% NA. NA.

CC-H009 chr20 1600585 G C SIRPB1 EX1 synonymous NM_006065.3 NP_006056.2 c.6C>G  p.P2P CACxGGC - 10326 91 0 0% 68 33 32.60% NA. NA.

CC-H009 chr20 6022205 C T LRRN4 EX5E synonymous NM_152611.4 NP_689824.2 c.1686G>A  p.L562L CTGxAGC - 164312 26 0 0% 32 3 8.50% NA. NA.

CC-H009 chr22 39175577 G A DNAL4 EX4E synonymous NM_005740.2 NP_005731.1 c.195C>T  p.F65F GCCxAAC - 10126 99 0 0% 78 50 39% NA. NA.

CC-H009 chrX 153593211 G A FLNA EX12 synonymous NM_001110556.1 NP_001104026.1 c.1806C>T  p.I602I CCCxATA - 2316 101 0 0% 125 31 19.80% NA. NA.

CC-H027 chr2 234835266 G A TRPM8 EX2 synonymous NM_024080.4 NP_076985.4 c.84G>A  p.A28A CGCxTCT + 79054 71 1 1.30% 69 14 16.80% NA. NA.

CC-H027 chr2 241904911 C T LOC728763 EX21 synonymous XM_003118518.1 XP_003118566.1 c.3546C>T  p.A1182A GGCxAAG + 728763 72 0 0% 121 15 11% NA. NA.

CC-H027 chr3 48646694 G C UQCRC1 EX2 synonymous NM_003365.2 NP_003356.2 c.111C>G  p.T37T GAAxGTT - 7384 94 0 0% 116 15 11.40% NA. NA.

CC-H027 chr4 88536451 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2637C>T  p.S879S CAGxAGT + 1834 236 0 0% 207 20 8.80% NA. NA.

CC-H027 chr4 128814561 C T PLK4 EX11 synonymous NM_014264.4 NP_055079.3 c.2310C>T  p.D770D GGAxCAT + 10733 50 1 1.90% 71 16 18.30% NA. NA.

CC-H027 chr8 70980597 A G PRDM14 EX4 synonymous NM_024504.3 NP_078780.1 c.780T>C  p.F260F ACCxAAC - 63978 85 0 0% 103 17 14.10% NA. NA.

CC-H027 chr11 48134462 C T PTPRJ EX3 synonymous NM_002843.3 NP_002834.3 c.279C>T  p.N93N CAAxGAT + 5795 70 0 0% 86 11 11.30% NA. NA.

CC-H027 chr14 100166358 C T CYP46A1 EX5 synonymous NM_006668.1 NP_006659.1 c.363C>T  p.F121F CTTxGGC + 10858 75 1 1.30% 89 14 13.50% NA. NA.

CC-H027 chr16 84797756 T C USP10 EX10 synonymous NM_005153.2 NP_005144.2 c.1719T>C  p.G573G AGGxGAA + 9100 79 1 1.20% 98 9 8.40% NA. NA.

CC-H027 chrX 30872408 G A TAB3 EX6 synonymous NM_152787.3 NP_690000.2 c.1374C>T  p.T458T TACxGTA - 257397 104 0 0% 161 20 11% NA. NA.

CC-H013 chr1 152975715 C T SPRR3 EX3E synonymous NM_005416.2 NP_005407.1 c.219C>T  p.G73G AGGxTGT + 6707 163 1 0.60% 102 30 22.70% NA. NA.

CC-H013 chr11 6291068 C T CCKBR EX2 synonymous NM_176875.3 NP_795344.1 c.321C>T  p.C107C TTGxATG + 887 32 0 0% 37 3 7.50% NA. NA.

CC-H030 chr1 120279742 G A PHGDH EX8 synonymous NM_006623.3 NP_006614.2 c.798G>A  p.P266P GCCxCCA + 26227 78 0 0% 90 10 10% NA. NA.

CC-H030 chr1 203044791 C T PPFIA4 EX16 synonymous NM_015053.1 NP_055868.1 c.1962C>T  p.S654S CAGxGCT + 8497 65 1 1.50% 41 25 37.80% NA. NA.

CC-H030 chr3 30875744 C T GADL1 EX10 synonymous NM_207359.2 NP_997242.2 c.933G>A  p.S311S CCTxGAC - 339896 175 0 0% 201 12 5.60% NA. NA.

CC-H030 chr3 49095165 C T QRICH1 EX4 synonymous NM_017730.2 NP_060200.2 c.468G>A  p.L156L CTGxAGA - 54870 77 0 0% 47 3 6% NA. NA.

CC-H030 chr4 62845310 G T LPHN3 EX15 synonymous NM_015236.4 NP_056051.2 c.2631G>T  p.L877L TCTxGAT + 23284 103 0 0% 74 23 23.70% NA. NA.

CC-H030 chr5 140683268 G A SLC25A2 EX1E synonymous NM_031947.2 NP_114153.1 c.165C>T  p.Y55Y GGCxTAT - 83884 83 0 0% 50 28 35.80% NA. NA.

CC-H030 chr5 140683343 G A SLC25A2 EX1E synonymous NM_031947.2 NP_114153.1 c.90C>T  p.F30F GTCxAAG - 83884 92 0 0% 68 13 16% NA. NA.

CC-H030 chr6 37139158 C T PIM1 EX4 synonymous NM_002648.3 NP_002639.1 c.498C>T  p.R166R CCGxGAC + 5292 156 1 0.60% 91 23 20.10% NA. NA.

CC-H030 chr9 15745547 G A CCDC171 EX18 synonymous NM_173550.2 NP_775821.2 c.2589G>A  p.A863A AGCxCTC + 203238 135 0 0% 143 23 13.80% NA. NA.

CC-H030 chr9 134397474 C T POMT1 EX19 synonymous NM_007171.3 NP_009102.3 c.1932C>T  p.A644A TGCxGGT + 10585 110 0 0% 63 13 17.10% NA. NA.

CC-H030 chr11 57996006 C T OR10Q1 EX1E synonymous NM_001004471.2 NP_001004471.1 c.342G>A  p.T114T GTCxGTG - 219960 75 0 0% 50 14 21.80% NA. NA.

CC-H030 chr11 70858204 G A SHANK2 EX2 synonymous NM_012309.3 NP_036441.2 c.169C>T  p.L57L CCAxCGT - 22941 42 0 0% 13 4 23.50% NA. NA.

CC-H030 chr12 77216188 C T ZDHHC17 EX8 synonymous NM_015336.2 NP_056151.2 c.774C>T  p.G258G GGGxGAA + 23390 161 1 0.60% 144 24 14.20% NA. NA.

CC-H030 chr14 58686440 C T ACTR10 EX8 synonymous NM_018477.2 NP_060947.1 c.627C>T  p.D209D GGAxATT + 55860 192 0 0% 146 24 14.10% NA. NA.

CC-H030 chr15 60641355 G A ANXA2 EX12 synonymous NM_001002858.2 NP_001002858.1 c.933C>T  p.V311V GGAxACC - 302 203 0 0% 198 17 7.90% NA. NA.

CC-H030 chr15 74948096 G A EDC3 EX7 synonymous NM_001142443.1 NP_001135915.1 c.798C>T  p.N266N CACxTTG - 80153 102 1 0.90% 87 13 13% NA. NA.

CC-H030 chr15 86838539 G A AGBL1 EX16 synonymous NM_152336.2 NP_689549.2 c.2136G>A  p.R712R CCGxCAA + 123624 77 0 0% 84 19 18.40% NA. NA.

CC-H030 chr17 7479952 C T EIF4A1 EX5 synonymous NM_001416.3 NP_001407.1 c.456C>T  p.P152P TCCxCAC + 1973 113 0 0% 97 21 17.70% NA. NA.

CC-H030 chr17 38552682 G A TOP2A EX28 synonymous NM_001067.3 NP_001058.2 c.3573C>T  p.V1191V TCCxACT - 7153 121 0 0% 99 27 21.40% NA. NA.

CC-H030 chr19 40424307 G A FCGBP EX4 synonymous NM_003890.2 NP_003881.2 c.1896C>T  p.D632D AGCxTCA - 8857 40 0 0% 42 3 6.60% NA. NA.

CC-H030 chr21 34399581 C T OLIG2 EX2E synonymous NM_005806.3 NP_005797.1 c.411C>T  p.Y137Y GTAxGCA + 10215 52 0 0% 22 7 24.10% NA. NA.

CC-H022 chr1 8424266 G A RERE EX16 synonymous NM_012102.3 NP_036234.3 c.1590C>T  p.T530T GTCxGTG - 473 127 0 0% 118 10 7.80% NA. NA.

CC-H022 chr1 120165796 G A ZNF697 EX3E synonymous NM_001080470.1 NP_001073939.1 c.1170C>T  p.F390F GCTxAAG - 90874 28 0 0% 36 8 18.10% NA. NA.

CC-H022 chr1 145539021 C T ITGA10 EX25 synonymous NM_003637.3 NP_003628.2 c.2961C>T  p.I987I CATxTCA + 8515 118 1 0.80% 110 15 12% NA. NA.

CC-H022 chr1 151315301 C A RFX5 EX11E synonymous NM_000449.3 NP_000440.1 c.1212G>T  p.G404G TCCxCCA - 5993 136 0 0% 127 11 7.90% NA. NA.

CC-H022 chr1 160321080 C G NCSTN EX6 synonymous NM_015331.2 NP_056146.1 c.651C>G  p.L217L GCTxTTT + 23385 51 0 0% 52 11 17.40% NA. NA.

CC-H022 chr1 203149631 G A CHI3L1 EX8 synonymous NM_001276.2 NP_001267.2 c.861C>T  p.F287F GGTxAAC - 1116 151 0 0% 150 33 18% NA. NA.

CC-H022 chr2 109547426 G C EDAR EX2 synonymous NM_022336.3 NP_071731.1 c.45C>G  p.V15V CAGxACG - 10913 97 0 0% 84 14 14.20% NA. NA.

CC-H022 chr2 150327292 G A LYPD6 EX5E synonymous NM_001195685.1 NP_001182614.1 c.444G>A  p.Q148Q TCAxACA + 130574 109 0 0% 87 18 17.10% NA. NA.

CC-H022 chr2 190541474 G A ANKAR EX2 synonymous NM_144708.3 NP_653309.3 c.258G>A  p.L86L ACTxACT + 150709 56 0 0% 33 5 13.10% NA. NA.

CC-H022 chr2 219674383 C G CYP27A1 EX2 synonymous NM_000784.3 NP_000775.1 c.339C>G  p.L113L GCTxTTG + 1593 68 0 0% 77 17 18% NA. NA.

CC-H022 chr3 126366128 G C TXNRD3 EX2 synonymous NM_052883.1 NP_443115.1 c.255C>G  p.L85L AAAxAGT - 114112 164 0 0% 90 27 23% NA. NA.

CC-H022 chr4 53492410 G A USP46 EX4 synonymous NM_022832.3 NP_073743.2 c.336C>T  p.L112L AAAxAGA - 64854 133 1 0.70% 61 33 35.10% NA. NA.

CC-H022 chr5 5457608 G A KIAA0947 EX12 synonymous NM_015325.2 NP_056140.1 c.855G>A  p.Q285Q ACAxAGC + 23379 171 0 0% 209 23 9.90% NA. NA.

CC-H022 chr5 5457800 G A KIAA0947 EX12 synonymous NM_015325.2 NP_056140.1 c.1047G>A  p.S349S CTCxCCC + 23379 64 0 0% 125 8 6% NA. NA.

CC-H022 chr5 32126603 G A GOLPH3 EX4E synonymous NM_022130.3 NP_071413.1 c.612C>T  p.L204L GGTxAGG - 64083 154 0 0% 191 19 9% NA. NA.

CC-H022 chr5 76708970 C A PDE8B EX17 synonymous NM_003719.3 NP_003710.1 c.1747C>A  p.R583R TCTxGGT + 8622 156 0 0% 124 16 11.40% NA. NA.

CC-H022 chr5 134074328 C A CAMLG EX1 synonymous NM_001745.3 NP_001736.1 c.18C>A  p.V6V CGTxGCT + 819 76 0 0% 51 12 19% NA. NA.

CC-H022 chr5 137895697 G A HSPA9 EX11 synonymous NM_004134.6 NP_004125.3 c.1266C>T  p.A422A AATxGCA - 3313 103 0 0% 100 28 21.80% NA. NA.

CC-H022 chr5 159776403 G A C1QTNF2 EX3E synonymous NM_031908.4 NP_114114.2 c.765C>T  p.I255I GCCxATG - 114898 55 0 0% 51 12 19% NA. NA.

CC-H022 chr6 28268975 C T PGBD1 EX7E synonymous NM_001184743.1 NP_001171672.1 c.1344C>T  p.V448V TGTxAGC + 84547 63 0 0% 43 10 18.80% NA. NA.

CC-H022 chr8 130788503 G A GSDMC EX3 synonymous NM_031415.2 NP_113603.1 c.249C>T  p.F83F ACTxAAG - 56169 105 0 0% 72 24 25% NA. NA.

CC-H022 chr9 135163710 C T SETX EX17 synonymous NM_015046.5 NP_055861.3 c.6237G>A  p.A2079A CATxGCC - 23064 112 0 0% 74 24 24.40% NA. NA.

CC-H022 chr10 32197553 G A ARHGAP12 EX3 synonymous NM_018287.6 NP_060757.4 c.231C>T  p.L77L CATxAGA - 94134 80 0 0% 73 8 9.80% NA. NA.

CC-H022 chr11 46001356 G A PHF21A EX6 synonymous NM_001101802.1 NP_001095272.1 c.315C>T  p.H105H GGCxTGG - 51317 204 0 0% 172 35 16.90% NA. NA.

CC-H022 chr11 47296639 C T MADD EX3 synonymous NM_003682.3 NP_003673.3 c.588C>T  p.L196L TCTxAAG + 8567 91 0 0% 78 11 12.30% NA. NA.

CC-H022 chr11 59283030 C G OR4D9 EX1E synonymous NM_001004711.1 NP_001004711.1 c.645C>G  p.L215L CCTxATA + 390199 92 0 0% 70 26 27% NA. NA.

CC-H022 chr12 12814882 G A GPR19 EX4E synonymous NM_006143.2 NP_006134.1 c.501C>T  p.I167I GACxATG - 2842 47 0 0% 42 16 27.50% NA. NA.

CC-H022 chr12 49391072 G T DDN EX2E synonymous NM_015086.1 NP_055901.2 c.1587C>A  p.G529G TTCxCCC - 23109 37 0 0% 26 3 10.30% NA. NA.

CC-H022 chr12 72026178 C G ZFC3H1 EX15 synonymous NM_144982.4 NP_659419.3 c.2934G>C  p.L978L TTTxAGG - 196441 141 0 0% 142 33 18.80% NA. NA.

CC-H022 chr15 72552000 G A PARP6 EX10 synonymous NM_020214.2 NP_064599.2 c.759C>T  p.V253V ACTxACC - 56965 191 0 0% 181 36 16.50% NA. NA.

CC-H022 chr16 4312570 G C TFAP4 EX2 synonymous NM_003223.2 NP_003214.1 c.222C>G  p.L74L GATxAGG - 7023 50 0 0% 47 12 20.30% NA. NA.

CC-H022 chr16 58712664 G A SLC38A7 EX4 synonymous NM_018231.1 NP_060701.1 c.405C>T  p.I135I AGCxATG - 55238 61 0 0% 39 8 17% NA. NA.

CC-H022 chr17 38252787 C T NR1D1 EX4 synonymous NM_021724.3 NP_068370.1 c.513G>A  p.K171K ATTxTTC - 9572 64 0 0% 66 24 26.60% NA. NA.

CC-H022 chr17 76993507 G A CANT1 EX4 synonymous NM_001159772.1 NP_001153244.1 c.198C>T  p.P66P GCCxGGG - 124583 61 0 0% 44 15 25.40% NA. NA.

CC-H022 chr17 77075685 C T ENGASE EX4 synonymous NM_001042573.2 NP_001036038.1 c.531C>T  p.T177T GACxAAC + 64772 80 0 0% 58 15 20.50% NA. NA.

CC-H022 chr17 77077090 C G ENGASE EX6 synonymous NM_001042573.2 NP_001036038.1 c.807C>G  p.L269L GCTxTGG + 64772 51 0 0% 57 11 16.10% NA. NA.

CC-H022 chr18 71996249 G A C18orf63 EX6 synonymous NM_001174123.1 NP_001167594.1 c.402G>A  p.Q134Q TCAxATG + 644041 221 0 0% 50 10 16.60% NA. NA.

CC-H022 chr19 1881397 T G FAM108A1 EX2 synonymous NM_031213.3 NP_112490.3 c.169A>C  p.R57R CTCxCAG - 81926 75 1 1.30% 82 5 5.70% NA. NA.

CC-H022 chr19 9058001 G A MUC16 EX3 synonymous NM_024690.2 NP_078966.2 c.29445C>T  p.A9815A TTTxGCC - 94025 96 0 0% 79 27 25.40% NA. NA.

CC-H022 chr19 15547915 G A WIZ EX3 synonymous NM_021241.2 NP_067064.2 c.231C>T  p.F77F GCTxAAG - 58525 103 0 0% 84 23 21.40% NA. NA.

CC-H022 chr19 46394189 G A MYPOP EX3E synonymous NM_001012643.2 NP_001012661.1 c.892C>T  p.L298L GCAxAAG - 339344 24 0 0% 19 7 26.90% NA. NA.

CC-H022 chr20 3185237 G A DDRGK1 EX1 synonymous NM_023935.1 NP_076424.1 c.37C>T  p.L13L GCAxAGC - 65992 82 0 0% 95 9 8.60% NA. NA.

CC-H022 chr21 43541261 C A UMODL1 EX15 synonymous NM_173568.3 NP_775839.3 c.3138C>A  p.L1046L CCTxGGG + 89766 129 0 0% 136 27 16.50% NA. NA.

CC-H022 chrX 18283909 C T SCML2 EX8 synonymous NM_006089.2 NP_006080.1 c.744G>A  p.K248K ATTxTTT - 10389 94 0 0% 62 14 18.40% NA. NA.

CC-H022 chrX 30719002 G A GK EX11 synonymous NM_001205019.1 NP_001191948.1 c.831G>A  p.Q277Q CCAxATT + 2710 308 0 0% 159 45 22% NA. NA.

CC-H022 chrX 99891653 G A TSPAN6 EX1 synonymous NM_003270.2 NP_003261.1 c.39C>T  p.V13V AATxACT - 7105 292 0 0% 279 53 15.90% NA. NA.

CC-H022 chrX 153599485 C T FLNA EX2 synonymous NM_001110556.1 NP_001104026.1 c.129G>A  p.K43K GATxTTC - 2316 47 0 0% 55 8 12.60% NA. NA.

CC-H029 chr1 3745854 C G CEP104 EX15 synonymous NM_014704.3 NP_055519.1 c.2127G>C  p.L709L TTTxAGT - 9731 66 0 0% 78 4 4.80% NA. NA.

CC-H029 chr1 12854268 G A PRAMEF1 EX3 synonymous NM_023013.2 NP_075389.1 c.492G>A  p.L164L CCTxAGA + 65121 877 0 0% 571 51 8.10% NA. NA.

CC-H029 chr1 36859467 C G LSM10 EX2E synonymous NM_032881.1 NP_116270.1 c.264G>C  p.V88V GTTxACG - 84967 80 0 0% 108 14 11.40% NA. NA.

CC-H029 chr1 41827842 G A FOXO6 EX2 synonymous XM_002342102.4 XP_002342143.4 c.483G>A  p.A161A AGCxAAG + 100132074 44 0 0% 36 9 20% NA. NA.

CC-H029 chr1 41827857 G A FOXO6 EX2 synonymous XM_002342102.4 XP_002342143.4 c.498G>A  p.R166R GCGxAAC + 100132074 46 0 0% 45 9 16.60% NA. NA.

CC-H029 chr1 153598799 G A S100A13 EX4 synonymous NM_001024210.1 NP_001019381.1 c.150C>T  p.L50L CTTxAGC - 6284 50 0 0% 54 12 18.10% NA. NA.

CC-H029 chr1 185986141 G C HMCN1 EX33 synonymous NM_031935.2 NP_114141.2 c.5238G>C  p.V1746V TGTxATG + 83872 115 0 0% 57 12 17.30% NA. NA.

CC-H029 chr2 11738083 C T GREB1 EX14 synonymous NM_014668.3 NP_055483.2 c.2131C>T  p.L711L ACTxTGC + 9687 58 0 0% 64 8 11.10% NA. NA.

CC-H029 chr2 42990282 G A OXER1 EX1E synonymous NM_148962.4 NP_683765.1 c.1038C>T  p.L346L GTTxAGG - 165140 164 1 0.60% 122 19 13.40% NA. NA.

CC-H029 chr2 75185944 G A POLE4 EX1 synonymous NM_019896.2 NP_063949.2 c.138G>A  p.V46V AGTxAAG + 56655 105 0 0% 88 12 12% NA. NA.

CC-H029 chr2 97329211 G T FER1L5 EX13 synonymous NM_001113382.1 NP_001106853.1 c.1056G>T  p.P352P CCCxATA + 90342 69 0 0% 97 6 5.80% NA. NA.

CC-H029 chr2 99169291 T C INPP4A EX15 synonymous NM_001134224.1 NP_001127696.1 c.1221T>C  p.D407D GGAxGTT + 3631 54 0 0% 66 10 13.10% NA. NA.

CC-H029 chr2 169727971 C G SPC25 EX7E synonymous NM_020675.3 NP_065726.1 c.645G>C  p.R215R TTTxCGA - 57405 122 0 0% 112 14 11.10% NA. NA.

CC-H029 chr2 179437230 A C TTN EX326 synonymous NM_001267550.1 NP_001254479.1 c.73629T>G  p.P24543P GAGxGGT - 7273 59 0 0% 50 12 19.30% NA. NA.

CC-H029 chr3 81810615 G T GBE1 EX1 synonymous NM_000158.3 NP_000149.3 c.54C>A  p.L18L ATTxAGC - 2632 106 0 0% 112 19 14.50% NA. NA.

CC-H029 chr3 149485567 G C ANKUB1 EX5 synonymous NM_001144960.1 NP_001138432.1 c.882C>G  p.L294L ACTxAGC - 389161 71 0 0% 65 10 13.30% NA. NA.

CC-H029 chr4 88536460 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2646C>T  p.S882S TAGxAGT + 1834 185 0 0% 169 14 7.60% NA. NA.

CC-H029 chr4 123175392 C T KIAA1109 EX36 synonymous NM_015312.3 NP_056127.2 c.5965C>T  p.L1989L CCTxTGA + 84162 86 0 0% 85 9 9.50% NA. NA.

CC-H029 chr5 140803074 C G PCDHGA11 EX1 synonymous NM_018914.2 NP_061737.1 c.2280C>G  p.L760L TCTxATT + 56105 92 0 0% 111 10 8.20% NA. NA.

CC-H029 chr5 149753802 G A TCOF1 EX7 synonymous NM_000356.3 NP_000347.2 c.705G>A  p.G235G TGGxAAA + 6949 58 0 0% 67 15 18.20% NA. NA.

CC-H029 chr6 1390551 C G FOXF2 EX1 synonymous NM_001452.1 NP_001443.1 c.369C>G  p.L123L GCTxAGC + 2295 55 0 0% 53 12 18.40% NA. NA.

CC-H029 chr6 29641465 G C ZFP57 EX4E synonymous NM_001109809.2 NP_001103279.2 c.423C>G  p.V141V GAAxACC - 346171 44 0 0% 50 9 15.20% NA. NA.

CC-H029 chr6 46839704 G C GPR116 EX11 synonymous NM_001098518.1 NP_001091988.1 c.1287C>G  p.L429L CTTxAGG - 221395 84 0 0% 52 7 11.80% NA. NA.

CC-H029 chr7 28995473 C T TRIL EX1E synonymous NM_014817.3 NP_055632.2 c.2190G>A  p.R730R CTTxCGC - 9865 153 0 0% 174 21 10.70% NA. NA.

CC-H029 chr7 40900042 C G C7orf10 EX15E synonymous NM_001193311.1 NP_001180240.1 c.1380C>G  p.L460L GCTxAGC + 79783 57 0 0% 71 9 11.20% NA. NA.

CC-H029 chr7 44802874 C T ZMIZ2 EX13 synonymous NM_031449.3 NP_113637.3 c.1722C>T  p.S574S CAGxGGC + 83637 51 0 0% 57 4 6.50% NA. NA.

CC-H029 chr7 134252939 G A AKR1B15 EX4 synonymous NM_001080538.2 NP_001074007.2 c.180G>A  p.V60V GGTxAAG + 441282 96 0 0% 106 10 8.60% NA. NA.

CC-H029 chr7 134346748 G A BPGM EX3 synonymous NM_199186.2 NP_954655.1 c.489G>A  p.E163E GGAxAGA + 669 71 0 0% 102 15 12.80% NA. NA.

CC-H029 chr9 4561525 C T SLC1A1 EX3 synonymous NM_004170.5 NP_004161.4 c.309C>T  p.L103L TCTxATT + 6505 68 0 0% 67 15 18.20% NA. NA.



CC-H029 chr9 32477062 G C DDX58 EX13 synonymous NM_014314.3 NP_055129.2 c.1842C>G  p.L614L GCAxAGG - 23586 58 0 0% 48 5 9.40% NA. NA.

CC-H029 chr9 90537435 G A SPATA31C1 EX4E synonymous NM_001145124.1 NP_001138596.1 c.2613G>A  p.T871T CACxAAG + 441452 335 0 0% 336 40 10.60% NA. NA.

CC-H029 chr9 92007399 G A SEMA4D EX10 synonymous NM_006378.3 NP_006369.3 c.561C>T  p.I187I GATxATG - 10507 68 0 0% 77 15 16.30% NA. NA.

CC-H029 chr9 102626038 G C NR4A3 EX9E synonymous NM_173200.2 NP_775292.1 c.1803G>C  p.L601L ACTxAGG + 8013 63 0 0% 56 7 11.10% NA. NA.

CC-H029 chr10 116731996 C A TRUB1 EX6 synonymous NM_139169.4 NP_631908.1 c.699C>A  p.I233I TATxTCC + 142940 94 0 0% 102 6 5.50% NA. NA.

CC-H029 chr11 1075703 C T MUC2 EX2 synonymous NM_002457.2 NP_002448.2 c.129C>T  p.F43F CTTxCAC + 4583 120 0 0% 122 22 15.20% NA. NA.

CC-H029 chr11 6565415 C T DNHD1 EX19 synonymous NM_144666.2 NP_653267.2 c.3693C>T  p.I1231I CATxGAA + 144132 33 0 0% 38 7 15.50% NA. NA.

CC-H029 chr11 36422704 C G PRR5L EX2 synonymous NM_001160167.1 NP_001153639.1 c.33C>G  p.V11V CGTxGAG + 79899 61 0 0% 78 7 8.20% NA. NA.

CC-H029 chr11 64884415 G A ZNHIT2 EX1E synonymous NM_014205.2 NP_055020.1 c.711C>T  p.L237L AGAxAGC - 741 53 1 1.80% 52 14 21.20% NA. NA.

CC-H029 chr12 123475147 G A PITPNM2 EX16 synonymous NM_020845.2 NP_065896.1 c.2514C>T  p.I838I GGCxATG - 57605 75 0 0% 76 13 14.60% NA. NA.

CC-H029 chr13 24519992 G A ANKRD20A19P EX1 synonymous XM_003846335.1 XP_003846383.1 c.618C>T  p.D206D CGCxTCC - 400110 237 0 0% 224 33 12.80% NA. NA.

CC-H029 chr15 41279383 C T INO80 EX31 synonymous NM_017553.1 NP_060023.1 c.3738G>A  p.R1246R CATxCGC - 54617 57 0 0% 47 11 18.90% NA. NA.

CC-H029 chr16 1500525 G T CLCN7 EX17 synonymous NM_001287.5 NP_001278.1 c.1590C>A  p.I530I GGAxATC - 1186 106 0 0% 146 19 11.50% NA. NA.

CC-H029 chr16 22545342 G A LOC100132247 EX7E synonymous NM_001135865.1 NP_001129337.1 c.1038G>A  p.L346L TCTxCTC + 100132247 126 1 0.70% 71 4 5.30% NA. NA.

CC-H029 chr16 67574374 C T FAM65A EX9 synonymous NM_001193523.1 NP_001180452.1 c.705C>T  p.F235F CTTxGCC + 79567 80 0 0% 79 13 14.10% NA. NA.

CC-H029 chr18 48510908 C G ELAC1 EX3 synonymous NM_018696.2 NP_061166.1 c.600C>G  p.L200L ACTxAAT + 55520 36 0 0% 24 3 11.10% NA. NA.

CC-H029 chr18 55276652 G C NARS EX7 synonymous NM_004539.3 NP_004530.1 c.516C>G  p.L172L CAAxAGA - 4677 69 0 0% 53 9 14.50% NA. NA.

CC-H029 chr19 10395858 C T ICAM1 EX7E synonymous NM_000201.2 NP_000192.2 c.1494C>T  p.L498L CCTxAGC + 3383 95 0 0% 129 15 10.40% NA. NA.

CC-H029 chr19 19825204 C A ZNF14 EX2 synonymous NM_021030.2 NP_066358.2 c.96G>T  p.V32V CATxACA - 7561 110 0 0% 91 12 11.60% NA. NA.

CC-H029 chr19 36253212 G A C19orf55 EX5 synonymous NM_001039887.2 NP_001034976.2 c.498G>A  p.V166V CGTxACC + 148137 57 0 0% 106 12 10.10% NA. NA.

CC-H029 chr19 45021107 G A CEACAM20 EX6 synonymous NM_001102597.1 NP_001096067.1 c.1209C>T  p.I403I CCTxATA - 125931 58 0 0% 54 8 12.90% NA. NA.

CC-H029 chr19 52497084 G C ZNF615 EX7E synonymous NM_001199324.1 NP_001186253.1 c.1278C>G  p.L426L CATxAGA - 284370 94 0 0% 59 5 7.80% NA. NA.

CC-H029 chr20 3363096 C T C20orf194 EX2 synonymous NM_001009984.2 NP_001009984.1 c.141G>A  p.P47P ATCxGGC - 25943 41 0 0% 43 8 15.60% NA. NA.

CC-H029 chr20 61959469 G C COL20A1 EX33 synonymous NM_020882.2 NP_065933.2 c.3603G>C  p.V1201V TGTxAGC + 57642 59 0 0% 58 6 9.30% NA. NA.

CC-H029 chr22 18561244 C T PEX26 EX2 synonymous NM_017929.5 NP_060399.1 c.102C>T  p.A34A GGCxGTG + 55670 76 0 0% 70 8 10.20% NA. NA.

CC-H029 chr22 38343373 G C C22orf23 EX4 synonymous NM_032561.4 NP_115950.3 c.264C>G  p.L88L TGCxAGG - 84645 69 0 0% 45 13 22.40% NA. NA.

CC-H029 chr22 50617670 C T PANX2 EX3E synonymous NM_052839.3 NP_443071.2 c.1998C>T  p.D666D CGAxGAG + 56666 25 0 0% 28 5 15.10% NA. NA.

CC-H029 chrX 37027905 C G FAM47C EX1E synonymous NM_001013736.2 NP_001013758.1 c.1422C>G  p.L474L TCTxTGC + 442444 406 0 0% 441 31 6.50% NA. NA.

CC-H029 chrX 152959626 C T SLC6A8 EX9 synonymous NM_005629.3 NP_005620.1 c.1296C>T  p.L432L CCTxCTC + 6535 141 0 0% 141 22 13.40% NA. NA.

CC-H029 chrX 153578081 G A FLNA EX46 synonymous NM_001110556.1 NP_001104026.1 c.7488C>T  p.L2496L GATxAGG - 2316 92 0 0% 171 15 8% NA. NA.

CC-H048 chr1 6185225 C T CHD5 EX29 synonymous NM_015557.2 NP_056372.1 c.4329G>A  p.P1443P CTGxGGG - 26038 91 0 0% 113 21 15.60% NA. NA.

CC-H048 chr1 9784438 G A PIK3CD EX22 synonymous NM_005026.3 NP_005017.3 c.2823G>A  p.V941V TGTxATT + 5293 43 0 0% 63 11 14.80% NA. NA.

CC-H048 chr1 16778425 G A NECAP2 EX6 synonymous NM_001145277.1 NP_001138749.1 c.582G>A  p.G194G GGGxAAA + 55707 54 0 0% 49 8 14% NA. NA.

CC-H048 chr1 19204012 G A ALDH4A1 EX10 synonymous NM_170726.2 NP_733844.1 c.1035C>T  p.G345G CTGxCCA - 8659 34 0 0% 50 19 27.50% NA. NA.

CC-H048 chr1 19467968 G T UBR4 EX57 synonymous NM_020765.2 NP_065816.2 c.8361C>A  p.P2787P AGAxGGG - 23352 33 0 0% 53 10 15.80% NA. NA.

CC-H048 chr1 20517759 C A UBXN10 EX2E synonymous NM_152376.3 NP_689589.1 c.705C>A  p.S235S CTCxTAC + 127733 45 0 0% 54 11 16.90% NA. NA.

CC-H048 chr1 20966441 G A PINK1 EX3 synonymous NM_032409.2 NP_115785.1 c.732G>A  p.A244A AGCxAGC + 65018 51 0 0% 39 22 36% NA. NA.

CC-H048 chr1 21074117 G A HP1BP3 EX11 synonymous NM_016287.3 NP_057371.2 c.1173C>T  p.C391C TTCxCAT - 50809 107 0 0% 112 19 14.50% NA. NA.

CC-H048 chr1 23759975 G A ASAP3 EX21 synonymous NM_017707.3 NP_060177.2 c.2070C>T  p.Y690Y GGAxTAG - 55616 51 0 0% 51 20 28.10% NA. NA.

CC-H048 chr1 27736229 G A WASF2 EX8 synonymous NM_006990.3 NP_008921.1 c.1296C>T  p.A432A CACxGCA - 10163 107 0 0% 144 25 14.70% NA. NA.

CC-H048 chr1 27876785 G A AHDC1 EX6 synonymous NM_001029882.2 NP_001025053.1 c.1842C>T  p.D614D GACxTCT - 27245 44 1 2.20% 43 16 27.10% NA. NA.

CC-H048 chr1 53556313 C T SLC1A7 EX8 synonymous NM_006671.4 NP_006662.3 c.1197G>A  p.E399E CAGxTCG - 6512 24 0 0% 31 4 11.40% NA. NA.

CC-H048 chr1 54417765 G T LRRC42 EX3 synonymous NM_001256409.1 NP_001243338.1 c.93G>T  p.L31L TCTxGAT + 115353 99 0 0% 109 19 14.80% NA. NA.

CC-H048 chr1 55136563 G A HEATR8 EX7 synonymous NM_001039464.2 NP_001034553.2 c.1560G>A  p.A520A GGCxATG + 374977 29 0 0% 27 14 34.10% NA. NA.

CC-H048 chr1 55457638 G A TMEM61 EX3E synonymous NM_182532.1 NP_872338.1 c.495G>A  p.L165L CCTxCTC + 199964 71 0 0% 107 16 13% NA. NA.

CC-H048 chr1 92495765 C A EPHX4 EX1 synonymous NM_173567.4 NP_775838.3 c.129C>A  p.L43L CCTxGGC + 253152 52 0 0% 80 16 16.60% NA. NA.

CC-H048 chr1 155158623 A G MUC1 EX8E synonymous NM_002456.5 NP_002447.4 c.810T>C  p.S270S GGCxGAA - 4582 65 0 0% 101 13 11.40% NA. NA.

CC-H048 chr1 158224492 T A CD1A EX1 synonymous NM_001763.2 NP_001754.2 c.33T>A  p.V11V TGTxCTC + 909 57 0 0% 49 5 9.20% NA. NA.

CC-H048 chr1 159284048 T C OR10J3 EX1E synonymous NM_001004467.1 NP_001004467.1 c.402A>G  p.S134S GACxGAA - 441911 45 0 0% 65 9 12.10% NA. NA.

CC-H048 chr1 176926955 C T ASTN1 EX11 synonymous NM_004319.1 NP_004310.1 c.1746G>A  p.L582L CATxAGC - 460 69 0 0% 46 31 40.20% NA. NA.

CC-H048 chr1 177133585 T C ASTN1 EX1 synonymous NM_004319.1 NP_004310.1 c.228A>G  p.G76G TTCxCCC - 460 59 0 0% 59 22 27.10% NA. NA.

CC-H048 chr1 183106932 C T LAMC1 EX26 synonymous NM_002293.3 NP_002284.3 c.4443C>T  p.D1481D TGAxGCT + 3915 100 0 0% 76 48 38.70% NA. NA.

CC-H048 chr1 184703709 G A EDEM3 EX5 synonymous NM_025191.3 NP_079467.3 c.414C>T  p.N138N ATCxTTA - 80267 97 0 0% 84 19 18.40% NA. NA.

CC-H048 chr1 200974808 C T KIF21B EX4 synonymous NM_001252100.1 NP_001239029.1 c.462G>A  p.E154E GATxTCC - 23046 40 0 0% 47 24 33.80% NA. NA.

CC-H048 chr1 205030523 C T CNTN2 EX8 synonymous NM_005076.3 NP_005067.1 c.948C>T  p.T316T CACxGTG + 6900 38 0 0% 58 9 13.40% NA. NA.

CC-H048 chr1 231374795 G A C1orf131 EX2 synonymous NM_152379.2 NP_689592.2 c.258C>T  p.S86S AGCxCTC - 128061 69 0 0% 44 21 32.30% NA. NA.

CC-H048 chr1 247654765 C T OR2W5 EX1E synonymous NM_001004698.2 NP_001004698.1 c.336C>T  p.C112C GTGxGTC + 441932 40 0 0% 25 12 32.40% NA. NA.

CC-H048 chr2 26416630 G A HADHA EX17 synonymous NM_000182.4 NP_000173.2 c.1701C>T  p.D567D CGGxTCA - 3030 79 0 0% 77 17 18% NA. NA.

CC-H048 chr2 27427419 G A SLC5A6 EX9 synonymous NM_021095.2 NP_066918.2 c.915C>T  p.L305L GCAxAGG - 8884 62 1 1.50% 62 28 31.10% NA. NA.

CC-H048 chr2 31598264 G A XDH EX15 synonymous NM_000379.3 NP_000370.2 c.1584C>T  p.G528G TTGxCCC - 7498 53 0 0% 68 8 10.50% NA. NA.

CC-H048 chr2 38208433 T G FAM82A1 EX5 synonymous NM_144713.3 NP_653314.2 c.1272T>G  p.T424T AACxTTA + 151393 103 1 0.90% 75 18 19.30% NA. NA.

CC-H048 chr2 38297913 G T CYP1B1 EX3E synonymous NM_000104.3 NP_000095.2 c.1584C>A  p.L528L AAGxAGC - 1545 63 0 0% 84 17 16.80% NA. NA.

CC-H048 chr2 61259208 C T PEX13 EX2 synonymous NM_002618.3 NP_002609.1 c.747C>T  p.L249L CCTxATT + 5194 72 0 0% 77 7 8.30% NA. NA.

CC-H048 chr2 71838648 C T DYSF EX38 synonymous NM_001130978.1 NP_001124450.1 c.4059C>T  p.S1353S CTCxTCC + 8291 64 1 1.50% 67 15 18.20% NA. NA.

CC-H048 chr2 74326615 C T TET3 EX8 synonymous NM_144993.1 NP_659430.1 c.3075C>T  p.R1025R CCGxCAG + 200424 47 0 0% 46 26 36.10% NA. NA.

CC-H048 chr2 86389194 G A IMMT EX8 synonymous NM_006839.2 NP_006830.2 c.801C>T  p.G267G CTCxCCT - 10989 70 0 0% 54 8 12.90% NA. NA.

CC-H048 chr2 102476248 G A MAP4K4 EX15 synonymous NM_145686.3 NP_663719.2 c.1533G>A  p.P511P ACCxCAG + 9448 96 1 1% 81 18 18.10% NA. NA.

CC-H048 chr2 105924189 G A TGFBRAP1 EX2 synonymous NM_004257.4 NP_004248.2 c.570C>T  p.I190I GTGxATG - 9392 62 0 0% 50 33 39.70% NA. NA.

CC-H048 chr2 133542410 T C NCKAP5 EX14 synonymous NM_207363.2 NP_997246.2 c.1974A>G  p.V658V TTTxACA - 344148 48 0 0% 39 8 17% NA. NA.

CC-H048 chr2 135596301 C T ACMSD EX1 synonymous NM_138326.2 NP_612199.2 c.49C>T  p.L17L GATxTAA + 130013 88 0 0% 56 8 12.50% NA. NA.

CC-H048 chr2 163292018 G A KCNH7 EX8 synonymous NM_033272.3 NP_150375.2 c.1644C>T  p.G548G AGCxCCA - 90134 59 0 0% 58 15 20.50% NA. NA.

CC-H048 chr2 170732338 C G UBR3 EX3 synonymous NM_172070.3 NP_742067.3 c.723C>G  p.V241V AGTxCTT + 130507 85 0 0% 70 10 12.50% NA. NA.

CC-H048 chr2 172582752 C T DYNC1I2 EX10 synonymous NM_001378.1 NP_001369.1 c.819C>T  p.D273D TGAxGAA + 1781 112 0 0% 64 26 28.80% NA. NA.

CC-H048 chr2 179483330 G A TTN EX251 synonymous NM_001267550.1 NP_001254479.1 c.46947C>T  p.F15649F GATxAAT - 7273 82 0 0% 42 26 38.20% NA. NA.

CC-H048 chr2 179584282 A G TTN EX82 synonymous NM_001267550.1 NP_001254479.1 c.23937T>C  p.S7979S ACCxGAA - 7273 56 0 0% 61 12 16.40% NA. NA.

CC-H048 chr2 201527611 C T AOX1 EX31 synonymous NM_001159.3 NP_001150.3 c.3462C>T  p.G1154G AGGxGAA + 316 78 0 0% 76 11 12.60% NA. NA.

CC-H048 chr2 207429772 C T ADAM23 EX14 synonymous NM_003812.2 NP_003803.1 c.1374C>T  p.G458G TGGxTGC + 8745 99 0 0% 70 13 15.60% NA. NA.

CC-H048 chr2 210968891 C T KANSL1L EX4 synonymous NM_152519.2 NP_689732.2 c.1365G>A  p.P455P TTCxGGT - 151050 90 0 0% 57 10 14.90% NA. NA.

CC-H048 chr3 46722765 G A ALS2CL EX13 synonymous NM_001190707.1 NP_001177636.1 c.1407C>T  p.S469S GCCxCTC - 259173 80 0 0% 95 28 22.70% NA. NA.

CC-H048 chr3 64673253 C A ADAMTS9 EX1 synonymous NM_182920.1 NP_891550.1 c.81G>T  p.A27A GGCxGCC - 56999 21 0 0% 16 4 20% NA. NA.

CC-H048 chr3 98487362 G A ST3GAL6 EX2 synonymous NM_001271145.1 NP_001258074.1 c.237G>A  p.T79T AACxAAT + 10402 88 0 0% 64 12 15.70% NA. NA.

CC-H048 chr3 112326093 G A CCDC80 EX7 synonymous NM_199511.1 NP_955805.1 c.2436C>T  p.H812H TATxTGG - 151887 109 0 0% 85 30 26% NA. NA.

CC-H048 chr3 123021992 C T ADCY5 EX14 synonymous NM_183357.2 NP_899200.1 c.2634G>A  p.A878A ACAxGCG - 111 71 0 0% 70 18 20.40% NA. NA.

CC-H048 chr3 125271281 G A OSBPL11 EX9 synonymous NM_022776.4 NP_073613.2 c.1398C>T  p.S466S CTCxCTT - 114885 71 0 0% 60 22 26.80% NA. NA.

CC-H048 chr3 125745269 G A SLC41A3 EX5 synonymous NM_001008485.1 NP_001008485.1 c.507C>T  p.G169G CACxCCC - 54946 73 0 0% 93 15 13.80% NA. NA.

CC-H048 chr3 142741876 G A U2SURP EX12 synonymous NM_001080415.1 NP_001073884.1 c.1200G>A  p.P400P ACCxCCA + 23350 109 0 0% 117 13 10% NA. NA.

CC-H048 chr4 2306732 C T ZFYVE28 EX8 synonymous NM_020972.2 NP_066023.2 c.1335G>A  p.A445A CCCxGCC - 57732 94 0 0% 107 10 8.50% NA. NA.

CC-H048 chr4 7968753 C T ABLIM2 EX21E synonymous NM_001130083.1 NP_001123555.1 c.1902G>A  p.K634K CCTxTTC - 84448 35 0 0% 26 13 33.30% NA. NA.

CC-H048 chr4 9998499 G A SLC2A9 EX4 synonymous NM_001001290.1 NP_001001290.1 c.229C>T  p.L77L TCAxAGT - 56606 83 1 1.10% 49 24 32.80% NA. NA.

CC-H048 chr4 41615641 G A LIMCH1 EX7 synonymous NM_014988.2 NP_055803.2 c.645G>A  p.T215T GACxCCT + 22998 36 0 0% 27 7 20.50% NA. NA.

CC-H048 chr4 53497309 G A USP46 EX2 synonymous NM_022832.3 NP_073743.2 c.39C>T  p.G13G GGTxCCC - 64854 70 0 0% 39 6 13.30% NA. NA.

CC-H048 chr4 81188074 C T FGF5 EX1 synonymous NM_004464.3 NP_004455.2 c.96C>T  p.P32P ACCxGGA + 2250 83 1 1.10% 71 13 15.40% NA. NA.

CC-H048 chr4 88536448 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2634C>T  p.D878D TGAxAGC + 1834 181 1 0.50% 121 11 8.30% NA. NA.

CC-H048 chr4 88536451 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2637C>T  p.S879S CAGxAGT + 1834 185 0 0% 115 14 10.80% NA. NA.

CC-H048 chr4 88536460 C T DSPP EX5E synonymous NM_014208.3 NP_055023.2 c.2646C>T  p.S882S TAGxAGT + 1834 167 0 0% 116 18 13.40% NA. NA.

CC-H048 chr4 140811462 C T MAML3 EX2 synonymous NM_018717.4 NP_061187.2 c.1128G>A  p.A376A CCTxGCC - 55534 42 0 0% 37 8 17.70% NA. NA.

CC-H048 chr5 819685 A G ZDHHC11 EX10 synonymous NM_024786.2 NP_079062.1 c.1101T>C  p.C367C CTGxCAC - 79844 101 0 0% 96 8 7.60% NA. NA.

CC-H048 chr5 34850391 T G TTC23L EX4 synonymous NM_144725.3 NP_653326.3 c.357T>G  p.A119A AGCxTAT + 153657 70 0 0% 79 17 17.70% NA. NA.

CC-H048 chr5 52780954 C A FST EX5 synonymous NM_013409.2 NP_037541.1 c.849C>A  p.V283V TGTxTGT + 10468 71 0 0% 47 23 32.80% NA. NA.

CC-H048 chr5 118280305 C T DTWD2 EX2 synonymous NM_173666.2 NP_775937.1 c.258G>A  p.A86A GTGxGCT - 285605 72 1 1.30% 69 12 14.80% NA. NA.

CC-H048 chr5 140502411 T C PCDHB4 EX1E synonymous NM_018938.2 NP_061761.1 c.831T>C  p.S277S TTCxTAT + 56131 58 0 0% 56 8 12.50% NA. NA.

CC-H048 chr5 141019058 C T RELL2 EX4 synonymous NM_173828.4 NP_776189.3 c.345C>T  p.D115D GGAxGGA + 285613 83 0 0% 118 14 10.60% NA. NA.

CC-H048 chr5 141019647 C T RELL2 EX5 synonymous NM_173828.4 NP_776189.3 c.664C>T  p.L222L AGGxTGC + 285613 70 0 0% 91 8 8% NA. NA.

CC-H048 chr5 145838581 T G TCERG1 EX4 synonymous NM_006706.3 NP_006697.2 c.573T>G  p.A191A GGCxCAG + 10915 163 0 0% 206 30 12.70% NA. NA.

CC-H048 chr5 145838587 C T TCERG1 EX4 synonymous NM_006706.3 NP_006697.2 c.579C>T  p.A193A GGCxCAG + 10915 166 0 0% 205 27 11.60% NA. NA.

CC-H048 chr5 149001616 C T ARHGEF37 EX9 synonymous NM_001001669.2 NP_001001669.2 c.1326C>T  p.S442S AAGxATG + 389337 32 0 0% 25 8 24.20% NA. NA.

CC-H048 chr5 158749491 G A IL12B EX4 synonymous NM_002187.2 NP_002178.2 c.393C>T  p.C131C CTCxCAT - 3593 79 0 0% 84 13 13.40% NA. NA.

CC-H048 chr5 160071161 G A ATP10B EX9 synonymous NM_025153.2 NP_079429.2 c.852C>T  p.G284G AATxCCA - 23120 63 0 0% 61 12 16.40% NA. NA.

CC-H048 chr5 174869749 G A DRD1 EX2E synonymous NM_000794.3 NP_000785.1 c.354C>T  p.S118S CACxCTG - 1812 31 0 0% 42 11 20.70% NA. NA.

CC-H048 chr5 175395128 G A THOC3 EX1 synonymous NM_032361.2 NP_115737.1 c.84C>T  p.S28S GCTxCTC - 84321 119 0 0% 155 10 6% NA. NA.

CC-H048 chr5 176732955 T C PRELID1 EX3 synonymous NM_013237.2 NP_037369.1 c.402T>C  p.S134S CTCxAGC + 27166 88 0 0% 52 14 21.20% NA. NA.

CC-H048 chr5 179225231 G A MGAT4B EX13 synonymous NM_054013.3 NP_463459.1 c.1602C>T  p.F534F GCCxAAG - 11282 80 0 0% 74 31 29.50% NA. NA.

CC-H048 chr6 26017412 G A HIST1H1A EX1E synonymous NM_005325.3 NP_005316.1 c.549C>T  p.S183S AGGxCTT - 3024 84 0 0% 69 10 12.60% NA. NA.

CC-H048 chr6 26216659 G A HIST1H2BG EX1E synonymous NM_003518.3 NP_003509.1 c.213C>T  p.F71F TTCxAAG - 8339 175 1 0.50% 102 73 41.70% NA. NA.

CC-H048 chr6 28198244 T C ZNF193 EX4 synonymous NM_001199479.1 NP_001186408.1 c.699T>C  p.P233P GCCxAAC + 7746 93 0 0% 91 17 15.70% NA. NA.

CC-H048 chr6 36336766 G A ETV7 EX6 synonymous NM_001207035.1 NP_001193964.1 c.747C>T  p.D249D GGCxTCC - 51513 78 0 0% 38 48 55.80% NA. NA.

CC-H048 chr6 41743287 C T FRS3 EX4 synonymous NM_006653.3 NP_006644.1 c.123G>A  p.T41T CTGxGTC - 10817 63 0 0% 58 21 26.50% NA. NA.

CC-H048 chr6 42713233 G A TBCC EX1E synonymous NM_003192.2 NP_003183.1 c.579C>T  p.V193V CAAxACT - 6903 43 0 0% 30 17 36.10% NA. NA.

CC-H048 chr6 56338675 T C DST EX74 synonymous NM_015548.4 NP_056363.2 c.14121A>G  p.A4707A TCCxGCT - 667 55 0 0% 24 28 53.80% NA. NA.

CC-H048 chr6 76589653 A C MYO6 EX21 synonymous NM_004999.3 NP_004990.3 c.2194A>C  p.R732R CCAxGAC + 4646 99 0 0% 71 12 14.40% NA. NA.

CC-H048 chr6 111995787 G A FYN EX13 synonymous NM_002037.5 NP_002028.1 c.1320C>T  p.Y440Y CCCxTAC - 2534 70 0 0% 35 51 59.30% NA. NA.

CC-H048 chr6 136476851 G A PDE7B EX8 synonymous NM_018945.3 NP_061818.1 c.666G>A  p.Q222Q CCAxCCA + 27115 77 0 0% 113 21 15.60% NA. NA.

CC-H048 chr6 139135645 G T ECT2L EX4 synonymous NM_001077706.2 NP_001071174.1 c.84G>T  p.V28V AGTxGCT + 345930 87 0 0% 50 9 15.20% NA. NA.

CC-H048 chr6 159672413 C T FNDC1 EX17 synonymous NM_032532.2 NP_115921.2 c.4914C>T  p.D1638D GGAxAGC + 84624 62 0 0% 38 9 19.10% NA. NA.

CC-H048 chr7 6620291 G A ZDHHC4 EX3 synonymous NM_001134387.1 NP_001127859.1 c.99G>A  p.L33L CCTxGCC + 55146 51 0 0% 78 15 16.10% NA. NA.

CC-H048 chr7 11418833 A G THSD7A EX26 synonymous NM_015204.2 NP_056019.1 c.4665T>C  p.L1555L GATxAGT - 221981 79 0 0% 66 9 12% NA. NA.

CC-H048 chr7 20668355 T C ABCB5 EX4 synonymous NM_001163941.1 NP_001157413.1 c.153T>C  p.G51G GGGxATA + 340273 96 0 0% 119 16 11.80% NA. NA.

CC-H048 chr7 43484721 G A HECW1 EX11 synonymous NM_015052.3 NP_055867.3 c.1950G>A  p.T650T CACxCAC + 23072 24 0 0% 31 5 13.80% NA. NA.

CC-H048 chr7 50468250 C T IKZF1 EX8E synonymous NM_006060.4 NP_006051.1 c.1485C>T  p.C495C GTGxGGC + 10320 91 0 0% 104 21 16.80% NA. NA.

CC-H048 chr7 55210004 C T EGFR EX2 synonymous NM_005228.3 NP_005219.2 c.114C>T  p.L38L GCTxACG + 1956 83 0 0% 55 27 32.90% NA. NA.

CC-H048 chr7 66463893 T C TYW1 EX3 synonymous NM_018264.2 NP_060734.2 c.225T>C  p.F75F CTTxGTG + 55253 121 0 0% 136 15 9.90% NA. NA.

CC-H048 chr7 73466261 G A ELN EX17 synonymous NM_000501.2 NP_000492.2 c.897G>A  p.G299G TGGxACT + 2006 82 0 0% 120 42 25.90% NA. NA.

CC-H048 chr7 97937108 C T BAIAP2L1 EX10 synonymous NM_018842.4 NP_061330.2 c.1056G>A  p.A352A GCCxGCA - 55971 57 0 0% 57 12 17.30% NA. NA.

CC-H048 chr7 100369510 C T ZAN EX29 synonymous NM_003386.1 NP_003377.1 c.5292C>T  p.S1764S CAGxTTT + 7455 44 0 0% 55 17 23.60% NA. NA.

CC-H048 chr7 106830655 G A HBP1 EX8 synonymous NM_001244262.1 NP_001231191.1 c.990G>A  p.Q330Q ACAxCAT + 26959 83 0 0% 70 7 9% NA. NA.

CC-H048 chr7 107545874 C T DLD EX7 synonymous NM_000108.3 NP_000099.2 c.507C>T  p.G169G TGGxGGC + 1738 127 1 0.70% 89 20 18.30% NA. NA.

CC-H048 chr7 116435720 C T MET EX20 synonymous NM_001127500.1 NP_001120972.1 c.3864C>T  p.G1288G TGGxGTG + 4233 71 0 0% 82 8 8.80% NA. NA.

CC-H048 chr7 127235387 G A FSCN3 EX2 synonymous NM_020369.2 NP_065102.1 c.171G>A  p.E57E TGAxCAT + 29999 44 0 0% 33 7 17.50% NA. NA.

CC-H048 chr7 130418117 C T KLF14 EX1E synonymous NM_138693.2 NP_619638.1 c.744G>A  p.T248T GTGxGTC - 136259 33 0 0% 40 6 13% NA. NA.

CC-H048 chr7 138482876 G A TMEM213 EX1 synonymous NM_001085429.1 NP_001078898.1 c.27G>A  p.R9R CCGxGCC + 155006 45 0 0% 75 5 6.20% NA. NA.

CC-H048 chr7 141673318 G A TAS2R38 EX1E synonymous NM_176817.4 NP_789787.4 c.172C>T  p.L58L ACAxCAG - 5726 71 1 1.30% 75 11 12.70% NA. NA.

CC-H048 chr7 143793043 C T OR2A12 EX1E synonymous NM_001004135.1 NP_001004135.1 c.843C>T  p.N281N CAAxCCG + 346525 62 0 0% 79 18 18.50% NA. NA.

CC-H048 chr7 149744830 G A LOC100996256 EX1 synonymous XM_003846235.1 XP_003846283.1 c.114C>T  p.G38G TGCxCCG - 100996256 40 0 0% 64 6 8.50% NA. NA.

CC-H048 chr7 150644716 G A KCNH2 EX12 synonymous NM_000238.3 NP_000229.1 c.2943C>T  p.S981S GTCxCTG - 3757 60 0 0% 113 13 10.30% NA. NA.

CC-H048 chr7 150771344 G A SLC4A2 EX17 synonymous NM_001199692.1 NP_001186621.1 c.2754G>A  p.L918L CCTxCGC + 6522 75 1 1.30% 76 21 21.60% NA. NA.

CC-H048 chr7 151917681 G A MLL3 EX23 synonymous NM_170606.2 NP_733751.2 c.3639C>T  p.S1213S CACxCTA - 58508 278 0 0% 252 29 10.30% NA. NA.

CC-H048 chr7 157159248 A T DNAJB6 EX4 synonymous NM_058246.3 NP_490647.1 c.228A>T  p.G76G TGGxGGA + 10049 156 0 0% 133 48 26.50% NA. NA.

CC-H048 chr8 3263664 G A CSMD1 EX15 synonymous NM_033225.5 NP_150094.5 c.2151C>T  p.S717S CGAxCTC - 64478 61 0 0% 59 19 24.30% NA. NA.

CC-H048 chr8 6566249 G A AGPAT5 EX1 synonymous NM_018361.3 NP_060831.2 c.60G>A  p.V20V CGTxCTC + 55326 54 0 0% 75 8 9.60% NA. NA.

CC-H048 chr8 11142577 G A MTMR9 EX1 synonymous NM_015458.3 NP_056273.2 c.180G>A  p.K60K CAAxCGG + 66036 31 0 0% 27 8 22.80% NA. NA.

CC-H048 chr8 21640218 G A GFRA2 EX2 synonymous NM_001495.4 NP_001486.4 c.234C>T  p.C78C CTGxCAC - 2675 53 0 0% 91 12 11.60% NA. NA.

CC-H048 chr8 22052004 G A BMP1 EX11 synonymous NM_006129.4 NP_006120.1 c.1344G>A  p.S448S ATCxCCC + 649 47 0 0% 49 5 9.20% NA. NA.

CC-H048 chr8 26722304 C T ADRA1A EX1 synonymous NM_033303.3 NP_150646.3 c.183G>A  p.T61T GTGxGTG - 148 46 1 2.10% 62 6 8.80% NA. NA.

CC-H048 chr8 55539941 C T RP1 EX4E synonymous NM_006269.1 NP_006260.1 c.3499C>T  p.L1167L ATTxTAA + 6101 58 0 0% 47 8 14.50% NA. NA.

CC-H048 chr8 55671533 C T LOC100287651 EX5 synonymous XM_002342853.3 XP_002342894.3 c.904C>T  p.L302L GTGxTGT + 100287651 30 0 0% 21 16 43.20% NA. NA.

CC-H048 chr8 59522238 C T NSMAF EX10 synonymous NM_001144772.1 NP_001138244.1 c.705G>A  p.T235T AGGxGTC - 8439 83 0 0% 84 16 16% NA. NA.

CC-H048 chr8 103244395 G T RRM2B EX2 synonymous NM_015713.4 NP_056528.2 c.186C>A  p.S62S GAAxGAA - 50484 59 0 0% 70 12 14.60% NA. NA.

CC-H048 chr8 132957018 G A EFR3A EX3 synonymous NM_015137.4 NP_055952.2 c.114G>A  p.E38E GGAxAAA + 23167 99 0 0% 65 11 14.40% NA. NA.

CC-H048 chr8 141545600 G A EIF2C2 EX17 synonymous NM_012154.3 NP_036286.2 c.2238C>T  p.F746F GTCxAAC - 27161 39 0 0% 31 28 47.40% NA. NA.

CC-H048 chr8 141810658 T C PTK2 EX12 synonymous NM_001199649.1 NP_001186578.1 c.993A>G  p.A331A TGGxGCC - 5747 97 0 0% 67 9 11.80% NA. NA.

CC-H048 chr8 142228383 C T SLC45A4 EX4 synonymous NM_001080431.1 NP_001073900.1 c.1203G>A  p.S401S GCGxGAC - 57210 61 0 0% 70 9 11.30% NA. NA.

CC-H048 chr8 144332535 G A ZFP41 EX2 synonymous NM_173832.4 NP_776193.1 c.522G>A  p.T174T CACxCAC + 286128 74 0 0% 108 9 7.60% NA. NA.

CC-H048 chr9 8486003 A G PTPRD EX28 synonymous NM_002839.3 NP_002830.1 c.2814T>C  p.S938S CCAxGAT - 5789 122 0 0% 101 8 7.30% NA. NA.

CC-H048 chr9 19346679 A G DENND4C EX22 synonymous NM_017925.5 NP_060395.5 c.3765A>G  p.L1255L ATTxCAC + 55667 89 0 0% 59 14 19.10% NA. NA.

CC-H048 chr9 35560741 G A RUSC2 EX10 synonymous NM_001135999.1 NP_001129471.1 c.4104G>A  p.S1368S CTCxCCA + 9853 43 0 0% 51 10 16.30% NA. NA.

CC-H048 chr9 72064575 G A APBA1 EX10 synonymous NM_001163.3 NP_001154.2 c.2106C>T  p.I702I ACCxATA - 320 73 0 0% 58 14 19.40% NA. NA.

CC-H048 chr9 103066007 G A TEX10 EX14 synonymous NM_017746.3 NP_060216.2 c.2583C>T  p.G861G CTGxCCC - 54881 52 0 0% 70 9 11.30% NA. NA.

CC-H048 chr9 115759559 C G ZNF883 EX5E synonymous NM_001101338.1 NP_001094808.1 c.981G>C  p.G327G TTTxCCA - 169834 54 0 0% 70 10 12.50% NA. NA.

CC-H048 chr9 116269678 C T RGS3 EX14 synonymous NM_144488.4 NP_652759.3 c.1197C>T  p.L399L CCTxCAG + 5998 104 0 0% 101 14 12.10% NA. NA.

CC-H048 chr9 125391676 G A OR1B1 EX1E synonymous NM_001004450.1 NP_001004450.1 c.139C>T  p.L47L CCAxTGT - 347169 60 0 0% 69 15 17.80% NA. NA.

CC-H048 chr9 129594890 C T ZBTB43 EX3E synonymous NM_014007.3 NP_054726.1 c.102C>T  p.D34D TGAxGTC + 23099 84 0 0% 58 21 26.50% NA. NA.

CC-H048 chr9 131151639 A G URM1 EX4E synonymous NM_001135947.2 NP_001129419.1 c.288A>G  p.S96S TTCxGTG + 81605 58 0 0% 58 16 21.60% NA. NA.

CC-H048 chr9 132740795 G A FNBP1 EX4 synonymous NM_015033.2 NP_055848.1 c.294C>T  p.I98I AATxATC - 23048 59 0 0% 45 22 32.80% NA. NA.

CC-H048 chr9 135374817 G A C9orf171 EX4 synonymous NM_207417.1 NP_997300.1 c.462G>A  p.R154R CCGxAAT + 389799 47 0 0% 48 20 29.40% NA. NA.

CC-H048 chr9 137655547 C T COL5A1 EX20 synonymous NM_000093.3 NP_000084.3 c.1998C>T  p.D666D CGAxGGA + 1289 47 0 0% 57 11 16.10% NA. NA.

CC-H048 chr9 139371027 C T SEC16A EX3 synonymous NM_014866.1 NP_055681.1 c.1041G>A  p.T347T GTGxGTA - 9919 57 0 0% 53 7 11.60% NA. NA.

CC-H048 chr9 140459602 G A WDR85 EX6 synonymous NM_138778.2 NP_620133.1 c.645C>T  p.G215G GTCxCCC - 92715 22 0 0% 34 6 15% NA. NA.

CC-H048 chr9 140811697 G A CACNA1B EX6 synonymous NM_000718.3 NP_000709.1 c.780G>A  p.A260A TGCxGAG + 774 56 0 0% 50 10 16.60% NA. NA.

CC-H048 chr10 518437 G A DIP2C EX3 synonymous NM_014974.2 NP_055789.1 c.210C>T  p.S70S GGCxGAG - 22982 74 0 0% 78 18 18.70% NA. NA.



CC-H048 chr10 38306250 C T ZNF33A EX4 synonymous NM_006954.1 NP_008885.1 c.186C>T  p.F62F CTTxAGG + 7581 129 0 0% 99 18 15.30% NA. NA.

CC-H048 chr10 61958143 G A ANK3 EX15 synonymous NM_001204403.1 NP_001191332.1 c.1626C>T  p.A542A CGCxGCC - 288 98 0 0% 90 16 15% NA. NA.

CC-H048 chr10 76602978 G A KAT6B EX3 synonymous NM_012330.3 NP_036462.2 c.363G>A  p.P121P GCCxAAT + 23522 57 0 0% 49 15 23.40% NA. NA.

CC-H048 chr10 98157046 G A TLL2 EX11 synonymous NM_012465.3 NP_036597.1 c.1281C>T  p.G427G ATCxCCA - 7093 55 0 0% 46 8 14.80% NA. NA.

CC-H048 chr10 99498429 C T ZFYVE27 EX2 synonymous NM_144588.6 NP_653189.3 c.195C>T  p.L65L GCTxAGG + 118813 75 0 0% 54 11 16.90% NA. NA.

CC-H048 chr10 129242506 T C DOCK1 EX49 synonymous NM_001380.3 NP_001371.1 c.5313T>C  p.V1771V AGTxACA + 1793 58 0 0% 46 5 9.80% NA. NA.

CC-H048 chr10 135125283 C A ZNF511 EX5 synonymous NM_145806.2 NP_665805.2 c.618C>A  p.I206I AATxTGC + 118472 33 0 0% 27 4 12.90% NA. NA.

CC-H048 chr11 1858018 C T SYT8 EX7 synonymous NM_138567.3 NP_612634.3 c.759C>T  p.L253L TCTxCGG + 90019 61 0 0% 35 17 32.60% NA. NA.

CC-H048 chr11 1977578 C T MRPL23 EX5E synonymous NM_021134.3 NP_066957.3 c.390C>T  p.L130L GCTxGAG + 6150 37 0 0% 38 8 17.30% NA. NA.

CC-H048 chr11 2929543 C T SLC22A18 EX3 synonymous NM_183233.2 NP_899056.2 c.225C>T  p.G75G GGGxGGG + 5002 50 0 0% 56 13 18.80% NA. NA.

CC-H048 chr11 4389100 C T OR52B4 EX1E synonymous NM_001005161.3 NP_001005161.2 c.426G>A  p.L142L GATxAGA - 143496 65 0 0% 50 18 26.40% NA. NA.

CC-H048 chr11 12246305 C A MICAL2 EX13 synonymous NM_014632.2 NP_055447.1 c.1626C>A  p.T542T GACxACA + 9645 37 0 0% 39 10 20.40% NA. NA.

CC-H048 chr11 26725486 T C SLC5A12 EX5 synonymous NM_178498.3 NP_848593.2 c.534A>G  p.L178L TTTxAAT - 159963 91 1 1% 74 16 17.70% NA. NA.

CC-H048 chr11 43923116 C A ALKBH3 EX8 synonymous NM_139178.3 NP_631917.1 c.510C>A  p.G170G TGGxCAC + 221120 89 0 0% 71 11 13.40% NA. NA.

CC-H048 chr11 47345863 C A MADD EX32 synonymous NM_003682.3 NP_003673.3 c.4590C>A  p.A1530A TGCxGCC + 8567 34 0 0% 37 8 17.70% NA. NA.

CC-H048 chr11 57068375 C T TNKS1BP1 EX10 synonymous NM_033396.2 NP_203754.2 c.5112G>A  p.K1704K TGGxTTG - 85456 71 0 0% 55 9 14% NA. NA.

CC-H048 chr11 68131276 C T LRP5 EX4 synonymous NM_002335.2 NP_002326.2 c.748C>T  p.L250L ACTxTGT + 4041 109 0 0% 88 20 18.50% NA. NA.

CC-H048 chr11 74915520 G A SLCO2B1 EX14E synonymous NM_007256.4 NP_009187.1 c.2025G>A  p.Q675Q GCAxCAG + 11309 22 0 0% 17 6 26% NA. NA.

CC-H048 chr11 77639403 G A INTS4 EX11 synonymous NM_033547.3 NP_291025.3 c.1356C>T  p.V452V CAGxACA - 92105 154 0 0% 112 22 16.40% NA. NA.

CC-H048 chr11 101359761 C T TRPC6 EX4 synonymous NM_004621.5 NP_004612.2 c.1200G>A  p.Q400Q CTGxTGT - 7225 76 0 0% 55 11 16.60% NA. NA.

CC-H048 chr11 111753154 C T C11orf1 EX2 synonymous NM_022761.2 NP_073598.1 c.108C>T  p.G36G TGGxCAT + 64776 77 0 0% 68 10 12.80% NA. NA.

CC-H048 chr11 113233221 G A TTC12 EX19 synonymous NM_017868.3 NP_060338.3 c.1713G>A  p.L571L CCTxAAG + 54970 74 0 0% 45 12 21% NA. NA.

CC-H048 chr11 116631481 C T BUD13 EX5 synonymous NM_032725.3 NP_116114.1 c.1224G>A  p.P408P AGGxGGG - 84811 74 0 0% 69 15 17.80% NA. NA.

CC-H048 chr11 116706656 C G APOA1 EX4E synonymous NM_000039.1 NP_000030.1 c.672G>C  p.L224L GCTxAGA - 335 94 0 0% 82 13 13.60% NA. NA.

CC-H048 chr11 116717217 G A SIK3 EX23 synonymous NM_025164.3 NP_079440.2 c.3687C>T  p.S1229S CTGxCTG - 23387 68 0 0% 50 11 18% NA. NA.

CC-H048 chr12 21614991 C T PYROXD1 EX9 synonymous NM_024854.3 NP_079130.2 c.930C>T  p.C310C CTGxGAT + 79912 58 0 0% 47 15 24.10% NA. NA.

CC-H048 chr12 39980066 T C ABCD2 EX7 synonymous NM_005164.3 NP_005155.1 c.1680A>G  p.Q560Q GACxTGA - 225 85 0 0% 82 8 8.80% NA. NA.

CC-H048 chr12 46320094 C T SCAF11 EX11 synonymous NM_004719.2 NP_004710.2 c.3390G>A  p.E1130E GAAxTCC - 9169 72 0 0% 59 13 18% NA. NA.

CC-H048 chr12 49993776 C T FAM186B EX4 synonymous NM_032130.2 NP_115506.1 c.1647G>A  p.E549E CTGxTCT - 84070 53 0 0% 53 11 17.10% NA. NA.

CC-H048 chr12 53468496 G A SPRYD3 EX5 synonymous NM_032840.2 NP_116229.1 c.444C>T  p.G148G AATxCCA - 84926 57 0 0% 56 16 22.20% NA. NA.

CC-H048 chr12 56563322 C T SMARCC2 EX24 synonymous NM_003075.3 NP_003066.2 c.2613G>A  p.V871V TTTxACT - 6601 76 0 0% 76 11 12.60% NA. NA.

CC-H048 chr12 56975619 C T RBMS2 EX8 synonymous NM_002898.3 NP_002889.1 c.735C>T  p.G245G GGGxGTC + 5939 35 0 0% 40 12 23% NA. NA.

CC-H048 chr12 57575013 G A LRP1 EX34 synonymous NM_002332.2 NP_002323.2 c.5601G>A  p.T1867T GACxACC + 4035 38 0 0% 57 12 17.30% NA. NA.

CC-H048 chr12 93100428 C T C12orf74 EX2 synonymous NM_001037671.3 NP_001032760.1 c.21C>T  p.F7F ATTxTGT + 338809 60 0 0% 65 9 12.10% NA. NA.

CC-H048 chr12 101514310 C T ANO4 EX25 synonymous NM_178826.3 NP_849148.2 c.2478C>T  p.Y826Y CTAxCGT + 121601 37 0 0% 46 8 14.80% NA. NA.

CC-H048 chr12 123472174 T C PITPNM2 EX21 synonymous NM_020845.2 NP_065896.1 c.3147A>G  p.S1049S GCCxGAG - 57605 38 0 0% 66 11 14.20% NA. NA.

CC-H048 chr12 132399763 G A ULK1 EX17 synonymous NM_003565.2 NP_003556.1 c.1509G>A  p.T503T CACxCCA + 8408 75 0 0% 87 43 33% NA. NA.

CC-H048 chr12 133250173 C T POLE EX13 synonymous NM_006231.2 NP_006222.2 c.1347G>A  p.T449T CTCxGTG - 5426 63 0 0% 91 19 17.20% NA. NA.

CC-H048 chr13 21442796 C T XPO4 EX2 synonymous NM_022459.4 NP_071904.4 c.114G>A  p.E38E GTGxTCT - 64328 77 0 0% 48 8 14.20% NA. NA.

CC-H048 chr13 52991255 G A VPS36 EX12 synonymous NM_016075.2 NP_057159.2 c.927C>T  p.G309G GACxCCA - 51028 50 0 0% 33 6 15.30% NA. NA.

CC-H048 chr14 24624655 G A RNF31 EX13 synonymous NM_017999.4 NP_060469.4 c.2337G>A  p.A779A TGCxTTG + 55072 50 0 0% 31 6 16.20% NA. NA.

CC-H048 chr14 36154169 G A RALGAPA1 EX19 synonymous NM_194301.2 NP_919277.2 c.2742C>T  p.F914F GCTxAAA - 253959 111 0 0% 101 17 14.40% NA. NA.

CC-H048 chr14 50088319 C T MGAT2 EX1E synonymous NM_002408.3 NP_002399.1 c.333C>T  p.G111G TGGxACC + 4247 27 0 0% 26 7 21.20% NA. NA.

CC-H048 chr14 55203884 C T SAMD4A EX3 synonymous NM_015589.5 NP_056404.4 c.858C>T  p.S286S ATCxGAT + 23034 82 0 0% 81 13 13.80% NA. NA.

CC-H048 chr14 76957878 G A ESRRB EX8 synonymous NM_004452.3 NP_004443.3 c.876G>A  p.S292S CTCxCTG + 2103 52 0 0% 58 10 14.70% NA. NA.

CC-H048 chr14 80669377 G C DIO2 EX3E synonymous NM_001007023.3 NP_001007024.1 c.585C>G  p.V195V GTAxACC - 1734 56 0 0% 30 19 38.70% NA. NA.

CC-H048 chr14 94079291 T C UNC79 EX27 synonymous NM_020818.3 NP_065869.3 c.3372T>C  p.S1124S CAGxGCA + 57578 47 0 0% 84 13 13.40% NA. NA.

CC-H048 chr14 96707559 C T BDKRB2 EX3E synonymous NM_000623.3 NP_000614.1 c.894C>T  p.L298L CCTxGGC + 624 38 0 0% 38 7 15.50% NA. NA.

CC-H048 chr14 102368214 C T PPP2R5C EX11 synonymous NM_001161725.1 NP_001155197.1 c.1104C>T  p.S368S CAGxCCA + 5527 62 0 0% 69 12 14.80% NA. NA.

CC-H048 chr15 20739797 C T GOLGA6L6 EX8 synonymous NM_001145004.1 NP_001138476.1 c.1953G>A  p.E651E CTGxTCC - 727832 336 0 0% 223 15 6.30% NA. NA.

CC-H048 chr15 34149995 C T RYR3 EX99 synonymous NM_001036.3 NP_001027.3 c.14022C>T  p.V4674V TGTxGGT + 6263 72 0 0% 63 8 11.20% NA. NA.

CC-H048 chr15 41339683 G A INO80 EX23 synonymous NM_017553.1 NP_060023.1 c.2658C>T  p.S886S ACAxCTT - 54617 76 0 0% 51 15 22.70% NA. NA.

CC-H048 chr15 42132792 G T PLA2G4B EX3 synonymous NM_001114633.1 NP_001108105.1 c.153G>T  p.T51T CACxGTC + 100137049 21 0 0% 16 8 33.30% NA. NA.

CC-H048 chr15 42132792 G T JMJD7-PLA2G4B EX8 synonymous NM_005090.3 NP_005081.1 c.846G>T  p.T282T CACxGTC + 8681 21 0 0% 16 8 33.30% NA. NA.

CC-H048 chr15 43281090 C T UBR1 EX35 synonymous NM_174916.2 NP_777576.1 c.3924G>A  p.V1308V TGGxACT - 197131 68 0 0% 59 10 14.40% NA. NA.

CC-H048 chr15 52902112 C G FAM214A EX6 synonymous NM_019600.2 NP_062546.2 c.999G>C  p.V333V TCTxACT - 56204 51 0 0% 34 4 10.50% NA. NA.

CC-H048 chr15 91461426 C T MAN2A2 EX20 synonymous NM_006122.2 NP_006113.2 c.2997C>T  p.V999V GGTxCAA + 4122 62 0 0% 54 9 14.20% NA. NA.

CC-H048 chr16 1144758 C T C1QTNF8 EX3 synonymous NM_207419.3 NP_997302.2 c.165G>A  p.G55G CAGxCCC - 390664 113 0 0% 160 23 12.50% NA. NA.

CC-H048 chr16 2094774 G A NTHL1 EX3 synonymous NM_002528.5 NP_002519.1 c.406C>T  p.L136L TCAxTGA - 4913 101 0 0% 127 28 18% NA. NA.

CC-H048 chr16 2813205 A G SRRM2 EX11 synonymous NM_016333.3 NP_057417.3 c.2676A>G  p.S892S CTCxGGG + 23524 58 1 1.60% 64 26 28.80% NA. NA.

CC-H048 chr16 12371872 C A SNX29 EX15 synonymous NM_032167.3 NP_115543.3 c.1761C>A  p.S587S CTCxTAC + 92017 92 0 0% 94 13 12.10% NA. NA.

CC-H048 chr16 16292037 G A ABCC6 EX10 synonymous NM_001171.5 NP_001162.4 c.1179C>T  p.V393V CAGxACC - 368 77 0 0% 95 38 28.50% NA. NA.

CC-H048 chr16 18826531 C T SMG1 EX60 synonymous NM_015092.4 NP_055907.3 c.10587G>A  p.T3529T TGAxGTT - 23049 48 1 2% 60 9 13% NA. NA.

CC-H048 chr16 20429386 A T ACSM5 EX3 synonymous NM_017888.2 NP_060358.2 c.210A>T  p.G70G TGGxCAC + 54988 66 0 0% 84 9 9.60% NA. NA.

CC-H048 chr16 20702421 C T ACSM1 EX1 synonymous NM_052956.2 NP_443188.2 c.90G>A  p.R30R AGAxCGG - 116285 98 0 0% 99 19 16.10% NA. NA.

CC-H048 chr16 20981223 C T DNAH3 EX52 synonymous NM_017539.1 NP_060009.1 c.8349G>A  p.S2783S CAGxGAG - 55567 58 0 0% 77 23 23% NA. NA.

CC-H048 chr16 57918113 G A CNGB1 EX33E synonymous NM_001297.4 NP_001288.3 c.3711C>T  p.I1237I CAGxATC - 1258 58 0 0% 80 19 19.10% NA. NA.

CC-H048 chr16 70506470 C T FUK EX14 synonymous NM_145059.2 NP_659496.2 c.1368C>T  p.N456N CAAxGTG + 197258 37 0 0% 68 20 22.70% NA. NA.

CC-H048 chr16 71807247 C T AP1G1 EX4 synonymous NM_001030007.1 NP_001025178.1 c.345G>A  p.T115T TTGxGTG - 164 62 0 0% 43 7 14% NA. NA.

CC-H048 chr16 75675474 G A KARS EX3 synonymous NM_001130089.1 NP_001123561.1 c.294C>T  p.S98S CACxCTC - 3735 63 0 0% 70 9 11.30% NA. NA.

CC-H048 chr16 88644008 C T ZC3H18 EX2 synonymous NM_144604.3 NP_653205.3 c.477C>T  p.G159G AGGxGAA + 124245 45 0 0% 44 7 13.70% NA. NA.

CC-H048 chr17 7139694 C T PHF23 EX4 synonymous NM_024297.2 NP_077273.2 c.552G>A  p.K184K GTTxTTT - 79142 48 0 0% 42 8 16% NA. NA.

CC-H048 chr17 7287324 G A TNK1 EX6 synonymous NM_001251902.1 NP_001238831.1 c.618G>A  p.A206A CGCxCGC + 8711 51 0 0% 38 19 33.30% NA. NA.

CC-H048 chr17 8280963 G A RPL26 EX4E synonymous NM_000987.3 NP_000978.1 c.357C>T  p.L119L TTCxAGG - 6154 49 0 0% 53 12 18.40% NA. NA.

CC-H048 chr17 18286481 C T EVPLL EX7 synonymous NM_001145127.1 NP_001138599.1 c.654C>T  p.G218G GGGxGTG + 645027 33 0 0% 23 12 34.20% NA. NA.

CC-H048 chr17 27999063 C T SSH2 EX8 synonymous NM_033389.2 NP_203747.2 c.618G>A  p.V206V ACTxACC - 85464 73 0 0% 45 36 44.40% NA. NA.

CC-H048 chr17 29124346 C T CRLF3 EX3 synonymous NM_015986.3 NP_057070.3 c.408G>A  p.S136S GTGxGAG - 51379 71 0 0% 47 23 32.80% NA. NA.

CC-H048 chr17 41577431 C T DHX8 EX11 synonymous NM_004941.1 NP_004932.1 c.1506C>T  p.P502P TCCxATG + 1659 70 0 0% 49 35 41.60% NA. NA.

CC-H048 chr17 62045681 C T SCN4A EX6 synonymous NM_000334.4 NP_000325.4 c.738G>A  p.S246S CACxGAC - 6329 50 0 0% 38 16 29.60% NA. NA.

CC-H048 chr17 63530094 G A AXIN2 EX10 synonymous NM_004655.3 NP_004646.3 c.2341C>T  p.L781L TCAxCAT - 8313 97 0 0% 90 20 18.10% NA. NA.

CC-H048 chr17 76566350 G A DNAH17 EX7 synonymous NM_173628.3 NP_775899.3 c.1023C>T  p.F341F GCAxAAC - 8632 74 0 0% 50 35 41.10% NA. NA.

CC-H048 chr17 78857631 C T RPTOR EX16 synonymous NM_020761.2 NP_065812.1 c.1701C>T  p.N567N CAAxGAC + 57521 102 0 0% 88 42 32.30% NA. NA.

CC-H048 chr18 6244522 G A L3MBTL4 EX6 synonymous NM_173464.3 NP_775735.2 c.285C>T  p.P95P TCGxGGA - 91133 66 0 0% 68 10 12.80% NA. NA.

CC-H048 chr18 7231445 G A LRRC30 EX1E synonymous NM_001105581.1 NP_001099051.1 c.309G>A  p.G103G CGGxAAC + 339291 51 0 0% 49 19 27.90% NA. NA.

CC-H048 chr18 21759719 C T OSBPL1A EX20 synonymous NM_080597.3 NP_542164.2 c.1893G>A  p.E631E AGTxTCT - 114876 102 0 0% 80 10 11.10% NA. NA.

CC-H048 chr18 32822785 C T ZNF397 EX2 synonymous NM_032347.2 NP_115723.1 c.351C>T  p.S117S AAGxGGC + 84307 41 0 0% 36 4 10% NA. NA.

CC-H048 chr18 47810075 C T CXXC1 EX11 synonymous NM_001101654.1 NP_001095124.1 c.1536G>A  p.K512K AACxTTG - 30827 32 0 0% 31 7 18.40% NA. NA.

CC-H048 chr19 581491 C T BSG EX5 synonymous NM_198589.2 NP_940991.1 c.621C>T  p.A207A GGCxGCC + 682 65 0 0% 79 10 11.20% NA. NA.

CC-H048 chr19 643272 G T FGF22 EX2 synonymous NM_020637.1 NP_065688.1 c.252G>T  p.V84V CGTxGTC + 27006 29 0 0% 39 4 9.30% NA. NA.

CC-H048 chr19 2737082 C T SLC39A3 EX2 synonymous NM_144564.4 NP_653165.2 c.174G>A  p.T58T GCAxGTG - 29985 79 0 0% 88 11 11.10% NA. NA.

CC-H048 chr19 3651859 G A PIP5K1C EX8 synonymous NM_012398.2 NP_036530.1 c.1092C>T  p.G364G GGCxCCA - 23396 74 1 1.30% 95 23 19.40% NA. NA.

CC-H048 chr19 6928165 G A EMR1 EX17 synonymous NM_001974.4 NP_001965.3 c.2232G>A  p.L744L GCTxAAT + 2015 62 0 0% 52 10 16.10% NA. NA.

CC-H048 chr19 7573169 C T C19orf45 EX9E synonymous NM_198534.2 NP_940936.2 c.1371C>T  p.F457F TTTxAAG + 374877 101 0 0% 98 47 32.40% NA. NA.

CC-H048 chr19 7935895 C T FLJ22184 EX5 synonymous NM_001190467.1 NP_001177396.1 c.2235G>A  p.L745L CTGxAGA - 80164 53 0 0% 67 13 16.20% NA. NA.

CC-H048 chr19 8162267 G T FBN3 EX41 synonymous NM_032447.3 NP_115823.3 c.5193C>A  p.I1731I ACAxATG - 84467 80 0 0% 72 11 13.20% NA. NA.

CC-H048 chr19 12866704 C T BEST2 EX7 synonymous NM_017682.2 NP_060152.2 c.903C>T  p.D301D GGAxGAT + 54831 30 0 0% 37 7 15.90% NA. NA.

CC-H048 chr19 15224534 C T SYDE1 EX8E synonymous NM_033025.4 NP_149014.3 c.1968C>T  p.S656S GAGxGTT + 85360 71 1 1.30% 74 18 19.50% NA. NA.

CC-H048 chr19 33696972 G A LRP3 EX5 synonymous NM_002333.3 NP_002324.2 c.1296G>A  p.T432T CACxCCT + 4037 28 0 0% 27 4 12.90% NA. NA.

CC-H048 chr19 34818996 G A KIAA0355 EX6 synonymous NM_014686.3 NP_055501.2 c.1044G>A  p.S348S ATCxCAC + 9710 47 1 2% 74 17 18.60% NA. NA.

CC-H048 chr19 35613847 C T FXYD3 EX9 synonymous NM_001136007.1 NP_001129479.1 c.369C>T  p.G123G TGGxCAG + 5349 49 0 0% 46 10 17.80% NA. NA.

CC-H048 chr19 35981315 C T KRTDAP EX1 synonymous NM_207392.2 NP_997275.1 c.30G>A  p.V10V GAGxACC - 388533 41 0 0% 51 11 17.70% NA. NA.

CC-H048 chr19 36223327 T C MLL4 EX28 synonymous NM_014727.1 NP_055542.1 c.5877T>C  p.A1959A GGCxCCC + 9757 72 1 1.30% 88 16 15.30% NA. NA.

CC-H048 chr19 39016046 C T RYR1 EX71 synonymous NM_000540.2 NP_000531.2 c.10530C>T  p.I3510I GATxGTG + 6261 78 0 0% 79 18 18.50% NA. NA.

CC-H048 chr19 40513306 G A ZNF546 EX5 synonymous NM_178544.3 NP_848639.2 c.297G>A  p.L99L ACTxGGT + 339327 139 0 0% 141 15 9.60% NA. NA.

CC-H048 chr19 40541464 C T ZNF780B EX5E synonymous NM_001005851.2 NP_001005851.1 c.1302G>A  p.Q434Q ATGxTGA - 163131 154 0 0% 106 30 22% NA. NA.

CC-H048 chr19 41135339 C T LTBP4 EX33E synonymous NM_003573.2 NP_003564.2 c.4648C>T  p.L1550L CCGxTGT + 8425 49 0 0% 61 12 16.40% NA. NA.

CC-H048 chr19 42352907 G A DMRTC2 EX5 synonymous NM_001040283.1 NP_001035373.1 c.492G>A  p.S164S CTCxCCC + 63946 30 0 0% 50 10 16.60% NA. NA.

CC-H048 chr19 44980970 C T ZNF180 EX5E synonymous NM_013256.3 NP_037388.2 c.1728G>A  p.P576P ATAxGGT - 7733 129 0 0% 119 15 11.10% NA. NA.

CC-H048 chr19 51518059 G A KLK10 EX6E synonymous NM_002776.4 NP_002767.2 c.828C>T  p.N276N TCAxTTG - 5655 59 0 0% 67 8 10.60% NA. NA.

CC-H048 chr19 51561921 G C KLK13 EX4 synonymous NM_015596.1 NP_056411.1 c.519C>G  p.P173P TTTxGGG - 26085 94 0 0% 99 16 13.90% NA. NA.

CC-H048 chr19 52714518 G A PPP2R1A EX4 synonymous NM_014225.5 NP_055040.2 c.276G>A  p.P92P ACCxCTG + 5518 80 0 0% 75 12 13.70% NA. NA.

CC-H048 chr19 53518174 C A ERVV-1 EX1E synonymous NM_152473.2 NP_689686.2 c.831C>A  p.T277T AACxCCC + 147664 147 0 0% 136 27 16.50% NA. NA.

CC-H048 chr19 54967236 G A LENG8 EX9 synonymous NM_052925.2 NP_443157.1 c.1116G>A  p.A372A GGCxACA + 114823 40 0 0% 61 9 12.80% NA. NA.

CC-H048 chr19 57765207 G A ZNF805 EX4E synonymous NM_001023563.3 NP_001018857.2 c.1020G>A  p.E340E TGAxAAT + 390980 137 0 0% 135 23 14.50% NA. NA.

CC-H048 chr19 58216270 G A ZNF154 EX2 synonymous NM_001085384.1 NP_001078853.1 c.111C>T  p.C37C CAGxCAT - 7710 115 1 0.80% 142 22 13.40% NA. NA.

CC-H048 chr20 2464233 C T ZNF343 EX6E synonymous NM_024325.4 NP_077301.4 c.1374G>A  p.T458T GTGxGTC - 79175 112 0 0% 97 29 23% NA. NA.

CC-H048 chr20 3644029 C T GFRA4 EX1 synonymous NM_145762.2 NP_665705.1 c.18G>A  p.G6G AGGxCCC - 64096 66 0 0% 90 11 10.80% NA. NA.

CC-H048 chr20 18143304 C T CSRP2BP EX6 synonymous NM_020536.4 NP_065397.3 c.1386C>T  p.P462P TCCxGTG + 57325 83 0 0% 65 12 15.50% NA. NA.

CC-H048 chr20 31644484 C T BPIFB3 EX2 synonymous NM_182658.1 NP_872599.1 c.261C>T  p.G87G TGGxGTT + 359710 52 0 0% 54 8 12.90% NA. NA.

CC-H048 chr20 32328796 G A ZNF341 EX2 synonymous NM_032819.3 NP_116208.3 c.120G>A  p.A40A TGCxCCC + 84905 49 0 0% 36 8 18.10% NA. NA.

CC-H048 chr20 32345013 C G ZNF341 EX6 synonymous NM_032819.3 NP_116208.3 c.801C>G  p.G267G TGGxAAA + 84905 146 0 0% 189 24 11.20% NA. NA.

CC-H048 chr20 34092612 C T CEP250 EX30 synonymous NM_007186.3 NP_009117.2 c.6415C>T  p.L2139L TCTxTAA + 11190 106 0 0% 75 46 38% NA. NA.

CC-H048 chr20 60868922 C T OSBPL2 EX14E synonymous NM_144498.1 NP_653081.1 c.1422C>T  p.S474S CTCxGAC + 9885 37 0 0% 26 22 45.80% NA. NA.

CC-H048 chr21 41741159 G A DSCAM EX4 synonymous NM_001389.3 NP_001380.2 c.522C>T  p.L174L GATxAGA - 1826 58 0 0% 47 7 12.90% NA. NA.

CC-H048 chr21 47581365 G A SPATC1L EX5E synonymous NM_001142854.1 NP_001136326.1 c.951C>T  p.G317G GTCxCCC - 84221 20 0 0% 24 6 20% NA. NA.

CC-H048 chr22 29141908 A G HSCB EX4 synonymous NM_172002.3 NP_741999.3 c.480A>G  p.Q160Q GCAxTTC + 150274 84 0 0% 70 14 16.60% NA. NA.

CC-H048 chr22 32643458 C T SLC5A4 EX5 synonymous NM_014227.2 NP_055042.1 c.417G>A  p.E139E TCGxTCC - 6527 68 0 0% 69 11 13.70% NA. NA.

CC-H048 chr22 38038920 C T SH3BP1 EX5 synonymous NM_018957.3 NP_061830.3 c.303C>T  p.S101S GAGxTGT + 23616 76 0 0% 89 12 11.80% NA. NA.

CC-H048 chr22 46615884 C T PPARA EX7 synonymous NM_005036.4 NP_005027.2 c.684C>T  p.I228I CATxCTC + 5465 85 0 0% 100 14 12.20% NA. NA.

CC-H048 chr22 50657309 C T TUBGCP6 EX21 synonymous NM_020461.3 NP_065194.2 c.4644G>A  p.T1548T GGGxGTT - 85378 45 0 0% 49 11 18.30% NA. NA.

CC-H048 chr22 50664593 G A TUBGCP6 EX9 synonymous NM_020461.3 NP_065194.2 c.1719C>T  p.Y573Y CACxTAG - 85378 50 0 0% 69 11 13.70% NA. NA.

CC-H048 chrX 9859080 C T SHROOM2 EX3 synonymous NM_001649.2 NP_001640.1 c.381C>T  p.P127P CCCxGAG + 357 180 0 0% 198 62 23.80% NA. NA.

CC-H048 chrX 22051204 C T PHEX EX1 synonymous NM_000444.4 NP_000435.3 c.81C>T  p.V27V TGTxGGT + 5251 72 0 0% 77 14 15.30% NA. NA.

CC-H048 chrX 24006251 G A KLHL15 EX4E synonymous NM_030624.2 NP_085127.2 c.1602C>T  p.G534G ATGxCCA - 80311 70 0 0% 87 16 15.50% NA. NA.

CC-H048 chrX 24757524 C A POLA1 EX20 synonymous NM_016937.3 NP_058633.2 c.2055C>A  p.T685T TACxTGT + 5422 134 0 0% 109 20 15.50% NA. NA.

CC-H048 chrX 30326974 G A NR0B1 EX1 synonymous NM_000475.4 NP_000466.2 c.507C>T  p.G169G CGCxCCC - 190 22 0 0% 30 8 21% NA. NA.

CC-H048 chrX 47835761 A G ZNF182 EX6E synonymous NM_001007088.1 NP_001007089.1 c.1668T>C  p.C556C GCCxCAC - 7569 86 0 0% 102 9 8.10% NA. NA.

CC-H048 chrX 57935856 A G ZXDA EX1E synonymous NM_007156.4 NP_009087.1 c.999T>C  p.P333P CGCxGGG - 7789 81 0 0% 102 20 16.30% NA. NA.

CC-H048 chrX 65822527 C A EDA2R EX5 synonymous NM_021783.3 NP_068555.1 c.465G>T  p.L155L CCCxAGG - 60401 60 0 0% 59 10 14.40% NA. NA.

CC-H048 chrX 75003429 C T MAGEE2 EX1E synonymous NM_138703.4 NP_619648.1 c.1458G>A  p.R486R GAGxCTG - 139599 72 0 0% 100 9 8.20% NA. NA.

CC-H048 chrX 77224890 C T PGAM4 EX1E synonymous NM_001029891.2 NP_001025062.1 c.246G>A  p.V82V CCTxACC - 441531 152 0 0% 96 28 22.50% NA. NA.

CC-H048 chrX 80064040 G A BRWD3 EX4 synonymous NM_153252.4 NP_694984.4 c.178C>T  p.L60L CCAxATC - 254065 176 0 0% 192 29 13.10% NA. NA.

CC-H048 chrX 83723909 G T HDX EX3 synonymous NM_144657.4 NP_653258.2 c.822C>A  p.P274P CTGxGGG - 139324 96 0 0% 85 10 10.50% NA. NA.

CC-H048 chrX 122758422 C T THOC2 EX26 synonymous NM_001081550.1 NP_001075019.1 c.3156G>A  p.R1052R CCAxCTG - 57187 121 0 0% 120 18 13% NA. NA.

CC-H048 chrX 129518774 C T GPR119 EX1E synonymous NM_178471.2 NP_848566.1 c.648G>A  p.R216R AGTxCGT - 139760 66 0 0% 81 12 12.90% NA. NA.

CC-H048 chrX 129518915 G A GPR119 EX1E synonymous NM_178471.2 NP_848566.1 c.507C>T  p.L169L GGAxAGG - 139760 88 0 0% 91 24 20.80% NA. NA.

CC-H048 chrX 147088232 G A FMR1NB EX3 synonymous NM_152578.2 NP_689791.1 c.408G>A  p.L136L TCTxAGG + 158521 98 0 0% 65 16 19.70% NA. NA.

CC-H048 chrX 153063828 G A SSR4 EX7E synonymous NM_001204526.1 NP_001191455.1 c.495G>A  p.A165A TGCxGCG + 6748 64 1 1.50% 97 17 14.90% NA. NA.

CC-H048 chrX 153135866 G C L1CAM EX7 synonymous NM_000425.3 NP_000416.1 c.783C>G  p.V261V CAGxACC - 3897 117 0 0% 171 30 14.90% NA. NA.

CC-H048 chrX 153174956 C T ARHGAP4 EX20 synonymous NM_001666.4 NP_001657.3 c.2448G>A  p.Q816Q AGTxTGC - 393 30 0 0% 33 20 37.70% NA. NA.

CC-H048 chrX 153178881 G A ARHGAP4 EX9 synonymous NM_001666.4 NP_001657.3 c.1308C>T  p.T436T TTCxGTC - 393 67 0 0% 79 33 29.40% NA. NA.

CC-H048 chrX 154528154 C T CLIC2 EX3 synonymous NM_001289.4 NP_001280.3 c.237G>A  p.L79L TTTxAAC - 1193 130 0 0% 95 31 24.60% NA. NA.

CC-H050 chr3 75718480 C A LOC100996350 EX2E synonymous XM_003846328.1 XP_003846376.1 c.666C>A  p.L222L CCTxCCG + 100996350 66 0 0% 161 12 6.90% NA. NA.

CC-H050 chr19 16799143 C T TMEM38A EX6E synonymous NM_024074.1 NP_076979.1 c.861C>T  p.S287S GAGxGAG + 79041 41 0 0% 81 7 7.90% NA. NA.

CC-H051 chr1 12439554 G C VPS13D EX57 synonymous NM_015378.2 NP_056193.2 c.11094G>C  p.L3698L ACTxATG + 55187 74 0 0% 114 15 11.60% NA. NA.

CC-H051 chr1 33407924 G A RNF19B EX7 synonymous NM_153341.2 NP_699172.2 c.1542C>T  p.A514A GCTxGCC - 127544 62 0 0% 90 5 5.20% NA. NA.

CC-H051 chr1 35365803 C T DLGAP3 EX2 synonymous NM_001080418.1 NP_001073887.1 c.1179G>A  p.R393R GCTxCGC - 58512 95 0 0% 167 26 13.40% NA. NA.

CC-H051 chr1 57406642 C T C8B EX9 synonymous NM_000066.2 NP_000057.1 c.1278G>A  p.L426L TACxAGG - 732 96 0 0% 111 7 5.90% NA. NA.

CC-H051 chr1 109806915 G T CELSR2 EX10 synonymous NM_001408.2 NP_001399.1 c.5217G>T  p.L1739L CCTxAGC + 1952 163 1 0.60% 158 14 8.10% NA. NA.

CC-H051 chr1 111216544 G A KCNA3 EX1E synonymous NM_002232.3 NP_002223.3 c.888C>T  p.F296F CACxAAG - 3738 55 0 0% 56 8 12.50% NA. NA.

CC-H051 chr1 154427055 G C IL6R EX9 synonymous NM_000565.3 NP_000556.1 c.1158G>C  p.L386L TCTxAGG + 3570 112 0 0% 106 22 17.10% NA. NA.

CC-H051 chr1 156697244 G A ISG20L2 EX1 synonymous NM_030980.1 NP_112242.1 c.201C>T  p.V67V ATCxACC - 81875 113 0 0% 120 8 6.20% NA. NA.

CC-H051 chr1 157557328 C T FCRL4 EX5 synonymous NM_031282.2 NP_112572.1 c.585G>A  p.L195L TTTxAGC - 83417 64 0 0% 46 7 13.20% NA. NA.

CC-H051 chr1 161019370 G A ARHGAP30 EX11 synonymous NM_001025598.1 NP_001020769.1 c.1530C>T  p.F510F GGAxAAG - 257106 69 0 0% 71 7 8.90% NA. NA.

CC-H051 chr1 179319472 C T SOAT1 EX14 synonymous NM_003101.5 NP_003092.4 c.1356C>T  p.V452V TGTxTTT + 6646 121 0 0% 126 27 17.60% NA. NA.

CC-H051 chr1 181690995 C T CACNA1E EX16 synonymous NM_001205293.1 NP_001192222.1 c.2058C>T  p.L686L GCTxACC + 777 83 0 0% 124 11 8.10% NA. NA.

CC-H051 chr1 220089196 G A SLC30A10 EX4E synonymous NM_018713.2 NP_061183.2 c.1053C>T  p.I351I CTTxATG - 55532 95 0 0% 91 8 8% NA. NA.

CC-H051 chr1 225580054 C T DNAH14 EX82 synonymous NM_001373.1 NP_001364.1 c.13086C>T  p.L4362L CCTxACC + 127602 92 0 0% 116 27 18.80% NA. NA.

CC-H051 chr2 54849592 C T SPTBN1 EX9 synonymous NM_003128.2 NP_003119.2 c.1032C>T  p.F344F ATTxAAC + 6711 79 0 0% 74 24 24.40% NA. NA.

CC-H051 chr2 105654622 C T MRPS9 EX1 synonymous NM_182640.2 NP_872578.1 c.72C>T  p.L24L CCTxGCC + 64965 268 1 0.30% 344 26 7% NA. NA.

CC-H051 chr3 47890562 C T DHX30 EX18 synonymous NM_138615.2 NP_619520.1 c.2922C>T  p.F974F CTTxATC + 22907 105 0 0% 95 14 12.80% NA. NA.

CC-H051 chr3 52246303 C G ALAS1 EX11 synonymous NM_000688.5 NP_000679.1 c.1629C>G  p.V543V AGTxTGT + 211 78 0 0% 57 7 10.90% NA. NA.

CC-H051 chr3 66460573 G A LRIG1 EX7 synonymous NM_015541.2 NP_056356.2 c.915C>T  p.F305F GCAxAAG - 26018 29 0 0% 45 4 8.10% NA. NA.

CC-H051 chr3 101373607 G A ZBTB11 EX8 synonymous NM_014415.3 NP_055230.2 c.2250C>T  p.L750L GCTxAGT - 27107 122 0 0% 149 32 17.60% NA. NA.

CC-H051 chr3 113724501 C T KIAA1407 EX10 synonymous NM_020817.1 NP_065868.1 c.1722G>A  p.Q574Q TTTxTGC - 57577 75 0 0% 77 10 11.40% NA. NA.

CC-H051 chr3 141595670 C T ATP1B3 EX1 synonymous NM_001679.2 NP_001670.1 c.27C>T  p.L9L CCTxAAC + 483 16 0 0% 29 5 14.70% NA. NA.

CC-H051 chr3 169518456 G A LRRC34 EX7 synonymous NM_001172779.1 NP_001166250.1 c.744C>T  p.Y248Y ACTxTAC - 151827 86 0 0% 97 11 10.10% NA. NA.

CC-H051 chr3 169953114 C T PRKCI EX2 synonymous NM_002740.5 NP_002731.4 c.198C>T  p.F66F CTTxACC + 5584 63 0 0% 72 11 13.20% NA. NA.

CC-H051 chr3 187447173 C T BCL6 EX5 synonymous NM_001706.4 NP_001697.2 c.1020G>A  p.Q340Q GGGxTGG - 604 44 0 0% 37 4 9.70% NA. NA.



CC-H051 chr4 73986738 G A ANKRD17 EX20 synonymous NM_032217.3 NP_115593.3 c.3709C>T  p.L1237L ACAxGAG - 26057 63 0 0% 81 5 5.80% NA. NA.

CC-H051 chr5 64824308 G A CENPK EX9 synonymous NM_022145.4 NP_071428.2 c.568C>T  p.L190L GCAxAGG - 64105 174 1 0.50% 193 31 13.80% NA. NA.

CC-H051 chr5 127782199 C T FBN2 EX7 synonymous NM_001999.3 NP_001990.2 c.927G>A  p.Q309Q ACTxTGT - 2201 84 0 0% 114 7 5.70% NA. NA.

CC-H051 chr5 167654943 G A TENM2 EX25 synonymous NM_001122679.1 NP_001116151.1 c.5301G>A  p.L1767L CCTxAGG + 57451 65 0 0% 69 19 21.50% NA. NA.

CC-H051 chr6 31773854 C G LSM2 EX2 synonymous NM_021177.4 NP_067000.1 c.69G>C  p.L23L CCTxAGG - 57819 91 0 0% 90 6 6.20% NA. NA.

CC-H051 chr6 33281625 G C TAPBP EX2 synonymous NM_003190.4 NP_003181.3 c.54C>G  p.V18V TGAxACG - 6892 108 0 0% 104 8 7.10% NA. NA.

CC-H051 chr6 51910829 C T PKHD1 EX24 synonymous NM_138694.3 NP_619639.3 c.2565G>A  p.Q855Q AATxTGA - 5314 88 0 0% 112 12 9.60% NA. NA.

CC-H051 chr6 73821048 T A KCNQ5 EX7 synonymous NM_001160133.1 NP_001153605.1 c.1047T>A  p.G349G AGGxTTT + 56479 86 0 0% 102 23 18.40% NA. NA.

CC-H051 chr6 167440066 G C FGFR1OP EX10 synonymous NM_007045.2 NP_008976.1 c.951G>C  p.L317L TCTxAAA + 11116 87 1 1.10% 110 11 9% NA. NA.

CC-H051 chr7 15240931 G A AGMO EX13E synonymous NM_001004320.1 NP_001004320.1 c.1317C>T  p.L439L GGTxAGT - 392636 65 0 0% 123 9 6.80% NA. NA.

CC-H051 chr7 73753292 G A CLIP2 EX3 synonymous NM_003388.4 NP_003379.3 c.636G>A  p.V212V TGTxAAG + 7461 138 0 0% 151 30 16.50% NA. NA.

CC-H051 chr7 99022685 G T ATP5J2-PTCD1 EX7 synonymous NM_001198879.1 NP_001185808.1 c.1617C>A  p.L539L CGTxAGG - 100526740 84 0 0% 105 14 11.70% NA. NA.

CC-H051 chr7 99022685 G T PTCD1 EX6 synonymous NM_015545.3 NP_056360.2 c.1470C>A  p.L490L CGTxAGG - 26024 84 0 0% 105 14 11.70% NA. NA.

CC-H051 chr8 48882455 G A MCM4 EX10 synonymous NM_005914.3 NP_005905.2 c.1272G>A  p.T424T AACxGAT + 4173 99 0 0% 145 31 17.60% NA. NA.

CC-H051 chr8 52366326 G A PXDNL EX10 synonymous NM_144651.4 NP_653252.3 c.1002C>T  p.I334I CTGxATT - 137902 57 0 0% 86 6 6.50% NA. NA.

CC-H051 chr8 56686189 G A TGS1 EX1 synonymous NM_024831.6 NP_079107.6 c.12G>A  p.E4E CGAxAAG + 96764 39 1 2.50% 38 7 15.50% NA. NA.

CC-H051 chr8 90926896 T A OSGIN2 EX4 synonymous NM_001126111.1 NP_001119583.1 c.450T>A  p.V150V CGTxTTG + 734 99 0 0% 118 20 14.40% NA. NA.

CC-H051 chr8 139774686 G A COL22A1 EX17 synonymous NM_152888.1 NP_690848.1 c.1827C>T  p.F609F AGGxAAT - 169044 49 0 0% 88 9 9.20% NA. NA.

CC-H051 chr8 145623786 G A CPSF1 EX19 synonymous NM_013291.2 NP_037423.2 c.1800C>T  p.F600F GGCxAAG - 29894 128 0 0% 161 10 5.80% NA. NA.

CC-H051 chr9 15307187 C G TTC39B EX1 synonymous NM_152574.2 NP_689787.2 c.135G>C  p.P45P TCTxGGC - 158219 94 0 0% 108 26 19.40% NA. NA.

CC-H051 chr9 36589637 C T MELK EX4 synonymous NM_014791.3 NP_055606.1 c.249C>T  p.F83F ATTxATG + 9833 50 0 0% 83 7 7.70% NA. NA.

CC-H051 chr9 123800195 C T C5 EX4 synonymous NM_001735.2 NP_001726.2 c.456G>A  p.L152L CTTxAAG - 727 219 0 0% 229 39 14.50% NA. NA.

CC-H051 chr9 131671465 C T LRRC8A EX3 synonymous NM_019594.3 NP_062540.2 c.2022C>T  p.I674I GATxGAG + 56262 65 0 0% 61 9 12.80% NA. NA.

CC-H051 chr10 50184956 C T WDFY4 EX59 synonymous NM_020945.1 NP_065996.1 c.9223C>T  p.L3075L TGCxTGA + 57705 25 0 0% 48 8 14.20% NA. NA.

CC-H051 chr10 72300935 C T PALD1 EX16 synonymous NM_014431.2 NP_055246.2 c.1986C>T  p.L662L CCTxAGC + 27143 71 0 0% 78 18 18.70% NA. NA.

CC-H051 chr10 119799764 G A RAB11FIP2 EX2 synonymous NM_014904.2 NP_055719.1 c.666C>T  p.L222L CGAxAGT - 22841 98 0 0% 93 12 11.40% NA. NA.

CC-H051 chr10 135099058 C T TUBGCP2 EX13 synonymous NM_001256617.1 NP_001243546.1 c.1881G>A  p.A627A CATxGCC - 10844 43 0 0% 56 6 9.60% NA. NA.

CC-H051 chr11 862630 C T TSPAN4 EX4 synonymous NM_001025237.1 NP_001020408.1 c.144C>T  p.F48F CTTxCCG + 7106 51 0 0% 53 6 10.10% NA. NA.

CC-H051 chr11 7689791 C T CYB5R2 EX6 synonymous NM_016229.3 NP_057313.2 c.390G>A  p.G130G ATTxCCT - 51700 53 0 0% 59 8 11.90% NA. NA.

CC-H051 chr11 18333506 G C HPS5 EX3 synonymous NM_181507.1 NP_852608.1 c.174C>G  p.L58L AATxAGA - 11234 68 0 0% 81 6 6.80% NA. NA.

CC-H051 chr11 26655818 C G ANO3 EX19 synonymous NM_031418.2 NP_113606.2 c.1941C>G  p.V647V TGTxAAT + 63982 40 0 0% 46 6 11.50% NA. NA.

CC-H051 chr11 62415086 G A INTS5 EX2E synonymous NM_030628.1 NP_085131.1 c.2466C>T  p.P822P ATCxGGA - 80789 124 0 0% 125 14 10% NA. NA.

CC-H051 chr11 66113673 G A B3GNT1 EX2E synonymous NM_006876.2 NP_006867.1 c.1095C>T  p.V365V CAGxACC - 11041 46 0 0% 44 6 12% NA. NA.

CC-H051 chr11 71249158 T C KRTAP5-8 EX1E synonymous NM_021046.2 NP_066384.2 c.57T>C  p.S19S CTCxGGC + 57830 194 0 0% 154 30 16.30% NA. NA.

CC-H051 chr12 6730265 C T LPAR5 EX2E synonymous NM_020400.5 NP_065133.1 c.150G>A  p.A50A CAGxGCG - 57121 46 0 0% 71 5 6.50% NA. NA.

CC-H051 chr12 40717029 G A LRRK2 EX38 synonymous NM_198578.3 NP_940980.3 c.5577G>A  p.L1859L CTTxATT + 120892 115 0 0% 198 29 12.70% NA. NA.

CC-H051 chr12 101437371 C T ANO4 EX12 synonymous NM_178826.3 NP_849148.2 c.1104C>T  p.Y368Y ATAxTGT + 121601 98 0 0% 116 13 10% NA. NA.

CC-H051 chr13 31205523 G A USPL1 EX4 synonymous NM_005800.4 NP_005791.3 c.780G>A  p.S260S CTCxAAG + 10208 58 0 0% 101 6 5.60% NA. NA.

CC-H051 chr13 39265861 C T FREM2 EX1 synonymous NM_207361.4 NP_997244.3 c.4380C>T  p.I1460I CATxACC + 341640 65 0 0% 74 14 15.90% NA. NA.

CC-H051 chr13 109777533 C T MYO16 EX30 synonymous NM_001198950.1 NP_001185879.1 c.3609C>T  p.I1203I TATxAAT + 23026 80 0 0% 99 13 11.60% NA. NA.

CC-H051 chr14 21542711 C G ARHGEF40 EX3 synonymous NM_018071.3 NP_060541.3 c.822C>G  p.R274R CCGxAAG + 55701 125 0 0% 130 9 6.40% NA. NA.

CC-H051 chr14 35227913 G A BAZ1A EX25 synonymous NM_013448.2 NP_038476.2 c.4383C>T  p.I1461I CTGxATT - 11177 87 0 0% 102 10 8.90% NA. NA.

CC-H051 chr14 68274221 G C ZFYVE26 EX5 synonymous NM_015346.3 NP_056161.2 c.780C>G  p.L260L GCTxAGC - 23503 38 0 0% 65 10 13.30% NA. NA.

CC-H051 chr14 102486382 C T DYNC1H1 EX42 synonymous NM_001376.4 NP_001367.2 c.8496C>T  p.L2832L TCTxTTC + 1778 78 0 0% 100 9 8.20% NA. NA.

CC-H051 chr14 105411954 G A AHNAK2 EX7E synonymous NM_138420.2 NP_612429.2 c.9834C>T  p.V3278V CTCxACG - 113146 171 0 0% 182 21 10.30% NA. NA.

CC-H051 chr15 31334282 G C TRPM1 EX16 synonymous NM_002420.5 NP_002411.3 c.1893C>G  p.L631L CCAxAGG - 4308 76 0 0% 75 5 6.20% NA. NA.

CC-H051 chr15 56032725 C G PRTG EX2 synonymous NM_173814.4 NP_776175.2 c.252G>C  p.R84R GATxCGT - 283659 118 0 0% 158 10 5.90% NA. NA.

CC-H051 chr15 89070922 G A DET1 EX4 synonymous NM_017996.3 NP_060466.2 c.1212C>T  p.F404F ACAxAAG - 55070 82 0 0% 91 18 16.50% NA. NA.

CC-H051 chr16 2105453 C T TSC2 EX6 synonymous NM_000548.3 NP_000539.2 c.532C>T  p.L178L CTTxTGG + 7249 91 0 0% 95 17 15.10% NA. NA.

CC-H051 chr16 2236718 G C CASKIN1 EX10 synonymous NM_020764.3 NP_065815.1 c.1038C>G  p.V346V CTTxACA - 57524 118 0 0% 129 20 13.40% NA. NA.

CC-H051 chr16 12145783 G A SNX29 EX8 synonymous NM_032167.3 NP_115543.3 c.828G>A  p.Q276Q GCAxAAC + 92017 145 0 0% 154 15 8.80% NA. NA.

CC-H051 chr16 15702163 G C KIAA0430 EX21 synonymous NM_014647.3 NP_055462.2 c.4167C>G  p.L1389L GCAxAGT - 9665 47 0 0% 63 5 7.30% NA. NA.

CC-H051 chr16 30733927 C T SRCAP EX23 synonymous NM_006662.2 NP_006653.2 c.3750C>T  p.L1250L TCTxATC + 10847 122 0 0% 167 22 11.60% NA. NA.

CC-H051 chr17 8092691 G A C17orf59 EX1E synonymous NM_017622.2 NP_060092.2 c.768C>T  p.I256I GTCxATT - 54785 100 0 0% 134 14 9.40% NA. NA.

CC-H051 chr17 26946674 G A KIAA0100 EX31 synonymous NM_014680.3 NP_055495.2 c.5640C>T  p.I1880I CCTxATG - 9703 98 0 0% 118 9 7% NA. NA.

CC-H051 chr17 44771986 G A NSF EX12 synonymous NM_006178.3 NP_006169.2 c.1332G>A  p.L444L TCTxGTG + 4905 420 0 0% 261 34 11.50% NA. NA.

CC-H051 chr17 47075230 C T IGF2BP1 EX1 synonymous NM_006546.3 NP_006537.3 c.123C>T  p.F41F CTTxGTG + 10642 103 0 0% 90 7 7.20% NA. NA.

CC-H051 chr17 48617634 C T EPN3 EX6 synonymous NM_017957.2 NP_060427.2 c.918C>T  p.I306I CATxTTC + 55040 39 0 0% 69 15 17.80% NA. NA.

CC-H051 chr17 71282505 G A CDC42EP4 EX2E synonymous NM_012121.4 NP_036253.2 c.135C>T  p.D45D GGCxTCT - 23580 85 0 0% 89 18 16.80% NA. NA.

CC-H051 chr17 74392690 G A UBE2O EX14 synonymous NM_022066.3 NP_071349.3 c.2328C>T  p.I776I ACTxATC - 63893 56 0 0% 55 8 12.60% NA. NA.

CC-H051 chr18 6942198 G A LAMA1 EX63E synonymous NM_005559.3 NP_005550.2 c.9108C>T  p.F3036F GCGxAAC - 284217 82 0 0% 77 5 6% NA. NA.

CC-H051 chr18 34320759 T C FHOD3 EX18 synonymous NM_025135.2 NP_079411.2 c.3192T>C  p.L1064L ACTxCAC + 80206 52 0 0% 57 12 17.30% NA. NA.

CC-H051 chr18 48346071 T A MRO EX2 synonymous NM_001127176.1 NP_001120648.1 c.21A>T  p.G7G AATxCCT - 83876 127 0 0% 130 27 17.10% NA. NA.

CC-H051 chr19 4305978 G A FSD1 EX2 synonymous NM_024333.2 NP_077309.1 c.51G>A  p.V17V TGTxAAG + 79187 60 0 0% 64 6 8.50% NA. NA.

CC-H051 chr19 17312971 G A MYO9B EX28 synonymous NM_001130065.1 NP_001123537.1 c.4695G>A  p.L1565L TCTxATG + 4650 83 0 0% 95 23 19.40% NA. NA.

CC-H051 chr19 22486583 G A ZNF729 EX2 synonymous NM_001242680.1 NP_001229609.1 c.54G>A  p.V18V TGTxACC + 100287226 143 0 0% 197 20 9.20% NA. NA.

CC-H051 chr19 43680121 G A PSG5 EX3 synonymous NM_002781.3 NP_002772.3 c.610C>T  p.L204L GTAxAAT - 5673 333 0 0% 377 32 7.80% NA. NA.

CC-H051 chr19 46834515 C G HIF3A EX13 synonymous NM_152795.3 NP_690008.2 c.1815C>G  p.L605L GCTxTTT + 64344 109 0 0% 128 10 7.20% NA. NA.

CC-H051 chr20 36999426 C T LBP EX11 synonymous NM_004139.3 NP_004130.2 c.1194C>T  p.I398I GATxACT + 3929 109 0 0% 126 10 7.30% NA. NA.

CC-H051 chr20 61461720 C A COL9A3 EX23 synonymous NM_001853.3 NP_001844.3 c.1170C>A  p.L390L CCTxGGC + 1299 172 0 0% 215 26 10.70% NA. NA.

CC-H051 chr22 24034239 C T RGL4 EX1 synonymous NM_153615.1 NP_705843.1 c.22C>T  p.L8L AATxTGC + 266747 70 0 0% 65 10 13.30% NA. NA.

CC-H051 chr22 26902849 G C TFIP11 EX6 synonymous NM_001008697.1 NP_001008697.1 c.255C>G  p.L85L CTTxAGC - 24144 73 0 0% 79 4 4.80% NA. NA.

CC-H051 chr22 44681577 C T KIAA1644 EX4 synonymous NM_001099294.1 NP_001092764.1 c.330G>A  p.L110L CATxAAC - 85352 83 0 0% 86 10 10.40% NA. NA.

CC-H051 chrX 7177541 G A STS EX5 synonymous NM_000351.4 NP_000342.2 c.549G>A  p.K183K CAAxAGG + 412 81 0 0% 110 15 12% NA. NA.

CC-H051 chrX 39933408 C T BCOR EX4 synonymous NM_001123385.1 NP_001116857.1 c.1191G>A  p.P397P TTCxGGA - 54880 93 0 0% 91 9 9% NA. NA.

CC-H051 chrX 53577671 C T HUWE1 EX66 synonymous NM_031407.5 NP_113584.3 c.9444G>A  p.Q3148Q TCTxTGC - 10075 115 0 0% 211 26 10.90% NA. NA.

CC-H051 chrX 71875988 G A PHKA1 EX10 synonymous NM_002637.3 NP_002628.2 c.1023C>T  p.F341F ACTxAAG - 5255 90 0 0% 135 11 7.50% NA. NA.

CC-H051 chrX 73745635 C T SLC16A2 EX4 synonymous NM_006517.4 NP_006508.2 c.1077C>T  p.L359L GCTxTTG + 6567 103 0 0% 134 11 7.50% NA. NA.

CC-H051 chrX 89177504 G A TGIF2LX EX2E synonymous NM_138960.3 NP_620410.3 c.420G>A  p.A140A GGCxTCT + 90316 91 0 0% 94 15 13.70% NA. NA.

CC-H052 chr1 17413169 G A PADI2 EX7 synonymous NM_007365.2 NP_031391.2 c.681C>T  p.I227I GTGxATA - 11240 132 0 0% 105 6 5.40% NA. NA.

CC-H052 chr1 21133950 C T EIF4G3 EX35E synonymous NM_001198801.1 NP_001185730.1 c.4728G>A  p.V1576V GATxACC - 8672 53 0 0% 43 7 14% NA. NA.

CC-H052 chr1 28220549 C T RPA2 EX8 synonymous NM_002946.3 NP_002937.1 c.702G>A  p.L234L TTTxAGC - 6118 95 1 1% 67 15 18.20% NA. NA.

CC-H052 chr1 112998729 G A CTTNBP2NL EX6E synonymous NM_018704.2 NP_061174.1 c.615G>A  p.L205L CCTxAAA + 55917 102 0 0% 83 5 5.60% NA. NA.

CC-H052 chr1 154427025 C T IL6R EX9 synonymous NM_000565.3 NP_000556.1 c.1128C>T  p.F376F CTTxGGA + 3570 93 1 1% 62 5 7.40% NA. NA.

CC-H052 chr1 161641318 C G FCGR2B EX3 synonymous NM_004001.4 NP_003992.3 c.270C>G  p.L90L TCTxATT + 2213 201 1 0.40% 118 14 10.60% NA. NA.

CC-H052 chr1 205497279 C T CDK18 EX10 synonymous NM_212503.2 NP_997668.1 c.1047C>T  p.S349S CTCxACC + 5129 71 0 0% 53 9 14.50% NA. NA.

CC-H052 chr1 206757931 C T RASSF5 EX4 synonymous NM_182663.2 NP_872604.1 c.903C>T  p.V301V GGTxATC + 83593 92 0 0% 59 5 7.80% NA. NA.

CC-H052 chr1 214557509 G C PTPN14 EX13 synonymous NM_005401.4 NP_005392.2 c.1689C>G  p.L563L GAAxAGA - 5784 58 0 0% 53 5 8.60% NA. NA.

CC-H052 chr1 216692684 T G ESRRG EX8 synonymous NM_001134285.2 NP_001127757.1 c.873A>C  p.V291V GTAxACG - 2104 91 0 0% 66 12 15.30% NA. NA.

CC-H052 chr2 18758133 G A NT5C1B EX8 synonymous NM_001199087.1 NP_001186016.1 c.1281C>T  p.T427T CCCxGTC - 93034 128 0 0% 86 14 14% NA. NA.

CC-H052 chr2 18758133 G A NT5C1B-RDH14 EX7 synonymous NM_001199103.1 NP_001186032.1 c.1056C>T  p.T352T CCCxGTC - 100526794 128 0 0% 86 14 14% NA. NA.

CC-H052 chr2 105886065 C T TGFBRAP1 EX11 synonymous NM_004257.4 NP_004248.2 c.2070G>A  p.L690L CTGxAGC - 9392 147 0 0% 72 6 7.60% NA. NA.

CC-H052 chr2 113239933 C T TTL EX1 synonymous NM_153712.4 NP_714923.1 c.12C>T  p.F4F CTTxGTG + 150465 17 0 0% 11 3 21.40% NA. NA.

CC-H052 chr2 216269296 C T FN1 EX20 synonymous NM_212482.1 NP_997647.1 c.3069G>A  p.Q1023Q TATxTGG - 2335 116 0 0% 78 6 7.10% NA. NA.

CC-H052 chr2 228173736 G C COL4A3 EX49 synonymous NM_000091.4 NP_000082.2 c.4584G>C  p.L1528L TCTxATG + 1285 109 0 0% 84 5 5.60% NA. NA.

CC-H052 chr2 231775291 C T GPR55 EX2E synonymous NM_005683.3 NP_005674.2 c.387G>A  p.V129V GCTxACC - 9290 83 0 0% 46 9 16.30% NA. NA.

CC-H052 chr2 240033370 C T HDAC4 EX14 synonymous NM_006037.3 NP_006028.2 c.1815G>A  p.L605L CCTxAGC - 9759 198 0 0% 120 8 6.20% NA. NA.

CC-H052 chr3 127298598 G A TPRA1 EX2 synonymous NM_016372.2 NP_057456.2 c.243C>T  p.I81I GGTxATA - 131601 76 0 0% 64 7 9.80% NA. NA.

CC-H052 chr4 13621674 C G BOD1L1 EX2 synonymous NM_148894.2 NP_683692.2 c.261G>C  p.L87L TCTxAGA - 259282 73 1 1.30% 46 4 8% NA. NA.

CC-H052 chr4 40895378 G A APBB2 EX11 synonymous NM_004307.1 NP_004298.1 c.1305C>T  p.L435L GGCxAGG - 323 113 0 0% 84 5 5.60% NA. NA.

CC-H052 chr4 62598650 C T LPHN3 EX5 synonymous NM_015236.4 NP_056051.2 c.573C>T  p.F191F CTTxATT + 23284 56 0 0% 46 4 8% NA. NA.

CC-H052 chr5 149497384 C T PDGFRB EX22 synonymous NM_002609.3 NP_002600.1 c.2934G>A  p.L978L CCTxAGA - 5159 50 0 0% 37 5 11.90% NA. NA.

CC-H052 chr6 55145214 G A HCRTR2 EX6 synonymous NM_001526.3 NP_001517.2 c.1077G>A  p.A359A TGCxAAT + 3062 98 0 0% 68 13 16% NA. NA.

CC-H052 chr7 146829576 G A CNTNAP2 EX8 synonymous NM_014141.5 NP_054860.1 c.1323G>A  p.K441K CAAxATG + 26047 106 0 0% 87 6 6.40% NA. NA.

CC-H052 chr8 1496913 G A DLGAP2 EX1 synonymous NM_004745.3 NP_004736.2 c.54G>A  p.T18T CACxTGT + 9228 35 0 0% 39 5 11.30% NA. NA.

CC-H052 chr9 35102186 C T STOML2 EX3 synonymous NM_013442.1 NP_038470.1 c.189G>A  p.L63L GTTxAAA - 30968 68 0 0% 50 7 12.20% NA. NA.

CC-H052 chr9 86895723 G A SLC28A3 EX15 synonymous NM_001199633.1 NP_001186562.1 c.1722C>T  p.G574G TCCxCCG - 64078 122 0 0% 99 8 7.40% NA. NA.

CC-H052 chr9 131454164 T C SET EX3 synonymous NM_001122821.1 NP_001116293.1 c.198T>C  p.I66I GATxTTG + 6418 93 0 0% 56 4 6.60% NA. NA.

CC-H052 chr10 329333 G A DIP2C EX35 synonymous NM_014974.2 NP_055789.1 c.4173C>T  p.D1391D TTCxTCT - 22982 114 0 0% 81 12 12.90% NA. NA.

CC-H052 chr10 98469508 G A PIK3AP1 EX2 synonymous NM_152309.2 NP_689522.2 c.246C>T  p.P82P GGCxGGC - 118788 80 0 0% 53 9 14.50% NA. NA.

CC-H052 chr12 120586002 G A GCN1L1 EX37 synonymous NM_006836.1 NP_006827.1 c.4695C>T  p.I1565I GCCxATC - 10985 104 0 0% 51 5 8.90% NA. NA.

CC-H052 chr12 122985349 G A ZCCHC8 EX1 synonymous NM_017612.3 NP_060082.2 c.39C>T  p.F13F CTCxAAG - 55596 48 0 0% 45 5 10% NA. NA.

CC-H052 chr13 35751219 T C NBEA EX28 synonymous NM_015678.4 NP_056493.3 c.4641T>C  p.R1547R TCGxGCT + 26960 91 0 0% 71 15 17.40% NA. NA.

CC-H052 chr14 63468176 T C KCNH5 EX4 synonymous NM_139318.3 NP_647479.2 c.306A>G  p.R102R GGTxCCT - 27133 94 0 0% 62 11 15% NA. NA.

CC-H052 chr14 99697824 C A BCL11B EX3 synonymous NM_138576.2 NP_612808.1 c.498G>T  p.V166V GATxACG - 64919 137 0 0% 81 7 7.90% NA. NA.

CC-H052 chr15 33952004 G C RYR3 EX33 synonymous NM_001036.3 NP_001027.3 c.4392G>C  p.L1464L GCTxAAG + 6263 88 0 0% 63 6 8.60% NA. NA.

CC-H052 chr16 9858608 G A GRIN2A EX14E synonymous NM_000833.3 NP_000824.1 c.2793C>T  p.I931I CATxATG - 2903 105 0 0% 84 9 9.60% NA. NA.

CC-H052 chr16 30119699 C T GDPD3 EX8 synonymous NM_024307.2 NP_077283.2 c.762G>A  p.S254S TTTxGAA - 79153 76 0 0% 55 11 16.60% NA. NA.

CC-H052 chr16 89169119 C T ACSF3 EX4 synonymous NM_001243279.1 NP_001230208.1 c.774C>T  p.L258L TCTxTGG + 197322 53 1 1.80% 32 5 13.50% NA. NA.

CC-H052 chr17 3101031 C T OR1A2 EX1E synonymous NM_012352.1 NP_036484.1 c.219C>T  p.F73F CTTxTCA + 26189 134 0 0% 96 9 8.50% NA. NA.

CC-H052 chr17 76047438 C T TNRC6C EX4 synonymous NM_001142640.1 NP_001136112.1 c.2295C>T  p.T765T CACxACT + 57690 106 1 0.90% 55 4 6.70% NA. NA.

CC-H052 chr17 76129991 C T TMC8 EX7 synonymous NM_152468.4 NP_689681.2 c.726C>T  p.L242L TCTxAGC + 147138 86 0 0% 44 4 8.30% NA. NA.

CC-H052 chr18 30349967 G A KLHL14 EX2 synonymous NM_020805.1 NP_065856.1 c.588C>T  p.H196H GCCxTGC - 57565 69 0 0% 45 11 19.60% NA. NA.

CC-H052 chr19 11289140 C T KANK2 EX4 synonymous NM_015493.6 NP_056308.3 c.1425G>A  p.P475P CAGxGGA - 25959 177 0 0% 86 22 20.30% NA. NA.

CC-H052 chr19 12155934 C T ZNF878 EX4E synonymous NM_001080404.2 NP_001073873.2 c.282G>A  p.K94K TTTxTTC - 729747 146 0 0% 91 14 13.30% NA. NA.

CC-H052 chr19 37309698 G C ZNF790 EX5E synonymous NM_001242802.1 NP_001229731.1 c.1548C>G  p.L516L CCAxAGA - 388536 134 0 0% 90 5 5.20% NA. NA.

CC-H052 chrX 53277325 C T IQSEC2 EX7 synonymous NM_001111125.2 NP_001104595.1 c.2553G>A  p.Q851Q TTTxTGG - 23096 140 0 0% 105 16 13.20% NA. NA.

CC-H052 chrX 55033160 G A APEX2 EX6E synonymous NM_014481.2 NP_055296.2 c.849G>A  p.R283R CAGxACC + 27301 77 0 0% 57 5 8% NA. NA.

CC-H052 chrX 148068921 C T AFF2 EX20 synonymous NM_002025.3 NP_002016.2 c.3648C>T  p.L1216L TCTxAAC + 2334 147 0 0% 113 16 12.40% NA. NA.

CC-H053 chr1 52841218 G A ORC1 EX15 synonymous NM_004153.3 NP_004144.2 c.2187C>T  p.A729A TGTxGCA - 4998 58 0 0% 37 10 21.20% NA. NA.

CC-H053 chr1 229568794 G A ACTA1 EX2 synonymous NM_001100.3 NP_001091.1 c.69C>T  p.F23F GGCxAAG - 58 56 0 0% 46 13 22% NA. NA.

CC-H053 chr1 229683279 G A ABCB10 EX3 synonymous NM_012089.2 NP_036221.2 c.888C>T  p.A296A CCCxGCC - 23456 106 0 0% 89 19 17.50% NA. NA.

CC-H053 chr5 13830261 A G DNAH5 EX37 synonymous NM_001369.2 NP_001360.1 c.6123T>C  p.V2041V GAGxACT - 1767 71 1 1.30% 67 15 18.20% NA. NA.

CC-H053 chr7 6470140 G C DAGLB EX6 synonymous NM_139179.3 NP_631918.3 c.900C>G  p.L300L CGTxAGG - 221955 125 0 0% 121 7 5.40% NA. NA.

CC-H053 chr7 105733455 C T SYPL1 EX5 synonymous NM_006754.3 NP_006745.1 c.585G>A  p.K195K TTTxTTC - 6856 74 0 0% 57 25 30.40% NA. NA.

CC-H053 chr7 123109376 G A IQUB EX9 synonymous NM_178827.4 NP_849149.3 c.1473C>T  p.F491F GGTxAAC - 154865 44 0 0% 38 14 26.90% NA. NA.

CC-H053 chr9 124530834 C T DAB2IP EX10 synonymous NM_032552.2 NP_115941.2 c.1737C>T  p.F579F CTTxGAG + 153090 57 1 1.70% 63 10 13.60% NA. NA.

CC-H053 chr10 78669751 G A KCNMA1 EX25 synonymous NM_001014797.2 NP_001014797.1 c.2958C>T  p.V986V ACTxACG - 3778 77 0 0% 68 20 22.70% NA. NA.

CC-H053 chr11 55322022 T C OR4C15 EX1E synonymous NM_001001920.1 NP_001001920.1 c.240T>C  p.F80F ATTxGTT + 81309 84 0 0% 68 6 8.10% NA. NA.

CC-H053 chr11 89059930 G A NOX4 EX18E synonymous NM_016931.3 NP_058627.1 c.1731C>T  p.F577F GCTxAAA - 50507 109 1 0.90% 108 25 18.70% NA. NA.

CC-H053 chr12 50598413 G A LIMA1 EX6 synonymous NM_001113546.1 NP_001107018.1 c.786C>T  p.L262L TGAxAGG - 51474 40 0 0% 40 12 23% NA. NA.

CC-H053 chr12 104326621 G A HSP90B1 EX4 synonymous NM_003299.2 NP_003290.1 c.312G>A  p.L104L ACTxATT + 7184 45 0 0% 42 6 12.50% NA. NA.

CC-H053 chr13 111532197 C G ANKRD10 EX6E synonymous NM_017664.2 NP_060134.2 c.1050G>C  p.L350L GTTxAGG - 55608 87 0 0% 61 20 24.60% NA. NA.

CC-H053 chr14 35483029 G A SRP54 EX10 synonymous NM_003136.3 NP_003127.1 c.807G>A  p.P269P TCCxATT + 6729 109 0 0% 97 24 19.80% NA. NA.

CC-H053 chr16 4920276 G A UBN1 EX8 synonymous NM_016936.3 NP_058632.2 c.1245G>A  p.A415A TGCxTCA + 29855 40 0 0% 37 12 24.40% NA. NA.

CC-H053 chr17 45664677 C T NPEPPS EX9 synonymous NM_006310.3 NP_006301.3 c.1062C>T  p.L354L ACTxGCC + 9520 122 1 0.80% 113 6 5% NA. NA.

CC-H053 chr17 79225348 G A SLC38A10 EX14 synonymous NM_001037984.1 NP_001033073.1 c.2010C>T  p.R670R CTCxCGA - 124565 16 0 0% 8 5 38.40% NA. NA.

CC-H053 chr19 5776318 G A CATSPERD EX21 synonymous NM_152784.3 NP_689997.3 c.2088G>A  p.P696P TCCxTAC + 257062 73 0 0% 55 7 11.20% NA. NA.

CC-H053 chr19 11141488 C T SMARCA4 EX26 synonymous NM_001128844.1 NP_001122316.1 c.3465C>T  p.S1155S CAGxACC + 6597 120 0 0% 90 22 19.60% NA. NA.

CC-H053 chr19 17644407 C T FAM129C EX5 synonymous NM_173544.4 NP_775815.2 c.417C>T  p.N139N AAAxGGG + 199786 88 0 0% 77 18 18.90% NA. NA.

CC-H053 chr19 34263497 C T CHST8 EX5E synonymous NM_001127895.1 NP_001121367.1 c.804C>T  p.F268F CTTxCGC + 64377 92 0 0% 58 17 22.60% NA. NA.

CC-H053 chr20 25282857 C T ABHD12 EX12 synonymous NM_015600.4 NP_056415.1 c.1155G>A  p.L385L CCTxAGT - 26090 40 0 0% 34 4 10.50% NA. NA.

CC-H053 chr21 34721571 G A IFNAR1 EX7 synonymous NM_000629.2 NP_000620.2 c.963G>A  p.E321E AGAxATA + 3454 121 1 0.80% 85 34 28.50% NA. NA.

CC-H053 chr22 38119994 C T TRIOBP EX7 synonymous NM_001039141.2 NP_001034230.1 c.1431C>T  p.P477P CCCxAGA + 11078 283 0 0% 166 31 15.70% NA. NA.

CC-H055 chr1 156214935 G T PAQR6 EX5 synonymous NM_024897.2 NP_079173.2 c.289C>A  p.R97R CCCxATA - 79957 105 0 0% 100 8 7.40% NA. NA.

CC-H055 chr1 156883545 C T PEAR1 EX21 synonymous NM_001080471.1 NP_001073940.1 c.2706C>T  p.Y902Y CTAxAAT + 375033 103 0 0% 84 10 10.60% NA. NA.

CC-H055 chr3 65361439 G C MAGI1 EX19 synonymous NM_015520.1 NP_056335.1 c.3261C>G  p.L1087L GCGxAGG - 9223 84 0 0% 78 8 9.30% NA. NA.

CC-H055 chr3 125735615 C T SLC41A3 EX7 synonymous NM_001008485.1 NP_001008485.1 c.849G>A  p.K283K AAAxTTC - 54946 44 0 0% 46 5 9.80% NA. NA.

CC-H055 chr4 129193575 G A PGRMC2 EX2 synonymous NM_006320.4 NP_006311.2 c.588C>T  p.L196L TGAxAGA - 10424 60 0 0% 40 4 9% NA. NA.

CC-H055 chr6 26156747 C G HIST1H1E EX1E synonymous NM_005321.2 NP_005312.1 c.129C>G  p.L43L GCTxATT + 3008 91 0 0% 73 9 10.90% NA. NA.

CC-H055 chr6 27776239 C G HIST1H2AI EX1E synonymous NM_003509.2 NP_003500.1 c.252C>G  p.L84L CCTxCAG + 8329 250 0 0% 112 10 8.10% NA. NA.

CC-H055 chr7 6370762 G A FAM220A EX2E synonymous NM_001037163.1 NP_001032240.1 c.24C>T  p.L8L GCCxAGG - 84792 52 0 0% 37 5 11.90% NA. NA.

CC-H055 chr7 23792386 G A STK31 EX9 synonymous NM_031414.4 NP_113602.2 c.1068G>A  p.L356L TCTxAAG + 56164 111 0 0% 91 10 9.90% NA. NA.

CC-H055 chr7 23808748 C T STK31 EX12 synonymous NM_031414.4 NP_113602.2 c.1551C>T  p.D517D AGAxGCT + 56164 133 0 0% 137 14 9.20% NA. NA.

CC-H055 chr7 32612918 G A AVL9 EX12 synonymous NM_015060.1 NP_055875.1 c.1458G>A  p.E486E TGAxAAT + 23080 142 0 0% 116 12 9.30% NA. NA.

CC-H055 chr7 83675644 G C SEMA3A EX6 synonymous NM_006080.2 NP_006071.1 c.663C>G  p.L221L ATTxAGC - 10371 133 0 0% 127 9 6.60% NA. NA.

CC-H055 chr9 128003382 C G HSPA5 EX1 synonymous NM_005347.4 NP_005338.1 c.24G>C  p.A8A CATxGCG - 3309 37 0 0% 31 4 11.40% NA. NA.

CC-H055 chr9 130549040 G A CDK9 EX2 synonymous NM_001261.3 NP_001252.1 c.153G>A  p.L51L GCTxATG + 1025 184 0 0% 156 10 6% NA. NA.

CC-H055 chr9 135205752 G A SETX EX10 synonymous NM_015046.5 NP_055861.3 c.1233C>T  p.F411F GATxAAC - 23064 98 0 0% 70 8 10.20% NA. NA.

CC-H055 chr9 136231782 G A SURF4 EX5 synonymous NM_033161.2 NP_149351.1 c.477C>T  p.L159L TCCxAGC - 6836 112 0 0% 111 11 9% NA. NA.

CC-H055 chr11 55588011 C T OR5D18 EX1E synonymous NM_001001952.1 NP_001001952.1 c.906C>T  p.V302V AGTxACC + 219438 85 0 0% 92 7 7% NA. NA.

CC-H055 chr11 62574968 G A STX5 EX11E synonymous NM_003164.4 NP_003155.2 c.1041C>T  p.F347F GATxAAG - 6811 97 0 0% 75 7 8.50% NA. NA.

CC-H055 chr11 62574998 G C STX5 EX11E synonymous NM_003164.4 NP_003155.2 c.1011C>G  p.V337V TTTxACC - 6811 90 1 1% 69 7 9.20% NA. NA.

CC-H055 chr12 18649058 G A PIK3C2G EX20 synonymous NM_004570.4 NP_004561.3 c.2733G>A  p.P911P TCCxATG + 5288 73 0 0% 81 5 5.80% NA. NA.

CC-H055 chr12 31247723 C T DDX11 EX14 synonymous NM_030653.3 NP_085911.2 c.1449C>T  p.F483F CTTxCAG + 1663 186 0 0% 119 13 9.80% NA. NA.

CC-H055 chr12 57569816 C T LRP1 EX24 synonymous NM_002332.2 NP_002323.2 c.3918C>T  p.L1306L CCTxAGC + 4035 85 0 0% 74 10 11.90% NA. NA.

CC-H055 chr12 118472892 G A WSB2 EX8 synonymous NM_018639.3 NP_061109.1 c.951C>T  p.L317L CCTxAGG - 55884 91 1 1% 82 9 9.80% NA. NA.

CC-H055 chr14 39650869 G C PNN EX9E synonymous NM_002687.3 NP_002678.2 c.1956G>C  p.R652R TCGxAAG + 5411 111 0 0% 76 5 6.10% NA. NA.

CC-H055 chr15 33194157 G T FMN1 EX9 synonymous NM_001103184.2 NP_001096654.1 c.2793C>A  p.I931I GGTxATA - 342184 90 0 0% 88 20 18.50% NA. NA.



CC-H055 chr16 2052611 G A ZNF598 EX4 synonymous NM_178167.2 NP_835461.1 c.588C>T  p.Y196Y CAGxTAG - 90850 65 0 0% 73 6 7.50% NA. NA.

CC-H055 chr17 43194107 C G PLCD3 EX8 synonymous NM_133373.3 NP_588614.1 c.1305G>C  p.G435G CAGxCCG - 113026 137 0 0% 160 11 6.40% NA. NA.

CC-H055 chr20 42199310 C T SGK2 EX7 synonymous NM_170693.2 NP_733794.1 c.414C>T  p.F138F GTTxTAC + 10110 58 0 0% 55 4 6.70% NA. NA.

CC-H055 chr20 44526688 C T CTSA EX14 synonymous NM_000308.2 NP_000299.2 c.1353C>T  p.S451S CAGxGGG + 5476 82 1 1.20% 94 11 10.40% NA. NA.

CC-H057 chr1 8422872 C T RERE EX17 synonymous NM_012102.3 NP_036234.3 c.1773G>A  p.Q591Q TGGxTGC - 473 82 0 0% 88 14 13.70% NA. NA.

CC-H057 chr1 228463561 G A OBSCN EX21 synonymous NM_052843.3 NP_443075.3 c.6054G>A  p.L2018L GCTxAGG + 84033 83 0 0% 93 10 9.70% NA. NA.

CC-H057 chr2 60689303 C T BCL11A EX4 synonymous NM_018014.3 NP_060484.2 c.744G>A  p.S248S TCTxGAT - 53335 80 0 0% 92 16 14.80% NA. NA.

CC-H057 chr3 39229143 G A XIRP1 EX2E synonymous NM_194293.2 NP_919269.2 c.1794C>T  p.F598F CTCxAAC - 165904 70 1 1.40% 61 16 20.70% NA. NA.

CC-H057 chr5 36036064 C T UGT3A2 EX7E synonymous NM_174914.3 NP_777574.2 c.1308G>A  p.A436A TGCxGCG - 167127 62 0 0% 101 14 12.10% NA. NA.

CC-H057 chr12 19646757 C T AEBP2 EX4 synonymous NM_001114176.1 NP_001107648.1 c.1011C>T  p.A337A TGCxAGC + 121536 124 1 0.80% 116 31 21% NA. NA.

CC-H057 chr15 31776610 C T OTUD7A EX11E synonymous NM_130901.1 NP_570971.1 c.1668G>A  p.S556S GGCxGAG - 161725 36 0 0% 64 5 7.20% NA. NA.

CC-H057 chr15 74426547 C T ISLR2 EX4E synonymous NM_001130136.1 NP_001123608.1 c.1452C>T  p.F484F CTTxGAG + 57611 29 0 0% 21 6 22.20% NA. NA.

CC-H057 chr16 71509676 G A ZNF19 EX6E synonymous NM_006961.3 NP_008892.2 c.774C>T  p.S258S CTCxGAA - 7567 102 0 0% 83 10 10.70% NA. NA.

CC-H057 chr16 84024200 G A NECAB2 EX6 synonymous NM_019065.2 NP_061938.2 c.561G>A  p.A187A TGCxGTG + 54550 50 0 0% 77 13 14.40% NA. NA.

CC-H057 chr17 26696820 G A VTN EX3 synonymous NM_000638.3 NP_000629.3 c.237C>T  p.D79D ATCxTCA - 7448 25 0 0% 20 5 20% NA. NA.

CC-H057 chr19 3653305 G A PIP5K1C EX7 synonymous NM_012398.2 NP_036530.1 c.904C>T  p.L302L GCAxCGT - 23396 33 0 0% 23 5 17.80% NA. NA.

CC-H057 chr19 17994670 G A SLC5A5 EX12 synonymous NM_000453.2 NP_000444.1 c.1341G>A  p.A447A CGCxGGA + 6528 52 0 0% 43 8 15.60% NA. NA.

CC-H057 chr19 46890450 C T PPP5C EX8 synonymous NM_006247.3 NP_006238.1 c.1005C>T  p.F335F GTTxGAG + 5536 98 0 0% 96 14 12.70% NA. NA.

CC-H057 chr19 58385762 C G ZNF814 EX3E synonymous NM_001144989.1 NP_001138461.1 c.996G>C  p.S332S AAAxGAT - 730051 195 1 0.50% 210 79 27.30% NA. NA.

CC-H049 chr1 10700043 G A CASZ1 EX21E synonymous NM_001079843.2 NP_001073312.1 c.4236C>T  p.F1412F GCCxAAG - 54897 46 0 0% 26 19 42.20% NA. NA.

CC-H049 chr1 24488041 G A IL28RA EX4 synonymous NM_170743.3 NP_734464.1 c.501C>T  p.A167A TCCxGCC - 163702 177 1 0.50% 148 61 29.10% NA. NA.

CC-H049 chr1 43916975 T G HYI EX8E synonymous NM_001190880.2 NP_001177809.1 c.768A>C  p.T256T TACxGTG - 81888 149 0 0% 81 62 43.30% NA. NA.

CC-H049 chr1 227235673 G A CDC42BPA EX22 synonymous NM_003607.3 NP_003598.2 c.2943C>T  p.T981T TAAxGTT - 8476 131 0 0% 34 3 8.10% NA. NA.

CC-H049 chr2 70314924 C A PCBP1 EX1E synonymous NM_006196.3 NP_006187.2 c.49C>A  p.R17R ATTxGGC + 5093 112 0 0% 126 37 22.60% NA. NA.

CC-H049 chr5 98115621 C T RGMB EX4 synonymous NM_001012761.2 NP_001012779.2 c.597C>T  p.P199P TCCxAGT + 285704 104 0 0% 63 5 7.30% NA. NA.

CC-H049 chr6 70639565 G A COL19A1 EX6 synonymous NM_001858.4 NP_001849.2 c.639G>A  p.T213T TACxCGA + 1310 133 0 0% 39 14 26.40% NA. NA.

CC-H049 chr7 2748301 C T AMZ1 EX4 synonymous NM_133463.1 NP_597720.1 c.552C>T  p.Y184Y GTAxCCC + 155185 107 0 0% 82 34 29.30% NA. NA.

CC-H049 chr9 123945665 G C RAB14 EX6 synonymous NM_016322.3 NP_057406.2 c.363C>G  p.L121L TATxAGA - 51552 83 0 0% 53 8 13.10% NA. NA.

CC-H049 chr9 140093817 C T TPRN EX1 synonymous NM_001128228.2 NP_001121700.2 c.1347G>A  p.V449V CCTxACA - 286262 79 0 0% 57 23 28.70% NA. NA.

CC-H049 chr12 120527807 C T CCDC64 EX8 synonymous NM_207311.2 NP_997194.2 c.1492C>T  p.L498L TCTxTGA + 92558 98 0 0% 67 28 29.40% NA. NA.

CC-H049 chr15 58855875 C G LIPC EX8 synonymous NM_000236.2 NP_000227.2 c.1341C>G  p.G447G AGGxCTC + 3990 73 1 1.30% 42 34 44.70% NA. NA.

CC-H049 chr16 3900883 C T CREBBP EX2 synonymous NM_004380.2 NP_004371.2 c.213G>A  p.S71S CTCxGAC - 1387 73 1 1.30% 50 8 13.70% NA. NA.

CC-H049 chr16 66770002 G T DYNC1LI2 EX5 synonymous NM_006141.2 NP_006132.1 c.675C>A  p.I225I CGGxATC - 1783 166 0 0% 150 39 20.60% NA. NA.

CC-H049 chr17 58013626 T C RPS6KB1 EX11 synonymous NM_003161.2 NP_003152.1 c.1029T>C  p.A343A CGCxGGA + 6198 128 0 0% 73 35 32.40% NA. NA.

CC-H049 chr18 10800387 G A PIEZO2 EX11 synonymous NM_022068.2 NP_071351.2 c.1326C>T  p.A442A GTCxGCT - 63895 104 0 0% 89 7 7.20% NA. NA.

CC-H049 chr19 19576205 G A GATAD2A EX2 synonymous NM_017660.3 NP_060130.3 c.51G>A  p.R17R ACGxGAC + 54815 106 0 0% 82 38 31.60% NA. NA.

CC-H049 chr19 23926633 C T ZNF681 EX4E synonymous NM_138286.2 NP_612143.2 c.1719G>A  p.Q573Q GGAxTGG - 148213 139 0 0% 34 4 10.50% NA. NA.

CC-H049 chr19 39220060 G A ACTN4 EX21E synonymous NM_004924.4 NP_004915.2 c.2724G>A  p.E908E CGAxAGC + 81 149 0 0% 116 64 35.50% NA. NA.

CC-H049 chrX 71839133 C T PHKA1 EX20 synonymous NM_002637.3 NP_002628.2 c.2160G>A  p.T720T CTTxGTA - 5255 277 0 0% 43 23 34.80% NA. NA.

CC-H054 chr1 15888676 G A DNAJC16 EX9 synonymous NM_015291.2 NP_056106.1 c.1194G>A  p.L398L GTTxAGC + 23341 86 1 1.10% 123 12 8.80% NA. NA.

CC-H054 chr1 32622958 C T KPNA6 EX4 synonymous NM_012316.4 NP_036448.1 c.243C>T  p.I81I GATxACA + 23633 82 1 1.20% 133 7 5% NA. NA.

CC-H054 chr1 51875342 C T EPS15 EX14 synonymous NM_001981.2 NP_001972.1 c.1140G>A  p.E380E ATTxTCC - 2060 64 0 0% 120 7 5.50% NA. NA.

CC-H054 chr1 52851619 G C ORC1 EX9 synonymous NM_004153.3 NP_004144.2 c.1386C>G  p.L462L CTTxAGC - 4998 108 1 0.90% 140 10 6.60% NA. NA.

CC-H054 chr1 158653173 G A SPTA1 EX3 synonymous NM_003126.2 NP_003117.2 c.378C>T  p.H126H TTCxTGG - 6708 112 1 0.80% 137 9 6.10% NA. NA.

CC-H054 chr2 54114586 G A PSME4 EX40 synonymous NM_014614.2 NP_055429.2 c.4539C>T  p.F1513F CATxAAT - 23198 85 1 1.10% 112 11 8.90% NA. NA.

CC-H054 chr2 234238171 C T SAG EX9 synonymous NM_000541.4 NP_000532.2 c.681C>T  p.T227T GACxGTG + 6295 82 0 0% 104 9 7.90% NA. NA.

CC-H054 chr9 6587149 C T GLDC EX15 synonymous NM_000170.2 NP_000161.2 c.1842G>A  p.Q614Q TGGxTGG - 2731 102 1 0.90% 125 7 5.30% NA. NA.

CC-H054 chr12 46231417 C T ARID2 EX10 synonymous NM_152641.2 NP_689854.2 c.1257C>T  p.L419L ACTxGAG + 196528 83 1 1.10% 122 11 8.20% NA. NA.

CC-H054 chr12 129278765 G A SLC15A4 EX8E synonymous NM_145648.3 NP_663623.1 c.1710C>T  p.G570G CACxCCA - 121260 130 0 0% 204 10 4.60% NA. NA.

CC-H054 chr19 3576951 G A HMG20B EX8 synonymous NM_006339.2 NP_006330.2 c.654G>A  p.A218A CGCxGTA + 10362 84 0 0% 112 7 5.80% NA. NA.

CC-H054 chrX 15311410 G A ASB11 EX4 synonymous NM_080873.2 NP_543149.1 c.402C>T  p.P134P GAGxGGT - 140456 44 0 0% 41 5 10.80% NA. NA.

CC-H056 chr1 12164563 G A TNFRSF8 EX4 synonymous NM_001243.3 NP_001234.2 c.396G>A  p.P132P TCCxGCA + 943 122 1 0.80% 71 17 19.30% NA. NA.

CC-H056 chr2 100210287 G A AFF3 EX14 synonymous NM_001025108.1 NP_001020279.1 c.1911C>T  p.D637D CGCxTCC - 3899 20 0 0% 19 4 17.30% NA. NA.

CC-H056 chr2 120373240 C T PCDP1 EX14 synonymous NM_001271049.1 NP_001257978.1 c.1365C>T  p.L455L GCTxAGC + 200373 128 0 0% 73 9 10.90% NA. NA.

CC-H056 chr3 183975280 G A ECE2 EX2 synonymous NM_014693.3 NP_055508.3 c.216G>A  p.L72L CCTxAGC + 9718 90 0 0% 99 45 31.20% NA. NA.

CC-H056 chr4 153245436 A G FBXW7 EX11 synonymous NM_033632.3 NP_361014.1 c.1755T>C  p.S585S TCCxCTT - 55294 85 1 1.10% 37 10 21.20% NA. NA.

CC-H056 chr5 74715182 G A COL4A3BP EX7 synonymous NM_001130105.1 NP_001123577.1 c.1047C>T  p.N349N GCCxTTG - 10087 106 1 0.90% 47 16 25.30% NA. NA.

CC-H056 chr5 102353112 C T PAM EX21 synonymous NM_000919.3 NP_000910.2 c.2406C>T  p.T802T CACxGTG + 5066 79 1 1.20% 53 8 13.10% NA. NA.

CC-H056 chr6 159646576 C T FNDC1 EX8 synonymous NM_032532.2 NP_115921.2 c.894C>T  p.T298T CACxGTG + 84624 111 0 0% 70 17 19.50% NA. NA.

CC-H056 chr8 139618624 C A COL22A1 EX58 synonymous NM_152888.1 NP_690848.1 c.4104G>T  p.P1368P TACxGGA - 169044 53 0 0% 49 11 18.30% NA. NA.

CC-H056 chr9 14674276 G A ZDHHC21 EX4 synonymous NM_178566.4 NP_848661.1 c.63C>T  p.V21V AAAxACA - 340481 138 1 0.70% 65 17 20.70% NA. NA.

CC-H056 chr9 100983346 C T TBC1D2 EX6 synonymous NM_001267571.1 NP_001254500.1 c.1143G>A  p.Q381Q CTCxTGC - 55357 33 1 2.90% 26 6 18.70% NA. NA.

CC-H056 chr9 101767293 C T COL15A1 EX9 synonymous NM_001855.3 NP_001846.3 c.1314C>T  p.L438L CCTxTCC + 1306 109 0 0% 59 23 28% NA. NA.

CC-H056 chr9 134321978 C T PRRC2B EX6 synonymous NM_013318.3 NP_037450.2 c.804C>T  p.F268F GTTxATG + 84726 174 0 0% 131 28 17.60% NA. NA.

CC-H056 chr10 72201265 C T NODAL EX1 synonymous NM_018055.4 NP_060525.3 c.159G>A  p.P53P CCTxGGC - 4838 39 0 0% 28 5 15.10% NA. NA.

CC-H056 chr11 1255761 C T MUC5B EX21 synonymous NM_002458.2 NP_002449.2 c.2481C>T  p.F827F GTTxAGC + 727897 135 1 0.70% 113 21 15.60% NA. NA.

CC-H056 chr11 61498800 C T DAGLA EX9 synonymous NM_006133.2 NP_006124.1 c.861C>T  p.L287L GCTxCGC + 747 108 1 0.90% 97 12 11% NA. NA.

CC-H056 chr11 69588849 G A FGF4 EX2 synonymous NM_002007.2 NP_001998.1 c.387C>T  p.F129F GCCxAAG - 2249 139 1 0.70% 94 21 18.20% NA. NA.

CC-H056 chr11 94189493 G A MRE11A EX14 synonymous NM_005591.3 NP_005582.1 c.1512C>T  p.F504F TCTxAAA - 4361 99 0 0% 58 17 22.60% NA. NA.

CC-H056 chr11 102198799 A C BIRC3 EX4 synonymous NM_001165.4 NP_001156.1 c.970A>C  p.R324R ATAxGAA + 330 110 1 0.90% 57 24 29.60% NA. NA.

CC-H056 chr12 8975871 C T A2ML1 EX2 synonymous NM_144670.4 NP_653271.2 c.156C>T  p.F52F ATTxACG + 144568 163 1 0.60% 101 20 16.50% NA. NA.

CC-H056 chr12 72388261 G A TPH2 EX8 synonymous NM_173353.3 NP_775489.2 c.984G>A  p.A328A TGCxGAT + 121278 134 0 0% 73 15 17% NA. NA.

CC-H056 chr14 73717689 G A PAPLN EX7 synonymous NM_173462.3 NP_775733.3 c.540G>A  p.T180T CACxACC + 89932 76 0 0% 48 13 21.30% NA. NA.

CC-H056 chr16 47723078 G A PHKB EX27 synonymous NM_000293.2 NP_000284.1 c.2757G>A  p.Q919Q ACAxAAT + 5257 110 0 0% 74 16 17.70% NA. NA.

CC-H056 chr17 8077900 C T TMEM107 EX4 synonymous NM_032354.3 NP_115730.2 c.309G>A  p.L103L GGAxAGG - 84314 110 0 0% 90 14 13.40% NA. NA.

CC-H056 chr20 31830300 G A BPIFA1 EX8 synonymous NM_130852.2 NP_570913.1 c.738G>A  p.L246L GCTxATC + 51297 125 1 0.70% 67 25 27.10% NA. NA.

CC-H056 chrX 70339944 C T MED12 EX4 synonymous NM_005120.2 NP_005111.2 c.477C>T  p.L159L GCTxATT + 9968 108 0 0% 79 33 29.40% NA. NA.

CC-H056 chrX 118221107 C T KIAA1210 EX11 synonymous NM_020721.1 NP_065772.1 c.4086G>A  p.E1362E CTTxTCA - 57481 129 0 0% 109 9 7.60% NA. NA.

CC-H058 chr1 16355623 G T CLCNKA EX12 synonymous NM_004070.3 NP_004061.3 c.1056G>T  p.L352L GCTxTCC + 1187 71 0 0% 57 18 24% NA. NA.

CC-H058 chr2 174224147 C T CDCA7 EX3 synonymous NM_031942.4 NP_114148.3 c.312C>T  p.A104A GGCxGGT + 83879 125 1 0.70% 109 51 31.80% NA. NA.

CC-H058 chr7 138601825 C T KIAA1549 EX2 synonymous NM_001164665.1 NP_001158137.1 c.2547G>A  p.S849S AAAxGAG - 57670 89 0 0% 64 35 35.30% NA. NA.

CC-H058 chr9 136198819 C T SURF6 EX5E synonymous NM_006753.4 NP_006744.2 c.972G>A  p.R324R CCGxCGG - 6838 45 0 0% 22 12 35.20% NA. NA.

CC-H058 chr11 83182742 C T DLG2 EX24 synonymous NM_001142699.1 NP_001136171.1 c.2373G>A  p.L791L CCCxAGG - 1740 99 0 0% 75 17 18.40% NA. NA.

CC-H058 chr11 125616235 G C PATE1 EX1 synonymous NM_138294.2 NP_612151.1 c.36G>C  p.L12L CCTxCTC + 160065 64 0 0% 44 24 35.20% NA. NA.

CC-H058 chr15 25616249 G A UBE3A EX3 synonymous NM_130838.1 NP_570853.1 c.1012C>T  p.L338L CTAxATT - 7337 101 0 0% 93 18 16.20% NA. NA.

CC-H058 chr16 1306608 C T TPSD1 EX2 synonymous NM_012217.2 NP_036349.1 c.174C>T  p.R58R CCGxGGC + 23430 270 1 0.30% 209 77 26.90% NA. NA.

CC-H058 chr21 47783745 T C PCNT EX14 synonymous NM_006031.5 NP_006022.3 c.2505T>C  p.H835H GCAxTGC + 5116 62 0 0% 57 14 19.70% NA. NA.

CC-H058 chrX 38128963 G T RPGR EX19E synonymous NM_000328.2 NP_000319.1 c.2364C>A  p.A788A GTCxGCA - 6103 84 0 0% 35 14 28.50% NA. NA.

CC-H058 chrX 70149842 C T SLC7A3 EX2 synonymous NM_032803.5 NP_116192.4 c.6G>A  p.P2P CCAxGGC - 84889 72 0 0% 61 30 32.90% NA. NA.

CC-H059 chr1 23418523 A G LUZP1 EX4 synonymous NM_033631.3 NP_361013.3 c.2232T>C  p.F744F GCTxAAG - 7798 82 1 1.20% 62 4 6% NA. NA.

CC-H059 chr1 160104402 C G ATP1A2 EX14 synonymous NM_000702.3 NP_000693.1 c.1956C>G  p.V652V AGTxAAC + 477 81 0 0% 111 9 7.50% NA. NA.

CC-H059 chr2 238268755 G A COL6A3 EX17 synonymous NM_004369.3 NP_004360.2 c.6258C>T  p.G2086G GCAxCCC - 1293 79 0 0% 51 23 31% NA. NA.

CC-H059 chr5 40955622 T A C7 EX10 synonymous NM_000587.2 NP_000578.2 c.1227T>A  p.S409S ATCxGTG + 730 121 0 0% 83 21 20.10% NA. NA.

CC-H059 chr5 71492479 C T MAP1B EX5 synonymous NM_005909.3 NP_005900.2 c.3297C>T  p.T1099T CACxGCT + 4131 85 0 0% 51 18 26% NA. NA.

CC-H059 chr7 149503948 C T SSPO EX57 synonymous NM_198455.2 NP_940857.2 c.8772C>T  p.P2924P CCCxGGC + 23145 121 0 0% 102 15 12.80% NA. NA.

CC-H059 chr9 24543326 T C IZUMO3 EX6E synonymous XM_003846250.1 XP_003846298.1 c.603A>G  p.A201A TATxGCC - 100129669 68 0 0% 39 19 32.70% NA. NA.

CC-H059 chr9 94495456 G A ROR2 EX6 synonymous NM_004560.3 NP_004551.2 c.885C>T  p.P295P GTCxGGG - 4920 65 0 0% 72 8 10% NA. NA.

CC-H059 chr10 13534689 G A BEND7 EX5 synonymous NM_152751.2 NP_689964.2 c.603C>T  p.L201L CTGxAGA - 222389 93 0 0% 65 6 8.40% NA. NA.

CC-H059 chr10 131760456 G A EBF3 EX4 synonymous NM_001005463.2 NP_001005463.1 c.390C>T  p.L130L TATxAGG - 253738 98 0 0% 59 8 11.90% NA. NA.

CC-H059 chr12 106500214 G A NUAK1 EX2 synonymous NM_014840.2 NP_055655.1 c.330C>T  p.L110L GTTxAGA - 9891 102 0 0% 74 5 6.30% NA. NA.

CC-H059 chr16 67709742 C T GFOD2 EX3E synonymous NM_030819.3 NP_110446.3 c.474G>A  p.L158L GCTxAGC - 81577 60 0 0% 50 8 13.70% NA. NA.

CC-H059 chr16 89759873 C G CDK10 EX8 synonymous NM_052988.4 NP_443714.3 c.606C>G  p.L202L TCTxTGG + 8558 76 0 0% 67 6 8.20% NA. NA.

CC-H059 chr16 89764684 C A SPATA2L EX3E synonymous NM_152339.3 NP_689552.2 c.333G>T  p.L111L CTTxAGC - 124044 111 0 0% 63 6 8.60% NA. NA.

CC-H059 chr16 89774897 C T VPS9D1 EX14 synonymous NM_004913.2 NP_004904.2 c.1740G>A  p.L580L CCTxAGC - 9605 159 0 0% 111 10 8.20% NA. NA.

CC-H059 chr17 1419767 C T INPP5K EX1 synonymous NM_016532.3 NP_057616.2 c.27G>A  p.P9P TTTxGGC - 51763 25 0 0% 12 4 25% NA. NA.

CC-H059 chr17 29162752 G A ATAD5 EX2 synonymous NM_024857.3 NP_079133.3 c.1653G>A  p.K551K AAAxGTT + 79915 87 0 0% 60 14 18.90% NA. NA.

CC-H059 chr20 62164995 G T PTK6 EX4 synonymous NM_005975.3 NP_005966.1 c.579C>A  p.L193L GCAxAGC - 5753 154 0 0% 116 11 8.60% NA. NA.

CC-H060 chr1 9782662 G C PIK3CD EX19 synonymous NM_005026.3 NP_005017.3 c.2424G>C  p.L808L CCTxAGG + 5293 51 0 0% 58 5 7.90% NA. NA.

CC-H060 chr1 11589652 C T PTCHD2 EX14 synonymous NM_020780.1 NP_065831.1 c.2838C>T  p.H946H CCAxGGG + 57540 94 0 0% 77 13 14.40% NA. NA.

CC-H060 chr1 46087932 C T CCDC17 EX7 synonymous NM_001114938.2 NP_001108410.2 c.948G>A  p.Q316Q CCTxTGC - 149483 113 0 0% 112 10 8.10% NA. NA.

CC-H060 chr1 171254645 C T FMO1 EX9E synonymous NM_002021.1 NP_002012.1 c.1561C>T  p.L521L TTTxTGG + 2326 100 0 0% 98 12 10.90% NA. NA.

CC-H060 chr1 232943151 G A KIAA1383 EX1E synonymous NM_019090.2 NP_061963.2 c.2382G>A  p.Q794Q ACAxGAT + 54627 123 0 0% 100 10 9% NA. NA.

CC-H060 chr2 8930026 G A KIDINS220 EX14 synonymous NM_020738.2 NP_065789.1 c.1605C>T  p.L535L TAAxAGA - 57498 191 0 0% 125 8 6% NA. NA.

CC-H060 chr2 33817157 G A FAM98A EX3 synonymous NM_015475.3 NP_056290.3 c.327C>T  p.L109L GAGxAGG - 25940 89 0 0% 84 9 9.60% NA. NA.

CC-H060 chr2 44202272 C T LRPPRC EX7 synonymous NM_133259.3 NP_573566.2 c.822G>A  p.L274L ATTxAAT - 10128 87 0 0% 67 5 6.90% NA. NA.

CC-H060 chr2 70502124 C T PCYOX1 EX4 synonymous NM_016297.3 NP_057381.3 c.528C>T  p.F176F CTTxAGT + 51449 113 0 0% 99 10 9.10% NA. NA.

CC-H060 chr2 97361544 C T FER1L5 EX35 synonymous NM_001113382.1 NP_001106853.1 c.4041C>T  p.F1347F CTTxGGC + 90342 89 0 0% 103 13 11.20% NA. NA.

CC-H060 chr2 212989489 G C ERBB4 EX2 synonymous NM_005235.2 NP_005226.1 c.222C>G  p.L74L GGAxAGG - 2066 104 0 0% 77 22 22.20% NA. NA.

CC-H060 chr3 17131368 C G PLCL2 EX5E synonymous NM_001144382.1 NP_001137854.1 c.3348C>G  p.V1116V AGTxATA + 23228 175 0 0% 140 15 9.60% NA. NA.

CC-H060 chr3 129695774 C T TRH EX3E synonymous NM_007117.3 NP_009048.1 c.444C>T  p.V148V TGTxCCG + 7200 150 0 0% 123 9 6.80% NA. NA.

CC-H060 chr3 172163088 G A GHSR EX2E synonymous NM_198407.2 NP_940799.1 c.964C>T  p.L322L ACAxAAT - 2693 156 0 0% 128 7 5.10% NA. NA.

CC-H060 chr3 172163098 G A GHSR EX2E synonymous NM_198407.2 NP_940799.1 c.954C>T  p.I318I GTTxATG - 2693 156 0 0% 130 8 5.70% NA. NA.

CC-H060 chr3 173997336 C T NLGN1 EX6 synonymous NM_014932.2 NP_055747.1 c.1545C>T  p.I515I AATxCCC + 22871 93 0 0% 96 9 8.50% NA. NA.

CC-H060 chr3 195507498 G A MUC4 EX2 synonymous NM_018406.6 NP_060876.5 c.10953C>T  p.V3651V GGTxACA - 4585 344 0 0% 162 11 6.30% NA. NA.

CC-H060 chr4 755111 G A PCGF3 EX9 synonymous NM_006315.4 NP_006306.2 c.507G>A  p.L169L GCTxAAG + 10336 124 0 0% 60 8 11.70% NA. NA.

CC-H060 chr4 4198992 C T OTOP1 EX5 synonymous NM_177998.1 NP_819056.1 c.1569G>A  p.G523G GCTxCCT - 133060 101 0 0% 75 9 10.70% NA. NA.

CC-H060 chr4 77102248 G C SCARB2 EX3 synonymous NM_005506.3 NP_005497.1 c.282C>G  p.L94L TCTxAGT - 950 128 0 0% 70 6 7.80% NA. NA.

CC-H060 chr4 83801954 G A SEC31A EX3 synonymous NM_014933.3 NP_055748.2 c.201C>T  p.H67H CCTxTGA - 22872 128 0 0% 78 7 8.20% NA. NA.

CC-H060 chr4 154709949 G T SFRP2 EX1 synonymous NM_003013.2 NP_003004.1 c.39C>A  p.L13L GGCxAGG - 6423 32 0 0% 35 5 12.50% NA. NA.

CC-H060 chr5 32239241 G A MTMR12 EX13 synonymous NM_001040446.1 NP_001035536.1 c.1210C>T  p.L404L CCAxAGA - 54545 109 0 0% 96 6 5.80% NA. NA.

CC-H060 chr5 138286941 C T SIL1 EX10 synonymous NM_001037633.1 NP_001032722.1 c.948G>A  p.L316L CCTxAGG - 64374 168 0 0% 132 10 7% NA. NA.

CC-H060 chr5 140532217 C T PCDHB6 EX1E synonymous NM_018939.2 NP_061762.1 c.2379C>T  p.F793F GTTxAGT + 56130 151 1 0.60% 137 22 13.80% NA. NA.

CC-H060 chr6 37614017 G A MDGA1 EX11 synonymous NM_153487.3 NP_705691.1 c.2181C>T  p.F727F CCCxAAG - 266727 76 0 0% 73 10 12% NA. NA.

CC-H060 chr6 80878696 C T BCKDHB EX5 synonymous NM_000056.3 NP_000047.1 c.582C>T  p.L194L TCTxTAT + 594 186 0 0% 120 25 17.20% NA. NA.

CC-H060 chr6 117996995 C T NUS1 EX1 synonymous NM_138459.3 NP_612468.1 c.162C>T  p.F54F CTTxACG + 116150 17 0 0% 9 5 35.70% NA. NA.

CC-H060 chr6 143090935 C G HIVEP2 EX5 synonymous NM_006734.3 NP_006725.3 c.4941G>C  p.V1647V ACTxACA - 3097 113 0 0% 77 12 13.40% NA. NA.

CC-H060 chr7 17379204 C G AHR EX10 synonymous NM_001621.4 NP_001612.1 c.1755C>G  p.V585V TGTxCAA + 196 101 0 0% 67 7 9.40% NA. NA.

CC-H060 chr7 103243856 C T RELN EX24 synonymous NM_005045.3 NP_005036.2 c.3228G>A  p.Q1076Q ATTxTGG - 5649 140 0 0% 126 8 5.90% NA. NA.

CC-H060 chr7 130140633 C G MEST EX9 synonymous NM_177524.2 NP_803490.1 c.624C>G  p.L208L TCTxACC + 4232 104 0 0% 74 7 8.60% NA. NA.

CC-H060 chr7 149418071 G A KRBA1 EX4 synonymous NM_032534.2 NP_115923.2 c.300G>A  p.A100A AGCxAGC + 84626 120 0 0% 91 13 12.50% NA. NA.

CC-H060 chr8 123965904 G A ZHX2 EX3 synonymous NM_014943.3 NP_055758.1 c.2154G>A  p.E718E CGAxAGC + 22882 125 0 0% 113 9 7.30% NA. NA.

CC-H060 chr8 128753048 A G MYC EX3E synonymous NM_002467.4 NP_002458.2 c.1209A>G  p.E403E TGAxAAG + 4609 97 0 0% 63 7 10% NA. NA.

CC-H060 chr8 144942760 C T EPPK1 EX1E synonymous NM_031308.1 NP_112598.2 c.4662G>A  p.V1554V CTTxACA - 83481 42 0 0% 36 5 12.10% NA. NA.

CC-H060 chr8 144990930 C T PLEC EX32E synonymous NM_201380.2 NP_958782.1 c.13470G>A  p.Q4490Q CTTxTGG - 5339 133 0 0% 109 9 7.60% NA. NA.

CC-H060 chr8 145623786 G A CPSF1 EX19 synonymous NM_013291.2 NP_037423.2 c.1800C>T  p.F600F GGCxAAG - 29894 174 0 0% 131 18 12% NA. NA.

CC-H060 chr8 146107884 C T ZNF250 EX6E synonymous NM_021061.4 NP_066405.1 c.699G>A  p.G233G CTTxCCA - 58500 90 0 0% 105 8 7% NA. NA.

CC-H060 chr9 36594762 C G MELK EX5 synonymous NM_014791.3 NP_055606.1 c.399C>G  p.L133L CCTxAAG + 9833 58 0 0% 53 5 8.60% NA. NA.

CC-H060 chr9 130670731 G A ST6GALNAC4 EX6E synonymous NM_175039.3 NP_778204.1 c.849C>T  p.F283F GGAxAAG - 27090 117 0 0% 82 19 18.80% NA. NA.

CC-H060 chr9 135114540 G A NTNG2 EX6 synonymous NM_032536.2 NP_115925.2 c.1104G>A  p.L368L CCTxAAT + 84628 79 0 0% 72 12 14.20% NA. NA.

CC-H060 chr10 50946288 C T OGDHL EX18 synonymous NM_018245.2 NP_060715.2 c.2340G>A  p.A780A CCTxGCT - 55753 57 0 0% 47 8 14.50% NA. NA.

CC-H060 chr10 68687865 G A LRRTM3 EX2 synonymous NM_178011.3 NP_821079.3 c.1191G>A  p.P397P CCCxACG + 347731 66 0 0% 59 9 13.20% NA. NA.

CC-H060 chr10 102306905 C T HIF1AN EX7 synonymous NM_017902.2 NP_060372.2 c.903C>T  p.P301P TCCxACC + 55662 75 0 0% 66 7 9.50% NA. NA.

CC-H060 chr10 120916200 C T SFXN4 EX10 synonymous NM_213649.1 NP_998814.1 c.606G>A  p.V202V GATxACA - 119559 47 0 0% 36 8 18.10% NA. NA.

CC-H060 chr11 20181616 C T DBX1 EX1 synonymous NM_001029865.2 NP_001025036.2 c.255G>A  p.P85P ACCxGGG - 120237 19 0 0% 13 3 18.70% NA. NA.

CC-H060 chr11 64065658 C T KCNK4 EX6 synonymous NM_033310.2 NP_201567.1 c.738C>T  p.F246F CTTxGCC + 50801 134 0 0% 98 7 6.60% NA. NA.

CC-H060 chr11 64126893 C T RPS6KA4 EX2 synonymous NM_003942.2 NP_003933.1 c.99C>T  p.F33F CTTxGAG + 8986 137 0 0% 119 8 6.20% NA. NA.

CC-H060 chr11 65562119 C G OVOL1 EX3 synonymous NM_004561.3 NP_004552.2 c.429C>G  p.V143V CGTxAAG + 5017 67 0 0% 39 4 9.30% NA. NA.

CC-H060 chr11 71715110 G C NUMA1 EX26 synonymous NM_006185.2 NP_006176.2 c.6159C>G  p.L2053L GTTxAGG - 4926 149 0 0% 98 11 10% NA. NA.

CC-H060 chr11 71746957 G C NUMA1 EX3 synonymous NM_006185.2 NP_006176.2 c.33C>G  p.L11L GAGxAGT - 4926 79 0 0% 57 5 8% NA. NA.

CC-H060 chr11 129784887 C T PRDM10 EX18 synonymous NM_020228.2 NP_064613.2 c.2565G>A  p.K855K CTTxTTT - 56980 63 0 0% 55 5 8.30% NA. NA.

CC-H060 chr12 2936430 C T NRIP2 EX6E synonymous NM_031474.2 NP_113662.1 c.789G>A  p.L263L TTTxAGC - 83714 45 0 0% 51 5 8.90% NA. NA.

CC-H060 chr12 30887949 G A CAPRIN2 EX4 synonymous NM_032156.3 NP_115532.3 c.762C>T  p.L254L AATxAGG - 65981 140 0 0% 99 10 9.10% NA. NA.

CC-H060 chr12 41374736 G C CNTN1 EX16 synonymous NM_001843.3 NP_001834.2 c.1830G>C  p.L610L TCTxAGA + 1272 105 0 0% 73 5 6.40% NA. NA.

CC-H060 chr12 57689254 C T R3HDM2 EX8 synonymous NM_014925.3 NP_055740.3 c.738G>A  p.E246E CTTxTCA - 22864 89 0 0% 69 11 13.70% NA. NA.

CC-H060 chr12 66911716 C A GRIP1 EX6 synonymous NM_021150.3 NP_066973.2 c.543G>T  p.V181V TATxACA - 23426 204 0 0% 127 14 9.90% NA. NA.

CC-H060 chr12 113906985 G A LHX5 EX2 synonymous NM_022363.2 NP_071758.1 c.339C>T  p.F113F CACxAAC - 64211 46 0 0% 40 5 11.10% NA. NA.

CC-H060 chr13 29001454 C T FLT1 EX10 synonymous NM_002019.4 NP_002010.2 c.1278G>A  p.V426V TTTxACT - 2321 131 0 0% 89 5 5.30% NA. NA.

CC-H060 chr14 39536473 G A SEC23A EX10 synonymous NM_006364.2 NP_006355.2 c.1131C>T  p.F377F ATTxAAA - 10484 162 0 0% 122 10 7.50% NA. NA.

CC-H060 chr14 62547812 C T SYT16 EX4 synonymous NM_031914.2 NP_114120.2 c.1254C>T  p.V418V GGTxACC + 83851 111 0 0% 78 10 11.30% NA. NA.

CC-H060 chr14 103988696 C T CKB EX2 synonymous NM_001823.4 NP_001814.2 c.135G>A  p.K45K GCTxTTG - 1152 41 0 0% 45 6 11.70% NA. NA.

CC-H060 chr15 41624679 C T OIP5 EX1 synonymous NM_007280.1 NP_009211.1 c.81G>A  p.A27A AATxGCC - 11339 93 0 0% 81 7 7.90% NA. NA.

CC-H060 chr15 79080617 G A ADAMTS7 EX8 synonymous NM_014272.3 NP_055087.2 c.1278C>T  p.L426L GGTxAGG - 11173 148 0 0% 89 10 10.10% NA. NA.

CC-H060 chr15 92459255 C T SLCO3A1 EX2 synonymous NM_013272.3 NP_037404.2 c.213C>T  p.F71F GTTxAAC + 28232 65 1 1.50% 59 9 13.20% NA. NA.

CC-H060 chr16 28883602 C G SH2B1 EX7 synonymous NM_001145797.1 NP_001139269.1 c.1605C>G  p.L535L GCTxAAG + 25970 98 0 0% 64 6 8.50% NA. NA.

CC-H060 chr16 55543183 C A LPCAT2 EX1 synonymous NM_017839.4 NP_060309.2 c.90C>A  p.P30P GCCxCGT + 54947 26 0 0% 22 4 15.30% NA. NA.

CC-H060 chr16 89789183 C G ZNF276 EX2 synonymous NM_001113525.1 NP_001106997.1 c.450C>G  p.L150L TCTxAAG + 92822 80 0 0% 63 11 14.80% NA. NA.

CC-H060 chr17 8113498 C T AURKB EX2 synonymous NM_004217.3 NP_004208.2 c.45G>A  p.Q15Q CGTxTGT - 9212 212 0 0% 137 10 6.80% NA. NA.

CC-H060 chr17 10362589 G A MYH4 EX15 synonymous NM_017533.2 NP_060003.2 c.1566C>T  p.A522A GCAxGCA - 4622 327 0 0% 235 27 10.30% NA. NA.

CC-H060 chr17 16527330 C T ZNF624 EX6E synonymous NM_020787.3 NP_065838.2 c.870G>A  p.L290L GAGxAAT - 57547 107 0 0% 71 6 7.70% NA. NA.



CC-H060 chr17 43173582 C T NMT1 EX5 synonymous NM_021079.3 NP_066565.1 c.525C>T  p.L175L CCTxCTG + 4836 122 0 0% 115 6 4.90% NA. NA.

CC-H060 chr17 76113368 G A TMC6 EX18 synonymous NM_007267.6 NP_009198.4 c.2259C>T  p.L753L CTTxAGC - 11322 97 0 0% 113 8 6.60% NA. NA.

CC-H060 chr17 77923614 G A TBC1D16 EX7 synonymous NM_019020.2 NP_061893.2 c.1308C>T  p.P436P GAAxGGC - 125058 210 0 0% 196 15 7.10% NA. NA.

CC-H060 chr19 1388919 C T NDUFS7 EX4 synonymous NM_024407.4 NP_077718.3 c.210C>T  p.L70L CCTxGTC + 374291 138 1 0.70% 85 8 8.60% NA. NA.

CC-H060 chr19 43258678 G C PSG8 EX5E synonymous NM_182707.2 NP_874366.1 c.1050C>G  p.L350L GTAxAGG - 440533 398 0 0% 348 25 6.70% NA. NA.

CC-H060 chr19 44006262 C A PHLDB3 EX3 synonymous NM_198850.3 NP_942147.3 c.387G>T  p.L129L CCTxAGC - 653583 126 1 0.70% 106 7 6.10% NA. NA.

CC-H060 chr19 50926978 C T SPIB EX5 synonymous NM_003121.4 NP_003112.2 c.456C>T  p.L152L CCTxGTG + 6689 88 1 1.10% 89 9 9.10% NA. NA.

CC-H060 chr19 54445322 C T CACNG7 EX5E synonymous NM_031896.4 NP_114102.2 c.603C>T  p.T201T CACxAAG + 59284 174 0 0% 149 14 8.50% NA. NA.

CC-H060 chr20 5100409 G A PCNA EX2 synonymous NM_002592.2 NP_002583.1 c.36C>T  p.L12L CTTxAGG - 5111 80 0 0% 92 6 6.10% NA. NA.

CC-H060 chr20 21195187 G A PLK1S1 EX8 synonymous NM_018474.4 NP_060944.3 c.1461G>A  p.L487L ATTxAGA + 55857 149 0 0% 121 9 6.90% NA. NA.

CC-H060 chr20 23375815 G A NAPB EX4 synonymous NM_022080.2 NP_071363.1 c.303C>T  p.I101I GTTxATA - 63908 94 0 0% 93 6 6% NA. NA.

CC-H060 chr20 31494716 G A EFCAB8 EX13 synonymous XM_003118799.2 XP_003118847.2 c.1224G>A  p.L408L GCTxATG + 388795 57 0 0% 48 5 9.40% NA. NA.

CC-H060 chr20 58444883 G A SYCP2 EX35 synonymous NM_014258.2 NP_055073.2 c.3711C>T  p.I1237I ATTxATA - 10388 97 0 0% 81 10 10.90% NA. NA.

CC-H060 chr22 29533466 C T KREMEN1 EX6 synonymous NM_032045.4 NP_114434.3 c.768C>T  p.F256F CTTxAGC + 83999 116 0 0% 97 9 8.40% NA. NA.

CC-H060 chr22 30951426 C T GAL3ST1 EX4E synonymous NM_004861.1 NP_004852.1 c.786G>A  p.L262L CTTxAGC - 9514 143 0 0% 112 8 6.60% NA. NA.

CC-H060 chr22 40069029 G A CACNA1I EX28 synonymous NM_021096.3 NP_066919.2 c.4725G>A  p.A1575A TGCxGCC + 8911 109 0 0% 80 7 8% NA. NA.

CC-H060 chrX 18616590 G A CDKL5 EX11 synonymous NM_003159.2 NP_003150.1 c.834G>A  p.L278L ACTxAAG + 6792 226 0 0% 220 12 5.10% NA. NA.

CC-H060 chrX 31196848 C T DMD EX70 synonymous NM_004006.2 NP_003997.1 c.10161G>A  p.A3387A CTTxGCA - 1756 149 0 0% 145 7 4.60% NA. NA.

CC-H060 chrX 49068360 G A CACNA1F EX35 synonymous NM_005183.2 NP_005174.2 c.4131C>T  p.F1377F CCTxAAC - 778 104 0 0% 90 11 10.80% NA. NA.

CC-H060 chrX 57619984 G A ZXDB EX1E synonymous NM_007157.3 NP_009088.1 c.1503G>A  p.L501L TCTxAAA + 158586 129 1 0.70% 174 12 6.40% NA. NA.

CC-H060 chrX 70386946 G A NLGN3 EX6 synonymous NM_018977.3 NP_061850.2 c.939G>A  p.L313L CCTxCTG + 54413 69 0 0% 39 8 17% NA. NA.

CC-H060 chrX 80049185 C T BRWD3 EX5 synonymous NM_153252.4 NP_694984.4 c.267G>A  p.Q89Q ACTxTGA - 254065 177 0 0% 150 20 11.70% NA. NA.

CC-H060 chrX 108868055 G A KCNE1L EX1E synonymous NM_012282.2 NP_036414.1 c.195C>T  p.L65L GATxAGC - 23630 67 0 0% 79 11 12.20% NA. NA.

CC-H060 chrX 150840822 G A PASD1 EX14 synonymous NM_173493.2 NP_775764.2 c.1605G>A  p.Q535Q GCAxAGG + 139135 158 0 0% 138 9 6.10% NA. NA.

CC-H060 chrX 150840840 G A PASD1 EX14 synonymous NM_173493.2 NP_775764.2 c.1623G>A  p.K541K GAAxAAG + 139135 156 0 0% 138 11 7.30% NA. NA.

CC-H061 chr1 21902305 C T ALPL EX10 synonymous NM_000478.4 NP_000469.3 c.1077C>T  p.I359I CATxGGG + 249 81 0 0% 39 23 37% NA. NA.

CC-H061 chr1 43782908 G A TIE1 EX15 synonymous NM_005424.4 NP_005415.1 c.2448G>A  p.L816L CTTxACA + 7075 43 0 0% 23 9 28.10% NA. NA.

CC-H061 chr1 49056601 G A AGBL4 EX10 synonymous NM_032785.3 NP_116174.3 c.1008C>T  p.G336G GAAxCCA - 84871 73 0 0% 23 6 20.60% NA. NA.

CC-H061 chr1 113140630 G A ST7L EX5 synonymous NM_017744.4 NP_060214.2 c.585C>T  p.F195F GGTxAAA - 54879 66 0 0% 42 9 17.60% NA. NA.

CC-H061 chr1 120458568 C T NOTCH2 EX34E synonymous NM_024408.3 NP_077719.2 c.6777G>A  p.V2259V ATTxACC - 4853 33 0 0% 27 10 27% NA. NA.

CC-H061 chr1 203652429 C T ATP2B4 EX2 synonymous NM_001001396.2 NP_001001396.1 c.96C>T  p.L32L GCTxATG + 493 80 0 0% 93 28 23.10% NA. NA.

CC-H061 chr1 215987171 G A USH2A EX49 synonymous NM_206933.2 NP_996816.2 c.9646C>T  p.L3216L TCAxAAC - 7399 127 0 0% 104 16 13.30% NA. NA.

CC-H061 chr2 9004305 G A MBOAT2 EX10 synonymous NM_138799.2 NP_620154.2 c.1047C>T  p.L349L TTTxAGC - 129642 112 0 0% 52 17 24.60% NA. NA.

CC-H061 chr2 109098263 G A GCC2 EX10 synonymous NM_181453.3 NP_852118.1 c.3171G>A  p.S1057S TTCxACT + 9648 136 0 0% 33 51 60.70% NA. NA.

CC-H061 chr2 166894394 G A SCN1A EX15 synonymous NM_006920.4 NP_008851.3 c.2805C>T  p.R935R CACxCGG - 6323 206 1 0.40% 44 90 67.10% NA. NA.

CC-H061 chr3 14756853 C A C3orf20 EX9 synonymous NM_032137.4 NP_115513.4 c.1371C>A  p.G457G GGGxTAT + 84077 103 0 0% 47 11 18.90% NA. NA.

CC-H061 chr3 87310449 C T POU1F1 EX5 synonymous NM_001122757.1 NP_001116229.1 c.717G>A  p.R239R TTTxCTT - 5449 59 1 1.60% 9 29 76.30% NA. NA.

CC-H061 chr4 1730141 C T TACC3 EX4 synonymous NM_006342.2 NP_006333.1 c.1012C>T  p.L338L AAAxTAG + 10460 121 0 0% 91 45 33% NA. NA.

CC-H061 chr4 15733426 C T BST1 EX9E synonymous NM_004334.2 NP_004325.2 c.915C>T  p.I305I TATxATT + 683 82 0 0% 49 26 34.60% NA. NA.

CC-H061 chr4 48096215 C G TXK EX8 synonymous NM_003328.2 NP_003319.2 c.588G>C  p.T196T CTCxGTA - 7294 47 0 0% 36 9 20% NA. NA.

CC-H061 chr5 13811792 C T DNAH5 EX44 synonymous NM_001369.2 NP_001360.1 c.7371G>A  p.Q2457Q GCTxTGT - 1767 51 0 0% 34 17 33.30% NA. NA.

CC-H061 chr7 101944455 C T SH2B2 EX2 synonymous NM_020979.3 NP_066189.3 c.750C>T  p.D250D CGAxGCG + 10603 25 0 0% 17 9 34.60% NA. NA.

CC-H061 chr7 149172075 C T ZNF746 EX7E synonymous NM_001163474.1 NP_001156946.1 c.1338G>A  p.A446A CGCxGCG - 155061 56 0 0% 33 30 47.60% NA. NA.

CC-H061 chr8 55534123 C T RP1 EX2 synonymous NM_006269.1 NP_006260.1 c.597C>T  p.Y199Y GTAxGCT + 6101 50 0 0% 59 9 13.20% NA. NA.

CC-H061 chr8 110980632 C G KCNV1 EX3E synonymous NM_014379.2 NP_055194.1 c.1188G>C  p.G396G GTCxCCA - 27012 60 0 0% 85 18 17.40% NA. NA.

CC-H061 chr8 144378499 C T ZNF696 EX3E synonymous NM_030895.2 NP_112157.2 c.654C>T  p.F218F CTTxGGC + 79943 28 0 0% 23 18 43.90% NA. NA.

CC-H061 chr9 114423965 C G GNG10 EX1 synonymous NM_001017998.3 NP_001017998.1 c.51C>G  p.L17L GCTxAAG + 2790 40 0 0% 25 20 44.40% NA. NA.

CC-H061 chr11 3392275 C G ZNF195 EX3 synonymous NM_001130520.2 NP_001123992.1 c.156G>C  p.L52L GATxAGG - 7748 58 0 0% 37 22 37.20% NA. NA.

CC-H061 chr11 62446191 C G UBXN1 EX2 synonymous NM_015853.3 NP_056937.2 c.84G>C  p.G28G GTTxCCT - 51035 32 0 0% 29 16 35.50% NA. NA.

CC-H061 chr11 62446384 C T UBXN1 EX1 synonymous NM_015853.3 NP_056937.2 c.12G>A  p.L4L CGTxAGC - 51035 33 0 0% 17 9 34.60% NA. NA.

CC-H061 chr11 72145270 G C CLPB EX1 synonymous NM_030813.4 NP_110440.1 c.249C>G  p.L83L CGCxAGG - 81570 153 0 0% 119 59 33.10% NA. NA.

CC-H061 chr12 2910414 C T FKBP4 EX9 synonymous NM_002014.3 NP_002005.1 c.1164C>T  p.A388A AGCxGCC + 2288 68 0 0% 84 5 5.60% NA. NA.

CC-H061 chr12 78400518 G A NAV3 EX8 synonymous NM_014903.4 NP_055718.4 c.1200G>A  p.P400P CCCxCAG + 89795 120 0 0% 50 37 42.50% NA. NA.

CC-H061 chr14 76957944 C T ESRRB EX8 synonymous NM_004452.3 NP_004443.3 c.942C>T  p.L314L CCTxGCG + 2103 51 0 0% 51 8 13.50% NA. NA.

CC-H061 chr15 41962058 G A MGA EX2 synonymous NM_001164273.1 NP_001157745.1 c.966G>A  p.E322E GGAxAAG + 23269 111 0 0% 77 42 35.20% NA. NA.

CC-H061 chr16 3339613 G A ZNF263 EX6E synonymous NM_005741.4 NP_005732.2 c.1107G>A  p.P369P ACCxAAG + 10127 102 0 0% 59 25 29.70% NA. NA.

CC-H061 chr16 83813607 G A CDH13 EX13 synonymous NM_001220488.1 NP_001207417.1 c.1857G>A  p.L619L GCTxATA + 1012 99 0 0% 49 43 46.70% NA. NA.

CC-H061 chr17 46052927 G A CDK5RAP3 EX7 synonymous NM_176096.1 NP_788276.1 c.561G>A  p.P187P GCCxAGT + 80279 74 0 0% 42 34 44.70% NA. NA.

CC-H061 chr19 37677452 G A ZNF585B EX5E synonymous NM_152279.3 NP_689492.3 c.987C>T  p.T329T TTCxGTA - 92285 96 0 0% 106 13 10.90% NA. NA.

CC-H061 chr19 40430320 C T FCGBP EX3 synonymous NM_003890.2 NP_003881.2 c.1623G>A  p.S541S CAGxGAC - 8857 191 0 0% 208 93 30.80% NA. NA.

CC-H061 chr19 49936131 G A SLC17A7 EX8 synonymous NM_020309.3 NP_064705.1 c.954C>T  p.F318F GTAxAAC - 57030 84 0 0% 114 11 8.80% NA. NA.

CC-H061 chr19 55713674 T C PTPRH EX6 synonymous NM_002842.3 NP_002833.3 c.903A>G  p.R301R GTTxCTC - 5794 143 0 0% 102 22 17.70% NA. NA.

CC-H061 chr19 57641393 T A USP29 EX4E synonymous NM_020903.2 NP_065954.1 c.1350T>A  p.P450P ACCxAAT + 57663 83 0 0% 47 52 52.50% NA. NA.

CC-H061 chr22 25294112 G A SGSM1 EX20 synonymous NM_001039948.2 NP_001035037.1 c.2361G>A  p.L787L TCTxAGC + 129049 82 0 0% 45 27 37.50% NA. NA.

CC-H061 chrX 32328364 C T DMD EX42 synonymous NM_004006.2 NP_003997.1 c.5952G>A  p.V1984V CATxACC - 1756 106 0 0% 44 19 30.10% NA. NA.

CC-H061 chrX 152826153 C T ATP2B3 EX17 synonymous NM_001001344.2 NP_001001344.1 c.2859C>T  p.I953I CATxGAC + 492 84 0 0% 57 17 22.90% NA. NA.

CC-P015 chr1 6680069 G A PHF13 EX3 synonymous NM_153812.2 NP_722519.2 c.348G>A  p.L116L GCTxAAG + 148479 68 0 0% 78 21 21.20% NA. NA.

CC-P015 chr1 17563878 G A PADI1 EX12 synonymous NM_013358.2 NP_037490.2 c.1383G>A  p.V461V CGTxGAG + 29943 51 0 0% 19 12 38.70% NA. NA.

CC-P015 chr1 120462115 G C NOTCH2 EX31 synonymous NM_024408.3 NP_077719.2 c.5601C>G  p.A1867A GCTxGCA - 4853 299 0 0% 246 120 32.70% NA. NA.

CC-P015 chr2 179665237 G A TTN EX4 synonymous NM_001267550.1 NP_001254479.1 c.468C>T  p.G156G GTCxCCT - 7273 183 0 0% 201 65 24.40% NA. NA.

CC-P015 chr3 60522612 C T FHIT EX5 synonymous NM_002012.2 NP_002003.1 c.84G>A  p.R28R TTTxCTA - 2272 93 0 0% 42 12 22.20% NA. NA.

CC-P015 chr4 8951797 C T LOC650293 EX1E synonymous NM_001040071.1 NP_001035160.1 c.321C>T  p.L107L CCTxTGT + 650293 143 0 0% 185 92 33.20% NA. NA.

CC-P015 chr4 79176412 A G FRAS1 EX6 synonymous NM_025074.6 NP_079350.5 c.486A>G  p.E162E TGAxGGC + 80144 66 0 0% 45 8 15% NA. NA.

CC-P015 chr5 140255159 C T PCDHA12 EX1 synonymous NM_018903.2 NP_061726.1 c.102C>T  p.S34S CTCxGTC + 56137 210 0 0% 238 58 19.50% NA. NA.

CC-P015 chr5 172661943 C T NKX2-5 EX1 synonymous NM_004387.3 NP_004378.1 c.144G>A  p.L48L GGCxAGC - 1482 53 0 0% 28 10 26.30% NA. NA.

CC-P015 chr6 40996175 G A UNC5CL EX9E synonymous NM_173561.2 NP_775832.2 c.1494C>T  p.S498S TGGxCTG - 222643 45 0 0% 43 8 15.60% NA. NA.

CC-P015 chr7 75441209 G A CCL24 EX3E synonymous NM_002991.2 NP_002982.2 c.265C>T  p.L89L CCAxGTT - 6369 82 0 0% 66 10 13.10% NA. NA.

CC-P015 chr7 150027517 G A C7orf29 EX1E synonymous NM_138434.2 NP_612443.1 c.24G>A  p.A8A TGCxGCA + 113763 153 0 0% 119 19 13.70% NA. NA.

CC-P015 chr8 67066476 G A TRIM55 EX9 synonymous NM_184085.1 NP_908973.1 c.1431G>A  p.S477S TTCxAAT + 84675 320 1 0.30% 198 40 16.80% NA. NA.

CC-P015 chr8 113353818 C T CSMD3 EX42 synonymous NM_198123.1 NP_937756.1 c.6540G>A  p.R2180R AAGxCGG - 114788 124 0 0% 121 32 20.90% NA. NA.

CC-P015 chr9 126146153 C T DENND1A EX21 synonymous NM_020946.1 NP_065997.1 c.1617G>A  p.A539A TTCxGCG - 57706 39 0 0% 24 9 27.20% NA. NA.

CC-P015 chr11 76371797 G C LRRC32 EX3E synonymous NM_005512.2 NP_005503.1 c.840C>G  p.P280P TGTxGGG - 2615 53 0 0% 39 5 11.30% NA. NA.

CC-P015 chr15 90174828 G A KIF7 EX15 synonymous NM_198525.2 NP_940927.2 c.3009C>T  p.I1003I GCGxATC - 374654 71 0 0% 85 12 12.30% NA. NA.

CC-P015 chr16 31429648 C G ITGAD EX22 synonymous NM_005353.2 NP_005344.2 c.2643C>G  p.V881V TGTxTCC + 3681 237 0 0% 249 36 12.60% NA. NA.

CC-P015 chr17 1400074 C T INPP5K EX9 synonymous NM_016532.3 NP_057616.2 c.987G>A  p.P329P CAGxGGA - 51763 88 0 0% 50 27 35% NA. NA.

CC-P015 chr17 61568379 C T ACE EX18 synonymous NM_000789.3 NP_000780.1 c.2706C>T  p.P902P CCCxTCG + 1636 169 1 0.50% 122 25 17% NA. NA.

CC-P015 chr19 12501451 C T ZNF799 EX4E synonymous NM_001080821.2 NP_001074290.1 c.1761G>A  p.P587P ATAxGGG - 90576 117 1 0.80% 37 9 19.50% NA. NA.

CC-P015 chr19 32083639 G A THEG5 EX2E synonymous NM_001205273.1 NP_001192202.1 c.141G>A  p.A47A TGCxAGG + 100507527 162 0 0% 88 38 30.10% NA. NA.

CC-P015 chr19 40902567 C G PRX EX7E synonymous NM_181882.2 NP_870998.2 c.1692G>C  p.V564V TGGxACA - 57716 32 0 0% 31 7 18.40% NA. NA.

CC-P015 chr19 42373177 G A RPS19 EX4 synonymous NM_001022.3 NP_001013.1 c.249G>A  p.Q83Q TCAxAGA + 6223 85 0 0% 67 15 18.20% NA. NA.

CC-P015 chr20 57768705 C T ZNF831 EX1 synonymous NM_178457.1 NP_848552.1 c.2631C>T  p.G877G GGGxGAG + 128611 36 0 0% 27 15 35.70% NA. NA.

CC-P015 chrX 100871542 G A ARMCX6 EX3E synonymous NM_019007.3 NP_061880.2 c.69C>T  p.C23C AACxCAG - 54470 60 0 0% 53 10 15.80% NA. NA.

CC-P018 chr1 111778377 A G CHI3L2 EX6 synonymous NM_004000.2 NP_003991.2 c.597A>G  p.K199K GAAxCTG + 1117 64 0 0% 46 15 24.50% NA. NA.

CC-P018 chr2 152348943 G A NEB EX178 synonymous NM_001271208.1 NP_001258137.1 c.24936C>T  p.P8312P CTCxGGG - 4703 119 0 0% 70 16 18.60% NA. NA.

CC-P018 chr6 90434960 C G MDN1 EX38 synonymous NM_014611.1 NP_055426.1 c.5628G>C  p.G1876G CCTxCCA - 23195 55 0 0% 47 19 28.70% NA. NA.

CC-P018 chr6 90435002 C T MDN1 EX38 synonymous NM_014611.1 NP_055426.1 c.5586G>A  p.T1862T CTTxGTC - 23195 57 1 1.70% 47 19 28.70% NA. NA.

CC-P018 chr7 128450228 T C CCDC136 EX12 synonymous NM_022742.4 NP_073579.4 c.1836T>C  p.C612C GTGxGAG + 64753 88 0 0% 54 11 16.90% NA. NA.

CC-P018 chr10 97605194 T C ENTPD1 EX6 synonymous NM_001164178.1 NP_001157650.1 c.690T>C  p.S230S CTCxACA + 953 98 0 0% 77 10 11.40% NA. NA.

CC-P018 chr11 1492583 G A MOB2 EX4 synonymous NM_001172223.1 NP_001165694.1 c.432C>T  p.F144F GACxAAG - 81532 226 0 0% 122 21 14.60% NA. NA.

CC-P018 chr11 67057587 A C ANKRD13D EX2 synonymous NM_207354.2 NP_997237.2 c.129A>C  p.P43P CCCxCTG + 338692 77 0 0% 152 24 13.60% NA. NA.

CC-P018 chr11 123909628 T G OR10G7 EX1E synonymous NM_001004463.1 NP_001004463.1 c.81A>C  p.G27G GATxCCA - 390265 97 1 1% 44 5 10.20% NA. NA.

CC-P018 chr12 49390595 G A DDN EX2E synonymous NM_015086.1 NP_055901.2 c.2064C>T  p.S688S TTGxCTT - 23109 81 0 0% 35 7 16.60% NA. NA.

CC-P018 chr13 33012831 C T N4BP2L2 EX8 synonymous NM_033111.3 NP_149102.3 c.2193G>A  p.K731K TGTxTTC - 10443 76 0 0% 63 7 10% NA. NA.

CC-P018 chr13 58209098 C G PCDH17 EX1 synonymous NM_001040429.2 NP_001035519.1 c.2418C>G  p.L806L CCTxAGC + 27253 31 0 0% 33 9 21.40% NA. NA.

CC-P018 chr14 59793310 A G DAAM1 EX10 synonymous NM_014992.2 NP_055807.1 c.1257A>G  p.G419G AGGxCAG + 23002 161 0 0% 162 21 11.40% NA. NA.

CC-P018 chr17 27905761 C T GIT1 EX9 synonymous NM_001085454.1 NP_001078923.1 c.825G>A  p.K275K CTTxTTC - 28964 292 0 0% 239 59 19.70% NA. NA.

CC-P018 chr17 38792722 C T SMARCE1 EX6 synonymous NM_003079.4 NP_003070.3 c.294G>A  p.K98K AATxTTG - 6605 21 0 0% 34 5 12.80% NA. NA.

CC-P018 chr19 9063461 A G MUC16 EX3 synonymous NM_024690.2 NP_078966.2 c.23985T>C  p.S7995S GGAxGAG - 94025 83 0 0% 55 10 15.30% NA. NA.

CC-P018 chr19 56416316 C T NLRP13 EX8 synonymous NM_176810.2 NP_789780.2 c.2610G>A  p.E870E TCTxTCT - 126204 192 0 0% 120 30 20% NA. NA.

CC-P018 chr20 50408779 G A SALL4 EX2 synonymous NM_020436.3 NP_065169.1 c.243C>T  p.F81F GAAxAAC - 57167 268 0 0% 144 36 20% NA. NA.

CC-P018 chrX 118222370 G A KIAA1210 EX11 synonymous NM_020721.1 NP_065772.1 c.2823C>T  p.S941S CACxGAA - 57481 116 0 0% 92 28 23.30% NA. NA.

CC-P016 chr1 65113551 C T CACHD1 EX9 synonymous NM_020925.2 NP_065976.2 c.1071C>T  p.Y357Y GTAxGGT + 57685 117 0 0% 95 45 32.10% NA. NA.

CC-P016 chr1 117142957 G A IGSF3 EX8 synonymous NM_001542.2 NP_001533.2 c.1695C>T  p.F565F TGCxAAG - 3321 121 0 0% 88 25 22.10% NA. NA.

CC-P016 chr1 145299839 C T NBPF10 EX6 synonymous NM_001039703.4 NP_001034792.3 c.888C>T  p.R296R GCGxCCC + 100132406 448 2 0.40% 299 17 5.30% NA. NA.

CC-P016 chr1 153309688 G T PGLYRP4 EX8 synonymous NM_020393.2 NP_065126.2 c.912C>A  p.A304A CAGxGCA - 57115 39 0 0% 48 18 27.20% NA. NA.

CC-P016 chr2 62728506 G A TMEM17 EX4E synonymous NM_198276.2 NP_938017.2 c.435C>T  p.I145I GATxATA - 200728 73 0 0% 39 34 46.50% NA. NA.

CC-P016 chr4 164272001 G A NPY5R EX4E synonymous NM_006174.2 NP_006165.1 c.576G>A  p.L192L GCTxAGC + 4889 265 0 0% 188 152 44.70% NA. NA.

CC-P016 chr6 39311555 G A KIF6 EX22 synonymous NM_145027.4 NP_659464.3 c.2358C>T  p.T786T TCCxGTG - 221458 263 0 0% 215 108 33.40% NA. NA.

CC-P016 chr6 88372826 C T ORC3 EX17 synonymous NM_181837.2 NP_862820.1 c.1800C>T  p.L600L CCTxCAT + 23595 161 2 1.20% 129 76 37% NA. NA.

CC-P016 chr6 151674020 C T AKAP12 EX4 synonymous NM_005100.3 NP_005091.2 c.4494C>T  p.S1498S TTCxGAC + 9590 61 0 0% 39 27 40.90% NA. NA.

CC-P016 chr6 167453403 C T FGFR1OP EX13E synonymous NM_007045.2 NP_008976.1 c.1137C>T  p.L379L CCTxACA + 11116 99 0 0% 57 28 32.90% NA. NA.

CC-P016 chr7 111980949 G A ZNF277 EX11 synonymous NM_021994.2 NP_068834.2 c.1032G>A  p.V344V AGTxAAA + 11179 121 0 0% 113 52 31.50% NA. NA.

CC-P016 chr8 141381187 G A TRAPPC9 EX8 synonymous NM_031466.5 NP_113654.4 c.1521C>T  p.R507R CACxCGC - 83696 42 0 0% 52 24 31.50% NA. NA.

CC-P016 chr10 1051790 C T GTPBP4 EX9 synonymous NM_012341.2 NP_036473.2 c.945C>T  p.F315F ATTxCCT + 23560 133 0 0% 134 13 8.80% NA. NA.

CC-P016 chr10 48390674 C T RBP3 EX1 synonymous NM_002900.2 NP_002891.1 c.204G>A  p.Q68Q CGTxTGC - 5949 84 1 1.10% 62 39 38.60% NA. NA.

CC-P016 chr11 59831788 A G MS4A3 EX4 synonymous NM_006138.4 NP_006129.4 c.348A>G  p.T116T AACxTGG + 932 163 1 0.60% 75 46 38% NA. NA.

CC-P016 chr12 130833844 C T PIWIL1 EX8 synonymous NM_004764.4 NP_004755.2 c.795C>T  p.L265L GCTxTGC + 9271 134 0 0% 88 70 44.30% NA. NA.

CC-P016 chr16 30081194 C T ALDOA EX13 synonymous NM_000034.3 NP_000025.1 c.843C>T  p.S281S GTCxATC + 226 96 0 0% 60 25 29.40% NA. NA.

CC-P016 chr17 56056607 C T VEZF1 EX5 synonymous NM_007146.2 NP_009077.2 c.1044G>A  p.Q348Q TTGxTGC - 7716 27 0 0% 41 7 14.50% NA. NA.

CC-P016 chr19 6375419 G A PSPN EX2E synonymous NM_004158.2 NP_004149.1 c.357C>T  p.H119H GCCxTGG - 5623 21 0 0% 15 19 55.80% NA. NA.

CC-P016 chr19 22940944 C T ZNF99 EX4E synonymous NM_001080409.2 NP_001073878.2 c.1767G>A  p.G589G CTCxCCA - 7652 197 2 1% 245 16 6.10% NA. NA.

CC-P016 chr19 24116208 C T ZNF726 EX4E synonymous NM_001244038.1 NP_001230967.1 c.1290C>T  p.C430C ATGxGGC + 730087 39 0 0% 28 5 15.10% NA. NA.

CC-P016 chr22 23438188 C T GNAZ EX2 synonymous NM_002073.2 NP_002064.1 c.306C>T  p.Y102Y CTAxGAC + 2781 97 0 0% 89 43 32.50% NA. NA.

CC-P016 chr22 42032167 C A XRCC6 EX4 synonymous NM_001469.3 NP_001460.1 c.246C>A  p.L82L TCTxTTG + 2547 78 0 0% 60 52 46.40% NA. NA.

CC-P016 chrX 123040884 T C XIAP EX7E synonymous NM_001167.3 NP_001158.2 c.1347T>C  p.L449L GCTxTGC + 331 145 0 0% 101 36 26.20% NA. NA.

CC-P016 chrX 140995422 G C MAGEC1 EX4E synonymous NM_005462.4 NP_005453.2 c.2232G>C  p.V744V TGTxAGT + 9947 138 0 0% 114 60 34.40% NA. NA.

CC-P017 chr1 152538451 T C LCE3E EX2E synonymous NM_178435.2 NP_848522.1 c.234A>G  p.Q78Q GCCxTGC - 353145 70 1 1.40% 49 6 10.90% NA. NA.

CC-P017 chr1 203194886 G A CHIT1 EX3 synonymous NM_003465.2 NP_003456.1 c.168C>T  p.Y56Y GGCxTAG - 1118 220 0 0% 274 19 6.40% NA. NA.

CC-P017 chr2 179436438 G A TTN EX326 synonymous NM_001267550.1 NP_001254479.1 c.74421C>T  p.D24807D TTTxTCA - 7273 48 0 0% 28 8 22.20% NA. NA.

CC-P017 chr3 42265010 A G TRAK1 EX16E synonymous NM_001042646.2 NP_001036111.1 c.2643A>G  p.A881A AGCxCCA + 22906 61 0 0% 45 5 10% NA. NA.

CC-P017 chr4 7062598 C T GRPEL1 EX4E synonymous NM_025196.2 NP_079472.1 c.645G>A  p.K215K TTCxTTC - 80273 40 0 0% 45 6 11.70% NA. NA.

CC-P017 chr10 16945996 G A CUBN EX51 synonymous NM_001081.3 NP_001072.2 c.8031C>T  p.H2677H AATxTGT - 8029 50 0 0% 45 5 10% NA. NA.

CC-P017 chr11 78154766 T C NARS2 EX12 synonymous NM_024678.5 NP_078954.4 c.1203A>G  p.E401E GAGxTCC - 79731 76 0 0% 68 9 11.60% NA. NA.

CC-P017 chr12 110570354 T C IFT81 EX5 synonymous NM_014055.3 NP_054774.2 c.432T>C  p.Y144Y GTAxGAA + 28981 33 0 0% 35 5 12.50% NA. NA.

CC-P017 chr14 94254002 G A PRIMA1 EX2 synonymous NM_178013.3 NP_821092.1 c.63C>T  p.C21C CGCxCAG - 145270 100 0 0% 100 12 10.70% NA. NA.

CC-P017 chr17 9792974 C G GLP2R EX13E synonymous NM_004246.1 NP_004237.1 c.1614C>G  p.V538V TGTxACC + 9340 64 1 1.50% 42 5 10.60% NA. NA.

CC-P017 chr17 78166337 A G CARD14 EX9 synonymous NM_024110.4 NP_077015.2 c.1275A>G  p.P425P TCCxCGG + 79092 50 0 0% 38 5 11.60% NA. NA.

CC-P017 chrX 153695586 G A PLXNA3 EX19 synonymous NM_017514.3 NP_059984.2 c.3213G>A  p.V1071V AGTxATC + 55558 161 0 0% 130 17 11.50% NA. NA.

CC-X011 chr1 33134374 C T RBBP4 EX5 synonymous NM_005610.2 NP_005601.1 c.519C>T  p.L173L TCTxCGT + 5928 29 0 0% 17 11 39.20% NA. NA.

CC-X011 chr1 152083530 C T TCHH EX2E synonymous NM_007113.2 NP_009044.2 c.2163G>A  p.S721S CCTxGAG - 7062 41 0 0% 20 11 35.40% NA. NA.

CC-X011 chr1 186277188 G A PRG4 EX7 synonymous NM_005807.3 NP_005798.2 c.2337G>A  p.K779K TAAxGGG + 10216 22 1 4.30% 13 5 27.70% NA. NA.

CC-X011 chr2 87013076 T C CD8A EX6E synonymous NM_001768.6 NP_001759.3 c.675A>G  p.G225G GTCxCCC - 925 25 0 0% 22 10 31.20% NA. NA.

CC-X011 chr2 109382170 A G RANBP2 EX20 synonymous NM_006267.4 NP_006258.3 c.5175A>G  p.E1725E GGAxGGA + 5903 34 0 0% 23 7 23.30% NA. NA.

CC-X011 chr2 179560860 G A TTN EX114 synonymous NM_001267550.1 NP_001254479.1 c.30939C>T  p.F10313F AATxAAG - 7273 32 0 0% 23 10 30.30% NA. NA.

CC-X011 chr3 50340187 G A HYAL1 EX4 synonymous NM_153281.1 NP_695013.1 c.201C>T  p.R67R GCCxCGG - 3373 26 0 0% 13 14 51.80% NA. NA.

CC-X011 chr3 126070713 G A KLF15 EX2 synonymous NM_014079.3 NP_054798.1 c.1053C>T  p.F351F GGCxAAG - 28999 34 0 0% 41 10 19.60% NA. NA.

CC-X011 chr4 125593169 A G ANKRD50 EX4 synonymous NM_020337.2 NP_065070.1 c.1263T>C  p.C421C AGTxCAG - 57182 35 0 0% 33 18 35.20% NA. NA.

CC-X011 chr5 52385811 C T ITGA2 EX29 synonymous NM_002203.3 NP_002194.2 c.3384C>T  p.A1128A AGCxGAA + 3673 38 0 0% 32 8 20% NA. NA.

CC-X011 chr5 130828353 C T RAPGEF6 EX14 synonymous NM_001164386.1 NP_001157858.1 c.1653G>A  p.E551E CTTxTCA - 51735 47 0 0% 36 19 34.50% NA. NA.

CC-X011 chr5 141052139 G C ARAP3 EX9 synonymous NM_022481.5 NP_071926.4 c.1365C>G  p.L455L TGTxAGC - 64411 34 0 0% 17 9 34.60% NA. NA.

CC-X011 chr6 34101145 G A GRM4 EX2 synonymous NM_000841.2 NP_000832.1 c.129C>T  p.I43I GCGxATG - 2914 25 0 0% 16 10 38.40% NA. NA.

CC-X011 chr7 150034229 G A LRRC61 EX3E synonymous NM_001142928.1 NP_001136400.1 c.279G>A  p.L93L ACTxGCC + 65999 25 0 0% 12 5 29.40% NA. NA.

CC-X011 chr7 151932923 G A MLL3 EX16 synonymous NM_170606.2 NP_733751.2 c.2748C>T  p.I916I TCCxATT - 58508 38 1 2.50% 30 4 11.70% NA. NA.

CC-X011 chr8 42173791 G A IKBKB EX10 synonymous NM_001556.2 NP_001547.1 c.864G>A  p.R288R GAGxGGC + 3551 25 0 0% 33 12 26.60% NA. NA.

CC-X011 chr9 90745003 C T SPATA31C2 EX4E synonymous NM_001166137.1 NP_001159609.1 c.2949G>A  p.R983R TTTxCTG - 645961 36 1 2.70% 29 3 9.30% NA. NA.

CC-X011 chr9 125424381 C T OR1L1 EX1E synonymous NM_001005236.3 NP_001005236.3 c.387C>T  p.P129P TCCxTTC + 26737 40 0 0% 35 13 27% NA. NA.

CC-X011 chr10 91469158 C T KIF20B EX4 synonymous NM_016195.2 NP_057279.2 c.291C>T  p.I97I CATxCTT + 9585 42 0 0% 24 12 33.30% NA. NA.

CC-X011 chr11 55541258 C T OR5D13 EX1E synonymous NM_001001967.1 NP_001001967.1 c.345C>T  p.F115F TTTxATG + 390142 38 0 0% 17 17 50% NA. NA.

CC-X011 chr11 68773202 C T MRGPRF EX3E synonymous NM_001098515.1 NP_001091985.1 c.576G>A  p.A192A GGCxGCG - 116535 19 0 0% 3 14 82.30% NA. NA.

CC-X011 chr11 95826049 C T MAML2 EX2 synonymous NM_032427.1 NP_115803.1 c.1146G>A  p.L382L CCTxAGC - 84441 30 0 0% 17 12 41.30% NA. NA.

CC-X011 chr12 85449684 G C LRRIQ1 EX8 synonymous NM_001079910.1 NP_001073379.1 c.1113G>C  p.V371V TGTxAAA + 84125 38 0 0% 25 12 32.40% NA. NA.

CC-X011 chr13 46425654 G A SIAH3 EX1 synonymous NM_198849.2 NP_942146.2 c.111C>T  p.V37V GACxACA - 283514 32 0 0% 21 11 34.30% NA. NA.

CC-X011 chr14 42360570 A G LRFN5 EX4 synonymous NM_152447.3 NP_689660.2 c.1503A>G  p.R501R AAGxGTC + 145581 29 1 3.30% 16 5 23.80% NA. NA.

CC-X011 chr14 101200807 C T DLK1 EX5E synonymous NM_003836.5 NP_003827.3 c.726C>T  p.L242L TCTxACC + 8788 19 0 0% 18 7 28% NA. NA.

CC-X011 chr15 28517529 T C HERC2 EX9 synonymous NM_004667.5 NP_004658.3 c.915A>G  p.Q305Q CATxTGG - 8924 37 0 0% 25 4 13.70% NA. NA.

CC-X011 chr15 52161437 C T TMOD3 EX3 synonymous NM_014547.4 NP_055362.1 c.150C>T  p.F50F GTTxCGG + 29766 20 0 0% 18 7 28% NA. NA.

CC-X011 chr15 74637452 G A CYP11A1 EX3 synonymous NM_000781.2 NP_000772.2 c.558C>T  p.I186I CTTxATG - 1583 27 0 0% 19 15 44.10% NA. NA.

CC-X011 chr16 30392689 G A 1-Sep EX6 synonymous NM_052838.4 NP_443070.2 c.426C>T  p.C142C GAGxCAG - 1731 34 0 0% 15 13 46.40% NA. NA.

CC-X011 chr16 72137537 G A DHX38 EX13 synonymous NM_014003.3 NP_054722.2 c.1674G>A  p.G558G GGGxAGT + 9785 28 0 0% 14 14 50% NA. NA.



CC-X011 chr16 88705410 C T IL17C EX2 synonymous NM_013278.3 NP_037410.1 c.28C>T  p.L10L TTTxTGA + 27189 30 0 0% 11 9 45% NA. NA.

CC-X011 chr16 88782061 G C PIEZO1 EX51E synonymous NM_001142864.2 NP_001136336.2 c.7518C>G  p.L2506L GTAxAGG - 9780 21 0 0% 6 5 45.40% NA. NA.

CC-X011 chr17 34305220 C T CCL16 EX2 synonymous NM_004590.2 NP_004581.1 c.156G>A  p.V52V TCCxACC - 6360 46 0 0% 13 16 55.10% NA. NA.

CC-X011 chr17 46805854 G A HOXB13 EX1 synonymous NM_006361.5 NP_006352.2 c.102C>T  p.T34T GCTxGTC - 10481 17 0 0% 6 7 53.80% NA. NA.

CC-X011 chr17 72344011 C T KIF19 EX9 synonymous NM_153209.3 NP_694941.2 c.1020C>T  p.A340A CGCxGGC + 124602 29 0 0% 14 8 36.30% NA. NA.

CC-X011 chr18 22029794 G T IMPACT EX10 synonymous NM_018439.3 NP_060909.1 c.771G>T  p.V257V TGTxAAG + 55364 33 0 0% 18 15 45.40% NA. NA.

CC-X011 chr18 24126788 C A KCTD1 EX1 synonymous NM_001142730.2 NP_001136202.1 c.1713G>T  p.V571V TTTxACG - 284252 37 0 0% 22 11 33.30% NA. NA.

CC-X011 chr19 1507635 G A ADAMTSL5 EX8 synonymous NM_213604.2 NP_998769.2 c.609C>T  p.F203F AGCxAAG - 339366 24 0 0% 2 16 88.80% NA. NA.

CC-X011 chr19 11473233 C T LPPR2 EX7 synonymous NM_001170635.1 NP_001164106.1 c.633C>T  p.V211V GGTxAAA + 64748 33 0 0% 23 18 43.90% NA. NA.

CC-X011 chr19 12783679 G A WDR83 EX8 synonymous NM_001099737.2 NP_001093207.1 c.525G>A  p.V175V CGTxAGA + 84292 21 0 0% 15 8 34.70% NA. NA.

CC-X011 chr19 12841805 G A C19orf43 EX3E synonymous NM_024038.2 NP_076943.1 c.501C>T  p.D167D ATCxTCA - 79002 25 0 0% 12 14 53.80% NA. NA.

CC-X011 chr19 58005335 T A ZNF419 EX5E synonymous NM_001098491.1 NP_001091961.1 c.1413T>A  p.L471L CCTxGTT + 79744 37 0 0% 27 4 12.90% NA. NA.

CC-X011 chr20 2464473 C T ZNF343 EX6E synonymous NM_024325.4 NP_077301.4 c.1134G>A  p.E378E TTTxTCA - 79175 39 0 0% 19 15 44.10% NA. NA.

CC-X011 chr20 62120452 G A EEF1A2 EX7 synonymous NM_001958.3 NP_001949.1 c.1083C>T  p.I361I GTCxATG - 1917 17 0 0% 14 8 36.30% NA. NA.

CC-X011 chr22 38870562 C T KDELR3 EX2 synonymous NM_016657.1 NP_057839.1 c.126C>T  p.L42L TCTxGTC + 11015 35 0 0% 11 10 47.60% NA. NA.

CC-X011 chrX 106957971 C T TSC22D3 EX3E synonymous NM_198057.2 NP_932174.1 c.381G>A  p.V127V CTTxACC - 1831 31 0 0% 17 9 34.60% NA. NA.

CC-X011 chrX 123657214 C T TENM1 EX17 synonymous NM_014253.3 NP_055068.2 c.3033G>A  p.Q1011Q CACxTGC - 10178 41 0 0% 26 7 21.20% NA. NA.

CC-X012 chr1 33959103 C T ZSCAN20 EX7 synonymous NM_145238.3 NP_660281.2 c.1761C>T  p.L587L TCTxCCT + 7579 25 0 0% 22 5 18.50% NA. NA.

CC-X012 chr1 82456592 T A LPHN2 EX20E synonymous NM_012302.2 NP_036434.1 c.3975T>A  p.S1325S CTCxCCC + 23266 37 0 0% 29 13 30.90% NA. NA.

CC-X012 chr1 150941423 G C CERS2 EX2 synonymous NM_181746.3 NP_859530.1 c.144C>G  p.L48L GAAxAGC - 29956 34 0 0% 19 9 32.10% NA. NA.

CC-X012 chr1 157737166 G A FCRL2 EX6 synonymous NM_030764.3 NP_110391.2 c.1017C>T  p.V339V GGTxACA - 79368 43 0 0% 10 8 44.40% NA. NA.

CC-X012 chr1 185067441 C T RNF2 EX5 synonymous NM_007212.3 NP_009143.1 c.702C>T  p.P234P TCCxACA + 6045 58 0 0% 26 10 27.70% NA. NA.

CC-X012 chr1 185931741 A G HMCN1 EX12 synonymous NM_031935.2 NP_114141.2 c.1920A>G  p.K640K CAAxCCA + 83872 30 0 0% 26 11 29.70% NA. NA.

CC-X012 chr2 27457397 G A CAD EX23 synonymous NM_004341.3 NP_004332.2 c.3630G>A  p.L1210L GCTxAAA + 790 32 0 0% 31 5 13.80% NA. NA.

CC-X012 chr2 130832873 G A POTEF EX17E synonymous NM_001099771.2 NP_001093241.1 c.2172C>T  p.D724D ATCxTCG - 728378 28 1 3.40% 33 6 15.30% NA. NA.

CC-X012 chr2 162273338 C T TBR1 EX1 synonymous NM_006593.2 NP_006584.1 c.417C>T  p.I139I CATxGGC + 10716 39 0 0% 17 9 34.60% NA. NA.

CC-X012 chr2 216241261 C T FN1 EX36 synonymous NM_212482.1 NP_997647.1 c.5847G>A  p.Q1949Q TCTxTGG - 2335 41 0 0% 23 12 34.20% NA. NA.

CC-X012 chr2 242695395 G A D2HGDH EX9 synonymous NM_152783.3 NP_689996.4 c.1272G>A  p.P424P CCCxCAC + 728294 22 0 0% 20 7 25.90% NA. NA.

CC-X012 chr3 20181814 C T KAT2B EX13 synonymous NM_003884.4 NP_003875.3 c.1962C>T  p.I654I GATxCCG + 8850 42 0 0% 29 9 23.60% NA. NA.

CC-X012 chr3 127831851 G A RUVBL1 EX3 synonymous NM_003707.2 NP_003698.1 c.241C>T  p.L81L CCAxAGC - 8607 30 0 0% 45 10 18.10% NA. NA.

CC-X012 chr3 154886309 C T MME EX19 synonymous NM_007289.2 NP_009220.2 c.1809C>T  p.L603L CCTxGTT + 4311 32 0 0% 36 11 23.40% NA. NA.

CC-X012 chr3 158371230 G A GFM1 EX7 synonymous NM_024996.5 NP_079272.4 c.972G>A  p.Q324Q CCAxAAC + 85476 27 0 0% 30 12 28.50% NA. NA.

CC-X012 chr5 1244810 G A SLC6A18 EX11 synonymous NM_182632.2 NP_872438.2 c.1584G>A  p.L528L GCTxACC + 348932 26 0 0% 12 9 42.80% NA. NA.

CC-X012 chr5 131926939 G A RAD50 EX10 synonymous NM_005732.3 NP_005723.2 c.1476G>A  p.E492E TGAxAAA + 10111 32 0 0% 25 9 26.40% NA. NA.

CC-X012 chr5 134678985 C T H2AFY EX8 synonymous NM_138610.2 NP_613258.2 c.918G>A  p.L306L TTTxAGC - 9555 26 0 0% 26 5 16.10% NA. NA.

CC-X012 chr5 134678985 C T LOC100996485 EX6E synonymous XM_003846373.1 XP_003846421.1 c.267C>T  p.F89F TTTxAGC + 100996485 26 0 0% 26 5 16.10% NA. NA.

CC-X012 chr5 171534798 G A STK10 EX5 synonymous NM_005990.3 NP_005981.3 c.579C>T  p.I193I GCCxATG - 6793 37 0 0% 23 6 20.60% NA. NA.

CC-X012 chr6 51768437 T A PKHD1 EX43 synonymous NM_138694.3 NP_619639.3 c.6954A>T  p.T2318T TGGxGTC - 5314 31 0 0% 10 15 60% NA. NA.

CC-X012 chr6 126176352 C T NCOA7 EX5 synonymous NM_001199620.1 NP_001186549.1 c.237C>T  p.I79I GATxAGG + 135112 33 0 0% 18 12 40% NA. NA.

CC-X012 chr6 152712598 C T SYNE1 EX52 synonymous NM_182961.3 NP_892006.3 c.7818G>A  p.Q2606Q GTTxTGG - 23345 23 0 0% 6 4 40% NA. NA.

CC-X012 chr8 85833137 G A RALYL EX9E synonymous NM_001100391.1 NP_001093861.1 c.906G>A  p.Q302Q ACAxATA + 138046 22 0 0% 18 9 33.30% NA. NA.

CC-X012 chr9 107589301 G A ABCA1 EX16 synonymous NM_005502.3 NP_005493.2 c.2265C>T  p.F755F CGTxAAG - 19 47 0 0% 27 7 20.50% NA. NA.

CC-X012 chr10 53459247 C T CSTF2T EX1E synonymous NM_015235.2 NP_056050.1 c.63G>A  p.G21G GTTxCCC - 23283 22 0 0% 31 9 22.50% NA. NA.

CC-X012 chr10 101639727 C T DNMBP EX16 synonymous NM_015221.2 NP_056036.1 c.4389G>A  p.P1463P CCTxGGC - 23268 35 0 0% 31 15 32.60% NA. NA.

CC-X012 chr10 102738937 C T SEMA4G EX8 synonymous NM_017893.3 NP_060363.2 c.892C>T  p.L298L CCAxTGT + 57715 17 0 0% 17 4 19% NA. NA.

CC-X012 chr10 114710662 C G TCF7L2 EX1 synonymous NM_030756.4 NP_110383.2 c.147C>G  p.V49V AGTxAAT + 6934 13 0 0% 15 5 25% NA. NA.

CC-X012 chr11 6500400 G A ARFIP2 EX4 synonymous NM_001242854.1 NP_001229783.1 c.384C>T  p.I128I GACxATG - 23647 35 0 0% 21 9 30% NA. NA.

CC-X012 chr11 118881477 C T CCDC84 EX4 synonymous NM_198489.1 NP_940891.1 c.387C>T  p.F129F ATTxAAG + 338657 35 1 2.70% 24 7 22.50% NA. NA.

CC-X012 chr12 57432411 G A MYO1A EX17 synonymous NM_005379.3 NP_005370.1 c.1545C>T  p.N515N CACxTTG - 4640 31 0 0% 27 6 18.10% NA. NA.

CC-X012 chr12 106633921 G A CKAP4 EX2E synonymous NM_006825.3 NP_006816.2 c.690C>T  p.F230F CGTxAAG - 10970 31 0 0% 16 8 33.30% NA. NA.

CC-X012 chr12 111772474 C A CUX2 EX19 synonymous NM_015267.3 NP_056082.2 c.3156C>A  p.I1052I CATxACC + 23316 36 0 0% 24 10 29.40% NA. NA.

CC-X012 chr12 112602062 C T HECTD4 EX73 synonymous NM_001109662.3 NP_001103132.3 c.12150G>A  p.E4050E CAGxTCG - 283450 24 0 0% 22 8 26.60% NA. NA.

CC-X012 chr15 63932432 C G HERC1 EX61 synonymous NM_003922.3 NP_003913.3 c.11820G>C  p.L3940L GGTxAGG - 8925 34 0 0% 20 11 35.40% NA. NA.

CC-X012 chr15 77750825 C T HMG20A EX3 synonymous NM_018200.2 NP_060670.1 c.76C>T  p.L26L GATxTGG + 10363 33 1 2.90% 18 5 21.70% NA. NA.

CC-X012 chr16 3199698 C T CASP16 EX10E synonymous XM_003403459.1 XP_003403507.1 c.441C>T  p.V147V GGTxAAC + 197350 16 0 0% 13 3 18.70% NA. NA.

CC-X012 chr16 3651132 C T SLX4 EX5 synonymous NM_032444.2 NP_115820.2 c.1011G>A  p.P337P AATxGGG - 84464 24 0 0% 35 9 20.40% NA. NA.

CC-X012 chr16 4924490 C T UBN1 EX14 synonymous NM_016936.3 NP_058632.2 c.2079C>T  p.F693F ATTxACA + 29855 34 0 0% 37 8 17.70% NA. NA.

CC-X012 chr16 16177327 G A ABCC1 EX17 synonymous NM_004996.3 NP_004987.2 c.2220G>A  p.V740V CGTxATA + 4363 30 0 0% 21 4 16% NA. NA.

CC-X012 chr16 20360317 G C UMOD EX3 synonymous NM_003361.2 NP_003352.2 c.306C>G  p.P102P ACCxGGC - 7369 21 0 0% 38 8 17.30% NA. NA.

CC-X012 chr16 20673121 G A ACSM1 EX6 synonymous NM_052956.2 NP_443188.2 c.987C>T  p.F329F GGTxAAA - 116285 28 0 0% 26 8 23.50% NA. NA.

CC-X012 chr16 67911724 C T EDC4 EX7 synonymous NM_014329.4 NP_055144.3 c.870C>T  p.F290F CTTxATT + 23644 40 0 0% 16 6 27.20% NA. NA.

CC-X012 chr17 56321356 G A LPO EX3 synonymous NM_006151.2 NP_006142.1 c.78G>A  p.A26A AGCxCAG + 4025 33 0 0% 24 5 17.20% NA. NA.

CC-X012 chr17 61611627 C T KCNH6 EX5 synonymous NM_030779.2 NP_110406.1 c.1056C>T  p.A352A GGCxGCC + 81033 35 0 0% 33 5 13.10% NA. NA.

CC-X012 chr19 4231273 G A EBI3 EX2 synonymous NM_005755.2 NP_005746.2 c.153G>A  p.P51P GCCxCCT + 10148 28 0 0% 25 7 21.80% NA. NA.

CC-X012 chr19 11917515 G A ZNF491 EX3E synonymous NM_152356.3 NP_689569.2 c.747G>A  p.G249G TGGxAAA + 126069 33 0 0% 27 9 25% NA. NA.

CC-X012 chr19 16601365 C T CALR3 EX3 synonymous NM_145046.4 NP_659483.2 c.210G>A  p.Q70Q ATTxTGA - 125972 33 1 2.90% 22 8 26.60% NA. NA.

CC-X012 chr19 38796013 G A YIF1B EX8E synonymous NM_001039672.2 NP_001034761.1 c.924C>T  p.L308L GGTxAGC - 90522 19 0 0% 14 8 36.30% NA. NA.

CC-X012 chr19 39971394 C G TIMM50 EX1 synonymous NM_001001563.1 NP_001001563.1 c.210C>G  p.S70S TTCxGTC + 92609 25 0 0% 15 9 37.50% NA. NA.

CC-X012 chr20 47588886 G A ARFGEF2 EX11 synonymous NM_006420.2 NP_006411.2 c.1449G>A  p.L483L CCTxAAC + 10564 41 0 0% 25 6 19.30% NA. NA.

CC-X012 chr22 26423338 C T MYO18B EX43 synonymous NM_032608.5 NP_115997.5 c.7398C>T  p.D2466D AGAxGGT + 84700 34 0 0% 20 10 33.30% NA. NA.

CC-X012 chrX 31090008 G A FTHL17 EX1E synonymous NM_031894.2 NP_114100.1 c.63C>T  p.I21I GTTxATG - 53940 24 0 0% 30 7 18.90% NA. NA.

CC-X012 chrX 69644936 C T GDPD2 EX2 synonymous NM_017711.3 NP_060181.2 c.102C>T  p.S34S CAGxAAG + 54857 35 0 0% 27 9 25% NA. NA.

CC-X012 chrX 71351999 G A NHSL2 EX2 synonymous NM_001013627.2 NP_001013649.2 c.351G>A  p.V117V AGTxAAC + 340527 20 0 0% 18 9 33.30% NA. NA.

CC-X012 chrX 100500413 G A DRP2 EX11 synonymous NM_001939.2 NP_001930.2 c.1152G>A  p.K384K CAAxATG + 1821 37 0 0% 23 6 20.60% NA. NA.

CC-X012 chrX 111195301 G A TRPC5 EX2 synonymous NM_012471.2 NP_036603.1 c.348C>T  p.L116L GCTxAGC - 7224 23 0 0% 24 7 22.50% NA. NA.

CC-X012 chrX 140993322 C T MAGEC1 EX4E synonymous NM_005462.4 NP_005453.2 c.132C>T  p.S44S GAGxGAC + 9947 25 0 0% 15 8 34.70% NA. NA.

CC-X013 chr1 149676264 T C LOC644634 EX1E synonymous XM_001133559.5 XP_001133559.1 c.195T>C  p.S65S AAGxAGA + 644634 67 1 1.40% 60 5 7.60% NA. NA.

CC-X013 chr1 160105007 C G ATP1A2 EX15 synonymous NM_000702.3 NP_000693.1 c.2037C>G  p.L679L CCTxAAG + 477 36 0 0% 24 4 14.20% NA. NA.

CC-X013 chr2 158140869 C T GALNT5 EX2 synonymous NM_014568.1 NP_055383.1 c.1530C>T  p.S510S GTCxACT + 11227 33 0 0% 27 3 10% NA. NA.

CC-X013 chr3 3081723 G A CNTN4 EX20 synonymous NM_175607.2 NP_783200.1 c.2166G>A  p.T722T GACxGTC + 152330 27 0 0% 25 9 26.40% NA. NA.

CC-X013 chr3 48696333 C T CELSR3 EX1 synonymous NM_001407.2 NP_001398.2 c.3735G>A  p.L1245L CACxAAC - 1951 26 0 0% 24 4 14.20% NA. NA.

CC-X013 chr3 75787637 C T ZNF717 EX5E synonymous NM_001128223.1 NP_001121695.1 c.1137G>A  p.K379K TGAxTTA - 100131827 34 1 2.80% 35 5 12.50% NA. NA.

CC-X013 chr3 108723727 C T MORC1 EX20 synonymous NM_014429.3 NP_055244.3 c.2022G>A  p.Q674Q AATxTGA - 27136 43 0 0% 17 7 29.10% NA. NA.

CC-X013 chr5 79032826 G A CMYA5 EX2 synonymous NM_153610.3 NP_705838.3 c.8238G>A  p.V2746V AGTxTTA + 202333 35 1 2.70% 28 3 9.60% NA. NA.

CC-X013 chr5 128301884 C T SLC27A6 EX1 synonymous NM_001017372.1 NP_001017372.1 c.54C>T  p.F18F CTTxTTG + 28965 33 0 0% 35 4 10.20% NA. NA.

CC-X013 chr5 128864347 G A ADAMTS19 EX6 synonymous NM_133638.3 NP_598377.3 c.1287G>A  p.V429V AGTxGAT + 171019 42 0 0% 32 4 11.10% NA. NA.

CC-X013 chr8 26721869 G A ADRA1A EX1 synonymous NM_033303.3 NP_150646.3 c.618C>T  p.R206R GACxCGG - 148 34 0 0% 29 3 9.30% NA. NA.

CC-X013 chr9 128420071 C T MAPKAP1 EX4 synonymous NM_001006617.1 NP_001006618.1 c.357G>A  p.E119E TAAxTCC - 79109 22 0 0% 32 4 11.10% NA. NA.

CC-X013 chr10 88277773 T G WAPAL EX2 synonymous NM_015045.2 NP_055860.1 c.54A>C  p.S18S TTTxGAA - 23063 23 0 0% 18 4 18.10% NA. NA.

CC-X013 chr11 62296231 G A AHNAK EX5E synonymous NM_001620.1 NP_001611.1 c.5658C>T  p.G1886G GGGxCCT - 79026 13 0 0% 17 3 15% NA. NA.

CC-X013 chr16 71021890 C T HYDIN EX27 synonymous NM_001270974.1 NP_001257903.1 c.4131G>A  p.L1377L CTTxAGT - 54768 83 0 0% 74 5 6.30% NA. NA.

CC-X013 chr17 67023187 C T ABCA9 EX15 synonymous NM_080283.3 NP_525022.2 c.1980G>A  p.L660L TTTxAGG - 10350 51 0 0% 31 8 20.50% NA. NA.

CC-X013 chr19 2338834 C T SPPL2B EX4 synonymous NM_152988.2 NP_694533.1 c.453C>T  p.I151I CATxTTC + 56928 20 0 0% 20 3 13% NA. NA.

CC-X013 chr19 4267710 G T CCDC94 EX7 synonymous NM_018074.4 NP_060544.2 c.798G>T  p.V266V GGTxAAG + 55702 21 0 0% 20 4 16.60% NA. NA.

CC-X013 chr19 38974013 G A RYR1 EX33 synonymous NM_000540.2 NP_000531.2 c.4791G>A  p.Q1597Q GCAxATG + 6261 33 0 0% 25 5 16.60% NA. NA.

CC-X013 chr20 5282692 C T PROKR2 EX2E synonymous NM_144773.2 NP_658986.1 c.1149G>A  p.L383L CTTxAGC - 128674 35 0 0% 35 4 10.20% NA. NA.

CC-X013 chr20 10389312 G A MKKS EX4 synonymous NM_170784.2 NP_740754.1 c.1125C>T  p.L375L GCAxAGA - 8195 38 0 0% 37 4 9.70% NA. NA.

CC-X013 chrX 110928236 C T ALG13 EX3 synonymous NM_001099922.2 NP_001093392.1 c.288C>T  p.L96L ACTxGTA + 79868 30 0 0% 25 7 21.80% NA. NA.

CC-X014 chr1 25815688 G A TMEM57 EX9 synonymous NM_018202.4 NP_060672.2 c.1521G>A  p.R507R ACGxAAT + 55219 28 0 0% 27 7 20.50% NA. NA.

CC-X014 chr1 202565894 C T SYT2 EX9E synonymous NM_001136504.1 NP_001129976.1 c.1251G>A  p.K417K GTTxTTG - 127833 30 0 0% 30 11 26.80% NA. NA.

CC-X014 chr1 227076542 G A PSEN2 EX8 synonymous NM_000447.2 NP_000438.2 c.579G>A  p.K193K CAAxACC + 5664 40 0 0% 16 8 33.30% NA. NA.

CC-X014 chr2 11312074 G A PQLC3 EX5 synonymous NM_152391.3 NP_689604.1 c.378G>A  p.A126A CGCxGCC + 130814 24 0 0% 19 11 36.60% NA. NA.

CC-X014 chr2 97830036 G A ANKRD36 EX19 synonymous NM_001164315.1 NP_001157787.1 c.1446G>A  p.P482P ACCxCCT + 375248 56 1 1.70% 43 4 8.50% NA. NA.

CC-X014 chr2 179593874 C T TTN EX65 synonymous NM_001267550.1 NP_001254479.1 c.18891G>A  p.K6297K TATxTTC - 7273 34 0 0% 27 6 18.10% NA. NA.

CC-X014 chr5 45645455 G A HCN1 EX2 synonymous NM_021072.3 NP_066550.2 c.681C>T  p.I227I TGAxATG - 348980 38 0 0% 41 5 10.80% NA. NA.

CC-X014 chr5 71492953 G A MAP1B EX5 synonymous NM_005909.3 NP_005900.2 c.3771G>A  p.P1257P CCCxTCC + 4131 31 0 0% 21 13 38.20% NA. NA.

CC-X014 chr6 36982766 C G FGD2 EX8 synonymous NM_173558.3 NP_775829.2 c.981C>G  p.L327L CCTxAAG + 221472 31 0 0% 6 16 72.70% NA. NA.

CC-X014 chr8 146054934 G A ZNF7 EX3 synonymous NM_003416.2 NP_003407.1 c.75G>A  p.Q25Q CCAxAGG + 7553 30 0 0% 21 11 34.30% NA. NA.

CC-X014 chr9 133944412 C T LAMC3 EX16 synonymous NM_006059.3 NP_006050.3 c.2865C>T  p.F955F CTTxGGC + 10319 19 0 0% 13 9 40.90% NA. NA.

CC-X014 chr10 12129549 C T DHTKD1 EX4 synonymous NM_018706.5 NP_061176.3 c.538C>T  p.L180L TTTxTGG + 55526 36 0 0% 27 4 12.90% NA. NA.

CC-X014 chr10 103901748 C T PPRC1 EX5 synonymous NM_015062.3 NP_055877.3 c.3483C>T  p.F1161F TTTxATC + 23082 42 0 0% 18 12 40% NA. NA.

CC-X014 chr11 18422481 G C LDHA EX4 synonymous NM_005566.3 NP_005557.1 c.342G>C  p.V114V CGTxAAC + 3939 20 0 0% 22 17 43.50% NA. NA.

CC-X014 chr11 18633956 G A SPTY2D1 EX4 synonymous NM_194285.2 NP_919261.2 c.1791C>T  p.Y597Y GTCxTAT - 144108 35 0 0% 27 11 28.90% NA. NA.

CC-X014 chr11 65545794 G A AP5B1 EX2E synonymous NM_138368.4 NP_612377.4 c.2170C>T  p.L724L GCAxAGG - 91056 25 0 0% 15 12 44.40% NA. NA.

CC-X014 chr12 9695151 G A OVOS EX10 synonymous XM_001715897.2 XP_001715949.2 c.1134G>A  p.E378E TGAxAGC + 408186 13 0 0% 7 10 58.80% NA. NA.

CC-X014 chr13 41134572 G A FOXO1 EX2 synonymous NM_002015.3 NP_002006.2 c.1056C>T  p.A352A TGCxGCA - 2308 36 0 0% 14 14 50% NA. NA.

CC-X014 chr13 49951133 C T CAB39L EX3 synonymous NM_030925.2 NP_112187.2 c.246G>A  p.L82L TATxAGT - 81617 38 0 0% 33 4 10.80% NA. NA.

CC-X014 chr15 44907617 G A SPG11 EX16 synonymous NM_025137.3 NP_079413.3 c.2982C>T  p.L994L ATAxAGA - 80208 37 0 0% 30 6 16.60% NA. NA.

CC-X014 chr18 42531489 C A SETBP1 EX4 synonymous NM_015559.2 NP_056374.2 c.2184C>A  p.G728G GGGxAGG + 26040 27 0 0% 27 4 12.90% NA. NA.

CC-X014 chr19 9677729 G A ZNF121 EX4E synonymous NM_001008727.2 NP_001008727.1 c.60C>T  p.F20F ACTxAAG - 7675 42 0 0% 38 8 17.30% NA. NA.

CC-X014 chr19 13248367 C T NACC1 EX5 synonymous NM_052876.3 NP_443108.1 c.1302C>T  p.S434S CAGxCGC + 112939 24 0 0% 30 12 28.50% NA. NA.

CC-X014 chr19 19625973 G A TSSK6 EX1E synonymous NM_032037.3 NP_114426.1 c.264C>T  p.I88I CACxATG - 83983 20 0 0% 19 3 13.60% NA. NA.

CC-X014 chr22 17488957 G A GAB4 EX1 synonymous NM_001037814.1 NP_001032903.1 c.48C>T  p.D16D CGGxTCA - 128954 30 0 0% 25 6 19.30% NA. NA.

CC-X014 chrX 27839882 G A MAGEB10 EX3E synonymous NM_182506.3 NP_872312.2 c.459G>A  p.L153L CCTxAGC + 139422 36 0 0% 36 13 26.50% NA. NA.

CC-X014 chrX 107976914 C T IRS4 EX1E synonymous NM_003604.2 NP_003595.1 c.2661G>A  p.K887K TCTxTTA - 8471 42 0 0% 50 5 9% NA. NA.

CC-X015 chr3 195513519 A T MUC4 EX2 synonymous NM_018406.6 NP_060876.5 c.4932T>A  p.G1644G GTGxCCT - 4585 14 0 0% 7 5 41.60% NA. NA.

CC-X015 chr3 196612898 C T SENP5 EX2 synonymous NM_152699.4 NP_689912.2 c.846C>T  p.N282N GAAxGGT + 205564 46 0 0% 28 11 28.20% NA. NA.

CC-X015 chr4 100268296 C T ADH1C EX3 synonymous NM_000669.3 NP_000660.1 c.126G>A  p.V42V AGCxACC - 126 30 0 0% 27 9 25% NA. NA.

CC-X015 chr5 9119226 C T SEMA5A EX15 synonymous NM_003966.2 NP_003957.2 c.1809G>A  p.S603S CCAxGAG - 9037 39 0 0% 16 11 40.70% NA. NA.

CC-X015 chr7 100676671 T A MUC17 EX3 synonymous NM_001040105.1 NP_001035194.1 c.1974T>A  p.T658T CACxCCT + 140453 35 1 2.70% 21 5 19.20% NA. NA.

CC-X015 chr9 136915529 G A BRD3 EX5 synonymous NM_007371.3 NP_031397.1 c.681C>T  p.V227V GGGxACG - 8019 27 0 0% 15 8 34.70% NA. NA.

CC-X015 chr11 64136992 C T RPS6KA4 EX13 synonymous NM_003942.2 NP_003933.1 c.1503C>T  p.F501F CTTxAGC + 8986 19 0 0% 5 4 44.40% NA. NA.

CC-X015 chr13 37453545 G A SMAD9 EX2 synonymous NM_001127217.2 NP_001120689.1 c.282C>T  p.R94R CACxCGA - 4093 28 0 0% 22 9 29% NA. NA.

CC-X015 chr15 78416049 G C CIB2 EX2 synonymous NM_006383.2 NP_006374.1 c.84C>G  p.L28L CTTxAGG - 10518 34 0 0% 19 8 29.60% NA. NA.

CC-X015 chr16 3119020 A G IL32 EX8E synonymous NM_001012631.1 NP_001012649.1 c.231A>G  p.R77R AAGxGAT + 9235 25 0 0% 25 4 13.70% NA. NA.

CC-X015 chr18 44561141 G A TCEB3B EX1E synonymous NM_016427.2 NP_057511.2 c.495C>T  p.S165S GCCxGAA - 51224 39 0 0% 13 6 31.50% NA. NA.

CC-X015 chr19 36351526 C T KIRREL2 EX7 synonymous NM_199180.2 NP_954649.2 c.885C>T  p.N295N CAAxGCC + 84063 29 0 0% 15 14 48.20% NA. NA.

CC-X015 chr19 48624487 G A LIG1 EX24 synonymous NM_000234.1 NP_000225.1 c.2325C>T  p.Y775Y CCCxTAC - 3978 32 0 0% 24 4 14.20% NA. NA.

CC-X015 chrX 32536149 G A DMD EX18 synonymous NM_004006.2 NP_003997.1 c.2268C>T  p.F756F TGAxAAG - 1756 44 0 0% 24 6 20% NA. NA.

CC-X016 chr1 21307591 G A EIF4G3 EX6 synonymous NM_001198801.1 NP_001185730.1 c.160C>T  p.L54L GCAxATG - 8672 42 0 0% 20 16 44.40% NA. NA.

CC-X016 chr1 52826802 C T CC2D1B EX5 synonymous NM_032449.2 NP_115825.1 c.321G>A  p.T107T CTCxGTC - 200014 34 0 0% 13 15 53.50% NA. NA.

CC-X016 chr1 155174905 C T THBS3 EX3 synonymous NM_007112.4 NP_009043.1 c.489G>A  p.A163A CTCxGCT - 7059 39 0 0% 27 48 64% NA. NA.

CC-X016 chr1 181767847 G T CACNA1E EX48E synonymous NM_001205293.1 NP_001192222.1 c.6819G>T  p.R2273R GCGxCAT + 777 49 0 0% 56 12 17.60% NA. NA.

CC-X016 chr2 73492747 G A FBXO41 EX4 synonymous NM_001080410.2 NP_001073879.2 c.1227C>T  p.A409A TGCxGCT - 150726 31 1 3.10% 17 15 46.80% NA. NA.

CC-X016 chr2 191847149 G A STAT1 EX18 synonymous NM_007315.3 NP_009330.1 c.1542C>T  p.L514L ATTxAGA - 6772 41 0 0% 48 8 14.20% NA. NA.

CC-X016 chr3 108103534 C A MYH15 EX40 synonymous NM_014981.1 NP_055796.1 c.5691G>T  p.A1897A CACxGCC - 22989 35 0 0% 50 20 28.50% NA. NA.

CC-X016 chr3 196656551 C T SENP5 EX9 synonymous NM_152699.4 NP_689912.2 c.2154C>T  p.L718L GCTxCAG + 205564 42 0 0% 53 20 27.30% NA. NA.

CC-X016 chr4 46099327 C T GABRG1 EX2 synonymous NM_173536.3 NP_775807.2 c.144G>A  p.T48T CACxGTT - 2565 29 0 0% 19 14 42.40% NA. NA.

CC-X016 chr4 74735692 A G CXCL1 EX3 synonymous NM_001511.3 NP_001502.1 c.294A>G  p.E98E CGAxAAG + 2919 38 0 0% 12 8 40% NA. NA.

CC-X016 chr4 154216593 C T TRIM2 EX6 synonymous NM_015271.3 NP_056086.2 c.915C>T  p.S305S GAGxGAG + 23321 33 0 0% 20 9 31% NA. NA.

CC-X016 chr6 165693555 G A C6orf118 EX9E synonymous NM_144980.3 NP_659417.2 c.1401C>T  p.N467N TCTxTTT - 168090 43 0 0% 17 16 48.40% NA. NA.

CC-X016 chr9 35806518 C G NPR2 EX16 synonymous NM_003995.3 NP_003986.2 c.2502C>G  p.L834L GCTxTAC + 4882 28 0 0% 34 5 12.80% NA. NA.

CC-X016 chr10 50530815 C A C10orf71 EX3E synonymous NM_001135196.1 NP_001128668.1 c.225C>A  p.T75T CACxCAG + 118461 29 0 0% 21 6 22.20% NA. NA.

CC-X016 chr12 5155077 C G KCNA5 EX1E synonymous NM_002234.3 NP_002225.2 c.1764C>G  p.V588V CGTxAAG + 3741 32 0 0% 29 6 17.10% NA. NA.

CC-X016 chr12 8074173 A G SLC2A3 EX10E synonymous NM_006931.2 NP_008862.1 c.1327T>C  p.L443L CCAxGAA - 6515 38 1 2.50% 40 4 9% NA. NA.

CC-X016 chr12 31244703 C T DDX11 EX10 synonymous NM_030653.3 NP_085911.2 c.1140C>T  p.A380A GGCxGCG + 1663 47 1 2% 34 3 8.10% NA. NA.

CC-X016 chr13 113729467 C T MCF2L EX11 synonymous NM_001112732.2 NP_001106203.2 c.1272C>T  p.L424L GCTxAGC + 23263 28 0 0% 9 9 50% NA. NA.

CC-X016 chr14 99969186 G A CCNK EX8 synonymous NM_001099402.1 NP_001092872.1 c.876G>A  p.Q292Q ACAxCCG + 8812 41 0 0% 22 14 38.80% NA. NA.

CC-X016 chr15 78393492 T C SH2D7 EX5 synonymous NM_001101404.1 NP_001094874.1 c.897T>C  p.L299L CCTxTCT + 646892 27 0 0% 18 8 30.70% NA. NA.

CC-X016 chr15 86814863 C G AGBL1 EX14 synonymous NM_152336.2 NP_689549.2 c.1863C>G  p.T621T CACxCTA + 123624 30 0 0% 16 9 36% NA. NA.

CC-X016 chr16 28115978 C T XPO6 EX21 synonymous NM_015171.3 NP_055986.1 c.2835G>A  p.T945T GAGxGTC - 23214 41 0 0% 36 21 36.80% NA. NA.

CC-X016 chrX 53570805 T C HUWE1 EX73 synonymous NM_031407.5 NP_113584.3 c.11376A>G  p.A3792A CGTxGCT - 10075 26 0 0% 20 5 20% NA. NA.

CC-X016 chrX 70360629 G A MED12 EX42 synonymous NM_005120.2 NP_005111.2 c.6189G>A  p.Q2063Q GCAxCAG + 9968 40 0 0% 21 9 30% NA. NA.

CC-X016 chrX 125299602 C T DCAF12L2 EX1E synonymous NM_001013628.2 NP_001013650.1 c.306G>A  p.A102A TGAxGCG - 340578 25 0 0% 22 6 21.40% NA. NA.

CC-X016 chrX 152770787 C T BGN EX3 synonymous NM_001711.4 NP_001702.1 c.330C>T  p.F110F CTTxAAG + 633 32 0 0% 36 4 10% NA. NA.

CC-X017 chr1 109742851 G A KIAA1324 EX20 synonymous NM_020775.4 NP_065826.2 c.2799G>A  p.K933K AAAxAAT + 57535 36 0 0% 19 4 17.30% NA. NA.

CC-X017 chr1 196879535 G A CFHR4 EX6 synonymous NM_001201551.1 NP_001188480.1 c.921G>A  p.V307V TGTxACT + 10877 41 0 0% 34 4 10.50% NA. NA.

CC-X017 chr1 234541702 C T TARBP1 EX24 synonymous NM_005646.3 NP_005637.3 c.3936G>A  p.L1312L AGTxAGG - 6894 40 0 0% 30 7 18.90% NA. NA.

CC-X017 chr2 24469742 C T ITSN2 EX28 synonymous NM_006277.2 NP_006268.2 c.3309G>A  p.Q1103Q TTTxTGT - 50618 39 0 0% 25 10 28.50% NA. NA.

CC-X017 chr2 127961018 G A CYP27C1 EX2 synonymous NM_001001665.3 NP_001001665.3 c.108C>T  p.L36L CCTxAGG - 339761 34 0 0% 27 7 20.50% NA. NA.

CC-X017 chr2 170761640 A G UBR3 EX9 synonymous NM_172070.3 NP_742067.3 c.1482A>G  p.L494L TTTxCAT + 130507 43 0 0% 26 6 18.70% NA. NA.

CC-X017 chr2 170850894 G A UBR3 EX26 synonymous NM_172070.3 NP_742067.3 c.3846G>A  p.Q1282Q GCAxATT + 130507 31 0 0% 23 8 25.80% NA. NA.

CC-X017 chr2 171243654 C T MYO3B EX14 synonymous NM_138995.4 NP_620482.3 c.1413C>T  p.V471V AGTxAAC + 140469 35 0 0% 32 4 11.10% NA. NA.

CC-X017 chr2 198363534 C T HSPD1 EX2 synonymous NM_199440.1 NP_955472.1 c.39G>A  p.P13P CACxGGT - 3329 42 0 0% 28 3 9.60% NA. NA.

CC-X017 chr2 212812333 T C ERBB4 EX3 synonymous NM_005235.2 NP_005226.1 c.243A>G  p.R81R TTCxCGA - 2066 54 0 0% 7 11 61.10% NA. NA.

CC-X017 chr2 234432100 G A USP40 EX15 synonymous NM_018218.2 NP_060688.1 c.1950C>T  p.C650C TTCxCAG - 55230 43 0 0% 11 13 54.10% NA. NA.

CC-X017 chr3 100471716 G A ABI3BP EX33 synonymous NM_015429.3 NP_056244.2 c.2904C>T  p.V968V TTTxACA - 25890 39 0 0% 22 4 15.30% NA. NA.

CC-X017 chr3 124592374 G C ITGB5 EX2 synonymous NM_002213.3 NP_002204.2 c.75C>G  p.L25L GTTxAGA - 3693 35 0 0% 30 4 11.70% NA. NA.

CC-X017 chr4 57389988 C T ARL9 EX4E synonymous NM_206919.1 NP_996802.1 c.318C>T  p.S106S CTCxACC + 132946 45 0 0% 33 7 17.50% NA. NA.



CC-X017 chr4 100340174 A C ADH7 EX7 synonymous NM_001166504.1 NP_001159976.1 c.990T>G  p.T330T TCCxGTG - 131 39 0 0% 23 14 37.80% NA. NA.

CC-X017 chr4 100572974 G A LOC285556 EX2 synonymous XM_373030.6 XP_373030.3 c.2931C>T  p.F977F CCGxAAC - 285556 28 0 0% 29 4 12.10% NA. NA.

CC-X017 chr4 113970914 C T ANK2 EX1 synonymous NM_001148.4 NP_001139.3 c.30C>T  p.S10S AAGxGAC + 287 34 0 0% 36 13 26.50% NA. NA.

CC-X017 chr5 61811253 C T IPO11 EX20 synonymous NM_001134779.1 NP_001128251.1 c.1941C>T  p.P647P GCCxCTC + 51194 30 0 0% 26 5 16.10% NA. NA.

CC-X017 chr5 167489207 C T TENM2 EX7 synonymous NM_001122679.1 NP_001116151.1 c.1452C>T  p.S484S CTCxCTC + 57451 28 0 0% 11 3 21.40% NA. NA.

CC-X017 chr6 27925157 C T OR2B6 EX1E synonymous NM_012367.1 NP_036499.1 c.139C>T  p.L47L ATTxTAG + 26212 55 1 1.70% 20 10 33.30% NA. NA.

CC-X017 chr6 31940480 G A STK19 EX3 synonymous NM_032454.1 NP_115830.1 c.513G>A  p.L171L GCTxAGG + 8859 29 0 0% 24 6 20% NA. NA.

CC-X017 chr6 111345464 G A RPF2 EX9 synonymous NM_032194.1 NP_115570.1 c.675G>A  p.L225L TCTxAGG + 84154 32 0 0% 18 5 21.70% NA. NA.

CC-X017 chr6 131199264 G A EPB41L2 EX14 synonymous NM_001431.3 NP_001422.1 c.2023C>T  p.L675L ACAxAGG - 2037 29 0 0% 11 7 38.80% NA. NA.

CC-X017 chr7 4171994 G A SDK1 EX28 synonymous NM_152744.3 NP_689957.3 c.4167G>A  p.V1389V AGTxAGA + 221935 46 0 0% 23 4 14.80% NA. NA.

CC-X017 chr7 12666283 G A SCIN EX8 synonymous NM_001112706.2 NP_001106177.1 c.1056G>A  p.Q352Q TCAxAGT + 85477 46 0 0% 23 7 23.30% NA. NA.

CC-X017 chr7 100473295 G A SRRT EX2 synonymous NM_015908.5 NP_056992.4 c.84G>A  p.E28E CGAxAGA + 51593 35 0 0% 12 4 25% NA. NA.

CC-X017 chr7 147336199 G A CNTNAP2 EX13 synonymous NM_014141.5 NP_054860.1 c.1899G>A  p.E633E AGAxGAC + 26047 22 1 4.30% 8 6 42.80% NA. NA.

CC-X017 chr7 151932923 G A MLL3 EX16 synonymous NM_170606.2 NP_733751.2 c.2748C>T  p.I916I TCCxATT - 58508 38 0 0% 21 3 12.50% NA. NA.

CC-X017 chr8 2832025 C T CSMD1 EX56 synonymous NM_033225.5 NP_150094.5 c.8688G>A  p.T2896T TCTxGTG - 64478 31 0 0% 19 9 32.10% NA. NA.

CC-X017 chr8 125463582 T C TRMT12 EX1E synonymous NM_017956.3 NP_060426.2 c.414T>C  p.G138G TGGxAAT + 55039 44 1 2.20% 34 9 20.90% NA. NA.

CC-X017 chr8 136657323 C T KHDRBS3 EX8 synonymous NM_006558.1 NP_006549.1 c.912C>T  p.Y304Y TTAxGGA + 10656 42 0 0% 24 23 48.90% NA. NA.

CC-X017 chr9 128061206 G A GAPVD1 EX2 synonymous NM_015635.2 NP_056450.2 c.6G>A  p.V2V GGTxAAA + 26130 29 0 0% 24 8 25% NA. NA.

CC-X017 chr9 138683704 G A KCNT1 EX30 synonymous NM_020822.2 NP_065873.2 c.3564G>A  p.T1188T CACxAGG + 57582 37 0 0% 10 4 28.50% NA. NA.

CC-X017 chr11 4929343 C A OR51A7 EX1E synonymous NM_001004749.1 NP_001004749.1 c.744C>A  p.L248L GCTxACC + 119687 37 0 0% 24 5 17.20% NA. NA.

CC-X017 chr11 22881959 C A LOC100500938 EX1 synonymous NM_001195637.1 NP_001182566.1 c.9G>T  p.L3L ATAxAGG - 100500938 33 0 0% 19 10 34.40% NA. NA.

CC-X017 chr11 34165049 G A NAT10 EX28 synonymous NM_024662.2 NP_078938.2 c.2943G>A  p.P981P GCCxAAC + 55226 46 0 0% 15 8 34.70% NA. NA.

CC-X017 chr11 56431203 C T OR5AR1 EX1E synonymous NM_001004730.1 NP_001004730.1 c.42C>T  p.F14F CTTxATG + 219493 44 0 0% 17 3 15% NA. NA.

CC-X017 chr11 103043966 C T DYNC2H1 EX35 synonymous NM_001080463.1 NP_001073932.1 c.5490C>T  p.L1830L TCTxTAT + 79659 38 0 0% 22 7 24.10% NA. NA.

CC-X017 chr11 116692414 C T APOA4 EX3E synonymous NM_000482.3 NP_000473.2 c.360G>A  p.V120V GCTxACC - 337 20 0 0% 19 6 24% NA. NA.

CC-X017 chr12 48378332 C T COL2A1 EX28 synonymous NM_001844.4 NP_001835.3 c.1884G>A  p.L628L CCTxAGA - 1280 52 0 0% 34 14 29.10% NA. NA.

CC-X017 chr12 52681005 C T KRT81 EX7 synonymous NM_002281.3 NP_002272.2 c.1128G>A  p.Q376Q CTTxTGC - 3887 40 0 0% 28 16 36.30% NA. NA.

CC-X017 chr12 56495513 C T ERBB3 EX28E synonymous NM_001982.3 NP_001973.2 c.3703C>T  p.L1235L TCTxTGG + 2065 26 0 0% 23 6 20.60% NA. NA.

CC-X017 chr12 85408290 C T TSPAN19 EX9E synonymous NM_001100917.1 NP_001094387.1 c.723G>A  p.K241K ATTxTTG - 144448 32 0 0% 28 7 20% NA. NA.

CC-X017 chr12 100200308 G A ANKS1B EX4 synonymous NM_152788.4 NP_690001.3 c.543C>T  p.I181I ACTxATG - 56899 39 0 0% 16 3 15.70% NA. NA.

CC-X017 chr12 104179185 G A NT5DC3 EX12 synonymous NM_001031701.2 NP_001026871.1 c.1257C>T  p.I419I CATxATT - 51559 40 0 0% 31 5 13.80% NA. NA.

CC-X017 chr12 122380479 G A WDR66 EX6 synonymous NM_144668.5 NP_653269.3 c.1038G>A  p.G346G AGGxAAT + 144406 38 0 0% 22 4 15.30% NA. NA.

CC-X017 chr13 37393950 G A RFXAP EX1 synonymous NM_000538.3 NP_000529.1 c.456G>A  p.Q152Q CCAxGTG + 5994 35 0 0% 28 3 9.60% NA. NA.

CC-X017 chr13 97639504 G A OXGR1 EX4E synonymous NM_080818.3 NP_543008.3 c.510C>T  p.F170F CAAxAAG - 27199 57 0 0% 29 8 21.60% NA. NA.

CC-X017 chr14 23424355 G A HAUS4 EX2 synonymous NM_001166269.1 NP_001159741.1 c.9C>T  p.S3S CCCxGAT - 54930 46 0 0% 7 12 63.10% NA. NA.

CC-X017 chr14 102901338 C T TECPR2 EX9 synonymous NM_014844.3 NP_055659.2 c.2184C>T  p.V728V GGTxTCT + 9895 33 0 0% 28 7 20% NA. NA.

CC-X017 chr16 921222 C T LMF1 EX7 synonymous NM_022773.2 NP_073610.2 c.1017G>A  p.L339L CTTxAGG - 64788 37 0 0% 28 4 12.50% NA. NA.

CC-X017 chr16 1257082 C T CACNA1H EX13 synonymous NM_021098.2 NP_066921.2 c.2871C>T  p.F957F CTTxGAC + 8912 29 0 0% 30 5 14.20% NA. NA.

CC-X017 chr16 84495391 C T ATP2C2 EX25 synonymous NM_014861.2 NP_055676.2 c.2553C>T  p.L851L TCTxTTC + 9914 33 0 0% 24 7 22.50% NA. NA.

CC-X017 chr16 89656320 C T CPNE7 EX13 synonymous NM_014427.4 NP_055242.1 c.1302C>T  p.S434S TTCxGCT + 27132 38 0 0% 22 6 21.40% NA. NA.

CC-X017 chr17 34954594 G A DHRS11 EX3 synonymous NM_024308.3 NP_077284.2 c.360G>A  p.V120V GGTxAAC + 79154 31 0 0% 30 9 23% NA. NA.

CC-X017 chr17 38976601 C G KRT10 EX4 synonymous NM_000421.3 NP_000412.3 c.942G>C  p.L314L AGTxAGA - 3858 40 0 0% 34 5 12.80% NA. NA.

CC-X017 chr17 39925391 C T JUP EX4 synonymous NM_002230.2 NP_002221.1 c.537G>A  p.L179L CATxAGG - 3728 27 0 0% 28 4 12.50% NA. NA.

CC-X017 chr17 40317554 C G KCNH4 EX11 synonymous NM_012285.2 NP_036417.1 c.1998G>C  p.L666L CCTxAGG - 23415 30 0 0% 31 3 8.80% NA. NA.

CC-X017 chr17 43316351 G A FMNL1 EX11 synonymous NM_005892.3 NP_005883.2 c.999G>A  p.V333V TGTxGTA + 752 43 0 0% 33 6 15.30% NA. NA.

CC-X017 chr17 46629429 C T HOXB3 EX3 synonymous NM_002146.4 NP_002137.4 c.408G>A  p.S136S CCTxGAC - 3213 33 0 0% 23 8 25.80% NA. NA.

CC-X017 chr18 67781755 G T RTTN EX27 synonymous NM_173630.3 NP_775901.3 c.3609C>A  p.V1203V CCTxACA - 25914 42 0 0% 18 3 14.20% NA. NA.

CC-X017 chr18 70205465 G A CBLN2 EX5E synonymous NM_182511.3 NP_872317.1 c.621C>T  p.L207L CATxAGG - 147381 41 0 0% 22 8 26.60% NA. NA.

CC-X017 chr19 7977196 C A MAP2K7 EX11E synonymous NM_145185.2 NP_660186.1 c.1140C>A  p.I380I CATxAAG + 5609 32 1 3% 12 4 25% NA. NA.

CC-X017 chr19 10742049 C T SLC44A2 EX6 synonymous NM_020428.3 NP_065161.3 c.429C>T  p.F143F CTTxAAG + 57153 36 0 0% 20 3 13% NA. NA.

CC-X017 chr19 39068560 C T RYR1 EX98 synonymous NM_000540.2 NP_000531.2 c.14175C>T  p.V4725V GGTxCTG + 6261 22 0 0% 33 5 13.10% NA. NA.

CC-X017 chr19 39068823 C T RYR1 EX99 synonymous NM_000540.2 NP_000531.2 c.14343C>T  p.F4781F GTTxGGG + 6261 31 0 0% 30 6 16.60% NA. NA.

CC-X017 chr19 39068829 C T RYR1 EX99 synonymous NM_000540.2 NP_000531.2 c.14349C>T  p.V4783V GGTxATC + 6261 30 1 3.20% 32 6 15.70% NA. NA.

CC-X017 chr19 44130098 C T CADM4 EX6 synonymous NM_145296.1 NP_660339.1 c.720G>A  p.T240T CAGxGTG - 199731 29 0 0% 35 6 14.60% NA. NA.

CC-X017 chr19 47421980 C A ARHGAP35 EX1 synonymous NM_004491.4 NP_004482.4 c.48C>A  p.I16I CATxAGT + 2909 41 0 0% 45 4 8.10% NA. NA.

CC-X017 chr19 49004282 C T LMTK3 EX11 synonymous NM_001080434.1 NP_001073903.1 c.1209G>A  p.P403P CCTxGGC - 114783 25 0 0% 41 7 14.50% NA. NA.

CC-X017 chr19 58772492 C T ZNF544 EX7E synonymous NM_014480.2 NP_055295.2 c.520C>T  p.L174L CTTxTAC + 27300 35 0 0% 46 4 8% NA. NA.

CC-X017 chr20 30149440 G A HM13 EX10 synonymous NM_178581.1 NP_848696.1 c.849G>A  p.L283L CTTxAAG + 81502 32 0 0% 37 9 19.50% NA. NA.

CC-X017 chr20 32232377 C T CBFA2T2 EX12E synonymous NM_005093.3 NP_005084.1 c.1740C>T  p.L580L CCTxGAC + 9139 31 0 0% 43 8 15.60% NA. NA.

CC-X017 chr20 60348112 C T CDH4 EX4 synonymous NM_001794.3 NP_001785.2 c.450C>T  p.D150D GGAxACC + 1002 39 0 0% 36 7 16.20% NA. NA.

CC-X017 chr22 31338151 G A MORC2 EX8 synonymous NM_014941.1 NP_055756.1 c.348C>T  p.F116F GCGxAAT - 22880 39 0 0% 38 5 11.60% NA. NA.

CC-X017 chr22 44235857 G A SULT4A1 EX3 synonymous NM_014351.3 NP_055166.1 c.349C>T  p.L117L GCAxAAA - 25830 24 0 0% 19 3 13.60% NA. NA.

CC-X017 chrX 152988634 G C BCAP31 EX2 synonymous NM_005745.7 NP_005736.3 c.66C>G  p.L22L GCAxAGA - 10134 40 0 0% 35 4 10.20% NA. NA.

CC-X018 chr1 24766703 C T NIPAL3 EX3 synonymous NM_020448.4 NP_065181.1 c.135C>T  p.L45L CCTxGTG + 57185 31 0 0% 30 10 25% NA. NA.

CC-X018 chr1 72241958 G A NEGR1 EX3 synonymous NM_173808.2 NP_776169.2 c.432C>T  p.I144I TGAxATG - 257194 37 0 0% 25 6 19.30% NA. NA.

CC-X018 chr1 149783657 G A HIST2H2BF EX1 synonymous NM_001161334.1 NP_001154806.1 c.222C>T  p.I74I CGCxATG - 440689 32 0 0% 40 6 13% NA. NA.

CC-X018 chr1 151260738 C T ZNF687 EX2 synonymous NM_020832.1 NP_065883.1 c.1971C>T  p.L657L GCTxTCC + 57592 40 0 0% 33 7 17.50% NA. NA.

CC-X018 chr1 152195595 C T HRNR EX2 synonymous NM_001009931.1 NP_001009931.1 c.135G>A  p.L45L CTTxAGA - 388697 31 0 0% 35 12 25.50% NA. NA.

CC-X018 chr1 152195631 C T HRNR EX2 synonymous NM_001009931.1 NP_001009931.1 c.99G>A  p.L33L TTTxAGC - 388697 29 0 0% 33 8 19.50% NA. NA.

CC-X018 chr1 171165920 C T FMO2 EX4 synonymous NM_001460.2 NP_001451.1 c.454C>T  p.L152L ATTxTAC + 2327 34 0 0% 42 11 20.70% NA. NA.

CC-X018 chr1 240371961 G A FMN2 EX5 synonymous NM_020066.4 NP_064450.3 c.3849G>A  p.R1283R TAGxAAG + 56776 27 0 0% 30 10 25% NA. NA.

CC-X018 chr2 26700076 C T OTOF EX21 synonymous NM_194248.2 NP_919224.1 c.2487G>A  p.Q829Q GTTxTGG - 9381 33 0 0% 20 12 37.50% NA. NA.

CC-X018 chr2 80816458 G A CTNNA2 EX15 synonymous NM_004389.3 NP_004380.2 c.2037G>A  p.E679E GGAxAAG + 1496 41 0 0% 24 10 29.40% NA. NA.

CC-X018 chr2 152362734 G A NEB EX165 synonymous NM_001271208.1 NP_001258137.1 c.23700C>T  p.I7900I TCCxATA - 4703 28 0 0% 33 9 21.40% NA. NA.

CC-X018 chr2 162890110 G C DPP4 EX10 synonymous NM_001935.3 NP_001926.2 c.828C>G  p.L276L GCTxAGA - 1803 27 0 0% 15 4 21% NA. NA.

CC-X018 chr3 10384512 G A ATP2B2 EX19 synonymous NM_001001331.2 NP_001001331.1 c.2841C>T  p.I947I GGAxATG - 491 31 0 0% 16 9 36% NA. NA.

CC-X018 chr3 44882655 G A KIF15 EX29 synonymous NM_020242.2 NP_064627.1 c.3510G>A  p.K1170K TAAxACT + 56992 27 0 0% 35 10 22.20% NA. NA.

CC-X018 chr3 126708063 C T PLXNA1 EX1 synonymous NM_032242.3 NP_115618.3 c.627C>T  p.N209N CAAxGAG + 5361 36 0 0% 22 6 21.40% NA. NA.

CC-X018 chr3 155232569 G A PLCH1 EX11 synonymous NM_001130960.1 NP_001124432.1 c.1539C>T  p.F513F TGTxAAA - 23007 30 0 0% 29 8 21.60% NA. NA.

CC-X018 chr4 55592164 T C KIT EX9 synonymous NM_000222.2 NP_000213.1 c.1488T>C  p.D496D CGAxGTG + 3815 34 0 0% 17 7 29.10% NA. NA.

CC-X018 chr4 79768352 C T BMP2K EX6 synonymous NM_198892.1 NP_942595.1 c.679C>T  p.L227L ACTxTGT + 55589 36 0 0% 20 15 42.80% NA. NA.

CC-X018 chr4 123814082 C T NUDT6 EX5E synonymous NM_198041.2 NP_932158.1 c.345G>A  p.L115L AGTxAGG - 11162 40 0 0% 15 9 37.50% NA. NA.

CC-X018 chr5 41018458 C T HEATR7B2 EX27 synonymous NM_173489.4 NP_775760.3 c.2748G>A  p.L916L TGTxAGC - 133558 36 0 0% 41 9 18% NA. NA.

CC-X018 chr5 64946652 G A C5orf44 EX6 synonymous NM_001093755.1 NP_001087224.1 c.444G>A  p.V148V TGTxAGT + 80006 44 0 0% 27 22 44.80% NA. NA.

CC-X018 chr5 140750000 G A PCDHGB3 EX1 synonymous NM_018924.2 NP_061747.1 c.39G>A  p.Q13Q GCAxAGG + 56102 32 0 0% 29 8 21.60% NA. NA.

CC-X018 chr5 176884717 A G DBN1 EX14 synonymous NM_080881.2 NP_543157.1 c.1824T>C  p.F608F GGCxAAC - 1627 34 0 0% 20 5 20% NA. NA.

CC-X018 chr5 179296800 G C TBC1D9B EX17 synonymous NM_198868.2 NP_942568.2 c.2760C>G  p.L920L CTTxAGC - 23061 24 0 0% 23 12 34.20% NA. NA.

CC-X018 chr6 28251902 G A PGBD1 EX2 synonymous NM_001184743.1 NP_001171672.1 c.312G>A  p.V104V TGTxAAG + 84547 41 0 0% 23 6 20.60% NA. NA.

CC-X018 chr7 91708554 G A AKAP9 EX31 synonymous NM_005751.4 NP_005742.4 c.7107G>A  p.K2369K GAAxACA + 10142 36 0 0% 48 10 17.20% NA. NA.

CC-X018 chr7 91731955 C T AKAP9 EX46 synonymous NM_005751.4 NP_005742.4 c.11145C>T  p.L3715L TCTxATT + 10142 33 0 0% 48 6 11.10% NA. NA.

CC-X018 chr7 128034569 G A IMPDH1 EX15 synonymous NM_000883.3 NP_000874.2 c.1635C>T  p.L545L TATxAGG - 3614 36 0 0% 12 6 33.30% NA. NA.

CC-X018 chr8 27880921 C T NUGGC EX19E synonymous NM_001010906.1 NP_001010906.1 c.2304G>A  p.A768A CTCxGCG - 389643 36 0 0% 29 4 12.10% NA. NA.

CC-X018 chr8 41394764 G A GINS4 EX4 synonymous NM_032336.2 NP_115712.1 c.249G>A  p.E83E GGAxAGG + 84296 41 0 0% 25 10 28.50% NA. NA.

CC-X018 chr8 74939031 G T LY96 EX4 synonymous NM_015364.4 NP_056179.3 c.339G>T  p.V113V TGTxAAT + 23643 27 0 0% 23 11 32.30% NA. NA.

CC-X018 chr8 107722905 C T OXR1 EX9 synonymous NM_001198532.1 NP_001185461.1 c.1683C>T  p.L561L TCTxAGA + 55074 38 0 0% 30 10 25% NA. NA.

CC-X018 chr8 144887552 G A SCRIB EX19 synonymous NM_182706.4 NP_874365.3 c.2400C>T  p.L800L CCGxAGC - 23513 18 0 0% 10 6 37.50% NA. NA.

CC-X018 chr8 146067239 G A ZNF7 EX5E synonymous NM_003416.2 NP_003407.1 c.747G>A  p.P249P GCCxTAC + 7553 46 0 0% 20 5 20% NA. NA.

CC-X018 chr9 77257652 C T RORB EX4 synonymous NM_006914.3 NP_008845.2 c.558C>T  p.L186L CCTxACA + 6096 29 0 0% 34 8 19% NA. NA.

CC-X018 chr9 99580574 G A ZNF782 EX6E synonymous NM_001001662.1 NP_001001662.1 c.1731C>T  p.L577L TCTxAGG - 158431 32 0 0% 27 11 28.90% NA. NA.

CC-X018 chr9 111674554 G A IKBKAP EX11 synonymous NM_003640.3 NP_003631.2 c.1179C>T  p.V393V AATxACA - 8518 38 0 0% 20 16 44.40% NA. NA.

CC-X018 chr9 130027210 G A GARNL3 EX1 synonymous NM_032293.4 NP_115669.3 c.54G>A  p.L18L ACTxATG + 84253 31 0 0% 31 10 24.30% NA. NA.

CC-X018 chr9 130656884 G A ST6GALNAC6 EX4 synonymous NM_013443.3 NP_038471.2 c.204C>T  p.F68F ATGxAAG - 30815 23 0 0% 18 8 30.70% NA. NA.

CC-X018 chr9 134736021 C T MED27 EX8E synonymous NM_004269.3 NP_004260.2 c.840G>A  p.P280P GCAxGGG - 9442 29 0 0% 23 3 11.50% NA. NA.

CC-X018 chr9 136568056 G A SARDH EX13 synonymous NM_007101.3 NP_009032.2 c.1650C>T  p.F550F CGGxAAG - 1757 20 0 0% 18 3 14.20% NA. NA.

CC-X018 chr10 5468657 A G NET1 EX2 synonymous NM_001047160.2 NP_001040625.1 c.168A>G  p.T56T AACxCCT + 10276 35 0 0% 36 19 34.50% NA. NA.

CC-X018 chr10 49654485 C T ARHGAP22 EX10E synonymous NM_001256024.1 NP_001242953.1 c.2094G>A  p.S698S GGTxGAA - 58504 37 0 0% 27 10 27% NA. NA.

CC-X018 chr10 62023728 G A ANK3 EX7 synonymous NM_001204403.1 NP_001191332.1 c.546C>T  p.V182V AACxACT - 288 40 0 0% 25 14 35.80% NA. NA.

CC-X018 chr10 101814141 G A CPN1 EX7 synonymous NM_001308.2 NP_001299.1 c.1074C>T  p.V358V AATxACA - 1369 40 0 0% 27 10 27% NA. NA.

CC-X018 chr10 105763159 G A SLK EX9 synonymous NM_014720.2 NP_055535.2 c.2223G>A  p.E741E TGAxAAT + 9748 37 0 0% 27 10 27% NA. NA.

CC-X018 chr11 4622309 C T TRIM68 EX6 synonymous NM_018073.6 NP_060543.5 c.855G>A  p.L285L CTTxAAC - 55128 38 0 0% 28 10 26.30% NA. NA.

CC-X018 chr11 5364227 G A OR51B5 EX4E synonymous NM_001005567.2 NP_001005567.2 c.528C>T  p.F176F GCAxAAT - 282763 32 0 0% 24 9 27.20% NA. NA.

CC-X018 chr11 34156823 C T NAT10 EX19 synonymous NM_024662.2 NP_078938.2 c.2013C>T  p.H671H TCAxACC + 55226 37 0 0% 29 4 12.10% NA. NA.

CC-X018 chr11 123477406 G A GRAMD1B EX10 synonymous NM_020716.1 NP_065767.1 c.984G>A  p.K328K GAAxATT + 57476 29 0 0% 13 8 38% NA. NA.

CC-X018 chr11 124266360 G T OR8B3 EX1E synonymous NM_001005467.1 NP_001005467.1 c.888C>A  p.V296V TTTxACA - 390271 40 0 0% 15 8 34.70% NA. NA.

CC-X018 chr12 54109089 C A CALCOCO1 EX10 synonymous NM_020898.2 NP_065949.1 c.1281G>T  p.L427L CTTxAGG - 57658 33 0 0% 30 9 23% NA. NA.

CC-X018 chr12 57422945 C T MYO1A EX27 synonymous NM_005379.3 NP_005370.1 c.2976G>A  p.Q992Q CCTxTGC - 4640 31 0 0% 26 11 29.70% NA. NA.

CC-X018 chr12 93171346 C T EEA1 EX27 synonymous NM_003566.3 NP_003557.2 c.3987G>A  p.E1329E CAGxTCC - 8411 38 0 0% 38 20 34.40% NA. NA.

CC-X018 chr12 100166817 G A ANKS1B EX8 synonymous NM_152788.4 NP_690001.3 c.1011C>T  p.L337L ACAxAGT - 56899 34 0 0% 36 8 18.10% NA. NA.

CC-X018 chr12 109678945 G C ACACB EX35 synonymous NM_001093.3 NP_001084.3 c.4881G>C  p.V1627V TGTxCTA + 32 27 0 0% 15 7 31.80% NA. NA.

CC-X018 chr12 132148889 T A LOC100996701 EX1E synonymous XM_003846260.1 XP_003846308.1 c.75A>T  p.G25G CCCxCCC - 100996701 37 0 0% 13 6 31.50% NA. NA.

CC-X018 chr13 33684991 G A STARD13 EX11 synonymous NM_178006.3 NP_821074.1 c.2661C>T  p.I887I GTGxATC - 90627 36 0 0% 32 4 11.10% NA. NA.

CC-X018 chr13 113803741 C T F10 EX8E synonymous NM_000504.3 NP_000495.1 c.1377C>T  p.L459L CCTxAAG + 2159 22 0 0% 18 4 18.10% NA. NA.

CC-X018 chr13 114502341 C T FAM70B EX5 synonymous NM_182614.2 NP_872420.1 c.372C>T  p.C124C ATGxCAG + 348013 44 0 0% 26 6 18.70% NA. NA.

CC-X018 chr15 43893087 G A STRC EX25 synonymous NM_153700.2 NP_714544.1 c.4827C>T  p.I1609I GCTxATG - 161497 43 0 0% 36 9 20% NA. NA.

CC-X018 chr15 66411500 C G MEGF11 EX4 synonymous NM_032445.2 NP_115821.2 c.225G>C  p.R75R TCTxCGA - 84465 30 0 0% 24 10 29.40% NA. NA.

CC-X018 chr15 75687201 C T SIN3A EX14 synonymous NM_001145358.1 NP_001138830.1 c.2097G>A  p.L699L CTTxAAC - 25942 40 0 0% 37 11 22.90% NA. NA.

CC-X018 chr15 81234645 C T KIAA1199 EX26 synonymous NM_018689.1 NP_061159.1 c.3666C>T  p.F1222F CTTxTTC + 57214 30 0 0% 36 7 16.20% NA. NA.

CC-X018 chr16 2142960 G A PKD1 EX38 synonymous NM_001009944.2 NP_001009944.2 c.11151C>T  p.I3717I CGTxATG - 5310 32 0 0% 20 12 37.50% NA. NA.

CC-X018 chr16 30793420 C T ZNF629 EX3E synonymous NM_001080417.1 NP_001073886.1 c.2229G>A  p.Q743Q CTTxTGG - 23361 25 0 0% 17 9 34.60% NA. NA.

CC-X018 chr16 30958539 C T FBXL19 EX11E synonymous NM_001099784.2 NP_001093254.2 c.2073C>T  p.L691L TCTxAAG + 54620 26 0 0% 18 6 25% NA. NA.

CC-X018 chr16 72003981 C T PKD1L3 EX13 synonymous NM_181536.1 NP_853514.1 c.1977G>A  p.L659L CCTxAGA - 342372 32 0 0% 30 8 21% NA. NA.

CC-X018 chr16 82069161 C T HSD17B2 EX1 synonymous NM_002153.2 NP_002144.1 c.132C>T  p.L44L CCTxTGT + 3294 26 0 0% 32 10 23.80% NA. NA.

CC-X018 chr17 3769204 C T CAMKK1 EX16E synonymous NM_172207.2 NP_757344.2 c.1557G>A  p.L519L CACxAGT - 84254 25 0 0% 26 7 21.20% NA. NA.

CC-X018 chr17 65105328 G A HELZ EX29 synonymous NM_014877.3 NP_055692.2 c.4393C>T  p.L1465L TCAxAGG - 9931 28 0 0% 32 8 20% NA. NA.

CC-X018 chr18 70451031 G A NETO1 EX7 synonymous NM_138966.3 NP_620416.1 c.750C>T  p.F250F ACAxAAC - 81832 23 0 0% 33 9 21.40% NA. NA.

CC-X018 chr18 72776193 G C ZNF407 EX8E synonymous NM_017757.2 NP_060227.2 c.6516G>C  p.L2172L CCTxACA + 55628 23 0 0% 20 6 23% NA. NA.

CC-X018 chr18 72913653 C T ZADH2 EX2E synonymous NM_175907.4 NP_787103.1 c.852G>A  p.V284V TTTxACA - 284273 27 0 0% 24 14 36.80% NA. NA.

CC-X018 chr19 815666 C T LPPR3 EX3 synonymous NM_024888.2 NP_079164.1 c.261G>A  p.S87S CACxGAG - 79948 27 0 0% 21 6 22.20% NA. NA.

CC-X018 chr19 1295670 C T EFNA2 EX2 synonymous NM_001405.3 NP_001396.2 c.267C>T  p.Y89Y CTAxGTG + 1943 12 0 0% 3 3 50% NA. NA.

CC-X018 chr19 3551185 G A MFSD12 EX2 synonymous NM_021731.2 NP_068377.2 c.306C>T  p.V102V GCAxACG - 126321 29 0 0% 21 8 27.50% NA. NA.

CC-X018 chr19 9270837 C T ZNF317 EX7E synonymous NM_020933.4 NP_065984.3 c.516C>T  p.F172F GTTxGAA + 57693 28 0 0% 25 10 28.50% NA. NA.

CC-X018 chr19 10747142 C T SLC44A2 EX15 synonymous NM_020428.3 NP_065161.3 c.1377C>T  p.F459F CTTxGTG + 57153 27 0 0% 26 4 13.30% NA. NA.

CC-X018 chr19 10789359 C G ILF3 EX6 synonymous NM_017620.2 NP_060090.2 c.630C>G  p.L210L CCTxCGA + 3609 19 0 0% 16 8 33.30% NA. NA.

CC-X018 chr19 14677705 C G NDUFB7 EX2 synonymous NM_004146.5 NP_004137.2 c.153G>C  p.L51L CCTxAGC - 4713 26 0 0% 20 9 31% NA. NA.

CC-X018 chr19 50370426 G A PNKP EX2 synonymous NM_007254.3 NP_009185.2 c.36C>T  p.L12L CTCxAGC - 11284 30 0 0% 22 6 21.40% NA. NA.

CC-X018 chr21 28216770 G T ADAMTS1 EX1 synonymous NM_006988.3 NP_008919.3 c.504C>A  p.L168L GGCxAGG - 9510 22 0 0% 16 6 27.20% NA. NA.

CC-X018 chr21 43714663 C T ABCG1 EX14 synonymous NM_004915.3 NP_004906.3 c.1701C>T  p.F567F TTTxGTG + 9619 26 0 0% 16 9 36% NA. NA.

CC-X018 chr21 47831270 C T PCNT EX28 synonymous NM_006031.5 NP_006022.3 c.5283C>T  p.H1761H GCAxGAA + 5116 21 0 0% 18 6 25% NA. NA.

CC-X018 chrX 21875457 T C YY2 EX1E synonymous NM_206923.3 NP_996806.2 c.855T>C  p.C285C ATGxGCA + 404281 35 0 0% 33 6 15.30% NA. NA.

CC-X018 chrX 103043416 C T PLP1 EX6 synonymous NM_001128834.1 NP_001122306.1 c.673C>T  p.L225L CTTxTGT + 5354 38 0 0% 38 6 13.60% NA. NA.

CC-X019 chr1 1849810 C T TMEM52 EX4 synonymous NM_178545.3 NP_848640.1 c.231G>A  p.R77R GAAxCGG - 339456 27 0 0% 12 4 25% NA. NA.

CC-X019 chr1 23885846 G A ID3 EX1 synonymous NM_002167.4 NP_002158.3 c.72C>T  p.I24I GGCxATG - 3399 38 0 0% 30 6 16.60% NA. NA.

CC-X019 chr1 37325568 C T GRIK3 EX6 synonymous NM_000831.3 NP_000822.2 c.837G>A  p.L279L TGTxAGG - 2899 51 0 0% 23 10 30.30% NA. NA.

CC-X019 chr1 89582727 G A GBP2 EX6 synonymous NM_004120.3 NP_004111.2 c.816C>T  p.L272L GCTxAGG - 2634 36 0 0% 19 6 24% NA. NA.

CC-X019 chr1 94495109 C T ABCA4 EX30 synonymous NM_000350.2 NP_000341.2 c.4431G>A  p.Q1477Q TTTxTGC - 24 41 0 0% 22 4 15.30% NA. NA.

CC-X019 chr1 201038304 G A CACNA1S EX19 synonymous NM_000069.2 NP_000060.2 c.2511C>T  p.I837I CCCxATG - 779 47 0 0% 30 7 18.90% NA. NA.

CC-X019 chr1 231472280 C T EXOC8 EX1E synonymous NM_175876.3 NP_787072.2 c.1212G>A  p.L404L TCTxAGG - 149371 36 0 0% 38 4 9.50% NA. NA.

CC-X019 chr1 243328552 G A CEP170 EX13 synonymous NM_014812.2 NP_055627.2 c.2710C>T  p.L904L CTAxAAA - 9859 37 0 0% 37 5 11.90% NA. NA.

CC-X019 chr2 10263901 G C RRM2 EX4 synonymous NM_001165931.1 NP_001159403.1 c.537G>C  p.L179L CCTxAAA + 6241 45 0 0% 34 7 17% NA. NA.

CC-X019 chr2 11802316 C G NTSR2 EX2 synonymous NM_012344.3 NP_036476.1 c.675G>C  p.L225L ATTxAGG - 23620 32 0 0% 15 14 48.20% NA. NA.

CC-X019 chr2 54856125 C T SPTBN1 EX14 synonymous NM_003128.2 NP_003119.2 c.1854C>T  p.F618F GTTxTGT + 6711 22 0 0% 28 11 28.20% NA. NA.

CC-X019 chr2 54858085 C G SPTBN1 EX16 synonymous NM_003128.2 NP_003119.2 c.2901C>G  p.T967T AACxAAA + 6711 41 0 0% 20 10 33.30% NA. NA.

CC-X019 chr2 67630771 G A ETAA1 EX5 synonymous NM_019002.3 NP_061875.2 c.957G>A  p.L319L TTTxAAA + 54465 34 0 0% 31 7 18.40% NA. NA.

CC-X019 chr2 97830036 G A ANKRD36 EX19 synonymous NM_001164315.1 NP_001157787.1 c.1446G>A  p.P482P ACCxCCT + 375248 54 1 1.80% 37 5 11.90% NA. NA.

CC-X019 chr2 109526945 C T EDAR EX9 synonymous NM_022336.3 NP_071731.1 c.774G>A  p.L258L TGTxAGC - 10913 41 0 0% 23 4 14.80% NA. NA.

CC-X019 chr2 155555512 G A KCNJ3 EX1 synonymous NM_002239.3 NP_002230.1 c.225G>A  p.L75L GCTxGTG + 3760 30 0 0% 42 6 12.50% NA. NA.

CC-X019 chr2 170417163 T C FASTKD1 EX5 synonymous NM_024622.3 NP_078898.3 c.705A>G  p.A235A CTTxGCT - 79675 43 0 0% 31 13 29.50% NA. NA.

CC-X019 chr2 179465750 C T TTN EX288 synonymous NM_001267550.1 NP_001254479.1 c.55881G>A  p.K18627K TTTxTTT - 7273 30 0 0% 24 10 29.40% NA. NA.

CC-X019 chr2 180047818 G A SESTD1 EX3 synonymous NM_178123.4 NP_835224.3 c.153C>T  p.L51L GCTxAGT - 91404 34 0 0% 30 5 14.20% NA. NA.

CC-X019 chr2 196720597 G A DNAH7 EX45 synonymous NM_018897.2 NP_061720.2 c.8533C>T  p.L2845L CCAxCTT - 56171 35 0 0% 30 10 25% NA. NA.

CC-X019 chr2 198363501 C T HSPD1 EX2 synonymous NM_199440.1 NP_955472.1 c.72G>A  p.R24R AGCxCGA - 3329 28 0 0% 27 3 10% NA. NA.

CC-X019 chr2 198363534 C T HSPD1 EX2 synonymous NM_199440.1 NP_955472.1 c.39G>A  p.P13P CACxGGT - 3329 32 0 0% 22 3 12% NA. NA.

CC-X019 chr2 234628213 C T UGT1A4 EX1 synonymous NM_007120.2 NP_009051.1 c.747C>T  p.V249V TGTxAGC + 54657 30 0 0% 30 4 11.70% NA. NA.

CC-X019 chr2 238244851 C T COL6A3 EX40 synonymous NM_004369.3 NP_004360.2 c.8892G>A  p.A2964A GGTxGCC - 1293 42 0 0% 18 12 40% NA. NA.

CC-X019 chr3 121641895 C T SLC15A2 EX10 synonymous NM_021082.3 NP_066568.3 c.876C>T  p.L292L GCTxATT + 6565 48 0 0% 38 8 17.30% NA. NA.

CC-X019 chr3 122133764 C T WDR5B EX1E synonymous NM_019069.3 NP_061942.2 c.612G>A  p.T204T GAGxGTT - 54554 34 0 0% 33 11 25% NA. NA.

CC-X019 chr3 138117341 C T MRAS EX4 synonymous NM_012219.4 NP_036351.3 c.378C>T  p.N126N CAAxAAG + 22808 18 0 0% 34 6 15% NA. NA.

CC-X019 chr4 1989706 C G WHSC2 EX4 synonymous NM_005663.4 NP_005654.3 c.606G>C  p.R202R GCTxCGC - 7469 49 0 0% 12 14 53.80% NA. NA.

CC-X019 chr4 166218805 G A KLHL2 EX7 synonymous NM_001161521.1 NP_001154993.1 c.711G>A  p.V237V TGTxAGG + 11275 42 0 0% 20 7 25.90% NA. NA.



CC-X019 chr4 175898635 C T ADAM29 EX5E synonymous NM_014269.4 NP_055084.3 c.1959C>T  p.C653C CTGxCTG + 11086 32 0 0% 21 14 40% NA. NA.

CC-X019 chr5 428077 G A AHRR EX9 synonymous NM_020731.4 NP_065782.2 c.930G>A  p.L310L CCTxAGG + 57491 30 0 0% 32 8 20% NA. NA.

CC-X019 chr5 9122857 G C SEMA5A EX14 synonymous NM_003966.2 NP_003957.2 c.1692C>G  p.L564L ACAxAGG - 9037 40 0 0% 35 4 10.20% NA. NA.

CC-X019 chr5 35871189 C T IL7R EX4 synonymous NM_002185.3 NP_002176.2 c.411C>T  p.V137V TGTxGTC + 3575 50 1 1.90% 19 22 53.60% NA. NA.

CC-X019 chr5 89923063 G A GPR98 EX7 synonymous NM_032119.3 NP_115495.3 c.708G>A  p.L236L ACTxAAA + 84059 38 0 0% 36 17 32% NA. NA.

CC-X019 chr5 140516117 C T PCDHB5 EX1E synonymous NM_015669.2 NP_056484.1 c.1101C>T  p.F367F TTTxAGT + 26167 24 0 0% 34 12 26% NA. NA.

CC-X019 chr6 46803149 C T MEP1A EX13 synonymous NM_005588.2 NP_005579.2 c.1947C>T  p.S649S CAGxCGA + 4224 43 0 0% 28 4 12.50% NA. NA.

CC-X019 chr6 50810916 C T TFAP2B EX7E synonymous NM_003221.3 NP_003212.2 c.1194C>T  p.F398F CTTxAGC + 7021 33 0 0% 17 5 22.70% NA. NA.

CC-X019 chr6 111656744 C T REV3L EX22 synonymous NM_002912.3 NP_002903.3 c.7608G>A  p.L2536L AATxAGG - 5980 35 0 0% 34 4 10.50% NA. NA.

CC-X019 chr6 144794870 C T UTRN EX23 synonymous NM_007124.2 NP_009055.2 c.3081C>T  p.V1027V AGTxATT + 7402 33 0 0% 29 12 29.20% NA. NA.

CC-X019 chr7 2687635 C T TTYH3 EX5 synonymous NM_025250.2 NP_079526.1 c.669C>T  p.I223I CATxTGC + 80727 29 0 0% 19 3 13.60% NA. NA.

CC-X019 chr7 23313759 C T GPNMB EX11E synonymous NM_001005340.1 NP_001005340.1 c.1635C>T  p.L545L TCTxAAC + 10457 41 0 0% 33 4 10.80% NA. NA.

CC-X019 chr7 100483897 G A SRRT EX13 synonymous NM_015908.5 NP_056992.4 c.1488G>A  p.V496V TGTxAAC + 51593 29 0 0% 16 27 62.70% NA. NA.

CC-X019 chr7 116776216 G A ST7 EX8 synonymous NM_021908.2 NP_068708.1 c.792G>A  p.L264L CCTxAAG + 7982 46 0 0% 29 7 19.40% NA. NA.

CC-X019 chr7 133749257 G A EXOC4 EX18E synonymous NM_021807.3 NP_068579.3 c.2901G>A  p.K967K CAAxGAC + 60412 51 0 0% 23 18 43.90% NA. NA.

CC-X019 chr7 142571282 G A TRPV6 EX13 synonymous NM_018646.3 NP_061116.2 c.1707C>T  p.L569L CATxAGC - 55503 45 0 0% 23 12 34.20% NA. NA.

CC-X019 chr7 143632988 C T OR2F2 EX1E synonymous NM_001004685.1 NP_001004685.1 c.663C>T  p.I221I GATxATC + 135948 44 0 0% 30 10 25% NA. NA.

CC-X019 chr8 11412926 G A BLK EX8 synonymous NM_001715.2 NP_001706.2 c.705G>A  p.E235E GGAxATC + 640 42 0 0% 13 8 38% NA. NA.

CC-X019 chr8 12049291 C T FAM86B1 EX2 synonymous NM_001083537.1 NP_001077006.1 c.156G>A  p.Q52Q CTTxTGC - 85002 48 0 0% 33 13 28.20% NA. NA.

CC-X019 chr8 22885860 C T TNFRSF10B EX5 synonymous NM_003842.4 NP_003833.4 c.732G>A  p.L244L TTTxAGG - 8795 33 0 0% 20 6 23% NA. NA.

CC-X019 chr8 24774787 G C NEFM EX3E synonymous NM_005382.2 NP_005373.2 c.1419G>C  p.L473L CCTxACA + 4741 38 0 0% 14 10 41.60% NA. NA.

CC-X019 chr8 28574686 C T EXTL3 EX3 synonymous NM_001440.2 NP_001431.1 c.1110C>T  p.D370D CGAxCCT + 2137 34 0 0% 26 13 33.30% NA. NA.

CC-X019 chr9 38620262 G A ANKRD18A EX1 synonymous NM_147195.2 NP_671728.2 c.21C>T  p.F7F CCCxAAG - 253650 33 0 0% 9 4 30.70% NA. NA.

CC-X019 chr9 88925711 G A ZCCHC6 EX18 synonymous NM_024617.3 NP_078893.2 c.3288C>T  p.I1096I TAAxATG - 79670 52 0 0% 25 10 28.50% NA. NA.

CC-X019 chr9 91964770 G A SECISBP2 EX13 synonymous NM_024077.3 NP_076982.3 c.1818G>A  p.Q606Q CCAxAGG + 79048 48 0 0% 33 8 19.50% NA. NA.

CC-X019 chr9 111753120 G A CTNNAL1 EX4 synonymous NM_003798.2 NP_003789.1 c.525C>T  p.L175L TGCxAGA - 8727 33 0 0% 30 14 31.80% NA. NA.

CC-X019 chr9 131339125 G A SPTAN1 EX6 synonymous NM_001130438.2 NP_001123910.1 c.675G>A  p.L225L ACTxATC + 6709 35 0 0% 16 12 42.80% NA. NA.

CC-X019 chr9 136509375 C T DBH EX5 synonymous NM_000787.3 NP_000778.3 c.957C>T  p.F319F CTTxGGG + 1621 38 0 0% 26 6 18.70% NA. NA.

CC-X019 chr9 139690897 G A KIAA1984 EX1 synonymous NM_001039374.4 NP_001034463.4 c.48G>A  p.L16L GCTxAAG + 84960 40 0 0% 22 5 18.50% NA. NA.

CC-X019 chr9 140250781 C T EXD3 EX8 synonymous NM_017820.3 NP_060290.3 c.696G>A  p.L232L ACTxAGC - 54932 38 0 0% 27 10 27% NA. NA.

CC-X019 chr10 18276505 G A SLC39A12 EX7 synonymous NM_001145195.1 NP_001138667.1 c.1194G>A  p.R398R CAGxCTT + 221074 31 1 3.10% 24 7 22.50% NA. NA.

CC-X019 chr10 34558668 C T PARD3 EX22 synonymous NM_019619.3 NP_062565.2 c.3345G>A  p.Q1115Q GCTxTGA - 56288 31 0 0% 21 14 40% NA. NA.

CC-X019 chr10 45485141 C T RASSF4 EX8 synonymous NM_032023.3 NP_114412.2 c.657C>T  p.F219F GTTxGCA + 83937 44 0 0% 31 7 18.40% NA. NA.

CC-X019 chr10 79781643 G A POLR3A EX7 synonymous NM_007055.3 NP_008986.2 c.1023C>T  p.F341F GACxAAG - 11128 38 0 0% 19 14 42.40% NA. NA.

CC-X019 chr10 127797212 G A ADAM12 EX8 synonymous NM_003474.4 NP_003465.3 c.700C>T  p.L234L CCAxATC - 8038 49 0 0% 27 10 27% NA. NA.

CC-X019 chr11 691546 G A DEAF1 EX2 synonymous NM_021008.2 NP_066288.2 c.342C>T  p.F114F GGTxAAG - 10522 36 0 0% 23 7 23.30% NA. NA.

CC-X019 chr11 1463777 C T BRSK2 EX5 synonymous NM_001256630.1 NP_001243559.1 c.609C>T  p.I203I CATxGCA + 9024 41 0 0% 22 6 21.40% NA. NA.

CC-X019 chr11 6566828 G A DNHD1 EX21 synonymous NM_144666.2 NP_653267.2 c.4659G>A  p.Q1553Q CCAxAGG + 144132 32 0 0% 30 4 11.70% NA. NA.

CC-X019 chr11 9438644 G C IPO7 EX6 synonymous NM_006391.2 NP_006382.1 c.675G>C  p.L225L CCTxACA + 10527 38 0 0% 25 5 16.60% NA. NA.

CC-X019 chr11 56258022 T C OR5M8 EX1E synonymous NM_001005282.1 NP_001005282.1 c.825A>G  p.V275V AAAxACA - 219484 44 0 0% 26 16 38% NA. NA.

CC-X019 chr11 59224596 C T OR4D6 EX1E synonymous NM_001004708.1 NP_001004708.1 c.163C>T  p.L55L CGCxTAC + 219983 42 0 0% 26 6 18.70% NA. NA.

CC-X019 chr11 67815149 C T TCIRG1 EX12 synonymous NM_006019.3 NP_006010.2 c.1341C>T  p.L447L GCTxCTG + 10312 29 0 0% 23 4 14.80% NA. NA.

CC-X019 chr11 120918244 C T TBCEL EX3 synonymous NM_152715.3 NP_689928.3 c.141C>T  p.L47L CCTxAAC + 219899 40 0 0% 12 7 36.80% NA. NA.

CC-X019 chr12 12871106 G A CDKN1B EX1 synonymous NM_004064.3 NP_004055.1 c.333G>A  p.G111G CGGxAGC + 1027 39 0 0% 31 3 8.80% NA. NA.

CC-X019 chr12 51451907 G A LETMD1 EX8 synonymous NM_015416.4 NP_056231.3 c.1008G>A  p.L336L CCTxAAA + 25875 42 0 0% 23 5 17.80% NA. NA.

CC-X019 chr12 66731855 C T HELB EX13 synonymous NM_033647.3 NP_387467.2 c.3237C>T  p.F1079F TTTxAAG + 92797 38 0 0% 21 15 41.60% NA. NA.

CC-X019 chr12 77438544 C T E2F7 EX6 synonymous NM_203394.2 NP_976328.2 c.861G>A  p.L287L TCTxAGA - 144455 40 0 0% 23 12 34.20% NA. NA.

CC-X019 chr12 120168414 G A CIT EX27 synonymous NM_001206999.1 NP_001193928.1 c.3372C>T  p.I1124I GGTxATC - 11113 34 0 0% 23 9 28.10% NA. NA.

CC-X019 chr12 130832726 C T PIWIL1 EX7 synonymous NM_004764.4 NP_004755.2 c.732C>T  p.H244H TCAxAGG + 9271 48 0 0% 27 6 18.10% NA. NA.

CC-X019 chr13 98660336 G A IPO5 EX18 synonymous NM_002271.4 NP_002262.3 c.1794G>A  p.V598V TGTxATG + 3843 39 0 0% 21 9 30% NA. NA.

CC-X019 chr13 115047559 C T UPF3A EX2 synonymous NM_023011.3 NP_075387.1 c.271C>T  p.L91L CCGxTGC + 65110 24 0 0% 21 4 16% NA. NA.

CC-X019 chr14 23588016 G A CEBPE EX1 synonymous NM_001805.3 NP_001796.2 c.285C>T  p.F95F GCCxAAG - 1053 32 0 0% 22 7 24.10% NA. NA.

CC-X019 chr14 52781713 G A PTGER2 EX1 synonymous NM_000956.3 NP_000947.2 c.447G>A  p.S149S CTCxCGC + 5732 36 0 0% 19 6 24% NA. NA.

CC-X019 chr14 62188309 C T HIF1A EX3 synonymous NM_001530.3 NP_001521.1 c.309C>T  p.L103L TCTxACA + 3091 47 0 0% 25 9 26.40% NA. NA.

CC-X019 chr14 78325481 C T ADCK1 EX4 synonymous NM_020421.3 NP_065154.2 c.282C>T  p.I94I CATxAAG + 57143 36 0 0% 29 4 12.10% NA. NA.

CC-X019 chr14 105846130 C A PACS2 EX10 synonymous NM_001100913.2 NP_001094383.2 c.1014C>A  p.I338I CATxCAC + 23241 34 0 0% 19 7 26.90% NA. NA.

CC-X019 chr15 84286874 C T SH3GL3 EX9E synonymous NM_003027.3 NP_003018.3 c.879C>T  p.L293L TCTxTAT + 6457 54 0 0% 23 8 25.80% NA. NA.

CC-X019 chr15 85384016 G C ALPK3 EX5 synonymous NM_020778.4 NP_065829.3 c.2112G>C  p.L704L TCTxAGT + 57538 41 0 0% 29 7 19.40% NA. NA.

CC-X019 chr15 89390511 C T ACAN EX8 synonymous NM_013227.3 NP_037359.3 c.1467C>T  p.Y489Y CTAxTCG + 176 24 0 0% 18 15 45.40% NA. NA.

CC-X019 chr15 90744942 C T SEMA4B EX2 synonymous NM_020210.3 NP_064595.2 c.132C>T  p.L44L GCTxAGC + 10509 16 0 0% 8 3 27.20% NA. NA.

CC-X019 chr16 30005668 C T HIRIP3 EX4 synonymous NM_003609.4 NP_003600.2 c.798G>A  p.R266R TCTxCGG - 8479 41 0 0% 19 12 38.70% NA. NA.

CC-X019 chr16 30970082 G A SETD1A EX2 synonymous NM_014712.1 NP_055527.1 c.30G>A  p.Q10Q GCAxAAG + 9739 36 0 0% 20 7 25.90% NA. NA.

CC-X019 chr16 31072617 G A ZNF668 EX4E synonymous NM_001172669.1 NP_001166140.1 c.1701C>T  p.F567F GGGxAAG - 79759 29 0 0% 22 5 18.50% NA. NA.

CC-X019 chr19 55995545 C T ZNF628 EX3E synonymous NM_033113.2 NP_149104.3 c.2985C>T  p.T995T CACxGCC + 89887 20 0 0% 15 3 16.60% NA. NA.

CC-X019 chr20 36639996 G A TTI1 EX3 synonymous NM_014657.1 NP_055472.1 c.2223C>T  p.V741V CAAxACA - 9675 48 0 0% 35 13 27% NA. NA.

CC-X019 chr20 36993316 C G LBP EX8 synonymous NM_004139.3 NP_004130.2 c.831C>G  p.V277V GGTxTAC + 3929 35 0 0% 21 7 25% NA. NA.

CC-X019 chr20 61299504 C T SLCO4A1 EX9 synonymous NM_016354.3 NP_057438.3 c.1779C>T  p.L593L CCTxAGC + 28231 43 0 0% 27 7 20.50% NA. NA.

CC-X019 chr22 50752911 G A DENND6B EX12 synonymous NM_001001794.3 NP_001001794.3 c.990C>T  p.V330V CAGxACC - 414918 34 0 0% 21 9 30% NA. NA.

CC-X019 chrX 48978784 G A GPKOW EX3 synonymous NM_015698.4 NP_056513.2 c.420C>T  p.S140S CCCxCTG - 27238 40 0 0% 22 4 15.30% NA. NA.

CC-X019 chrX 119005349 C T RNF113A EX1E synonymous NM_006978.2 NP_008909.1 c.228G>A  p.Q76Q CTTxTGT - 7737 43 0 0% 19 12 38.70% NA. NA.

CC-X020 chr3 75787637 C T ZNF717 EX5E synonymous NM_001128223.1 NP_001121695.1 c.1137G>A  p.K379K TGAxTTA - 100131827 52 1 1.80% 33 7 17.50% NA. NA.

CC-X020 chr4 1741437 G A TACC3 EX11 synonymous NM_006342.2 NP_006333.1 c.1950G>A  p.A650A GGCxACA + 10460 29 0 0% 24 13 35.10% NA. NA.

CC-X020 chr5 14297366 C T TRIO EX7 synonymous NM_007118.2 NP_009049.2 c.1362C>T  p.A454A GGCxGAA + 7204 47 0 0% 22 5 18.50% NA. NA.

CC-X020 chr5 112179334 G A APC EX17E synonymous NM_001127510.2 NP_001120982.1 c.8043G>A  p.P2681P CCCxGTG + 324 35 0 0% 26 13 33.30% NA. NA.

CC-X020 chr13 95725548 G A ABCC4 EX24 synonymous NM_005845.3 NP_005836.2 c.2928C>T  p.A976A CCCxGCA - 10257 44 0 0% 25 7 21.80% NA. NA.

CC-X020 chr16 2079732 G A SLC9A3R2 EX2 synonymous NM_001130012.2 NP_001123484.1 c.363G>A  p.P121P GCCxAAG + 9351 30 0 0% 18 6 25% NA. NA.

CC-X020 chr17 39296563 G A KRTAP4-6 EX1E synonymous NM_030976.1 NP_112238.1 c.177C>T  p.T59T GCAxGTG - 81871 20 0 0% 19 3 13.60% NA. NA.

CC-X020 chr17 77921594 G C TBC1D16 EX9 synonymous NM_019020.2 NP_061893.2 c.1578C>G  p.A526A GACxGCA - 125058 28 0 0% 18 10 35.70% NA. NA.

CC-X020 chr20 46295036 G A SULF2 EX12 synonymous NM_001161841.1 NP_001155313.1 c.1773C>T  p.Y591Y TGAxTAG - 55959 34 0 0% 28 3 9.60% NA. NA.

CC-X020 chrX 150868589 C T PRRG3 EX3 synonymous NM_024082.3 NP_076987.3 c.129C>T  p.Y43Y CTAxGAG + 79057 44 0 0% 33 10 23.20% NA. NA.

CC-X003 chr1 1159294 G A SDF4 EX3 synonymous NM_016547.2 NP_057631.1 c.381C>T  p.I127I CATxATC - 51150 26 0 0% 20 9 31% NA. NA.

CC-X003 chr1 1334456 G A CCNL2 EX1 synonymous NM_030937.4 NP_112199.2 c.231C>T  p.L77L GCGxAGG - 81669 13 0 0% 24 9 27.20% NA. NA.

CC-X003 chr1 12939685 A G PRAMEF4 EX4E synonymous NM_001009611.2 NP_001009611.1 c.1117T>C  p.L373L GCAxGAT - 400735 9 0 0% 21 5 19.20% NA. NA.

CC-X003 chr1 24859692 G A RCAN3 EX4 synonymous NM_013441.3 NP_038469.1 c.489G>A  p.A163A TGCxATG + 11123 15 0 0% 19 6 24% NA. NA.

CC-X003 chr1 35370426 G A DLGAP3 EX1 synonymous NM_001080418.1 NP_001073887.1 c.559C>T  p.L187L CCAxAGA - 58512 22 0 0% 23 4 14.80% NA. NA.

CC-X003 chr1 42657314 T C FOXJ3 EX11 synonymous NM_001198851.1 NP_001185780.1 c.1011A>G  p.T337T CACxGTA - 22887 27 0 0% 30 4 11.70% NA. NA.

CC-X003 chr1 150974656 G C FAM63A EX3 synonymous NM_001163258.1 NP_001156730.1 c.582C>G  p.L194L AAAxAGG - 55793 20 0 0% 28 5 15.10% NA. NA.

CC-X003 chr1 220101534 C T SLC30A10 EX1 synonymous NM_018713.2 NP_061183.2 c.249G>A  p.L83L GCTxAGC - 55532 18 0 0% 30 7 18.90% NA. NA.

CC-X003 chr2 80530591 G A LRRTM1 EX2E synonymous NM_178839.4 NP_849161.2 c.354C>T  p.L118L CGTxAGT - 347730 23 0 0% 25 5 16.60% NA. NA.

CC-X003 chr2 170032986 C G LRP2 EX54 synonymous NM_004525.2 NP_004516.2 c.10506G>C  p.L3502L ACTxAGC - 4036 24 0 0% 36 4 10% NA. NA.

CC-X003 chr2 188349569 C A TFPI EX5 synonymous NM_006287.4 NP_006278.1 c.504G>T  p.L168L TTCxAGT - 7035 29 0 0% 19 11 36.60% NA. NA.

CC-X003 chr3 48630668 C G COL7A1 EX5 synonymous NM_000094.3 NP_000085.1 c.549G>C  p.L183L CTTxAGC - 1294 19 0 0% 25 3 10.70% NA. NA.

CC-X003 chr3 111664159 C T PHLDB2 EX9 synonymous NM_001134438.1 NP_001127910.1 c.2442C>T  p.L814L CCTxTCT + 90102 25 0 0% 18 3 14.20% NA. NA.

CC-X003 chr3 124165699 G A KALRN EX21 synonymous NM_001024660.3 NP_001019831.2 c.3513G>A  p.L1171L GCTxAAA + 8997 27 0 0% 38 4 9.50% NA. NA.

CC-X003 chr4 6711270 G C MRFAP1L1 EX1 synonymous NM_203462.2 NP_982287.1 c.87C>G  p.L29L CGGxAGC - 114932 22 0 0% 35 6 14.60% NA. NA.

CC-X003 chr4 68693103 C G TMPRSS11D EX8 synonymous NM_004262.2 NP_004253.1 c.828G>C  p.V276V TCTxACA - 9407 22 0 0% 41 5 10.80% NA. NA.

CC-X003 chr4 159644384 G A PPID EX1 synonymous NM_005038.2 NP_005029.1 c.57C>T  p.F19F AAAxAAG - 5481 31 0 0% 20 8 28.50% NA. NA.

CC-X003 chr6 27277151 G A POM121L2 EX1E synonymous NM_033482.3 NP_258443.2 c.2799C>T  p.I933I GGGxATC - 94026 20 0 0% 36 4 10% NA. NA.

CC-X003 chr6 34839468 C T UHRF1BP1 EX19 synonymous NM_017754.3 NP_060224.3 c.4089C>T  p.G1363G AGGxGGT + 54887 25 0 0% 15 11 42.30% NA. NA.

CC-X003 chr6 42933825 G A PEX6 EX12 synonymous NM_000287.3 NP_000278.3 c.2319C>T  p.L773L AATxAGC - 5190 30 0 0% 31 4 11.40% NA. NA.

CC-X003 chr7 103131258 G C RELN EX59 synonymous NM_005045.3 NP_005036.2 c.9462C>G  p.L3154L TACxAGC - 5649 23 0 0% 19 4 17.30% NA. NA.

CC-X003 chr8 9605626 G A TNKS EX18 synonymous NM_003747.2 NP_003738.2 c.2736G>A  p.Q912Q CCAxAAA + 8658 31 0 0% 28 5 15.10% NA. NA.

CC-X003 chr11 57460118 C T ZDHHC5 EX7 synonymous NM_015457.2 NP_056272.2 c.696C>T  p.F232F CTTxACC + 25921 13 0 0% 43 5 10.40% NA. NA.

CC-X003 chr11 62338515 C T EEF1G EX5 synonymous NM_001404.4 NP_001395.1 c.444G>A  p.T148T CCTxGTC - 1937 30 0 0% 49 6 10.90% NA. NA.

CC-X003 chr11 64678575 G A ATG2A EX10 synonymous NM_015104.2 NP_055919.2 c.1401C>T  p.F467F ACCxAAG - 23130 22 0 0% 32 7 17.90% NA. NA.

CC-X003 chr11 75298410 G A MAP6 EX4E synonymous NM_033063.1 NP_149052.1 c.2136C>T  p.S712S CACxGAC - 4135 30 0 0% 39 9 18.70% NA. NA.

CC-X003 chr12 122622803 C T MLXIP EX13 synonymous NM_014938.4 NP_055753.3 c.2217C>T  p.F739F CTTxGAC + 22877 24 0 0% 29 3 9.30% NA. NA.

CC-X003 chr12 133350766 C T GOLGA3 EX23 synonymous NM_005895.3 NP_005886.2 c.4284G>A  p.L1428L GTTxAGG - 2802 34 0 0% 30 7 18.90% NA. NA.

CC-X003 chr14 21250110 C T RNASE6 EX2E synonymous NM_005615.4 NP_005606.1 c.252C>T  p.V84V TGTxTGC + 6039 28 0 0% 25 9 26.40% NA. NA.

CC-X003 chr14 21526210 C T RNASE8 EX1E synonymous NM_138331.1 NP_612204.1 c.159C>T  p.A53A AGCxATG + 122665 28 0 0% 30 9 23% NA. NA.

CC-X003 chr15 20739851 C T GOLGA6L6 EX8 synonymous NM_001145004.1 NP_001138476.1 c.1899G>A  p.E633E CTTxTCC - 727832 16 0 0% 15 5 25% NA. NA.

CC-X003 chr15 32743198 G A GOLGA8O EX8 synonymous XM_001126912.3 XP_001126912.1 c.507C>T  p.R169R CAGxCGG - 728047 14 0 0% 14 3 17.60% NA. NA.

CC-X003 chr15 34640756 T C C15orf55 EX2 synonymous NM_175741.1 NP_786883.1 c.603T>C  p.G201G AGGxGAC + 256646 26 0 0% 33 6 15.30% NA. NA.

CC-X003 chr15 43692269 G A TUBGCP4 EX14 synonymous NM_014444.2 NP_055259.2 c.1446G>A  p.L482L ACTxAGT + 27229 32 0 0% 22 6 21.40% NA. NA.

CC-X003 chr15 102462417 C T OR4F4 EX1E synonymous NM_001004195.2 NP_001004195.2 c.846G>A  p.L282L CCTxAGT - 26682 20 0 0% 18 4 18.10% NA. NA.

CC-X003 chr16 69988284 C A CLEC18A EX4 synonymous NM_182619.3 NP_872425.2 c.264C>A  p.L88L CCTxTGT + 348174 21 0 0% 14 5 26.30% NA. NA.

CC-X003 chr17 18022138 G A MYO15A EX2 synonymous NM_016239.3 NP_057323.3 c.24G>A  p.E8E GGAxAAG + 51168 19 0 0% 26 5 16.10% NA. NA.

CC-X003 chr17 38510748 C T RARA EX7 synonymous NM_000964.3 NP_000955.1 c.1002C>T  p.L334L CCTxATC + 5914 18 0 0% 25 6 19.30% NA. NA.

CC-X003 chr17 38510751 C T RARA EX7 synonymous NM_000964.3 NP_000955.1 c.1005C>T  p.I335I CATxTGC + 5914 19 0 0% 25 6 19.30% NA. NA.

CC-X003 chr17 46051337 C G CDK5RAP3 EX4 synonymous NM_176096.1 NP_788276.1 c.225C>G  p.L75L TCTxAAA + 80279 28 0 0% 41 3 6.80% NA. NA.

CC-X003 chr17 61391969 C T TANC2 EX8 synonymous NM_025185.3 NP_079461.2 c.1158C>T  p.L386L CCTxAGC + 26115 18 0 0% 30 3 9% NA. NA.

CC-X003 chr19 39416920 C T SARS2 EX2 synonymous NM_001145901.1 NP_001139373.1 c.288G>A  p.L96L CCTxAGC - 54938 24 0 0% 37 8 17.70% NA. NA.

CC-X003 chr19 48284132 C G SEPW1 EX3 synonymous NM_003009.2 NP_003000.1 c.66C>G  p.L22L GCTxAAG + 6415 31 0 0% 37 5 11.90% NA. NA.

CC-X003 chr19 53391402 A G ZNF320 EX3 synonymous NM_207333.2 NP_997216.2 c.120T>C  p.N40N ATAxTTC - 162967 21 0 0% 14 3 17.60% NA. NA.

CC-X003 chr22 45574426 A G NUP50 EX5 synonymous NM_007172.3 NP_009103.2 c.648A>G  p.A216A GGCxGCT + 10762 41 1 2.30% 30 4 11.70% NA. NA.

CC-X003 chrX 48372937 G A PORCN EX9 synonymous NM_203475.1 NP_982301.1 c.870G>A  p.L290L ACTxAAT + 64840 30 0 0% 26 4 13.30% NA. NA.

CC-X005 chr1 11151105 G A EXOSC10 EX5 synonymous NM_001001998.1 NP_001001998.1 c.609C>T  p.F203F GATxAAG - 5394 29 0 0% 28 5 15.10% NA. NA.

CC-X005 chr1 16378221 C T CLCNKB EX14 synonymous NM_000085.4 NP_000076.2 c.1314C>T  p.R438R GCGxCTC + 1188 18 0 0% 20 4 16.60% NA. NA.

CC-X005 chr1 92642838 C T KIAA1107 EX5 synonymous NM_015237.2 NP_056052.2 c.774C>T  p.L258L ACTxACA + 23285 30 0 0% 35 3 7.80% NA. NA.

CC-X005 chr1 155340705 C T ASH1L EX11 synonymous NM_018489.2 NP_060959.2 c.6402G>A  p.Q2134Q CCTxTGT - 55870 37 0 0% 30 9 23% NA. NA.

CC-X005 chr1 161696512 G A FCRLB EX5 synonymous NM_001002901.2 NP_001002901.1 c.594G>A  p.V198V GGTxCTG + 127943 18 0 0% 29 6 17.10% NA. NA.

CC-X005 chr1 186649381 G C PTGS2 EX1 synonymous NM_000963.2 NP_000954.1 c.42C>G  p.L14L GCTxAGC - 5743 30 0 0% 29 19 39.50% NA. NA.

CC-X005 chr1 197032102 G A F13B EX2 synonymous NM_001994.2 NP_001985.2 c.150C>T  p.S50S TATxCTC - 2165 45 0 0% 33 5 13.10% NA. NA.

CC-X005 chr1 200587126 G A KIF14 EX2 synonymous NM_014875.2 NP_055690.1 c.726C>T  p.S242S CTTxCTC - 9928 38 0 0% 36 4 10% NA. NA.

CC-X005 chr2 3651957 C T COLEC11 EX2 synonymous NM_024027.4 NP_076932.1 c.27C>T  p.G9G GGGxGTT + 78989 34 0 0% 28 8 22.20% NA. NA.

CC-X005 chr2 15739797 G A DDX1 EX6 synonymous NM_004939.2 NP_004930.1 c.264G>A  p.L88L GCTxAAC + 1653 27 0 0% 29 3 9.30% NA. NA.

CC-X005 chr2 17942744 G A GEN1 EX3 synonymous NM_001130009.1 NP_001123481.1 c.243G>A  p.L81L GCTxAAA + 348654 29 0 0% 25 3 10.70% NA. NA.

CC-X005 chr2 219738366 C T WNT6 EX4E synonymous NM_006522.3 NP_006513.1 c.897C>T  p.R299R ACGxACC + 7475 30 0 0% 13 3 18.70% NA. NA.

CC-X005 chr3 46008132 C T FYCO1 EX8 synonymous NM_024513.3 NP_078789.2 c.2694G>A  p.L898L GTGxAGC - 79443 40 0 0% 31 4 11.40% NA. NA.

CC-X005 chr3 48677586 G A CELSR3 EX34 synonymous NM_001407.2 NP_001398.2 c.9432C>T  p.L3144L GTCxAGC - 1951 24 0 0% 25 6 19.30% NA. NA.

CC-X005 chr3 50402894 C T CACNA2D2 EX36 synonymous NM_001174051.1 NP_001167522.1 c.3012G>A  p.G1004G GCTxCCC - 9254 29 0 0% 31 4 11.40% NA. NA.

CC-X005 chr3 53140872 C T RFT1 EX8 synonymous NM_052859.3 NP_443091.1 c.789G>A  p.V263V CATxACA - 91869 22 0 0% 22 3 12% NA. NA.

CC-X005 chr3 140409956 G A TRIM42 EX4 synonymous NM_152616.4 NP_689829.3 c.2007G>A  p.L669L CCTxACC + 287015 28 0 0% 34 6 15% NA. NA.

CC-X005 chr3 195997364 C T PCYT1A EX3 synonymous NM_005017.2 NP_005008.2 c.39G>A  p.K13K CCTxTTC - 5130 45 0 0% 25 3 10.70% NA. NA.

CC-X005 chr4 141294771 C T SCOC EX1 synonymous NM_001153484.1 NP_001146956.1 c.81C>T  p.F27F GTTxTGT + 60592 43 0 0% 18 4 18.10% NA. NA.

CC-X005 chr4 177067275 G A WDR17 EX13 synonymous NM_170710.4 NP_733828.2 c.1731G>A  p.L577L TCTxAGA + 116966 32 0 0% 20 3 13% NA. NA.

CC-X005 chr5 34937436 C T DNAJC21 EX5 synonymous NM_194283.3 NP_919259.3 c.444C>T  p.V148V AGTxCAT + 134218 29 0 0% 16 4 20% NA. NA.

CC-X005 chr5 40834622 C T RPL37 EX2 synonymous NM_000997.4 NP_000988.1 c.90G>A  p.Q30Q CTTxTGA - 6167 39 0 0% 16 4 20% NA. NA.

CC-X005 chr5 123983662 C T ZNF608 EX4 synonymous NM_020747.2 NP_065798.2 c.2415G>A  p.L805L CACxAGA - 57507 33 0 0% 31 4 11.40% NA. NA.

CC-X005 chr6 30080541 C G TRIM31 EX2 synonymous NM_007028.3 NP_008959.3 c.42G>C  p.V14V GATxACT - 11074 25 0 0% 33 8 19.50% NA. NA.

CC-X005 chr6 32364126 G A BTNL2 EX5 synonymous NM_019602.1 NP_062548.1 c.768C>T  p.L256L GACxAGG - 56244 33 0 0% 36 7 16.20% NA. NA.

CC-X005 chr6 33156772 G A COL11A2 EX3 synonymous NM_080680.2 NP_542411.2 c.426C>T  p.L142L GCTxAGG - 1302 41 0 0% 16 4 20% NA. NA.

CC-X005 chr6 36983600 C T FGD2 EX9 synonymous NM_173558.3 NP_775829.2 c.1086C>T  p.F362F GTTxCAG + 221472 37 0 0% 26 5 16.10% NA. NA.

CC-X005 chr6 111628749 G T REV3L EX31 synonymous NM_002912.3 NP_002903.3 c.9067C>A  p.R3023R TTCxCGA - 5980 36 0 0% 30 5 14.20% NA. NA.

CC-X005 chr6 152771861 A T SYNE1 EX27 synonymous NM_182961.3 NP_892006.3 c.3294T>A  p.P1098P TCCxGGT - 23345 30 0 0% 24 5 17.20% NA. NA.

CC-X005 chr6 166720749 C T PRR18 EX1E synonymous NM_175922.3 NP_787118.2 c.882G>A  p.T294T CAGxGTG - 285800 19 0 0% 20 5 20% NA. NA.

CC-X005 chr6 169628359 G A THBS2 EX16 synonymous NM_003247.2 NP_003238.2 c.2277C>T  p.L759L GAAxAGG - 7058 42 0 0% 39 3 7.10% NA. NA.

CC-X005 chr7 4167074 G A SDK1 EX26 synonymous NM_152744.3 NP_689957.3 c.3885G>A  p.L1295L ACTxACA + 221935 39 1 2.50% 28 3 9.60% NA. NA.

CC-X005 chr7 45931551 C G IGFBP1 EX3 synonymous NM_000596.2 NP_000587.1 c.540C>G  p.L180L ACTxTAC + 3484 44 0 0% 31 9 22.50% NA. NA.

CC-X005 chr7 74114752 C A GTF2I EX5 synonymous NM_032999.2 NP_127492.1 c.549C>A  p.I183I CATxATT + 2969 32 0 0% 20 5 20% NA. NA.

CC-X005 chr8 27995373 C T ELP3 EX10 synonymous NM_018091.5 NP_060561.3 c.1065C>T  p.L355L CCTxGTG + 55140 37 0 0% 23 4 14.80% NA. NA.

CC-X005 chr8 145748411 G C LRRC24 EX5E synonymous NM_001024678.3 NP_001019849.2 c.990C>G  p.L330L GAAxAGC - 441381 19 0 0% 15 3 16.60% NA. NA.

CC-X005 chr9 100840539 C T NANS EX4 synonymous NM_018946.3 NP_061819.2 c.513C>T  p.I171I GATxGTG + 54187 26 0 0% 19 4 17.30% NA. NA.

CC-X005 chr9 131193471 C T CERCAM EX9 synonymous NM_016174.4 NP_057258.3 c.1092C>T  p.I364I CATxAGG + 51148 27 0 0% 24 4 14.20% NA. NA.

CC-X005 chr9 137593068 C T COL5A1 EX4 synonymous NM_000093.3 NP_000084.3 c.543C>T  p.L181L CCTxGAC + 1289 31 0 0% 28 6 17.60% NA. NA.

CC-X005 chr11 18113833 G A SAAL1 EX4 synonymous NM_138421.2 NP_612430.2 c.372C>T  p.F124F CTGxAAA - 113174 25 0 0% 43 6 12.20% NA. NA.

CC-X005 chr11 134252865 G A B3GAT1 EX4 synonymous NM_054025.2 NP_473366.1 c.657C>T  p.V219V GGCxACG - 27087 35 0 0% 18 4 18.10% NA. NA.

CC-X005 chr12 53607290 G A RARG EX8 synonymous NM_000966.5 NP_000957.1 c.1008C>T  p.L336L GATxAGG - 5916 32 0 0% 20 5 20% NA. NA.

CC-X005 chr12 56514697 G A ZC3H10 EX3E synonymous NM_032786.1 NP_116175.1 c.351G>A  p.Q117Q GCAxAAA + 84872 31 0 0% 17 8 32% NA. NA.

CC-X005 chr12 56669857 A G CS EX7 synonymous NM_004077.2 NP_004068.2 c.711T>C  p.S237S GTGxGAC - 1431 39 0 0% 18 3 14.20% NA. NA.

CC-X005 chr12 94975460 C T TMCC3 EX2 synonymous NM_020698.2 NP_065749.2 c.933G>A  p.L311L CTTxAGT - 57458 38 1 2.50% 22 6 21.40% NA. NA.

CC-X005 chr13 37394091 C G RFXAP EX1 synonymous NM_000538.3 NP_000529.1 c.597C>G  p.L199L ACTxGAG + 5994 34 0 0% 23 4 14.80% NA. NA.

CC-X005 chr13 70293578 G A KLHL1 EX9 synonymous NM_020866.2 NP_065917.1 c.1938C>T  p.D646D ACCxTCA - 57626 25 0 0% 22 5 18.50% NA. NA.

CC-X005 chr13 79213015 G A RNF219 EX4 synonymous NM_024546.3 NP_078822.3 c.492C>T  p.L164L TCTxAGT - 79596 42 0 0% 37 4 9.70% NA. NA.

CC-X005 chr13 96622501 C T UGGT2 EX12 synonymous NM_020121.3 NP_064506.3 c.1200G>A  p.L400L TTTxAGC - 55757 32 0 0% 36 4 10% NA. NA.

CC-X005 chr14 51561430 G A TRIM9 EX1 synonymous NM_015163.5 NP_055978.4 c.228C>T  p.S76S GCCxCTG - 114088 17 0 0% 34 6 15% NA. NA.

CC-X005 chr14 56079156 C T KTN1 EX2 synonymous NM_001079521.1 NP_001072989.1 c.390C>T  p.I130I CATxAAA + 3895 33 0 0% 33 6 15.30% NA. NA.

CC-X005 chr14 57857993 G C NAA30 EX2 synonymous NM_001011713.2 NP_001011713.2 c.318G>C  p.L106L CCTxAGC + 122830 38 0 0% 33 6 15.30% NA. NA.

CC-X005 chr15 48788403 C T FBN1 EX20 synonymous NM_000138.4 NP_000129.3 c.2313G>A  p.L771L GTTxAGT - 2200 44 0 0% 30 3 9% NA. NA.



CC-X005 chr16 716780 C T WDR90 EX39 synonymous NM_145294.4 NP_660337.3 c.4992C>T  p.L1664L CCTxTGC + 197335 39 0 0% 18 3 14.20% NA. NA.

CC-X005 chr17 29221016 C G ATAD5 EX21 synonymous NM_024857.3 NP_079133.3 c.5145C>G  p.L1715L TCTxAGC + 79915 26 0 0% 24 5 17.20% NA. NA.

CC-X005 chr17 39915105 G A JUP EX9 synonymous NM_002230.2 NP_002221.1 c.1515C>T  p.I505I CCTxATC - 3728 28 0 0% 17 5 22.70% NA. NA.

CC-X005 chr17 46923846 C G CALCOCO2 EX3 synonymous NM_001261390.1 NP_001248319.1 c.222C>G  p.L74L ACTxAAA + 10241 34 0 0% 34 5 12.80% NA. NA.

CC-X005 chr17 65924644 A G BPTF EX16 synonymous NM_182641.3 NP_872579.2 c.5925A>G  p.T1975T TACxGTA + 2186 24 0 0% 51 7 12% NA. NA.

CC-X005 chr17 76355048 C T SOCS3 EX2E synonymous NM_003955.3 NP_003946.3 c.129G>A  p.E43E GCTxTCC - 9021 19 0 0% 25 5 16.60% NA. NA.

CC-X005 chr17 78215619 C T SLC26A11 EX10 synonymous NM_001166347.1 NP_001159819.1 c.1035C>T  p.I345I CATxGGT + 284129 42 0 0% 25 4 13.70% NA. NA.

CC-X005 chr18 50278626 G A DCC EX2 synonymous NM_005215.3 NP_005206.2 c.294G>A  p.L98L GCTxATA + 1630 26 0 0% 39 4 9.30% NA. NA.

CC-X005 chr19 6177320 C G ACSBG2 EX8 synonymous NM_030924.3 NP_112186.3 c.819C>G  p.L273L ACTxAGC + 81616 31 0 0% 23 6 20.60% NA. NA.

CC-X005 chr19 10505808 G C CDC37 EX5 synonymous NM_007065.3 NP_008996.1 c.615C>G  p.L205L CATxAGT - 11140 43 0 0% 20 8 28.50% NA. NA.

CC-X005 chr19 10506625 G C CDC37 EX2 synonymous NM_007065.3 NP_008996.1 c.357C>G  p.L119L GCTxAGC - 11140 19 0 0% 18 3 14.20% NA. NA.

CC-X005 chr19 36361878 G A APLP1 EX3 synonymous NM_001024807.1 NP_001019978.1 c.372G>A  p.R124R CCGxAGC + 333 26 0 0% 34 4 10.50% NA. NA.

CC-X005 chr19 45976258 C T FOSB EX4E synonymous NM_006732.2 NP_006723.2 c.1005C>T  p.L335L CCTxCTC + 2354 18 0 0% 30 5 14.20% NA. NA.

CC-X005 chr19 58385762 C G ZNF814 EX3E synonymous NM_001144989.1 NP_001138461.1 c.996G>C  p.S332S AAAxGAT - 730051 15 0 0% 15 4 21% NA. NA.

CC-X005 chr19 58928722 C T ZNF584 EX4E synonymous NM_173548.1 NP_775819.1 c.837C>T  p.F279F CTTxAGT + 201514 36 0 0% 29 7 19.40% NA. NA.

CC-X005 chr20 35742546 C T C20orf132 EX19 synonymous NM_152503.4 NP_689716.4 c.2568G>A  p.V856V TCTxACC - 140699 34 0 0% 35 6 14.60% NA. NA.

CC-X005 chr21 34038835 G A SYNJ1 EX16 synonymous NM_203446.2 NP_982271.2 c.1977C>T  p.S659S TCTxGAG - 8867 42 0 0% 37 7 15.90% NA. NA.

CC-X005 chr22 42205989 C T CCDC134 EX3 synonymous NM_024821.2 NP_079097.1 c.210C>T  p.L70L GCTxAAG + 79879 37 0 0% 20 3 13% NA. NA.

CC-X005 chrX 31496382 C T DMD EX59 synonymous NM_004006.2 NP_003997.1 c.8778G>A  p.Q2926Q TCTxTGC - 1756 40 0 0% 34 3 8.10% NA. NA.

CC-X005 chrX 102864442 A G TCEAL3 EX3E synonymous NM_001006933.1 NP_001006934.1 c.450A>G  p.Q150Q TCAxGAG + 85012 37 1 2.60% 37 3 7.50% NA. NA.

CC-X005 chrX 138643882 C G F9 EX8E synonymous NM_000133.3 NP_000124.1 c.1038C>G  p.L346L CCTxAAA + 2158 35 0 0% 34 8 19% NA. NA.



Supplementary Table 4. Gene FPKM data

Gene

Symbol
Gene Length

CC-X004C-

FPKM

CC-X005C-

FPKM

CC-X006C-

FPKM

CC-X008C-

FPKM

CC-H024C-

FPKM

CC-H027C-

FPKM

CC-X004N-

FPKM

CC-X008N-

FPKM

CC-H024N-

FPKM

CC-H027N-

FPKM

Average

FPKM-

Cancer

Log2(M)

Average

FPKM-

Normal

Log2(CC-

X004C

/normal)

Log2(CC-

X005C

/normal)

Log2(CC-

X006C

/normal)

Log2(CC-

X008C

/normal)

Log2(CC-

H024C

/normal)

Log2(CC-

H027C

/normal)
A1BG 1766 1.47 2.04 0.76 0.88 4.57 5.51 10.14 3.36 7.51 4.73 2.54 1.34 6.43 -2.13 -1.66 -3.08 -2.87 -0.49 1.12

A1BG-AS1 2175 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

A1CF 9529 0.00 0.49 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

A2LD1 2678 1.80 3.56 5.39 2.57 3.94 1.96 2.09 1.18 1.96 2.14 3.20 1.68 1.84 -0.04 0.95 1.55 0.48 1.10 -0.71

A2M 4678 50.68 72.45 65.94 50.01 24.45 99.54 49.06 62.41 375.04 145.57 60.51 5.92 158.02 -1.64 -1.13 -1.26 -1.66 -2.69 0.72

A2ML1 5190 15.66 51.39 99.37 56.36 0.03 5.54 237.29 237.37 0.00 59.22 38.06 5.25 133.47 -3.09 -1.38 -0.43 -1.24 -12.01 -2.78

A4GALT 2106 0.00 15.25 71.96 10.45 28.06 11.19 0.00 0.00 32.49 16.58 22.82 4.51 12.27 #NUM! 0.31 2.55 -0.23 1.19 -1.03

A4GNT 1771 0.00 0.06 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AAA1 4869 0.02 0.02 0.00 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.01 -7.39 0.01 1.83 1.58 #NUM! #NUM! #NUM! #NUM!

AAAS 1854 17.08 16.98 17.42 17.42 25.47 12.87 14.63 12.80 16.49 11.16 17.87 4.16 13.77 0.31 0.30 0.34 0.34 0.89 -0.47

AACS 3341 6.86 4.89 12.06 12.07 10.59 6.44 7.66 6.82 3.96 7.04 8.82 3.14 6.37 0.11 -0.38 0.92 0.92 0.73 -0.45

AACSP1 2175 0.04 0.00 0.26 0.06 0.09 0.12 0.05 0.00 0.00 0.05 0.10 -3.38 0.03 0.54 #NUM! 3.35 1.28 1.85 0.32

AADAC 1725 0.28 0.51 0.00 0.00 2.06 0.11 0.52 0.05 0.00 0.36 0.49 -1.02 0.23 0.27 1.14 #NUM! #NUM! 3.15 -2.20

AADACL2 1513 0.08 0.44 0.02 0.00 0.00 0.43 1.71 0.83 0.02 0.62 0.16 -2.64 0.79 -3.39 -0.86 -5.16 #NUM! #NUM! 1.41

AADACL4 1575 0.00 0.00 0.04 0.00 0.00 0.09 0.00 0.00 0.17 0.03 0.02 -5.46 0.05 #NUM! #NUM! -0.27 #NUM! #NUM! 2.05

AADAT 2326 1.03 4.38 5.17 1.28 0.04 2.62 3.55 2.02 1.86 2.44 2.42 1.28 2.47 -1.25 0.83 1.07 -0.94 -6.09 0.12

AAGAB 2864 14.22 7.19 15.01 10.44 11.61 12.69 6.55 5.48 7.43 14.58 11.86 3.57 8.51 0.74 -0.24 0.82 0.29 0.45 0.10

AAK1 21283 13.45 4.66 5.21 10.16 0.89 1.82 3.72 3.25 1.04 1.33 6.03 2.59 2.34 2.52 0.99 1.16 2.12 -1.39 -1.73

AAMP 1859 18.88 21.80 15.47 15.99 42.13 35.49 19.64 22.41 56.62 45.84 24.96 4.64 36.13 -0.94 -0.73 -1.22 -1.18 0.22 0.51

AANAT 1935 0.00 0.00 0.00 0.00 0.08 0.00 0.08 0.00 0.00 0.00 0.01 -6.18 0.02 #NUM! #NUM! #NUM! #NUM! 2.07 #NUM!

AARS 3344 16.42 20.79 17.24 18.74 39.11 16.15 23.09 11.78 40.63 14.03 21.41 4.42 22.38 -0.45 -0.11 -0.38 -0.26 0.81 -0.41

AARS2 4782 1.29 2.83 4.26 4.04 3.78 2.47 2.49 2.27 2.78 2.45 3.11 1.64 2.50 -0.96 0.18 0.77 0.69 0.60 -0.33

AARSD1 2184 8.87 9.36 7.84 7.48 20.29 20.41 5.12 3.36 32.07 18.25 12.38 3.63 14.70 -0.73 -0.65 -0.91 -0.97 0.47 0.72

AASDH 3573 1.39 2.27 1.64 2.75 3.74 4.57 1.73 1.99 1.30 2.65 2.72 1.45 1.92 -0.47 0.24 -0.23 0.52 0.96 0.75

AASDHPPT 2880 6.12 5.75 4.51 4.12 3.91 8.60 5.74 5.84 8.53 10.71 5.50 2.46 7.71 -0.33 -0.42 -0.77 -0.90 -0.98 0.65

AASS 5887 2.34 5.11 2.01 1.35 0.24 3.76 3.73 4.86 2.44 3.38 2.47 1.30 3.60 -0.63 0.51 -0.84 -1.42 -3.89 0.61

AATF 2172 13.10 16.53 176.01 23.08 32.48 16.79 13.87 13.72 19.85 15.33 46.33 5.53 15.69 -0.26 0.08 3.49 0.56 1.05 -1.46

AATK 5327 0.00 2.39 0.00 0.00 0.00 0.00 0.00 0.00 1.79 0.00 0.40 -1.33 0.45 #NUM! 2.42 #NUM! #NUM! #NUM! #NUM!

AATK-AS1 1577 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ABAT 5586 0.42 1.71 4.71 1.78 1.26 1.31 1.58 1.25 0.81 1.26 1.87 0.90 1.23 -1.54 0.48 1.94 0.54 0.03 -0.51

ABCA1 10515 1.81 4.83 2.39 4.89 1.07 5.61 1.93 3.03 1.60 5.49 3.43 1.78 3.01 -0.74 0.68 -0.33 0.70 -1.49 0.71

ABCA10 6348 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ABCA11P 1895 0.00 0.00 0.00 0.00 0.00 2.24 0.00 0.00 2.44 2.50 0.37 -1.42 1.23 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ABCA12 9112 0.77 1.40 1.68 1.87 0.26 0.96 1.50 5.29 0.00 0.59 1.16 0.21 1.85 -1.27 -0.40 -0.13 0.02 -2.81 -0.27

ABCA13 17207 0.97 0.29 7.79 0.01 0.01 0.02 0.20 0.12 0.00 0.03 1.52 0.60 0.09 3.47 1.74 6.48 -2.78 -2.98 -6.07

ABCA17P 4188 2.05 0.04 0.74 6.08 23.37 0.00 0.04 0.01 0.08 0.51 5.38 2.43 0.16 3.68 -2.10 2.22 5.25 7.20 #NUM!

ABCA2 8171 1.00 4.79 2.50 3.02 3.25 3.82 2.95 2.09 3.19 1.37 3.06 1.62 2.40 -1.26 1.00 0.06 0.33 0.43 0.32

ABCA3 6623 0.69 1.31 2.75 0.74 4.17 1.16 1.71 0.97 1.23 0.95 1.80 0.85 1.21 -0.82 0.11 1.18 -0.71 1.78 -0.64

ABCA4 7326 0.52 0.59 1.41 0.02 0.50 0.11 0.03 0.02 0.07 0.05 0.52 -0.93 0.04 3.60 3.77 5.03 -1.31 3.53 -2.27

ABCA5 9249 0.82 1.88 2.59 2.22 0.00 2.56 2.43 0.95 0.38 2.80 1.68 0.75 1.64 -1.00 0.20 0.66 0.44 #NUM! 0.61

ABCA6 5296 0.99 4.52 0.67 2.11 0.00 3.89 0.00 2.29 2.03 3.95 2.03 1.02 2.07 -1.06 1.13 -1.62 0.03 -8.83 0.94

ABCA7 6834 1.77 3.15 3.32 3.40 13.94 5.19 1.96 1.51 0.88 1.65 5.13 2.36 1.50 0.24 1.07 1.15 1.18 3.22 0.02

ABCA8 5736 0.38 3.04 0.52 0.15 0.00 5.17 0.00 0.00 8.24 4.60 1.54 0.63 3.21 -3.06 -0.08 -2.64 -4.46 #NUM! 1.75

ABCA9 6310 0.09 2.68 0.35 1.07 0.00 2.98 0.00 1.05 3.19 3.10 1.20 0.26 1.84 -4.30 0.55 -2.41 -0.77 #NUM! 1.32

ABCB1 4718 0.88 2.41 2.61 0.49 0.26 3.26 3.07 1.76 7.77 5.04 1.65 0.73 4.41 -2.32 -0.87 -0.76 -3.16 -4.10 0.98

ABCB10 3861 1.42 2.68 2.05 1.97 4.45 4.90 1.57 1.33 4.63 3.27 2.91 1.54 2.70 -0.92 -0.01 -0.40 -0.46 0.72 0.75

ABCB11 4775 0.02 0.01 0.00 0.01 0.01 0.00 0.04 0.00 0.00 0.00 0.01 -7.10 0.01 0.56 -0.03 #NUM! -0.70 -0.13 #NUM!

ABCB4 3988 0.02 0.43 0.30 0.16 0.07 0.56 0.98 0.18 0.34 0.71 0.26 -1.95 0.55 -4.76 -0.35 -0.87 -1.80 -2.95 1.12

ABCB5 5401 0.05 0.10 0.03 0.00 0.00 0.80 0.31 0.21 0.30 0.11 0.16 -2.62 0.23 -2.31 -1.24 -3.05 #NUM! -8.21 2.30

ABCB6 3021 4.50 3.76 3.74 7.03 8.45 9.34 4.51 2.71 5.43 4.53 6.14 2.62 4.29 0.07 -0.19 -0.20 0.71 0.98 0.61

ABCB7 2404 3.56 4.70 4.63 3.45 7.55 8.21 4.08 5.08 5.54 7.86 5.35 2.42 5.64 -0.66 -0.26 -0.28 -0.71 0.42 0.62

ABCB8 4683 5.10 4.56 9.66 1.21 12.65 6.26 3.97 2.16 1.87 4.77 6.57 2.72 3.19 0.67 0.51 1.60 -1.40 1.99 -0.07

ABCB9 3814 0.84 1.40 1.64 1.02 1.74 0.77 0.47 0.44 0.95 0.45 1.24 0.31 0.58 0.54 1.28 1.50 0.83 1.60 -0.68

ABCC1 6564 3.07 9.47 5.91 7.88 9.83 7.39 10.01 11.81 6.18 7.89 7.26 2.86 8.97 -1.55 0.08 -0.60 -0.19 0.13 0.03

ABCC10 5118 1.86 3.56 4.40 3.86 3.01 1.84 4.12 3.16 3.32 2.21 3.09 1.63 3.20 -0.78 0.15 0.46 0.27 -0.09 -0.75

ABCC11 4862 0.02 0.10 0.05 0.00 0.07 0.02 0.09 2.66 0.00 0.00 0.04 -4.53 0.69 -4.89 -2.76 -3.90 #NUM! -3.32 -1.12

ABCC12 5168 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -14.17 0.00 #NUM! #NUM! #NUM! #NUM! -2.94 #NUM!

ABCC13 2839 0.04 0.12 0.00 0.15 0.00 0.00 0.02 0.01 0.02 0.00 0.05 -4.26 0.01 1.80 3.41 #NUM! 3.72 #NUM! #NUM!

ABCC2 5051 0.19 0.76 0.58 0.13 0.22 0.14 0.12 0.06 0.06 0.07 0.34 -1.57 0.08 1.29 3.32 2.93 0.75 1.53 -1.24

ABCC3 5183 2.16 32.13 1.37 5.44 6.85 3.63 1.96 1.94 0.57 1.83 8.60 3.10 1.57 0.46 4.35 -0.20 1.79 2.12 -1.24

ABCC4 5843 1.24 3.00 3.82 1.56 0.62 2.04 0.84 0.81 1.58 1.59 2.05 1.03 1.21 0.04 1.32 1.66 0.38 -0.97 -0.01

ABCC5 5851 18.49 9.08 7.74 20.67 7.89 10.96 7.70 12.12 4.44 9.14 12.47 3.64 8.35 1.15 0.12 -0.11 1.31 -0.08 -0.19

ABCC6 5125 0.33 6.80 0.09 0.10 2.10 0.84 1.06 0.32 1.08 0.51 1.71 0.77 0.74 -1.19 3.20 -3.03 -2.91 1.50 -1.03

ABCC6P1 2740 0.04 1.24 0.03 0.02 0.12 0.09 0.02 0.01 0.10 0.02 0.26 -1.97 0.04 0.06 4.94 -0.64 -1.35 1.55 -1.47

ABCC6P2 736 0.51 7.32 0.21 0.00 0.87 0.80 0.30 0.20 0.49 0.60 1.62 0.69 0.40 0.35 4.20 -0.90 #NUM! 1.13 -1.02

ABCC8 4980 0.11 0.10 0.01 0.00 0.00 0.08 2.21 0.63 0.24 0.15 0.05 -4.29 0.81 -2.83 -2.97 -6.01 #NUM! #NUM! 0.60

ABCC9 8325 2.02 6.37 3.34 3.18 0.21 3.61 4.50 3.88 3.24 3.18 3.12 1.64 3.70 -0.87 0.78 -0.14 -0.22 -4.11 0.21

ABCD1 3697 1.65 3.38 8.58 3.22 10.80 3.10 3.67 1.60 7.77 1.19 5.12 2.36 3.56 -1.11 -0.08 1.27 -0.15 1.60 -0.72

ABCD2 5341 0.43 0.40 0.61 0.11 0.01 0.59 0.50 0.54 0.80 0.28 0.36 -1.48 0.53 -0.30 -0.42 0.21 -2.29 -5.30 0.71

ABCD3 3616 3.89 6.40 6.49 4.25 4.24 12.01 7.72 5.21 8.20 9.18 6.21 2.64 7.58 -0.96 -0.24 -0.22 -0.83 -0.84 0.95

ABCD4 3157 3.12 12.33 4.39 9.36 8.63 18.09 4.13 3.37 17.30 9.78 9.32 3.22 8.65 -1.47 0.51 -0.98 0.11 0.00 0.96

ABCE1 4194 7.73 13.17 21.47 13.61 12.37 13.35 10.60 18.59 8.70 22.11 13.62 3.77 15.00 -0.96 -0.19 0.52 -0.14 -0.28 -0.03

ABCF1 3474 13.18 21.99 40.96 27.08 27.49 14.76 19.09 20.57 18.23 15.53 24.24 4.60 18.35 -0.48 0.26 1.16 0.56 0.58 -0.72

ABCF2 3552 10.70 23.65 28.98 18.43 15.03 8.68 8.64 9.78 13.04 9.64 17.58 4.14 10.28 0.06 1.20 1.50 0.84 0.55 -1.02

ABCF3 2626 15.61 15.61 20.47 17.76 28.55 11.68 11.22 7.72 11.96 10.02 18.28 4.19 10.23 0.61 0.61 1.00 0.80 1.48 -0.65

ABCG1 3142 1.48 6.74 3.98 10.54 20.13 5.62 0.97 3.49 4.43 4.51 8.08 3.01 3.35 -1.18 1.01 0.25 1.65 2.59 -0.52

ABCG2 4445 2.51 1.68 0.41 0.41 0.25 5.03 2.61 1.42 9.44 8.26 1.71 0.78 5.43 -1.12 -1.69 -3.73 -3.73 -4.44 1.55

ABCG4 3874 0.07 0.12 0.05 0.05 0.05 0.01 0.18 0.20 0.13 0.06 0.06 -4.07 0.14 -0.99 -0.22 -1.57 -1.40 -1.60 -2.23

ABCG5 2740 0.12 0.49 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.11 -3.24 0.00 6.15 8.24 #NUM! 3.90 #NUM! #NUM!

ABCG8 2679 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ABHD1 1471 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ABHD10 2666 6.49 5.35 4.71 4.51 9.31 7.28 3.38 3.23 5.96 6.07 6.27 2.65 4.66 0.48 0.20 0.01 -0.05 1.00 0.21

ABHD11 1667 6.36 22.83 12.64 6.16 15.05 12.23 4.84 4.60 7.49 10.19 12.55 3.65 6.78 -0.09 1.75 0.90 -0.14 1.15 -0.04

ABHD11-AS1 473 0.00 0.00 0.00 0.00 0.00 0.00 0.19 0.00 0.00 0.57 0.00 #NUM! 0.19 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ABHD12 2140 16.32 26.90 18.33 21.49 42.52 20.94 15.80 19.59 19.36 14.25 24.42 4.61 17.25 -0.08 0.64 0.09 0.32 1.30 -0.22

ABHD12B 1708 2.62 0.17 0.00 0.99 0.00 0.30 0.42 0.22 0.69 0.20 0.68 -0.55 0.38 2.78 -1.13 #NUM! 1.38 #NUM! -1.17

ABHD13 5316 1.83 2.50 2.57 2.03 2.38 4.60 1.77 2.22 3.63 4.62 2.65 1.41 3.06 -0.74 -0.29 -0.25 -0.59 -0.36 0.79

ABHD14A 1118 9.96 16.73 0.00 9.34 13.73 8.34 10.62 10.68 21.19 9.91 9.68 3.28 13.10 -0.39 0.35 #NUM! -0.49 0.07 -0.22

ABHD14A-ACY1 1879 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ABHD14B 2447 21.90 28.40 18.50 13.03 11.10 17.04 23.90 23.69 32.27 21.16 18.33 4.20 25.25 -0.21 0.17 -0.45 -0.95 -1.19 -0.11

ABHD15 3365 1.88 3.92 2.82 3.59 3.51 1.74 2.13 1.64 1.88 1.51 2.91 1.54 1.79 0.07 1.13 0.66 1.00 0.97 -0.74

ABHD16A 2270 14.70 17.81 19.01 17.84 39.34 22.77 12.15 9.60 28.48 19.35 21.91 4.45 17.39 -0.24 0.03 0.13 0.04 1.18 0.06

ABHD16B 1776 1.26 0.00 0.00 0.00 0.00 1.65 1.31 1.14 0.00 0.90 0.49 -1.04 0.84 0.59 #NUM! #NUM! #NUM! #NUM! 1.77

ABHD2 9159 4.03 10.00 7.29 8.49 5.29 7.67 6.14 7.25 5.91 5.54 7.13 2.83 6.21 -0.63 0.69 0.23 0.45 -0.23 0.11

ABHD3 2085 10.30 7.99 9.90 13.63 8.61 14.20 5.53 3.86 3.28 5.99 10.77 3.43 4.66 1.14 0.78 1.08 1.55 0.88 0.40

ABHD4 2543 12.00 25.39 15.13 24.91 31.52 16.21 23.93 18.13 22.14 16.80 20.86 4.38 20.25 -0.76 0.33 -0.42 0.30 0.64 -0.36

ABHD5 5370 5.66 4.97 12.97 25.43 8.62 4.10 8.96 7.38 2.45 5.41 10.29 3.36 6.05 -0.10 -0.28 1.10 2.07 0.51 -1.33

ABHD6 2413 2.84 4.68 5.18 9.19 2.62 3.64 6.36 5.37 4.41 3.92 4.69 2.23 5.01 -0.82 -0.10 0.05 0.87 -0.94 -0.37

ABHD8 2114 4.41 5.59 5.51 2.64 14.78 3.83 3.27 1.95 7.24 3.66 6.13 2.61 4.03 0.13 0.47 0.45 -0.61 1.87 -0.68

ABI1 3725 14.03 20.58 53.81 62.44 20.09 31.45 18.87 31.08 14.71 34.22 33.73 5.08 24.72 -0.82 -0.26 1.12 1.34 -0.30 -0.10

ABI2 6489 2.59 6.20 3.50 5.04 2.22 7.62 4.56 4.39 7.81 7.38 4.53 2.18 6.04 -1.22 0.04 -0.79 -0.26 -1.44 0.75

ABI3 2129 4.62 6.92 9.38 3.13 10.14 6.48 3.84 3.27 12.54 8.12 6.78 2.76 6.94 -0.59 -0.01 0.43 -1.15 0.55 -0.07

ABI3BP 4488 3.50 34.05 30.66 3.84 0.14 23.29 44.06 48.31 31.67 20.68 15.91 3.99 36.18 -3.37 -0.09 -0.24 -3.24 -8.01 0.55

ABL1 5881 4.72 18.69 14.80 13.07 17.38 11.84 17.22 17.95 43.32 23.52 13.42 3.75 25.50 -2.43 -0.45 -0.78 -0.96 -0.55 -0.18

ABL2 12244 0.83 3.40 3.44 3.57 2.77 4.91 2.68 4.76 3.19 4.86 3.15 1.66 3.87 -2.22 -0.19 -0.17 -0.12 -0.48 0.64

ABLIM1 7704 14.94 28.42 14.37 33.73 9.60 16.96 58.33 66.54 9.42 36.77 19.67 4.30 42.76 -1.52 -0.59 -1.57 -0.34 -2.16 -0.21

ABLIM2 3774 1.29 1.87 2.10 0.26 11.72 2.05 2.49 2.24 2.09 2.93 3.21 1.68 2.44 -0.92 -0.38 -0.21 -3.22 2.27 -0.65

ABLIM3 4335 4.29 7.83 1.37 4.24 1.99 3.99 4.65 7.43 7.41 4.36 3.95 1.98 5.96 -0.47 0.39 -2.12 -0.49 -1.59 0.02

ABO 1580 9.66 6.41 0.15 16.86 5.22 1.98 6.69 4.39 0.76 3.84 6.71 2.75 3.92 1.30 0.71 -4.74 2.10 0.41 -1.76

ABP1 2438 2.96 39.70 0.25 0.43 0.99 0.27 0.34 0.43 0.06 0.63 7.43 2.89 0.36 3.03 6.77 -0.56 0.25 1.45 -4.77

ABR 5603 7.65 30.04 18.13 22.48 8.87 12.74 24.67 21.48 15.06 14.22 16.65 4.06 18.86 -1.30 0.67 -0.06 0.25 -1.09 -0.39

ABRA 2831 0.04 0.00 0.00 0.00 0.01 0.08 0.09 0.00 5.25 0.14 0.02 -5.50 1.37 -5.15 #NUM! #NUM! #NUM! -7.25 1.94

ABT1 2264 10.74 15.63 11.92 21.11 36.33 17.86 6.45 5.89 18.23 17.65 18.93 4.24 12.05 -0.17 0.37 -0.02 0.81 1.59 -0.08

ABTB1 2020 8.07 10.36 4.69 14.86 19.48 12.59 8.21 4.12 28.59 11.13 11.68 3.55 13.01 -0.69 -0.33 -1.47 0.19 0.58 0.11

ABTB2 4919 1.09 5.18 0.73 1.24 3.94 1.58 2.75 4.07 1.65 2.60 2.29 1.20 2.77 -1.35 0.91 -1.93 -1.16 0.51 -0.53

ACAA1 1965 13.03 27.95 22.40 24.82 17.61 19.25 32.20 23.36 25.79 29.68 20.84 4.38 27.76 -1.09 0.01 -0.31 -0.16 -0.66 -0.11

ACAA2 1952 7.84 16.31 6.75 15.68 9.57 15.65 27.48 12.89 34.20 16.46 11.97 3.58 22.76 -1.54 -0.48 -1.75 -0.54 -1.25 0.39

ACACA 10692 4.06 5.42 12.40 7.56 4.39 3.17 4.07 5.44 2.54 4.43 6.17 2.62 4.12 -0.02 0.39 1.59 0.88 0.09 -0.96

ACACB 9260 0.78 3.87 1.53 0.98 1.14 1.58 2.34 2.36 6.16 2.72 1.65 0.72 3.40 -2.13 0.19 -1.15 -1.79 -1.57 -0.06

ACAD10 4124 0.00 4.25 3.24 4.12 6.70 3.83 4.82 0.00 3.67 0.00 3.69 1.88 2.12 #NUM! 1.00 0.61 0.96 1.66 0.05

ACAD11 3556 1.83 2.72 1.33 2.54 1.60 2.02 2.68 1.65 1.61 3.55 2.01 1.00 2.37 -0.38 0.20 -0.83 0.10 -0.56 0.01

ACAD8 2216 3.80 3.92 2.58 2.04 2.68 7.35 2.84 2.36 7.97 5.84 3.73 1.90 4.75 -0.32 -0.28 -0.88 -1.22 -0.83 0.98

ACAD9 2784 12.47 11.03 15.40 22.47 26.65 13.07 10.15 10.10 11.38 9.90 16.85 4.07 10.38 0.26 0.09 0.57 1.11 1.36 -0.37

ACADL 2565 0.20 0.10 0.01 0.03 0.24 0.78 0.69 0.42 0.68 0.00 0.23 -2.14 0.45 -1.13 -2.20 -5.15 -4.05 -0.89 1.78

ACADM 2627 7.94 7.59 9.68 5.31 9.09 24.28 5.56 6.30 9.33 12.99 10.65 3.41 8.54 -0.11 -0.17 0.18 -0.69 0.09 1.19

ACADS 1934 5.97 4.52 6.52 6.13 10.07 4.65 4.20 2.51 10.62 3.84 6.31 2.66 5.29 0.17 -0.23 0.30 0.21 0.93 -0.44

ACADSB 5941 0.94 1.99 1.50 1.55 0.46 2.86 2.01 1.97 2.17 2.52 1.55 0.63 2.17 -1.20 -0.12 -0.53 -0.48 -2.23 0.88

ACADVL 2320 37.56 103.43 59.94 74.22 181.39 62.25 68.99 53.60 139.85 80.16 86.46 6.43 85.65 -1.19 0.27 -0.51 -0.21 1.08 -0.47

ACAN 8840 0.06 0.29 0.10 0.16 1.52 0.58 2.13 0.06 2.17 0.43 0.45 -1.16 1.20 -4.44 -2.07 -3.63 -2.94 0.34 0.37

ACAP1 2523 19.74 3.91 6.27 0.00 7.26 7.68 0.00 0.00 0.00 0.00 7.48 2.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.04

ACAP2 7187 2.83 5.26 6.38 5.89 2.02 8.38 4.18 6.81 3.43 6.22 5.13 2.36 5.16 -0.87 0.03 0.31 0.19 -1.35 0.71

ACAP3 3801 5.14 11.04 5.90 17.34 3.84 6.32 21.64 11.38 11.42 9.11 8.26 3.05 13.39 -1.38 -0.28 -1.18 0.37 -1.80 -0.39

ACAT1 2149 12.68 25.91 4.82 3.23 7.52 26.00 10.56 12.32 30.58 39.33 13.36 3.74 23.20 -0.87 0.16 -2.27 -2.84 -1.63 0.96

ACAT2 1567 14.42 8.21 29.90 10.76 29.40 19.12 20.78 11.99 0.00 20.76 18.64 4.22 13.38 0.11 -0.70 1.16 -0.32 1.14 0.04

ACBD3 3581 9.49 19.25 27.13 15.30 10.21 18.58 13.43 18.63 12.87 23.28 16.66 4.06 17.05 -0.85 0.17 0.67 -0.16 -0.74 0.16

ACBD4 2057 2.85 5.19 1.28 2.40 6.31 4.88 3.10 1.92 6.28 4.77 3.82 1.93 4.02 -0.50 0.37 -1.65 -0.74 0.65 0.35

ACBD5 3993 2.23 6.05 4.98 3.49 3.79 7.18 2.22 3.22 3.28 4.02 4.62 2.21 3.19 -0.52 0.93 0.65 0.13 0.25 0.64

ACBD6 1617 20.12 20.01 14.71 16.45 33.11 26.80 11.58 11.95 32.64 17.13 21.87 4.45 18.32 0.13 0.13 -0.32 -0.16 0.85 0.29

ACBD7 3383 0.00 0.82 0.36 0.21 1.12 1.69 0.11 0.00 0.08 0.11 0.70 -0.51 0.07 #NUM! 3.46 2.27 1.50 3.92 1.27

ACCN1 3470 0.26 0.26 0.03 0.04 0.04 0.04 0.08 0.05 0.95 0.14 0.11 -3.15 0.31 -0.26 -0.25 -3.15 -3.01 -2.83 -1.37

ACCN2 3923 1.91 0.84 0.13 1.01 1.30 0.50 0.78 0.57 2.60 0.58 0.95 -0.08 1.13 0.75 -0.43 -3.13 -0.16 0.19 -0.92

ACCN3 2088 0.20 0.00 0.38 0.00 0.67 0.29 0.78 0.43 0.00 0.28 0.26 -1.96 0.37 -0.92 #NUM! 0.05 #NUM! 0.84 0.17

ACCN4 2914 0.01 0.06 0.00 0.00 0.01 0.00 0.03 0.03 0.08 0.02 0.01 -6.34 0.04 -2.06 0.53 #NUM! #NUM! -2.16 #NUM!

ACCN5 1692 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ACCS 2196 1.13 4.20 0.58 0.00 3.99 0.00 1.67 3.21 0.00 0.00 1.65 0.72 1.22 -0.11 1.78 -1.06 #NUM! 1.71 #NUM!

ACCSL 1820 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ACD 2095 14.05 16.64 8.07 11.46 34.25 9.88 6.61 4.93 11.19 7.70 15.72 3.97 7.61 0.89 1.13 0.08 0.59 2.17 -0.67

ACE 4969 1.22 8.87 4.31 2.83 3.83 5.14 3.54 3.88 7.89 3.89 4.37 2.13 4.80 -1.98 0.89 -0.15 -0.76 -0.33 0.24

ACE2 3519 0.84 0.91 0.00 0.87 1.31 0.46 0.68 0.97 0.07 0.85 0.73 -0.45 0.64 0.39 0.50 #NUM! 0.44 1.04 -0.68

ACER1 1088 1.02 1.29 0.16 0.21 0.05 0.27 11.71 9.72 0.27 3.12 0.50 -1.00 6.21 -2.60 -2.27 -5.25 -4.89 -6.92 -0.91

ACER2 2852 0.96 0.96 2.35 1.28 1.20 1.23 0.47 0.68 0.28 0.87 1.33 0.41 0.57 0.74 0.74 2.04 1.15 1.06 -0.11

ACER3 4387 4.85 5.93 5.82 2.15 1.87 2.92 4.50 6.13 2.60 4.11 3.92 1.97 4.33 0.16 0.45 0.43 -1.01 -1.21 -0.43

ACHE 2978 0.33 4.81 0.79 0.37 2.46 1.33 0.41 0.22 0.77 1.18 1.68 0.75 0.64 -0.97 2.90 0.30 -0.80 1.93 -0.34

ACIN1 4951 16.49 46.23 51.76 49.96 26.48 29.05 35.80 26.42 36.76 23.61 36.66 5.20 30.65 -0.89 0.59 0.76 0.71 -0.21 -0.34

ACLY 4450 8.83 20.43 36.29 35.72 23.32 17.62 16.96 14.23 29.41 17.24 23.70 4.57 19.46 -1.14 0.07 0.90 0.88 0.26 -0.43

ACMSD 1278 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ACN9 2068 49.20 19.85 7.08 4.08 11.31 14.28 2.16 21.37 9.66 4.61 17.63 4.14 9.45 2.38 1.07 -0.42 -1.21 0.26 -0.30

ACO1 3561 5.60 16.27 10.62 2.92 8.81 7.83 6.37 8.05 17.49 9.18 8.68 3.12 10.27 -0.88 0.66 0.05 -1.82 -0.22 -0.15

ACO2 2744 31.55 21.11 29.29 20.15 13.78 16.48 17.85 23.43 33.44 17.38 22.06 4.46 23.03 0.45 -0.13 0.35 -0.19 -0.74 -0.42

ACOT1 1603 0.00 0.93 0.00 0.42 3.09 1.51 0.00 0.24 0.00 1.49 0.99 -0.01 0.43 #NUM! 1.11 #NUM! -0.05 2.83 0.61

ACOT11 3181 3.22 2.16 2.03 3.52 2.67 1.10 2.32 1.88 0.64 1.86 2.45 1.29 1.67 0.94 0.37 0.28 1.07 0.67 -1.16

ACOT12 1989 0.08 0.03 0.00 0.00 0.00 0.00 0.03 0.10 0.04 0.03 0.02 -5.77 0.05 0.75 -0.83 #NUM! #NUM! #NUM! #NUM!

ACOT13 4407 5.51 4.15 4.91 5.27 6.08 0.00 3.37 3.10 3.29 3.32 4.32 2.11 3.27 0.75 0.34 0.59 0.69 0.89 #NUM!

ACOT2 1767 2.77 4.11 3.76 3.62 4.07 4.74 2.74 2.43 12.06 3.32 3.85 1.94 5.14 -0.89 -0.32 -0.45 -0.51 -0.34 0.30

ACOT4 1703 1.85 5.47 2.18 2.94 5.48 4.37 2.06 1.22 0.62 0.73 3.71 1.89 1.16 0.68 2.24 0.91 1.34 2.24 0.23

ACOT6 1004 0.00 0.00 0.00 0.00 0.34 0.05 0.00 0.00 0.00 0.00 0.07 -3.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.30

ACOT7 1814 17.14 16.03 22.54 26.23 52.23 19.38 11.15 10.46 8.22 11.14 25.59 4.68 10.24 0.74 0.65 1.14 1.36 2.35 -0.40

ACOT8 1188 18.29 16.44 14.98 14.74 16.92 13.34 11.99 8.81 13.74 9.07 15.78 3.98 10.90 0.75 0.59 0.46 0.43 0.63 -0.24

ACOT9 1727 7.51 16.03 13.60 17.20 28.40 16.50 7.01 10.19 26.08 11.57 16.54 4.05 13.71 -0.87 0.23 -0.01 0.33 1.05 0.00

ACOX1 7759 4.08 5.70 4.20 0.00 2.59 3.48 3.96 4.16 3.67 4.21 3.34 1.74 4.00 0.03 0.51 0.07 #NUM! -0.63 0.06

ACOX2 2356 2.65 1.79 0.48 0.48 0.33 2.66 3.96 3.77 7.67 4.48 1.40 0.49 4.97 -0.91 -1.47 -3.38 -3.36 -3.90 0.93

ACOX3 2890 2.55 3.74 5.65 2.75 3.96 5.48 6.70 4.16 3.51 7.89 4.02 2.01 5.56 -1.13 -0.57 0.02 -1.01 -0.49 0.45

ACOXL 2373 0.05 0.03 0.15 0.09 0.18 0.05 0.00 0.00 0.02 0.00 0.09 -3.47 0.00 3.23 2.80 4.90 4.14 5.21 -0.86

ACP1 1597 41.41 23.59 64.81 32.11 82.07 40.11 18.71 15.54 25.62 28.46 47.35 5.57 22.08 0.91 0.10 1.55 0.54 1.89 -0.24

ACP2 2218 8.05 16.13 22.77 18.24 26.62 15.01 5.69 6.10 12.40 8.43 17.80 4.15 8.16 -0.02 0.98 1.48 1.16 1.71 -0.25

ACP5 1663 22.85 32.51 51.83 16.73 33.62 36.74 25.23 23.21 15.64 30.72 32.38 5.02 23.70 -0.05 0.46 1.13 -0.50 0.50 0.18

ACP6 1832 5.03 5.53 3.00 1.48 3.04 3.46 2.54 2.04 3.38 4.27 3.59 1.84 3.06 0.72 0.86 -0.03 -1.05 -0.01 -0.05

ACPL2 3198 4.82 3.57 6.07 2.74 3.78 4.96 2.31 2.78 3.13 3.46 4.32 2.11 2.92 0.72 0.29 1.06 -0.09 0.37 0.20

ACPP 3223 3.82 4.42 5.41 2.93 3.38 2.63 18.57 36.64 0.34 7.31 3.76 1.91 15.71 -2.04 -1.83 -1.54 -2.42 -2.22 -0.52

ACPT 1347 0.00 0.00 0.00 1.27 0.06 0.00 0.00 0.00 0.00 0.00 0.22 -2.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ACR 1384 0.00 0.00 0.07 0.00 0.04 0.00 0.13 0.26 0.31 0.00 0.02 -5.73 0.18 #NUM! #NUM! -1.25 #NUM! -2.17 #NUM!

ACRBP 1886 0.00 2.19 2.17 1.35 0.72 1.08 1.19 0.49 1.48 0.27 1.25 0.32 0.86 #NUM! 1.36 1.34 0.66 -0.25 -0.21

ACRC 3178 0.08 0.23 0.11 0.16 0.01 0.39 0.00 0.22 0.00 0.62 0.16 -2.62 0.21 -1.33 0.12 -0.97 -0.42 -4.75 1.28

ACRV1 1189 0.03 0.00 0.00 0.36 0.00 0.41 0.00 0.00 0.06 0.00 0.13 -2.89 0.01 1.18 #NUM! #NUM! 4.69 #NUM! 1.62

ACSBG1 3010 0.00 0.00 0.65 1.05 0.04 0.00 0.00 0.00 0.00 0.00 0.29 -1.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ACSBG2 2712 0.00 0.00 0.00 0.21 0.72 0.53 0.04 0.00 0.04 0.07 0.24 -2.04 0.04 #NUM! #NUM! #NUM! 2.42 4.20 1.13

ACSF2 2257 6.41 15.51 3.66 7.03 47.66 16.21 10.19 8.94 7.73 9.16 16.08 4.01 9.01 -0.49 0.78 -1.30 -0.36 2.40 0.01

ACSF3 3625 1.57 5.93 3.17 7.48 6.69 2.88 2.47 3.84 3.98 2.25 4.62 2.21 3.13 -1.00 0.92 0.01 1.25 1.09 -0.68

ACSL1 3822 8.61 9.89 12.74 8.78 8.85 12.92 11.35 11.30 13.84 15.61 10.30 3.36 13.02 -0.60 -0.40 -0.03 -0.57 -0.56 0.33

ACSL3 4369 6.05 14.86 7.19 8.79 5.13 10.66 11.25 24.04 4.17 16.39 8.78 3.13 13.96 -1.21 0.09 -0.96 -0.67 -1.44 0.28

ACSL4 5351 3.26 10.73 7.92 5.57 7.60 16.64 5.72 9.40 9.77 19.99 8.62 3.11 11.22 -1.78 -0.06 -0.50 -1.01 -0.56 0.95

ACSL5 3399 4.95 27.23 10.83 9.10 14.86 11.36 3.90 8.42 7.22 7.83 13.06 3.71 6.84 -0.47 1.99 0.66 0.41 1.12 -0.20

ACSL6 6554 0.06 0.23 0.23 0.16 0.02 0.36 0.08 0.06 0.01 0.12 0.18 -2.50 0.07 -0.20 1.71 1.74 1.15 -1.75 1.03

ACSM1 2051 0.04 0.45 0.06 0.23 0.48 0.19 0.49 1.28 0.72 0.55 0.24 -2.05 0.76 -4.25 -0.76 -3.61 -1.70 -0.66 -0.37

ACSM2A 2969 0.00 0.02 0.01 0.00 0.00 0.03 0.02 0.04 0.07 0.01 0.01 -6.65 0.03 #NUM! -0.95 -1.72 #NUM! #NUM! 1.66

ACSM2B 2444 0.03 0.00 0.00 0.00 0.00 0.01 0.04 0.02 0.04 0.01 0.01 -7.12 0.03 0.29 #NUM! #NUM! #NUM! #NUM! 0.44

ACSM3 2158 0.00 1.19 0.00 0.00 0.00 0.00 1.14 1.80 0.00 0.96 0.20 -2.33 0.97 #NUM! 0.29 #NUM! #NUM! #NUM! #NUM!

ACSM4 1743 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ACSM5 2428 0.06 0.09 0.16 0.00 0.04 0.61 0.47 0.55 2.64 0.31 0.16 -2.65 0.99 -4.16 -3.48 -2.67 #NUM! -4.58 1.94

ACSS1 4488 1.39 8.42 4.86 2.83 1.89 5.66 3.27 2.36 8.00 4.18 4.18 2.06 4.45 -1.68 0.92 0.13 -0.65 -1.23 0.44

ACSS2 3027 9.26 13.57 23.01 12.28 12.72 13.72 17.72 8.93 11.69 13.18 14.09 3.82 12.88 -0.48 0.08 0.84 -0.07 -0.02 -0.04

ACSS3 3033 0.90 2.70 0.49 0.48 0.01 3.67 2.39 1.86 5.16 4.32 1.37 0.46 3.43 -1.94 -0.34 -2.81 -2.85 -8.72 1.42

ACTA1 1509 0.01 0.09 0.05 0.07 0.07 0.16 0.09 0.06 0.40 0.08 0.07 -3.78 0.16 -4.44 -0.78 -1.72 -1.28 -1.23 1.10

ACTA2 1798 247.78 595.79 113.87 55.05 116.21 643.90 601.26 110.90 6338.13 728.04 295.43 8.21 1944.58 -2.97 -1.71 -4.09 -5.14 -4.06 1.12

ACTB 1852 1264.76 2937.20 3580.05 3255.25 5054.42 2235.86 2329.22 2623.74 5955.77 2472.78 3054.59 11.58 3345.38 -1.40 -0.19 0.10 -0.04 0.60 -0.45



ACTBL2 2814 0.00 0.06 0.00 0.03 0.25 0.03 0.00 0.00 0.07 0.02 0.06 -4.04 0.02 #NUM! 1.37 -2.80 0.24 3.50 -1.22

ACTC1 3693 0.02 0.05 0.22 0.02 0.96 0.71 4.32 0.01 729.38 1.30 0.33 -1.60 183.75 -13.08 -11.77 -9.69 -13.01 -7.59 1.10

ACTG1 2123 576.40 1618.73 2502.67 1550.49 2367.07 1411.69 1500.26 2177.61 1630.99 2235.15 1671.18 10.71 1886.00 -1.71 -0.22 0.41 -0.28 0.33 -0.24

ACTG2 1345 37.08 61.26 6.77 1.56 9.85 161.68 663.58 5.62 6900.90 259.88 46.37 5.53 1957.49 -5.72 -5.00 -8.18 -10.29 -7.63 1.80

ACTL6A 1956 16.53 12.77 18.10 22.58 50.14 37.44 6.99 9.12 17.68 21.54 26.26 4.71 13.83 0.26 -0.12 0.39 0.71 1.86 0.51

ACTL6B 1550 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ACTL7B 1408 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ACTL8 1888 0.33 0.00 0.00 0.11 0.00 0.01 0.00 0.00 0.00 0.00 0.08 -3.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.53

ACTN1 3809 48.56 202.71 69.06 88.18 157.84 60.85 46.44 31.08 215.58 66.09 104.53 6.71 89.80 -0.89 1.17 -0.38 -0.03 0.81 -0.78

ACTN2 4528 0.01 0.08 0.03 0.00 0.01 0.06 0.01 0.01 0.08 0.14 0.03 -5.06 0.06 -3.37 0.35 -0.83 #NUM! -3.47 1.01

ACTN3 2858 0.00 0.03 0.13 0.00 0.05 0.02 0.00 0.02 0.16 0.03 0.04 -4.67 0.05 #NUM! -0.86 1.29 #NUM! -0.03 -0.69

ACTN4 3966 65.73 228.44 250.78 355.28 94.46 81.31 235.86 222.76 219.86 143.99 179.33 7.49 205.61 -1.65 0.15 0.29 0.79 -1.12 -1.14

ACTR10 2451 20.26 12.00 12.00 18.17 32.52 28.32 10.61 18.09 31.64 25.43 20.55 4.36 21.44 -0.08 -0.84 -0.84 -0.24 0.60 0.46

ACTR1A 2891 25.55 26.30 21.05 33.83 44.94 24.94 29.53 25.50 49.94 27.44 29.43 4.88 33.10 -0.37 -0.33 -0.65 0.03 0.44 -0.24

ACTR1B 2258 14.86 18.44 16.90 19.76 45.89 18.76 20.71 10.41 27.61 18.54 22.44 4.49 19.32 -0.38 -0.07 -0.19 0.03 1.25 -0.26

ACTR2 3944 19.32 31.22 45.85 36.56 33.11 61.50 22.96 25.34 37.38 47.41 37.93 5.25 33.27 -0.78 -0.09 0.46 0.14 -0.01 0.70

ACTR3 2728 67.06 62.94 108.66 99.04 50.77 88.02 60.71 74.51 53.72 90.40 79.42 6.31 69.83 -0.06 -0.15 0.64 0.50 -0.46 0.15

ACTR3B 2199 1.19 2.36 2.07 2.06 2.71 2.47 1.42 1.10 1.63 3.05 2.14 1.10 1.80 -0.59 0.39 0.20 0.20 0.59 0.21

ACTR3C 1298 1.22 2.45 3.01 1.71 0.00 3.24 0.82 2.09 0.00 0.00 1.94 0.96 0.73 0.75 1.75 2.05 1.23 #NUM! 0.74

ACTR5 2479 3.05 5.50 3.26 2.36 4.17 6.67 1.48 1.51 2.99 3.64 4.17 2.06 2.40 0.34 1.19 0.44 -0.03 0.79 0.68

ACTR6 1784 3.79 2.73 4.47 5.43 13.39 17.36 3.49 3.88 12.66 14.09 7.86 2.97 8.53 -1.17 -1.64 -0.93 -0.65 0.65 1.14

ACTR8 3629 1.76 5.29 4.41 3.22 2.67 4.17 3.56 2.84 3.76 4.08 3.59 1.84 3.56 -1.02 0.57 0.31 -0.14 -0.41 0.22

ACTRT1 1452 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ACVR1 3062 6.69 13.01 8.19 10.48 5.68 15.64 6.71 9.46 15.81 15.72 9.95 3.31 11.93 -0.83 0.13 -0.54 -0.19 -1.07 0.65

ACVR1B 4687 4.93 9.02 7.40 9.70 7.29 7.80 7.13 7.71 6.01 8.90 7.69 2.94 7.44 -0.59 0.28 -0.01 0.38 -0.03 0.02

ACVR1C 8892 0.10 0.13 0.15 1.23 0.03 0.14 0.04 0.08 0.08 0.06 0.30 -1.76 0.06 0.57 1.03 1.18 4.24 -0.94 -1.11

ACVR2A 5244 1.42 0.00 0.00 0.00 0.84 2.67 0.00 0.00 2.33 3.10 0.82 -0.28 1.36 0.07 #NUM! #NUM! #NUM! -0.69 1.70

ACVR2B 11373 0.22 0.49 0.66 0.45 0.15 0.31 0.38 0.24 0.22 0.32 0.38 -1.39 0.29 -0.37 0.77 1.20 0.65 -0.94 -0.28

ACVRL1 4263 3.39 6.72 2.94 2.30 2.88 10.99 7.91 6.44 13.75 6.90 4.87 2.28 8.75 -1.37 -0.38 -1.58 -1.93 -1.60 1.18

ACY1 1678 8.33 14.24 15.61 19.36 22.21 5.96 5.64 4.55 0.00 5.56 14.29 3.84 3.94 1.08 1.86 1.99 2.30 2.50 -1.26

ACY3 1317 2.15 5.93 1.54 0.51 1.64 0.92 0.07 0.05 0.02 0.58 2.11 1.08 0.18 3.59 5.05 3.10 1.50 3.20 -1.20

ACYP1 700 9.11 9.62 7.53 4.82 18.08 25.92 4.46 4.67 12.83 14.47 12.51 3.65 9.11 0.00 0.08 -0.27 -0.92 0.99 1.05

ACYP2 1238 12.05 5.17 6.75 1.69 11.99 14.10 7.21 5.26 9.42 5.04 8.62 3.11 6.73 0.84 -0.38 0.00 -1.99 0.83 0.71

ADA 1566 19.56 6.87 7.62 28.18 17.28 9.52 2.93 2.75 5.71 0.00 14.84 3.89 2.85 2.78 1.27 1.42 3.31 2.60 -0.64

ADAD1 1915 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

ADAD2 2322 0.29 0.92 0.54 1.54 0.00 0.00 1.44 1.11 0.05 2.08 0.55 -0.87 1.17 -1.99 -0.35 -1.11 0.40 #NUM! #NUM!

ADAL 3524 1.63 1.16 1.35 1.06 0.50 1.97 0.87 0.56 0.83 1.43 1.28 0.35 0.92 0.82 0.33 0.55 0.20 -0.88 0.62

ADAM1 2840 0.33 0.74 0.30 0.33 0.04 0.29 0.36 0.24 0.21 0.24 0.34 -1.56 0.26 0.31 1.49 0.21 0.32 -2.59 -0.20

ADAM10 3927 7.36 14.39 12.44 17.68 4.25 13.30 6.46 8.77 8.31 16.26 11.57 3.53 9.95 -0.43 0.53 0.32 0.83 -1.23 0.20

ADAM11 4402 0.19 0.23 0.06 0.46 0.35 0.16 0.56 0.09 0.96 0.75 0.24 -2.06 0.59 -1.67 -1.35 -3.26 -0.35 -0.77 -0.62

ADAM12 6093 1.26 10.91 6.29 5.46 2.80 2.48 0.47 0.34 0.09 0.63 4.86 2.28 0.38 1.72 4.84 4.04 3.84 2.87 -0.97

ADAM15 2970 46.61 39.17 31.06 44.34 61.17 34.64 39.39 24.70 45.87 32.51 42.83 5.42 35.62 0.39 0.14 -0.20 0.32 0.78 -0.31

ADAM17 3572 6.54 7.33 21.30 21.08 0.00 6.73 8.94 16.95 2.68 10.44 10.50 3.39 9.75 -0.58 -0.41 1.13 1.11 #NUM! -0.64

ADAM19 6506 1.80 6.39 3.47 5.65 2.43 1.89 2.00 1.49 4.35 1.75 3.61 1.85 2.40 -0.41 1.41 0.53 1.24 0.02 -0.93

ADAM20 2807 0.00 0.03 0.04 0.05 0.02 0.04 0.03 0.05 0.02 0.02 0.03 -5.06 0.03 #NUM! 0.05 0.69 0.79 -0.63 0.47

ADAM21 2666 0.05 0.03 0.01 0.11 0.11 0.04 0.02 0.06 0.00 0.02 0.06 -4.11 0.02 1.03 0.29 -1.65 2.21 2.19 -0.72

ADAM21P1 2049 0.00 0.03 0.01 0.00 0.01 0.05 0.01 0.08 0.00 0.00 0.02 -6.04 0.02 #NUM! 0.17 -2.19 #NUM! -0.93 1.62

ADAM22 9334 0.47 1.29 0.56 0.21 0.05 1.77 0.93 1.33 2.03 2.13 0.72 -0.47 1.61 -1.78 -0.32 -1.53 -2.92 -5.12 1.29

ADAM23 3059 1.63 1.96 2.81 3.19 0.11 1.98 1.88 3.17 1.90 2.19 1.95 0.96 2.28 -0.49 -0.22 0.30 0.48 -4.33 0.03

ADAM28 3220 3.96 2.70 2.72 1.24 0.66 4.70 0.75 1.81 0.52 1.40 2.66 1.41 1.12 1.83 1.27 1.28 0.14 -0.77 0.82

ADAM29 3325 0.00 0.04 0.00 0.00 0.00 0.02 0.00 0.03 0.01 0.00 0.01 -6.55 0.01 #NUM! 2.06 #NUM! #NUM! #NUM! 1.05

ADAM30 3006 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ADAM32 2742 0.26 0.14 0.21 0.07 0.00 0.00 0.20 0.07 0.40 0.44 0.11 -3.15 0.28 -0.11 -1.00 -0.44 -1.92 #NUM! #NUM!

ADAM33 3594 6.67 27.48 6.01 4.82 0.20 11.72 32.20 13.39 32.46 41.67 9.48 3.25 29.93 -2.17 -0.12 -2.32 -2.63 -7.22 0.31

ADAM5P 1718 0.00 0.00 0.00 0.04 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -7.19 0.01 #NUM! #NUM! #NUM! 3.04 #NUM! #NUM!

ADAM6 1842 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

ADAM7 2612 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ADAM8 3316 4.70 16.29 24.71 37.38 46.43 4.65 2.03 3.58 3.09 2.66 22.36 4.48 2.84 0.73 2.52 3.12 3.72 4.03 -2.27

ADAM9 4111 12.20 17.29 19.82 13.25 11.56 21.11 8.49 10.70 16.37 19.47 15.87 3.99 13.76 -0.17 0.33 0.53 -0.05 -0.25 0.41

ADAMDEC1 2438 1.78 3.61 8.28 2.16 1.06 8.62 0.01 0.24 0.06 0.82 4.25 2.09 0.29 2.64 3.66 4.86 2.92 1.89 1.02

ADAMTS1 4670 1.25 10.28 19.01 5.38 3.83 100.31 10.45 50.90 127.95 103.30 23.34 4.54 73.15 -5.87 -2.83 -1.94 -3.77 -4.25 2.10

ADAMTS10 4237 2.65 5.31 1.48 2.00 0.74 3.59 3.58 2.39 6.99 2.86 2.63 1.39 3.96 -0.58 0.43 -1.42 -0.98 -2.43 0.45

ADAMTS12 4955 1.02 1.84 1.63 1.13 0.45 2.40 0.21 0.23 3.18 2.14 1.41 0.50 1.44 -0.50 0.35 0.17 -0.35 -1.67 0.76

ADAMTS13 4941 0.06 0.91 0.10 0.53 0.00 0.00 0.84 0.17 0.00 0.46 0.27 -1.91 0.37 -2.74 1.31 -1.82 0.52 #NUM! #NUM!

ADAMTS14 5269 0.10 0.77 0.35 0.37 0.66 0.23 0.08 0.00 0.52 0.39 0.41 -1.27 0.25 -1.35 1.64 0.50 0.59 1.41 -0.86

ADAMTS15 5676 0.16 0.56 0.32 0.96 0.18 0.78 0.97 0.31 2.48 1.18 0.49 -1.02 1.23 -2.93 -1.15 -1.97 -0.36 -2.77 0.66

ADAMTS16 4974 0.03 0.26 0.46 0.45 0.03 0.14 0.07 0.01 2.74 0.11 0.23 -2.12 0.73 -4.56 -1.48 -0.65 -0.69 -4.43 -0.76

ADAMTS17 6331 0.28 0.36 3.72 0.85 0.97 0.57 1.05 0.61 0.09 0.52 1.12 0.17 0.57 -1.04 -0.68 2.71 0.59 0.77 -0.98

ADAMTS18 5930 0.03 0.09 0.09 0.00 0.01 0.31 0.05 0.42 0.50 0.20 0.09 -3.47 0.29 -3.08 -1.62 -1.63 #NUM! -5.17 1.78

ADAMTS19 5089 1.31 1.03 0.01 0.05 0.00 0.38 0.68 0.29 1.88 0.87 0.46 -1.11 0.93 0.49 0.15 -7.30 -4.20 #NUM! -0.28

ADAMTS2 6772 2.46 14.83 4.79 9.64 2.29 5.75 3.97 3.07 15.97 6.46 6.63 2.73 7.37 -1.58 1.01 -0.62 0.39 -1.68 -0.21

ADAMTS20 5733 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 0.00 -9.40 0.01 #NUM! 0.49 #NUM! #NUM! #NUM! #NUM!

ADAMTS3 5836 0.07 0.29 0.14 0.07 0.02 0.46 0.06 0.05 0.59 0.31 0.17 -2.53 0.26 -1.95 0.18 -0.89 -1.95 -3.63 1.41

ADAMTS4 4410 0.41 11.51 43.30 4.33 2.42 64.59 1.27 23.69 80.78 72.93 21.09 4.40 44.67 -6.76 -1.96 -0.04 -3.37 -4.21 1.61

ADAMTS5 9663 0.42 0.81 0.45 0.32 0.06 1.27 1.87 1.25 1.92 1.48 0.55 -0.85 1.63 -1.96 -1.02 -1.86 -2.33 -4.86 1.20

ADAMTS6 7289 0.12 0.75 0.61 0.12 0.02 0.45 0.14 0.15 0.21 0.18 0.34 -1.54 0.17 -0.49 2.17 1.87 -0.52 -3.06 0.39

ADAMTS7 5537 0.34 4.34 2.69 7.29 1.39 1.22 1.60 0.55 1.22 0.69 2.88 1.53 1.01 -1.59 2.10 1.41 2.85 0.46 -1.23

ADAMTS8 3679 0.04 1.07 0.18 0.11 0.09 2.10 0.69 0.05 3.95 2.25 0.60 -0.75 1.74 -5.61 -0.70 -3.28 -4.02 -4.33 1.82

ADAMTS9 7335 3.47 4.06 5.26 1.14 0.41 11.56 2.96 10.57 39.62 30.48 4.32 2.11 20.91 -2.59 -2.36 -1.99 -4.19 -5.68 1.42

ADAMTS9-AS2 2258 0.13 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ADAMTSL1 7858 0.31 1.41 0.24 0.32 0.03 0.93 0.90 0.56 4.19 1.56 0.54 -0.89 1.80 -2.55 -0.35 -2.92 -2.52 -5.78 0.78

ADAMTSL2 4083 0.29 1.02 0.87 0.39 1.85 1.25 0.24 0.16 2.22 0.74 0.94 -0.08 0.84 -1.55 0.28 0.04 -1.12 1.14 0.41

ADAMTSL3 7336 0.18 0.70 0.99 0.34 0.69 2.45 0.95 0.33 1.99 3.45 0.89 -0.17 1.68 -3.20 -1.26 -0.76 -2.31 -1.29 1.46

ADAMTSL4 4209 1.42 6.20 1.29 2.58 15.98 2.15 4.37 3.03 9.73 4.66 4.94 2.30 5.45 -1.94 0.19 -2.08 -1.08 1.55 -1.20

ADAMTSL5 2867 3.64 7.05 4.63 6.14 1.86 1.47 14.24 8.62 17.03 5.26 4.13 2.05 11.29 -1.63 -0.68 -1.28 -0.88 -2.60 -1.49

ADAP1 2338 2.20 8.97 3.96 3.68 24.70 1.94 1.74 1.35 2.68 1.23 7.58 2.92 1.75 0.33 2.36 1.18 1.07 3.82 -1.97

ADAP2 2757 3.43 7.31 6.29 4.42 5.16 3.58 2.47 2.82 3.93 2.57 5.03 2.33 2.95 0.22 1.31 1.09 0.58 0.81 -0.49

ADAR 6730 18.60 45.72 49.96 47.41 28.68 39.19 18.89 22.20 39.43 24.29 38.26 5.26 26.20 -0.49 0.80 0.93 0.86 0.13 0.03

ADARB1 7044 1.43 3.47 1.82 5.18 1.78 3.78 3.51 2.83 11.10 6.99 2.91 1.54 6.11 -2.10 -0.82 -1.75 -0.24 -1.78 0.38

ADARB2 8426 0.09 0.25 0.15 0.07 1.13 0.88 0.25 0.07 0.12 0.04 0.43 -1.22 0.12 -0.35 1.05 0.33 -0.81 3.24 1.04

ADAT1 3603 2.68 7.50 2.62 6.88 2.54 2.65 3.36 2.82 2.16 2.00 4.14 2.05 2.59 0.05 1.54 0.02 1.41 -0.03 -0.64

ADAT2 6270 0.42 1.68 0.40 1.97 0.55 0.69 0.63 0.54 0.20 0.66 0.95 -0.07 0.51 -0.27 1.73 -0.34 1.96 0.13 -0.46

ADAT3 1597 0.00 0.00 4.79 0.00 3.21 0.00 0.00 0.00 0.00 0.00 1.33 0.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ADC 2210 2.24 1.32 0.54 2.04 3.47 2.26 0.52 0.84 2.83 2.36 1.98 0.98 1.64 0.45 -0.32 -1.60 0.32 1.09 0.19

ADCK1 2249 2.70 5.63 3.35 3.43 1.72 2.61 3.09 1.70 2.12 1.38 3.24 1.70 2.07 0.38 1.44 0.69 0.73 -0.26 -0.31

ADCK2 2376 5.72 5.02 6.99 7.89 20.63 6.82 5.92 4.79 7.36 6.59 8.84 3.14 6.16 -0.11 -0.30 0.18 0.36 1.74 -0.38

ADCK3 2932 3.30 7.23 3.91 4.88 12.93 11.00 5.00 5.29 19.46 7.21 7.21 2.85 9.24 -1.48 -0.35 -1.24 -0.92 0.48 0.61

ADCK4 2458 5.72 0.00 0.00 4.81 13.87 2.22 0.00 0.00 0.00 0.00 4.44 2.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.00

ADCK5 1969 2.85 3.51 0.00 7.08 8.73 3.29 2.69 0.00 3.84 0.00 4.24 2.09 1.63 0.80 1.10 #NUM! 2.11 2.42 -0.37

ADCY1 12499 0.11 0.21 0.09 0.46 0.32 0.54 0.34 0.53 0.90 0.62 0.29 -1.80 0.60 -2.42 -1.49 -2.79 -0.40 -0.92 0.90

ADCY10 5421 0.03 0.06 0.00 0.05 0.00 0.11 0.02 0.00 0.01 0.02 0.04 -4.58 0.01 1.37 2.36 #NUM! 1.92 #NUM! 1.43

ADCY2 6553 0.58 1.07 0.11 0.01 0.00 0.50 3.26 3.18 1.84 1.11 0.38 -1.39 2.35 -2.02 -1.13 -4.37 -7.32 -9.33 0.40

ADCY3 4410 5.38 8.06 13.67 10.67 24.62 15.53 8.50 6.14 26.08 12.48 12.99 3.70 13.30 -1.30 -0.72 0.04 -0.32 0.89 0.26

ADCY4 3720 1.96 9.31 1.42 1.13 0.95 6.70 3.39 4.93 10.71 6.54 3.58 1.84 6.39 -1.70 0.54 -2.17 -2.50 -2.75 0.90

ADCY5 6098 0.27 0.64 2.31 0.12 0.01 1.07 1.86 0.43 10.95 1.81 0.74 -0.44 3.76 -3.82 -2.56 -0.71 -4.98 -8.06 0.55

ADCY6 6583 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ADCY7 6138 2.49 5.11 3.63 4.95 3.96 2.79 2.49 3.51 1.11 2.77 3.82 1.93 2.47 0.01 1.05 0.56 1.00 0.68 -0.45

ADCY8 4145 0.01 0.00 0.01 0.00 0.00 0.01 0.00 0.10 0.19 0.02 0.00 -8.26 0.08 -3.58 #NUM! -3.35 #NUM! -7.67 0.76

ADCY9 7741 1.08 3.70 1.91 3.36 2.55 1.54 3.61 2.96 3.40 2.23 2.36 1.24 3.05 -1.50 0.28 -0.67 0.14 -0.26 -0.61

ADCYAP1 3187 1.02 0.99 0.69 0.88 0.00 4.30 0.73 1.82 0.37 10.74 1.32 0.40 3.41 -1.74 -1.78 -2.30 -1.96 #NUM! 1.71

ADCYAP1R1 6593 0.18 0.54 0.06 0.17 0.00 0.76 0.94 0.48 1.73 2.21 0.29 -1.81 1.34 -2.89 -1.30 -4.37 -3.01 #NUM! 1.41

ADD1 4068 12.96 40.97 37.48 21.89 25.05 32.31 38.80 31.74 84.73 34.33 28.44 4.83 47.40 -1.87 -0.21 -0.34 -1.11 -0.92 0.18

ADD2 4119 0.37 0.52 0.13 0.08 0.14 0.35 0.11 0.12 0.41 0.39 0.26 -1.92 0.26 0.53 1.01 -0.96 -1.73 -0.87 0.40

ADD3 4454 19.28 20.94 13.32 14.53 3.93 24.01 17.57 18.69 17.56 19.87 16.00 4.00 18.42 0.07 0.19 -0.47 -0.34 -2.23 0.59

ADH1A 1513 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ADH1B 2689 0.09 0.13 0.13 0.01 0.03 3.13 5.14 1.49 57.41 1.87 0.59 -0.77 16.48 -7.60 -6.94 -7.01 -10.37 -9.21 2.42

ADH1C 1497 61.31 0.13 0.48 0.00 0.00 1.11 0.11 0.06 0.00 0.36 10.50 3.39 0.14 8.83 -0.10 1.82 #NUM! #NUM! -3.25

ADH4 1980 0.12 0.18 0.05 0.00 0.00 0.56 0.13 0.18 0.34 0.68 0.15 -2.72 0.33 -1.42 -0.88 -2.77 #NUM! #NUM! 1.88

ADH5 2644 32.28 17.80 20.14 34.98 53.51 51.35 16.21 13.00 79.78 63.41 35.01 5.13 43.10 -0.42 -1.28 -1.10 -0.30 0.31 0.55

ADH6 2803 0.00 0.19 0.54 0.00 0.03 0.00 0.00 0.77 0.00 0.00 0.13 -2.99 0.19 #NUM! -0.01 1.49 #NUM! -2.86 #NUM!

ADH7 2307 21.45 0.53 1.02 2.91 0.00 2.60 7.48 3.66 0.00 2.20 4.75 2.25 3.34 2.68 -2.65 -1.71 -0.20 #NUM! -0.87

ADHFE1 1907 1.08 4.01 0.41 9.67 0.77 2.37 2.96 3.89 2.86 2.01 3.05 1.61 2.93 -1.44 0.45 -2.84 1.72 -1.92 -0.37

ADI1 1685 35.69 14.96 33.48 30.46 98.46 64.56 18.01 17.81 47.31 50.03 46.27 5.53 33.29 0.10 -1.15 0.01 -0.13 1.56 0.48

ADIPOQ 4629 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.02 0.01 0.00 -10.24 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ADIPOR1 2151 91.42 68.92 50.67 101.41 103.09 57.09 68.18 36.75 40.11 46.97 78.77 6.30 48.00 0.93 0.52 0.08 1.08 1.10 -0.46

ADIPOR2 3982 9.32 10.68 20.81 16.21 18.39 12.38 15.23 14.40 13.44 18.11 14.63 3.87 15.29 -0.72 -0.52 0.44 0.08 0.27 -0.24

ADK 2288 34.16 9.40 14.19 12.88 64.30 23.64 16.33 13.29 14.69 37.85 26.43 4.72 20.54 0.73 -1.13 -0.53 -0.67 1.65 -0.16

ADM 1449 13.53 22.94 66.98 29.84 287.88 77.50 12.50 142.76 24.75 97.60 83.11 6.38 69.40 -2.36 -1.60 -0.05 -1.22 2.05 -0.10

ADM2 4246 0.50 1.55 2.74 0.22 0.46 0.15 0.24 0.17 0.04 0.08 0.94 -0.10 0.13 1.93 3.55 4.37 0.73 1.79 -2.62

ADNP 4713 6.54 15.05 19.21 15.91 6.81 12.21 11.64 10.44 7.72 11.90 12.62 3.66 10.42 -0.67 0.53 0.88 0.61 -0.61 -0.05

ADNP2 5401 1.40 3.94 8.59 4.66 2.88 3.24 3.18 5.13 2.23 5.43 4.12 2.04 3.99 -1.51 -0.02 1.11 0.22 -0.47 -0.35

ADO 3739 6.16 6.04 7.96 4.97 5.02 4.15 5.67 4.65 6.03 5.13 5.71 2.51 5.37 0.20 0.17 0.57 -0.11 -0.10 -0.46

ADORA1 2937 0.39 1.48 0.17 0.31 1.17 0.42 0.17 0.05 0.89 0.19 0.66 -0.60 0.32 0.28 2.19 -0.94 -0.04 1.86 -0.64

ADORA2A 2590 1.16 1.89 2.27 1.19 3.18 2.75 0.90 0.81 2.99 1.73 2.07 1.05 1.61 -0.48 0.23 0.50 -0.44 0.99 0.41

ADORA2B 1885 4.48 4.61 4.76 7.07 9.93 3.13 0.00 10.07 0.97 5.94 5.66 2.50 4.24 0.08 0.12 0.17 0.74 1.23 -0.86

ADORA3 2261 0.72 1.11 1.61 0.55 13.22 2.71 0.47 0.13 1.74 0.72 3.32 1.73 0.77 -0.08 0.53 1.07 -0.48 4.11 -0.29

ADPGK 2786 14.97 16.71 21.47 21.87 28.29 19.36 8.64 9.87 10.73 14.65 20.45 4.35 10.97 0.45 0.61 0.97 1.00 1.37 -0.08

ADPRH 3461 0.88 2.19 1.36 2.32 3.12 3.65 1.35 1.62 6.64 2.67 2.25 1.17 3.07 -1.80 -0.49 -1.17 -0.41 0.02 0.69

ADPRHL1 1917 1.05 0.87 0.00 0.81 1.12 0.54 0.82 0.37 0.63 0.00 0.73 -0.45 0.46 1.20 0.93 #NUM! 0.83 1.29 -0.43

ADPRHL2 1701 5.99 7.64 10.02 12.07 48.63 16.27 6.03 4.13 16.65 12.66 16.77 4.07 9.87 -0.72 -0.37 0.02 0.29 2.30 -0.04

ADRA1A 2304 0.00 0.22 0.02 0.05 0.00 0.08 0.13 0.03 0.16 0.82 0.06 -4.05 0.29 #NUM! -0.35 -4.22 -2.64 #NUM! 0.34

ADRA1B 2272 0.05 0.02 0.07 0.02 0.09 0.24 0.04 0.04 0.62 0.07 0.08 -3.58 0.19 -1.94 -3.00 -1.38 -3.53 -1.04 1.55

ADRA1D 2666 1.03 1.68 0.19 0.35 0.05 0.75 3.40 0.49 4.59 1.15 0.67 -0.57 2.41 -1.23 -0.52 -3.68 -2.77 -5.69 0.16

ADRA2A 3889 9.45 15.34 3.62 5.58 0.03 11.40 8.68 7.58 25.94 10.25 7.57 2.92 13.11 -0.47 0.23 -1.86 -1.23 -8.71 0.59

ADRA2B 3288 0.02 0.10 0.09 0.21 0.18 0.25 0.17 0.05 0.77 0.44 0.14 -2.81 0.36 -3.89 -1.77 -1.93 -0.79 -0.98 0.79

ADRA2C 1958 8.80 13.75 0.33 3.36 0.44 5.61 10.57 7.41 11.48 6.94 5.38 2.43 9.10 -0.05 0.60 -4.79 -1.44 -4.36 0.06

ADRB1 2862 0.36 0.09 0.14 0.05 0.06 0.33 0.08 0.09 0.02 0.09 0.17 -2.54 0.07 2.33 0.37 0.98 -0.62 -0.24 0.95

ADRB2 2058 6.44 4.43 3.79 7.24 11.55 6.04 4.27 22.57 5.60 11.33 6.58 2.72 10.94 -0.77 -1.30 -1.53 -0.60 0.08 -0.12

ADRB3 2660 0.00 0.02 0.01 0.00 0.00 0.01 0.01 0.00 0.26 0.04 0.01 -7.20 0.08 #NUM! -1.94 -2.72 #NUM! #NUM! 0.38

ADRBK1 3478 14.46 26.64 29.35 41.48 29.32 21.27 25.53 19.17 21.26 18.68 27.09 4.76 21.16 -0.55 0.33 0.47 0.97 0.47 -0.35

ADRBK2 9068 0.47 1.51 3.13 1.60 0.54 1.47 0.54 0.93 1.43 0.83 1.46 0.54 0.93 -0.98 0.70 1.75 0.78 -0.78 0.01

ADRM1 1410 61.18 60.36 109.21 82.94 118.23 53.04 47.52 36.83 70.61 44.49 80.82 6.34 49.86 0.29 0.28 1.13 0.73 1.25 -0.61

ADSL 1565 22.21 11.01 19.03 11.00 15.04 26.16 8.92 9.73 25.90 17.75 17.41 4.12 15.58 0.51 -0.50 0.29 -0.50 -0.05 0.59

ADSS 2791 11.27 12.64 14.03 13.32 13.77 24.84 9.06 9.51 11.56 21.86 14.98 3.90 13.00 -0.21 -0.04 0.11 0.04 0.08 0.73

ADSSL1 1826 9.05 3.80 7.18 18.83 37.89 4.20 2.43 3.61 2.01 3.56 13.49 3.75 2.90 1.64 0.39 1.31 2.70 3.71 -1.68

AEBP1 4125 45.15 247.69 39.82 38.00 19.07 164.78 93.02 64.64 214.36 169.32 92.42 6.53 135.34 -1.58 0.87 -1.77 -1.83 -2.83 0.83

AEBP2 5660 2.05 3.14 30.68 5.37 5.18 8.98 3.48 5.47 4.76 7.64 9.23 3.21 5.34 -1.38 -0.77 2.52 0.01 -0.04 -0.04

AEN 3134 3.13 4.88 14.75 11.47 12.91 4.45 4.65 8.63 5.33 9.04 8.60 3.10 6.91 -1.14 -0.50 1.09 0.73 0.90 -0.95

AES 1754 171.96 161.57 177.13 182.17 159.77 169.61 223.06 166.29 357.69 189.56 170.37 7.41 234.15 -0.45 -0.54 -0.40 -0.36 -0.55 -0.01

AFAP1 7786 1.74 6.24 7.75 2.64 5.89 4.85 3.18 3.54 11.05 5.29 4.85 2.28 5.77 -1.73 0.11 0.43 -1.13 0.03 0.00

AFAP1-AS1 6810 0.00 0.00 2.24 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.37 -1.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AFAP1L1 4223 1.97 2.31 1.16 1.40 1.33 3.34 2.46 1.53 3.71 3.19 1.92 0.94 2.72 -0.47 -0.24 -1.23 -0.96 -1.03 0.80

AFAP1L2 3997 12.36 9.99 5.95 19.86 7.83 11.22 9.31 8.53 18.86 14.29 11.20 3.49 12.75 -0.04 -0.35 -1.10 0.64 -0.70 0.00

AFF1 9378 2.61 9.97 8.80 12.36 4.20 8.07 7.14 12.13 7.38 10.06 7.67 2.94 9.18 -1.82 0.12 -0.06 0.43 -1.13 0.07

AFF2 13746 0.31 0.19 0.62 0.10 0.00 0.04 0.28 0.46 0.05 0.07 0.21 -2.25 0.21 0.55 -0.21 1.53 -1.11 -5.81 -2.23

AFF3 8153 0.46 0.67 0.26 0.22 0.01 0.33 0.77 0.23 2.07 0.38 0.32 -1.63 0.86 -0.92 -0.37 -1.74 -2.00 -5.89 0.02

AFF4 9580 2.10 9.92 7.90 10.86 3.92 12.12 8.20 15.58 5.77 13.03 7.80 2.96 10.64 -2.34 -0.10 -0.43 0.03 -1.44 0.64

AFG3L1P 3186 1.64 7.93 2.36 1.60 1.77 2.90 2.61 2.15 0.96 1.40 3.03 1.60 1.78 -0.12 2.15 0.40 -0.15 -0.01 -0.06

AFG3L2 3223 12.76 12.63 11.82 16.89 43.11 20.07 12.45 14.37 37.39 28.40 19.55 4.29 23.15 -0.86 -0.87 -0.97 -0.46 0.90 0.04

AFM 1997 0.00 0.01 0.00 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 -7.73 0.00 0.07 3.08 #NUM! #NUM! 2.97 #NUM!

AFMID 1770 0.00 9.84 0.00 0.00 0.00 4.98 10.58 10.25 8.97 12.34 2.47 1.30 10.53 #NUM! -0.10 #NUM! #NUM! #NUM! 1.01

AFP 2032 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.12 0.01 0.00 -7.77 0.03 #NUM! #NUM! -1.04 #NUM! #NUM! 1.36

AFTPH 4135 7.53 10.88 18.14 13.98 4.56 11.41 13.55 12.61 6.16 12.79 11.08 3.47 11.28 -0.58 -0.05 0.69 0.31 -1.31 0.04

AGA 2113 7.26 6.52 4.93 4.78 5.90 11.77 5.74 6.07 6.33 10.52 6.86 2.78 7.17 0.02 -0.14 -0.54 -0.58 -0.28 0.78

AGAP1 4530 0.70 1.69 1.01 1.14 1.25 1.38 2.08 1.51 1.88 1.29 1.20 0.26 1.69 -1.28 0.00 -0.74 -0.56 -0.43 0.21

AGAP11 3155 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

AGAP2 4920 0.49 1.70 1.71 1.07 0.00 0.94 0.52 0.36 0.00 0.30 0.98 -0.02 0.30 0.73 2.52 2.53 1.86 #NUM! -0.06

AGAP3 3247 9.18 16.15 20.78 25.79 35.87 17.19 18.34 14.19 24.93 23.57 20.83 4.38 20.26 -1.14 -0.33 0.04 0.35 0.82 -0.28

AGAP4 2431 1.34 5.33 2.79 4.47 1.24 2.35 2.14 2.11 1.54 2.30 2.92 1.55 2.02 -0.59 1.40 0.46 1.14 -0.71 -0.31

AGAP5 2426 1.81 7.39 2.52 4.72 1.23 2.23 2.66 1.75 1.64 1.77 3.32 1.73 1.95 -0.11 1.92 0.37 1.27 -0.67 -0.57

AGAP6 2772 2.24 7.76 4.54 7.10 1.57 5.13 3.68 4.70 4.23 2.66 4.72 2.24 3.82 -0.77 1.02 0.25 0.90 -1.28 0.12

AGAP7 2420 1.13 3.06 1.65 2.75 1.13 1.61 1.58 1.23 1.25 1.47 1.89 0.92 1.38 -0.29 1.15 0.25 0.99 -0.29 -0.23

AGAP8 2420 1.75 5.63 3.52 4.63 1.07 1.71 2.79 2.40 1.56 1.63 3.05 1.61 2.10 -0.26 1.43 0.75 1.14 -0.96 -0.83

AGAP9 2387 0.92 5.25 2.13 4.25 1.09 2.24 1.30 3.74 0.98 2.01 2.65 1.40 2.01 -1.13 1.39 0.09 1.08 -0.89 -0.24

AGBL1 3493 0.00 0.01 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.01 -7.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.15

AGBL2 3613 0.15 2.21 0.42 3.72 0.00 0.17 0.24 0.20 0.05 0.13 1.11 0.15 0.15 -0.08 3.85 1.44 4.60 #NUM! -2.74

AGBL3 3542 0.05 0.55 0.17 0.18 0.60 1.97 0.15 0.12 0.15 0.70 0.59 -0.77 0.28 -2.42 0.98 -0.68 -0.65 1.10 1.75

AGBL4 2988 0.02 0.05 0.00 0.02 0.00 0.06 0.02 0.01 0.00 0.00 0.03 -5.27 0.01 1.69 2.69 #NUM! 1.81 -1.77 1.23

AGBL5 3254 0.00 0.00 0.00 10.34 0.00 0.00 0.00 0.00 0.00 0.00 1.72 0.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AGER 1691 0.00 0.00 1.44 0.00 0.00 0.00 2.81 0.00 0.00 0.00 0.24 -2.06 0.70 #NUM! #NUM! 1.04 #NUM! #NUM! #NUM!

AGFG1 8750 14.08 14.02 18.67 21.30 5.40 7.16 9.82 15.65 4.93 6.88 13.44 3.75 9.32 0.60 0.59 1.00 1.19 -0.79 -0.91

AGFG2 4821 2.06 5.13 4.92 2.45 2.98 2.78 4.79 4.42 6.00 2.74 3.39 1.76 4.49 -1.12 0.19 0.13 -0.87 -0.59 -0.28

AGGF1 4514 4.30 5.60 3.96 8.48 2.97 7.31 4.55 4.14 2.85 3.90 5.44 2.44 3.86 0.16 0.54 0.04 1.14 -0.38 0.43

AGK 2925 9.10 8.32 15.32 10.58 7.50 7.96 4.62 7.44 6.40 6.64 9.80 3.29 6.27 0.54 0.41 1.29 0.75 0.26 -0.30

AGL 7449 1.58 2.05 6.28 2.21 1.27 5.56 1.43 1.76 4.73 2.35 3.16 1.66 2.57 -0.70 -0.32 1.29 -0.22 -1.01 0.82

AGMAT 2196 0.52 1.76 1.93 1.63 1.29 0.00 0.00 0.00 0.00 0.00 1.19 0.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AGMO 2475 0.00 0.01 0.00 0.04 0.00 0.07 0.05 0.01 0.07 0.11 0.02 -5.67 0.06 #NUM! -2.40 #NUM! -0.49 #NUM! 1.76

AGPAT1 2259 31.69 49.35 27.18 34.56 32.24 27.46 30.86 23.83 65.18 31.18 33.75 5.08 37.76 -0.25 0.39 -0.47 -0.13 -0.23 -0.30

AGPAT2 1576 23.79 21.78 11.71 44.80 66.03 20.79 18.92 16.08 21.01 27.10 31.48 4.98 20.77 0.20 0.07 -0.83 1.11 1.67 -0.60

AGPAT3 6555 4.80 10.50 10.87 19.79 5.56 4.76 10.84 6.41 4.00 4.86 9.38 3.23 6.53 -0.44 0.69 0.74 1.60 -0.23 -0.98

AGPAT4 7889 3.38 1.43 1.19 3.39 6.37 3.57 0.90 8.49 1.83 1.54 3.22 1.69 3.19 0.08 -1.16 -1.42 0.09 1.00 0.15

AGPAT5 5535 2.05 1.88 3.38 1.01 2.92 4.19 1.24 1.05 3.67 3.16 2.57 1.36 2.28 -0.15 -0.28 0.57 -1.18 0.36 0.71

AGPAT6 6328 4.29 6.12 6.11 2.92 6.83 11.45 4.14 2.20 11.98 9.76 6.29 2.65 7.02 -0.71 -0.20 -0.20 -1.27 -0.04 0.87

AGPAT9 2534 0.96 2.59 3.47 0.94 0.63 2.31 4.47 3.17 2.63 5.30 1.82 0.86 3.89 -2.01 -0.59 -0.16 -2.05 -2.62 0.34

AGPHD1 1235 4.73 2.68 4.01 1.86 0.81 0.00 1.36 2.70 0.00 1.82 2.35 1.23 1.47 1.69 0.86 1.45 0.34 -0.87 #NUM!

AGPS 7674 3.81 4.38 8.91 27.85 5.21 5.66 2.24 2.37 3.80 3.71 9.30 3.22 3.03 0.33 0.53 1.56 3.20 0.78 -0.72

AGR2 996 45.16 490.38 45.56 3.71 2.28 17.48 1.54 1.38 0.22 10.90 100.76 6.65 3.51 3.69 7.13 3.70 0.08 -0.62 -2.53

AGR3 763 0.00 3.65 0.00 0.11 0.08 0.39 0.14 0.00 0.00 0.32 0.70 -0.51 0.12 #NUM! 4.98 #NUM! -0.05 -0.49 -0.87

AGRN 7319 10.07 19.17 19.48 40.23 44.60 9.14 7.74 5.38 10.93 4.86 23.78 4.57 7.23 0.48 1.41 1.43 2.48 2.63 -1.38

AGRP 783 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.07 0.01 -6.32 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58



AGSK1 2561 6.07 4.18 8.09 8.68 11.44 1.91 1.75 12.46 1.53 7.70 6.73 2.75 5.86 0.05 -0.49 0.46 0.57 0.96 -1.81

AGT 2587 1.17 5.84 0.12 0.27 0.82 3.35 3.78 2.07 14.20 1.95 1.93 0.95 5.50 -2.23 0.09 -5.51 -4.33 -2.74 0.80

AGTPBP1 4436 1.93 3.23 4.24 2.33 0.70 5.81 1.75 2.77 1.52 2.48 3.04 1.60 2.13 -0.15 0.60 0.99 0.13 -1.61 0.93

AGTR1 2420 0.11 0.40 0.24 0.08 0.02 0.70 0.89 0.89 8.07 0.58 0.26 -1.96 2.61 -4.61 -2.71 -3.46 -5.10 -6.85 1.44

AGTR2 2906 0.03 0.02 0.02 0.00 0.00 0.01 0.08 0.00 6.31 0.02 0.01 -6.32 1.60 -5.87 -6.45 -6.23 #NUM! #NUM! -0.64

AGTRAP 1297 51.04 40.44 19.19 55.19 95.29 32.35 20.22 17.73 24.60 17.78 48.91 5.61 20.08 1.35 1.01 -0.07 1.46 2.25 -0.60

AGXT 1611 0.00 0.00 0.00 0.00 0.00 0.03 0.04 0.00 0.00 0.00 0.01 -7.61 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

AGXT2 2406 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.10 0.01 -7.07 0.03 #NUM! 0.70 #NUM! #NUM! #NUM! #NUM!

AGXT2L1 2155 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -11.10 0.00 #NUM! -0.39 #NUM! #NUM! #NUM! #NUM!

AGXT2L2 2017 8.89 13.41 9.79 0.00 0.00 13.24 6.92 7.18 11.31 12.39 7.56 2.92 9.45 -0.09 0.50 0.05 #NUM! #NUM! 0.81

AHCTF1 8643 2.01 5.93 5.99 5.61 1.55 4.66 4.25 5.82 2.06 4.04 4.29 2.10 4.04 -1.01 0.55 0.57 0.47 -1.38 0.12

AHCY 2375 45.10 35.95 35.68 33.27 98.50 37.42 26.90 24.29 36.37 36.89 47.65 5.57 31.11 0.54 0.21 0.20 0.10 1.66 -0.35

AHCYL1 4024 15.83 24.96 30.35 25.56 16.49 31.98 21.12 22.56 38.89 29.25 24.20 4.60 27.96 -0.82 -0.16 0.12 -0.13 -0.76 0.40

AHCYL2 5075 4.83 15.05 4.88 5.10 0.84 3.27 3.05 5.46 2.35 4.01 5.66 2.50 3.72 0.38 2.02 0.39 0.46 -2.14 -0.79

AHDC1 6512 1.51 9.86 7.46 9.20 2.16 2.25 11.99 7.97 6.84 5.54 5.41 2.43 8.08 -2.42 0.29 -0.12 0.19 -1.90 -1.27

AHI1 5649 2.39 4.36 3.52 4.30 1.74 3.18 3.27 3.75 2.32 2.27 3.25 1.70 2.90 -0.28 0.59 0.28 0.57 -0.74 -0.03

AHNAK 18815 15.84 71.98 103.11 79.08 17.59 68.66 118.03 156.51 146.28 129.57 59.37 5.89 137.60 -3.12 -0.93 -0.42 -0.80 -2.97 0.21

AHNAK2 18317 3.84 14.26 9.38 17.43 45.54 2.44 33.20 29.61 27.79 20.18 15.48 3.95 27.70 -2.85 -0.96 -1.56 -0.67 0.72 -2.67

AHR 6247 13.99 26.38 22.82 16.13 6.17 26.02 12.96 20.47 11.51 15.75 18.58 4.22 15.17 -0.12 0.80 0.59 0.09 -1.30 0.49

AHRR 5676 0.00 0.00 0.00 0.00 0.00 0.00 1.12 0.00 0.00 0.00 0.00 #NUM! 0.28 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AHSA1 1429 40.10 34.51 47.63 54.13 118.16 61.41 32.27 27.75 88.35 56.54 59.33 5.89 51.22 -0.35 -0.57 -0.10 0.08 1.21 0.05

AHSA2 3059 2.77 7.24 0.00 8.75 2.56 7.31 0.00 3.89 2.86 6.61 4.77 2.25 3.34 -0.27 1.12 #NUM! 1.39 -0.38 0.61

AHSG 1594 0.00 0.11 0.00 0.02 0.00 0.02 0.00 0.02 0.00 0.00 0.02 -5.36 0.00 #NUM! 4.57 #NUM! 2.31 #NUM! -0.64

AHSP 518 3.15 0.00 0.28 0.00 2.47 0.07 0.75 0.00 2.47 0.00 1.00 -0.01 0.80 1.97 #NUM! -1.50 #NUM! 1.62 -3.87

AICDA 2794 0.03 0.01 0.00 0.02 0.00 0.03 0.00 0.00 0.03 0.00 0.01 -6.11 0.01 2.18 0.59 #NUM! 1.92 #NUM! 0.79

AIDA 3020 20.62 23.98 22.65 17.78 14.32 39.83 21.28 16.82 30.00 28.32 23.20 4.54 24.11 -0.23 -0.01 -0.09 -0.44 -0.75 0.78

AIF1 1491 58.21 70.17 67.19 40.07 92.94 152.77 29.37 30.73 96.87 63.73 80.23 6.33 55.18 0.08 0.35 0.28 -0.46 0.75 0.93

AIF1L 3533 12.82 5.72 1.88 3.64 15.69 7.47 21.15 11.81 20.49 10.99 7.87 2.98 16.11 -0.33 -1.49 -3.10 -2.14 -0.04 -0.08

AIFM1 2492 8.29 7.70 8.57 5.88 15.68 9.74 4.66 4.35 8.70 7.11 9.31 3.22 6.21 0.42 0.31 0.46 -0.08 1.34 0.06

AIFM2 3256 1.12 0.00 2.37 1.89 0.00 0.00 0.00 0.00 0.00 0.00 0.90 -0.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AIFM3 2439 0.89 0.65 0.12 0.36 0.71 0.70 0.36 0.13 0.34 0.63 0.57 -0.81 0.36 1.29 0.84 -1.59 -0.01 0.97 0.28

AIG1 1385 22.73 9.59 14.66 20.71 56.29 20.09 16.70 16.80 18.16 22.09 24.01 4.59 18.44 0.30 -0.94 -0.33 0.17 1.61 -0.26

AIM1 7553 6.77 11.53 14.57 22.90 7.99 5.97 18.39 15.43 1.01 7.61 11.62 3.54 10.61 -0.65 0.12 0.46 1.11 -0.41 -0.96

AIM1L 5245 5.68 7.27 15.31 18.45 10.61 2.64 17.49 21.71 0.03 13.06 9.99 3.32 13.07 -1.20 -0.85 0.23 0.50 -0.30 -1.92

AIM2 1485 8.67 2.97 18.47 4.15 8.82 2.04 0.12 0.10 0.17 0.16 7.52 2.91 0.14 6.00 4.45 7.09 4.94 6.02 -1.88

AIMP1 3159 10.57 11.62 14.90 11.13 7.26 19.73 9.47 10.18 11.50 19.27 12.53 3.65 12.61 -0.25 -0.12 0.24 -0.18 -0.80 0.65

AIMP2 1236 30.22 16.05 21.81 0.00 15.22 0.00 18.14 9.33 6.66 0.00 13.88 3.80 8.53 1.82 0.91 1.35 #NUM! 0.83 #NUM!

AIP 1250 28.62 23.25 26.40 30.68 119.05 73.71 21.54 18.24 81.58 48.58 50.28 5.65 42.48 -0.57 -0.87 -0.69 -0.47 1.49 0.55

AIPL1 2981 0.03 0.02 0.32 0.00 0.28 0.03 0.01 0.01 0.00 0.01 0.11 -3.16 0.01 1.93 1.35 5.42 #NUM! 5.22 -2.16

AIRE 2257 0.04 0.06 0.02 0.04 0.01 0.07 0.01 0.05 0.02 0.03 0.04 -4.74 0.03 0.26 0.90 -0.88 0.22 -1.20 0.87

AJAP1 2923 0.36 0.54 0.23 0.30 0.22 0.61 0.46 0.29 3.38 0.90 0.38 -1.41 1.26 -1.80 -1.21 -2.44 -2.09 -2.55 0.70

AK1 2266 8.19 9.94 4.81 5.90 47.73 14.49 7.07 4.89 17.19 13.39 15.18 3.92 10.64 -0.38 -0.10 -1.14 -0.85 2.17 -0.07

AK2 3789 39.72 23.97 34.15 45.90 91.33 42.98 20.04 22.45 27.06 69.02 46.34 5.53 34.64 0.20 -0.53 -0.02 0.41 1.40 -0.11

AK3 4333 12.77 13.23 13.20 10.18 8.96 28.85 11.94 12.05 13.47 18.34 14.53 3.86 13.95 -0.13 -0.08 -0.08 -0.45 -0.64 0.99

AK4 6998 2.58 1.96 14.28 6.51 8.94 3.19 4.59 5.42 3.95 3.50 6.24 2.64 4.37 -0.76 -1.16 1.71 0.58 1.03 -0.97

AK5 3937 0.13 0.29 0.06 0.17 0.08 1.97 0.38 0.08 1.08 0.23 0.45 -1.14 0.44 -1.73 -0.60 -2.78 -1.40 -2.44 2.13

AK7 2672 1.90 1.53 1.14 0.21 0.08 1.09 0.37 0.47 0.31 0.45 0.99 -0.01 0.40 2.25 1.93 1.51 -0.90 -2.41 0.14

AK8 2185 0.00 5.55 0.23 3.01 0.32 0.50 0.96 0.61 0.81 0.61 1.60 0.68 0.74 #NUM! 2.90 -1.70 2.01 -1.23 -1.67

AKAP1 3968 6.39 25.73 11.57 7.30 9.24 11.62 8.07 7.53 13.28 9.41 11.97 3.58 9.57 -0.58 1.43 0.27 -0.39 -0.05 -0.04

AKAP10 2929 4.65 5.85 7.07 8.10 2.54 5.74 4.90 4.39 4.92 4.67 5.66 2.50 4.72 -0.02 0.31 0.58 0.78 -0.89 0.02

AKAP11 9926 0.85 5.01 3.41 4.32 0.76 5.24 3.33 4.97 3.25 4.07 3.26 1.71 3.90 -2.20 0.36 -0.20 0.14 -2.37 0.68

AKAP12 8450 0.85 3.98 2.11 1.29 7.30 12.11 5.19 7.64 13.93 18.07 4.61 2.20 11.21 -3.72 -1.50 -2.41 -3.11 -0.62 1.39

AKAP13 13302 5.51 20.73 16.12 12.38 5.97 11.60 11.66 14.97 11.53 16.47 12.05 3.59 13.66 -1.31 0.60 0.24 -0.14 -1.19 -0.06

AKAP14 855 0.00 0.64 0.57 0.00 0.00 0.83 0.53 0.45 1.23 1.32 0.34 -1.56 0.88 #NUM! -0.46 -0.64 #NUM! #NUM! 1.29

AKAP17A 3287 1.03 3.72 1.81 1.63 1.28 1.91 1.76 2.26 1.99 2.11 1.90 0.92 2.03 -0.98 0.87 -0.17 -0.32 -0.67 0.01

AKAP2 7016 2.38 10.12 5.99 2.33 0.65 23.30 9.51 14.36 23.33 26.79 7.46 2.90 18.50 -2.96 -0.87 -1.63 -2.99 -4.83 1.64

AKAP3 3027 0.14 0.14 0.96 0.37 0.00 0.22 0.25 0.28 0.22 0.14 0.31 -1.71 0.22 -0.65 -0.65 2.13 0.76 #NUM! -0.49

AKAP4 2881 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AKAP5 6487 0.31 1.12 1.61 0.31 0.26 0.85 0.12 0.10 0.22 0.25 0.74 -0.43 0.17 0.86 2.69 3.22 0.83 0.57 0.19

AKAP6 10411 0.27 0.35 0.06 0.08 0.07 0.37 0.56 0.40 0.29 0.30 0.20 -2.31 0.39 -0.51 -0.13 -2.71 -2.26 -2.41 0.88

AKAP7 2943 0.99 3.38 4.07 2.60 1.71 3.90 2.22 3.05 2.64 3.39 2.77 1.47 2.83 -1.51 0.26 0.53 -0.12 -0.72 0.49

AKAP8 3549 3.94 8.00 8.86 4.30 6.74 6.12 4.91 5.39 8.73 6.91 6.33 2.66 6.49 -0.72 0.30 0.45 -0.59 0.06 -0.05

AKAP8L 2136 9.10 17.89 23.21 12.74 26.16 15.28 12.03 15.41 19.79 17.23 17.40 4.12 16.12 -0.82 0.15 0.53 -0.34 0.70 -0.19

AKAP9 12463 4.09 14.06 11.34 10.76 7.86 2.71 11.22 12.19 1.49 3.85 8.47 3.08 7.19 -0.81 0.97 0.66 0.58 0.13 -1.64

AKD1 6326 0.81 1.86 1.29 1.55 0.23 1.90 1.36 1.40 0.68 1.39 1.27 0.35 1.21 -0.57 0.63 0.09 0.36 -2.36 0.58

AKIP1 1528 12.06 10.95 14.03 4.34 28.50 11.94 5.90 5.49 13.71 9.73 13.64 3.77 8.71 0.47 0.33 0.69 -1.00 1.71 -0.19

AKIRIN1 2726 8.57 10.54 32.15 15.70 23.72 19.34 12.42 12.19 18.42 25.01 18.34 4.20 17.01 -0.99 -0.69 0.92 -0.12 0.48 0.08

AKIRIN2 1948 8.72 19.87 38.80 31.84 18.76 18.59 29.80 30.32 12.80 24.57 22.76 4.51 24.37 -1.48 -0.29 0.67 0.39 -0.38 -0.29

AKIRIN2-AS1 914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

AKNA 7387 1.90 12.92 14.01 3.82 3.94 10.63 4.96 4.62 8.07 3.94 7.87 2.98 5.40 -1.51 1.26 1.38 -0.50 -0.46 0.43

AKNAD1 3066 0.45 0.03 0.00 0.07 0.01 0.06 0.19 0.39 0.10 0.61 0.10 -3.28 0.32 0.47 -3.22 #NUM! -2.30 -5.32 -0.76

AKR1A1 1597 46.31 37.36 49.52 40.23 79.85 78.25 33.82 23.72 50.38 48.44 55.25 5.79 39.09 0.24 -0.07 0.34 0.04 1.03 0.50

AKR1B1 1416 26.37 19.98 14.66 23.87 52.40 45.33 10.17 10.88 40.31 27.11 30.43 4.93 22.12 0.25 -0.15 -0.59 0.11 1.24 0.57

AKR1B10 1610 121.98 76.32 53.22 208.96 2.47 78.09 207.00 246.32 0.37 163.04 90.17 6.49 154.18 -0.34 -1.01 -1.53 0.44 -5.96 -0.21

AKR1B15 1625 0.00 0.00 0.00 0.00 0.35 0.00 0.00 0.00 0.00 0.00 0.06 -4.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AKR1C1 1384 0.00 7.64 2.43 0.00 2.64 8.15 6.70 0.00 13.55 6.49 3.48 1.80 6.69 #NUM! 0.19 -1.46 #NUM! -1.34 1.23

AKR1C2 1663 26.16 10.81 4.77 15.48 1.85 23.13 5.45 7.24 15.04 5.12 13.70 3.78 8.21 1.67 0.40 -0.78 0.91 -2.15 0.76

AKR1C3 1224 75.47 41.66 18.67 83.20 15.51 28.89 20.85 30.76 44.44 22.93 43.90 5.46 29.75 1.34 0.49 -0.67 1.48 -0.94 -0.60

AKR1C4 1192 0.08 0.71 0.00 0.17 0.00 0.00 0.00 0.00 0.24 0.00 0.16 -2.64 0.06 0.32 3.55 #NUM! 1.49 #NUM! #NUM!

AKR1CL1 2182 0.00 0.00 0.00 0.08 0.00 0.01 0.00 0.00 0.02 0.00 0.02 -6.04 0.01 #NUM! #NUM! #NUM! 3.83 #NUM! -0.44

AKR1D1 2710 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 -9.18 0.01 0.98 #NUM! #NUM! #NUM! #NUM! #NUM!

AKR1E2 1623 1.22 0.84 2.30 4.57 3.89 2.27 0.78 0.65 1.22 0.67 2.52 1.33 0.83 0.56 0.02 1.48 2.46 2.23 -0.15

AKR7A2 1377 19.83 3.94 7.70 14.75 25.53 5.98 27.06 14.57 13.34 9.01 12.95 3.70 15.99 0.31 -2.02 -1.05 -0.12 0.67 -1.12

AKR7A2P1 1324 0.00 0.19 0.13 0.27 0.04 0.04 0.00 0.15 0.04 0.04 0.11 -3.17 0.06 -4.37 1.72 1.18 2.24 -0.47 -1.37

AKR7A3 1301 1.81 7.53 3.15 0.00 0.00 0.00 0.26 0.00 0.00 0.00 2.08 1.06 0.07 4.79 6.85 5.59 #NUM! #NUM! #NUM!

AKR7L 2332 0.06 0.68 0.22 0.12 0.00 0.00 0.07 0.04 0.00 0.00 0.18 -2.48 0.03 1.17 4.69 3.05 2.15 #NUM! #NUM!

AKT1 3008 23.80 40.73 35.98 53.75 60.69 35.77 35.55 21.74 73.25 30.15 41.79 5.38 40.17 -0.76 0.02 -0.16 0.42 0.60 -0.22

AKT1S1 2389 20.23 28.27 36.37 29.79 18.55 17.97 37.53 18.76 25.52 13.60 25.20 4.66 23.85 -0.24 0.24 0.61 0.32 -0.36 -0.49

AKT2 5263 14.01 26.66 19.81 39.56 10.88 10.57 26.05 22.52 28.76 13.19 20.25 4.34 22.63 -0.69 0.24 -0.19 0.81 -1.06 -0.94

AKT3 7091 2.73 5.71 4.44 2.48 1.85 9.99 6.49 5.18 12.64 9.40 4.53 2.18 8.43 -1.63 -0.56 -0.93 -1.77 -2.19 1.14

AKTIP 2222 7.78 8.31 5.72 6.17 6.24 18.14 6.36 7.24 12.35 14.95 8.73 3.13 10.22 -0.39 -0.30 -0.84 -0.73 -0.71 1.06

ALAD 3200 21.24 47.50 13.52 25.86 6.70 11.95 13.63 13.72 11.44 11.64 21.13 4.40 12.61 0.75 1.91 0.10 1.04 -0.91 -0.82

ALAS1 2407 10.27 21.86 32.31 19.54 23.35 10.94 15.30 18.35 17.01 19.15 19.71 4.30 17.45 -0.76 0.32 0.89 0.16 0.42 -0.85

ALAS2 2044 7.03 0.32 0.52 0.00 5.93 0.00 1.55 0.15 7.68 0.00 2.30 1.20 2.34 1.58 -2.86 -2.17 #NUM! 1.34 #NUM!

ALB 2264 0.00 0.01 0.00 0.02 0.02 0.07 0.00 0.00 0.04 0.02 0.02 -5.60 0.02 #NUM! -0.37 #NUM! -0.04 0.53 1.84

ALCAM 4760 3.67 7.07 11.97 3.27 14.66 9.57 2.07 1.91 2.63 4.44 8.37 3.07 2.76 0.41 1.36 2.12 0.24 2.41 0.19

ALDH16A1 3119 7.12 8.75 11.21 18.64 12.63 7.58 7.65 6.00 8.72 7.10 10.99 3.46 7.37 -0.05 0.25 0.61 1.34 0.78 -0.54

ALDH18A1 3470 8.89 17.80 11.02 8.55 22.97 11.51 10.38 9.78 13.39 13.07 13.46 3.75 11.66 -0.39 0.61 -0.08 -0.45 0.98 -0.23

ALDH1A1 2378 23.40 27.28 7.62 2.65 0.54 74.40 14.69 19.99 76.71 111.90 22.65 4.50 55.82 -1.25 -1.03 -2.87 -4.39 -6.69 1.72

ALDH1A2 3703 3.51 13.98 1.29 1.84 0.19 19.50 4.03 3.66 8.81 8.78 6.72 2.75 6.32 -0.85 1.15 -2.29 -1.78 -5.04 1.54

ALDH1A3 3510 7.39 18.92 8.21 7.67 1.97 21.35 8.62 12.60 15.65 37.58 10.92 3.45 18.61 -1.33 0.02 -1.18 -1.28 -3.24 0.97

ALDH1B1 3044 2.08 6.44 5.33 1.99 8.30 6.24 6.19 1.42 44.32 6.61 5.06 2.34 14.64 -2.82 -1.19 -1.46 -2.88 -0.82 0.30

ALDH1L1 3125 2.79 0.36 0.04 0.15 1.00 1.64 1.78 1.80 1.52 1.29 1.00 0.00 1.60 0.80 -2.15 -5.34 -3.37 -0.68 0.72

ALDH1L2 7555 1.03 2.17 2.40 1.04 0.14 0.56 1.76 0.85 1.53 0.52 1.22 0.29 1.16 -0.17 0.90 1.04 -0.16 -3.03 -1.14

ALDH2 2076 33.19 40.66 27.97 39.29 228.07 65.77 37.91 52.90 72.24 49.93 72.49 6.18 53.25 -0.68 -0.39 -0.93 -0.44 2.10 -0.14

ALDH3A1 1944 37.55 5.81 19.38 4.71 12.09 9.76 42.15 14.34 0.31 11.81 14.88 3.90 17.15 1.13 -1.56 0.18 -1.87 -0.50 -0.61

ALDH3A2 3823 24.96 15.23 16.56 26.76 23.87 25.29 26.28 30.58 19.70 29.35 22.11 4.47 26.48 -0.08 -0.80 -0.68 0.02 -0.15 0.19

ALDH3B1 2899 3.89 17.71 2.77 2.35 25.67 3.60 5.91 4.93 6.99 3.21 9.33 3.22 5.26 -0.43 1.75 -0.93 -1.16 2.29 -1.37

ALDH3B2 2660 27.72 10.31 11.25 17.17 6.25 14.62 38.56 20.62 0.28 10.73 14.55 3.86 17.55 0.66 -0.77 -0.64 -0.03 -1.49 0.01

ALDH4A1 3399 8.66 3.43 5.45 11.46 1.10 3.26 12.33 12.04 3.55 7.45 5.56 2.47 8.84 -0.03 -1.37 -0.70 0.37 -3.01 -0.77

ALDH5A1 5170 1.93 4.44 3.01 2.41 2.22 2.24 3.99 7.38 1.37 3.28 2.71 1.44 4.00 -1.05 0.15 -0.41 -0.73 -0.85 -0.27

ALDH6A1 2183 0.00 7.47 4.51 3.54 2.33 4.05 4.94 4.95 3.26 3.17 3.65 1.87 4.08 #NUM! 0.87 0.14 -0.20 -0.81 0.15

ALDH7A1 4953 5.50 5.79 1.98 30.47 6.35 27.63 5.58 7.72 26.75 18.13 12.95 3.70 14.55 -1.40 -1.33 -2.88 1.07 -1.20 1.09

ALDH8A1 2567 0.15 0.04 0.01 0.00 0.01 0.12 0.09 0.07 0.00 0.12 0.06 -4.15 0.07 1.09 -0.64 -2.42 #NUM! -2.75 1.08

ALDH9A1 2500 14.84 14.83 15.18 12.18 22.92 38.11 19.92 20.80 36.62 46.31 19.68 4.30 30.91 -1.06 -1.06 -1.03 -1.34 -0.43 0.95

ALDOA 2353 548.63 349.55 530.82 679.87 1675.14 344.13 528.54 490.35 462.52 408.37 688.02 9.43 472.45 0.22 -0.43 0.17 0.53 1.83 -1.00

ALDOB 2426 0.01 15.72 0.06 0.00 0.02 0.01 0.01 0.07 0.00 0.00 2.64 1.40 0.02 -0.83 9.64 1.72 #NUM! 0.03 -8.09

ALDOC 1665 16.97 8.84 34.88 10.66 21.33 12.57 38.55 35.28 9.41 22.23 17.54 4.13 26.37 -0.64 -1.58 0.40 -1.31 -0.31 -0.48

ALG1 3946 7.42 6.22 1.38 4.97 7.68 1.63 1.41 0.87 2.75 3.64 4.88 2.29 2.17 1.77 1.52 -0.65 1.20 1.82 -1.58

ALG10 3143 0.93 0.60 0.97 1.31 0.76 1.16 0.51 0.60 0.48 0.74 0.95 -0.07 0.58 0.67 0.03 0.74 1.17 0.39 0.28

ALG10B 10091 0.34 0.72 0.47 1.19 0.65 0.99 0.38 0.46 0.57 0.59 0.73 -0.46 0.50 -0.57 0.53 -0.10 1.25 0.38 0.45

ALG11 2595 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ALG12 2387 7.55 8.27 10.94 12.21 6.26 6.34 7.71 4.75 6.61 4.57 8.60 3.10 5.91 0.35 0.48 0.89 1.05 0.08 -0.44

ALG13 4193 6.14 11.55 5.72 4.49 4.62 13.17 3.67 4.76 3.20 6.55 7.61 2.93 4.55 0.43 1.35 0.33 -0.02 0.02 0.79

ALG14 1057 5.83 3.36 2.46 4.46 6.23 8.17 2.85 4.24 6.09 6.23 5.08 2.35 4.85 0.26 -0.53 -0.98 -0.12 0.36 0.68

ALG1L 944 6.94 1.96 6.40 0.00 22.19 10.49 0.69 0.30 1.12 1.95 8.00 3.00 1.01 2.78 0.96 2.66 #NUM! 4.45 0.39

ALG1L2 969 0.00 0.00 0.51 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ALG2 2993 5.87 10.46 5.96 7.26 7.86 6.80 5.30 3.79 7.49 8.74 7.37 2.88 6.33 -0.11 0.73 -0.09 0.20 0.31 -0.11

ALG3 1623 47.74 26.38 30.58 59.31 78.23 15.68 16.63 13.10 13.45 10.02 42.99 5.43 13.30 1.84 0.99 1.20 2.16 2.56 -1.46

ALG5 1227 11.60 15.80 12.91 21.50 12.36 23.90 8.65 10.17 19.99 19.66 16.35 4.03 14.62 -0.33 0.11 -0.18 0.56 -0.24 0.55

ALG6 3371 4.49 4.01 8.94 10.28 3.64 10.90 2.24 2.47 1.77 4.41 7.04 2.82 2.72 0.72 0.56 1.71 1.92 0.42 0.63

ALG8 1743 12.07 10.10 13.25 8.98 20.36 9.96 8.06 9.19 9.27 9.62 12.45 3.64 9.04 0.42 0.16 0.55 -0.01 1.17 -0.32

ALG9 6435 2.43 2.29 2.74 2.08 2.98 4.18 4.50 2.53 5.70 2.36 2.78 1.48 3.77 -0.63 -0.72 -0.46 -0.86 -0.34 0.59

ALK 6267 0.02 0.74 2.22 0.36 0.00 0.08 2.74 1.03 0.03 0.01 0.57 -0.81 0.95 -5.55 -0.36 1.22 -1.40 #NUM! -2.92

ALKBH1 2585 4.52 3.70 6.08 4.91 4.43 3.82 2.36 2.40 5.12 2.48 4.58 2.19 3.09 0.55 0.26 0.98 0.67 0.52 -0.26

ALKBH2 1206 0.00 8.26 12.78 8.99 41.88 9.92 8.20 7.23 14.37 11.11 13.64 3.77 10.23 #NUM! -0.31 0.32 -0.19 2.03 -0.46

ALKBH3 1585 8.68 9.07 9.80 11.13 10.37 7.62 5.91 6.87 10.00 7.11 9.44 3.24 7.48 0.22 0.28 0.39 0.57 0.47 -0.31

ALKBH4 2138 2.40 2.70 2.97 0.00 5.03 3.33 0.00 0.57 3.21 2.39 2.74 1.45 1.54 0.64 0.81 0.94 #NUM! 1.70 0.28

ALKBH5 3449 13.99 20.40 20.31 15.65 34.35 14.17 17.33 13.71 51.09 17.35 19.81 4.31 24.87 -0.83 -0.29 -0.29 -0.67 0.47 -0.48

ALKBH6 980 8.77 13.31 13.77 24.57 69.33 9.00 5.44 4.04 7.83 5.36 23.12 4.53 5.67 0.63 1.23 1.28 2.12 3.61 -1.36

ALKBH7 1331 45.86 17.33 19.75 33.74 53.25 30.53 32.05 18.52 44.45 23.92 33.41 5.06 29.74 0.62 -0.78 -0.59 0.18 0.84 -0.13

ALKBH8 4085 0.83 1.08 0.82 0.52 0.17 1.80 0.71 1.03 1.48 1.71 0.87 -0.20 1.23 -0.57 -0.18 -0.58 -1.25 -2.83 1.05

ALLC 1470 0.02 0.00 0.00 0.00 0.00 0.02 0.02 0.00 0.09 0.00 0.01 -7.18 0.03 -0.50 #NUM! #NUM! #NUM! -2.72 1.33

ALMS1 12928 0.52 1.89 2.92 3.39 0.24 1.34 3.07 1.85 0.69 1.19 1.72 0.78 1.70 -1.70 0.16 0.78 1.00 -2.80 -0.36

ALMS1P 1608 0.00 0.07 0.12 0.04 0.01 1.14 0.00 0.05 0.06 0.14 0.23 -2.12 0.06 #NUM! 0.17 0.98 -0.51 -2.94 2.30

ALOX12 2358 20.11 53.59 14.48 2.02 1.11 0.00 218.59 231.33 0.00 61.43 15.22 3.93 127.84 -2.67 -1.25 -3.14 -5.99 -6.85 #NUM!

ALOX12B 2502 4.82 6.17 3.42 0.91 3.68 0.69 41.78 13.95 0.03 4.04 3.28 1.71 14.95 -1.63 -1.28 -2.13 -4.03 -2.02 -2.25

ALOX12P2 2768 0.47 0.26 2.43 2.10 0.03 0.68 0.13 0.00 0.01 0.22 0.99 -0.01 0.09 2.37 1.54 4.75 4.54 -1.75 -0.54

ALOX15 2707 0.09 0.37 3.98 0.43 0.43 0.23 0.10 0.18 0.19 0.15 0.92 -0.12 0.16 -0.81 1.23 4.67 1.44 1.45 -2.02

ALOX15B 2730 9.26 5.35 0.77 0.22 0.33 1.12 27.00 19.01 0.02 12.23 2.84 1.51 14.56 -0.65 -1.44 -4.25 -6.04 -5.46 -1.35

ALOX5 2568 3.87 25.27 7.79 3.51 14.80 8.04 2.60 3.35 6.42 4.25 10.55 3.40 4.16 -0.10 2.60 0.91 -0.25 1.83 -0.39

ALOX5AP 1242 37.16 45.08 48.40 16.82 93.39 44.25 14.57 15.29 17.12 18.52 47.52 5.57 16.38 1.18 1.46 1.56 0.04 2.51 -0.10

ALOXE3 3415 2.12 1.00 7.51 1.82 1.68 0.23 4.70 3.19 0.02 0.61 2.39 1.26 2.13 -0.01 -1.09 1.82 -0.23 -0.35 -3.35

ALPI 2559 0.00 0.08 0.01 0.00 0.18 0.00 0.00 0.01 0.00 0.00 0.05 -4.43 0.00 #NUM! 4.98 2.21 #NUM! 6.09 #NUM!

ALPK1 5441 2.15 3.93 6.22 2.93 1.24 2.70 1.94 2.17 1.94 2.00 3.20 1.68 2.01 0.10 0.97 1.63 0.54 -0.70 -0.24

ALPK2 7303 0.09 1.06 1.12 0.14 0.07 0.10 0.03 0.05 0.03 0.04 0.43 -1.23 0.04 1.15 4.76 4.84 1.79 0.74 -2.08

ALPK3 10936 0.33 0.64 0.51 0.17 0.27 0.00 0.30 0.57 1.02 0.31 0.32 -1.64 0.55 -0.73 0.22 -0.12 -1.69 -1.05 #NUM!

ALPL 2606 3.27 3.30 5.53 3.02 5.25 8.04 3.27 1.54 8.35 3.67 4.74 2.24 4.21 -0.36 -0.35 0.40 -0.48 0.32 0.76

ALPP 2883 0.00 4.77 0.00 0.60 0.38 0.00 0.01 0.00 0.00 0.17 0.96 -0.06 0.04 #NUM! 6.74 #NUM! 3.75 3.08 -7.89

ALPPL2 2499 0.04 1.19 0.01 0.01 0.01 0.00 0.00 0.00 0.00 0.03 0.21 -2.24 0.01 2.49 7.28 0.72 0.82 0.39 #NUM!

ALS2 6935 0.86 3.55 3.96 7.27 0.85 6.19 1.83 2.58 4.18 4.72 3.78 1.92 3.33 -1.95 0.09 0.25 1.13 -1.97 0.71

ALS2CL 5224 3.52 17.51 7.17 28.47 15.72 4.99 19.14 12.85 1.97 12.07 12.90 3.69 11.51 -1.71 0.61 -0.68 1.31 0.45 -1.37

ALS2CR11 5714 0.01 0.05 0.02 0.03 0.01 0.09 0.09 0.03 0.06 0.00 0.03 -4.87 0.04 -2.27 0.12 -1.20 -0.62 -1.57 1.36

ALS2CR12 2013 0.07 0.00 0.00 0.20 0.01 0.21 0.04 0.06 0.04 0.08 0.08 -3.62 0.06 0.33 #NUM! #NUM! 1.85 -3.09 1.37

ALS2CR8 5929 0.68 1.44 0.47 1.65 0.11 1.26 0.96 1.10 0.86 1.57 0.93 -0.10 1.12 -0.73 0.36 -1.27 0.56 -3.38 0.43

ALX1 1320 0.09 0.20 0.00 0.00 0.00 0.26 0.07 0.05 0.14 0.07 0.09 -3.45 0.08 0.13 1.31 #NUM! #NUM! #NUM! 1.48

ALX3 1478 2.06 1.51 2.10 2.23 0.76 1.58 1.85 1.39 1.13 0.79 1.71 0.77 1.29 0.68 0.22 0.70 0.79 -0.77 -0.11

ALX4 5466 0.04 0.05 0.00 0.01 0.11 0.07 0.00 0.02 0.20 0.15 0.05 -4.42 0.09 -1.29 -0.86 #NUM! -2.98 0.29 0.49

AMACR 3352 2.41 3.10 4.33 2.73 2.06 1.83 6.09 4.16 0.00 3.55 2.75 1.46 3.45 -0.52 -0.15 0.33 -0.34 -0.74 -0.59

AMBP 1450 0.00 0.08 0.02 0.00 0.00 0.12 0.02 0.00 0.04 0.05 0.04 -4.73 0.03 #NUM! 1.62 -0.16 #NUM! #NUM! 1.70

AMBRA1 5044 2.02 5.03 6.40 2.45 3.18 3.48 3.72 4.29 8.03 0.00 3.76 1.91 4.01 -0.99 0.33 0.67 -0.71 -0.33 -0.11

AMD1 3421 24.52 16.19 34.38 22.64 14.15 20.55 20.02 23.88 13.54 36.19 22.07 4.46 23.41 0.07 -0.53 0.55 -0.05 -0.73 -0.10

AMDHD1 2143 0.10 0.38 0.18 0.35 0.13 0.43 0.11 0.15 0.26 0.43 0.26 -1.92 0.24 -1.23 0.68 -0.42 0.56 -0.87 0.72

AMDHD2 2077 2.06 0.00 2.44 4.58 11.91 5.38 2.63 2.36 5.33 4.02 4.40 2.14 3.58 -0.80 #NUM! -0.55 0.35 1.73 0.29

AMELX 835 0.00 0.00 0.00 0.40 0.00 0.00 0.34 0.00 0.00 0.00 0.07 -3.92 0.08 #NUM! #NUM! #NUM! 2.23 #NUM! #NUM!

AMELY 802 0.00 0.00 0.00 0.00 0.00 0.00 0.60 0.00 0.00 0.00 0.00 #NUM! 0.15 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AMFR 3594 16.16 18.16 7.13 15.26 16.17 17.13 21.20 17.07 31.36 21.24 15.00 3.91 22.72 -0.49 -0.32 -1.67 -0.57 -0.49 0.19

AMH 2065 0.00 0.00 0.00 0.00 0.00 0.13 0.00 0.00 0.01 0.02 0.02 -5.52 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

AMHR2 1863 0.13 0.08 0.14 0.00 0.13 0.11 0.06 0.11 0.07 0.11 0.10 -3.34 0.08 0.65 -0.09 0.69 #NUM! 0.67 0.14

AMICA1 2195 5.69 15.96 10.02 4.99 4.69 13.34 4.02 3.23 15.28 4.67 9.12 3.19 6.80 -0.26 1.23 0.56 -0.45 -0.53 0.55

AMIGO1 2501 0.46 0.82 0.47 0.23 1.05 0.61 0.77 0.50 2.16 0.96 0.60 -0.73 1.10 -1.27 -0.43 -1.23 -2.25 -0.07 0.01

AMIGO2 3849 1.10 11.05 0.99 7.54 6.70 8.76 4.45 4.06 32.55 5.33 6.02 2.59 11.60 -3.40 -0.07 -3.55 -0.62 -0.79 0.54

AMIGO3 3008 0.38 1.61 1.56 0.89 1.68 0.43 0.80 0.58 0.61 0.34 1.09 0.13 0.59 -0.61 1.46 1.41 0.61 1.52 -1.35

AMMECR1 5618 3.98 3.68 7.08 5.21 1.24 3.61 6.03 5.20 0.65 1.75 4.13 2.05 3.41 0.22 0.11 1.06 0.61 -1.46 -0.19

AMMECR1L 4726 2.42 4.24 4.56 4.02 6.02 4.50 3.83 4.11 6.09 8.43 4.29 2.10 5.62 -1.21 -0.41 -0.30 -0.48 0.10 0.07

AMN 1574 1.81 0.00 0.00 4.49 13.86 1.20 5.42 3.58 0.03 2.23 3.56 1.83 2.82 -0.64 #NUM! #NUM! 0.67 2.30 -1.57

AMN1 2124 1.70 1.75 1.30 0.76 2.28 5.15 1.69 1.42 4.20 5.14 2.16 1.11 3.11 -0.87 -0.83 -1.26 -2.03 -0.45 1.26

AMOT 6945 0.49 1.12 0.22 0.78 0.01 2.39 3.62 3.16 2.77 2.40 0.84 -0.26 2.99 -2.60 -1.42 -3.78 -1.95 -7.67 1.52

AMOTL1 8999 3.45 5.52 5.84 13.20 5.50 4.12 8.13 7.63 6.94 7.66 6.27 2.65 7.59 -1.14 -0.46 -0.38 0.80 -0.46 -0.60

AMOTL2 4984 5.21 15.74 8.49 14.52 66.13 9.69 20.26 18.89 58.08 12.45 19.97 4.32 27.42 -2.40 -0.80 -1.69 -0.92 1.27 -1.04

AMPD1 2426 0.33 0.36 0.18 0.17 0.00 0.19 0.23 0.51 0.03 0.14 0.20 -2.29 0.23 0.53 0.67 -0.29 -0.41 #NUM! -0.13

AMPD2 3932 2.86 9.13 4.67 8.00 10.36 6.62 4.93 4.25 11.20 8.48 6.94 2.79 7.21 -1.34 0.34 -0.63 0.15 0.52 -0.07

AMPD3 4473 3.47 5.30 6.62 6.40 9.98 5.23 2.79 2.61 0.83 2.92 6.17 2.62 2.29 0.60 1.21 1.53 1.49 2.13 -0.24

AMPH 3426 1.79 2.60 0.57 0.48 0.13 2.87 1.49 0.63 4.28 2.02 1.41 0.49 2.11 -0.23 0.30 -1.89 -2.12 -3.98 1.03

AMT 2215 0.00 1.17 0.00 0.00 0.00 1.26 0.00 0.96 0.00 0.00 0.41 -1.30 0.24 #NUM! 2.29 #NUM! #NUM! #NUM! 1.64

AMTN 1072 84.77 0.03 1.40 167.08 17.27 0.70 0.06 0.19 0.00 0.07 45.21 5.50 0.08 10.01 -1.39 4.09 10.99 7.72 -6.02

AMY1A 1781 0.56 0.16 0.19 0.34 0.56 0.32 0.49 0.22 0.31 0.00 0.36 -1.48 0.26 1.14 -0.64 -0.41 0.43 1.14 -0.14

AMY2A 1660 0.12 0.00 0.05 0.03 0.00 0.00 0.08 0.14 0.01 0.00 0.03 -4.86 0.06 0.97 #NUM! -0.13 -0.92 -3.89 #NUM!

AMY2B 2215 0.00 0.00 0.00 0.00 0.35 3.06 0.00 0.00 0.64 3.23 0.57 -0.82 0.97 #NUM! #NUM! #NUM! #NUM! -1.49 2.43

AMZ1 4415 0.04 0.33 0.07 0.04 0.11 0.05 0.26 0.11 0.94 0.10 0.11 -3.25 0.35 -3.33 -0.10 -2.37 -3.22 -1.69 -1.03

AMZ2 1980 36.58 20.59 27.65 33.40 35.31 37.24 16.44 19.39 29.05 26.08 31.79 4.99 22.74 0.69 -0.14 0.28 0.55 0.63 0.23

AMZ2P1 3442 2.28 2.10 1.85 0.92 10.57 12.78 1.83 1.51 17.63 19.10 5.08 2.35 10.02 -2.14 -2.25 -2.44 -3.45 0.08 1.33

ANAPC1 6329 3.25 6.02 8.41 4.27 2.79 3.98 3.26 4.27 3.23 4.22 4.79 2.26 3.75 -0.20 0.68 1.17 0.19 -0.43 -0.27

ANAPC10 885 5.80 0.00 0.00 0.00 9.44 12.07 0.00 0.00 9.72 0.00 4.55 2.19 2.43 1.25 #NUM! #NUM! #NUM! 1.96 1.41

ANAPC11 1130 48.80 19.99 32.12 27.19 208.61 65.89 20.22 15.33 68.91 44.05 67.10 6.07 37.13 0.39 -0.89 -0.21 -0.45 2.49 -0.03

ANAPC13 1859 57.19 40.92 28.78 28.83 63.30 51.93 31.79 28.67 53.62 42.75 45.16 5.50 39.21 0.54 0.06 -0.45 -0.44 0.69 0.20

ANAPC16 3277 14.13 13.19 11.52 14.67 28.04 29.83 13.65 9.37 30.10 16.14 18.56 4.21 17.32 -0.29 -0.39 -0.59 -0.24 0.70 0.68

ANAPC2 2733 2.92 7.40 6.69 7.43 17.89 6.34 4.79 3.16 10.58 6.58 8.11 3.02 6.28 -1.10 0.24 0.09 0.24 1.51 -0.36

ANAPC4 2701 4.48 6.19 6.92 4.60 7.70 10.56 6.32 4.70 5.33 7.56 6.74 2.75 5.98 -0.41 0.05 0.21 -0.38 0.37 0.65

ANAPC5 2625 31.24 22.97 23.51 35.55 29.13 39.51 46.03 19.43 32.06 34.44 30.32 4.92 32.99 -0.08 -0.52 -0.49 0.11 -0.18 0.38



ANAPC7 3070 13.11 12.87 16.15 13.71 20.91 14.13 14.60 12.82 10.65 18.08 15.15 3.92 14.04 -0.10 -0.13 0.20 -0.03 0.57 -0.10

ANG 1222 5.86 42.40 3.93 1.80 11.73 0.00 8.80 7.11 15.99 0.00 10.95 3.45 7.97 -0.44 2.41 -1.02 -2.15 0.56 #NUM!

ANGEL1 4131 2.72 6.27 4.76 4.93 3.16 1.92 3.93 3.48 4.19 3.17 3.96 1.99 3.69 -0.44 0.76 0.37 0.42 -0.22 -1.05

ANGEL2 4668 2.20 4.34 2.91 3.54 2.44 4.17 5.74 1.56 2.80 2.71 3.27 1.71 3.20 -0.54 0.44 -0.14 0.14 -0.39 0.35

ANGPT1 4338 0.83 2.21 1.95 0.31 0.06 2.94 2.76 1.09 4.46 1.58 1.38 0.47 2.47 -1.58 -0.16 -0.34 -2.98 -5.47 1.09

ANGPT2 5270 0.87 1.70 3.07 0.73 1.00 3.44 1.08 0.97 2.48 1.03 1.80 0.85 1.39 -0.67 0.29 1.14 -0.93 -0.47 0.93

ANGPT4 1955 0.00 0.24 0.08 0.14 0.40 0.15 0.74 0.50 1.02 0.22 0.17 -2.55 0.62 #NUM! -1.35 -2.89 -2.11 -0.63 -0.18

ANGPTL1 3555 1.12 0.36 0.12 0.11 0.02 2.85 5.96 1.67 7.10 1.40 0.76 -0.39 4.03 -1.84 -3.47 -5.06 -5.18 -7.61 1.90

ANGPTL2 3572 10.37 44.26 12.94 9.05 5.01 49.84 29.32 17.31 68.62 48.27 21.91 4.45 40.88 -1.98 0.11 -1.66 -2.18 -3.03 1.19

ANGPTL3 2126 0.00 0.00 0.03 0.11 0.01 0.03 0.00 0.04 0.06 0.12 0.03 -4.98 0.05 #NUM! #NUM! -0.83 1.08 -1.98 0.09

ANGPTL4 1967 12.00 2.50 6.97 5.73 284.78 5.43 3.15 5.68 24.17 9.66 52.90 5.73 10.66 0.17 -2.09 -0.61 -0.90 4.74 -3.28

ANGPTL5 2383 0.01 0.01 0.00 0.00 0.00 0.07 0.04 0.00 0.23 0.12 0.02 -6.02 0.10 -3.09 -3.09 #NUM! #NUM! #NUM! 2.18

ANGPTL6 1857 1.63 5.16 2.21 5.45 3.98 2.68 2.60 0.00 0.00 7.80 3.52 1.81 2.60 -0.68 0.99 -0.23 1.07 0.61 -0.39

ANGPTL7 2255 0.02 0.06 0.04 0.03 0.00 0.40 1.89 0.12 15.47 0.34 0.09 -3.42 4.46 -7.53 -6.20 -6.71 -7.20 #NUM! 2.11

ANK1 8486 0.30 0.64 0.25 0.26 0.56 0.46 0.24 0.19 0.29 0.13 0.41 -1.28 0.22 0.49 1.57 0.21 0.26 1.37 0.17

ANK2 14243 3.55 5.47 4.02 2.53 0.37 9.78 7.09 4.18 19.38 6.57 4.29 2.10 9.31 -1.39 -0.77 -1.21 -1.88 -4.63 1.19

ANK3 17035 1.92 17.97 8.20 6.85 0.62 3.72 5.93 7.72 1.27 3.08 6.55 2.71 4.50 -1.23 2.00 0.87 0.61 -2.85 -0.82

ANKAR 4443 0.21 1.25 0.17 2.18 0.00 0.00 0.39 0.44 0.00 0.59 0.64 -0.65 0.36 -0.75 1.82 -1.09 2.62 #NUM! #NUM!

ANKDD1A 3126 0.00 5.43 0.00 1.85 0.90 0.00 2.69 0.61 0.00 0.00 1.36 0.45 0.82 #NUM! 2.72 #NUM! 1.16 0.12 #NUM!

ANKFN1 2426 0.18 2.90 0.04 0.01 0.08 0.08 1.52 2.03 0.04 0.35 0.55 -0.87 0.98 -2.48 1.56 -4.66 -6.15 -3.57 -2.82

ANKFY1 7959 5.26 9.23 13.47 9.66 4.47 4.63 7.43 7.54 5.23 4.52 7.79 2.96 6.18 -0.23 0.58 1.12 0.64 -0.47 -0.75

ANKH 8224 2.94 6.80 2.90 3.59 16.22 12.57 6.89 4.59 16.98 5.38 7.50 2.91 8.46 -1.52 -0.32 -1.54 -1.24 0.94 0.74

ANKHD1 8233 2.69 7.82 3.05 0.00 1.66 0.00 9.04 0.00 4.53 2.63 2.54 1.34 4.05 -0.59 0.95 -0.41 #NUM! -1.29 #NUM!

ANKHD1-EIF4EBP3 8349 2.29 6.11 0.00 0.00 0.00 0.00 0.00 8.58 0.00 0.00 1.40 0.48 2.14 0.09 1.51 #NUM! #NUM! #NUM! #NUM!

ANKIB1 6081 5.04 8.92 13.16 7.36 2.51 7.76 4.85 6.77 4.14 6.59 7.46 2.90 5.59 -0.15 0.67 1.24 0.40 -1.16 0.06

ANKK1 2543 0.26 0.00 3.27 0.30 0.37 0.11 0.20 0.38 0.06 0.00 0.72 -0.47 0.16 0.72 #NUM! 4.36 0.93 1.22 -2.70

ANKLE1 3217 0.23 0.13 0.31 0.57 5.59 0.08 0.06 0.05 0.05 0.05 1.15 0.20 0.05 2.10 1.29 2.53 3.43 6.71 -3.87

ANKLE2 4491 9.88 13.72 36.94 36.49 30.31 12.48 10.48 20.00 9.13 12.06 23.30 4.54 12.92 -0.39 0.09 1.52 1.50 1.23 -0.90

ANKMY1 3252 1.34 1.70 1.52 2.40 0.00 1.38 0.90 1.21 2.26 1.85 1.39 0.48 1.55 -0.22 0.13 -0.03 0.63 #NUM! -0.01

ANKMY2 2567 4.44 3.60 5.97 2.48 1.73 7.22 4.13 3.63 5.66 7.36 4.24 2.08 5.19 -0.22 -0.53 0.20 -1.06 -1.59 0.77

ANKRA2 2198 3.25 6.33 3.49 7.44 3.53 8.62 6.97 5.68 3.79 8.80 5.44 2.44 6.31 -0.96 0.00 -0.85 0.24 -0.84 0.66

ANKRD1 1994 0.03 0.03 0.03 0.00 3.47 0.02 0.06 0.00 0.02 0.02 0.60 -0.74 0.03 0.07 0.08 0.30 #NUM! 7.04 -4.62

ANKRD10 2495 17.46 34.66 18.74 25.55 22.65 56.71 26.08 17.42 36.40 42.78 29.29 4.87 30.67 -0.81 0.18 -0.71 -0.26 -0.44 0.95

ANKRD11 9326 6.12 18.77 10.56 24.78 14.09 7.11 15.42 13.36 10.83 11.84 13.57 3.76 12.86 -1.07 0.55 -0.28 0.95 0.13 -0.93

ANKRD12 11358 9.37 21.60 17.20 29.40 0.95 4.43 28.51 21.99 0.76 1.90 13.82 3.79 13.29 -0.50 0.70 0.37 1.15 -3.81 -1.64

ANKRD13A 3917 10.47 17.09 15.36 14.54 17.06 15.23 11.64 11.85 14.78 14.29 14.96 3.90 13.14 -0.33 0.38 0.23 0.15 0.38 0.03

ANKRD13B 3203 1.33 4.18 1.73 2.61 5.04 1.34 4.45 2.63 3.15 1.59 2.71 1.44 2.95 -1.15 0.50 -0.77 -0.18 0.77 -1.02

ANKRD13C 5682 1.75 3.03 3.10 6.06 1.31 4.51 1.89 4.46 3.60 3.38 3.29 1.72 3.33 -0.93 -0.14 -0.10 0.86 -1.34 0.45

ANKRD13D 2233 9.51 19.13 14.58 18.52 20.61 16.12 14.83 14.65 11.79 11.55 16.41 4.04 13.20 -0.47 0.53 0.14 0.49 0.64 -0.03

ANKRD16 2646 2.55 4.46 2.76 3.19 3.06 2.58 1.85 1.93 2.53 0.00 3.10 1.63 1.58 0.69 1.50 0.81 1.02 0.96 -0.26

ANKRD17 9390 6.00 12.79 16.89 17.63 3.85 6.14 10.45 14.26 4.70 6.17 10.55 3.40 8.90 -0.57 0.52 0.93 0.99 -1.21 -0.78

ANKRD18A 3756 1.43 0.80 0.94 0.65 0.44 0.52 2.07 0.85 0.00 0.12 0.80 -0.32 0.76 0.91 0.08 0.31 -0.22 -0.79 -0.61

ANKRD19P 2307 0.77 0.94 1.39 4.20 0.97 0.22 1.34 0.35 1.01 0.94 1.41 0.50 0.91 -0.23 0.04 0.61 2.21 0.10 -2.71

ANKRD2 1462 0.41 0.12 0.63 0.11 2.53 0.12 0.55 0.30 0.11 0.06 0.65 -0.61 0.26 0.68 -1.11 1.30 -1.26 3.30 -2.44

ANKRD20A1 3511 0.70 0.16 0.30 0.32 0.01 0.16 1.76 0.53 0.02 0.10 0.27 -1.87 0.60 0.22 -1.90 -1.02 -0.93 -5.67 -0.81

ANKRD20A2 3511 1.44 0.38 0.65 0.70 0.03 0.33 3.89 1.23 0.04 0.24 0.59 -0.77 1.35 0.09 -1.83 -1.07 -0.95 -5.56 -0.85

ANKRD20A3 3964 0.00 0.00 0.00 0.00 0.00 0.24 0.00 0.00 0.00 0.17 0.04 -4.61 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ANKRD20A4 3517 0.62 0.16 0.38 0.36 0.02 0.23 1.45 0.60 0.02 0.18 0.29 -1.76 0.56 0.14 -1.79 -0.55 -0.63 -5.10 -0.39

ANKRD20A8P 3670 0.00 0.07 0.03 0.09 0.02 0.07 0.65 0.00 0.01 0.03 0.05 -4.42 0.18 #NUM! -1.37 -2.33 -0.92 -3.55 0.60

ANKRD20A9P 37567 0.19 0.36 0.33 0.47 0.10 0.15 0.40 0.23 0.05 0.09 0.27 -1.90 0.19 -0.01 0.90 0.76 1.29 -0.89 -0.81

ANKRD22 3993 3.91 6.76 3.60 6.21 2.22 4.38 9.01 11.39 0.09 8.60 4.51 2.17 7.27 -0.89 -0.10 -1.02 -0.23 -1.71 -0.04

ANKRD23 2591 0.40 0.00 0.00 0.00 0.00 0.00 0.34 0.20 0.00 0.44 0.07 -3.90 0.25 0.71 #NUM! #NUM! #NUM! #NUM! #NUM!

ANKRD24 4041 0.06 0.34 0.19 0.72 0.25 0.17 0.18 0.21 0.15 0.19 0.29 -1.80 0.19 -1.68 0.85 0.01 1.96 0.41 -0.72

ANKRD26 6816 1.86 3.50 4.04 4.75 0.64 0.87 4.10 2.09 0.17 0.59 2.61 1.38 1.74 0.10 1.01 1.22 1.45 -1.45 -1.59

ANKRD26P1 6140 0.01 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -7.87 0.00 1.93 2.51 1.15 #NUM! #NUM! #NUM!

ANKRD26P3 3794 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ANKRD27 4461 4.95 5.06 8.10 9.48 8.55 5.65 5.29 5.39 6.84 4.44 6.96 2.80 5.49 -0.15 -0.12 0.56 0.79 0.64 -0.30

ANKRD28 6383 2.04 7.23 8.35 6.18 2.39 8.39 5.77 7.41 3.15 8.26 5.76 2.53 6.15 -1.59 0.23 0.44 0.01 -1.37 0.54

ANKRD29 2291 3.29 4.04 5.52 7.11 2.92 6.89 3.59 6.59 10.89 9.78 4.96 2.31 7.71 -1.23 -0.93 -0.48 -0.12 -1.40 0.47

ANKRD30A 4405 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.00 0.00 -10.18 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ANKRD30B 4617 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ANKRD30BP2 3438 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.44 0.00 #NUM! 2.93 #NUM! 3.26 #NUM! #NUM!

ANKRD31 6036 0.49 0.38 0.06 0.06 0.00 0.06 2.65 1.29 0.01 0.33 0.18 -2.51 1.07 -1.13 -1.50 -4.18 -4.07 -8.08 -1.65

ANKRD32 3813 1.13 1.39 1.60 6.76 6.35 4.79 1.05 1.23 0.41 1.06 3.67 1.88 0.94 0.27 0.57 0.77 2.85 2.76 0.38

ANKRD33 1953 0.00 0.01 0.00 0.00 0.00 0.00 0.04 0.01 0.00 0.02 0.00 -8.73 0.02 #NUM! -0.53 #NUM! #NUM! #NUM! #NUM!

ANKRD33B 9333 0.11 0.61 2.80 1.03 0.35 0.33 1.21 1.14 0.77 0.93 0.87 -0.19 1.01 -3.23 -0.72 1.47 0.03 -1.52 -1.42

ANKRD34A 3612 0.30 0.60 0.19 0.37 0.20 0.00 0.27 0.16 0.00 0.00 0.28 -1.85 0.11 1.49 2.47 0.85 1.79 0.91 #NUM!

ANKRD34B 3952 0.14 0.02 0.46 1.90 0.12 0.09 0.00 0.00 0.00 0.01 0.45 -1.14 0.00 5.69 2.88 7.41 9.46 5.45 -2.38

ANKRD34C 5442 0.00 0.01 0.01 0.03 0.00 0.04 0.01 0.01 0.05 0.01 0.01 -6.12 0.02 #NUM! -1.12 -1.89 0.53 -2.21 1.38

ANKRD35 3363 1.39 2.63 2.00 2.09 0.23 4.66 3.60 5.81 3.05 8.35 2.17 1.12 5.20 -1.90 -0.98 -1.38 -1.31 -4.48 1.10

ANKRD36 6269 5.47 12.49 5.95 5.96 0.59 2.03 4.18 3.53 0.38 1.30 5.42 2.44 2.35 1.22 2.41 1.34 1.34 -1.98 -1.41

ANKRD36B 5986 3.52 5.24 7.09 6.26 0.92 2.07 3.48 2.93 0.37 1.57 4.18 2.06 2.09 0.76 1.33 1.77 1.58 -1.19 -1.02

ANKRD36BP1 1879 0.13 1.44 1.40 2.94 0.37 5.41 1.11 1.31 1.37 3.74 1.95 0.96 1.88 -3.91 -0.39 -0.43 0.64 -2.35 1.47

ANKRD36BP2 1753 0.92 1.87 1.03 1.16 0.00 1.57 0.40 0.52 0.06 0.29 1.09 0.13 0.32 1.54 2.56 1.70 1.87 #NUM! 0.52

ANKRD37 934 3.41 0.00 0.00 0.00 24.71 9.82 0.00 20.34 0.00 29.91 6.32 2.66 12.56 -1.88 #NUM! #NUM! #NUM! 0.98 0.63

ANKRD39 914 13.07 8.72 7.70 13.89 25.44 8.93 5.89 4.88 12.20 5.86 12.95 3.70 7.21 0.86 0.27 0.09 0.95 1.82 -0.54

ANKRD40 4169 4.36 8.63 9.57 9.37 7.94 10.37 7.93 8.50 15.13 9.22 8.38 3.07 10.19 -1.23 -0.24 -0.09 -0.12 -0.36 0.31

ANKRD42 2562 1.02 2.13 0.97 1.25 1.56 2.52 2.11 1.91 2.65 2.88 1.57 0.65 2.39 -1.23 -0.16 -1.30 -0.93 -0.62 0.68

ANKRD43 3473 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ANKRD44 6104 1.05 4.31 3.38 1.97 1.82 3.73 2.55 2.80 3.85 3.24 2.71 1.44 3.11 -1.56 0.47 0.12 -0.66 -0.77 0.46

ANKRD45 2671 0.00 0.35 1.56 0.03 0.00 0.20 0.05 0.05 0.33 0.28 0.36 -1.49 0.18 #NUM! 0.98 3.14 -2.82 #NUM! -0.80

ANKRD46 2800 2.51 1.51 3.31 3.25 2.71 6.62 2.76 2.32 9.22 6.64 3.32 1.73 5.24 -1.06 -1.79 -0.66 -0.69 -0.95 1.00

ANKRD49 1924 8.07 4.02 2.27 6.93 4.35 4.95 3.83 3.81 3.62 4.04 5.10 2.35 3.83 1.08 0.07 -0.75 0.86 0.19 -0.04

ANKRD5 3839 2.40 3.12 3.02 2.76 4.74 1.42 1.06 1.66 0.32 1.54 2.91 1.54 1.14 1.07 1.45 1.40 1.27 2.05 -1.04

ANKRD50 8802 1.69 4.49 4.03 5.17 0.65 5.00 3.13 2.80 2.37 2.92 3.50 1.81 2.80 -0.73 0.68 0.52 0.88 -2.11 0.51

ANKRD52 8656 1.63 6.69 9.78 6.95 3.15 1.25 4.00 2.58 2.78 1.48 4.91 2.29 2.71 -0.74 1.31 1.85 1.36 0.22 -1.98

ANKRD53 2120 0.26 0.44 0.19 0.26 0.05 0.43 0.00 0.89 0.00 0.67 0.27 -1.88 0.39 -0.58 0.18 -1.07 -0.59 -3.02 0.68

ANKRD54 2149 4.57 4.46 6.13 9.00 5.11 5.64 6.60 4.58 11.08 4.92 5.82 2.54 6.80 -0.57 -0.61 -0.15 0.40 -0.41 -0.04

ANKRD55 2502 0.06 0.37 0.20 0.09 0.11 0.32 0.31 0.08 0.10 0.06 0.19 -2.37 0.14 -1.11 1.42 0.54 -0.55 -0.28 0.72

ANKRD56 2921 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ANKRD57 4681 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ANKRD58 1607 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ANKRD6 5207 0.80 0.79 5.62 1.65 0.92 3.49 0.83 1.02 1.19 1.29 2.21 1.15 1.08 -0.43 -0.45 2.38 0.61 -0.23 0.66

ANKRD7 1358 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.04 0.00 0.09 0.01 -7.11 0.03 #NUM! #NUM! -0.38 #NUM! #NUM! 1.36

ANKRD9 1626 9.93 7.43 5.44 10.64 38.93 3.33 9.31 8.67 2.72 6.75 12.62 3.66 6.86 0.53 0.12 -0.33 0.63 2.50 -1.92

ANKS1A 6355 1.92 4.50 5.01 6.79 6.65 3.12 5.25 6.19 4.83 4.67 4.66 2.22 5.24 -1.45 -0.22 -0.06 0.37 0.34 -0.58

ANKS1B 4971 0.42 0.00 0.00 0.00 1.15 1.41 0.42 0.44 0.49 0.42 0.50 -1.01 0.44 -0.08 #NUM! #NUM! #NUM! 1.38 1.50

ANKS3 2662 1.71 3.93 1.24 2.76 4.75 4.66 3.19 1.25 4.69 4.42 3.17 1.67 3.39 -0.98 0.21 -1.46 -0.30 0.49 0.56

ANKS4B 2906 0.01 2.01 0.00 0.01 0.01 0.00 0.00 0.00 0.01 0.00 0.34 -1.56 0.00 1.63 9.41 #NUM! 1.96 2.12 #NUM!

ANKS6 7147 1.43 2.89 3.11 4.11 4.62 1.42 1.60 1.13 2.67 2.26 2.93 1.55 1.91 -0.42 0.60 0.70 1.10 1.27 -1.05

ANKUB1 2489 0.01 0.00 0.01 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.01 -7.51 0.00 2.30 #NUM! 2.52 #NUM! #NUM! 0.79

ANKZF1 2594 10.06 7.28 3.90 5.35 10.55 7.66 9.14 5.81 0.00 5.44 7.47 2.90 5.10 0.98 0.51 -0.39 0.07 1.05 0.04

ANLN 4786 9.97 5.12 40.72 10.21 14.43 6.39 2.96 7.78 0.17 2.80 14.47 3.86 3.43 1.54 0.58 3.57 1.57 2.07 -1.18

ANO1 4811 7.19 9.01 1.93 8.08 1.80 17.65 7.78 6.37 14.04 9.56 7.61 2.93 9.44 -0.39 -0.07 -2.29 -0.22 -2.39 1.21

ANO10 2746 6.65 20.45 9.39 10.54 5.43 10.50 27.88 10.13 16.13 12.42 10.49 3.39 16.64 -1.32 0.30 -0.83 -0.66 -1.62 0.00

ANO2 3735 0.00 0.37 0.63 0.18 0.05 1.15 0.00 0.00 2.94 0.00 0.40 -1.33 0.73 #NUM! -1.00 -0.23 -1.99 -3.81 1.53

ANO3 5936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.15 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ANO4 4142 0.21 1.00 0.02 0.10 0.02 1.45 2.71 0.41 0.94 1.68 0.47 -1.10 1.43 -2.79 -0.52 -6.02 -3.90 -5.93 1.64

ANO5 6661 0.13 0.17 0.06 0.05 0.01 0.65 0.11 0.01 0.11 0.77 0.18 -2.49 0.25 -0.94 -0.57 -2.00 -2.24 -4.81 1.86

ANO6 6196 6.94 14.25 12.44 12.04 6.56 13.42 10.31 10.89 18.93 12.17 10.94 3.45 13.07 -0.91 0.12 -0.07 -0.12 -1.00 0.30

ANO7 4128 0.00 0.66 0.00 0.51 1.50 0.21 0.00 0.00 0.53 0.30 0.48 -1.06 0.21 #NUM! 1.65 #NUM! 1.30 2.84 -1.20

ANO8 4162 0.64 5.09 0.00 0.96 4.35 1.12 3.14 2.61 1.18 0.95 2.03 1.02 1.97 -1.62 1.37 #NUM! -1.04 1.14 -0.85

ANO9 2879 5.52 6.20 4.80 5.45 2.52 6.59 4.59 4.18 0.16 2.03 5.18 2.37 2.74 1.01 1.18 0.81 0.99 -0.12 0.35

ANP32A 2479 32.27 31.68 31.92 32.13 39.66 32.58 22.82 19.54 24.04 26.30 33.37 5.06 23.18 0.48 0.45 0.46 0.47 0.78 -0.03

ANP32B 1617 70.56 77.35 113.00 92.16 174.38 110.76 66.72 60.99 72.12 94.86 106.37 6.73 73.67 -0.06 0.07 0.62 0.32 1.24 0.06

ANP32E 3470 5.97 8.03 11.96 7.60 10.00 29.63 4.86 4.52 7.79 14.90 12.20 3.61 8.02 -0.42 0.00 0.58 -0.08 0.32 1.28

ANPEP 3740 3.67 16.95 11.36 14.32 5.65 5.32 15.74 10.33 4.88 5.19 9.55 3.25 9.04 -1.30 0.91 0.33 0.66 -0.68 -0.84

ANTXR1 5909 26.04 87.43 14.66 32.62 11.10 154.48 39.58 33.51 24.03 41.51 54.39 5.77 34.66 -0.41 1.33 -1.24 -0.09 -1.64 1.51

ANTXR2 8058 4.19 10.17 2.96 6.08 1.71 26.60 8.16 8.61 42.86 12.94 8.62 3.11 18.14 -2.11 -0.83 -2.61 -1.58 -3.41 1.63

ANTXRL 2129 0.01 0.00 0.04 0.03 0.02 0.06 0.00 0.03 0.02 0.05 0.03 -5.15 0.03 -0.98 #NUM! 0.84 0.36 -0.07 0.99

ANUBL1 3708 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ANXA1 1399 927.92 622.83 393.92 993.94 377.72 513.92 1420.01 2113.16 243.88 2729.94 638.38 9.32 1626.75 -0.81 -1.39 -2.05 -0.71 -2.11 -0.31

ANXA10 1447 0.00 0.50 0.21 0.00 0.28 0.10 0.00 0.00 0.00 0.00 0.18 -2.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.79

ANXA11 2731 55.30 89.45 65.74 59.23 118.71 69.64 63.16 51.67 88.92 80.63 76.35 6.25 71.09 -0.36 0.33 -0.11 -0.26 0.74 -0.13

ANXA13 1609 0.00 0.61 0.05 0.44 0.02 0.17 0.00 0.00 0.79 0.05 0.21 -2.23 0.21 #NUM! 1.53 -2.21 1.06 -3.54 -0.33

ANXA2 1665 860.14 801.68 1151.97 1292.82 484.94 524.15 1387.24 1002.87 830.07 918.76 852.62 9.74 1034.74 -0.27 -0.37 0.15 0.32 -1.09 -0.70

ANXA2P1 1343 0.14 0.18 0.10 0.23 0.27 0.35 0.14 0.10 0.22 1.02 0.21 -2.25 0.37 -1.37 -1.06 -1.95 -0.71 -0.48 0.74

ANXA2P2 1310 1.14 0.59 0.63 1.82 1.25 1.92 0.90 0.54 1.15 3.48 1.22 0.29 1.52 -0.42 -1.37 -1.27 0.26 -0.28 0.65

ANXA3 1634 10.78 55.59 29.64 23.25 131.64 7.25 16.90 6.28 4.79 19.37 43.02 5.43 11.84 -0.13 2.23 1.32 0.97 3.48 -2.57

ANXA4 2158 43.06 59.65 49.79 44.30 52.30 61.90 32.52 37.06 45.99 57.51 51.83 5.70 43.27 -0.01 0.46 0.20 0.03 0.27 0.26

ANXA5 1624 85.31 157.74 138.00 147.79 315.28 312.82 128.94 109.10 348.53 258.88 192.82 7.59 211.36 -1.31 -0.42 -0.62 -0.52 0.58 0.70

ANXA6 3002 17.73 62.08 24.45 13.18 32.08 64.75 19.98 22.18 217.04 56.56 35.71 5.16 78.94 -2.15 -0.35 -1.69 -2.58 -1.30 0.86

ANXA7 2212 35.53 32.65 56.68 32.28 43.03 60.68 32.42 36.44 61.16 66.94 43.48 5.44 49.24 -0.47 -0.59 0.20 -0.61 -0.19 0.48

ANXA8 2070 0.00 17.84 24.24 0.00 39.35 0.00 0.00 0.00 0.00 0.00 13.57 3.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ANXA8L1 1954 175.21 110.22 212.03 294.19 174.33 62.39 157.30 181.85 0.54 112.16 171.40 7.42 112.96 0.63 -0.04 0.91 1.38 0.63 -1.46

ANXA8L2 2053 89.06 61.50 105.55 147.54 97.03 30.53 85.94 89.50 0.25 55.71 88.53 6.47 57.85 0.62 0.09 0.87 1.35 0.75 -1.54

ANXA9 1843 2.95 3.95 1.51 3.59 6.62 4.27 10.42 5.71 5.88 5.74 3.81 1.93 6.94 -1.24 -0.81 -2.20 -0.95 -0.07 0.16

AOAH 2559 2.42 6.70 6.61 4.64 4.18 6.20 1.79 3.83 4.09 2.59 5.13 2.36 3.08 -0.35 1.12 1.10 0.59 0.44 0.27

AOC2 2681 0.18 0.65 0.00 0.18 0.39 0.00 0.00 0.00 0.00 0.33 0.23 -2.10 0.08 1.14 3.01 #NUM! 1.11 2.26 #NUM!

AOC3 4040 2.78 5.71 3.43 2.74 0.96 12.78 14.14 4.87 127.41 12.45 4.73 2.24 39.72 -3.84 -2.80 -3.54 -3.86 -5.37 1.43

AOC4 2073 0.01 0.08 0.02 0.02 0.02 0.14 0.15 0.05 0.00 0.11 0.05 -4.41 0.08 -3.60 -0.01 -2.37 -2.27 -1.70 1.58

AOX1 4949 1.08 1.50 0.56 0.49 5.69 3.25 3.18 5.02 5.59 4.16 2.10 1.07 4.49 -2.06 -1.58 -3.00 -3.19 0.34 0.63

AOX2P 3738 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.00 0.00 -7.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.00

AP1AR 2911 3.51 3.50 7.30 3.37 2.70 9.69 2.78 3.78 4.96 8.74 5.01 2.33 5.06 -0.53 -0.53 0.53 -0.59 -0.91 0.95

AP1B1 4194 12.48 27.30 47.53 33.13 23.36 14.45 34.91 29.94 14.70 14.95 26.37 4.72 23.63 -0.92 0.21 1.01 0.49 -0.02 -0.87

AP1G1 6850 7.21 11.54 7.57 9.76 4.17 8.23 8.61 10.80 4.94 8.11 8.08 3.01 8.12 -0.17 0.51 -0.10 0.27 -0.96 0.03

AP1G2 2876 8.28 25.36 18.79 17.44 25.03 17.71 6.59 10.78 6.02 9.02 18.77 4.23 8.10 0.03 1.65 1.21 1.11 1.63 -0.08

AP1M1 2409 9.45 13.25 14.08 11.52 23.22 11.40 10.75 8.68 23.43 7.20 13.82 3.79 12.52 -0.41 0.08 0.17 -0.12 0.89 -0.28

AP1M2 1756 24.64 19.34 26.76 31.93 52.46 5.83 44.65 13.92 0.24 7.68 26.83 4.75 16.62 0.57 0.22 0.69 0.94 1.66 -2.20

AP1S1 1297 23.76 19.10 18.47 35.18 73.41 19.37 14.48 11.46 21.08 15.81 31.55 4.98 15.71 0.60 0.28 0.23 1.16 2.22 -0.70

AP1S2 2283 5.01 8.08 5.99 3.08 2.76 24.67 6.54 5.18 21.02 16.91 8.26 3.05 12.42 -1.31 -0.62 -1.05 -2.01 -2.17 1.58

AP1S3 4005 0.91 2.94 15.29 1.31 1.59 0.79 1.01 1.94 0.04 1.72 3.80 1.93 1.18 -0.38 1.32 3.70 0.16 0.43 -2.27

AP2A1 3499 15.19 34.21 50.59 31.19 18.95 20.44 24.41 22.47 32.76 16.04 28.43 4.83 23.92 -0.65 0.52 1.08 0.38 -0.34 -0.48

AP2A2 4616 5.70 12.14 27.07 13.48 14.16 8.75 11.57 9.85 15.79 7.95 13.55 3.76 11.29 -0.99 0.11 1.26 0.26 0.33 -0.63

AP2B1 5772 12.02 45.52 26.83 21.03 33.00 16.64 17.34 18.07 21.39 17.54 25.84 4.69 18.58 -0.63 1.29 0.53 0.18 0.83 -0.64

AP2M1 1958 309.07 138.00 237.45 563.99 371.94 141.03 112.16 95.41 194.08 109.21 293.58 8.20 127.72 1.28 0.11 0.89 2.14 1.54 -1.06

AP2S1 890 120.53 77.05 84.74 293.01 142.92 71.21 81.48 68.63 67.82 59.23 131.58 7.04 69.29 0.80 0.15 0.29 2.08 1.04 -0.89

AP3B1 4009 5.34 13.81 14.94 15.11 4.20 10.56 9.39 11.06 7.88 8.83 10.66 3.41 9.29 -0.80 0.57 0.69 0.70 -1.14 -0.01

AP3B2 3746 0.12 0.35 1.58 2.73 0.60 0.26 0.43 0.44 0.53 0.42 0.94 -0.09 0.45 -1.95 -0.36 1.79 2.59 0.40 -1.85

AP3D1 4863 9.78 17.21 35.36 29.23 15.85 11.55 17.31 12.43 14.18 13.28 19.83 4.31 14.30 -0.55 0.27 1.31 1.03 0.15 -0.78

AP3M1 5270 6.37 0.00 13.45 8.96 0.00 6.65 0.00 6.94 6.71 6.60 5.91 2.56 5.06 0.33 #NUM! 1.41 0.82 #NUM! 0.17

AP3M2 3683 3.98 4.16 2.46 3.44 6.19 0.00 2.63 2.20 5.61 3.66 3.37 1.75 3.52 0.18 0.24 -0.52 -0.03 0.81 #NUM!

AP3S1 1313 41.12 27.47 45.94 37.53 66.66 73.60 34.15 31.62 78.32 60.09 48.72 5.61 51.04 -0.31 -0.89 -0.15 -0.44 0.39 0.60

AP3S2 6053 2.36 3.54 1.35 3.69 8.72 3.22 0.00 1.05 5.11 2.69 3.81 1.93 2.21 0.09 0.68 -0.71 0.74 1.98 -0.25

AP4B1 2500 2.64 5.68 3.63 7.93 3.05 6.77 2.92 2.16 7.71 4.34 4.95 2.31 4.28 -0.70 0.41 -0.24 0.89 -0.49 0.45

AP4E1 6682 0.96 1.56 2.03 3.81 0.89 2.39 1.14 1.61 1.43 1.38 1.94 0.96 1.39 -0.53 0.17 0.55 1.46 -0.64 0.30

AP4M1 1886 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.43 0.00 0.00 #NUM! 2.36 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AP4S1 1797 1.29 1.58 1.56 1.63 1.46 2.19 1.26 1.13 2.43 1.92 1.62 0.70 1.68 -0.38 -0.09 -0.11 -0.04 -0.21 0.44

APAF1 7204 0.59 3.56 2.99 2.81 1.17 2.55 1.56 1.36 1.35 1.67 2.28 1.19 1.48 -1.34 1.26 1.01 0.92 -0.34 0.16

APBA1 6603 0.58 1.39 0.66 1.14 0.13 0.58 1.93 1.12 0.94 0.88 0.75 -0.42 1.22 -1.06 0.20 -0.88 -0.09 -3.26 -0.38

APBA2 3653 1.21 2.62 1.22 0.96 0.88 1.82 1.43 0.72 0.62 1.35 1.45 0.54 1.03 0.23 1.35 0.25 -0.09 -0.22 0.33

APBA3 2158 8.30 6.63 13.60 10.54 29.84 4.44 4.87 4.54 5.37 4.00 12.23 3.61 4.69 0.82 0.50 1.53 1.17 2.67 -1.46

APBB1 2653 2.58 7.47 2.48 1.51 2.24 10.06 7.74 4.88 37.33 13.23 4.39 2.13 15.79 -2.62 -1.08 -2.67 -3.39 -2.82 1.20

APBB1IP 2659 2.27 6.78 9.29 3.57 4.19 7.49 3.25 2.63 3.75 2.11 5.60 2.49 2.94 -0.37 1.21 1.66 0.28 0.51 0.42

APBB2 9004 1.89 5.37 2.67 4.19 1.32 6.02 3.08 4.62 3.60 5.19 3.58 1.84 4.12 -1.12 0.38 -0.63 0.02 -1.64 0.75

APBB3 2167 2.69 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.45 -1.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

APC 10848 1.44 3.85 3.80 4.44 0.43 2.06 5.08 5.77 1.16 1.00 2.67 1.42 3.25 -1.17 0.24 0.22 0.45 -2.91 -0.37

APC2 10151 0.00 1.92 1.58 0.71 1.95 0.26 2.30 1.23 0.00 0.88 1.07 0.10 1.10 #NUM! 0.80 0.52 -0.64 0.82 -2.04

APCDD1 2579 27.77 53.48 12.46 18.44 11.19 43.96 32.91 28.00 24.92 34.08 27.88 4.80 29.98 -0.11 0.84 -1.27 -0.70 -1.42 0.66

APCDD1L 3112 0.04 0.54 0.29 0.04 0.58 0.07 0.55 0.04 1.94 0.07 0.26 -1.94 0.65 -3.95 -0.28 -1.18 -3.94 -0.16 -1.81

APEH 2775 10.59 19.03 26.81 23.67 26.83 11.98 13.56 9.52 19.30 14.27 19.82 4.31 14.16 -0.42 0.43 0.92 0.74 0.92 -0.73

APEX1 1574 78.78 71.54 77.71 58.23 114.11 73.72 44.85 48.05 72.58 59.89 79.01 6.30 56.34 0.48 0.34 0.46 0.05 1.02 -0.10

APEX2 1991 14.97 18.29 27.09 25.33 35.38 12.26 9.40 10.81 12.86 8.56 22.22 4.47 10.41 0.52 0.81 1.38 1.28 1.77 -0.86

APH1A 2213 43.20 46.05 43.17 39.53 121.61 97.69 28.10 35.92 54.18 72.26 65.21 6.03 47.62 -0.14 -0.05 -0.14 -0.27 1.35 0.58

APH1B 4205 1.16 1.78 1.20 1.02 0.86 2.45 1.90 1.64 3.27 2.11 1.41 0.50 2.23 -0.94 -0.32 -0.90 -1.13 -1.37 0.79

API5 3844 15.71 17.97 25.63 20.46 9.75 23.20 17.30 14.95 13.86 16.62 18.79 4.23 15.68 0.00 0.20 0.71 0.38 -0.69 0.30

APIP 1266 10.55 8.56 6.65 3.53 18.77 23.96 7.08 7.28 14.23 15.81 12.00 3.59 11.10 -0.07 -0.37 -0.74 -1.65 0.76 1.00

APITD1 1431 4.41 4.36 2.60 5.77 4.48 10.33 1.60 1.97 3.91 3.10 5.33 2.41 2.65 0.74 0.72 -0.02 1.13 0.76 0.96

APITD1-CORT 1383 0.00 0.00 0.00 0.90 1.04 0.00 0.00 0.00 0.00 0.00 0.32 -1.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

APLF 3869 1.08 0.84 1.16 1.80 1.35 1.15 1.82 4.27 0.73 1.38 1.23 0.30 2.05 -0.92 -1.29 -0.83 -0.18 -0.60 -0.10

APLN 3238 0.11 0.26 0.21 0.47 10.10 0.52 0.09 0.13 0.51 0.35 1.94 0.96 0.27 -1.36 -0.06 -0.38 0.79 5.21 -1.90

APLNR 3905 3.44 5.72 4.52 2.85 0.60 5.58 3.53 2.81 5.34 3.03 3.78 1.92 3.68 -0.10 0.64 0.30 -0.37 -2.63 0.56

APLP1 2450 1.10 0.93 1.55 1.65 14.02 1.49 0.61 0.49 1.35 0.84 3.46 1.79 0.82 0.41 0.17 0.91 1.01 4.09 -1.21

APLP2 3827 45.82 58.05 33.99 120.31 77.31 71.55 63.39 61.20 144.75 83.24 67.84 6.08 88.15 -0.94 -0.60 -1.37 0.45 -0.19 0.08

APOA1 897 0.14 0.37 0.08 0.13 0.03 0.28 0.11 0.04 0.00 0.32 0.17 -2.53 0.12 0.26 1.68 -0.50 0.18 -1.84 0.67

APOA1BP 1121 60.64 44.17 42.31 39.88 114.06 50.54 32.28 24.91 49.90 35.87 58.60 5.87 35.74 0.76 0.31 0.24 0.16 1.67 -0.21

APOA2 473 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.02 -5.82 0.02 #NUM! #NUM! 2.47 #NUM! #NUM! #NUM!

APOB 14121 0.01 0.04 0.00 0.00 0.00 0.01 0.02 0.03 0.01 0.00 0.01 -6.71 0.01 -0.75 1.26 -2.85 -1.74 #NUM! -0.62

APOBEC1 911 0.00 1.33 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.22 -2.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

APOBEC2 1643 0.17 1.23 0.10 0.69 0.15 0.65 0.52 0.16 0.20 0.10 0.50 -1.00 0.25 -0.53 2.31 -1.30 1.48 -0.71 0.39

APOBEC3A 1444 0.00 15.73 13.67 25.00 0.00 0.00 3.59 182.39 4.11 60.49 9.07 3.18 62.64 #NUM! -1.99 -2.20 -1.33 #NUM! #NUM!

APOBEC3B 1536 20.32 0.00 11.83 48.95 0.00 0.00 2.01 45.29 0.00 0.00 13.52 3.76 11.83 0.78 #NUM! 0.00 2.05 #NUM! #NUM!

APOBEC3C 1127 28.08 29.04 36.28 59.45 15.55 25.64 23.12 18.84 15.51 0.00 32.34 5.02 14.37 0.97 1.01 1.34 2.05 0.11 -0.33

APOBEC3D 2519 0.00 6.03 0.00 0.00 2.78 0.00 0.77 0.00 0.00 0.00 1.47 0.56 0.19 #NUM! 4.97 #NUM! #NUM! 3.85 #NUM!

APOBEC3F 4706 0.00 2.97 2.52 4.53 1.50 0.00 0.79 0.00 1.44 0.00 1.92 0.94 0.56 #NUM! 2.42 2.18 3.03 1.44 #NUM!

APOBEC3G 1848 11.12 18.82 21.58 14.62 9.70 30.32 4.19 0.00 7.41 9.97 17.69 4.15 5.39 1.04 1.80 2.00 1.44 0.85 0.78

APOBEC3H 1164 0.35 1.99 3.10 1.09 0.96 2.34 0.45 0.56 0.17 0.58 1.64 0.71 0.44 -0.33 2.18 2.82 1.32 1.13 0.51

APOBEC4 2786 0.01 0.03 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.90 0.00 0.98 2.57 #NUM! 1.31 #NUM! #NUM!

APOBR 3733 0.59 2.89 4.05 1.72 4.69 1.81 1.19 0.80 1.60 0.72 2.63 1.39 1.08 -0.87 1.42 1.91 0.68 2.12 -0.54

APOC1 464 52.86 84.47 165.76 46.26 65.98 234.69 6.07 4.95 11.98 35.14 108.33 6.76 14.54 1.86 2.54 3.51 1.67 2.18 1.12



APOC1P1 939 0.17 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.03 -5.15 0.01 3.53 #NUM! #NUM! #NUM! #NUM! #NUM!

APOC3 533 0.00 0.08 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.02 -5.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

APOC4-APOC2 1829 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

APOD 1148 88.66 224.00 13.91 24.68 0.34 108.93 399.61 816.43 208.40 227.09 76.75 6.26 412.88 -2.22 -0.88 -4.89 -4.06 -10.23 0.51

APOE 1223 139.80 175.13 266.11 66.85 103.45 361.96 137.28 39.08 135.46 167.39 185.55 7.54 119.80 0.22 0.55 1.15 -0.84 -0.21 0.96

APOF 1720 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

APOH 1216 0.00 0.12 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.02 -5.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

APOL1 3039 68.34 65.36 207.06 19.85 36.66 40.62 7.94 9.34 25.72 28.29 72.98 6.19 17.82 1.94 1.87 3.54 0.16 1.04 -0.85

APOL2 2686 10.39 31.02 34.82 9.26 4.52 11.26 5.12 4.43 8.15 9.74 16.88 4.08 6.86 0.60 2.18 2.34 0.43 -0.60 -0.58

APOL3 3654 11.66 15.03 15.61 11.92 7.31 23.90 8.36 7.23 13.12 10.81 14.24 3.83 9.88 0.24 0.61 0.66 0.27 -0.44 0.75

APOL4 3417 3.46 2.57 0.00 0.63 1.45 6.10 0.41 0.83 1.61 0.00 2.37 1.24 0.71 2.28 1.85 #NUM! -0.17 1.02 1.37

APOL5 1438 0.00 0.02 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 -8.23 0.01 #NUM! 1.94 #NUM! #NUM! #NUM! #NUM!

APOL6 10156 5.05 13.03 16.06 11.54 3.09 6.63 2.90 3.40 2.83 3.35 9.23 3.21 3.12 0.70 2.06 2.36 1.89 -0.01 -0.48

APOLD1 4752 1.82 3.49 2.06 1.25 1.49 15.49 1.67 6.28 17.35 20.02 4.27 2.09 11.33 -2.64 -1.70 -2.46 -3.18 -2.93 1.86

APOM 790 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

APOO 1134 13.70 7.57 12.99 9.34 19.78 14.62 4.84 5.96 6.94 7.91 13.00 3.70 6.41 1.10 0.24 1.02 0.54 1.63 0.17

APOOL 6468 1.13 3.09 2.66 2.20 0.69 2.35 2.03 2.25 1.33 1.64 2.02 1.01 1.81 -0.69 0.77 0.55 0.28 -1.40 0.22

APP 3648 38.86 114.47 109.15 217.62 133.25 180.98 73.42 87.94 298.33 156.13 132.39 7.05 153.95 -1.99 -0.43 -0.50 0.50 -0.21 0.45

APPBP2 6468 2.60 4.97 4.69 5.07 2.50 5.30 4.92 3.81 5.24 4.30 4.19 2.07 4.57 -0.81 0.12 0.04 0.15 -0.87 0.34

APPL1 6061 3.13 6.60 8.22 5.83 1.04 6.71 7.24 6.52 4.98 7.25 5.26 2.39 6.50 -1.05 0.02 0.34 -0.16 -2.64 0.35

APPL2 3289 11.83 15.14 9.28 12.29 3.88 11.77 14.56 10.72 11.49 10.78 10.70 3.42 11.89 -0.01 0.35 -0.36 0.05 -1.62 0.14

APRT 807 302.49 88.24 56.17 152.09 303.39 87.70 107.65 84.43 81.89 87.76 165.01 7.37 90.43 1.74 -0.04 -0.69 0.75 1.75 -0.91

APTX 2179 7.35 7.46 10.54 4.20 14.27 11.46 4.58 4.45 8.14 10.04 9.21 3.20 6.80 0.11 0.13 0.63 -0.70 1.07 0.31

AQP1 2807 58.23 95.34 20.97 9.18 8.07 183.28 124.79 120.53 462.36 286.33 62.51 5.97 248.50 -2.09 -1.38 -3.57 -4.76 -4.94 1.55

AQP10 1794 0.17 0.06 0.02 0.06 0.09 0.03 0.08 0.00 0.04 0.01 0.07 -3.83 0.03 2.34 0.88 -0.89 0.79 1.36 -1.38

AQP11 2153 0.27 0.65 0.18 0.11 0.35 0.00 0.11 0.18 0.42 0.26 0.26 -1.94 0.24 0.15 1.44 -0.44 -1.11 0.56 #NUM!

AQP12B 1138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

AQP2 4288 0.00 0.20 0.00 0.00 0.01 0.02 0.00 0.00 0.01 0.00 0.04 -4.73 0.00 #NUM! 7.17 #NUM! #NUM! 2.08 -0.79

AQP3 1835 165.38 174.13 52.26 52.29 63.00 137.54 713.51 533.18 8.17 536.53 107.43 6.75 447.85 -1.44 -1.36 -3.10 -3.10 -2.83 0.36

AQP4 5216 0.00 0.03 0.02 0.00 0.00 0.03 0.04 0.01 0.02 0.01 0.01 -6.26 0.02 #NUM! 0.65 -0.12 #NUM! #NUM! 1.24

AQP5 1835 0.46 29.68 0.04 0.19 2.03 1.14 0.26 0.05 0.16 0.70 5.59 2.48 0.29 0.64 6.67 -3.04 -0.61 2.80 -2.29

AQP6 2654 0.00 0.00 0.00 0.01 0.00 0.00 0.03 0.03 0.04 0.02 0.00 -8.89 0.03 #NUM! #NUM! #NUM! -1.28 #NUM! #NUM!

AQP7 1258 0.12 1.13 0.04 0.00 0.00 1.21 0.44 1.79 2.38 0.97 0.42 -1.27 1.40 -3.59 -0.30 -5.31 #NUM! #NUM! 1.54

AQP7P1 3180 0.26 0.60 0.16 1.00 0.03 2.57 0.74 0.29 3.45 1.30 0.77 -0.38 1.44 -2.48 -1.27 -3.17 -0.54 -5.76 1.74

AQP7P3 564 3.73 1.62 1.89 7.48 2.62 15.29 5.70 1.16 4.12 8.06 5.44 2.44 4.76 -0.35 -1.56 -1.33 0.65 -0.86 1.49

AQP8 1315 0.00 0.04 0.03 0.06 0.23 0.06 0.00 0.07 0.02 0.04 0.07 -3.86 0.03 #NUM! 0.54 -0.24 0.86 2.88 -0.24

AQP9 3033 1.97 3.05 3.45 3.39 8.31 2.08 1.47 0.84 4.29 0.74 3.71 1.89 1.84 0.10 0.73 0.91 0.89 2.18 -0.83

AQPEP 4630 0.01 0.04 0.01 0.02 0.03 0.08 0.23 0.14 0.02 0.08 0.03 -5.03 0.12 -4.39 -1.59 -3.17 -2.48 -2.16 1.36

AQR 5106 14.85 19.62 14.14 12.84 1.57 12.95 6.36 10.41 4.62 6.40 12.66 3.66 6.95 1.10 1.50 1.03 0.89 -2.14 0.03

AR 4314 4.32 7.23 1.11 1.24 0.04 4.41 15.47 11.48 10.07 9.50 3.06 1.61 11.63 -1.43 -0.68 -3.39 -3.23 -8.15 0.53

ARAF 2503 14.31 32.18 23.70 22.32 0.00 19.47 20.30 16.75 26.74 18.13 18.66 4.22 20.48 -0.52 0.65 0.21 0.12 #NUM! 0.06

ARAP1 5155 15.46 26.24 17.94 6.86 76.65 24.52 9.07 6.82 19.96 12.97 27.95 4.80 12.21 0.34 1.10 0.56 -0.83 2.65 -0.19

ARAP2 7375 4.04 5.28 9.89 5.11 2.26 5.45 5.80 7.39 0.70 3.65 5.34 2.42 4.38 -0.12 0.27 1.17 0.22 -0.96 0.03

ARAP3 5281 2.00 5.37 3.15 14.36 6.15 4.26 2.82 2.81 5.63 4.53 5.88 2.56 3.95 -0.98 0.44 -0.33 1.86 0.64 -0.47

ARC 2985 0.04 1.23 0.75 0.18 1.47 4.27 7.58 17.45 2.65 7.45 1.32 0.40 8.78 -7.93 -2.83 -3.56 -5.60 -2.58 1.69

ARCN1 4032 12.84 27.16 24.79 17.44 11.88 24.25 27.12 29.61 35.78 28.69 19.73 4.30 30.30 -1.24 -0.16 -0.29 -0.80 -1.35 0.30

AREG 1270 1.98 96.20 31.79 65.56 126.42 67.37 146.83 613.00 5.75 169.42 64.89 6.02 233.75 -6.89 -1.28 -2.88 -1.83 -0.89 0.05

ARF1 2020 166.56 230.47 196.18 216.01 316.28 181.16 167.46 154.20 251.49 172.20 217.78 7.77 186.34 -0.16 0.31 0.07 0.21 0.76 -0.27

ARF3 3556 25.44 37.41 41.53 47.35 68.21 38.43 36.48 37.88 50.79 42.70 43.06 5.43 41.97 -0.72 -0.17 -0.02 0.17 0.70 -0.16

ARF4 1758 77.17 175.47 89.57 79.49 101.75 111.53 58.87 69.04 118.50 113.48 105.83 6.73 89.97 -0.22 0.96 -0.01 -0.18 0.18 0.08

ARF5 1096 109.70 88.50 136.15 108.13 237.32 103.33 98.50 115.18 130.34 105.46 130.52 7.03 112.37 -0.03 -0.34 0.28 -0.06 1.08 -0.34

ARF6 3939 16.90 32.71 49.12 58.51 44.05 34.34 48.90 54.46 25.11 51.41 39.27 5.30 44.97 -1.41 -0.46 0.13 0.38 -0.03 -0.19

ARFGAP1 3274 4.82 22.38 10.29 15.20 21.69 9.66 6.25 5.41 13.27 9.38 14.01 3.81 8.58 -0.83 1.38 0.26 0.83 1.34 -0.54

ARFGAP2 2803 10.04 15.25 18.96 17.95 28.71 17.74 14.36 11.30 22.50 16.09 18.11 4.18 16.06 -0.68 -0.08 0.24 0.16 0.84 -0.03

ARFGAP3 2851 16.40 20.97 23.45 16.31 13.05 26.33 11.05 13.46 19.74 24.03 19.42 4.28 17.07 -0.06 0.30 0.46 -0.07 -0.39 0.44

ARFGEF1 7212 2.92 5.72 7.78 7.27 2.01 5.72 4.76 6.57 4.18 9.34 5.24 2.39 6.21 -1.09 -0.12 0.32 0.23 -1.63 0.13

ARFGEF2 9004 1.70 7.02 5.81 4.94 1.08 5.05 3.75 4.08 4.52 4.02 4.27 2.09 4.09 -1.26 0.78 0.51 0.27 -1.92 0.24

ARFIP1 3091 4.27 9.82 10.29 6.90 5.47 16.07 4.55 10.34 9.95 12.55 8.80 3.14 9.35 -1.13 0.07 0.14 -0.44 -0.77 0.87

ARFIP2 2596 14.76 7.54 11.10 3.79 22.11 27.26 11.58 13.04 0.00 19.74 14.43 3.85 11.09 0.41 -0.56 0.00 -1.55 1.00 0.92

ARFRP1 2631 3.67 0.00 4.44 8.71 36.30 11.27 5.75 4.26 19.42 14.06 10.73 3.42 10.87 -1.57 #NUM! -1.29 -0.32 1.74 0.07

ARG1 1447 0.02 0.21 0.05 0.02 0.04 0.12 1.85 0.84 0.14 0.73 0.08 -3.71 0.89 -5.53 -2.06 -4.30 -5.20 -4.63 0.64

ARG2 1981 5.45 3.48 10.83 17.57 33.18 12.93 15.24 33.57 1.27 21.73 13.91 3.80 17.95 -1.72 -2.37 -0.73 -0.03 0.89 -0.10

ARGFX 5065 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -9.88 0.00 #NUM! #NUM! #NUM! 1.46 #NUM! #NUM!

ARGFXP2 1215 0.00 0.12 0.03 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.03 -5.32 0.01 #NUM! 4.25 2.16 #NUM! #NUM! #NUM!

ARGLU1 1772 29.87 62.90 54.51 57.38 22.41 40.06 37.48 52.00 25.74 58.38 44.52 5.48 43.40 -0.54 0.54 0.33 0.40 -0.95 -0.15

ARHGAP1 3372 14.52 50.78 43.21 58.36 27.93 26.41 35.38 30.27 68.32 27.34 36.87 5.20 40.33 -1.47 0.33 0.10 0.53 -0.53 -0.48

ARHGAP10 3073 3.51 6.62 12.07 9.62 5.80 6.77 10.49 7.27 16.89 8.47 7.40 2.89 10.78 -1.62 -0.70 0.16 -0.16 -0.89 -0.13

ARHGAP11A 5616 1.92 1.83 4.42 5.40 0.62 3.22 1.54 1.26 0.15 0.71 2.90 1.54 0.91 1.07 1.00 2.27 2.56 -0.57 0.15

ARHGAP11B 1045 1.01 1.36 3.80 0.00 0.47 1.39 0.81 1.17 0.16 0.41 1.34 0.42 0.64 0.66 1.09 2.58 #NUM! -0.44 0.06

ARHGAP12 4172 2.98 5.97 2.69 3.88 1.44 5.56 4.19 4.80 4.68 4.51 3.75 1.91 4.55 -0.61 0.39 -0.76 -0.23 -1.66 0.57

ARHGAP15 1774 6.39 7.74 10.84 3.35 2.75 19.46 5.39 3.85 16.11 8.72 8.42 3.07 8.52 -0.41 -0.14 0.35 -1.35 -1.63 1.21

ARHGAP17 3480 3.88 14.19 12.50 17.82 6.77 10.21 14.34 11.48 13.61 9.89 10.89 3.45 12.33 -1.67 0.20 0.02 0.53 -0.87 -0.09

ARHGAP18 3503 4.93 9.79 6.09 18.03 2.02 12.49 3.66 6.06 5.80 8.05 8.89 3.15 5.90 -0.26 0.73 0.05 1.61 -1.55 0.49

ARHGAP19 5495 1.07 1.12 1.28 1.40 0.90 2.28 1.37 1.36 2.00 2.05 1.34 0.42 1.69 -0.66 -0.60 -0.41 -0.28 -0.92 0.76

ARHGAP20 6207 0.42 0.59 0.22 0.12 0.06 1.04 1.07 1.25 2.15 1.36 0.41 -1.29 1.46 -1.79 -1.30 -2.74 -3.55 -4.65 1.35

ARHGAP21 7185 8.30 28.53 31.14 14.33 4.05 7.26 6.86 16.09 3.78 9.10 15.60 3.96 8.96 -0.11 1.67 1.80 0.68 -1.14 -1.10

ARHGAP22 2775 0.89 1.16 1.02 3.65 10.52 1.06 0.56 0.23 1.22 1.04 3.05 1.61 0.76 0.22 0.61 0.43 2.26 3.79 -1.52

ARHGAP23 5913 5.93 17.37 44.53 22.88 9.72 8.45 16.84 19.15 16.46 14.78 18.15 4.18 16.81 -1.50 0.05 1.41 0.44 -0.79 -1.10

ARHGAP24 4644 0.38 2.73 4.26 1.32 0.38 3.29 2.27 3.49 3.90 2.54 2.06 1.04 3.05 -3.02 -0.16 0.48 -1.21 -3.01 0.68

ARHGAP25 3020 4.15 6.99 8.85 4.19 6.72 9.66 4.13 2.53 4.45 4.35 6.76 2.76 3.87 0.10 0.85 1.19 0.12 0.80 0.52

ARHGAP26 9041 1.26 4.69 9.40 2.76 1.37 2.14 1.50 2.39 1.60 2.55 3.61 1.85 2.01 -0.67 1.23 2.23 0.46 -0.55 -0.75

ARHGAP27 3654 6.52 21.78 14.08 14.16 14.83 5.84 19.41 14.53 5.49 15.36 12.87 3.69 13.70 -1.07 0.67 0.04 0.05 0.11 -1.14

ARHGAP28 5542 1.22 2.31 0.94 1.54 0.16 2.79 1.96 2.77 0.73 2.62 1.49 0.58 2.02 -0.72 0.19 -1.11 -0.39 -3.62 0.90

ARHGAP29 9121 1.13 3.32 1.38 1.01 0.86 12.29 2.18 3.28 6.96 9.53 3.33 1.74 5.49 -2.28 -0.73 -1.99 -2.45 -2.68 1.88

ARHGAP30 4425 3.42 8.15 9.09 5.77 6.00 4.72 4.58 3.05 2.81 3.44 6.19 2.63 3.47 -0.02 1.23 1.39 0.73 0.79 -0.39

ARHGAP31 8096 1.67 3.98 2.77 1.51 1.20 2.67 3.09 4.69 6.84 3.45 2.30 1.20 4.52 -1.43 -0.18 -0.70 -1.58 -1.91 0.21

ARHGAP32 10111 5.23 5.91 5.49 9.26 0.97 1.72 10.22 10.92 0.73 3.79 4.77 2.25 6.42 -0.29 -0.12 -0.22 0.53 -2.72 -1.47

ARHGAP33 4242 0.36 4.06 1.80 4.66 2.31 2.66 2.32 2.11 1.83 1.78 2.64 1.40 2.01 -2.48 1.01 -0.16 1.21 0.20 0.01

ARHGAP35 8904 3.58 9.66 12.12 13.77 1.67 2.38 11.11 7.57 6.38 3.45 7.20 2.85 7.13 -0.99 0.44 0.77 0.95 -2.09 -1.60

ARHGAP36 3101 0.01 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -7.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.77

ARHGAP39 5147 0.40 1.98 1.72 1.50 5.83 1.22 1.33 1.13 1.14 0.75 2.11 1.08 1.09 -1.44 0.86 0.66 0.46 2.42 -0.79

ARHGAP4 3405 17.13 13.04 32.66 40.81 7.20 20.21 5.65 2.76 6.59 4.58 21.84 4.45 4.89 1.81 1.41 2.74 3.06 0.56 -0.11

ARHGAP40 2838 1.73 0.88 0.10 2.62 0.61 0.32 1.37 1.98 0.01 1.48 1.04 0.06 1.21 0.52 -0.47 -3.62 1.11 -0.98 -1.71

ARHGAP42 4752 0.92 2.20 1.25 1.67 0.51 0.66 0.00 1.54 0.00 0.00 1.20 0.27 0.38 1.26 2.52 1.71 2.12 0.40 -0.86

ARHGAP44 4273 0.00 1.84 0.00 0.00 0.00 2.03 0.00 0.00 2.16 3.53 0.64 -0.63 1.42 #NUM! 0.37 #NUM! #NUM! #NUM! 1.65

ARHGAP5 9604 4.12 11.16 10.10 10.55 2.74 7.60 8.27 11.51 4.93 6.84 7.71 2.95 7.89 -0.94 0.50 0.36 0.42 -1.53 -0.02

ARHGAP6 5118 0.53 1.67 0.35 0.45 0.12 2.71 7.96 2.87 8.03 3.96 0.97 -0.04 5.71 -3.44 -1.77 -4.02 -3.65 -5.53 1.48

ARHGAP8 1725 3.93 5.33 11.02 9.21 8.18 2.39 1.29 0.00 0.00 1.50 6.68 2.74 0.70 2.50 2.94 3.98 3.72 3.55 -1.48

ARHGAP9 2614 4.97 8.84 12.54 7.78 9.75 12.44 3.61 1.60 4.72 3.11 9.39 3.23 3.26 0.61 1.44 1.94 1.26 1.58 0.41

ARHGDIA 2126 52.54 134.21 180.53 131.56 214.20 92.69 119.64 90.19 150.07 100.20 134.28 7.07 115.02 -1.13 0.22 0.65 0.19 0.90 -0.53

ARHGDIB 1216 118.93 155.80 170.42 91.82 146.36 225.41 57.02 58.21 132.19 80.38 151.45 7.24 81.95 0.54 0.93 1.06 0.16 0.84 0.57

ARHGDIG 942 0.00 0.34 0.04 0.00 0.12 0.00 0.07 0.24 0.78 0.03 0.08 -3.59 0.28 #NUM! 0.26 -2.84 #NUM! -1.19 #NUM!

ARHGEF1 3261 6.17 39.91 30.00 43.38 16.16 20.26 10.27 10.57 24.14 15.03 25.98 4.70 15.00 -1.28 1.41 1.00 1.53 0.11 -0.36

ARHGEF10 5595 1.74 5.02 3.26 1.74 3.25 3.37 4.42 3.04 6.16 4.22 3.06 1.61 4.46 -1.36 0.17 -0.45 -1.36 -0.46 0.14

ARHGEF10L 4502 3.19 9.92 6.78 7.01 6.62 10.43 9.57 7.79 10.50 6.98 7.32 2.87 8.71 -1.45 0.19 -0.36 -0.31 -0.40 0.51

ARHGEF11 6904 2.96 19.81 7.56 17.52 1.05 8.28 10.58 5.25 5.92 4.60 9.53 3.25 6.59 -1.15 1.59 0.20 1.41 -2.65 -0.20

ARHGEF12 9829 6.20 13.15 9.92 10.38 1.96 11.80 14.45 17.47 10.48 15.81 8.90 3.15 14.55 -1.23 -0.15 -0.55 -0.49 -2.89 0.41

ARHGEF15 4220 0.91 2.92 1.41 0.56 0.45 2.99 2.67 3.52 10.19 6.83 1.54 0.62 5.80 -2.67 -0.99 -2.04 -3.38 -3.70 0.96

ARHGEF16 2919 4.58 7.72 11.90 3.59 10.51 8.58 4.42 5.80 0.78 4.48 7.82 2.97 3.87 0.24 1.00 1.62 -0.11 1.44 0.13

ARHGEF17 7830 2.79 13.73 5.13 5.09 6.22 8.64 4.93 6.57 15.80 5.99 6.94 2.79 8.32 -1.57 0.72 -0.70 -0.71 -0.42 0.32

ARHGEF18 5773 3.22 8.64 7.88 9.06 25.61 2.42 6.14 12.06 5.15 4.55 9.47 3.24 6.97 -1.12 0.31 0.18 0.38 1.88 -1.97

ARHGEF19 3044 5.32 3.76 8.34 6.77 10.50 8.66 4.35 9.56 2.50 4.45 7.23 2.85 5.22 0.03 -0.47 0.68 0.38 1.01 0.26

ARHGEF2 4194 5.27 18.57 17.51 21.02 16.20 15.01 9.67 7.29 27.11 17.87 15.59 3.96 15.49 -1.56 0.26 0.18 0.44 0.07 -0.06

ARHGEF25 2614 3.90 8.29 3.16 4.00 3.93 9.88 11.19 4.11 78.33 14.86 5.53 2.47 27.12 -2.80 -1.71 -3.10 -2.76 -2.79 0.84

ARHGEF26 5181 0.48 2.33 1.79 0.47 0.30 2.18 4.49 5.42 4.13 4.19 1.26 0.33 4.56 -3.26 -0.97 -1.35 -3.29 -3.95 0.80

ARHGEF26-AS1 2598 0.21 0.00 0.00 0.59 0.00 0.00 0.00 0.00 0.00 0.00 0.13 -2.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ARHGEF3 4065 4.31 9.23 15.11 16.62 3.46 14.96 5.51 9.86 13.92 17.13 10.62 3.41 11.60 -1.43 -0.33 0.38 0.52 -1.74 0.49

ARHGEF33 4316 0.26 0.12 0.37 0.59 0.39 0.30 0.06 0.12 0.09 0.16 0.34 -1.57 0.11 1.28 0.18 1.76 2.42 1.83 -0.19

ARHGEF35 2474 6.21 12.80 54.99 17.02 20.93 7.62 10.99 11.37 3.70 9.92 19.93 4.32 9.00 -0.53 0.51 2.61 0.92 1.22 -1.39

ARHGEF37 4865 2.90 1.21 0.87 5.10 1.04 1.44 2.30 1.28 4.37 1.87 2.10 1.07 2.45 0.24 -1.01 -1.49 1.06 -1.23 -0.54

ARHGEF38 1453 0.00 1.64 0.11 0.00 0.01 0.02 0.00 0.00 0.01 0.03 0.30 -1.75 0.01 #NUM! 7.62 3.68 #NUM! 0.66 -3.59

ARHGEF4 4258 5.13 8.02 1.96 10.83 9.65 3.91 9.97 11.09 5.78 5.22 6.58 2.72 8.01 -0.64 0.00 -2.03 0.43 0.27 -0.75

ARHGEF40 5458 2.69 9.19 2.86 5.43 11.48 5.74 5.05 4.06 19.42 8.58 6.23 2.64 9.28 -1.79 -0.01 -1.70 -0.77 0.31 -0.12

ARHGEF5 5505 4.63 10.31 58.60 18.66 18.46 5.15 11.40 13.30 2.58 9.22 19.30 4.27 9.12 -0.98 0.18 2.68 1.03 1.02 -1.91

ARHGEF6 5282 3.32 7.26 6.54 3.19 0.87 9.35 5.18 3.94 6.28 5.04 5.09 2.35 5.11 -0.62 0.51 0.36 -0.68 -2.56 0.88

ARHGEF7 5525 3.61 18.12 7.07 8.40 5.14 5.68 6.23 7.64 6.14 7.75 8.00 3.00 6.94 -0.94 1.38 0.03 0.27 -0.43 -0.49

ARHGEF9 5450 2.62 4.42 1.96 2.04 0.26 2.87 3.51 2.16 4.52 2.44 2.36 1.24 3.16 -0.27 0.49 -0.69 -0.63 -3.62 0.28

ARID1A 8585 3.89 14.87 27.18 22.01 2.75 4.87 12.13 18.42 5.61 4.48 12.59 3.65 10.16 -1.39 0.55 1.42 1.12 -1.88 -1.37

ARID1B 9648 2.73 10.14 10.36 9.98 2.67 5.76 9.69 10.77 4.17 5.26 6.94 2.80 7.47 -1.45 0.44 0.47 0.42 -1.48 -0.27

ARID2 8466 1.96 3.98 6.06 6.47 0.81 2.29 4.86 4.09 1.44 2.54 3.59 1.85 3.23 -0.72 0.30 0.91 1.00 -2.00 -0.65

ARID3A 2823 2.16 2.56 3.36 2.48 2.49 0.66 2.14 2.07 0.73 1.40 2.28 1.19 1.59 0.44 0.69 1.08 0.65 0.65 -1.79

ARID3B 4253 1.47 2.68 9.27 7.16 4.91 0.85 2.76 2.51 0.80 1.72 4.39 2.13 1.95 -0.41 0.46 2.25 1.88 1.33 -2.38

ARID3C 1239 0.00 0.00 0.00 0.00 0.13 0.00 0.07 0.05 0.08 0.00 0.02 -5.51 0.05 #NUM! #NUM! #NUM! #NUM! 1.36 #NUM!

ARID4A 5792 3.25 7.05 7.55 7.00 1.15 3.89 5.58 6.37 2.10 2.69 4.98 2.32 4.19 -0.36 0.75 0.85 0.74 -1.86 -0.36

ARID4B 6067 4.39 8.74 8.91 8.41 1.99 12.99 8.73 6.24 5.64 8.63 7.57 2.92 7.31 -0.74 0.26 0.29 0.20 -1.88 0.78

ARID5A 2223 6.18 18.15 18.91 11.96 22.07 47.38 12.45 16.41 68.41 56.38 20.78 4.38 38.41 -2.63 -1.08 -1.02 -1.68 -0.80 1.19

ARID5B 7948 9.01 20.50 15.98 18.69 8.61 18.87 22.09 37.49 14.17 22.28 15.28 3.93 24.01 -1.41 -0.23 -0.59 -0.36 -1.48 0.30

ARIH1 5267 8.96 14.15 18.15 12.95 5.30 11.09 12.59 17.90 9.78 15.06 11.77 3.56 13.83 -0.63 0.03 0.39 -0.09 -1.38 -0.09

ARIH2 4081 5.20 13.12 18.72 12.09 6.35 18.92 7.36 6.93 13.85 21.22 12.40 3.63 12.34 -1.25 0.09 0.60 -0.03 -0.96 0.61

ARL1 3215 14.33 15.97 11.69 8.90 16.34 26.44 15.22 13.49 27.05 25.89 15.61 3.96 20.41 -0.51 -0.35 -0.80 -1.20 -0.32 0.76

ARL10 2405 0.00 0.91 0.00 0.48 1.03 0.50 0.76 0.79 0.00 0.00 0.49 -1.04 0.39 #NUM! 1.24 #NUM! 0.31 1.41 0.03

ARL11 3760 0.48 0.53 0.58 0.35 0.84 0.68 0.76 0.80 0.50 0.65 0.58 -0.79 0.68 -0.50 -0.37 -0.22 -0.96 0.31 0.24

ARL13A 1539 0.00 0.00 0.34 0.16 0.07 0.00 0.00 0.00 0.00 0.11 0.10 -3.38 0.03 #NUM! #NUM! 3.67 2.60 1.46 #NUM!

ARL13B 3991 2.26 2.49 12.88 6.34 1.36 4.37 2.07 4.55 2.82 2.89 4.95 2.31 3.08 -0.45 -0.31 2.06 1.04 -1.19 -0.18

ARL14 1335 0.27 10.16 0.19 2.98 1.47 0.41 0.57 0.92 0.00 0.59 2.58 1.37 0.52 -0.94 4.29 -1.48 2.52 1.50 -2.64

ARL15 2501 3.22 5.44 4.76 6.42 1.36 26.59 4.41 17.93 10.65 18.01 7.97 2.99 12.75 -1.99 -1.23 -1.42 -0.99 -3.22 1.74

ARL16 1207 8.93 15.01 0.00 0.00 24.79 18.00 9.36 7.05 22.53 14.82 11.12 3.48 13.44 -0.59 0.16 #NUM! #NUM! 0.88 0.69

ARL17A 5273 4.44 5.43 2.50 5.51 2.93 1.22 6.49 3.37 13.47 1.87 3.67 1.88 6.30 -0.50 -0.21 -1.33 -0.19 -1.10 -1.59

ARL17B 488 8.85 0.00 0.00 0.00 12.53 0.00 0.00 0.00 0.00 0.00 3.56 1.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ARL2 993 99.74 55.80 33.37 50.44 122.79 78.95 55.76 47.48 94.42 62.86 73.51 6.20 65.13 0.61 -0.22 -0.96 -0.37 0.91 0.10

ARL2BP 2100 29.94 23.00 15.72 14.92 21.55 32.51 20.22 19.46 33.92 25.77 22.94 4.52 24.84 0.27 -0.11 -0.66 -0.74 -0.20 0.50

ARL2-SNX15 2463 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ARL3 3891 28.09 4.55 1.57 22.88 21.19 40.85 4.27 11.69 65.61 13.87 19.85 4.31 23.86 0.24 -2.39 -3.93 -0.06 -0.17 1.04

ARL4A 3212 5.56 2.96 10.05 3.66 4.42 7.81 5.56 5.79 4.65 10.33 5.74 2.52 6.58 -0.24 -1.15 0.61 -0.85 -0.57 0.44

ARL4C 4024 7.29 20.79 12.45 9.77 5.56 24.37 13.97 28.50 6.56 17.07 13.37 3.74 16.53 -1.18 0.33 -0.41 -0.76 -1.57 0.87

ARL4D 1602 15.45 9.55 6.29 14.09 56.45 8.66 17.32 18.82 18.22 27.65 18.42 4.20 20.50 -0.41 -1.10 -1.70 -0.54 1.46 -1.09

ARL5A 3169 6.35 7.45 8.52 5.56 6.54 16.45 8.99 9.41 9.99 12.79 8.48 3.08 10.30 -0.70 -0.47 -0.27 -0.89 -0.66 0.96

ARL5B 3589 1.35 4.57 10.09 8.51 3.93 13.36 2.77 9.74 3.32 10.22 6.97 2.80 6.51 -2.27 -0.51 0.63 0.39 -0.73 0.94

ARL6 1408 1.58 1.24 1.36 0.79 1.64 2.90 1.28 1.46 1.16 2.27 1.59 0.67 1.54 0.04 -0.31 -0.18 -0.97 0.08 0.87

ARL6IP1 2280 50.65 49.30 34.99 54.66 0.00 121.19 23.46 27.59 42.05 57.33 51.80 5.69 37.61 0.43 0.39 -0.10 0.54 #NUM! 1.23

ARL6IP4 1402 72.62 19.18 64.59 51.55 187.71 51.21 53.13 37.10 141.07 88.64 74.48 6.22 79.99 -0.14 -2.06 -0.31 -0.63 1.23 -0.54

ARL6IP5 2135 37.99 57.70 56.21 32.77 26.37 76.28 39.97 37.17 74.24 69.17 47.89 5.58 55.14 -0.54 0.07 0.03 -0.75 -1.06 0.67

ARL6IP6 2817 5.43 0.00 6.03 3.11 15.01 13.50 0.00 0.00 10.98 5.47 7.18 2.84 4.11 0.40 #NUM! 0.55 -0.40 1.87 0.91

ARL8A 2345 11.62 22.79 20.43 21.66 38.97 25.39 19.78 18.15 35.94 25.09 23.48 4.55 24.74 -1.09 -0.12 -0.28 -0.19 0.66 0.11

ARL8B 3008 20.89 25.07 50.83 50.92 15.05 29.67 27.15 35.38 24.14 46.18 32.07 5.00 33.21 -0.67 -0.41 0.61 0.62 -1.14 -0.11

ARL9 836 2.19 1.03 0.77 0.24 2.61 1.60 2.73 1.55 0.67 1.33 1.41 0.49 1.57 0.48 -0.60 -1.02 -2.69 0.73 0.18

ARMC1 3042 8.40 6.33 6.47 7.79 4.94 11.81 5.58 5.27 9.23 7.13 7.62 2.93 6.80 0.31 -0.10 -0.07 0.20 -0.46 0.63

ARMC10 2629 11.99 9.97 13.85 12.01 16.51 18.65 7.56 15.91 17.10 17.73 13.83 3.79 14.57 -0.28 -0.55 -0.07 -0.28 0.18 0.43

ARMC2 3413 2.10 3.54 1.71 1.31 1.14 1.96 1.02 1.30 0.00 1.40 1.96 0.97 0.93 1.17 1.93 0.87 0.49 0.30 0.00

ARMC3 2837 0.00 1.31 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.02 0.22 -2.18 0.01 #NUM! 7.72 #NUM! #NUM! #NUM! -4.73

ARMC4 3572 0.00 0.60 0.06 0.06 0.01 0.63 0.07 0.07 0.25 0.43 0.23 -2.15 0.20 #NUM! 1.56 -1.76 -1.88 -4.89 1.48

ARMC5 4707 1.34 3.02 3.09 3.01 5.37 2.04 3.17 3.49 3.29 2.65 2.98 1.57 3.15 -1.23 -0.06 -0.03 -0.06 0.77 -0.55

ARMC6 2505 6.77 6.03 5.75 4.61 13.33 5.65 5.37 4.69 8.32 5.70 7.02 2.81 6.02 0.17 0.00 -0.07 -0.38 1.15 -0.31

ARMC7 2146 5.72 6.76 6.23 3.90 0.00 3.52 0.00 1.62 0.00 2.52 4.36 2.12 1.04 2.47 2.71 2.59 1.91 #NUM! -0.31

ARMC8 3832 4.54 5.44 6.60 12.90 5.11 9.24 3.82 4.84 5.89 7.46 7.30 2.87 5.50 -0.28 -0.02 0.26 1.23 -0.11 0.34

ARMC9 2235 1.03 2.67 0.99 1.30 1.33 3.28 0.67 1.60 3.10 1.94 1.77 0.82 1.82 -0.83 0.55 -0.89 -0.49 -0.45 0.89

ARMCX1 2141 2.80 5.14 1.26 2.98 0.65 9.30 7.45 5.83 18.86 13.89 3.69 1.88 11.51 -2.04 -1.16 -3.19 -1.95 -4.14 1.33

ARMCX2 2858 3.47 6.38 2.89 2.75 1.17 7.82 5.81 4.15 14.34 9.65 4.08 2.03 8.49 -1.29 -0.41 -1.56 -1.63 -2.86 0.94

ARMCX3 3395 4.72 9.75 4.10 2.83 6.39 21.91 6.00 4.34 22.55 19.34 8.28 3.05 13.06 -1.47 -0.42 -1.67 -2.21 -1.03 1.40

ARMCX4 5421 0.51 1.02 0.51 0.00 0.22 1.32 0.53 0.72 0.00 1.65 0.60 -0.74 0.72 -0.49 0.50 -0.51 #NUM! -1.74 1.15

ARMCX5 2924 3.47 4.97 3.36 3.13 1.02 3.54 3.00 4.87 3.19 0.00 3.25 1.70 2.76 0.33 0.85 0.28 0.18 -1.44 0.12

ARMCX5-GPRASP2 3940 0.37 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.71 0.00 0.06 -4.01 0.43 -0.20 #NUM! #NUM! #NUM! #NUM! #NUM!

ARMCX6 1953 35.42 26.02 16.37 22.05 35.12 32.10 20.20 13.63 37.63 26.11 27.85 4.80 24.39 0.54 0.09 -0.58 -0.15 0.53 0.20

ARMS2 823 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.01 -6.19 0.01 #NUM! 3.22 #NUM! #NUM! #NUM! #NUM!

ARNT 4903 5.62 12.56 9.65 8.70 6.24 0.00 10.63 12.95 11.52 12.80 7.13 2.83 11.98 -1.09 0.07 -0.31 -0.46 -0.94 #NUM!

ARNT2 6576 0.61 1.26 0.82 0.35 1.20 1.17 0.80 0.64 1.86 1.16 0.90 -0.15 1.11 -0.87 0.18 -0.43 -1.68 0.11 0.38

ARNTL 2828 3.50 5.26 6.40 4.35 3.69 3.93 7.10 9.40 2.76 3.27 4.52 2.18 5.63 -0.69 -0.10 0.18 -0.37 -0.61 -0.20

ARNTL2 1930 4.26 4.06 13.73 10.39 2.93 2.18 4.15 6.92 0.57 6.71 6.26 2.65 4.59 -0.11 -0.18 1.58 1.18 -0.65 -1.52

ARPC1A 1631 103.93 47.57 63.64 100.10 72.25 53.32 56.34 60.02 56.58 43.78 73.47 6.20 54.18 0.94 -0.19 0.23 0.89 0.42 -0.46

ARPC1B 1551 111.06 114.60 151.13 127.10 169.70 121.41 33.56 32.86 129.37 55.57 132.50 7.05 62.84 0.82 0.87 1.27 1.02 1.43 -0.13

ARPC2 1462 290.75 295.63 167.55 186.00 205.06 242.53 202.27 211.46 195.48 239.55 231.25 7.85 212.19 0.45 0.48 -0.34 -0.19 -0.05 0.07

ARPC3 912 285.68 128.54 179.05 225.94 428.67 354.87 153.05 118.03 241.83 238.13 267.13 8.06 187.76 0.61 -0.55 -0.07 0.27 1.19 0.41

ARPC4 1988 53.75 90.45 79.26 105.10 77.20 72.67 58.89 49.67 110.55 67.82 79.74 6.32 71.73 -0.42 0.33 0.14 0.55 0.11 -0.13

ARPC4-TTLL3 3987 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ARPC5 2000 78.22 79.73 78.01 85.61 138.29 112.69 36.00 50.14 78.05 72.09 95.43 6.58 59.07 0.41 0.43 0.40 0.54 1.23 0.24

ARPC5L 1041 23.03 15.93 28.52 28.13 177.53 46.09 22.16 17.99 38.17 55.68 53.21 5.73 33.50 -0.54 -1.07 -0.23 -0.25 2.41 -0.21

ARPM1 2017 0.67 0.63 0.75 1.22 1.85 1.78 0.52 0.24 1.22 2.20 1.15 0.20 1.04 -0.64 -0.73 -0.47 0.23 0.83 0.63

ARPP19 5162 14.14 17.54 26.14 24.22 10.57 26.05 4.66 17.05 18.97 23.82 19.78 4.31 16.12 -0.19 0.12 0.70 0.59 -0.61 0.40

ARPP21 3241 0.00 0.00 0.00 0.03 0.00 0.01 0.00 0.02 0.00 0.01 0.01 -7.07 0.01 #NUM! #NUM! #NUM! 2.06 #NUM! 0.93

ARR3 1331 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.36 0.08 0.00 0.00 #NUM! 0.11 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ARRB1 7539 1.67 7.42 1.17 1.25 1.38 2.80 4.18 2.26 11.33 2.99 2.61 1.39 5.19 -1.63 0.52 -2.15 -2.06 -1.91 0.10

ARRB2 1936 12.21 26.69 26.94 20.22 35.29 30.07 9.74 9.30 20.67 13.86 25.24 4.66 13.39 -0.13 1.00 1.01 0.59 1.40 0.25

ARRDC1 1621 17.87 26.84 30.91 41.11 95.32 16.05 21.64 12.91 11.11 12.86 38.02 5.25 14.63 0.29 0.88 1.08 1.49 2.70 -1.24

ARRDC2 2539 3.77 11.46 4.41 4.00 13.72 11.62 4.37 3.65 9.42 7.35 8.17 3.03 6.20 -0.72 0.89 -0.49 -0.63 1.15 0.51

ARRDC3 4178 24.93 38.33 33.38 19.23 29.28 63.68 19.39 28.51 26.92 79.37 34.81 5.12 38.55 -0.63 -0.01 -0.21 -1.00 -0.40 0.87

ARRDC4 4074 3.60 9.62 3.31 4.81 1.32 7.39 5.20 3.74 10.50 6.76 5.01 2.32 6.55 -0.86 0.55 -0.98 -0.44 -2.31 0.56

ARRDC5 1638 0.48 1.36 0.00 0.30 0.14 0.10 0.16 0.10 0.03 0.01 0.40 -1.33 0.08 2.63 4.13 #NUM! 1.96 0.89 -1.92

ARSA 4325 7.28 9.53 8.98 18.87 20.32 5.43 6.24 9.21 10.04 5.15 11.73 3.55 7.66 -0.07 0.31 0.23 1.30 1.41 -1.11

ARSB 6076 1.39 3.37 1.64 1.41 1.21 2.46 2.15 1.31 3.56 1.39 1.91 0.94 2.10 -0.60 0.68 -0.36 -0.57 -0.79 0.36

ARSD 5159 3.66 10.39 4.94 12.25 16.63 10.17 5.73 3.96 7.27 5.60 9.67 3.27 5.64 -0.62 0.88 -0.19 1.12 1.56 0.07



ARSE 2220 0.76 3.38 0.47 0.17 0.10 2.20 0.77 0.78 0.98 2.20 1.18 0.24 1.18 -0.65 1.51 -1.33 -2.81 -3.53 0.90

ARSF 2167 1.80 0.79 0.06 0.10 0.27 0.40 1.69 4.97 0.02 0.95 0.57 -0.81 1.91 -0.08 -1.27 -4.93 -4.25 -2.80 -0.51

ARSG 2770 1.19 0.00 1.29 1.56 2.92 2.11 1.96 2.03 1.29 1.91 1.51 0.59 1.80 -0.60 #NUM! -0.48 -0.21 0.70 0.48

ARSH 1689 0.05 0.00 0.02 0.12 1.86 0.33 0.00 0.00 0.02 0.07 0.40 -1.33 0.02 1.15 #NUM! -0.20 2.49 6.38 -0.28

ARSI 3225 4.10 2.33 1.03 15.55 9.05 1.63 4.24 2.87 6.54 4.32 5.62 2.49 4.49 -0.13 -0.94 -2.12 1.79 1.01 -1.79

ARSJ 4689 1.29 2.74 3.44 5.34 0.74 1.99 1.37 2.30 1.59 1.92 2.59 1.37 1.80 -0.47 0.61 0.94 1.57 -1.27 -0.38

ARSK 3345 0.67 1.55 0.81 0.98 2.56 2.87 1.05 1.09 1.40 1.79 1.57 0.65 1.33 -0.98 0.22 -0.72 -0.45 0.94 0.87

ART1 1335 0.00 0.16 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.03 -5.27 0.00 #NUM! 5.12 #NUM! #NUM! #NUM! #NUM!

ART3 1598 0.09 4.82 0.38 0.62 0.22 1.19 0.37 0.07 2.84 0.77 1.22 0.29 1.01 -3.47 2.25 -1.43 -0.70 -2.19 -0.03

ART4 1386 0.17 0.17 0.20 0.05 0.00 0.40 0.18 0.09 0.00 0.03 0.17 -2.60 0.07 1.18 1.19 1.42 -0.49 #NUM! 1.29

ART5 1501 0.57 0.68 0.11 0.12 0.02 2.52 0.54 0.47 0.76 2.30 0.67 -0.57 1.02 -0.83 -0.57 -3.21 -3.11 -5.54 1.91

ARTN 1961 1.32 0.62 7.52 2.96 6.82 0.96 0.38 0.41 1.67 0.46 3.36 1.75 0.73 0.86 -0.24 3.37 2.02 3.23 -1.82

ARV1 1450 15.39 8.73 11.38 10.86 4.66 10.45 9.71 6.34 9.40 7.38 10.24 3.36 8.21 0.91 0.09 0.47 0.40 -0.82 0.03

ARVCF 4056 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ARX 2885 0.05 0.02 0.01 0.00 0.01 0.02 0.00 0.00 0.00 0.02 0.02 -5.79 0.01 3.03 1.71 0.94 #NUM! 0.61 0.43

AS3MT 2477 0.96 2.20 1.38 0.00 3.21 3.88 1.65 0.00 4.67 4.02 1.94 0.95 2.58 -1.43 -0.23 -0.90 #NUM! 0.31 1.00

ASAH1 2618 77.35 52.31 50.93 25.83 29.43 76.85 42.43 72.63 42.86 75.37 52.12 5.70 58.33 0.41 -0.16 -0.20 -1.17 -0.99 0.56

ASAH2 2432 0.32 0.55 0.68 0.80 0.34 0.24 0.27 0.33 0.12 0.16 0.49 -1.04 0.22 0.52 1.33 1.63 1.87 0.62 -1.00

ASAH2B 632 1.04 2.53 8.67 3.61 1.70 9.69 1.37 1.55 0.73 4.99 4.54 2.18 2.16 -1.06 0.23 2.00 0.74 -0.35 1.09

ASAP1 6042 3.45 11.36 14.36 26.92 4.20 9.18 6.29 8.70 7.08 6.98 11.58 3.53 7.26 -1.07 0.65 0.98 1.89 -0.79 -0.33

ASAP1-IT1 1179 0.00 0.00 0.18 0.09 0.00 0.00 0.05 0.00 0.00 0.00 0.05 -4.47 0.01 #NUM! #NUM! 3.75 2.85 #NUM! #NUM!

ASAP2 5724 2.44 6.72 7.04 6.80 6.28 8.43 5.56 5.56 4.51 7.13 6.28 2.65 5.69 -1.22 0.24 0.31 0.26 0.14 0.42

ASAP3 4199 8.36 9.08 6.86 2.53 4.18 7.10 12.94 14.24 10.55 11.73 6.35 2.67 12.36 -0.56 -0.44 -0.85 -2.29 -1.56 0.16

ASB1 6833 0.70 1.51 0.70 0.91 8.39 1.56 2.06 1.07 4.66 3.41 2.30 1.20 2.80 -2.00 -0.89 -1.99 -1.62 1.58 -0.55

ASB10 1934 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.03 0.00 0.00 -8.22 0.01 #NUM! #NUM! #NUM! 1.51 #NUM! #NUM!

ASB11 2799 0.00 0.01 0.00 0.00 0.00 0.04 0.00 0.01 0.00 0.04 0.01 -6.84 0.01 #NUM! -0.30 #NUM! #NUM! #NUM! 2.29

ASB12 1293 0.00 0.25 0.03 0.03 0.02 0.11 0.19 0.07 0.00 0.13 0.07 -3.78 0.10 #NUM! 1.37 -1.87 -1.77 -2.20 0.61

ASB13 2817 4.07 4.83 1.52 3.60 7.95 3.01 2.66 1.67 5.54 3.41 4.16 2.06 3.32 0.30 0.54 -1.13 0.12 1.26 -0.47

ASB14 3175 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ASB15 2706 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ASB16 2139 0.00 0.94 0.70 0.98 0.00 0.00 0.00 0.00 0.00 0.00 0.44 -1.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ASB17 1121 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ASB18 1401 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -7.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.36

ASB2 2781 5.45 1.42 4.54 5.42 30.81 5.98 2.11 0.32 26.54 2.44 8.94 3.16 7.85 -0.53 -2.46 -0.79 -0.53 1.97 -0.58

ASB3 2456 5.48 0.00 4.65 5.51 6.72 8.04 3.74 4.29 6.34 5.77 5.06 2.34 5.03 0.12 #NUM! -0.12 0.13 0.42 0.67

ASB4 3824 0.03 1.18 0.00 0.00 0.01 0.07 0.00 0.00 0.14 0.01 0.21 -2.23 0.04 -0.10 5.02 #NUM! #NUM! -2.51 -1.70

ASB5 3042 0.01 0.10 0.00 0.00 0.01 0.13 0.39 0.00 1.88 0.43 0.04 -4.63 0.67 -6.28 -2.82 #NUM! #NUM! -6.37 1.69

ASB6 4657 2.99 6.46 5.45 5.61 13.74 5.22 4.80 3.67 7.79 5.91 6.58 2.72 5.54 -0.89 0.22 -0.02 0.02 1.31 -0.33

ASB7 4974 1.84 2.14 3.05 3.14 1.35 2.02 1.23 1.45 1.31 1.74 2.26 1.17 1.43 0.36 0.58 1.09 1.13 -0.08 -0.16

ASB8 2629 7.96 7.17 5.64 6.11 6.80 6.61 6.91 4.08 9.62 6.51 6.72 2.75 6.78 0.23 0.08 -0.27 -0.15 0.00 -0.02

ASB9 1962 0.39 2.15 1.16 0.16 1.96 1.89 0.28 0.95 2.35 1.72 1.29 0.36 1.33 -1.75 0.69 -0.19 -3.02 0.57 0.55

ASB9P1 1625 0.00 0.07 0.00 0.13 0.00 0.02 0.02 0.04 0.02 0.00 0.04 -4.80 0.02 #NUM! 2.02 #NUM! 2.93 #NUM! -1.24

ASCC1 2438 7.67 5.17 8.84 7.49 7.37 6.26 3.90 6.07 6.86 5.63 7.13 2.83 5.62 0.45 -0.12 0.65 0.41 0.39 -0.19

ASCC2 2799 20.00 18.23 29.29 24.67 16.60 13.36 24.79 19.18 13.98 15.07 20.36 4.35 18.25 0.13 0.00 0.68 0.43 -0.14 -0.61

ASCC3 7598 3.29 5.88 10.48 6.45 4.36 4.86 4.28 6.30 3.30 4.27 5.89 2.56 4.54 -0.46 0.37 1.21 0.51 -0.06 -0.28

ASCL1 2490 0.30 0.17 0.09 0.09 0.00 0.12 0.07 0.19 0.08 0.12 0.13 -2.94 0.11 1.39 0.59 -0.38 -0.28 #NUM! -0.08

ASCL2 1864 7.61 1.17 1.34 6.50 15.30 3.87 0.78 0.47 0.13 0.86 5.96 2.58 0.56 3.76 1.06 1.25 3.53 4.77 -0.62

ASCL4 2260 0.04 0.05 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.02 -5.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.58

ASF1A 2525 8.28 5.73 7.07 14.48 4.81 8.54 4.91 4.56 3.46 5.55 8.15 3.03 4.62 0.84 0.31 0.61 1.65 0.06 0.07

ASF1B 1746 10.54 9.30 21.72 12.57 50.31 8.97 2.73 3.36 0.98 1.32 18.90 4.24 2.10 2.33 2.15 3.37 2.58 4.58 -1.08

ASGR1 1519 0.17 0.73 0.79 0.10 0.65 1.97 0.61 0.33 1.39 2.00 0.73 -0.45 1.09 -2.71 -0.56 -0.47 -3.38 -0.75 1.42

ASGR2 1544 0.20 0.39 0.30 0.21 0.19 0.73 0.45 0.08 0.00 0.00 0.34 -1.57 0.13 0.56 1.57 1.19 0.66 0.53 1.11

ASH1L 11784 4.09 10.56 12.04 3.67 0.00 6.48 6.28 9.05 4.83 4.55 6.14 2.62 6.18 -0.60 0.77 0.96 -0.75 #NUM! 0.08

ASH2L 2662 12.37 11.20 16.24 7.50 14.58 13.43 10.82 13.58 15.96 10.77 12.55 3.65 12.78 -0.05 -0.19 0.35 -0.77 0.19 0.10

ASIP 584 0.00 0.79 0.45 0.32 0.12 0.66 0.00 0.00 0.39 0.56 0.39 -1.36 0.24 #NUM! 1.73 0.93 0.43 -1.02 0.76

ASL 2061 6.82 14.84 7.58 8.10 24.67 6.77 5.01 3.97 9.24 7.91 11.46 3.52 6.53 0.06 1.18 0.22 0.31 1.92 -0.76

ASMT 1378 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ASMTL 2149 0.20 1.28 0.43 0.64 0.39 0.64 0.58 0.60 1.89 0.98 0.60 -0.74 1.01 -2.33 0.34 -1.23 -0.66 -1.39 0.11

ASMTL-AS1 2319 0.11 0.00 0.00 0.13 0.14 0.41 0.41 0.12 0.00 0.00 0.13 -2.93 0.13 -0.33 #NUM! #NUM! 0.00 0.10 1.63

ASNA1 1298 77.32 67.85 88.78 45.69 78.77 40.85 43.77 47.16 51.65 35.94 66.54 6.06 44.63 0.79 0.60 0.99 0.03 0.82 -0.70

ASNS 2362 4.96 5.95 28.29 3.82 12.20 8.94 4.76 3.24 5.20 9.12 10.69 3.42 5.58 -0.17 0.09 2.34 -0.55 1.13 -0.26

ASNSD1 2487 9.37 6.74 11.05 4.42 9.39 20.92 6.15 5.32 11.85 14.84 10.32 3.37 9.54 -0.03 -0.50 0.21 -1.11 -0.02 1.02

ASPA 1435 0.63 1.10 0.57 0.21 1.01 2.90 2.56 1.55 4.90 2.38 1.07 0.10 2.85 -2.19 -1.38 -2.31 -3.73 -1.50 1.44

ASPDH 865 0.09 0.00 0.18 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ASPG 1972 20.97 6.78 13.99 0.00 0.16 1.38 27.77 7.81 0.33 5.49 7.21 2.85 10.35 1.02 -0.61 0.44 #NUM! -6.06 -2.38

ASPH 5349 12.46 23.77 10.39 24.52 18.87 28.74 14.54 14.63 22.29 31.32 19.79 4.31 20.70 -0.73 0.20 -0.99 0.24 -0.13 0.54

ASPHD1 1562 0.42 3.45 0.16 0.00 5.71 0.00 0.26 0.16 2.06 0.31 1.62 0.70 0.70 -0.72 2.31 -2.14 #NUM! 3.04 #NUM!

ASPHD2 3313 0.39 2.20 1.79 0.52 0.72 0.00 0.00 0.00 0.00 0.44 0.94 -0.10 0.11 1.80 4.31 4.01 2.22 2.69 #NUM!

ASPM 10906 1.34 1.62 5.95 3.73 6.13 10.20 0.67 1.37 0.03 0.32 4.83 2.27 0.60 1.17 1.44 3.32 2.65 3.36 1.08

ASPN 2541 6.52 15.81 1.84 6.71 0.90 31.63 6.51 1.91 30.86 20.83 10.57 3.40 15.03 -1.21 0.07 -3.03 -1.16 -4.06 1.58

ASPRV1 2216 0.00 0.00 2.89 0.00 0.72 0.81 0.00 0.37 0.00 0.00 0.74 -0.44 0.09 #NUM! #NUM! 4.95 #NUM! 2.95 0.13

ASPSCR1 1858 4.77 12.66 12.95 7.89 14.94 7.15 8.29 9.87 8.66 6.41 10.06 3.33 8.31 -0.80 0.61 0.64 -0.07 0.85 -0.49

ASRGL1 2424 3.69 2.07 3.53 0.49 4.35 4.90 0.18 0.16 1.79 1.89 3.17 1.67 1.01 1.87 1.04 1.81 -1.03 2.11 0.63

ASS1 1863 61.06 73.61 24.39 78.19 417.99 46.04 27.66 27.50 46.13 33.00 116.88 6.87 33.57 0.86 1.13 -0.46 1.22 3.64 -1.34

ASTE1 2662 4.24 4.58 4.48 0.00 0.00 0.00 1.99 0.00 2.08 0.00 2.22 1.15 1.02 2.06 2.17 2.14 #NUM! #NUM! #NUM!

ASTL 1296 0.00 0.25 0.00 0.06 0.13 0.00 0.07 0.27 0.02 0.00 0.07 -3.79 0.09 #NUM! 1.48 #NUM! -0.68 0.47 #NUM!

ASTN1 7331 0.02 0.17 0.04 0.03 0.00 0.05 0.06 0.08 1.04 0.27 0.05 -4.25 0.36 -3.90 -1.09 -3.21 -3.38 #NUM! -0.16

ASTN2 4604 5.24 8.90 12.00 7.28 0.89 2.28 6.41 4.32 3.86 1.57 6.10 2.61 4.04 0.37 1.14 1.57 0.85 -2.18 -1.42

ASXL1 7056 3.56 12.36 9.23 6.07 4.94 5.96 5.99 5.59 7.00 6.62 7.02 2.81 6.30 -0.82 0.97 0.55 -0.05 -0.35 -0.24

ASXL2 7174 1.91 4.87 10.09 5.25 1.63 2.89 3.38 5.61 1.87 2.45 4.44 2.15 3.33 -0.80 0.55 1.60 0.66 -1.03 -0.62

ASXL3 7642 0.01 0.15 0.04 0.02 0.00 0.09 0.24 0.18 0.18 0.08 0.05 -4.22 0.17 -3.68 -0.16 -1.98 -2.76 #NUM! 0.71

ASZ1 3000 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -9.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

ATAD1 3034 12.50 6.85 7.36 13.96 8.64 17.92 6.06 7.46 10.13 17.18 11.20 3.49 10.21 0.29 -0.58 -0.47 0.45 -0.24 0.68

ATAD2 5580 2.81 3.27 14.12 26.11 5.98 7.81 2.21 2.65 0.48 2.18 10.02 3.32 1.88 0.58 0.80 2.91 3.80 1.67 -0.36

ATAD2B 8066 0.76 2.92 4.18 3.50 1.74 2.63 1.39 2.68 1.56 2.84 2.62 1.39 2.12 -1.48 0.46 0.98 0.72 -0.28 0.00

ATAD3A 2656 4.09 5.34 9.48 8.72 3.44 4.64 4.23 1.81 4.89 0.00 5.95 2.57 2.73 0.58 0.97 1.80 1.67 0.33 -0.36

ATAD3B 2466 1.45 3.95 3.98 0.00 4.22 2.47 1.86 2.01 3.35 5.85 2.68 1.42 3.27 -1.17 0.27 0.29 #NUM! 0.37 -0.12

ATAD3C 3859 0.00 1.22 0.00 1.55 1.60 0.00 0.00 0.49 0.50 0.00 0.73 -0.46 0.25 #NUM! 2.30 #NUM! 2.64 2.68 #NUM!

ATAD5 6245 1.43 4.44 2.14 3.49 0.33 0.77 1.05 0.69 0.03 0.13 2.10 1.07 0.47 1.59 3.23 2.18 2.88 -0.52 -1.45

ATAT1 2875 2.88 8.07 11.28 6.89 3.55 4.12 5.93 6.96 3.86 3.14 6.13 2.62 4.97 -0.79 0.70 1.18 0.47 -0.49 -0.57

ATCAY 5049 0.01 0.11 0.00 0.00 0.00 0.01 0.52 0.01 3.73 0.10 0.02 -5.49 1.09 -6.74 -3.35 #NUM! -8.41 #NUM! -0.73

ATE1 2224 3.58 6.39 4.10 5.72 1.56 9.25 3.82 6.46 4.94 5.91 5.10 2.35 5.28 -0.56 0.27 -0.37 0.12 -1.76 0.86

ATF1 2505 8.51 12.66 18.87 18.33 10.05 14.03 5.27 13.78 6.28 10.69 13.74 3.78 9.01 -0.08 0.49 1.07 1.03 0.16 0.03

ATF2 2117 11.37 7.37 13.20 7.28 3.30 14.93 5.46 6.97 7.92 11.34 9.58 3.26 7.92 0.52 -0.11 0.74 -0.12 -1.26 0.64

ATF3 3187 2.69 18.63 75.60 124.27 92.87 472.92 11.45 95.51 169.88 278.06 131.16 7.04 138.72 -5.69 -2.90 -0.88 -0.16 -0.58 1.85

ATF4 2022 145.99 121.48 232.89 157.47 249.27 267.32 131.28 153.00 368.08 270.34 195.74 7.61 230.67 -0.66 -0.93 0.01 -0.55 0.11 0.45

ATF5 2293 9.97 19.24 32.40 24.75 12.75 12.78 8.15 8.31 12.95 7.32 18.65 4.22 9.18 0.12 1.07 1.82 1.43 0.47 -0.55

ATF6 2488 6.79 10.92 14.13 17.09 13.53 13.32 5.41 10.06 5.46 11.87 12.63 3.66 8.20 -0.27 0.41 0.78 1.06 0.72 0.08

ATF6B 2622 22.36 47.60 24.53 59.40 55.92 26.86 26.40 32.52 29.52 21.28 39.44 5.30 27.43 -0.29 0.79 -0.16 1.11 1.03 -0.55

ATF7 6704 7.61 6.91 7.41 4.27 10.44 7.42 11.66 15.34 6.98 9.55 7.34 2.88 10.88 -0.52 -0.66 -0.55 -1.35 -0.06 0.01

ATF7IP 4661 3.38 8.09 15.09 8.65 1.48 6.80 7.58 12.57 2.79 3.61 7.25 2.86 6.64 -0.97 0.29 1.18 0.38 -2.17 -0.09

ATF7IP2 3609 3.78 6.02 2.43 4.16 2.36 5.44 3.84 1.89 1.26 1.82 4.03 2.01 2.20 0.78 1.45 0.14 0.92 0.10 0.43

ATG10 2432 0.00 1.03 1.19 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.37 -1.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ATG12 4447 4.72 6.60 4.52 7.32 7.46 8.73 5.17 4.37 7.08 6.59 6.56 2.71 5.80 -0.30 0.18 -0.36 0.33 0.36 0.41

ATG13 5966 10.92 9.63 11.77 20.03 15.97 7.88 9.43 6.10 11.70 6.08 12.70 3.67 8.33 0.39 0.21 0.50 1.27 0.94 -0.69

ATG14 4742 2.97 4.23 3.09 4.57 2.70 4.56 2.87 3.61 5.19 4.47 3.69 1.88 4.04 -0.44 0.07 -0.39 0.18 -0.58 0.31

ATG16L1 3411 2.58 6.13 3.45 5.64 5.23 5.69 4.25 3.79 8.60 5.13 4.79 2.26 5.44 -1.08 0.17 -0.66 0.05 -0.06 0.25

ATG16L2 2160 3.89 3.77 5.85 6.86 6.78 5.44 5.26 5.34 6.11 5.65 5.43 2.44 5.59 -0.52 -0.57 0.06 0.29 0.28 0.00

ATG2A 6378 1.32 4.43 5.00 6.55 13.11 3.23 3.78 2.42 3.45 3.92 5.61 2.49 3.39 -1.36 0.38 0.56 0.95 1.95 -0.79

ATG2B 11099 1.07 4.30 2.32 2.81 0.33 3.20 2.37 3.34 1.57 3.44 2.34 1.23 2.68 -1.33 0.68 -0.21 0.07 -3.02 0.45

ATG3 1372 41.96 46.65 47.12 83.85 52.22 54.74 29.87 27.60 30.94 34.95 54.42 5.77 30.84 0.44 0.60 0.61 1.44 0.76 0.01

ATG4A 2326 5.08 4.62 5.91 4.73 3.40 6.45 3.27 4.27 2.93 4.29 5.03 2.33 3.69 0.46 0.33 0.68 0.36 -0.12 0.36

ATG4B 2912 9.91 18.81 7.82 11.49 16.45 7.94 7.80 6.15 8.91 7.36 12.07 3.59 7.56 0.39 1.32 0.05 0.60 1.12 -0.60

ATG4C 2738 2.62 2.14 2.65 2.91 1.95 5.43 1.58 2.01 2.25 2.59 2.95 1.56 2.11 0.31 0.02 0.33 0.47 -0.11 0.88

ATG4D 1929 5.81 6.01 11.15 6.67 9.01 3.60 6.52 5.81 4.61 5.33 7.04 2.82 5.57 0.06 0.11 1.00 0.26 0.69 -0.97

ATG5 3244 8.26 6.39 11.81 6.97 11.10 13.74 5.28 5.45 9.59 10.42 9.71 3.28 7.68 0.10 -0.27 0.62 -0.14 0.53 0.50

ATG7 5059 2.07 3.61 3.84 5.11 9.90 3.36 2.54 2.79 5.36 3.00 4.65 2.22 3.42 -0.72 0.08 0.17 0.58 1.53 -0.47

ATG9A 3795 10.05 14.12 8.73 13.32 8.98 6.94 24.23 10.89 13.58 8.85 10.35 3.37 14.39 -0.52 -0.03 -0.72 -0.11 -0.68 -0.58

ATG9B 4577 4.03 2.72 0.53 4.54 5.64 0.68 5.65 3.23 0.00 0.00 3.02 1.60 2.22 0.86 0.29 -2.06 1.03 1.34 -2.15

ATHL1 3270 3.26 6.65 3.03 2.64 19.98 10.67 5.99 2.17 3.94 4.63 7.71 2.95 4.18 -0.36 0.67 -0.46 -0.66 2.26 0.47

ATIC 2094 17.59 15.75 12.23 9.54 24.25 0.00 11.58 9.05 20.90 14.21 13.23 3.73 13.94 0.34 0.18 -0.19 -0.55 0.80 #NUM!

ATL1 2821 1.39 1.88 0.00 2.20 0.00 3.49 0.00 0.00 6.97 4.43 1.49 0.58 2.85 -1.04 -0.60 #NUM! -0.38 #NUM! 1.23

ATL2 3444 6.38 10.35 16.35 14.85 6.93 18.70 12.98 13.52 12.87 20.64 12.26 3.62 15.00 -1.23 -0.54 0.12 -0.01 -1.11 0.61

ATL3 2256 4.55 6.55 7.39 6.76 19.53 9.85 7.17 5.61 14.73 8.29 9.11 3.19 8.95 -0.98 -0.45 -0.28 -0.41 1.13 0.11

ATM 13147 1.88 3.71 3.48 2.83 0.23 7.20 5.27 5.09 2.24 3.44 3.22 1.69 4.01 -1.09 -0.11 -0.21 -0.50 -4.12 1.16

ATMIN 4866 13.80 13.27 7.47 13.15 6.23 7.84 10.54 9.97 5.95 7.35 10.29 3.36 8.45 0.71 0.65 -0.18 0.64 -0.44 -0.39

ATN1 4367 7.71 47.98 54.88 55.30 31.90 22.03 40.47 46.36 51.78 27.21 36.63 5.20 41.45 -2.43 0.21 0.40 0.42 -0.38 -0.73

ATOH1 1065 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATOH7 1487 0.02 0.04 0.00 0.00 0.10 0.00 0.04 0.02 0.03 0.08 0.03 -5.23 0.04 -1.16 -0.15 #NUM! #NUM! 1.32 #NUM!

ATOH8 5873 0.84 1.72 0.10 0.19 0.52 0.83 5.23 1.77 6.75 1.55 0.70 -0.51 3.83 -2.18 -1.15 -5.23 -4.36 -2.89 0.25

ATOX1 498 110.82 95.72 83.39 181.42 261.93 118.81 76.82 57.79 121.52 79.94 142.01 7.15 84.02 0.40 0.19 -0.01 1.11 1.64 -0.26

ATP10A 5235 0.47 1.15 0.88 0.48 0.32 1.11 0.70 0.36 0.89 0.76 0.74 -0.44 0.68 -0.52 0.77 0.37 -0.49 -1.06 0.59

ATP10B 7582 0.00 6.67 2.04 0.84 0.01 1.02 2.13 4.30 0.03 0.87 1.76 0.82 1.83 #NUM! 1.86 0.15 -1.13 -8.19 -0.79

ATP10D 6550 3.04 3.76 5.60 5.06 1.96 5.92 4.08 8.27 6.63 4.34 4.22 2.08 5.83 -0.94 -0.63 -0.06 -0.20 -1.57 0.49

ATP11A 8795 1.09 10.28 5.43 7.24 4.90 2.72 3.63 3.25 1.78 2.44 5.28 2.40 2.77 -1.35 1.89 0.97 1.38 0.82 -0.96

ATP11B 7368 8.03 9.71 12.35 23.95 4.82 10.49 11.61 14.13 4.19 13.53 11.56 3.53 10.86 -0.44 -0.16 0.18 1.14 -1.17 -0.14

ATP11C 6128 1.56 2.97 2.88 1.94 0.85 5.56 1.77 3.02 5.09 4.82 2.63 1.39 3.67 -1.24 -0.31 -0.35 -0.92 -2.11 1.08

ATP12A 3750 0.00 0.00 0.00 0.02 0.00 0.02 0.00 0.01 0.00 0.00 0.01 -7.36 0.00 #NUM! #NUM! #NUM! 3.32 #NUM! 1.64

ATP13A1 3887 5.64 15.13 17.32 10.60 30.23 10.45 9.15 11.75 12.50 6.29 14.89 3.90 9.92 -0.82 0.61 0.80 0.09 1.61 -0.51

ATP13A2 3996 5.64 6.82 12.64 10.64 10.77 3.82 5.00 2.36 2.55 2.39 8.39 3.07 3.07 0.88 1.15 2.04 1.79 1.81 -1.14

ATP13A3 7384 3.13 7.12 0.00 19.76 20.29 18.91 3.95 7.12 6.95 11.84 11.53 3.53 7.47 -1.25 -0.07 #NUM! 1.40 1.44 0.71

ATP13A4 4281 1.47 1.37 1.14 0.14 0.01 0.20 1.48 5.57 0.03 2.30 0.72 -0.47 2.34 -0.67 -0.77 -1.05 -4.10 -7.69 -1.85

ATP13A5 3657 3.37 0.00 30.07 0.00 0.00 0.13 0.01 0.03 0.00 0.01 5.59 2.48 0.01 8.32 #NUM! 11.48 #NUM! #NUM! -5.41

ATP1A1 3778 61.55 97.20 180.22 131.95 156.51 165.73 58.31 85.51 110.58 175.14 132.19 7.05 107.39 -0.80 -0.14 0.75 0.30 0.54 0.33

ATP1A1OS 1828 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATP1A2 5496 0.33 0.25 0.05 0.04 0.01 1.24 2.06 0.23 8.33 1.57 0.32 -1.64 3.05 -3.21 -3.58 -5.80 -6.21 -8.23 1.95

ATP1A3 3587 0.10 0.24 0.52 1.01 0.36 0.33 0.11 0.08 0.04 0.05 0.43 -1.23 0.07 0.52 1.81 2.93 3.88 2.40 -0.39

ATP1A4 3912 0.21 0.11 0.02 0.00 0.00 0.47 0.00 0.01 0.33 0.20 0.13 -2.90 0.14 0.62 -0.33 -2.51 #NUM! #NUM! 1.80

ATP1B1 2212 34.27 109.32 47.08 24.26 27.44 34.40 16.55 56.74 16.13 26.14 46.13 5.53 28.89 0.25 1.92 0.70 -0.25 -0.07 -0.42

ATP1B2 3350 0.67 1.62 0.73 0.60 0.24 2.97 2.91 1.72 8.89 3.60 1.14 0.19 4.28 -2.68 -1.40 -2.56 -2.83 -4.14 1.38

ATP1B3 1853 1000.04 59.53 79.56 275.51 150.18 149.47 62.22 130.57 43.62 132.12 285.71 8.16 92.13 3.44 -0.63 -0.21 1.58 0.70 -0.93

ATP1B4 4773 0.01 0.01 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -8.10 0.00 1.99 1.98 2.21 #NUM! #NUM! 0.38

ATP2A1 3570 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATP2A2 8329 10.02 35.06 56.30 97.52 54.13 23.77 24.20 35.20 24.87 39.06 46.13 5.53 30.83 -1.62 0.19 0.87 1.66 0.81 -0.96

ATP2A3 4857 8.60 28.72 8.66 4.20 4.30 6.62 4.92 3.85 4.17 3.53 10.19 3.35 4.11 1.06 2.80 1.07 0.03 0.06 -0.62

ATP2B1 6950 2.99 7.49 8.64 3.97 2.22 8.71 7.20 14.23 3.89 7.44 5.67 2.50 8.19 -1.45 -0.13 0.08 -1.05 -1.88 0.62

ATP2B2 8962 0.02 0.07 0.00 0.02 0.00 0.02 0.08 0.01 0.21 0.05 0.02 -5.49 0.09 -1.95 -0.37 -9.20 -2.04 #NUM! -0.14

ATP2B3 6574 0.03 0.11 0.01 0.02 0.00 0.03 0.01 0.00 0.01 0.00 0.03 -4.85 0.01 2.11 4.03 0.48 1.91 -0.84 -0.03

ATP2B4 8911 8.89 22.95 21.71 14.40 4.44 16.75 26.04 19.82 45.51 22.18 14.86 3.89 28.39 -1.67 -0.31 -0.39 -0.98 -2.68 0.17

ATP2C1 5051 12.01 12.46 17.84 29.05 16.33 25.67 5.61 12.88 9.42 15.89 18.89 4.24 10.95 0.13 0.19 0.70 1.41 0.58 0.44

ATP2C2 3403 4.32 18.82 0.22 2.30 9.10 0.00 3.81 5.71 0.05 1.65 5.79 2.53 2.80 0.62 2.75 -3.67 -0.28 1.70 #NUM!

ATP4B 1509 0.00 0.02 0.00 0.00 0.05 0.03 0.00 0.00 0.00 0.00 0.02 -5.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.92

ATP5A1 1950 124.22 80.39 118.26 81.23 100.69 167.65 87.87 95.09 162.22 156.59 112.07 6.81 125.44 -0.01 -0.64 -0.09 -0.63 -0.32 0.58

ATP5B 1857 384.37 104.69 213.86 152.48 350.07 197.53 147.49 138.34 234.76 223.19 233.83 7.87 185.94 1.05 -0.83 0.20 -0.29 0.91 -0.24

ATP5C1 1162 137.67 64.44 110.52 97.49 187.55 158.55 68.48 68.70 162.05 136.66 126.04 6.98 108.97 0.34 -0.76 0.02 -0.16 0.78 0.33

ATP5D 1005 108.38 71.59 88.04 118.39 116.03 57.76 97.87 85.93 89.06 68.94 93.37 6.54 85.45 0.34 -0.26 0.04 0.47 0.44 -0.69

ATP5E 498 657.26 452.33 501.42 366.19 1072.54 0.00 375.36 241.09 880.50 751.75 508.29 8.99 562.18 0.23 -0.31 -0.16 -0.62 0.93 #NUM!

ATP5EP2 368 0.00 0.40 0.35 0.00 3.18 2.45 0.35 0.20 3.90 0.00 1.06 0.09 1.11 #NUM! -1.48 -1.68 #NUM! 1.52 1.21

ATP5F1 2116 62.28 27.99 38.01 43.20 74.31 74.12 50.98 40.81 60.96 58.85 53.32 5.74 52.90 0.24 -0.92 -0.48 -0.29 0.49 0.48

ATP5G1 663 175.86 66.15 82.99 67.77 218.52 94.31 76.42 60.73 95.91 73.11 117.60 6.88 76.54 1.20 -0.21 0.12 -0.18 1.51 -0.32

ATP5G2 1178 298.83 182.91 210.52 203.45 386.31 231.97 188.35 173.47 260.42 201.40 252.33 7.98 205.91 0.54 -0.17 0.03 -0.02 0.91 -0.12

ATP5G3 3305 36.54 10.94 19.07 27.83 352.75 109.56 15.81 12.54 161.51 115.82 92.78 6.54 76.42 -1.06 -2.81 -2.00 -1.46 2.21 0.24

ATP5H 628 263.57 100.70 130.16 117.07 505.10 274.43 137.63 115.63 240.88 249.48 231.84 7.86 185.90 0.50 -0.88 -0.51 -0.67 1.44 0.24

ATP5I 373 620.57 289.06 515.97 243.12 750.70 496.19 386.05 328.81 458.81 482.63 485.94 8.92 414.08 0.58 -0.52 0.32 -0.77 0.86 0.03

ATP5J 1303 274.24 108.00 139.83 279.62 192.48 120.53 164.35 106.34 124.50 98.30 185.78 7.54 123.37 1.15 -0.19 0.18 1.18 0.64 -0.62

ATP5J2 528 324.97 227.83 394.30 267.58 533.42 269.22 277.70 176.83 209.85 170.88 336.22 8.39 208.82 0.64 0.13 0.92 0.36 1.35 -0.32

ATP5J2-PTCD1 5538 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATP5L 1396 106.91 32.21 40.62 28.37 114.94 118.85 60.39 36.78 107.88 111.23 73.65 6.20 79.07 0.44 -1.30 -0.96 -1.48 0.54 0.69

ATP5L2 799 0.03 0.04 0.00 0.05 0.15 0.09 0.26 0.13 0.01 0.03 0.06 -4.04 0.11 -1.74 -1.36 #NUM! -1.05 0.49 0.56

ATP5O 815 162.46 76.92 89.08 193.27 258.48 198.53 89.54 87.84 184.05 196.52 163.12 7.35 139.49 0.22 -0.86 -0.65 0.47 0.89 0.28

ATP5S 1895 2.35 1.38 2.40 1.31 4.92 3.23 1.71 0.97 3.68 3.01 2.60 1.38 2.34 0.01 -0.76 0.04 -0.84 1.07 0.31

ATP5SL 1782 18.49 16.34 26.13 24.10 11.07 15.93 14.57 12.36 20.50 13.52 18.68 4.22 15.24 0.28 0.10 0.78 0.66 -0.46 -0.23

ATP6AP1 2109 41.16 51.88 45.52 47.42 82.78 54.63 43.15 43.93 48.72 53.52 53.90 5.75 47.33 -0.20 0.13 -0.06 0.00 0.81 0.02

ATP6AP1L 758 0.52 1.86 1.24 4.94 0.99 2.56 0.74 1.17 0.59 1.11 2.02 1.01 0.90 -0.78 1.04 0.46 2.45 0.14 0.34

ATP6AP2 2044 32.42 74.16 33.75 43.09 53.22 99.45 30.40 31.29 67.14 73.84 56.01 5.81 50.67 -0.64 0.55 -0.59 -0.23 0.07 0.83

ATP6V0A1 4208 4.15 13.59 16.19 14.22 10.83 5.99 12.52 9.64 6.33 0.00 10.83 3.44 7.12 -0.78 0.93 1.18 1.00 0.60 -0.85

ATP6V0A2 6550 0.96 2.40 2.75 2.19 1.60 2.16 1.34 2.11 1.66 1.74 2.01 1.01 1.71 -0.83 0.49 0.69 0.36 -0.10 0.10

ATP6V0A4 3152 0.13 0.06 0.00 0.00 0.15 0.20 0.00 0.08 0.00 0.11 0.09 -3.45 0.05 1.49 0.39 #NUM! #NUM! 1.72 1.16

ATP6V0B 1028 85.10 48.60 55.23 51.51 173.34 93.62 35.10 33.28 57.80 61.59 84.57 6.40 46.94 0.86 0.05 0.23 0.13 1.88 0.15

ATP6V0C 1180 95.36 176.29 143.64 211.54 268.80 157.39 165.21 160.86 121.85 140.25 175.50 7.46 147.04 -0.62 0.26 -0.03 0.52 0.87 -0.16

ATP6V0CP3 619 0.00 0.04 0.07 0.29 0.36 0.30 0.03 0.21 0.32 0.14 0.18 -2.50 0.17 #NUM! -1.96 -1.33 0.72 1.04 0.77

ATP6V0D1 1688 37.29 50.08 35.59 72.01 54.25 38.62 35.23 29.25 70.50 34.91 47.97 5.58 42.47 -0.19 0.24 -0.25 0.76 0.35 -0.31

ATP6V0D2 2370 0.05 0.06 0.39 0.44 0.06 0.14 0.04 0.00 0.01 0.04 0.19 -2.41 0.02 1.13 1.46 4.22 4.42 1.62 -0.44

ATP6V0E1 894 231.58 161.95 120.34 201.93 279.09 201.22 120.86 120.96 221.11 182.79 199.35 7.64 161.43 0.52 0.00 -0.42 0.32 0.79 0.01

ATP6V0E2 2727 4.21 6.98 8.19 1.63 7.42 4.45 2.15 1.65 2.01 2.38 5.48 2.45 2.05 1.04 1.77 2.00 -0.33 1.86 -0.30

ATP6V1A 4607 5.61 8.70 8.68 17.61 9.93 13.94 5.61 8.21 5.57 9.31 10.75 3.43 7.18 -0.35 0.28 0.27 1.29 0.47 0.38

ATP6V1B1 1956 0.35 1.16 0.33 0.21 0.08 0.45 0.13 0.14 0.18 1.24 0.43 -1.22 0.43 -0.30 1.45 -0.35 -0.99 -2.42 0.05

ATP6V1B2 3054 15.47 18.15 23.70 17.47 25.68 29.97 13.88 13.63 18.80 26.50 21.74 4.44 18.20 -0.23 0.00 0.38 -0.06 0.50 0.46

ATP6V1C1 5704 4.36 5.74 5.40 12.81 2.90 16.60 2.94 3.83 5.30 6.09 7.97 2.99 4.54 -0.06 0.34 0.25 1.50 -0.65 1.06

ATP6V1C2 3250 0.00 0.00 0.00 0.00 0.00 0.00 5.38 3.31 0.00 0.00 0.00 #NUM! 2.17 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ATP6V1D 1823 26.14 14.70 17.53 32.30 51.07 31.26 32.26 23.58 26.76 49.77 28.83 4.85 33.09 -0.34 -1.17 -0.92 -0.03 0.63 0.12

ATP6V1E1 1406 60.84 46.83 42.76 60.58 41.33 86.43 43.02 51.42 96.43 81.11 56.46 5.82 67.99 -0.16 -0.54 -0.67 -0.17 -0.72 0.61

ATP6V1E2 2025 1.97 0.14 2.19 0.68 4.48 0.00 2.12 0.99 0.98 1.06 1.58 0.66 1.29 0.61 -3.21 0.77 -0.92 1.80 #NUM!

ATP6V1F 832 222.70 184.35 197.20 227.05 297.14 184.65 134.91 139.27 0.00 152.07 218.85 7.77 106.56 1.06 0.79 0.89 1.09 1.48 -0.25

ATP6V1G1 1611 53.71 45.44 48.94 60.92 87.54 89.97 44.78 41.59 55.82 79.98 64.42 6.01 55.54 -0.05 -0.29 -0.18 0.13 0.66 0.48

ATP6V1G2 1603 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATP6V1G2-DDX39B 2305 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ATP6V1H 2165 5.22 6.52 7.56 10.28 22.12 17.10 6.80 7.46 17.53 13.77 11.47 3.52 11.39 -1.13 -0.80 -0.59 -0.15 0.96 0.58

ATP7A 8488 0.61 2.09 1.95 1.47 0.34 2.31 1.41 2.20 1.06 1.68 1.46 0.55 1.59 -1.38 0.40 0.29 -0.11 -2.22 0.66

ATP7B 6644 0.52 2.79 1.58 1.24 0.13 0.35 4.09 0.45 1.57 0.44 1.10 0.14 1.64 -1.65 0.77 -0.05 -0.40 -3.66 -1.64



ATP8A1 8270 0.43 2.76 1.26 0.30 0.16 1.99 0.83 0.97 1.05 1.53 1.15 0.20 1.09 -1.36 1.34 0.20 -1.89 -2.82 0.79

ATP8A2 5006 0.02 0.06 0.04 0.02 0.08 0.06 0.01 0.02 0.09 0.04 0.05 -4.46 0.04 -0.97 0.61 -0.16 -1.06 0.93 0.37

ATP8B1 5949 3.15 10.96 7.19 7.76 3.23 10.76 6.61 8.93 8.68 13.96 7.17 2.84 9.55 -1.60 0.20 -0.41 -0.30 -1.56 0.58

ATP8B2 5872 2.62 11.38 3.40 2.21 0.76 4.45 8.93 7.33 12.44 6.86 4.14 2.05 8.89 -1.76 0.36 -1.39 -2.01 -3.56 0.11

ATP8B3 5104 0.08 0.53 0.31 0.97 0.20 0.59 0.43 0.45 0.83 0.16 0.45 -1.16 0.47 -2.50 0.18 -0.60 1.05 -1.24 0.40

ATP8B4 5679 0.45 1.14 0.73 0.46 0.44 3.16 0.46 0.39 3.47 3.70 1.06 0.09 2.01 -2.14 -0.81 -1.47 -2.13 -2.18 1.57

ATP8B5P 2867 0.15 3.17 0.04 0.15 0.04 0.16 0.01 0.04 0.05 0.04 0.62 -0.69 0.04 2.04 6.44 0.25 2.01 0.22 -1.96

ATP9A 7580 3.27 13.84 2.33 7.69 2.72 5.38 3.89 3.09 2.92 4.08 5.87 2.55 3.50 -0.10 1.98 -0.58 1.14 -0.36 -0.13

ATP9B 4378 1.95 3.24 4.16 4.25 1.24 2.61 2.99 3.72 4.05 3.65 2.91 1.54 3.60 -0.89 -0.15 0.21 0.24 -1.54 -0.16

ATPAF1 4140 15.77 12.35 19.21 10.00 28.93 17.42 11.63 12.51 23.48 10.78 17.28 4.11 14.60 0.11 -0.24 0.40 -0.55 0.99 0.01

ATPAF1-AS1 865 0.00 0.08 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ATPAF2 1552 7.36 8.62 6.76 9.03 11.38 5.78 9.03 7.44 6.48 4.97 8.15 3.03 6.98 0.08 0.30 -0.05 0.37 0.70 -0.50

ATPBD4 2380 2.72 3.76 3.62 1.16 2.08 5.28 2.03 2.01 4.21 7.63 3.10 1.63 3.97 -0.55 -0.08 -0.13 -1.77 -0.93 0.77

ATPIF1 1944 163.87 132.55 173.57 148.71 163.21 177.53 117.22 100.57 106.43 105.73 159.91 7.32 107.49 0.61 0.30 0.69 0.47 0.60 0.15

ATR 8258 1.05 3.13 3.17 2.98 8.52 9.34 2.98 1.95 0.89 1.73 4.70 2.23 1.89 -0.85 0.73 0.75 0.66 2.17 0.99

ATRIP 2509 1.64 0.00 6.80 5.76 3.54 0.00 0.00 0.00 0.00 0.00 2.96 1.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ATRN 8658 4.53 8.74 8.13 7.27 5.49 6.93 6.69 6.72 6.79 5.89 6.85 2.78 6.52 -0.53 0.42 0.32 0.16 -0.25 0.02

ATRNL1 8732 0.02 0.07 0.05 0.03 0.00 0.44 0.41 0.10 0.12 0.21 0.10 -3.29 0.21 -3.19 -1.49 -2.16 -2.86 -7.28 2.10

ATRX 11202 4.20 11.61 12.86 10.04 1.59 6.20 9.95 9.29 2.11 3.45 7.75 2.95 6.20 -0.56 0.90 1.05 0.70 -1.96 -0.32

ATXN1 10636 4.64 5.56 5.63 5.26 3.00 6.90 4.56 4.65 5.51 4.44 5.17 2.37 4.79 -0.04 0.22 0.23 0.14 -0.67 0.42

ATXN10 3340 21.43 75.50 18.81 16.86 44.03 32.63 13.59 23.25 25.22 33.11 34.88 5.12 23.79 -0.15 1.67 -0.34 -0.50 0.89 -0.10

ATXN1L 7895 2.33 5.14 3.72 6.16 3.96 4.25 5.06 4.61 6.40 6.24 4.26 2.09 5.58 -1.26 -0.12 -0.58 0.14 -0.49 0.00

ATXN2 4712 3.55 16.67 18.08 20.86 4.29 5.80 8.24 14.73 5.37 4.62 11.54 3.53 8.24 -1.21 1.02 1.13 1.34 -0.94 -0.99

ATXN2L 4386 7.79 38.10 35.19 46.86 34.31 15.87 23.20 25.74 13.96 11.88 29.69 4.89 18.70 -1.26 1.03 0.91 1.33 0.88 -0.90

ATXN3 6982 1.27 1.98 1.71 1.66 0.97 2.79 2.19 2.48 1.42 2.36 1.73 0.79 2.11 -0.73 -0.10 -0.30 -0.35 -1.12 0.69

ATXN7 7242 2.11 5.87 4.75 7.14 0.69 3.65 4.34 12.52 1.87 3.29 4.04 2.01 5.51 -1.38 0.09 -0.21 0.37 -2.99 -0.15

ATXN7L1 5691 1.93 3.12 2.77 2.34 3.38 2.12 2.91 2.90 2.45 2.18 2.61 1.38 2.61 -0.43 0.26 0.09 -0.16 0.37 -0.30

ATXN7L2 2413 1.64 2.35 3.34 2.57 1.60 1.81 1.45 0.92 1.17 1.07 2.22 1.15 1.15 0.51 1.03 1.53 1.16 0.47 -0.29

ATXN7L3 3656 5.34 13.13 19.46 16.20 17.41 10.17 12.52 10.91 12.99 12.54 13.62 3.77 12.24 -1.20 0.10 0.67 0.40 0.51 -0.42

ATXN7L3B 3701 14.33 18.90 12.83 17.02 21.06 15.72 15.99 10.27 22.22 15.74 16.64 4.06 16.05 -0.16 0.24 -0.32 0.08 0.39 -0.08

ATXN8OS 1472 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

AUH 1601 5.26 4.11 3.65 2.58 5.30 8.83 2.21 5.38 5.23 6.70 4.96 2.31 4.88 0.11 -0.25 -0.42 -0.92 0.12 0.83

AUP1 1612 58.92 62.85 63.75 103.04 139.51 66.24 43.94 42.50 51.82 52.17 82.39 6.36 47.61 0.31 0.40 0.42 1.11 1.55 -0.31

AURKA 2554 6.96 10.16 12.71 11.64 11.74 6.89 2.34 2.50 0.59 1.06 10.02 3.32 1.62 2.10 2.65 2.97 2.84 2.86 -0.54

AURKAIP1 1032 80.34 44.51 53.47 72.20 119.35 67.08 51.70 33.87 51.24 48.57 72.82 6.19 46.34 0.79 -0.06 0.21 0.64 1.36 -0.12

AURKAPS1 1537 0.11 0.43 0.81 0.33 0.09 0.40 0.43 0.00 0.08 0.24 0.36 -1.46 0.19 -0.78 1.17 2.11 0.80 -1.00 0.15

AURKB 1253 12.62 8.74 31.12 17.50 52.15 11.21 10.10 3.85 0.67 1.60 22.22 4.47 4.05 1.64 1.11 2.94 2.11 3.69 -0.99

AURKC 1261 0.51 0.77 1.75 0.84 1.26 0.00 0.52 0.33 0.00 0.00 0.85 -0.23 0.21 1.28 1.88 3.05 1.99 2.58 #NUM!

AUTS2 6426 1.47 10.81 16.67 8.60 0.65 4.05 5.38 7.11 1.84 2.95 7.04 2.82 4.32 -1.55 1.32 1.95 0.99 -2.73 -0.80

AVEN 1551 2.42 3.29 2.20 6.94 8.32 9.98 4.42 3.68 11.45 10.66 5.52 2.47 7.55 -1.64 -1.20 -1.78 -0.12 0.14 0.85

AVIL 3163 0.00 1.76 0.00 1.02 0.00 0.00 0.00 0.00 0.00 0.00 0.46 -1.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AVL9 2353 2.33 3.20 10.45 6.66 6.71 3.65 2.53 4.71 2.62 4.06 5.50 2.46 3.48 -0.58 -0.12 1.59 0.94 0.95 -0.59

AVP 621 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AVPI1 1422 19.73 39.05 8.84 21.78 179.27 23.72 27.40 77.77 14.04 49.49 48.73 5.61 42.18 -1.10 -0.11 -2.25 -0.95 2.09 -1.04

AVPR1A 4154 1.61 1.91 0.24 0.44 0.08 2.65 2.00 1.03 3.14 2.12 1.15 0.21 2.07 -0.36 -0.11 -3.11 -2.24 -4.77 1.20

AVPR1B 1773 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

AVPR2 1788 0.61 0.67 0.16 0.19 0.07 1.27 0.63 0.50 2.91 1.15 0.49 -1.02 1.30 -1.09 -0.96 -2.99 -2.76 -4.31 1.36

AWAT1 1411 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.10 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

AWAT2 2124 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.65 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

AXDND1 3642 0.00 0.03 0.02 0.02 0.01 0.00 0.00 0.08 0.00 0.01 0.01 -6.29 0.02 #NUM! 0.31 -0.46 -0.36 -0.78 #NUM!

AXIN1 3675 2.71 9.32 6.96 11.52 13.20 5.73 9.57 6.80 8.71 6.05 8.24 3.04 7.79 -1.52 0.26 -0.16 0.57 0.76 -0.53

AXIN2 4241 1.58 4.14 2.87 0.94 0.15 2.62 2.88 0.00 6.84 3.72 2.05 1.04 3.36 -1.08 0.30 -0.23 -1.83 -4.50 0.36

AXL 4743 4.87 15.34 7.56 3.97 6.52 12.21 13.48 12.00 15.77 16.37 8.41 3.07 14.40 -1.57 0.09 -0.93 -1.86 -1.14 0.54

AZGP1 1278 0.25 64.05 0.08 0.35 0.02 4.88 0.12 0.31 0.20 2.12 11.60 3.54 0.69 -1.44 6.54 -3.08 -0.98 -5.00 -1.25

AZGP1P1 1181 0.00 0.08 0.00 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.02 -5.94 0.01 #NUM! 3.78 #NUM! #NUM! #NUM! 0.43

AZI1 3630 0.93 2.67 5.06 3.42 4.14 2.85 1.56 1.46 2.60 2.43 3.18 1.67 2.01 -1.11 0.41 1.33 0.77 1.04 -0.16

AZI2 3415 6.60 8.36 10.17 8.20 4.19 14.96 6.82 6.39 7.53 13.23 8.75 3.13 8.49 -0.36 -0.02 0.26 -0.05 -1.02 0.77

AZIN1 4348 20.15 18.22 33.62 31.99 19.34 37.08 18.26 24.65 24.43 40.97 26.73 4.74 27.08 -0.43 -0.57 0.31 0.24 -0.49 0.47

AZU1 912 0.07 0.07 0.00 0.04 0.06 0.06 0.00 0.00 0.18 0.03 0.05 -4.29 0.05 0.39 0.42 #NUM! -0.27 0.29 0.23

B2M 987 5425.98 4725.29 5760.96 3959.79 5901.74 8421.55 2336.28 1272.09 4250.50 4514.62 5699.22 12.48 3093.37 0.81 0.61 0.90 0.36 0.93 0.56

B3GALNT1 3642 1.42 2.54 2.10 1.42 4.05 6.09 1.01 1.60 3.62 4.67 2.94 1.55 2.73 -0.94 -0.10 -0.37 -0.94 0.57 1.05

B3GALNT2 4720 4.68 6.26 6.21 14.03 3.17 5.42 5.00 5.38 4.77 6.15 6.63 2.73 5.32 -0.19 0.23 0.22 1.40 -0.75 -0.29

B3GALT1 2168 0.01 0.01 0.00 0.00 0.00 0.00 0.12 0.00 0.04 0.03 0.00 -7.90 0.05 -1.95 -1.94 #NUM! #NUM! #NUM! #NUM!

B3GALT2 3548 0.15 0.34 0.11 0.10 0.01 0.27 0.22 0.13 0.17 0.10 0.16 -2.61 0.15 0.01 1.14 -0.46 -0.60 -4.48 0.73

B3GALT4 1704 5.53 5.11 8.17 4.93 6.62 4.15 6.69 0.00 5.32 4.28 5.75 2.52 4.07 0.44 0.33 1.00 0.28 0.70 -0.47

B3GALT5 3409 0.12 8.03 0.05 0.00 0.00 0.19 0.29 0.21 0.02 0.06 1.40 0.48 0.15 -0.26 5.79 -1.62 #NUM! #NUM! -2.90

B3GALT6 2793 5.52 0.00 3.24 4.62 5.11 4.22 2.74 1.24 4.76 2.72 3.79 1.92 2.86 0.95 #NUM! 0.18 0.69 0.84 0.16

B3GALTL 4221 1.77 1.89 1.23 2.25 1.63 4.10 1.96 1.39 2.40 2.57 2.15 1.10 2.08 -0.24 -0.14 -0.75 0.11 -0.35 0.93

B3GAT1 3666 0.05 0.16 0.27 0.40 0.04 0.09 0.19 0.03 0.21 0.05 0.17 -2.56 0.12 -1.23 0.44 1.15 1.72 -1.55 -0.90

B3GAT2 1925 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

B3GAT3 1679 8.06 12.25 7.67 12.47 42.76 18.69 7.49 5.75 19.59 11.32 16.98 4.09 11.04 -0.45 0.15 -0.53 0.18 1.95 0.14

B3GNT1 2077 5.95 5.94 1.19 3.31 7.76 7.09 6.12 2.96 20.75 6.97 5.21 2.38 9.20 -0.63 -0.63 -2.95 -1.48 -0.25 0.45

B3GNT2 2788 4.51 6.19 9.40 7.61 9.50 12.44 7.57 8.32 9.34 19.42 8.28 3.05 11.16 -1.31 -0.85 -0.25 -0.55 -0.23 0.59

B3GNT3 2720 2.62 19.55 10.67 1.35 18.18 2.76 2.72 0.56 0.31 0.99 9.19 3.20 1.14 1.20 4.09 3.22 0.24 3.99 -1.73

B3GNT4 1554 0.70 0.15 1.29 1.75 0.00 0.03 0.26 0.21 0.00 0.06 0.65 -0.61 0.13 2.40 0.20 3.29 3.73 #NUM! -4.31

B3GNT5 4131 7.95 7.45 19.57 43.72 21.80 16.73 9.33 37.54 2.02 24.19 19.54 4.29 18.27 -1.20 -1.29 0.10 1.26 0.26 -0.22

B3GNT6 2510 0.10 0.11 0.03 0.00 0.00 0.00 0.24 0.03 0.53 0.00 0.04 -4.71 0.20 -1.06 -0.90 -3.00 #NUM! #NUM! #NUM!

B3GNT7 3641 0.83 1.70 0.66 1.19 3.46 0.77 0.62 0.46 0.41 0.80 1.44 0.52 0.57 0.53 1.57 0.19 1.06 2.59 -0.90

B3GNT8 1894 7.94 6.55 6.97 8.67 0.00 1.66 12.08 15.97 2.37 12.54 5.30 2.41 10.74 -0.43 -0.71 -0.62 -0.31 #NUM! -1.67

B3GNT9 2722 12.51 13.72 7.06 11.62 11.03 6.15 10.22 7.64 11.16 5.55 10.35 3.37 8.64 0.53 0.67 -0.29 0.43 0.35 -0.75

B3GNTL1 1383 2.95 0.00 0.00 0.00 3.89 0.00 1.59 1.67 0.00 0.00 1.14 0.19 0.81 1.86 #NUM! #NUM! #NUM! 2.26 #NUM!

B4GALNT1 3010 0.72 0.35 0.40 2.05 4.38 1.10 1.18 0.77 0.00 0.32 1.50 0.58 0.57 0.34 -0.70 -0.49 1.85 2.95 -0.45

B4GALNT2 2021 0.08 0.00 0.02 0.35 10.41 0.03 0.05 0.00 0.00 0.00 1.81 0.86 0.01 2.65 #NUM! 0.55 4.83 9.73 -6.06

B4GALNT3 3438 0.53 6.53 7.80 3.22 2.42 1.30 4.61 10.22 0.16 5.55 3.63 1.86 5.14 -3.27 0.35 0.60 -0.67 -1.09 -1.48

B4GALNT4 3463 0.29 2.07 0.11 0.22 9.68 2.67 0.94 0.63 3.76 2.10 2.50 1.32 1.86 -2.69 0.16 -4.13 -3.08 2.38 0.09

B4GALT1 4214 23.25 112.13 73.36 25.36 387.03 46.45 39.51 52.15 25.61 45.86 111.26 6.80 40.78 -0.81 1.46 0.85 -0.69 3.25 -1.26

B4GALT2 2227 22.66 20.73 22.73 22.00 36.55 12.06 15.54 8.08 34.99 11.85 22.79 4.51 17.62 0.36 0.24 0.37 0.32 1.05 -0.92

B4GALT3 2438 17.28 14.70 15.88 18.62 26.51 18.45 19.56 18.12 20.42 16.17 18.57 4.22 18.57 -0.10 -0.34 -0.23 0.00 0.51 -0.01

B4GALT4 2366 7.64 11.50 8.35 4.81 18.61 10.17 3.70 3.39 7.78 8.03 10.18 3.35 5.72 0.42 1.01 0.55 -0.25 1.70 0.00

B4GALT5 4743 4.31 21.25 24.46 11.50 14.28 20.46 8.30 11.81 19.82 19.48 16.04 4.00 14.85 -1.79 0.52 0.72 -0.37 -0.06 0.35

B4GALT6 4814 0.18 0.47 0.55 0.31 0.21 1.32 0.33 0.36 1.11 0.81 0.51 -0.98 0.65 -1.90 -0.46 -0.25 -1.08 -1.66 1.39

B4GALT7 1747 10.55 10.08 6.84 11.46 14.22 7.24 6.16 4.33 10.98 6.71 10.07 3.33 7.04 0.58 0.52 -0.04 0.70 1.01 -0.48

B7H6 6382 0.18 0.54 2.24 0.17 0.11 0.17 0.18 0.45 0.06 0.44 0.57 -0.82 0.28 -0.62 0.93 2.99 -0.77 -1.38 -1.71

B9D1 932 0.00 0.00 0.00 0.00 18.01 0.00 0.00 0.00 0.00 0.00 3.00 1.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

B9D2 1049 0.00 0.00 2.73 3.77 4.58 6.93 2.44 0.00 13.89 3.12 3.00 1.59 4.86 #NUM! #NUM! -0.83 -0.37 -0.09 1.21

BAALC 2859 8.67 1.05 0.58 0.30 0.37 6.96 0.54 0.85 2.14 2.07 2.99 1.58 1.40 2.63 -0.41 -1.26 -2.20 -1.94 1.22

BAAT 3478 0.00 0.02 0.01 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.01 -7.26 0.01 #NUM! 1.34 0.57 #NUM! 1.25 #NUM!

BABAM1 1451 35.59 28.65 28.96 20.89 61.81 42.63 18.11 17.36 46.48 27.51 36.42 5.19 27.36 0.38 0.07 0.08 -0.39 1.18 0.23

BACE1 5864 5.36 9.91 5.37 4.90 2.70 7.05 10.02 7.98 15.40 7.77 5.88 2.56 10.29 -0.94 -0.05 -0.94 -1.07 -1.93 0.26

BACE1-AS 798 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BACE2 2993 19.59 27.11 10.88 30.10 84.26 14.66 9.94 8.73 22.85 12.99 31.10 4.96 13.62 0.52 0.99 -0.32 1.14 2.63 -1.09

BACH1 5770 2.66 8.54 10.81 25.99 6.19 13.03 7.56 10.34 5.45 7.28 11.20 3.49 7.66 -1.52 0.16 0.50 1.76 -0.31 0.22

BACH2 9215 0.05 0.79 0.40 0.71 0.13 0.57 0.42 0.47 0.36 1.09 0.44 -1.18 0.58 -3.70 0.43 -0.55 0.28 -2.16 0.37

BAD 1240 57.25 40.61 52.81 51.84 78.55 42.42 35.19 32.56 60.52 31.96 53.92 5.75 40.06 0.52 0.02 0.40 0.37 0.97 -0.35

BAG1 3885 26.18 20.70 36.36 5.70 52.74 49.50 31.27 42.10 48.53 76.90 31.86 4.99 49.70 -0.92 -1.26 -0.45 -3.12 0.09 0.64

BAG2 2068 5.94 5.71 5.45 2.39 7.79 16.87 12.57 2.89 67.53 17.71 7.36 2.88 25.17 -2.08 -2.14 -2.21 -3.40 -1.69 1.20

BAG3 2608 21.73 31.36 37.80 90.85 57.76 52.33 61.60 70.57 152.89 121.97 48.64 5.60 101.76 -2.23 -1.70 -1.43 -0.16 -0.82 0.11

BAG4 4478 3.07 3.40 5.34 3.25 4.28 4.97 2.55 2.71 3.68 4.72 4.05 2.02 3.42 -0.16 -0.01 0.64 -0.07 0.33 0.30

BAG5 5073 4.35 6.29 7.34 7.87 6.63 6.55 7.58 8.73 6.76 9.34 6.51 2.70 8.10 -0.90 -0.36 -0.14 -0.04 -0.29 0.01

BAG6 3832 20.63 25.97 29.96 6.42 55.73 20.94 20.77 31.19 27.32 22.15 26.61 4.73 25.36 -0.30 0.03 0.24 -1.98 1.14 -0.35

BAGE 1004 0.00 0.00 0.00 0.14 0.00 0.00 0.00 0.35 0.00 0.00 0.02 -5.40 0.09 #NUM! #NUM! #NUM! 0.71 #NUM! #NUM!

BAGE2 1891 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BAGE3 1891 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BAGE4 1840 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.02 0.00 4.88 #NUM! #NUM! #NUM! #NUM! #NUM!

BAGE5 1840 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.95 0.00 4.89 #NUM! #NUM! #NUM! #NUM! #NUM!

BAHCC1 10342 0.60 2.92 0.58 2.49 0.91 1.92 1.33 1.17 4.12 1.97 1.57 0.65 2.15 -1.85 0.45 -1.89 0.21 -1.24 0.29

BAHD1 4544 1.93 5.94 9.71 5.28 2.80 3.85 5.17 3.60 6.32 5.99 4.92 2.30 5.27 -1.45 0.17 0.88 0.00 -0.91 -0.35

BAI1 5535 0.07 0.66 0.09 1.02 0.68 0.19 0.48 0.49 0.68 0.28 0.45 -1.15 0.49 -2.71 0.43 -2.49 1.06 0.49 -1.27

BAI2 5434 0.32 1.30 1.36 0.51 0.66 3.76 0.58 0.12 2.89 0.52 1.32 0.40 1.03 -1.70 0.34 0.41 -1.00 -0.65 1.51

BAI3 5650 0.07 0.06 0.06 0.00 0.00 0.55 0.34 0.26 0.85 0.41 0.13 -2.99 0.47 -2.68 -2.86 -2.87 #NUM! #NUM! 2.14

BAIAP2 3352 12.02 17.10 44.76 28.27 26.77 9.61 41.41 50.91 12.71 25.86 23.09 4.53 32.72 -1.45 -0.94 0.45 -0.21 -0.29 -1.26

BAIAP2L1 3682 7.54 19.94 29.63 32.04 18.81 5.70 12.02 11.82 0.00 6.69 18.94 4.24 7.63 -0.02 1.39 1.96 2.07 1.30 -1.73

BAIAP2L2 2153 1.51 13.92 1.04 10.20 4.29 1.31 1.29 1.20 0.46 0.44 5.38 2.43 0.85 0.83 4.04 0.30 3.59 2.34 -2.04

BAIAP3 4691 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BAK1 2203 19.43 11.52 16.86 23.48 43.65 10.72 8.28 12.64 8.68 11.50 20.94 4.39 10.28 0.92 0.16 0.71 1.19 2.09 -0.97

BAMBI 1732 2.13 7.33 6.96 2.21 2.71 4.95 0.97 0.88 17.51 2.49 4.38 2.13 5.46 -1.36 0.42 0.35 -1.30 -1.01 0.17

BANF1 1179 158.36 77.01 146.11 209.23 508.70 255.00 85.13 57.55 136.58 145.67 225.74 7.82 106.23 0.58 -0.46 0.46 0.98 2.26 0.18

BANK1 3455 1.10 1.56 1.51 0.33 0.03 1.66 0.59 0.50 0.39 0.37 1.03 0.05 0.46 1.25 1.75 1.71 -0.48 -3.83 0.69

BANP 2456 2.87 4.37 6.30 6.31 5.94 3.93 3.24 3.32 5.08 3.16 4.95 2.31 3.70 -0.36 0.24 0.77 0.77 0.68 -0.33

BAP1 3599 9.37 15.32 22.17 19.58 12.93 8.35 13.43 11.87 13.26 10.48 14.62 3.87 12.26 -0.39 0.32 0.85 0.68 0.08 -0.81

BARD1 2610 1.31 2.32 6.73 2.28 0.21 3.05 4.43 4.34 0.63 2.39 2.65 1.41 2.95 -1.17 -0.35 1.19 -0.37 -3.80 0.20

BARHL1 1907 0.01 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BARHL2 1496 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.49 0.00 #NUM! #NUM! 3.79 #NUM! #NUM! #NUM!

BARX1 1498 0.00 0.02 0.00 0.00 0.13 1.39 0.08 0.02 0.05 0.02 0.26 -1.96 0.04 #NUM! -1.11 #NUM! #NUM! 1.59 2.44

BARX2 1767 21.78 11.61 4.71 8.39 8.00 10.58 74.27 58.82 0.04 62.85 10.84 3.44 48.99 -1.17 -2.08 -3.38 -2.55 -2.61 -0.04

BASP1 1820 24.73 37.34 18.62 70.34 267.83 36.47 25.06 22.62 29.15 20.82 75.89 6.25 24.41 0.02 0.61 -0.39 1.53 3.46 -1.06

BASP1P1 1152 0.00 0.00 0.00 0.00 0.12 0.00 0.03 0.00 0.01 0.02 0.02 -5.64 0.01 #NUM! #NUM! #NUM! #NUM! 3.16 #NUM!

BATF 953 4.43 10.52 24.75 3.92 6.86 12.81 1.22 1.83 5.32 6.63 10.55 3.40 3.75 0.24 1.49 2.72 0.06 0.87 0.28

BATF2 2142 1.34 5.42 10.19 6.43 11.57 4.39 0.20 0.18 1.01 1.26 6.56 2.71 0.66 1.02 3.03 3.94 3.28 4.12 -0.58

BATF3 992 1.23 3.84 3.18 2.09 21.96 6.50 0.76 0.83 5.70 6.51 6.47 2.69 3.45 -1.48 0.15 -0.12 -0.72 2.67 0.01

BAX 986 16.46 24.08 18.01 22.55 57.77 58.74 9.45 8.89 47.23 35.59 32.94 5.04 25.29 -0.62 -0.07 -0.49 -0.17 1.19 0.83

BAZ1A 6031 9.10 16.54 36.31 30.05 6.49 11.58 14.91 19.25 3.37 8.74 18.35 4.20 11.57 -0.35 0.52 1.65 1.38 -0.83 -0.66

BAZ1B 6133 6.00 24.01 42.72 34.62 7.42 14.28 19.34 17.24 9.71 14.46 21.51 4.43 15.19 -1.34 0.66 1.49 1.19 -1.03 -0.59

BAZ2A 8934 3.09 11.79 18.54 18.26 9.19 4.64 11.01 11.90 6.80 8.16 10.92 3.45 9.47 -1.62 0.32 0.97 0.95 -0.04 -1.24

BAZ2B 8145 4.89 8.39 5.29 4.22 3.24 4.02 9.82 10.56 3.63 6.33 5.01 2.32 7.58 -0.63 0.15 -0.52 -0.85 -1.23 -0.32

BBC3 1843 0.74 6.18 6.11 5.60 2.50 4.49 1.71 1.78 2.07 6.16 4.27 2.09 2.93 -1.99 1.08 1.06 0.94 -0.23 0.07

BBIP1 2368 4.43 11.71 4.15 5.87 5.38 15.42 0.00 8.86 9.42 15.98 7.82 2.97 8.57 -0.95 0.45 -1.05 -0.55 -0.67 0.98

BBOX1 1901 8.31 5.20 0.99 2.97 1.33 3.11 10.98 19.30 0.81 17.97 3.65 1.87 12.26 -0.56 -1.24 -3.63 -2.05 -3.21 -0.23

BBS1 3370 4.48 8.98 4.49 5.82 7.97 6.55 6.42 5.61 13.65 7.76 6.38 2.67 8.36 -0.90 0.10 -0.90 -0.52 -0.07 0.04

BBS10 3583 2.59 2.73 2.02 2.49 1.36 3.26 2.21 2.47 2.58 2.97 2.41 1.27 2.56 0.02 0.09 -0.34 -0.04 -0.92 0.44

BBS12 3451 0.81 1.06 0.23 1.01 0.40 0.90 0.82 0.50 1.17 1.06 0.73 -0.45 0.89 -0.13 0.26 -1.97 0.18 -1.17 0.30

BBS2 2814 6.44 10.21 3.67 4.66 6.96 12.14 10.43 8.59 21.08 13.24 7.35 2.88 13.34 -1.05 -0.39 -1.86 -1.52 -0.94 0.72

BBS4 2509 4.91 5.64 2.81 2.96 1.99 8.09 2.02 1.62 5.49 5.65 4.40 2.14 3.70 0.41 0.61 -0.39 -0.32 -0.89 0.88

BBS5 3196 4.14 8.62 15.41 19.21 4.85 4.46 4.97 4.74 4.05 3.53 9.45 3.24 4.32 -0.06 1.00 1.83 2.15 0.17 -1.08

BBS7 3863 1.90 2.57 3.41 1.75 13.48 5.07 2.66 3.06 2.80 4.68 4.70 2.23 3.30 -0.80 -0.36 0.04 -0.92 2.03 0.11

BBS9 4019 2.44 3.19 4.03 2.55 1.21 4.70 2.98 3.37 6.28 4.19 3.02 1.59 4.20 -0.78 -0.40 -0.06 -0.72 -1.80 0.64

BBX 8914 6.56 9.09 17.57 16.69 2.23 6.66 8.26 9.49 4.09 5.39 9.80 3.29 6.81 -0.05 0.42 1.37 1.29 -1.61 -0.56

BCAM 2448 11.85 26.44 25.88 18.29 13.67 46.57 39.28 32.25 120.26 48.03 23.78 4.57 59.95 -2.34 -1.18 -1.21 -1.71 -2.13 0.97

BCAN 3488 0.60 2.83 1.73 3.50 1.83 0.58 0.50 0.05 0.76 0.66 1.84 0.88 0.49 0.27 2.52 1.81 2.83 1.89 -1.67

BCAP29 6034 10.59 6.93 9.44 3.82 2.78 12.59 7.68 7.56 6.62 34.86 7.69 2.94 14.18 -0.42 -1.03 -0.59 -1.89 -2.35 0.71

BCAP31 1821 189.10 68.28 57.25 94.74 190.83 129.08 63.10 51.86 115.00 95.61 121.55 6.93 81.39 1.22 -0.25 -0.51 0.22 1.23 0.09

BCAR1 3533 11.59 32.83 22.51 26.08 52.69 16.92 16.36 19.87 40.47 30.39 27.10 4.76 26.78 -1.21 0.29 -0.25 -0.04 0.98 -0.68

BCAR3 3184 2.69 6.33 6.70 8.33 26.29 5.64 2.99 3.46 6.05 4.78 9.33 3.22 4.32 -0.68 0.55 0.63 0.95 2.61 -0.73

BCAR4 1314 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BCAS1 3475 1.71 21.74 0.24 0.95 0.00 1.95 3.28 4.12 3.50 1.62 4.43 2.15 3.13 -0.88 2.79 -3.70 -1.72 #NUM! -1.18

BCAS2 1310 28.84 16.65 30.69 14.79 19.72 56.68 22.36 29.87 16.61 44.78 27.90 4.80 28.41 0.02 -0.77 0.11 -0.94 -0.53 1.02

BCAS3 3626 6.93 6.07 11.30 6.94 6.11 3.89 7.36 9.87 8.00 6.21 6.88 2.78 7.86 -0.18 -0.37 0.52 -0.18 -0.36 -0.82

BCAS4 1368 2.76 2.51 1.05 2.75 21.56 7.10 1.31 0.88 3.76 2.76 6.29 2.65 2.18 0.34 0.21 -1.05 0.34 3.31 0.18

BCAT1 9682 0.51 1.19 0.85 1.22 0.47 2.12 0.41 0.36 1.19 0.80 1.06 0.09 0.69 -0.44 0.79 0.31 0.82 -0.54 1.00

BCAT2 2097 17.81 16.33 30.29 23.36 18.70 10.71 14.27 12.99 16.49 10.08 19.53 4.29 13.46 0.40 0.28 1.17 0.80 0.47 -0.87

BCCIP 2373 25.59 14.30 18.16 20.53 32.41 31.58 16.83 16.37 15.39 26.44 23.76 4.57 18.76 0.45 -0.39 -0.05 0.13 0.79 0.41

BCDIN3D 3266 2.33 2.35 1.60 1.93 2.02 1.76 1.95 1.06 1.42 1.02 2.00 1.00 1.36 0.77 0.78 0.23 0.50 0.57 -0.18

BCHE 2461 0.37 1.13 0.03 0.21 0.03 5.63 1.01 0.81 11.00 7.36 1.23 0.30 5.05 -3.76 -2.16 -7.62 -4.61 -7.36 2.19

BCKDHA 1791 34.42 27.49 32.74 54.53 21.66 14.97 22.70 31.19 19.30 16.20 30.97 4.95 22.35 0.62 0.30 0.55 1.29 -0.05 -1.05

BCKDHB 3712 2.45 3.64 4.11 3.85 2.52 5.02 2.72 3.33 3.91 5.00 3.60 1.85 3.74 -0.61 -0.04 0.14 0.04 -0.57 0.48

BCKDK 2190 22.13 24.34 18.05 20.75 50.82 11.99 16.99 14.80 23.49 11.30 24.68 4.63 16.64 0.41 0.55 0.12 0.32 1.61 -1.04

BCL10 3118 5.18 12.61 13.64 14.22 6.08 13.93 25.24 38.67 4.20 15.52 10.95 3.45 20.91 -2.01 -0.73 -0.62 -0.56 -1.78 0.35

BCL11A 5946 16.67 3.51 19.39 12.39 1.13 6.05 7.03 7.52 0.07 1.57 9.86 3.30 4.05 2.04 -0.20 2.26 1.61 -1.84 -0.70

BCL11B 7816 0.94 2.65 1.26 1.73 0.20 1.21 1.30 2.06 0.08 0.73 1.33 0.41 1.04 -0.15 1.34 0.27 0.73 -2.36 -0.14

BCL2 6492 0.56 2.39 1.97 1.51 0.55 5.70 5.69 4.52 4.02 5.08 2.11 1.08 4.83 -3.12 -1.01 -1.30 -1.67 -3.12 1.43

BCL2A1 955 6.81 8.05 21.63 10.89 204.72 25.24 5.43 2.33 17.83 7.42 46.22 5.53 8.25 -0.28 -0.04 1.39 0.40 4.63 -0.87

BCL2L1 2575 37.55 70.30 55.96 41.51 76.19 19.64 32.57 27.82 33.79 20.82 50.19 5.65 28.75 0.39 1.29 0.96 0.53 1.41 -1.35

BCL2L10 887 7.69 0.91 6.22 22.62 8.91 7.73 8.79 3.96 0.16 3.00 9.01 3.17 3.98 0.95 -2.13 0.65 2.51 1.16 -0.22

BCL2L11 5238 4.72 7.12 8.94 11.66 5.55 5.61 3.46 6.09 1.45 3.78 7.27 2.86 3.69 0.35 0.95 1.28 1.66 0.59 -0.37

BCL2L12 1893 11.21 0.00 18.65 18.00 13.20 9.18 5.36 4.65 6.07 5.11 11.71 3.55 5.30 1.08 #NUM! 1.82 1.76 1.32 -0.35

BCL2L13 3367 7.06 6.70 10.70 13.22 7.56 9.16 8.06 8.25 10.28 9.74 9.07 3.18 9.08 -0.36 -0.44 0.24 0.54 -0.26 0.01

BCL2L14 2039 0.35 2.42 3.22 0.26 0.56 0.68 0.02 0.35 0.04 0.14 1.25 0.32 0.14 1.34 4.14 4.55 0.90 2.02 -0.88

BCL2L15 4986 0.28 4.71 0.38 0.12 0.00 0.19 0.26 0.32 0.02 0.19 0.95 -0.08 0.20 0.53 4.58 0.95 -0.75 #NUM! -2.31

BCL2L2 3621 4.30 5.98 10.20 8.08 0.00 8.66 10.85 6.81 22.05 13.71 6.20 2.63 13.36 -1.63 -1.16 -0.39 -0.72 #NUM! 0.48

BCL2L2-PABPN1 2130 26.15 46.44 46.01 45.08 0.00 48.89 13.24 28.23 33.26 32.65 35.43 5.15 26.84 -0.04 0.79 0.78 0.75 #NUM! 0.46

BCL3 1864 21.65 71.99 287.65 65.24 108.97 79.45 34.32 59.22 117.62 60.40 105.83 6.73 67.89 -1.65 0.08 2.08 -0.06 0.68 -0.41

BCL6 3662 8.64 15.38 18.53 12.02 6.12 20.61 14.08 21.88 32.36 20.12 13.55 3.76 22.11 -1.36 -0.52 -0.25 -0.88 -1.85 0.60

BCL6B 3544 0.87 2.93 4.08 0.76 0.84 5.46 3.90 4.50 13.73 10.42 2.49 1.32 8.14 -3.23 -1.47 -1.00 -3.41 -3.28 1.13

BCL7A 3714 2.90 4.38 5.50 6.12 7.94 2.65 3.12 3.78 2.51 3.40 4.91 2.30 3.20 -0.14 0.45 0.78 0.93 1.31 -0.89

BCL7B 1729 20.12 24.82 52.20 29.37 30.16 22.25 21.63 25.14 37.44 21.00 29.82 4.90 26.30 -0.39 -0.08 0.99 0.16 0.20 -0.42

BCL7C 877 67.21 56.70 30.30 48.40 74.96 57.70 44.92 27.35 65.83 47.70 55.88 5.80 46.45 0.53 0.29 -0.62 0.06 0.69 0.05

BCL9 6278 2.83 6.58 5.68 4.75 3.21 2.49 4.72 3.01 6.76 3.02 4.26 2.09 4.38 -0.63 0.59 0.37 0.12 -0.45 -0.77

BCL9L 7740 2.48 14.48 12.66 11.81 8.16 2.46 12.38 9.10 8.31 6.81 8.68 3.12 9.15 -1.88 0.66 0.47 0.37 -0.16 -1.82

BCLAF1 7277 8.31 16.89 19.00 19.91 4.46 19.48 12.74 15.51 8.83 18.21 14.67 3.88 13.82 -0.73 0.29 0.46 0.53 -1.63 0.41

BCMO1 2446 0.34 4.35 1.45 0.03 1.13 0.60 0.53 0.49 0.07 0.72 1.32 0.40 0.45 -0.40 3.26 1.67 -4.03 1.31 -1.13

BCO2 2912 0.63 1.43 0.22 0.36 0.03 1.59 3.82 3.16 0.32 2.25 0.71 -0.49 2.39 -1.92 -0.74 -3.47 -2.73 -6.17 1.17

BCOR 6436 1.79 8.03 5.29 3.94 12.37 9.15 4.52 4.79 4.17 8.54 6.76 2.76 5.51 -1.62 0.54 -0.06 -0.48 1.17 0.44

BCORL1 7127 0.91 2.14 4.50 3.68 1.78 0.98 3.10 1.88 2.46 1.49 2.33 1.22 2.23 -1.30 -0.06 1.01 0.72 -0.33 -1.25

BCORP1 3668 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.63 0.00 #NUM! 3.57 #NUM! #NUM! #NUM! #NUM!

BCR 6927 6.28 7.18 11.80 14.98 7.65 3.80 7.21 7.85 21.04 14.19 8.61 3.11 12.57 -1.00 -0.81 -0.09 0.25 -0.72 -1.18

BCRP2 2334 1.99 1.40 1.97 3.38 1.22 1.05 1.72 1.72 1.11 1.43 1.83 0.88 1.50 0.41 -0.09 0.39 1.18 -0.30 -0.81

BCRP3 1428 2.50 13.65 5.99 9.47 1.37 3.59 4.08 6.05 1.56 3.31 6.10 2.61 3.75 -0.58 1.86 0.68 1.34 -1.45 -0.76

BCS1L 1663 13.39 9.44 5.37 5.83 10.37 11.55 12.93 6.87 12.83 11.21 9.33 3.22 10.96 0.29 -0.22 -1.03 -0.91 -0.08 0.31

BCYRN1 200 130.46 55.84 20.30 8.85 55.43 24.53 89.80 28.96 130.54 47.14 49.24 5.62 74.11 0.82 -0.41 -1.87 -3.07 -0.42 -1.01

BDAG1 6348 0.11 0.00 0.00 0.00 0.05 0.00 0.11 0.04 0.00 0.22 0.03 -5.22 0.09 0.24 #NUM! #NUM! #NUM! -0.91 #NUM!



BDH1 3546 16.92 14.98 16.11 20.25 21.36 3.73 4.61 4.43 0.42 5.71 15.56 3.96 3.79 2.16 1.98 2.09 2.42 2.49 -2.06

BDH2 2936 7.13 7.72 5.52 11.33 39.47 40.46 9.96 5.09 32.55 30.48 18.60 4.22 19.52 -1.45 -1.34 -1.82 -0.79 1.02 1.12

BDKRB1 1307 3.26 0.00 1.57 6.95 13.57 7.10 0.00 16.57 8.50 11.23 5.41 2.44 9.08 -1.48 #NUM! -2.53 -0.39 0.58 0.39

BDKRB2 4197 3.69 5.06 1.53 1.68 1.43 3.58 9.86 12.30 3.68 6.02 2.83 1.50 7.97 -1.11 -0.66 -2.38 -2.25 -2.48 0.34

BDNF 4755 0.07 0.23 0.22 0.16 0.16 0.33 0.37 0.89 0.30 0.25 0.20 -2.35 0.45 -2.66 -0.97 -1.05 -1.47 -1.53 0.77

BDNF-AS1 2322 0.00 0.43 0.26 0.15 0.33 0.00 0.00 0.40 0.33 0.55 0.20 -2.36 0.32 #NUM! 0.43 -0.31 -1.06 0.07 #NUM!

BDP1 11097 1.00 2.92 3.50 3.39 1.93 7.38 2.93 3.65 1.02 2.07 3.35 1.75 2.42 -1.28 0.27 0.53 0.49 -0.32 1.14

BEAN1 3315 0.09 0.39 0.04 0.40 0.70 0.10 0.24 0.41 0.76 0.18 0.29 -1.80 0.40 -2.22 -0.02 -3.16 0.01 0.82 -1.47

BECN1 2143 21.59 28.04 15.92 73.47 17.75 33.21 34.42 15.29 32.76 26.52 31.66 4.98 27.25 -0.34 0.04 -0.77 1.43 -0.62 0.07

BEGAIN 2763 0.11 0.94 0.12 0.00 2.39 0.35 0.11 0.16 0.31 0.51 0.65 -0.62 0.27 -1.32 1.79 -1.18 #NUM! 3.13 -0.88

BEND2 4720 0.01 0.02 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.01 -7.46 0.00 1.37 2.37 #NUM! #NUM! -2.73 #NUM!

BEND3 6660 0.53 0.68 0.89 0.82 0.71 0.26 0.39 0.24 0.25 0.29 0.65 -0.63 0.29 0.88 1.22 1.62 1.50 1.28 -1.34

BEND4 8850 0.03 0.01 0.06 0.01 0.00 0.04 0.00 0.00 0.01 0.00 0.02 -5.41 0.00 3.64 2.46 4.78 2.05 -3.09 0.69

BEND5 1342 0.57 1.36 0.49 0.22 0.04 4.07 1.45 1.28 3.58 2.52 1.12 0.17 2.21 -1.96 -0.70 -2.18 -3.33 -5.77 1.86

BEND6 2727 0.90 1.94 2.67 0.76 0.21 3.14 0.69 0.97 2.48 1.41 1.60 0.68 1.39 -0.63 0.48 0.95 -0.86 -2.74 0.97

BEND7 2408 0.83 3.85 0.44 0.62 2.84 2.72 1.68 1.14 3.29 2.51 1.88 0.91 2.15 -1.37 0.84 -2.29 -1.80 0.40 0.53

BEST1 2852 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BEST2 1924 0.00 0.00 0.00 0.00 0.00 0.03 0.12 0.00 0.00 0.00 0.00 -7.89 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

BEST3 3552 0.01 0.08 0.00 0.00 0.22 0.00 0.31 0.00 0.00 0.01 0.05 -4.27 0.08 -3.12 0.05 #NUM! #NUM! 1.45 #NUM!

BEST4 2096 0.12 0.17 0.09 0.02 0.00 0.29 0.10 0.00 0.10 0.06 0.11 -3.13 0.07 0.83 1.37 0.48 -2.01 #NUM! 1.35

BET1 3061 3.22 3.10 2.49 2.62 5.17 7.06 2.05 1.49 4.97 5.18 3.94 1.98 3.42 -0.09 -0.14 -0.46 -0.39 0.60 0.84

BET1L 2971 10.67 18.63 17.86 9.84 24.39 11.56 13.85 9.67 24.00 14.77 15.49 3.95 15.57 -0.55 0.26 0.20 -0.66 0.65 -0.42

BET3L 1118 0.05 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.05 0.02 0.02 -5.67 0.02 1.64 #NUM! 1.87 #NUM! #NUM! #NUM!

BEX1 862 0.26 0.60 0.13 0.23 0.11 3.35 0.27 0.08 2.08 0.00 0.78 -0.36 0.61 -1.23 -0.01 -2.21 -1.38 -2.41 2.10

BEX2 1100 0.93 1.21 0.70 2.99 4.61 12.06 1.92 2.34 2.10 15.03 3.75 1.91 5.35 -2.52 -2.14 -2.93 -0.84 -0.22 1.69

BEX4 1290 11.63 13.21 5.15 27.07 3.76 41.08 15.99 17.21 41.77 48.23 16.98 4.09 30.80 -1.41 -1.22 -2.58 -0.19 -3.04 1.27

BEX5 882 1.18 1.01 0.28 0.10 0.29 6.43 1.95 1.17 3.12 9.12 1.55 0.63 3.84 -1.70 -1.93 -3.78 -5.27 -3.71 2.05

BFAR 3060 11.16 23.78 12.01 18.71 30.19 17.99 11.17 11.80 23.46 18.25 18.97 4.25 16.17 -0.53 0.56 -0.43 0.21 0.90 -0.08

BFSP1 2215 0.43 0.32 0.26 0.98 1.39 1.33 0.41 0.33 1.20 0.77 0.79 -0.35 0.68 -0.67 -1.08 -1.37 0.54 1.03 0.76

BFSP2 1644 0.07 0.09 0.20 0.04 0.05 0.17 0.00 0.02 0.02 0.03 0.10 -3.28 0.02 2.10 2.43 3.65 1.43 1.58 0.70

BGLAP 562 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BGN 2465 97.10 468.61 111.47 113.74 82.24 287.50 87.29 92.91 255.90 142.62 193.44 7.60 144.68 -0.58 1.70 -0.38 -0.35 -0.81 0.57

BHLHA15 706 0.67 1.20 1.39 0.00 0.27 0.08 0.68 0.70 0.17 0.12 0.60 -0.73 0.41 0.70 1.53 1.75 #NUM! -0.63 -2.85

BHLHA9 708 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.10 0.04 0.00 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

BHLHB9 4099 0.62 0.00 1.07 0.95 0.58 1.36 0.92 0.72 1.34 0.00 0.76 -0.39 0.75 -0.26 #NUM! 0.52 0.35 -0.36 0.83

BHLHE22 3413 0.70 1.53 1.22 0.57 0.04 2.72 0.83 1.32 1.73 2.39 1.13 0.18 1.57 -1.16 -0.04 -0.37 -1.46 -5.18 1.27

BHLHE23 1057 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BHLHE40 3061 60.15 195.17 478.05 229.90 177.30 189.45 134.46 468.94 144.93 330.92 221.67 7.79 269.81 -2.17 -0.47 0.83 -0.23 -0.61 -0.23

BHLHE41 3796 3.89 14.63 3.41 1.64 0.77 12.83 2.49 8.11 1.73 17.90 6.19 2.63 7.56 -0.96 0.95 -1.15 -2.21 -3.30 1.05

BHMT 2515 0.02 0.03 0.33 0.00 0.00 0.09 0.08 0.03 0.04 0.03 0.08 -3.67 0.04 -1.03 -0.45 2.91 #NUM! #NUM! 0.18

BHMT2 2651 0.47 1.34 0.21 0.16 0.26 2.57 0.51 0.38 3.05 2.31 0.84 -0.26 1.56 -1.72 -0.22 -2.88 -3.25 -2.56 1.62

BICC1 3119 1.67 8.32 3.15 2.59 0.06 4.69 1.63 2.81 2.81 3.47 3.41 1.77 2.68 -0.68 1.63 0.23 -0.05 -5.41 0.46

BICD1 3589 1.75 2.81 11.41 9.02 2.27 2.63 1.37 5.97 2.98 2.27 4.98 2.32 3.15 -0.85 -0.16 1.86 1.52 -0.47 -0.92

BICD2 6433 8.58 14.14 19.07 28.74 30.52 10.97 20.37 35.90 8.36 37.26 18.67 4.22 25.47 -1.57 -0.85 -0.42 0.17 0.26 -0.77

BID 2506 14.57 8.09 18.58 19.04 16.25 10.92 4.20 3.25 8.91 7.27 14.58 3.87 5.91 1.30 0.45 1.65 1.69 1.46 -0.42

BIK 963 14.43 5.75 52.44 2.54 21.31 3.55 3.41 4.42 0.14 4.72 16.67 4.06 3.17 2.18 0.86 4.05 -0.32 2.75 -2.23

BIN1 2637 4.24 14.09 7.67 13.29 28.76 17.37 12.20 9.40 42.72 20.66 14.24 3.83 21.25 -2.32 -0.59 -1.47 -0.68 0.44 0.29

BIN2 2228 5.37 10.41 10.57 6.45 3.82 10.86 4.06 3.55 3.33 2.45 7.91 2.98 3.35 0.68 1.64 1.66 0.95 0.19 0.46

BIN3 1863 8.13 9.48 0.00 7.49 21.73 10.43 0.00 0.00 17.52 13.62 9.54 3.25 7.78 0.06 0.28 #NUM! -0.06 1.48 0.13

BIRC2 3753 7.46 11.12 7.32 15.09 176.19 14.88 10.69 11.47 10.90 12.15 38.68 5.27 11.30 -0.60 -0.02 -0.63 0.42 3.96 -1.38

BIRC3 5243 2.68 5.55 7.89 2.79 127.87 17.82 1.31 2.87 5.04 6.77 27.43 4.78 4.00 -0.58 0.47 0.98 -0.52 5.00 -0.62

BIRC5 2724 12.41 10.12 16.03 12.05 20.04 5.73 2.87 2.15 0.39 1.14 12.73 3.67 1.64 2.92 2.63 3.29 2.88 3.61 -1.15

BIRC6 15718 3.96 4.97 10.72 4.56 0.78 2.90 6.94 4.59 1.80 7.99 4.65 2.22 5.33 -0.43 -0.10 1.01 -0.22 -2.77 -0.68

BIRC7 1322 0.00 0.24 0.08 0.03 0.21 0.42 0.00 0.27 0.08 0.25 0.16 -2.60 0.15 #NUM! 0.71 -0.87 -2.43 0.53 1.36

BIRC8 2023 0.00 0.04 0.09 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.02 -5.47 0.01 #NUM! 1.52 2.74 #NUM! #NUM! #NUM!

BIVM 3873 1.38 0.00 1.16 3.94 0.99 3.41 0.00 1.39 0.00 2.64 1.81 0.86 1.01 0.46 #NUM! 0.21 1.97 -0.02 0.91

BIVM-ERCC5 5143 2.27 3.02 1.03 0.00 0.00 0.00 2.51 1.84 0.00 0.00 1.05 0.07 1.09 1.06 1.47 -0.08 #NUM! #NUM! #NUM!

BK250D10.8 1506 0.06 0.00 0.00 0.00 0.37 0.13 0.00 0.02 0.00 0.02 0.09 -3.43 0.01 2.71 #NUM! #NUM! #NUM! 5.42 0.51

BLCAP 2216 34.50 45.40 30.41 22.91 70.90 39.12 30.09 24.03 34.35 29.56 40.54 5.34 29.51 0.23 0.62 0.04 -0.37 1.26 -0.05

BLID 862 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

BLK 2642 0.25 0.49 0.48 0.49 0.00 0.60 0.18 0.07 0.10 0.15 0.38 -1.38 0.13 0.96 1.94 1.92 1.96 #NUM! 0.63

BLM 4528 1.64 1.01 3.26 3.57 0.65 1.44 2.57 1.15 0.11 0.21 1.93 0.95 1.01 0.70 0.00 1.69 1.82 -0.64 -0.42

BLMH 2543 6.42 9.93 8.67 8.87 8.26 13.54 7.34 10.95 14.12 12.93 9.28 3.21 11.33 -0.82 -0.19 -0.39 -0.35 -0.46 0.54

BLNK 1829 7.93 10.67 26.00 35.14 5.57 9.18 18.30 27.70 1.04 15.21 15.75 3.98 15.56 -0.97 -0.54 0.74 1.18 -1.48 -0.78

BLOC1S1 853 150.48 99.75 114.20 103.47 211.67 0.00 115.39 74.16 0.00 0.00 113.26 6.82 47.39 1.67 1.07 1.27 1.13 2.16 #NUM!

BLOC1S1-RDH5 1213 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BLOC1S2 2024 8.70 4.89 6.20 10.62 35.60 34.33 5.55 5.47 6.74 38.42 16.72 4.06 14.04 -0.69 -1.52 -1.18 -0.40 1.34 1.04

BLOC1S3 2617 3.26 4.33 4.09 8.20 2.38 1.95 3.68 2.92 2.10 1.78 4.04 2.01 2.62 0.32 0.72 0.64 1.65 -0.14 -1.05

BLVRA 1094 29.34 14.16 25.33 14.34 82.30 45.95 17.75 15.22 44.45 42.18 35.24 5.14 29.90 -0.03 -1.08 -0.24 -1.06 1.46 0.38

BLVRB 874 100.05 62.60 55.14 143.57 107.48 86.70 68.37 41.94 73.81 77.01 92.59 6.53 65.28 0.62 -0.06 -0.24 1.14 0.72 -0.09

BLZF1 2344 12.75 10.97 13.55 14.67 5.85 12.34 7.56 16.57 4.11 8.53 11.69 3.55 9.19 0.47 0.25 0.56 0.67 -0.65 0.08

BMF 4700 2.50 4.02 2.64 1.83 1.80 2.59 0.92 0.62 1.38 2.33 2.56 1.36 1.31 0.93 1.61 1.01 0.48 0.46 0.02

BMI1 3435 6.12 9.19 12.76 5.64 0.00 9.42 7.31 7.51 9.00 3.35 7.19 2.85 6.79 -0.15 0.44 0.91 -0.27 #NUM! 0.39

BMP1 3872 10.42 23.59 9.18 25.45 66.43 9.40 11.57 6.45 30.56 11.62 24.08 4.59 15.05 -0.53 0.65 -0.71 0.76 2.14 -1.36

BMP10 1584 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

BMP2 3150 3.70 7.19 3.20 8.83 14.00 5.69 5.31 18.12 2.69 7.27 7.10 2.83 8.35 -1.17 -0.21 -1.38 0.08 0.75 -0.32

BMP2K 3859 2.39 4.64 6.96 8.92 2.13 5.42 5.00 6.85 3.22 5.46 5.08 2.34 5.13 -1.10 -0.15 0.44 0.80 -1.27 0.09

BMP3 5734 0.04 0.14 0.00 0.01 0.00 0.45 0.03 0.00 0.03 0.08 0.11 -3.23 0.04 0.32 1.95 #NUM! -2.68 #NUM! 2.08

BMP4 1957 5.41 8.38 1.13 1.33 0.96 5.24 7.40 5.35 16.35 7.57 3.74 1.90 9.17 -0.76 -0.13 -3.02 -2.78 -3.26 0.49

BMP5 2207 0.06 0.00 0.00 0.03 0.00 0.02 0.01 0.00 0.09 0.02 0.02 -5.70 0.03 1.02 #NUM! #NUM! 0.03 #NUM! 0.18

BMP6 3105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BMP7 4049 8.61 4.22 3.70 15.43 2.36 7.84 13.95 11.18 0.72 6.48 7.03 2.81 8.08 0.09 -0.94 -1.13 0.93 -1.78 0.16

BMP8A 5642 0.90 2.70 1.11 2.39 1.44 1.75 1.63 1.64 2.60 2.83 1.72 0.78 2.17 -1.27 0.31 -0.96 0.14 -0.60 0.03

BMP8B 3773 1.10 1.30 2.00 1.31 3.90 2.07 0.79 0.76 2.37 1.11 1.95 0.96 1.26 -0.19 0.05 0.67 0.06 1.63 0.09

BMPER 3399 0.10 0.63 0.02 0.06 1.57 0.51 0.86 0.23 6.81 0.95 0.48 -1.05 2.21 -4.44 -1.80 -6.95 -5.26 -0.49 0.07

BMPR1A 3631 4.02 6.77 5.14 6.42 3.23 7.77 6.39 5.35 8.50 8.41 5.56 2.47 7.16 -0.83 -0.08 -0.48 -0.16 -1.15 0.48

BMPR1B 5560 0.14 0.83 0.64 0.66 0.54 0.22 0.07 0.01 0.28 0.34 0.51 -0.98 0.18 -0.34 2.25 1.87 1.91 1.63 -1.21

BMPR2 12086 2.40 6.65 4.16 5.63 1.11 10.22 4.46 6.41 7.51 7.89 5.03 2.33 6.57 -1.45 0.02 -0.66 -0.22 -2.57 1.02

BMS1 8048 3.13 7.96 11.01 27.68 5.18 10.14 7.14 9.75 5.10 10.50 10.85 3.44 8.12 -1.38 -0.03 0.44 1.77 -0.65 -0.10

BMS1P1 4234 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BMS1P4 1960 1.58 5.15 0.00 4.67 0.52 1.46 1.58 1.97 0.00 1.35 2.23 1.16 1.22 0.37 2.07 #NUM! 1.93 -1.24 -0.62

BMS1P5 4235 0.40 3.92 1.28 3.50 0.29 1.12 0.88 1.15 0.71 1.19 1.75 0.81 0.98 -1.30 1.99 0.38 1.83 -1.79 -0.64

BMX 2592 0.27 0.52 0.64 0.15 0.02 2.31 0.49 0.87 2.75 2.36 0.65 -0.62 1.62 -2.59 -1.64 -1.33 -3.46 -6.35 1.83

BNC1 4627 8.44 3.25 50.92 23.60 15.67 1.56 4.29 6.28 0.12 4.09 17.24 4.11 3.70 1.19 -0.19 3.78 2.67 2.08 -3.47

BNC2 12926 0.57 1.91 0.52 0.40 0.05 1.11 1.65 1.14 3.51 2.08 0.76 -0.40 2.09 -1.87 -0.13 -2.02 -2.39 -5.53 0.55

BNIP1 1388 4.73 5.56 3.90 4.10 11.96 8.18 3.59 5.72 7.98 8.04 6.41 2.68 6.33 -0.42 -0.19 -0.70 -0.63 0.92 0.35

BNIP2 2533 7.65 8.95 14.17 9.38 8.39 17.76 8.04 11.13 15.06 23.08 11.05 3.47 14.33 -0.90 -0.68 -0.02 -0.61 -0.77 0.68

BNIP3 1535 20.18 18.25 21.92 35.96 103.31 25.18 89.67 138.17 28.32 37.72 37.47 5.23 73.47 -1.86 -2.01 -1.74 -1.03 0.49 -0.57

BNIP3L 3505 21.21 16.41 21.52 8.90 17.48 33.20 24.61 43.56 25.28 29.29 19.79 4.31 30.68 -0.53 -0.90 -0.51 -1.79 -0.81 0.75

BNIPL 2412 9.15 10.77 3.76 7.81 0.16 5.36 39.77 31.94 0.03 19.03 6.17 2.62 22.69 -1.31 -1.08 -2.59 -1.54 -7.13 -0.20

BOC 4293 1.70 8.87 1.99 0.00 1.56 5.85 9.19 13.51 18.43 7.95 3.33 1.74 12.27 -2.85 -0.47 -2.62 #NUM! -2.97 0.81

BOD1 1934 13.20 12.19 8.32 17.72 25.54 32.53 9.62 9.26 27.40 20.51 18.25 4.19 16.70 -0.34 -0.45 -1.00 0.09 0.61 0.83

BOD1L 10542 3.25 10.85 9.60 8.47 1.18 3.17 9.41 9.54 4.76 4.56 6.09 2.61 7.06 -1.12 0.62 0.44 0.26 -2.58 -0.94

BOD1P 3347 0.00 0.00 0.01 0.00 0.05 0.00 0.03 0.00 0.01 0.01 0.01 -6.59 0.01 #NUM! #NUM! -0.56 -2.78 1.92 #NUM!

BOK 2617 7.43 10.93 4.66 8.32 16.83 6.73 15.10 6.82 28.70 12.12 9.15 3.19 15.68 -1.08 -0.52 -1.75 -0.92 0.10 -0.44

BOK-AS1 849 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BOLA1 872 11.58 5.93 4.49 6.56 26.16 14.47 6.23 2.14 12.95 7.56 11.53 3.53 7.22 0.68 -0.28 -0.69 -0.14 1.86 0.33

BOLA2 1030 56.07 32.68 38.13 46.32 100.33 35.51 17.19 17.09 19.82 25.41 51.51 5.69 19.88 1.50 0.72 0.94 1.22 2.34 -0.54

BOLA3 554 86.09 24.76 53.67 32.69 74.55 31.96 24.07 21.79 26.64 28.56 50.62 5.66 25.27 1.77 -0.03 1.09 0.37 1.56 -0.66

BOLL 2842 0.07 0.00 0.02 0.04 0.08 0.03 0.01 0.00 0.00 0.00 0.04 -4.69 0.00 4.70 #NUM! 3.16 3.84 5.04 -0.62

BOP1 2422 6.96 8.40 17.75 13.78 63.44 7.76 7.91 6.29 12.33 9.39 19.68 4.30 8.98 -0.37 -0.10 0.98 0.62 2.82 -1.34

BPESC1 3518 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

BPGM 2121 30.57 12.57 18.77 29.50 20.07 19.64 39.49 78.01 12.22 33.51 21.85 4.45 40.81 -0.42 -1.70 -1.12 -0.47 -1.02 -0.15

BPHL 1844 6.36 0.00 0.00 6.07 8.45 0.00 5.45 0.00 0.00 0.00 3.48 1.80 1.36 2.22 #NUM! #NUM! 2.16 2.63 #NUM!

BPI 1901 0.22 0.50 0.09 0.08 0.03 0.39 0.35 0.14 0.52 0.85 0.22 -2.21 0.46 -1.04 0.10 -2.39 -2.62 -4.05 0.84

BPIFA1 1090 0.00 0.00 0.00 0.04 0.13 0.00 0.00 0.00 0.00 0.00 0.03 -5.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BPIFA2 1054 0.00 0.03 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BPIFB1 1734 0.00 7.76 0.00 2.71 3.17 0.23 0.03 0.02 0.10 2.92 2.31 1.21 0.77 #NUM! 3.34 #NUM! 1.82 2.05 -3.36

BPIFB2 1897 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.26 0.00 #NUM! 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

BPIFB4 2174 0.00 0.01 0.00 0.00 6.80 0.00 0.00 0.00 0.00 0.01 1.14 0.18 0.00 #NUM! 2.13 #NUM! #NUM! 11.22 -9.07

BPIFC 1980 0.59 0.97 0.00 1.87 0.00 0.02 0.86 0.36 0.00 0.08 0.58 -0.79 0.33 0.87 1.57 #NUM! 2.52 #NUM! -4.57

BPNT1 2461 7.26 12.90 11.18 9.38 13.27 10.01 5.02 5.05 7.34 7.43 10.67 3.41 6.21 0.23 1.05 0.85 0.59 1.10 -0.09

BPTF 10914 6.51 10.34 13.90 12.81 1.73 3.83 9.00 9.72 1.72 3.61 8.19 3.03 6.01 0.11 0.78 1.21 1.09 -1.79 -1.09

BRAF 2949 2.59 3.42 8.71 3.38 1.89 7.71 7.27 6.48 1.89 2.56 4.61 2.21 4.55 -0.81 -0.41 0.94 -0.43 -1.27 0.74

BRAP 4043 3.54 4.45 5.69 6.14 2.96 4.37 4.19 3.47 3.59 3.44 4.53 2.18 3.67 -0.05 0.28 0.63 0.74 -0.31 -0.05

BRAT1 3013 10.35 13.97 15.03 22.53 25.65 9.87 10.43 7.61 17.14 10.55 16.23 4.02 11.43 -0.14 0.29 0.39 0.98 1.17 -0.72

BRCA1 7287 1.26 2.42 3.69 6.47 0.00 0.00 2.96 2.46 0.41 0.59 2.31 1.21 1.61 -0.35 0.59 1.20 2.01 #NUM! #NUM!

BRCA2 11386 0.26 2.13 6.83 4.84 0.06 1.02 1.39 2.12 0.01 0.29 2.52 1.34 0.95 -1.86 1.16 2.84 2.34 -3.99 -1.31

BRCC3 2937 9.49 9.40 7.63 5.13 2.72 7.41 5.33 6.09 1.86 3.38 6.96 2.80 4.16 1.19 1.17 0.87 0.30 -0.61 0.09

BRD1 4617 1.89 0.00 7.37 1.86 2.68 0.00 6.72 7.24 7.77 3.28 2.30 1.20 6.25 -1.72 #NUM! 0.24 -1.75 -1.22 #NUM!

BRD2 4907 39.03 57.60 124.39 85.74 48.75 52.97 43.88 60.68 53.85 60.12 68.08 6.09 54.63 -0.49 0.08 1.19 0.65 -0.16 -0.36

BRD3 5673 2.50 9.54 5.65 8.68 8.53 5.22 5.35 4.44 7.10 4.66 6.68 2.74 5.39 -1.11 0.82 0.07 0.69 0.66 -0.36

BRD4 5198 7.08 25.96 37.65 15.11 19.24 6.31 22.16 21.10 12.04 10.15 18.56 4.21 16.36 -1.21 0.67 1.20 -0.11 0.23 -1.56

BRD7 2330 28.97 28.17 23.85 37.20 16.78 22.37 29.64 27.25 19.28 21.84 26.22 4.71 24.50 0.24 0.20 -0.04 0.60 -0.55 -0.23

BRD7P3 2474 0.00 0.01 0.00 0.05 0.00 0.00 0.03 0.04 0.01 0.01 0.01 -6.51 0.02 #NUM! -1.15 #NUM! 1.18 #NUM! #NUM!

BRD8 4074 4.94 9.12 4.99 8.48 7.71 10.50 7.00 6.57 10.87 8.28 7.62 2.93 8.18 -0.73 0.16 -0.71 0.05 -0.09 0.46

BRD9 2878 6.88 8.89 15.51 12.00 11.17 8.11 7.34 18.05 11.59 5.75 10.43 3.38 10.68 -0.64 -0.27 0.54 0.17 0.06 -0.36

BRDT 3361 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BRE 1932 28.80 27.86 26.85 29.50 44.80 20.61 26.55 23.16 35.72 21.11 29.74 4.89 26.64 0.11 0.06 0.01 0.15 0.75 -0.53

BREA2 1002 0.00 0.03 0.07 0.31 0.26 0.05 0.16 0.00 0.03 0.00 0.12 -3.06 0.05 #NUM! -0.60 0.62 2.72 2.45 -1.17

BRF1 3660 0.00 0.00 0.00 0.00 7.11 0.00 0.00 0.00 0.00 0.00 1.19 0.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BRF2 2007 0.00 0.00 0.00 0.00 8.43 0.00 0.00 0.00 0.00 0.00 1.40 0.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BRI3 809 57.17 89.83 73.86 52.68 218.03 125.25 86.94 40.68 129.87 132.70 102.80 6.68 97.55 -0.77 -0.12 -0.40 -0.89 1.16 0.28

BRI3BP 1272 4.15 3.25 6.69 5.47 10.59 2.28 2.33 1.86 0.75 1.36 5.40 2.43 1.58 1.40 1.05 2.08 1.80 2.75 -1.25

BRIP1 8166 0.73 1.14 4.01 3.21 1.37 0.83 1.15 0.93 0.02 0.18 1.88 0.91 0.57 0.36 1.01 2.82 2.50 1.27 -1.18

BRIX1 1303 23.49 15.11 80.33 34.71 24.50 25.78 18.68 21.54 12.58 25.14 33.99 5.09 19.49 0.27 -0.37 2.04 0.83 0.33 -0.40

BRK1 1197 115.81 80.96 81.64 82.72 62.66 127.75 87.47 79.14 189.81 141.06 91.92 6.52 124.37 -0.10 -0.62 -0.61 -0.59 -0.99 0.47

BRMS1 1455 23.71 10.51 20.46 27.46 110.92 34.60 10.53 8.38 20.82 19.69 37.94 5.25 14.85 0.67 -0.50 0.46 0.89 2.90 -0.13

BRMS1L 2604 2.24 2.62 2.85 2.86 2.31 6.33 1.33 1.79 3.21 4.30 3.20 1.68 2.66 -0.24 -0.02 0.10 0.11 -0.20 0.98

BROX 1686 7.95 10.76 8.31 8.06 5.18 10.50 6.07 8.57 0.00 5.64 8.46 3.08 5.07 0.65 1.09 0.71 0.67 0.03 0.31

BRP44 2392 26.83 21.88 13.41 33.81 83.37 27.52 32.20 10.54 16.56 16.61 34.47 5.11 18.97 0.50 0.21 -0.50 0.83 2.14 -0.32

BRP44L 962 23.99 18.32 12.99 14.41 19.59 46.48 25.93 18.14 33.70 31.08 22.63 4.50 27.21 -0.18 -0.57 -1.07 -0.92 -0.47 1.04

BRPF1 4728 2.05 6.70 10.41 7.34 3.04 3.02 4.66 4.59 5.00 3.39 5.43 2.44 4.41 -1.11 0.60 1.24 0.73 -0.54 -0.85

BRPF3 6054 1.98 6.25 6.74 8.96 2.58 3.75 5.63 5.08 5.71 3.58 5.04 2.33 5.00 -1.33 0.32 0.43 0.84 -0.96 -0.43

BRS3 1413 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

BRSK1 3109 0.35 1.74 1.57 0.69 0.79 0.82 0.38 0.52 3.41 0.77 0.99 -0.01 1.27 -1.87 0.46 0.31 -0.87 -0.69 -0.28

BRSK2 3506 0.16 0.11 0.05 0.09 0.16 0.25 0.20 0.09 1.00 0.40 0.14 -2.85 0.42 -1.41 -1.89 -3.00 -2.19 -1.41 0.87

BRWD1 13003 2.35 4.62 4.86 9.33 9.17 8.38 3.23 3.65 6.91 9.07 6.45 2.69 5.72 -1.28 -0.31 -0.23 0.71 0.68 0.38

BRWD3 12793 0.51 1.96 1.43 1.55 0.24 1.94 1.15 1.66 0.48 1.09 1.27 0.35 1.10 -1.12 0.84 0.39 0.50 -2.19 0.61

BSCL2 2102 40.49 28.04 0.00 28.88 54.71 35.29 25.24 18.34 26.61 19.62 31.23 4.97 22.45 0.85 0.32 #NUM! 0.36 1.28 0.18

BSDC1 2925 14.56 17.97 13.67 28.37 25.45 25.25 17.34 18.24 28.42 24.57 20.88 4.38 22.14 -0.60 -0.30 -0.70 0.36 0.20 0.27

BSG 2024 225.39 128.09 193.17 368.19 312.70 162.26 140.35 91.05 342.06 162.32 231.63 7.86 183.94 0.29 -0.52 0.07 1.00 0.77 -0.51

BSN 15964 0.01 0.09 0.02 0.04 0.01 0.01 0.03 0.01 0.03 0.02 0.03 -4.98 0.02 -0.96 2.15 0.16 0.90 -1.54 -1.20

BSND 1396 0.06 0.00 0.00 0.00 0.04 0.00 0.02 0.00 0.00 0.00 0.02 -5.88 0.01 3.51 #NUM! #NUM! #NUM! 2.83 #NUM!

BSPH1 654 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BSPRY 2354 3.30 5.80 7.09 3.11 6.39 3.45 6.09 4.85 0.22 4.97 4.86 2.28 4.03 -0.29 0.52 0.81 -0.38 0.66 -0.49

BST1 1497 2.46 2.05 2.21 1.31 1.36 9.09 2.93 3.80 9.11 5.19 3.08 1.62 5.26 -1.10 -1.36 -1.25 -2.01 -1.95 1.56

BST2 983 124.75 63.13 94.36 195.08 818.23 176.63 26.98 27.61 103.41 85.51 245.36 7.94 60.88 1.04 0.05 0.63 1.68 3.75 -0.47

BSX 702 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BTAF1 7054 2.21 6.14 4.57 7.19 2.15 4.25 5.87 6.75 2.24 7.68 4.42 2.14 5.64 -1.35 0.12 -0.30 0.35 -1.39 -0.06

BTBD1 3308 16.00 12.68 20.24 15.33 9.05 20.65 10.07 11.61 15.97 19.31 15.66 3.97 14.24 0.17 -0.17 0.51 0.11 -0.65 0.40

BTBD10 2520 7.63 7.80 12.65 8.30 12.19 12.54 7.46 10.50 13.95 13.91 10.19 3.35 11.46 -0.59 -0.55 0.14 -0.46 0.09 0.30

BTBD11 5760 3.61 3.82 8.37 7.53 1.31 0.92 6.95 10.17 0.21 5.66 4.26 2.09 5.75 -0.67 -0.59 0.54 0.39 -2.13 -2.21

BTBD16 1848 0.12 0.30 0.12 0.11 0.15 0.07 0.17 0.08 0.08 4.04 0.14 -2.79 1.09 -3.19 -1.88 -3.15 -3.28 -2.83 -1.15

BTBD17 1678 0.00 0.00 0.00 0.00 0.03 0.00 0.02 0.03 0.03 0.03 0.01 -7.59 0.03 #NUM! #NUM! #NUM! #NUM! 0.21 #NUM!

BTBD18 3061 0.00 0.00 0.06 0.01 0.00 0.01 0.00 0.11 0.01 0.00 0.01 -6.24 0.03 #NUM! #NUM! 1.00 -1.48 #NUM! -0.80

BTBD19 1572 0.27 6.99 1.58 3.60 0.42 2.43 1.10 1.56 0.54 1.30 2.55 1.35 1.12 -2.06 2.64 0.49 1.68 -1.43 -0.07

BTBD2 2656 28.85 24.94 38.98 37.31 33.45 15.63 29.30 19.75 31.01 18.24 29.86 4.90 24.58 0.23 0.02 0.67 0.60 0.44 -0.93

BTBD3 4857 3.84 13.25 3.55 3.80 5.89 5.81 4.32 3.48 8.86 4.68 6.02 2.59 5.34 -0.47 1.31 -0.59 -0.49 0.14 -0.05

BTBD6 2001 17.72 22.98 26.64 19.16 30.41 25.04 17.25 15.59 26.91 22.74 23.66 4.56 20.62 -0.22 0.16 0.37 -0.11 0.56 0.08

BTBD7 8448 2.10 4.54 3.88 5.32 1.77 3.72 5.56 3.69 2.68 3.57 3.55 1.83 3.87 -0.88 0.23 0.00 0.46 -1.13 0.07

BTBD8 1465 0.00 0.12 0.19 0.12 0.06 0.18 0.04 0.00 0.09 0.00 0.11 -3.18 0.03 #NUM! 1.89 2.53 1.95 0.80 0.69

BTBD9 8967 0.43 1.68 1.44 1.26 0.50 0.78 1.76 1.44 1.13 1.19 1.01 0.02 1.38 -1.69 0.28 0.06 -0.13 -1.45 -0.38

BTC 1323 0.11 1.06 0.08 0.62 0.82 1.54 1.71 1.08 1.05 2.62 0.70 -0.51 1.61 -3.88 -0.61 -4.39 -1.38 -0.98 1.13

BTD 2082 5.99 9.74 4.66 8.60 4.86 5.11 3.77 6.94 9.39 7.05 6.49 2.70 6.78 -0.18 0.52 -0.54 0.34 -0.48 -0.35

BTF3 1262 438.34 359.54 267.22 528.67 597.06 589.12 419.28 471.90 502.95 650.05 463.32 8.86 511.04 -0.22 -0.51 -0.94 0.05 0.22 0.35

BTF3L4 2345 8.94 7.10 12.35 12.97 45.52 14.04 7.13 7.43 9.09 10.28 16.82 4.07 8.48 0.08 -0.26 0.54 0.61 2.42 -0.26

BTG1 4704 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BTG2 2718 27.39 58.09 42.49 34.70 54.37 247.54 39.21 86.66 143.70 238.33 77.43 6.27 126.98 -2.21 -1.13 -1.58 -1.87 -1.22 1.68

BTG3 1596 18.74 23.60 34.73 46.90 52.52 78.60 15.34 30.87 29.00 58.02 42.52 5.41 33.31 -0.83 -0.50 0.06 0.49 0.66 0.89

BTG4 1000 0.00 0.00 0.00 0.23 0.11 0.00 0.00 0.00 0.00 0.00 0.06 -4.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

BTK 2611 1.77 2.76 3.53 1.41 1.43 4.21 4.12 2.60 2.33 2.26 2.52 1.33 2.83 -0.68 -0.04 0.32 -1.00 -0.98 0.74

BTLA 3216 0.11 0.40 0.57 0.24 0.03 0.65 0.02 0.04 0.02 0.08 0.33 -1.59 0.04 1.51 3.35 3.85 2.60 -0.29 0.97

BTN1A1 2859 0.01 0.04 0.01 0.04 0.00 0.04 0.00 0.00 0.03 0.02 0.02 -5.49 0.01 -0.37 1.63 -0.14 1.55 #NUM! 0.88

BTN2A1 3162 3.16 9.72 5.30 6.13 7.41 6.28 4.24 3.52 18.30 11.39 6.33 2.66 9.36 -1.57 0.05 -0.82 -0.61 -0.34 -0.01

BTN2A2 3621 2.26 3.99 2.35 1.86 5.03 5.41 1.00 1.03 2.65 0.00 3.48 1.80 1.17 0.94 1.77 1.00 0.67 2.10 0.64

BTN2A3 2483 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

BTN3A1 4191 7.09 26.79 11.44 9.30 0.00 12.43 5.78 8.10 11.07 6.99 11.18 3.48 7.99 -0.17 1.75 0.52 0.22 #NUM! 0.15

BTN3A2 4096 0.00 34.19 26.19 18.77 18.85 11.69 5.39 6.49 0.00 11.10 18.28 4.19 5.75 #NUM! 2.57 2.19 1.71 1.71 -0.65

BTN3A3 3019 8.46 20.60 0.00 5.95 8.62 18.80 5.62 6.48 16.45 9.98 10.41 3.38 9.63 -0.19 1.10 #NUM! -0.69 -0.16 0.85

BTNL2 1368 0.06 0.17 0.00 0.32 0.00 0.13 0.00 0.11 0.00 0.57 0.11 -3.14 0.17 -1.41 0.01 #NUM! 0.92 #NUM! 0.19

BTNL3 2454 0.08 0.07 0.00 0.04 0.09 0.01 0.09 0.04 0.14 0.01 0.05 -4.32 0.07 0.18 0.04 #NUM! -0.78 0.38 -1.96

BTNL8 2239 0.10 1.92 0.10 0.07 0.08 0.12 0.04 0.02 0.00 0.01 0.40 -1.33 0.02 2.59 6.86 2.64 2.01 2.31 -1.75

BTNL9 3520 0.23 0.55 0.28 2.36 0.52 2.66 0.88 0.96 1.91 2.30 1.10 0.14 1.51 -2.71 -1.47 -2.44 0.64 -1.53 1.27

BTRC 6146 3.05 3.52 2.13 4.66 2.17 2.52 3.77 4.72 2.90 3.02 3.01 1.59 3.60 -0.24 -0.03 -0.76 0.37 -0.73 -0.25

BUB1 3509 4.26 3.30 11.53 9.24 3.70 3.01 1.46 2.47 0.12 0.76 5.84 2.55 1.20 1.82 1.45 3.26 2.94 1.62 -0.96

BUB1B 3749 3.51 1.80 6.17 5.53 2.03 3.27 0.98 2.10 0.08 0.84 3.72 1.89 1.00 1.81 0.85 2.63 2.47 1.02 -0.19

BUB3 2782 48.08 35.26 42.27 52.50 63.59 43.78 23.23 28.45 20.49 28.53 47.58 5.57 25.18 0.93 0.49 0.75 1.06 1.34 -0.12

BUD13 2216 6.43 6.44 6.81 4.83 11.69 7.59 5.80 4.57 9.03 8.10 7.30 2.87 6.88 -0.10 -0.09 -0.01 -0.51 0.77 0.06

BUD31 1060 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 40.03 0.00 #NUM! 10.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!



BVES 5599 0.22 0.99 0.34 0.19 0.47 0.95 1.09 0.34 2.60 0.82 0.53 -0.93 1.22 -2.45 -0.29 -1.84 -2.67 -1.38 0.85

BYSL 2005 4.27 3.46 10.26 5.13 18.83 5.86 4.78 4.24 7.87 6.65 7.97 2.99 5.89 -0.46 -0.77 0.80 -0.20 1.68 -0.44

BZRAP1 7706 0.00 1.66 0.00 0.00 0.00 0.00 0.98 1.80 2.09 2.71 0.28 -1.85 1.89 #NUM! -0.18 #NUM! #NUM! #NUM! #NUM!

BZW1 3400 28.05 27.58 38.70 57.50 105.52 71.35 31.55 31.68 35.42 84.41 54.78 5.78 45.76 -0.71 -0.73 -0.24 0.33 1.21 0.38

BZW2 1883 29.90 12.09 36.12 17.10 51.05 26.31 16.06 15.40 44.23 28.27 28.76 4.85 25.99 0.20 -1.10 0.47 -0.60 0.97 -0.13

C10orf10 2060 5.25 39.23 8.39 4.61 41.42 60.17 2.72 8.13 89.08 70.02 26.51 4.73 42.49 -3.02 -0.12 -2.34 -3.20 -0.04 1.18

C10orf105 4837 0.08 0.00 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C10orf107 1270 0.84 0.88 0.19 0.00 0.11 2.25 0.66 0.26 1.22 2.23 0.71 -0.49 1.09 -0.38 -0.32 -2.51 #NUM! -3.33 1.66

C10orf108 1943 0.11 0.63 0.08 0.09 0.01 0.16 0.19 0.04 0.99 0.36 0.18 -2.48 0.39 -1.79 0.68 -2.35 -2.13 -4.88 -0.21

C10orf11 896 5.44 2.09 3.72 7.03 14.74 9.59 28.04 5.85 9.47 6.48 7.10 2.83 12.46 -1.20 -2.58 -1.74 -0.83 0.24 0.43

C10orf111 1785 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf113 618 0.00 0.00 0.07 0.00 0.00 0.00 0.19 0.00 0.00 0.00 0.01 -6.42 0.05 #NUM! #NUM! 0.59 #NUM! #NUM! #NUM!

C10orf114 2006 0.61 0.39 0.73 0.67 4.41 0.53 1.30 1.02 1.90 0.82 1.22 0.29 1.26 -1.06 -1.70 -0.80 -0.90 1.81 -1.20

C10orf116 672 169.10 75.55 80.84 354.96 217.24 232.91 226.88 96.79 487.47 319.26 188.43 7.56 282.60 -0.74 -1.90 -1.81 0.33 -0.38 0.31

C10orf118 6277 1.15 0.64 0.53 0.00 0.00 0.00 0.00 1.61 0.00 0.00 0.39 -1.37 0.40 1.52 0.68 0.40 #NUM! #NUM! #NUM!

C10orf12 4565 0.44 0.00 0.00 0.00 0.41 0.00 0.92 0.00 0.42 0.00 0.14 -2.83 0.34 0.38 #NUM! #NUM! #NUM! 0.29 #NUM!

C10orf122 924 0.10 0.03 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.03 -4.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C10orf125 768 19.90 7.56 15.25 9.87 37.54 18.05 3.76 4.05 13.77 11.86 18.03 4.17 8.36 1.25 -0.14 0.87 0.24 2.17 0.00

C10orf128 384 4.12 14.87 4.71 2.78 2.70 11.76 6.95 7.71 15.38 10.35 6.82 2.77 10.10 -1.29 0.56 -1.10 -1.86 -1.90 0.79

C10orf129 1756 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C10orf131 1176 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C10orf136 1131 0.00 0.00 0.00 0.00 0.00 0.39 0.06 0.00 0.35 0.26 0.07 -3.93 0.17 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C10orf137 4698 1.36 3.09 1.59 3.23 2.90 4.34 1.51 1.67 3.42 1.92 2.75 1.46 2.13 -0.65 0.53 -0.43 0.60 0.44 0.66

C10orf140 6613 0.14 0.12 0.03 0.04 0.06 0.08 0.20 0.14 0.15 0.09 0.08 -3.64 0.14 -0.06 -0.28 -2.20 -1.73 -1.15 0.04

C10orf18 8636 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf2 3684 1.38 0.00 1.21 2.26 6.77 1.47 2.05 1.46 0.00 2.76 2.18 1.12 1.57 -0.19 #NUM! -0.38 0.52 2.11 -0.57

C10orf25 3212 0.00 0.00 0.00 0.43 1.17 0.00 0.00 0.38 0.91 0.00 0.27 -1.90 0.32 #NUM! #NUM! #NUM! 0.42 1.86 #NUM!

C10orf26 4236 9.48 15.60 6.60 10.01 7.22 10.72 11.66 11.52 19.45 15.06 9.94 3.31 14.42 -0.61 0.11 -1.13 -0.53 -1.00 0.11

C10orf27 1583 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C10orf28 3386 2.08 2.67 2.77 5.64 1.90 5.32 1.18 1.84 2.61 3.83 3.40 1.77 2.37 -0.19 0.18 0.23 1.25 -0.31 0.65

C10orf32 2450 3.36 4.87 2.39 1.73 4.50 15.53 4.34 1.97 15.49 14.97 5.40 2.43 9.19 -1.45 -0.92 -1.94 -2.41 -1.03 1.53

C10orf32-AS3MT 2732 0.00 0.00 0.43 0.20 0.00 0.00 0.00 1.03 0.00 0.00 0.11 -3.24 0.26 #NUM! #NUM! 0.75 -0.34 #NUM! #NUM!

C10orf35 1092 3.87 1.45 4.01 2.15 25.89 5.61 0.50 0.83 2.05 2.41 7.16 2.84 1.45 1.42 0.00 1.47 0.57 4.16 -0.35

C10orf40 1815 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C10orf46 6758 3.80 6.24 4.29 10.16 6.05 5.86 4.24 4.79 4.79 4.57 6.07 2.60 4.60 -0.27 0.44 -0.10 1.14 0.40 -0.05

C10orf47 3360 1.63 1.55 2.27 1.90 13.13 1.11 1.43 1.99 1.45 2.02 3.60 1.85 1.72 -0.08 -0.15 0.40 0.14 2.93 -1.70

C10orf53 642 0.00 0.06 0.00 0.07 0.00 0.00 0.00 0.01 0.00 0.00 0.02 -5.55 0.00 -0.25 4.46 #NUM! 4.76 #NUM! #NUM!

C10orf54 4774 37.78 37.02 12.04 11.95 26.70 29.39 18.41 14.70 48.79 29.16 25.81 4.69 27.77 0.44 0.42 -1.21 -1.22 -0.06 0.19

C10orf55 2516 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf57 2100 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf58 1773 43.37 15.88 63.29 63.48 32.12 44.32 50.04 27.04 14.86 51.57 43.74 5.45 35.88 0.27 -1.18 0.82 0.82 -0.16 0.02

C10orf62 1264 0.00 0.00 0.00 0.06 0.04 0.00 0.02 0.00 0.02 0.00 0.02 -5.86 0.01 #NUM! #NUM! #NUM! 2.38 1.95 #NUM!

C10orf67 2943 0.04 0.13 0.00 0.33 3.92 0.11 0.02 0.01 0.02 0.00 0.76 -0.40 0.01 1.35 3.26 #NUM! 4.54 8.12 -2.77

C10orf68 2730 0.04 0.00 0.00 0.19 0.02 0.00 0.06 0.00 0.05 0.00 0.04 -4.58 0.03 0.53 #NUM! #NUM! 2.79 -0.61 #NUM!

C10orf71 5286 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.01 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C10orf76 4101 3.94 7.80 5.43 8.92 7.00 5.18 5.97 7.50 8.57 5.71 6.38 2.67 6.94 -0.82 0.17 -0.35 0.36 0.01 -0.30

C10orf81 3459 0.05 15.38 0.22 0.29 0.00 0.29 0.00 0.02 0.01 0.56 2.71 1.44 0.15 -1.48 6.71 0.57 0.98 #NUM! -3.21

C10orf82 1009 0.22 0.19 0.00 0.00 0.00 0.30 0.55 0.00 2.36 0.35 0.12 -3.10 0.82 -1.92 -2.12 #NUM! #NUM! #NUM! 1.34

C10orf88 3102 2.19 1.84 2.27 3.02 2.14 3.20 1.55 2.47 2.15 1.75 2.44 1.29 1.98 0.15 -0.11 0.20 0.61 0.11 0.39

C10orf90 3097 0.00 0.00 0.00 0.00 0.05 0.07 0.00 0.03 0.02 0.02 0.02 -5.65 0.02 #NUM! #NUM! #NUM! #NUM! 1.58 1.76

C10orf91 738 0.00 0.37 1.06 0.64 1.56 0.08 0.45 0.55 0.00 0.07 0.62 -0.69 0.27 #NUM! 0.47 1.98 1.25 2.53 -2.97

C10orf92 3179 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf93 1592 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C10orf95 1469 0.00 1.66 0.00 0.79 0.60 0.00 0.55 0.20 0.12 0.00 0.51 -0.98 0.22 #NUM! 2.94 #NUM! 1.86 1.45 #NUM!

C10orf99 835 354.85 105.96 25.12 803.48 1.91 40.85 152.20 230.99 0.07 92.78 222.03 7.79 119.01 1.58 -0.17 -2.24 2.76 -5.96 -2.44

C11orf1 984 32.40 8.82 8.63 16.29 10.44 12.01 18.50 16.07 10.66 18.40 14.76 3.88 15.91 1.03 -0.85 -0.88 0.03 -0.61 -0.30

C11orf10 420 246.34 108.87 118.60 129.76 565.12 365.64 106.54 76.79 234.54 291.83 255.72 8.00 177.43 0.47 -0.70 -0.58 -0.45 1.67 0.52

C11orf16 1942 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C11orf2 2546 21.59 26.97 24.43 20.14 25.47 31.84 31.44 23.21 38.39 28.27 25.07 4.65 30.33 -0.49 -0.17 -0.31 -0.59 -0.25 0.34

C11orf20 764 1.21 0.41 0.00 0.17 0.00 0.23 0.66 0.78 0.28 0.22 0.34 -1.57 0.48 1.32 -0.23 #NUM! -1.51 #NUM! -0.53

C11orf21 2262 0.12 1.32 0.85 0.53 0.31 0.79 0.31 0.25 0.44 0.29 0.65 -0.61 0.32 -1.37 2.04 1.40 0.73 -0.04 0.26

C11orf24 2120 16.11 20.31 21.86 16.24 37.26 12.19 12.95 8.30 23.74 9.01 20.66 4.37 13.50 0.25 0.59 0.70 0.27 1.46 -0.76

C11orf30 5518 2.66 6.08 10.75 3.18 3.02 3.28 4.07 4.88 1.60 3.48 4.83 2.27 3.51 -0.40 0.79 1.62 -0.14 -0.22 -0.56

C11orf31 1294 38.05 0.00 27.42 0.00 118.66 53.05 0.00 13.77 55.04 41.99 39.53 5.30 27.70 0.46 #NUM! -0.01 #NUM! 2.10 0.42

C11orf34 1541 0.00 0.17 0.00 0.05 0.07 0.00 0.00 0.07 0.00 0.00 0.05 -4.42 0.02 #NUM! 3.16 #NUM! 1.31 1.88 #NUM!

C11orf35 2098 1.97 1.23 0.63 2.17 3.04 0.74 1.61 1.06 0.16 0.85 1.63 0.71 0.92 1.10 0.42 -0.55 1.24 1.73 -1.13

C11orf41 11640 0.11 0.19 0.15 0.10 0.33 0.12 0.25 0.75 0.01 0.39 0.17 -2.59 0.35 -1.63 -0.89 -1.24 -1.84 -0.09 -0.46

C11orf42 1149 0.00 0.00 0.00 0.03 0.00 0.02 0.00 0.00 0.00 0.02 0.01 -6.76 0.01 #NUM! #NUM! #NUM! 2.63 #NUM! 1.30

C11orf45 3648 0.78 0.41 0.16 0.72 0.92 0.58 1.91 1.73 0.19 0.66 0.60 -0.74 1.12 -0.52 -1.44 -2.78 -0.65 -0.28 -0.03

C11orf46 1770 6.35 5.66 5.16 3.30 3.41 6.58 5.03 3.42 7.46 7.86 5.08 2.34 5.94 0.10 -0.07 -0.20 -0.85 -0.80 0.37

C11orf48 1357 70.54 41.10 36.45 61.90 87.03 51.96 16.09 27.53 44.48 38.01 58.16 5.86 31.53 1.16 0.38 0.21 0.97 1.46 -0.16

C11orf49 2008 9.23 16.98 8.94 17.05 11.40 8.45 9.22 17.62 15.66 7.07 12.01 3.59 12.39 -0.42 0.45 -0.47 0.46 -0.12 -0.51

C11orf51 882 33.01 0.00 0.00 0.00 78.23 0.00 0.00 0.00 0.00 0.00 18.54 4.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C11orf53 1106 3.74 0.33 0.51 0.07 0.03 1.51 0.09 0.00 0.00 0.14 1.03 0.05 0.06 6.02 2.52 3.14 0.33 -1.11 0.55

C11orf54 2403 3.22 3.87 1.68 3.01 4.69 6.32 2.81 0.00 2.42 7.37 3.80 1.93 3.15 0.03 0.30 -0.91 -0.06 0.57 0.73

C11orf57 3757 7.88 5.54 3.30 4.02 1.63 4.90 6.39 0.00 4.81 6.66 4.55 2.18 4.47 0.82 0.31 -0.44 -0.15 -1.45 0.11

C11orf58 3980 30.96 12.61 48.88 7.79 30.65 48.31 11.62 12.27 33.56 42.20 29.87 4.90 24.91 0.31 -0.98 0.97 -1.68 0.30 0.69

C11orf61 2252 2.36 4.50 1.96 2.97 0.71 0.00 3.73 2.83 4.00 2.88 2.08 1.06 3.36 -0.51 0.42 -0.78 -0.18 -2.25 #NUM!

C11orf63 2929 0.56 1.48 0.67 2.20 0.11 1.43 1.13 1.73 1.03 1.15 1.07 0.10 1.26 -1.17 0.23 -0.91 0.80 -3.51 0.41

C11orf65 1033 0.06 0.18 0.07 0.26 0.00 0.13 0.25 0.33 0.05 0.00 0.12 -3.11 0.16 -1.42 0.18 -1.18 0.72 #NUM! 0.15

C11orf66 1558 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C11orf67 557 18.14 5.95 10.23 5.01 41.26 45.99 10.19 13.00 92.29 42.03 21.10 4.40 39.38 -1.12 -2.73 -1.95 -2.98 0.07 1.12

C11orf68 1571 16.27 23.60 20.53 12.37 46.38 18.45 28.87 35.57 42.39 28.73 22.94 4.52 33.89 -1.06 -0.52 -0.72 -1.45 0.45 -0.31

C11orf70 2198 0.74 0.00 0.20 0.32 0.00 3.47 0.00 1.99 2.85 0.00 0.79 -0.34 1.21 -0.71 #NUM! -2.60 -1.90 #NUM! 2.14

C11orf71 680 3.19 1.60 0.00 0.00 1.48 3.23 2.18 2.80 2.61 3.28 1.58 0.66 2.72 0.23 -0.76 #NUM! #NUM! -0.87 1.03

C11orf73 1187 24.76 9.09 9.46 14.69 60.77 31.27 15.93 12.01 33.57 24.50 25.01 4.64 21.50 0.20 -1.24 -1.18 -0.55 1.50 0.32

C11orf74 837 6.60 8.15 6.37 5.40 12.74 19.95 8.35 8.98 18.49 13.28 9.87 3.30 12.28 -0.90 -0.59 -0.95 -1.18 0.05 1.02

C11orf75 979 6.80 10.11 6.67 5.99 54.72 15.32 6.42 6.38 10.20 14.44 16.60 4.05 9.36 -0.46 0.11 -0.49 -0.64 2.55 -0.12

C11orf80 2323 4.21 6.21 8.44 6.95 12.94 4.31 3.99 3.47 0.85 2.74 7.18 2.84 2.76 0.61 1.17 1.61 1.33 2.23 -0.73

C11orf82 3577 2.35 0.61 6.70 4.78 0.88 0.76 0.66 0.99 0.06 0.39 2.68 1.42 0.52 2.17 0.22 3.68 3.19 0.76 -1.83

C11orf83 1959 11.37 5.77 8.82 9.55 25.01 8.38 6.81 3.90 7.22 6.84 11.48 3.52 6.19 0.88 -0.10 0.51 0.62 2.01 -0.45

C11orf84 2004 6.71 8.13 9.35 13.05 20.08 9.30 5.25 3.82 13.60 5.83 11.11 3.47 7.13 -0.09 0.19 0.39 0.87 1.49 -0.26

C11orf85 843 0.83 0.00 0.00 1.89 0.00 2.01 0.00 0.04 0.00 0.16 0.79 -0.34 0.05 4.09 #NUM! #NUM! 5.28 #NUM! 1.35

C11orf86 1185 0.00 1.48 0.00 0.00 17.52 0.00 0.00 0.00 0.02 0.00 3.17 1.66 0.01 #NUM! 8.08 #NUM! #NUM! 11.64 #NUM!

C11orf87 5937 0.04 0.17 0.01 0.00 0.00 0.07 0.00 0.01 0.00 0.29 0.05 -4.34 0.08 -0.81 1.18 -2.91 #NUM! #NUM! 0.54

C11orf88 800 0.47 0.00 0.00 0.00 0.13 0.00 0.00 0.00 0.20 0.03 0.10 -3.31 0.06 3.03 #NUM! #NUM! #NUM! 1.19 #NUM!

C11orf9 5926 1.76 10.62 1.36 0.83 0.00 0.59 0.09 0.05 0.36 0.20 2.53 1.34 0.18 3.32 5.91 2.94 2.24 #NUM! -2.11

C11orf91 903 0.00 0.75 0.57 0.22 0.00 0.00 0.98 0.00 0.09 0.00 0.26 -1.97 0.27 #NUM! 1.48 1.08 -0.29 #NUM! #NUM!

C11orf92 5499 0.37 0.54 0.02 0.13 0.10 0.64 0.30 0.27 0.15 0.94 0.30 -1.74 0.41 -0.17 0.39 -4.18 -1.65 -2.05 1.08

C11orf93 1414 11.82 1.95 0.45 1.12 1.00 4.94 2.08 2.47 2.09 1.82 3.55 1.83 2.12 2.48 -0.12 -2.24 -0.91 -1.08 0.48

C11orf94 369 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.12 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C11orf95 5582 0.00 3.88 1.73 3.26 0.99 5.51 4.74 3.08 8.25 7.69 2.56 1.36 5.94 #NUM! -0.61 -1.78 -0.86 -2.59 1.11

C11orf96 1361 7.70 30.74 40.45 34.93 15.60 593.82 19.69 102.12 717.30 570.54 120.54 6.91 352.41 -5.52 -3.52 -3.12 -3.33 -4.50 2.30

C12orf10 1215 23.18 16.87 18.74 13.48 41.51 0.00 16.72 12.02 28.60 0.00 18.96 4.25 14.33 0.69 0.24 0.39 -0.09 1.53 #NUM!

C12orf11 2988 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf23 3386 5.24 8.48 5.75 4.99 6.23 14.92 7.23 6.51 16.06 12.37 7.60 2.93 10.54 -1.01 -0.31 -0.88 -1.08 -0.76 0.97

C12orf24 1529 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf26 2105 0.00 1.20 0.00 0.00 0.00 3.03 1.29 1.34 2.66 2.25 0.71 -0.50 1.89 #NUM! -0.65 #NUM! #NUM! #NUM! 2.10

C12orf29 2895 4.71 2.98 5.21 4.35 5.87 6.36 4.44 5.02 4.08 7.85 4.91 2.30 5.35 -0.18 -0.85 -0.04 -0.30 0.13 0.37

C12orf32 1896 19.20 14.24 23.38 16.86 14.18 13.55 8.48 7.32 7.26 7.60 16.90 4.08 7.66 1.33 0.89 1.61 1.14 0.89 -0.32

C12orf33 2236 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.06 0.00 0.00 0.01 -7.49 0.02 #NUM! #NUM! -0.11 #NUM! 0.30 #NUM!

C12orf34 3183 0.74 1.53 4.92 1.58 1.12 0.60 0.81 0.50 0.51 0.28 1.75 0.81 0.53 0.49 1.54 3.23 1.59 1.09 -1.53

C12orf35 6246 3.82 11.38 22.26 7.76 2.81 17.22 6.28 12.21 4.95 6.81 10.87 3.44 7.56 -0.99 0.59 1.56 0.04 -1.43 0.66

C12orf36 3202 1.10 0.45 0.19 0.11 0.00 0.10 0.34 0.29 0.00 0.18 0.33 -1.62 0.20 2.45 1.16 -0.07 -0.83 #NUM! -1.69

C12orf39 638 0.00 0.00 0.00 0.00 0.00 0.16 0.07 0.00 0.28 0.00 0.03 -5.19 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C12orf4 3830 3.39 3.40 4.36 5.42 1.37 4.88 2.53 3.48 2.54 3.45 3.80 1.93 3.00 0.18 0.18 0.54 0.85 -1.13 0.36

C12orf40 2797 0.00 0.02 0.00 0.00 0.00 0.01 0.04 0.19 0.00 0.02 0.00 -7.78 0.06 #NUM! -1.69 #NUM! #NUM! #NUM! 0.87

C12orf41 2402 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf42 1470 0.11 0.35 0.15 0.25 0.00 0.00 0.07 0.07 0.04 0.02 0.14 -2.81 0.05 1.19 2.85 1.68 2.37 -5.04 #NUM!

C12orf43 1920 4.75 5.56 7.29 6.52 5.60 4.34 4.52 3.39 5.33 3.42 5.68 2.51 4.16 0.19 0.42 0.81 0.65 0.43 -0.39

C12orf44 1458 12.32 11.11 20.25 12.84 45.45 38.53 11.20 10.60 35.85 33.16 23.42 4.55 22.70 -0.88 -1.03 -0.17 -0.82 1.00 0.72

C12orf45 622 17.61 9.45 12.69 9.32 34.03 17.78 9.39 8.83 12.34 14.11 16.81 4.07 11.17 0.66 -0.24 0.18 -0.26 1.61 0.08

C12orf47 2285 3.37 2.84 3.51 3.48 4.06 5.70 2.90 1.69 5.89 5.46 3.83 1.94 3.99 -0.24 -0.49 -0.18 -0.20 0.03 0.57

C12orf48 3081 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf49 2798 4.43 4.21 5.45 5.53 5.35 3.05 3.28 3.00 2.94 2.91 4.67 2.22 3.03 0.55 0.47 0.85 0.87 0.82 -0.61

C12orf5 8237 1.21 1.02 3.10 1.88 10.42 6.98 1.06 0.81 0.85 1.05 4.10 2.04 0.94 0.36 0.11 1.72 1.00 3.47 0.77

C12orf51 15336 1.82 7.80 4.64 7.37 2.65 4.48 3.69 6.60 2.31 2.37 4.79 2.26 3.74 -1.04 1.06 0.31 0.98 -0.50 -0.10

C12orf52 1775 8.59 7.16 6.10 7.76 19.84 6.27 5.89 3.31 6.09 4.33 9.29 3.22 4.90 0.81 0.55 0.32 0.66 2.02 -0.57

C12orf53 2240 0.63 4.16 0.27 0.40 0.03 1.39 4.63 2.18 4.46 1.51 1.15 0.20 3.20 -2.35 0.38 -3.59 -2.99 -6.65 0.28

C12orf54 904 7.18 0.58 3.84 3.01 15.82 1.83 3.97 1.78 0.47 4.67 5.38 2.43 2.72 1.40 -2.24 0.50 0.15 2.54 -1.55

C12orf56 2069 0.90 0.99 2.91 1.77 0.19 1.01 3.47 2.06 0.00 0.94 1.29 0.37 1.62 -0.84 -0.70 0.85 0.13 -3.12 -0.36

C12orf57 574 236.41 146.63 140.23 114.39 275.34 296.39 145.78 122.39 290.62 307.98 201.56 7.66 216.69 0.13 -0.56 -0.63 -0.92 0.35 0.56

C12orf59 2800 0.14 0.33 2.77 0.06 0.00 0.33 0.00 0.07 0.03 0.10 0.61 -0.72 0.05 1.56 2.79 5.84 0.31 #NUM! -0.86

C12orf60 1139 0.71 0.29 0.00 0.39 1.07 0.60 0.39 0.08 0.68 0.24 0.51 -0.97 0.35 1.05 -0.23 #NUM! 0.16 1.62 0.24

C12orf61 1684 0.12 0.28 0.51 0.15 0.15 0.13 0.17 0.17 0.10 0.11 0.22 -2.17 0.14 -0.25 1.04 1.87 0.08 0.16 -0.77

C12orf62 643 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf65 1901 6.49 6.91 6.76 7.38 14.32 7.60 6.33 4.01 3.92 6.14 8.24 3.04 5.10 0.35 0.44 0.41 0.53 1.49 -0.12

C12orf66 2620 0.95 1.26 2.46 1.64 1.74 1.34 0.99 1.30 1.07 1.23 1.57 0.65 1.15 -0.27 0.14 1.10 0.52 0.60 -0.22

C12orf67 1710 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C12orf68 2380 0.48 1.08 0.40 0.51 0.16 1.61 0.96 0.83 1.42 1.48 0.71 -0.50 1.17 -1.28 -0.12 -1.54 -1.21 -2.86 1.19

C12orf69 2104 0.96 1.59 0.09 0.31 0.06 0.62 0.99 0.24 2.38 0.64 0.61 -0.72 1.06 -0.15 0.58 -3.55 -1.75 -4.14 0.04

C12orf70 1272 0.30 0.63 0.00 0.00 0.00 0.00 0.46 0.35 0.10 0.26 0.16 -2.69 0.29 0.03 1.11 #NUM! #NUM! #NUM! #NUM!

C12orf71 966 0.26 0.32 0.15 0.04 0.03 0.08 0.24 0.13 0.00 0.05 0.15 -2.76 0.10 1.29 1.64 0.53 -1.37 -1.81 -0.82

C12orf73 1720 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.39 0.00 0.00 0.00 #NUM! 0.35 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C12orf74 2369 0.24 0.09 0.49 0.00 0.01 0.12 0.00 0.02 0.00 0.00 0.16 -2.67 0.00 5.98 4.57 7.02 #NUM! 1.88 -0.43

C12orf75 1383 63.22 40.90 31.90 9.75 14.39 45.57 26.95 12.51 172.52 42.92 34.29 5.10 63.73 -0.01 -0.64 -1.00 -2.71 -2.15 0.41

C12orf76 1946 0.00 0.00 0.00 0.81 0.00 0.00 0.00 0.20 0.00 0.00 0.13 -2.90 0.05 #NUM! #NUM! #NUM! 4.01 #NUM! #NUM!

C12orf77 1516 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C13orf15 1126 10.47 15.10 19.12 39.83 14.98 113.29 8.54 17.16 55.64 48.79 35.47 5.15 32.53 -1.64 -1.11 -0.77 0.29 -1.12 1.68

C13orf16 736 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf18 3993 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf23 5228 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf26 1113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf27 1177 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf29 6322 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf30 3318 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf31 4288 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf33 2394 1.29 6.48 8.59 3.42 0.36 41.05 3.99 12.38 16.00 34.26 10.20 3.35 16.66 -3.69 -1.36 -0.95 -2.28 -5.52 2.01

C13orf34 2803 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf36 3219 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf38 1021 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf38-SOHLH2 2650 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C13orf40 21470 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf1 1576 43.31 23.78 29.19 32.69 29.87 29.71 45.35 22.86 16.50 31.09 31.43 4.97 28.95 0.58 -0.28 0.01 0.18 0.05 -0.08

C14orf101 4278 2.45 3.77 3.41 5.58 1.76 4.26 2.05 2.55 2.16 3.87 3.54 1.82 2.66 -0.12 0.51 0.36 1.07 -0.59 0.27

C14orf102 3824 2.18 3.23 3.08 3.71 1.83 1.39 2.31 2.16 2.37 0.00 2.57 1.36 1.71 0.35 0.92 0.85 1.12 0.10 -0.88

C14orf105 2512 0.00 1.78 0.00 0.01 0.01 0.03 0.01 0.00 0.00 0.00 0.30 -1.71 0.00 #NUM! 9.31 #NUM! 2.26 1.83 -3.44

C14orf109 1277 9.24 7.37 10.71 6.29 16.04 13.85 6.20 4.55 11.78 11.34 10.58 3.40 8.47 0.13 -0.20 0.34 -0.43 0.92 0.39

C14orf118 2478 2.18 4.80 5.82 5.24 3.86 3.51 2.41 3.35 3.14 3.84 4.23 2.08 3.18 -0.55 0.59 0.87 0.72 0.28 -0.27

C14orf119 2855 52.54 15.26 16.75 15.85 77.08 54.08 12.52 9.45 19.96 14.40 38.59 5.27 14.08 1.90 0.12 0.25 0.17 2.45 0.49

C14orf126 2696 2.28 2.98 2.09 2.64 1.21 1.38 2.71 2.35 0.00 3.37 2.10 1.07 2.11 0.12 0.50 -0.01 0.33 -0.80 -0.60

C14orf128 1281 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf129 2110 12.51 14.60 11.28 9.66 6.47 10.39 8.63 11.73 8.63 13.91 10.82 3.44 10.73 0.22 0.44 0.07 -0.15 -0.73 -0.06

C14orf132 7504 2.86 4.45 0.51 0.65 0.44 1.81 7.10 3.24 6.47 3.33 1.79 0.84 5.03 -0.82 -0.18 -3.30 -2.95 -3.52 0.02

C14orf135 3952 4.37 6.44 6.00 4.94 11.12 18.98 3.95 5.14 7.30 6.89 8.64 3.11 5.82 -0.41 0.14 0.04 -0.24 0.93 1.14

C14orf142 1191 5.24 7.48 7.36 5.70 9.46 10.07 4.27 3.20 6.91 6.34 7.55 2.92 5.18 0.02 0.53 0.51 0.14 0.87 0.42

C14orf148 1869 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf149 1381 3.28 8.00 3.97 8.09 16.25 5.63 5.56 3.88 10.46 6.44 7.54 2.91 6.58 -1.01 0.28 -0.73 0.30 1.30 -0.42

C14orf153 1244 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf159 3164 7.02 13.06 4.02 6.00 41.29 15.80 7.18 6.94 15.63 9.28 14.53 3.86 9.76 -0.48 0.42 -1.28 -0.70 2.08 0.12

C14orf162 1388 2.31 0.23 0.05 0.55 11.35 0.65 0.02 0.02 0.20 0.00 2.52 1.34 0.06 5.24 1.91 -0.33 3.16 7.54 -1.95

C14orf165 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf166 1064 96.20 76.27 87.12 75.99 119.68 112.31 60.82 52.01 91.60 97.15 94.59 6.56 75.40 0.35 0.02 0.21 0.01 0.67 0.25

C14orf167 3038 5.37 5.70 3.12 4.32 0.00 5.65 5.39 4.14 7.43 3.72 4.03 2.01 5.17 0.05 0.14 -0.73 -0.26 #NUM! 0.49

C14orf169 2463 3.17 3.62 4.49 3.68 4.97 1.74 3.01 1.75 1.90 1.99 3.61 1.85 2.16 0.55 0.74 1.06 0.77 1.20 -1.05

C14orf176 1526 0.00 3.91 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.65 -0.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C14orf177 1289 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf178 646 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf180 1847 0.00 0.00 0.00 0.00 0.00 0.09 0.08 0.00 0.34 0.10 0.02 -6.03 0.13 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C14orf182 2686 2.73 0.76 3.75 4.05 14.22 0.98 15.84 4.22 1.96 0.27 4.42 2.14 5.57 -1.03 -2.87 -0.57 -0.46 1.35 -2.18

C14orf183 975 0.00 0.06 0.07 0.12 0.00 0.00 0.03 0.00 0.00 0.00 0.04 -4.54 0.01 #NUM! 2.95 3.17 3.85 #NUM! #NUM!

C14orf19 575 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf2 942 100.53 37.31 45.83 63.27 227.47 128.49 40.66 30.94 117.47 110.93 100.48 6.65 75.00 0.42 -1.01 -0.71 -0.25 1.60 0.35

C14orf21 2047 0.00 0.00 4.54 0.00 0.00 0.00 0.00 0.00 5.28 0.00 0.76 -0.40 1.32 #NUM! #NUM! 1.78 #NUM! #NUM! #NUM!

C14orf23 3154 0.98 1.30 0.87 1.00 0.16 0.19 1.15 0.59 0.12 0.27 0.75 -0.42 0.53 0.89 1.30 0.71 0.91 -1.75 -1.96

C14orf28 2906 1.43 1.50 0.96 0.92 1.15 1.65 2.08 0.69 2.31 1.85 1.27 0.34 1.73 -0.28 -0.21 -0.85 -0.92 -0.59 0.38

C14orf33 1512 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf34 2092 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf37 3082 0.31 1.81 0.69 0.44 0.12 1.76 1.05 0.91 2.28 1.49 0.85 -0.23 1.43 -2.22 0.34 -1.06 -1.70 -3.56 1.04

C14orf38 2610 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf39 2779 0.00 0.00 0.10 0.16 0.03 0.43 0.00 0.00 0.00 0.01 0.12 -3.07 0.00 #NUM! #NUM! 5.69 6.33 3.78 1.85

C14orf43 8100 1.90 9.73 6.96 15.29 3.75 4.02 7.93 7.15 4.10 5.55 6.94 2.79 6.19 -1.70 0.65 0.17 1.31 -0.72 -0.79

C14orf45 3123 0.00 0.00 0.00 0.00 1.28 2.26 0.00 0.00 3.02 1.69 0.59 -0.76 1.18 #NUM! #NUM! #NUM! #NUM! 0.12 1.94

C14orf48 1952 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf49 3277 0.15 0.64 0.74 0.62 0.59 0.92 1.43 1.04 1.41 1.47 0.61 -0.71 1.34 -3.14 -1.06 -0.85 -1.11 -1.18 0.59

C14orf50 1405 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf55 3059 0.04 0.09 0.07 0.27 0.02 0.07 0.05 0.10 0.02 0.06 0.09 -3.43 0.06 -0.40 0.60 0.31 2.23 -1.82 -0.43

C14orf64 1496 0.47 0.81 0.30 1.78 0.09 1.08 1.81 4.65 0.34 2.00 0.76 -0.41 2.20 -2.23 -1.44 -2.88 -0.31 -4.59 0.51

C14orf70 1627 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf79 1908 1.18 3.50 0.95 2.43 3.25 2.28 1.93 0.96 3.48 2.21 2.26 1.18 2.15 -0.86 0.71 -1.17 0.18 0.60 0.01



C14orf80 1719 0.00 2.42 0.00 0.00 0.00 0.00 2.56 0.00 0.00 0.00 0.40 -1.31 0.64 #NUM! 1.92 #NUM! #NUM! #NUM! #NUM!

C14orf82 2246 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf86 2468 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C14orf93 2380 2.60 4.81 2.55 4.36 4.60 4.69 2.47 2.92 3.97 2.94 3.94 1.98 3.07 -0.24 0.65 -0.27 0.50 0.58 0.25

C15orf17 3563 7.18 7.38 4.79 7.47 5.40 7.06 11.56 7.67 13.40 10.58 6.55 2.71 10.80 -0.59 -0.55 -1.17 -0.53 -1.00 0.11

C15orf2 8053 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 -9.29 0.00 #NUM! 0.48 #NUM! #NUM! -2.93 0.79

C15orf23 2039 10.58 3.11 13.88 8.77 8.82 7.09 3.60 2.60 2.13 1.93 8.71 3.12 2.56 2.04 0.28 2.44 1.77 1.78 -0.30

C15orf24 1075 42.47 25.93 34.91 29.64 36.28 54.74 25.93 22.12 55.05 47.32 37.33 5.22 37.60 0.18 -0.54 -0.11 -0.34 -0.05 0.55

C15orf26 1596 0.00 0.07 0.06 0.00 0.02 0.05 0.04 0.02 0.09 0.09 0.03 -4.92 0.06 #NUM! 0.28 0.08 #NUM! -1.83 0.51

C15orf27 2414 0.30 0.40 1.96 0.11 0.80 0.37 0.12 0.16 0.04 0.10 0.66 -0.61 0.10 1.54 1.96 4.24 0.11 2.94 -0.84

C15orf29 2750 5.11 8.20 6.07 8.67 3.27 9.78 8.68 14.15 5.15 9.80 6.85 2.78 9.45 -0.89 -0.20 -0.64 -0.12 -1.53 0.51

C15orf33 2009 0.71 0.69 1.26 1.52 0.00 0.00 1.01 0.44 0.00 0.00 0.70 -0.52 0.36 0.96 0.93 1.80 2.06 #NUM! #NUM!

C15orf34 2835 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C15orf37 2084 0.00 0.78 0.00 0.00 0.00 1.05 1.44 0.60 1.04 1.01 0.31 -1.71 1.02 #NUM! -0.38 #NUM! #NUM! #NUM! 1.78

C15orf38 2128 4.01 0.00 0.00 0.00 6.81 2.69 0.00 0.00 0.00 0.00 2.25 1.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.26

C15orf38-AP3S2 6256 1.99 0.00 1.25 3.15 5.67 1.07 0.00 2.46 2.85 1.22 2.19 1.13 1.63 0.29 #NUM! -0.38 0.95 1.80 -1.03

C15orf39 4443 6.26 11.15 15.08 12.31 12.09 4.30 9.35 6.05 6.35 6.39 10.20 3.35 7.04 -0.17 0.66 1.10 0.81 0.78 -1.25

C15orf40 1700 4.77 3.20 3.34 3.80 5.70 6.28 2.20 2.13 4.31 4.63 4.52 2.17 3.32 0.52 -0.05 0.01 0.19 0.78 0.48

C15orf41 2595 5.49 5.12 6.14 7.22 0.85 3.89 9.01 9.59 4.36 5.80 4.79 2.26 7.19 -0.39 -0.49 -0.23 0.01 -3.07 -0.30

C15orf42 6688 2.40 0.82 3.38 3.08 1.13 1.53 0.59 0.65 0.00 0.16 2.06 1.04 0.35 2.78 1.23 3.27 3.14 1.70 -0.42

C15orf44 2708 17.69 13.47 14.36 17.76 27.68 13.93 9.31 10.55 14.96 10.05 17.48 4.13 11.22 0.66 0.26 0.36 0.66 1.30 -0.33

C15orf48 929 78.69 23.36 8.67 20.56 411.87 15.42 29.00 25.54 1.15 12.59 93.10 6.54 17.07 2.20 0.45 -0.98 0.27 4.59 -2.59

C15orf5 1512 0.06 0.17 0.30 0.24 0.02 0.03 0.43 0.13 0.00 0.03 0.14 -2.88 0.15 -1.40 0.20 1.00 0.67 -3.08 -2.04

C15orf50 1330 0.00 0.00 0.00 0.00 0.02 0.04 0.00 0.00 0.00 0.00 0.01 -6.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.97

C15orf52 5344 0.66 4.10 0.41 2.16 0.42 1.09 2.94 1.45 5.38 1.81 1.47 0.56 2.89 -2.12 0.50 -2.81 -0.42 -2.77 -0.43

C15orf53 2043 0.00 0.00 0.05 0.02 0.06 0.08 0.04 0.00 0.02 0.04 0.03 -4.85 0.03 #NUM! #NUM! 0.78 -0.70 1.19 1.24

C15orf54 3080 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.01 0.01 -7.49 0.00 #NUM! #NUM! #NUM! 1.63 #NUM! 2.02

C15orf55 3795 0.00 0.00 0.10 0.22 0.00 0.01 0.09 0.75 0.05 0.00 0.05 -4.24 0.22 #NUM! #NUM! -1.22 -0.05 #NUM! -3.14

C15orf56 2125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C15orf57 1749 3.77 4.55 3.48 3.82 7.55 16.23 2.21 2.77 16.43 12.56 6.57 2.72 8.49 -1.17 -0.90 -1.29 -1.15 -0.17 1.31

C15orf58 1351 1.00 1.71 1.41 0.36 0.00 0.53 0.31 0.29 0.45 0.38 0.83 -0.26 0.36 1.47 2.25 1.97 0.01 #NUM! -0.66

C15orf59 1367 2.48 4.75 0.28 2.41 0.08 0.93 15.84 10.39 5.65 9.17 1.82 0.86 10.26 -2.05 -1.11 -5.21 -2.09 -7.00 -0.97

C15orf60 938 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C15orf61 1313 6.73 3.30 3.98 4.11 8.87 13.10 3.11 4.38 6.33 6.55 6.68 2.74 5.09 0.40 -0.63 -0.36 -0.31 0.80 0.97

C15orf62 2503 0.00 0.00 0.00 0.79 0.36 0.00 0.65 0.00 0.05 0.00 0.19 -2.38 0.17 #NUM! #NUM! #NUM! 2.19 1.06 #NUM!

C15orf63 1351 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C16orf11 2245 0.04 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.01 0.00 0.01 -7.36 0.01 2.03 #NUM! #NUM! #NUM! #NUM! #NUM!

C16orf13 854 95.05 64.93 32.34 76.59 79.02 49.67 37.54 27.56 26.06 36.48 66.27 6.05 31.91 1.57 1.02 0.02 1.26 1.31 -0.42

C16orf3 1000 0.15 0.00 0.00 0.08 0.09 0.00 0.00 0.06 0.05 0.00 0.05 -4.24 0.03 2.39 #NUM! #NUM! 1.41 1.55 #NUM!

C16orf42 1214 27.70 22.72 16.21 26.58 64.14 29.47 23.98 16.41 45.82 25.03 31.14 4.96 27.81 -0.01 -0.29 -0.78 -0.07 1.21 -0.08

C16orf45 2234 6.57 15.67 2.43 1.80 1.88 14.71 12.47 7.59 68.02 16.13 7.18 2.84 26.05 -1.99 -0.73 -3.42 -3.86 -3.79 1.04

C16orf46 1931 0.91 1.89 1.31 1.70 0.85 0.00 0.00 1.10 0.00 0.00 1.11 0.15 0.28 1.72 2.78 2.25 2.63 1.62 #NUM!

C16orf48 1628 3.69 9.06 3.09 8.52 12.30 8.07 6.53 3.49 16.09 8.56 7.46 2.90 8.67 -1.23 0.06 -1.49 -0.02 0.51 0.11

C16orf5 2774 5.64 8.29 5.61 10.90 24.59 9.21 7.45 8.10 14.51 11.55 10.71 3.42 10.40 -0.88 -0.33 -0.89 0.07 1.24 -0.22

C16orf52 4445 0.92 2.58 2.85 2.80 3.35 4.71 2.01 3.59 3.18 5.30 2.87 1.52 3.52 -1.94 -0.45 -0.30 -0.33 -0.07 0.71

C16orf53 3843 5.36 0.00 4.19 0.00 12.35 7.36 0.00 0.00 0.00 0.00 4.88 2.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.59

C16orf54 2686 1.42 2.82 2.84 1.65 0.51 2.18 1.60 0.95 0.49 0.67 1.90 0.93 0.93 0.62 1.61 1.62 0.84 -0.87 0.20

C16orf55 2190 3.55 3.88 0.57 1.84 4.57 2.38 1.25 1.41 2.32 0.00 2.80 1.49 1.25 1.51 1.64 -1.13 0.56 1.88 -0.23

C16orf57 3113 18.75 15.86 12.26 37.58 50.28 11.66 11.58 9.74 15.78 9.12 24.40 4.61 11.55 0.70 0.46 0.09 1.70 2.12 -1.07

C16orf58 2774 17.20 29.18 13.29 21.29 26.27 18.45 18.47 17.74 31.34 21.71 20.95 4.39 22.31 -0.38 0.39 -0.75 -0.07 0.24 -0.18

C16orf59 1650 2.29 2.49 2.34 5.37 8.17 1.98 0.31 0.72 0.09 0.35 3.77 1.92 0.37 2.65 2.77 2.68 3.88 4.48 -0.93

C16orf61 740 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C16orf62 3894 9.03 14.16 8.33 13.84 1.57 9.21 9.50 11.21 12.43 9.79 9.36 3.23 10.73 -0.25 0.40 -0.37 0.37 -2.77 -0.02

C16orf7 2767 4.98 11.51 6.74 8.99 8.58 3.72 6.01 4.97 3.51 3.97 7.42 2.89 4.61 0.11 1.32 0.55 0.96 0.90 -0.99

C16orf70 2943 7.74 5.50 4.05 9.30 4.73 4.08 8.43 6.90 4.79 3.05 5.90 2.56 5.79 0.42 -0.07 -0.52 0.68 -0.29 -0.53

C16orf71 2716 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C16orf72 3996 6.09 8.67 8.73 13.36 7.73 12.23 8.48 9.79 10.69 16.50 9.47 3.24 11.36 -0.90 -0.39 -0.38 0.23 -0.56 0.37

C16orf73 1884 0.00 0.00 0.00 0.00 4.11 1.70 0.00 0.00 0.00 0.00 0.97 -0.05 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.81

C16orf74 899 15.99 16.14 6.22 21.44 64.47 9.24 7.43 6.36 2.71 6.21 22.25 4.48 5.68 1.49 1.51 0.13 1.92 3.51 -1.27

C16orf79 1061 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C16orf80 1308 29.11 20.94 20.97 23.10 50.78 28.76 30.74 20.43 25.10 21.90 28.94 4.86 24.54 0.25 -0.23 -0.23 -0.09 1.05 -0.01

C16orf82 2285 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.65 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C16orf86 1287 0.71 0.00 0.50 0.00 0.00 0.00 1.28 1.15 3.48 0.00 0.20 -2.31 1.48 -1.06 #NUM! -1.56 #NUM! #NUM! #NUM!

C16orf87 1410 4.48 3.34 3.66 6.08 7.46 5.16 1.27 1.25 3.25 4.63 5.03 2.33 2.60 0.79 0.37 0.49 1.23 1.52 0.04

C16orf88 1974 15.10 10.78 11.79 17.02 13.00 4.06 8.26 5.93 0.00 0.00 11.96 3.58 3.55 2.09 1.60 1.73 2.26 1.87 -1.56

C16orf89 1898 0.97 0.37 0.06 0.11 0.08 2.50 0.82 0.15 10.92 1.84 0.68 -0.55 3.43 -1.83 -3.23 -5.74 -4.91 -5.34 1.87

C16orf90 904 0.00 0.00 0.00 0.00 0.00 0.00 0.15 0.00 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C16orf91 1071 8.74 5.19 4.49 6.96 16.53 6.88 5.19 6.38 7.76 6.13 8.13 3.02 6.36 0.46 -0.29 -0.50 0.13 1.38 -0.24

C16orf93 1575 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C16orf95 1156 3.91 0.91 0.00 0.00 4.07 0.00 0.78 0.00 0.00 1.54 1.48 0.57 0.58 2.75 0.65 #NUM! #NUM! 2.81 #NUM!

C17orf100 1560 1.30 1.49 1.57 0.00 0.00 1.12 1.50 2.22 0.00 0.00 0.91 -0.13 0.93 0.48 0.68 0.75 #NUM! #NUM! 0.30

C17orf101 4513 2.12 0.00 3.93 3.55 8.58 4.33 3.03 2.17 7.82 5.86 3.75 1.91 4.72 -1.15 #NUM! -0.26 -0.41 0.86 0.21

C17orf102 3997 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C17orf103 4787 0.96 3.24 0.97 2.25 1.65 1.10 2.29 1.08 3.65 0.99 1.70 0.76 2.00 -1.06 0.69 -1.05 0.17 -0.28 -0.62

C17orf104 4688 0.02 0.05 0.19 0.61 0.00 0.96 0.05 0.02 0.05 0.00 0.30 -1.71 0.03 -0.89 0.72 2.65 4.32 #NUM! 1.65

C17orf106-CDK3 3330 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf107 3099 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf108 1495 1.03 2.76 1.17 1.86 2.70 3.39 1.58 1.17 7.57 3.66 2.15 1.11 3.49 -1.76 -0.34 -1.58 -0.91 -0.37 0.66

C17orf109 4368 3.65 2.72 0.00 0.41 0.07 4.35 8.87 18.42 3.82 22.60 1.87 0.90 13.43 -1.88 -2.30 #NUM! -5.04 -7.63 1.22

C17orf110 842 0.31 1.07 0.05 0.10 0.25 0.03 0.20 0.04 0.10 0.03 0.30 -1.73 0.09 1.72 3.50 -1.04 0.05 1.42 -3.16

C17orf28 3369 2.28 18.85 3.85 0.94 2.33 2.85 2.28 4.12 5.19 3.55 5.18 2.37 3.79 -0.73 2.32 0.02 -2.01 -0.70 -0.87

C17orf37 781 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf39 4232 2.23 2.73 2.42 4.03 1.80 1.93 5.18 4.41 4.70 4.36 2.52 1.33 4.66 -1.07 -0.77 -0.95 -0.21 -1.37 -0.39

C17orf42 1357 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf46 1297 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf47 2127 0.00 0.00 0.00 0.10 0.00 0.00 0.01 0.00 0.00 0.00 0.02 -5.96 0.00 #NUM! #NUM! #NUM! 4.84 #NUM! #NUM!

C17orf48 1518 2.98 2.46 3.02 3.86 4.28 8.48 2.65 2.30 5.85 7.88 4.18 2.06 4.67 -0.65 -0.93 -0.63 -0.27 -0.12 1.02

C17orf49 913 0.00 0.00 45.49 0.00 173.56 47.99 0.00 0.00 38.18 0.00 44.51 5.48 9.54 #NUM! #NUM! 2.25 #NUM! 4.18 0.11

C17orf50 1034 0.00 0.15 0.03 0.00 0.00 0.00 0.00 0.12 0.05 0.00 0.03 -5.03 0.04 #NUM! 1.79 -0.31 #NUM! #NUM! #NUM!

C17orf51 7912 0.38 0.71 0.78 0.76 2.02 0.45 1.67 0.64 1.10 1.44 0.85 -0.23 1.21 -1.68 -0.76 -0.63 -0.66 0.74 -0.91

C17orf53 2761 2.12 1.49 3.43 5.54 6.94 1.34 0.62 1.31 0.26 0.38 3.48 1.80 0.64 1.72 1.22 2.42 3.11 3.44 -1.37

C17orf54 1549 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf55 2970 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf56 2308 4.76 8.81 6.39 10.76 6.73 4.46 4.86 3.88 4.81 3.25 6.99 2.80 4.20 0.18 1.07 0.61 1.36 0.68 -0.65

C17orf57 3964 0.27 1.38 0.26 2.26 0.21 0.00 1.92 1.68 0.27 1.05 0.73 -0.45 1.23 -2.17 0.17 -2.25 0.88 -2.54 #NUM!

C17orf58 1625 5.43 3.04 3.66 3.00 5.42 6.87 8.61 3.50 17.70 5.26 4.57 2.19 8.77 -0.69 -1.53 -1.26 -1.55 -0.69 0.59

C17orf59 1932 4.65 3.86 2.78 3.45 6.26 3.02 4.75 1.92 3.72 3.91 4.00 2.00 3.58 0.38 0.11 -0.36 -0.05 0.81 -0.41

C17orf61 490 106.99 61.85 51.10 74.49 180.86 82.07 69.74 54.14 98.56 84.44 92.89 6.54 76.72 0.48 -0.31 -0.59 -0.04 1.24 -0.18

C17orf61-PLSCR3 2050 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf62 2437 21.88 38.37 22.64 24.31 29.65 15.43 10.90 8.43 18.28 7.75 25.38 4.67 11.34 0.95 1.76 1.00 1.10 1.39 -0.72

C17orf63 4197 2.57 9.64 9.23 9.60 0.00 2.65 6.56 4.33 3.25 2.32 5.61 2.49 4.11 -0.68 1.23 1.17 1.22 #NUM! -1.08

C17orf64 977 0.00 0.00 0.04 0.00 0.45 0.03 0.00 0.00 0.00 0.03 0.09 -3.54 0.01 #NUM! #NUM! 2.54 #NUM! 6.10 -1.61

C17orf65 2252 2.22 5.22 3.00 6.27 4.21 1.52 3.05 1.71 3.06 1.01 3.74 1.90 2.20 0.01 1.24 0.44 1.51 0.93 -1.30

C17orf66 1969 0.00 0.25 0.10 0.00 0.00 0.00 0.06 0.00 0.01 0.02 0.06 -4.10 0.02 #NUM! 3.39 2.03 #NUM! #NUM! #NUM!

C17orf67 829 1.60 1.31 0.42 1.01 0.78 1.74 1.05 0.16 1.23 0.95 1.14 0.19 0.85 0.91 0.63 -0.99 0.25 -0.12 0.60

C17orf69 2477 0.59 2.15 1.73 2.04 0.00 0.69 1.20 0.00 0.71 0.00 1.20 0.26 0.48 0.30 2.17 1.86 2.10 #NUM! -0.79

C17orf70 3877 2.94 10.03 5.90 7.96 15.72 4.44 5.74 3.76 7.95 5.46 7.83 2.97 5.73 -0.96 0.81 0.04 0.47 1.46 -0.82

C17orf72 3121 0.00 0.97 0.00 0.25 0.00 0.00 0.00 0.00 0.00 0.00 0.20 -2.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C17orf73 1023 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf74 1670 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C17orf75 1631 1.06 1.33 2.12 1.25 11.33 4.66 0.95 0.80 5.04 1.58 3.62 1.86 2.09 -0.98 -0.65 0.02 -0.74 2.44 0.36

C17orf76 2785 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf77 2525 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C17orf78 1895 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C17orf79 957 21.71 14.48 10.46 17.58 58.32 39.81 11.76 11.52 72.36 41.40 27.06 4.76 34.26 -0.66 -1.24 -1.71 -0.96 0.77 0.56

C17orf80 3653 3.29 4.57 3.01 4.78 0.00 3.75 2.53 2.86 4.66 0.00 3.23 1.69 2.51 0.39 0.86 0.26 0.93 #NUM! 0.21

C17orf81 2184 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf82 1546 0.11 0.35 0.13 0.19 0.38 0.15 0.04 0.02 0.38 0.05 0.22 -2.20 0.12 -0.11 1.56 0.12 0.64 1.67 -0.58

C17orf85 3797 2.68 4.83 6.60 6.66 4.07 3.80 3.72 4.38 4.09 3.85 4.77 2.26 4.01 -0.58 0.27 0.72 0.73 0.02 -0.33

C17orf87 666 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf88 780 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf89 560 28.19 19.93 15.97 19.74 81.42 35.69 12.40 16.72 34.80 47.63 33.49 5.07 27.89 0.02 -0.48 -0.80 -0.50 1.55 0.09

C17orf90 635 24.89 12.97 17.02 16.46 36.79 12.54 9.78 4.54 11.68 6.02 20.11 4.33 8.01 1.64 0.70 1.09 1.04 2.20 -0.68

C17orf91 2659 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C17orf96 3232 0.70 0.97 3.05 1.38 3.57 1.98 0.66 0.99 0.55 1.18 1.94 0.96 0.84 -0.27 0.20 1.86 0.71 2.08 0.03

C17orf97 1839 0.53 1.85 5.40 7.10 1.49 0.75 1.18 4.33 1.05 0.46 2.85 1.51 1.76 -1.74 0.08 1.62 2.01 -0.24 -1.93

C17orf98 566 0.00 0.21 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 0.03 -4.86 0.03 #NUM! 2.95 #NUM! #NUM! #NUM! #NUM!

C17orf99 1090 0.59 0.00 0.00 0.00 0.47 0.19 0.00 0.00 0.00 0.08 0.21 -2.27 0.02 4.90 #NUM! #NUM! #NUM! 4.58 -0.11

C18orf1 8946 1.48 6.25 1.70 1.12 1.73 6.53 1.78 1.61 6.33 5.68 3.13 1.65 3.85 -1.38 0.70 -1.18 -1.78 -1.15 1.06

C18orf10 2079 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf18 1322 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf19 4392 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf2 2231 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf21 1136 16.42 9.29 14.33 18.78 6.98 11.20 9.35 5.94 7.65 8.17 12.83 3.68 7.78 1.08 0.26 0.88 1.27 -0.16 -0.20

C18orf25 5473 2.69 4.47 5.12 7.48 2.22 5.98 5.77 6.60 4.07 7.58 4.66 2.22 6.00 -1.16 -0.43 -0.23 0.32 -1.43 0.36

C18orf26 2027 11.97 1.15 2.97 0.00 0.00 0.00 1.30 0.75 0.00 0.02 2.68 1.42 0.52 4.53 1.15 2.52 #NUM! #NUM! #NUM!

C18orf32 1669 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf34 3398 2.08 1.37 0.70 0.11 0.01 1.74 1.51 5.09 3.50 2.46 1.00 0.00 3.14 -0.60 -1.19 -2.17 -4.86 -8.73 0.80

C18orf42 2302 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C18orf45 2994 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf54 5023 0.46 0.71 1.39 1.42 0.14 1.32 0.55 1.06 0.35 0.41 0.91 -0.14 0.59 -0.38 0.27 1.23 1.26 -2.09 0.54

C18orf55 1562 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf56 860 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C18orf62 1369 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C18orf63 5065 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C18orf8 2173 7.97 10.67 17.30 12.72 8.39 13.01 9.20 10.58 10.27 9.11 11.68 3.55 9.79 -0.30 0.12 0.82 0.38 -0.22 0.16

C19orf10 1067 33.30 29.26 29.62 28.04 196.21 43.81 22.39 16.73 69.09 41.70 60.04 5.91 37.48 -0.17 -0.36 -0.34 -0.42 2.39 -0.45

C19orf12 4702 2.35 4.24 3.14 5.28 2.07 4.79 2.88 2.60 5.80 3.92 3.64 1.87 3.80 -0.69 0.16 -0.27 0.47 -0.88 0.39

C19orf18 928 0.31 0.00 0.12 0.13 0.41 0.00 0.14 0.00 0.36 0.39 0.16 -2.63 0.22 0.46 #NUM! -0.88 -0.79 0.89 #NUM!

C19orf2 2295 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf20 1134 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf21 2907 0.59 24.53 11.65 0.18 19.09 0.62 0.11 0.20 0.05 0.29 9.44 3.24 0.16 1.89 7.26 6.18 0.13 6.90 -3.93

C19orf22 1835 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf23 1373 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf24 912 37.46 24.80 38.11 32.85 44.14 23.57 27.15 13.11 0.00 0.00 33.49 5.07 10.06 1.90 1.30 1.92 1.71 2.13 -0.51

C19orf25 2276 7.27 3.75 4.61 9.71 8.85 4.44 3.63 1.98 9.24 3.76 6.44 2.69 4.65 0.64 -0.31 -0.01 1.06 0.93 -0.54

C19orf26 2564 0.14 0.66 0.37 0.81 0.28 0.69 0.69 0.56 0.44 1.13 0.49 -1.03 0.70 -2.38 -0.09 -0.94 0.20 -1.34 0.49

C19orf28 2284 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf29 3625 7.17 5.31 8.10 6.43 23.05 3.58 4.67 3.77 7.99 4.09 8.94 3.16 5.13 0.48 0.05 0.66 0.33 2.17 -1.32

C19orf33 461 488.58 274.58 310.20 410.40 608.26 0.00 343.99 276.23 0.00 258.98 348.67 8.45 219.80 1.15 0.32 0.50 0.90 1.47 #NUM!

C19orf34 1313 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf35 2570 0.66 0.77 0.54 0.50 0.21 0.13 0.79 0.45 0.13 0.09 0.47 -1.10 0.37 0.84 1.06 0.56 0.44 -0.84 -1.88

C19orf38 1089 1.35 2.29 1.95 15.35 4.82 4.07 1.18 0.96 4.01 1.43 4.97 2.31 1.89 -0.49 0.27 0.04 3.02 1.35 -0.29

C19orf39 1662 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf40 1152 2.24 1.94 3.54 4.27 3.46 1.33 1.04 0.67 0.71 0.34 2.80 1.48 0.69 1.70 1.49 2.36 2.63 2.33 -1.07

C19orf42 1390 59.70 18.13 17.15 10.95 75.01 41.27 19.75 14.44 42.78 68.71 37.04 5.21 36.42 0.71 -1.01 -1.09 -1.73 1.04 0.16

C19orf43 945 160.76 141.72 176.65 78.38 240.41 139.52 121.99 111.15 163.95 121.70 156.24 7.29 129.70 0.31 0.13 0.45 -0.73 0.89 -0.16

C19orf44 3364 0.70 0.00 0.00 0.00 0.00 0.95 0.00 0.00 1.86 1.14 0.28 -1.86 0.75 -0.09 #NUM! #NUM! #NUM! #NUM! 1.79

C19orf45 1709 0.28 0.22 0.10 0.17 1.34 0.07 0.03 0.02 0.00 0.03 0.36 -1.46 0.02 3.84 3.46 2.31 3.09 6.09 -2.32

C19orf46 1541 0.56 2.26 5.20 0.00 37.10 0.88 0.56 0.00 0.10 0.45 7.67 2.94 0.28 1.01 3.03 4.24 #NUM! 7.07 -3.12

C19orf47 2140 0.00 0.00 0.00 16.11 0.00 0.00 0.00 0.00 0.00 0.00 2.69 1.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C19orf48 1692 34.16 20.00 73.11 64.58 88.12 20.17 13.78 10.63 10.66 12.10 50.02 5.64 11.79 1.53 0.76 2.63 2.45 2.90 -1.31

C19orf50 1592 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf51 2210 0.52 5.76 1.29 2.97 2.85 0.20 0.54 0.28 0.05 0.05 2.27 1.18 0.23 1.16 4.64 2.47 3.68 3.62 -3.49

C19orf52 1414 2.30 3.25 3.40 1.65 16.49 4.37 2.96 1.72 7.77 0.00 5.24 2.39 3.11 -0.44 0.06 0.13 -0.91 2.40 -0.26

C19orf53 934 110.78 79.72 79.98 81.83 205.52 83.18 55.01 54.41 96.19 75.24 106.83 6.74 70.21 0.66 0.18 0.19 0.22 1.55 -0.36

C19orf54 2769 1.90 0.00 0.00 0.00 5.40 0.00 0.00 0.00 0.00 0.00 1.22 0.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C19orf55 2146 1.07 6.31 4.66 5.30 5.59 1.00 2.33 2.29 0.72 0.98 3.99 2.00 1.58 -0.56 2.00 1.56 1.75 1.82 -1.99

C19orf56 861 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C19orf57 2420 3.04 2.40 3.98 2.72 6.53 0.00 3.02 2.90 0.24 1.08 3.11 1.64 1.81 0.75 0.40 1.14 0.59 1.85 #NUM!

C19orf59 1326 0.60 1.39 1.17 0.53 1.36 0.56 0.02 0.23 0.98 0.29 0.94 -0.10 0.38 0.66 1.87 1.63 0.48 1.85 -0.73

C19orf6 2754 26.12 43.75 29.85 62.31 37.44 21.94 35.93 45.63 33.90 32.24 36.90 5.21 36.93 -0.50 0.24 -0.31 0.75 0.02 -0.75

C19orf60 900 20.66 16.17 14.11 12.32 63.02 44.20 19.87 15.27 54.38 35.97 28.41 4.83 31.37 -0.60 -0.96 -1.15 -1.35 1.01 0.64

C19orf63 2048 35.97 45.91 10.05 84.26 62.23 46.28 29.05 22.50 52.06 37.05 47.45 5.57 35.17 0.03 0.38 -1.81 1.26 0.82 -0.04

C19orf66 2139 9.55 17.06 14.25 30.14 15.12 12.90 8.76 8.74 22.04 11.78 16.50 4.04 12.83 -0.43 0.41 0.15 1.23 0.24 -0.36

C19orf69 946 0.00 0.00 0.00 0.00 0.00 0.03 0.34 0.13 0.00 0.03 0.00 -7.71 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C19orf70 943 71.39 33.10 45.52 40.05 0.00 36.27 52.49 30.42 52.81 37.42 37.72 5.24 43.29 0.72 -0.39 0.07 -0.11 #NUM! -0.06

C19orf71 671 0.00 2.45 0.00 0.00 0.00 0.00 2.98 0.00 0.00 0.00 0.41 -1.29 0.75 #NUM! 1.72 #NUM! #NUM! #NUM! #NUM!

C19orf73 765 2.16 1.87 1.18 1.20 0.64 0.00 1.72 1.41 0.00 0.79 1.18 0.23 0.98 1.14 0.94 0.26 0.30 -0.61 #NUM!

C19orf75 1706 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C19orf76 2112 1.03 0.00 0.00 0.00 0.12 1.19 0.00 0.00 12.43 2.10 0.39 -1.36 3.63 -1.82 #NUM! #NUM! #NUM! -4.92 1.61

C19orf77 908 0.14 3.06 0.24 0.22 1.00 0.27 0.07 0.14 0.21 0.03 0.82 -0.28 0.11 0.28 4.75 1.11 0.94 3.13 -1.60

C19orf79 439 161.64 89.69 65.49 110.13 776.96 228.89 78.56 58.90 170.07 199.59 238.80 7.90 126.78 0.35 -0.50 -0.95 -0.20 2.62 -0.06

C1D 1294 22.72 7.73 5.39 34.35 19.60 26.99 20.56 20.50 23.47 28.92 19.46 4.28 23.37 -0.04 -1.60 -2.12 0.56 -0.25 0.47

C1GALT1 6234 2.31 4.13 4.52 2.70 8.92 4.12 1.88 3.36 1.38 2.99 4.45 2.15 2.40 -0.06 0.78 0.91 0.17 1.89 -0.11

C1GALT1C1 1915 9.57 18.47 8.32 6.88 19.39 25.61 7.05 9.40 12.69 14.49 14.71 3.88 10.91 -0.19 0.76 -0.39 -0.66 0.83 0.80

C1orf100 579 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C1orf101 3208 0.16 0.17 0.06 0.25 0.08 0.20 0.08 0.13 0.22 0.22 0.15 -2.71 0.16 -0.06 0.03 -1.41 0.63 -1.00 0.41

C1orf105 985 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.78 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C1orf106 4175 14.32 48.89 23.07 31.81 33.37 13.00 11.15 13.24 0.04 9.71 27.41 4.78 8.54 0.75 2.52 1.43 1.90 1.97 -1.08

C1orf109 2376 4.66 2.45 3.97 2.91 5.64 5.06 3.72 3.94 4.14 4.02 4.11 2.04 3.96 0.24 -0.69 0.01 -0.44 0.51 0.30

C1orf110 1552 0.15 0.02 7.47 0.00 0.00 0.00 0.02 0.00 0.03 0.03 1.27 0.35 0.02 2.85 -0.14 8.53 #NUM! #NUM! #NUM!

C1orf111 1173 0.00 0.05 0.00 0.06 0.19 0.00 0.00 0.03 0.00 0.00 0.05 -4.31 0.01 #NUM! 2.99 #NUM! 3.30 4.87 #NUM!

C1orf112 3363 2.93 2.65 4.10 7.19 2.00 3.29 1.20 2.30 1.16 1.45 3.69 1.88 1.53 0.94 0.79 1.43 2.24 0.39 -0.17

C1orf114 1866 0.51 1.36 0.56 1.70 0.06 2.31 1.10 0.79 0.64 1.40 1.08 0.11 0.98 -0.94 0.47 -0.80 0.79 -4.15 1.09

C1orf115 2990 1.71 4.88 4.40 1.61 2.60 9.26 4.51 2.70 13.36 8.88 4.08 2.03 7.36 -2.11 -0.59 -0.74 -2.19 -1.50 1.18

C1orf116 5502 8.56 23.84 8.07 23.46 5.08 1.58 28.00 44.59 0.02 13.10 11.76 3.56 21.43 -1.32 0.15 -1.41 0.13 -2.08 -2.89

C1orf122 1359 24.75 20.04 16.46 34.14 58.28 23.12 16.45 15.97 29.73 16.16 29.47 4.88 19.58 0.34 0.03 -0.25 0.80 1.57 -0.35

C1orf123 1118 29.72 22.01 13.03 21.92 39.07 44.85 21.09 15.96 61.43 40.56 28.43 4.83 34.76 -0.23 -0.66 -1.42 -0.66 0.17 0.66

C1orf124 3854 2.44 3.07 3.15 3.28 1.94 2.70 1.36 0.00 2.09 1.90 2.76 1.47 1.34 0.87 1.20 1.24 1.29 0.54 -0.04



C1orf126 6979 0.37 1.34 0.00 1.77 0.00 0.95 1.05 1.49 0.28 0.00 0.74 -0.44 0.70 -0.92 0.93 #NUM! 1.33 #NUM! 0.36

C1orf127 2779 0.00 0.13 0.07 0.06 0.04 0.11 0.05 0.05 0.03 0.03 0.07 -3.88 0.04 #NUM! 1.71 0.72 0.56 -0.19 0.69

C1orf129 3165 0.05 0.24 0.00 0.00 0.00 0.00 0.00 0.05 0.01 0.00 0.05 -4.37 0.01 1.70 4.04 #NUM! #NUM! #NUM! #NUM!

C1orf130 3991 0.02 1.72 0.02 0.01 0.04 0.05 0.05 0.03 0.01 0.07 0.31 -1.70 0.04 -0.91 5.56 -1.27 -2.16 0.00 -2.58

C1orf131 1486 14.11 14.13 13.42 16.00 7.55 8.41 4.90 4.48 4.36 3.48 12.27 3.62 4.31 1.71 1.71 1.64 1.89 0.81 -0.54

C1orf133 817 0.00 4.58 0.00 0.67 2.89 5.46 3.98 7.88 11.39 9.40 2.27 1.18 8.16 #NUM! -0.83 #NUM! -3.61 -1.50 1.27

C1orf135 2061 2.18 0.56 5.18 3.61 1.88 1.29 0.25 0.39 0.15 0.17 2.45 1.29 0.24 3.18 1.21 4.43 3.91 2.97 -0.92

C1orf140 4492 0.01 0.02 0.01 0.01 0.00 0.01 0.03 0.00 0.13 0.00 0.01 -6.83 0.04 -1.82 -1.24 -2.59 -2.49 #NUM! 0.20

C1orf141 2143 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C1orf144 3651 25.59 38.15 53.16 54.58 25.25 27.54 32.07 31.86 36.58 26.88 37.38 5.22 31.85 -0.32 0.26 0.74 0.78 -0.34 -0.44

C1orf146 751 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 -11.78 0.02 #NUM! #NUM! #NUM! #NUM! -3.44 #NUM!

C1orf150 2644 0.23 0.18 0.20 0.06 0.00 0.58 0.13 0.23 0.31 0.42 0.21 -2.25 0.27 -0.21 -0.56 -0.42 -2.08 #NUM! 1.46

C1orf151 3967 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf152 1913 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf158 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C1orf159 2122 6.18 7.65 7.95 11.17 6.80 4.70 4.69 3.22 2.32 2.42 7.41 2.89 3.16 0.97 1.27 1.33 1.82 1.10 -0.66

C1orf15-NBL1 2025 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf162 946 24.43 30.50 27.36 12.62 4.94 32.52 7.00 11.04 21.83 11.63 22.06 4.46 12.88 0.92 1.24 1.09 -0.03 -1.38 0.56

C1orf168 3466 0.01 0.00 0.00 0.04 0.00 0.05 0.04 0.02 0.00 0.09 0.02 -6.03 0.04 -2.28 #NUM! #NUM! 0.04 #NUM! 1.60

C1orf170 3041 1.33 8.93 0.70 2.31 0.53 2.32 17.91 3.61 0.17 1.69 2.69 1.43 5.84 -2.14 0.61 -3.06 -1.34 -3.46 -0.21

C1orf172 1803 10.06 5.87 11.76 13.91 11.27 5.76 6.84 4.89 0.04 3.54 9.77 3.29 3.83 1.40 0.62 1.62 1.86 1.56 -0.76

C1orf173 7170 0.00 0.00 0.03 0.00 0.02 0.02 0.01 0.00 0.00 0.02 0.01 -6.38 0.01 -1.46 #NUM! 1.57 -1.13 0.77 0.64

C1orf174 1705 10.49 9.07 11.79 9.60 5.98 8.91 6.53 5.84 7.55 5.48 9.30 3.22 6.35 0.72 0.51 0.89 0.60 -0.09 -0.06

C1orf177 1806 0.98 0.99 0.15 0.40 0.00 0.29 7.09 4.68 0.00 0.00 0.47 -1.09 2.94 -1.59 -1.58 -4.26 -2.89 #NUM! -0.67

C1orf180 2884 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C1orf182 764 0.53 0.00 0.00 0.00 0.21 0.00 0.00 0.00 0.04 0.00 0.12 -3.02 0.01 5.77 #NUM! #NUM! #NUM! 4.40 #NUM!

C1orf183 5980 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf185 911 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.03 0.00 0.01 -7.64 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C1orf186 1665 8.74 3.33 1.22 17.74 0.84 2.57 2.12 2.14 0.90 1.87 5.74 2.52 1.76 2.31 0.92 -0.53 3.33 -1.06 -1.16

C1orf187 1773 0.03 0.00 0.31 0.10 0.00 0.00 0.02 0.00 0.04 0.08 0.07 -3.77 0.03 -0.10 #NUM! 3.22 1.55 #NUM! #NUM!

C1orf189 387 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf190 1863 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf192 774 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.21 0.00 0.00 0.00 #NUM! 0.55 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C1orf194 742 0.00 4.23 0.16 0.00 0.04 0.00 0.39 0.09 0.48 0.00 0.74 -0.43 0.24 #NUM! 4.13 -0.56 #NUM! -2.50 #NUM!

C1orf198 3836 11.31 17.97 11.53 7.97 7.88 13.68 17.30 9.28 58.77 14.68 11.72 3.55 25.01 -1.14 -0.48 -1.12 -1.65 -1.67 0.22

C1orf200 1840 0.00 0.06 0.12 0.02 0.04 0.07 0.02 0.00 0.03 0.00 0.05 -4.26 0.01 #NUM! 2.51 3.54 0.84 1.99 0.35

C1orf201 2881 2.36 3.64 4.58 5.53 3.29 2.24 3.34 7.01 1.46 3.02 3.61 1.85 3.71 -0.65 -0.03 0.31 0.58 -0.17 -0.69

C1orf204 2501 0.00 0.00 0.00 0.00 2.01 0.00 0.00 0.00 0.00 0.00 0.34 -1.58 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C1orf21 10308 17.07 11.62 16.86 23.30 31.11 50.93 38.44 11.45 82.83 112.89 25.15 4.65 61.40 -1.85 -2.40 -1.86 -1.40 -0.98 1.02

C1orf210 1495 6.24 15.22 2.19 4.17 11.82 2.33 6.60 5.17 0.02 2.32 7.00 2.81 3.53 0.82 2.11 -0.68 0.24 1.74 -1.59

C1orf212 6021 4.38 3.22 5.09 4.17 48.12 18.49 2.99 2.69 23.44 14.99 13.91 3.80 11.03 -1.33 -1.78 -1.11 -1.40 2.13 0.41

C1orf213 2879 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf216 2934 2.00 2.81 2.26 1.69 3.34 2.81 2.45 1.41 8.63 3.98 2.48 1.31 4.12 -1.04 -0.55 -0.87 -1.29 -0.30 0.18

C1orf220 2577 0.08 0.23 0.00 0.15 0.06 0.40 0.02 0.00 0.34 0.04 0.15 -2.70 0.10 -0.27 1.23 #NUM! 0.55 -0.78 1.38

C1orf226 4146 1.58 0.64 0.84 0.45 1.68 0.51 0.17 0.21 0.00 0.42 0.95 -0.08 0.20 2.96 1.66 2.05 1.16 3.05 -0.90

C1orf227 537 0.00 0.00 0.00 0.00 0.07 0.21 0.00 0.00 0.00 0.19 0.05 -4.43 0.05 #NUM! #NUM! #NUM! #NUM! 0.61 2.15

C1orf228 1698 0.74 1.99 0.44 1.99 0.32 2.94 0.23 0.07 1.07 0.27 1.40 0.49 0.41 0.86 2.29 0.12 2.29 -0.33 1.07

C1orf229 2258 0.32 0.52 0.25 0.32 0.15 0.14 0.50 0.19 0.35 0.09 0.28 -1.82 0.29 0.17 0.86 -0.18 0.18 -0.95 -1.02

C1orf27 3926 4.41 8.53 6.12 0.00 1.77 6.57 4.97 3.62 1.82 3.68 4.57 2.19 3.52 0.33 1.27 0.80 #NUM! -0.99 0.52

C1orf31 710 21.31 13.71 22.02 18.01 63.91 43.29 9.67 10.27 21.08 24.25 30.38 4.92 16.32 0.39 -0.25 0.43 0.14 1.97 0.51

C1orf35 1307 8.61 7.86 10.04 7.19 26.70 15.19 8.76 4.64 11.36 7.38 12.60 3.65 8.03 0.10 -0.03 0.32 -0.16 1.73 0.27

C1orf38 2723 9.00 13.96 16.92 16.69 11.21 16.94 6.83 8.62 10.26 7.83 14.12 3.82 8.39 0.10 0.74 1.01 0.99 0.42 0.26

C1orf43 1909 82.53 59.54 55.01 0.00 77.29 111.40 45.24 31.79 100.18 70.11 64.29 6.01 61.83 0.42 -0.05 -0.17 #NUM! 0.32 0.79

C1orf49 1028 0.00 0.00 0.09 0.00 0.00 0.00 0.28 0.31 0.03 0.16 0.02 -6.05 0.20 #NUM! #NUM! -1.11 #NUM! #NUM! #NUM!

C1orf50 1020 11.41 6.23 7.26 12.41 10.48 10.23 4.95 4.15 6.66 6.54 9.67 3.27 5.58 1.03 0.16 0.38 1.15 0.91 0.08

C1orf51 1758 5.04 4.31 2.98 0.82 6.82 4.43 0.75 0.95 2.97 3.24 4.07 2.02 1.98 1.35 1.12 0.59 -1.27 1.78 0.12

C1orf52 3402 2.68 2.41 10.89 3.68 4.65 13.68 3.25 2.98 20.81 11.14 6.33 2.66 9.54 -1.83 -1.98 0.19 -1.38 -1.04 1.11

C1orf53 697 1.97 1.40 3.83 1.78 7.52 2.98 0.48 0.73 1.24 1.47 3.25 1.70 0.98 1.01 0.52 1.97 0.87 2.94 -0.12

C1orf54 543 14.04 11.35 0.00 0.00 0.00 42.19 9.26 0.00 69.04 0.00 11.26 3.49 19.57 -0.48 -0.79 #NUM! #NUM! #NUM! 1.91

C1orf55 4029 1.36 3.49 5.02 3.20 3.77 8.35 2.05 5.05 6.45 9.17 4.20 2.07 5.68 -2.06 -0.71 -0.18 -0.83 -0.59 0.99

C1orf56 2055 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf61 879 0.00 0.00 0.09 0.05 3.10 0.22 0.00 0.04 0.09 0.00 0.57 -0.80 0.03 #NUM! #NUM! 1.37 0.46 6.55 -1.39

C1orf63 1482 23.00 15.87 26.49 17.42 10.85 51.29 25.13 34.16 32.06 39.54 24.15 4.59 32.73 -0.51 -1.04 -0.30 -0.91 -1.59 1.09

C1orf64 948 0.00 0.00 0.08 0.00 0.09 0.00 0.00 0.00 0.00 0.06 0.03 -5.10 0.01 #NUM! #NUM! 2.54 #NUM! 2.78 #NUM!

C1orf65 2114 0.08 0.00 0.06 0.02 0.12 0.05 0.00 0.00 0.00 0.01 0.05 -4.22 0.00 4.88 #NUM! 4.53 2.63 5.52 -0.24

C1orf68 908 0.14 0.00 0.16 0.78 2.47 0.00 0.00 0.04 0.00 0.00 0.59 -0.75 0.01 3.97 #NUM! 4.21 6.47 8.13 #NUM!

C1orf70 1128 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf74 1642 2.41 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.82 0.00 0.40 -1.32 0.21 3.55 #NUM! #NUM! #NUM! #NUM! #NUM!

C1orf85 1603 31.37 29.20 20.20 29.98 40.92 32.42 15.58 14.86 24.22 13.15 30.68 4.94 16.95 0.89 0.78 0.25 0.82 1.27 0.08

C1orf86 2301 24.13 35.17 28.63 32.94 29.99 34.93 23.94 16.23 58.65 24.73 30.97 4.95 30.89 -0.36 0.19 -0.11 0.09 -0.04 0.17

C1orf87 2126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C1orf88 2346 0.00 2.03 0.03 0.10 0.10 1.22 0.33 0.21 1.72 1.19 0.58 -0.79 0.86 #NUM! 1.24 -5.00 -3.09 -3.16 1.08

C1orf9 5669 2.73 5.12 3.64 5.14 3.18 8.68 3.59 3.85 3.30 6.01 4.75 2.25 4.19 -0.62 0.29 -0.20 0.30 -0.40 0.87

C1orf93 2845 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1orf94 3005 0.10 0.06 0.02 0.03 0.00 0.01 0.03 0.00 0.02 0.00 0.04 -4.81 0.01 2.86 2.05 0.28 1.38 #NUM! -1.57

C1orf95 7713 0.16 0.44 0.14 0.13 0.01 0.35 0.77 0.33 1.26 0.51 0.20 -2.29 0.72 -2.16 -0.71 -2.38 -2.49 -6.87 0.78

C1orf96 5121 1.46 1.94 3.66 2.90 2.03 3.21 1.91 1.70 0.90 2.44 2.54 1.34 1.74 -0.25 0.16 1.08 0.74 0.22 0.34

C1orf97 797 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C1QA 1098 74.77 106.33 124.72 82.45 160.68 235.75 35.92 43.93 107.28 87.10 130.78 7.03 68.55 0.13 0.63 0.86 0.27 1.23 0.85

C1QB 1044 112.57 144.98 206.86 124.86 356.30 226.05 38.56 42.80 95.58 74.68 195.27 7.61 62.90 0.84 1.20 1.72 0.99 2.50 0.21

C1QBP 1163 45.54 41.89 75.16 50.09 178.38 61.39 35.80 35.87 72.62 63.97 75.41 6.24 52.07 -0.19 -0.31 0.53 -0.06 1.78 -0.30

C1QC 1205 74.12 111.59 100.67 120.48 269.82 143.93 24.62 34.72 79.51 52.13 136.77 7.10 47.75 0.63 1.22 1.08 1.34 2.50 0.07

C1QL1 1517 1.72 1.08 0.47 3.80 22.75 4.64 0.62 0.23 1.94 1.84 5.74 2.52 1.16 0.57 -0.09 -1.31 1.72 4.30 -0.31

C1QL2 2049 0.00 0.00 0.00 0.00 0.01 0.09 0.00 0.00 0.00 0.00 0.02 -5.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.40

C1QL3 2493 0.08 1.93 1.32 1.69 0.00 0.02 0.01 0.49 0.01 0.00 0.84 -0.25 0.13 -0.77 3.91 3.37 3.72 #NUM! -5.47

C1QL4 2065 0.04 0.08 0.00 0.00 0.16 0.10 1.21 0.48 0.03 0.27 0.06 -3.97 0.50 -3.65 -2.65 #NUM! #NUM! -1.64 0.71

C1QTNF1 2923 7.19 11.19 13.11 7.53 28.48 14.53 8.77 9.38 34.32 13.56 13.67 3.77 16.51 -1.20 -0.56 -0.33 -1.13 0.79 0.09

C1QTNF2 2411 0.95 1.25 0.39 1.44 1.45 2.10 3.88 0.65 11.30 3.78 1.26 0.34 4.90 -2.37 -1.98 -3.64 -1.77 -1.76 0.73

C1QTNF3 3843 0.00 0.00 0.00 0.00 0.00 1.11 1.37 0.65 17.34 1.79 0.18 -2.44 5.29 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C1QTNF3-AMACR 3612 0.00 0.00 0.00 0.00 0.00 0.40 0.00 0.00 0.00 0.00 0.07 -3.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

C1QTNF4 1436 0.97 1.16 0.38 0.00 0.02 1.33 0.94 0.46 2.21 0.97 0.64 -0.64 1.14 -0.24 0.02 -1.59 #NUM! -5.92 1.05

C1QTNF6 2954 2.68 13.68 4.55 10.13 29.54 4.38 1.82 1.16 7.15 1.56 10.83 3.44 2.92 -0.12 2.23 0.64 1.79 3.34 -1.31

C1QTNF7 4530 1.80 2.09 0.29 0.35 0.01 4.57 6.87 5.80 7.72 8.59 1.52 0.60 7.25 -2.01 -1.79 -4.66 -4.36 -9.35 1.59

C1QTNF8 3406 0.02 0.01 0.00 0.04 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -6.60 0.00 3.18 2.18 #NUM! 4.51 #NUM! #NUM!

C1QTNF9 1849 0.42 0.57 0.12 0.19 0.18 0.25 0.51 0.34 0.74 0.63 0.29 -1.80 0.56 -0.42 0.03 -2.16 -1.55 -1.66 -0.19

C1QTNF9B 1002 0.36 0.71 0.21 0.00 0.00 0.00 0.00 0.00 0.96 1.04 0.21 -2.24 0.50 -0.47 0.50 -1.28 #NUM! #NUM! #NUM!

C1R 2526 112.30 275.96 192.96 146.15 518.54 413.68 244.08 220.45 515.52 375.87 276.60 8.11 338.98 -1.59 -0.30 -0.81 -1.21 0.61 0.58

C1RL 3398 10.42 20.61 12.01 0.00 20.36 0.00 7.39 8.61 16.92 0.00 10.57 3.40 8.23 0.34 1.33 0.55 #NUM! 1.31 #NUM!

C1S 2850 56.56 138.04 62.38 61.75 258.39 357.17 81.52 92.95 354.03 321.00 155.71 7.28 212.37 -1.91 -0.62 -1.77 -1.78 0.28 1.20

C2 2867 5.50 24.91 14.68 6.17 0.00 15.13 2.50 3.51 8.73 7.37 11.07 3.47 5.53 -0.01 2.17 1.41 0.16 #NUM! 0.45

C20orf103 2059 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf106 689 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf107 694 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf108 3066 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf11 4440 8.20 12.60 7.68 29.67 26.24 10.67 14.17 29.32 8.24 11.02 15.84 3.99 15.69 -0.94 -0.32 -1.03 0.92 0.74 -0.57

C20orf111 1572 18.29 12.91 12.53 15.78 29.30 20.44 12.68 25.93 14.67 36.03 18.21 4.19 22.33 -0.29 -0.79 -0.83 -0.50 0.39 0.17

C20orf112 6005 0.90 12.86 1.57 2.04 1.24 2.13 1.92 2.24 3.31 2.60 3.46 1.79 2.52 -1.49 2.35 -0.68 -0.30 -1.03 -0.70

C20orf118 2041 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf12 3515 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf123 2043 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C20orf132 3481 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf134 2028 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf141 741 0.17 0.09 0.35 0.00 1.51 0.45 0.06 0.10 0.15 0.33 0.43 -1.22 0.16 0.13 -0.75 1.12 #NUM! 3.24 0.08

C20orf144 586 0.00 0.00 0.00 0.43 0.00 0.06 0.14 0.00 0.00 0.00 0.08 -3.61 0.03 #NUM! #NUM! #NUM! 3.65 #NUM! -0.53

C20orf151 2853 1.31 1.65 2.81 3.23 1.41 1.21 1.28 1.51 0.00 0.74 1.94 0.95 0.88 0.57 0.91 1.67 1.87 0.68 -0.68

C20orf152 1936 0.03 0.05 0.04 0.08 0.03 0.08 0.03 0.05 0.04 0.00 0.05 -4.29 0.03 0.04 0.63 0.27 1.37 -0.06 0.69

C20orf160 2532 1.62 2.06 0.78 0.30 1.39 2.08 2.05 1.41 4.61 2.25 1.37 0.46 2.58 -0.67 -0.32 -1.72 -3.13 -0.89 0.60

C20orf165 752 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf166 1230 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.06 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C20orf173 2121 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C20orf177 5119 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf191 419 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf194 6855 0.79 2.47 1.25 2.21 0.73 2.41 2.62 2.63 6.40 3.15 1.64 0.72 3.70 -2.22 -0.58 -1.57 -0.74 -2.35 0.55

C20orf195 1124 0.03 0.65 0.68 0.31 1.29 0.19 0.08 0.21 0.42 0.22 0.52 -0.93 0.23 -3.12 1.48 1.53 0.38 2.46 -1.48

C20orf196 1203 4.98 2.41 1.18 3.01 5.57 6.03 2.02 2.46 4.66 5.29 3.86 1.95 3.61 0.46 -0.58 -1.61 -0.26 0.63 0.64

C20orf197 2732 0.00 0.21 0.08 0.05 0.02 0.15 0.06 0.00 1.27 0.05 0.09 -3.54 0.35 #NUM! -0.69 -2.12 -2.82 -4.25 0.84

C20orf20 1659 6.57 7.87 10.99 7.31 33.83 11.13 4.25 5.05 8.09 9.22 12.95 3.70 6.65 -0.02 0.24 0.72 0.14 2.35 -0.22

C20orf201 894 0.00 0.11 0.00 0.32 0.03 0.51 0.19 0.15 0.03 0.00 0.16 -2.61 0.09 #NUM! 0.26 #NUM! 1.79 -1.46 1.65

C20orf202 1604 0.18 0.11 0.16 0.11 0.08 0.00 0.04 0.16 0.17 0.11 0.11 -3.24 0.12 0.54 -0.19 0.45 -0.13 -0.56 #NUM!

C20orf203 4803 0.02 0.03 0.00 0.01 0.02 0.03 0.03 0.00 0.02 0.02 0.02 -5.76 0.02 0.11 0.69 #NUM! -0.56 -0.40 0.62

C20orf24 1251 154.54 98.26 83.17 95.64 290.57 102.57 48.11 45.65 51.26 71.84 137.46 7.10 54.22 1.51 0.86 0.62 0.82 2.42 -0.42

C20orf26 4120 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf27 1376 16.80 16.72 14.34 10.21 25.18 16.31 12.52 6.90 23.28 18.11 16.59 4.05 15.20 0.14 0.14 -0.08 -0.57 0.73 -0.03

C20orf29 1960 4.87 5.57 6.11 0.00 5.87 3.19 3.11 2.21 3.12 1.40 4.27 2.09 2.46 0.99 1.18 1.31 #NUM! 1.26 -0.42

C20orf3 2251 19.16 18.95 12.01 20.12 35.57 35.37 9.77 9.51 36.48 26.54 23.53 4.56 20.58 -0.10 -0.12 -0.78 -0.03 0.79 0.59

C20orf30 1792 76.01 77.18 52.04 48.03 48.30 95.06 42.65 44.78 99.55 61.99 66.10 6.05 62.24 0.29 0.31 -0.26 -0.37 -0.37 0.52

C20orf4 2682 14.07 19.85 11.49 16.00 12.84 9.34 7.76 6.28 19.55 7.55 13.93 3.80 10.29 0.45 0.95 0.16 0.64 0.32 -0.58

C20orf43 1654 42.85 39.06 29.32 32.12 52.39 59.56 23.62 24.41 71.63 49.44 42.55 5.41 42.27 0.02 -0.11 -0.53 -0.40 0.31 0.49

C20orf46 1720 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C20orf54 2716 4.11 2.68 6.83 2.10 5.47 1.58 1.54 0.92 1.15 1.49 3.79 1.92 1.28 1.69 1.07 2.42 0.72 2.10 -1.26

C20orf7 2409 3.90 0.00 0.00 14.39 8.51 6.29 0.00 8.43 4.03 2.78 5.52 2.46 3.81 0.03 #NUM! #NUM! 1.92 1.16 0.19

C20orf72 2142 8.70 8.56 10.50 14.54 14.78 12.50 4.68 6.21 3.64 5.97 11.60 3.54 5.12 0.76 0.74 1.03 1.50 1.53 0.11

C20orf85 792 0.04 0.49 0.00 0.00 0.04 0.04 0.00 0.05 0.04 0.07 0.10 -3.28 0.04 0.18 3.67 #NUM! #NUM! 0.07 -1.43

C20orf94 1407 0.65 1.65 1.56 1.12 0.15 0.00 1.09 1.20 0.14 0.28 0.86 -0.23 0.68 -0.05 1.28 1.21 0.72 -2.16 #NUM!

C20orf96 1615 7.01 5.25 3.28 3.53 2.39 4.69 3.09 3.21 4.53 4.17 4.36 2.12 3.75 0.90 0.49 -0.19 -0.09 -0.65 0.11

C21orf119 828 3.40 3.95 4.67 9.12 12.85 4.43 2.92 2.73 5.12 4.31 6.40 2.68 3.77 -0.15 0.07 0.31 1.28 1.77 -0.53

C21orf122 2274 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf128 2141 0.01 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -7.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.12

C21orf129 2033 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf15 1296 1.93 0.41 3.39 6.22 6.62 0.98 10.17 4.24 0.08 3.55 3.26 1.70 4.51 -1.22 -3.45 -0.41 0.46 0.55 -1.74

C21orf2 2254 3.07 6.01 0.00 6.34 3.84 4.61 7.77 2.98 8.30 5.21 3.98 1.99 6.07 -0.98 -0.01 #NUM! 0.06 -0.66 0.21

C21orf33 1668 22.66 16.35 16.11 29.72 60.57 33.63 18.68 12.57 41.23 32.16 29.84 4.90 26.16 -0.21 -0.68 -0.70 0.18 1.21 0.17

C21orf34 3475 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf37 730 0.00 0.00 0.00 0.00 0.17 0.00 0.00 0.00 0.00 0.00 0.03 -5.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C21orf49 1215 0.05 0.65 0.09 0.90 0.16 0.39 0.34 0.35 0.15 0.50 0.37 -1.43 0.33 -2.76 0.96 -1.94 1.42 -1.06 0.06

C21orf56 2332 6.33 14.13 13.43 23.30 13.23 5.67 4.57 8.78 11.77 8.07 12.68 3.66 8.30 -0.39 0.77 0.69 1.49 0.67 -1.16

C21orf58 2991 0.98 0.00 0.00 6.44 0.00 2.59 0.44 0.26 0.49 0.00 1.67 0.74 0.30 1.72 #NUM! #NUM! 4.44 #NUM! 0.64

C21orf59 1427 6.45 12.53 10.75 20.53 38.90 28.12 9.86 8.08 16.62 19.08 19.54 4.29 13.41 -1.06 -0.10 -0.32 0.61 1.54 0.52

C21orf62 4132 0.03 0.17 0.04 0.13 0.02 0.02 0.13 0.05 0.03 0.03 0.07 -3.86 0.06 -0.95 1.40 -0.59 1.06 -1.37 -2.03

C21orf63 1977 9.49 16.39 8.53 4.81 55.81 16.35 8.37 21.55 21.39 21.39 18.56 4.21 18.18 -0.94 -0.15 -1.09 -1.92 1.62 -0.18

C21orf67 1850 1.04 2.11 0.92 2.10 2.93 0.81 0.42 0.14 1.27 0.56 1.65 0.72 0.59 0.81 1.83 0.63 1.82 2.30 -1.04

C21orf7 1997 2.17 1.66 2.22 5.50 3.64 5.82 2.04 0.90 9.82 3.27 3.50 1.81 4.01 -0.88 -1.27 -0.85 0.46 -0.14 0.73

C21orf70 964 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf71 459 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf81 1095 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C21orf88 1469 0.49 0.00 0.14 0.05 0.02 0.41 0.36 0.62 0.50 0.21 0.19 -2.43 0.42 0.22 #NUM! -1.54 -3.03 -4.41 1.14

C21orf90 1045 0.58 0.00 0.00 0.00 0.06 0.00 0.00 0.06 0.31 0.05 0.11 -3.23 0.11 2.45 #NUM! #NUM! #NUM! -0.84 #NUM!

C21orf91 5451 1.96 1.60 2.66 3.22 0.97 5.56 1.60 1.98 1.59 3.09 2.66 1.41 2.07 -0.08 -0.37 0.37 0.64 -1.09 1.06

C21orf96 1502 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf13 3619 11.86 15.18 29.31 20.88 13.99 11.06 15.15 10.54 17.47 8.35 17.05 4.09 12.88 -0.12 0.24 1.19 0.70 0.12 -0.62

C22orf15 879 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf23 1988 0.00 0.00 7.39 9.18 0.00 0.00 5.25 2.79 7.04 0.00 2.76 1.47 3.77 #NUM! #NUM! 0.97 1.29 #NUM! #NUM!

C22orf24 1247 0.00 0.49 0.56 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C22orf25 2271 7.04 7.29 6.92 8.71 4.73 6.30 4.99 4.14 8.36 3.85 6.83 2.77 5.33 0.40 0.45 0.38 0.71 -0.17 -0.12

C22orf26 1836 0.34 0.00 0.65 0.14 0.00 0.00 0.17 0.00 0.00 0.00 0.19 -2.40 0.04 2.98 #NUM! 3.90 1.71 #NUM! #NUM!

C22orf28 2081 18.25 16.90 20.35 20.84 23.26 25.60 12.70 16.09 31.59 30.06 20.87 4.38 22.61 -0.31 -0.42 -0.15 -0.12 0.04 0.30

C22orf29 6693 0.76 1.01 2.01 2.25 0.91 0.49 0.00 0.00 1.58 1.09 1.24 0.31 0.67 0.19 0.60 1.59 1.76 0.46 -1.34

C22orf31 1070 0.46 0.31 0.07 0.28 0.00 0.30 0.15 0.26 0.00 0.21 0.24 -2.08 0.15 1.60 1.02 -1.20 0.90 #NUM! 0.33

C22orf32 1585 31.74 15.10 17.60 22.65 14.26 30.32 20.27 14.39 33.44 25.19 21.95 4.46 23.32 0.44 -0.63 -0.41 -0.04 -0.71 0.47

C22orf33 1049 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf34 2533 0.08 0.12 0.14 0.08 0.80 1.70 0.04 0.06 2.08 1.95 0.49 -1.04 1.04 -3.62 -3.15 -2.93 -3.70 -0.37 1.81

C22orf36 1240 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf39 1988 8.11 8.20 7.13 5.73 4.41 10.63 7.94 9.20 11.77 8.15 7.37 2.88 9.26 -0.19 -0.18 -0.38 -0.69 -1.07 0.53

C22orf40 1502 4.43 3.98 2.99 1.46 2.38 3.73 3.01 1.24 8.22 2.84 3.16 1.66 3.83 0.21 0.06 -0.36 -1.39 -0.69 0.24

C22orf41 442 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf43 1336 0.00 0.14 0.24 0.42 0.00 0.04 0.42 0.20 0.04 0.09 0.14 -2.85 0.19 #NUM! -0.48 0.32 1.16 #NUM! -1.83

C22orf45 2568 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C22orf46 4991 1.50 1.74 1.96 0.00 1.45 2.81 1.92 1.11 1.30 1.09 1.58 0.66 1.36 0.15 0.36 0.53 #NUM! 0.10 0.83

C2CD2 6349 2.19 3.96 1.70 10.84 2.19 2.87 2.76 3.15 5.10 2.16 3.96 1.99 3.29 -0.59 0.27 -0.95 1.72 -0.59 -0.46

C2CD2L 3370 1.31 4.94 1.98 3.42 2.28 2.03 4.90 7.60 3.26 2.29 2.66 1.41 4.51 -1.79 0.13 -1.19 -0.40 -0.98 -0.39

C2CD3 6300 2.02 3.91 4.65 4.54 2.11 1.50 2.13 2.76 1.65 1.54 3.12 1.64 2.02 0.00 0.95 1.20 1.17 0.07 -1.06

C2CD4A 3461 0.14 0.13 9.37 5.05 0.16 0.75 0.03 0.34 0.59 0.66 2.60 1.38 0.41 -1.49 -1.62 4.53 3.64 -1.37 -1.79

C2CD4B 1576 3.91 5.96 13.31 2.85 1.67 26.95 1.35 9.07 70.09 16.90 9.11 3.19 24.35 -2.64 -2.03 -0.87 -3.10 -3.87 1.57

C2CD4C 3124 0.03 0.30 1.21 1.31 0.26 0.13 0.02 0.09 0.56 0.02 0.54 -0.89 0.17 -2.78 0.77 2.81 2.92 0.59 -2.10

C2CD4D 1713 0.00 0.97 0.00 0.00 3.15 0.00 0.00 0.00 0.00 0.11 0.69 -0.54 0.03 #NUM! 5.09 #NUM! #NUM! 6.80 #NUM!

C2orf15 1430 0.49 1.58 1.64 0.73 1.78 0.77 0.41 0.33 0.04 0.00 1.17 0.22 0.19 1.34 3.04 3.09 1.93 3.21 -0.61

C2orf16 6218 0.07 0.05 0.18 0.13 0.10 0.05 0.13 0.07 0.08 0.03 0.10 -3.35 0.08 -0.17 -0.67 1.18 0.77 0.40 -0.86

C2orf18 3912 7.13 14.33 16.58 11.13 26.46 6.23 14.13 9.88 11.31 6.53 13.64 3.77 10.46 -0.55 0.45 0.66 0.09 1.34 -1.13

C2orf27A 1222 3.90 1.71 0.35 2.76 2.29 3.41 0.38 0.86 1.87 4.51 2.40 1.27 1.90 1.03 -0.16 -2.43 0.54 0.27 0.51

C2orf27B 1429 0.00 0.00 0.01 0.01 0.04 0.03 0.00 0.01 0.05 0.04 0.02 -5.99 0.02 #NUM! #NUM! -0.88 -0.79 0.73 0.86

C2orf28 1278 122.26 64.15 83.75 74.28 252.71 121.63 76.39 59.30 144.30 111.63 119.80 6.90 97.90 0.32 -0.61 -0.23 -0.40 1.37 0.02

C2orf29 2544 9.32 12.10 16.93 18.07 14.23 9.07 13.51 15.40 7.36 10.13 13.29 3.73 11.60 -0.32 0.06 0.54 0.64 0.29 -0.55

C2orf3 4455 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C2orf40 793 2.43 1.80 0.79 0.32 0.08 26.28 19.36 3.92 113.85 30.83 5.28 2.40 41.99 -4.11 -4.54 -5.72 -7.05 -9.08 2.31

C2orf42 2540 5.60 5.86 3.68 3.54 2.07 5.13 3.07 4.74 3.62 3.39 4.31 2.11 3.70 0.59 0.66 -0.01 -0.07 -0.84 0.25

C2orf43 2876 1.34 2.71 1.91 4.22 1.35 2.79 1.82 2.55 3.14 3.31 2.39 1.26 2.70 -1.01 0.01 -0.50 0.64 -1.00 0.22

C2orf44 3897 1.94 1.25 2.27 1.80 2.13 1.11 1.13 0.28 1.87 1.03 1.75 0.81 1.08 0.85 0.22 1.07 0.74 0.99 -0.66

C2orf47 1525 6.82 4.77 6.40 8.11 7.75 8.52 5.44 3.84 6.02 6.76 7.06 2.82 5.51 0.31 -0.21 0.21 0.56 0.49 0.27

C2orf48 1902 0.00 0.76 0.38 0.00 0.00 0.00 0.02 0.37 0.00 0.04 0.19 -2.40 0.11 #NUM! 2.82 1.84 #NUM! #NUM! #NUM!

C2orf49 902 12.51 7.82 9.80 11.74 12.09 0.00 8.50 10.11 6.86 0.00 8.99 3.17 6.37 0.97 0.30 0.62 0.88 0.93 #NUM!



C2orf50 1056 0.00 0.26 0.03 0.00 0.00 0.10 0.03 0.03 0.05 0.07 0.07 -3.93 0.04 #NUM! 2.54 -0.41 #NUM! #NUM! 0.60

C2orf52 1298 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C2orf54 2525 17.58 15.61 1.15 2.02 2.99 3.60 59.37 46.27 0.04 25.62 7.16 2.84 32.82 -0.90 -1.07 -4.83 -4.02 -3.46 -0.99

C2orf55 3884 0.68 2.67 2.16 3.77 6.48 4.30 3.90 4.42 0.90 1.99 3.34 1.74 2.80 -2.05 -0.07 -0.37 0.43 1.21 0.36

C2orf56 2221 2.89 3.05 3.91 0.00 3.93 5.85 2.51 1.95 4.56 4.55 3.27 1.71 3.39 -0.23 -0.16 0.20 #NUM! 0.21 0.84

C2orf57 1420 0.00 0.00 0.00 0.00 0.00 0.23 0.00 0.00 0.02 0.10 0.04 -4.71 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C2orf61 2139 0.00 0.32 0.00 0.00 0.10 0.00 0.08 0.01 0.06 0.00 0.07 -3.83 0.04 #NUM! 3.06 #NUM! #NUM! 1.35 #NUM!

C2orf62 1414 0.00 0.43 0.18 0.30 0.42 0.00 0.34 0.00 0.23 0.31 0.22 -2.18 0.22 #NUM! 0.96 -0.28 0.45 0.95 #NUM!

C2orf63 5360 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C2orf65 2558 0.77 0.44 0.12 3.17 0.04 1.25 0.29 0.26 0.05 0.21 0.96 -0.05 0.20 1.94 1.12 -0.71 3.98 -2.35 0.37

C2orf66 1386 0.12 0.08 0.27 0.14 0.01 0.04 0.05 0.02 0.01 0.02 0.11 -3.19 0.03 2.19 1.68 3.35 2.37 -1.23 -1.39

C2orf67 5410 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C2orf68 4283 6.12 7.30 5.46 6.05 7.21 5.86 5.43 3.96 3.81 3.19 6.33 2.66 4.10 0.58 0.83 0.41 0.56 0.81 -0.11

C2orf69 3742 1.98 2.16 3.55 2.26 0.76 4.11 2.29 2.67 2.15 4.23 2.47 1.30 2.83 -0.52 -0.39 0.32 -0.33 -1.89 0.73

C2orf70 695 0.05 3.43 0.00 0.12 2.22 0.09 0.00 0.00 1.07 0.04 0.98 -0.02 0.28 -2.50 3.62 #NUM! -1.16 2.99 -3.52

C2orf71 7044 0.04 0.00 0.00 0.01 0.02 0.02 0.00 0.00 0.01 0.04 0.01 -6.11 0.01 1.57 #NUM! #NUM! -0.43 0.98 0.30

C2orf72 3595 0.00 0.79 0.00 0.15 0.38 0.12 0.04 0.07 0.04 0.02 0.24 -2.06 0.04 #NUM! 4.24 #NUM! 1.81 3.19 -0.98

C2orf73 1921 0.06 0.03 0.00 0.00 0.04 0.09 0.14 0.06 0.04 0.09 0.04 -4.81 0.08 -0.50 -1.50 #NUM! #NUM! -1.02 1.30

C2orf74 887 5.36 3.48 2.37 0.00 7.19 7.02 2.71 1.06 9.91 5.74 4.24 2.08 4.85 0.14 -0.48 -1.03 #NUM! 0.57 0.73

C2orf76 950 28.91 9.05 0.00 43.85 11.66 0.00 20.90 20.59 19.41 0.00 15.58 3.96 15.23 0.93 -0.75 #NUM! 1.53 -0.38 #NUM!

C2orf77 2187 0.05 0.60 0.06 0.05 0.00 0.44 0.34 0.39 0.12 0.16 0.20 -2.33 0.25 -2.34 1.25 -2.11 -2.42 #NUM! 1.14

C2orf78 3045 0.01 0.01 0.00 0.02 0.00 0.00 0.01 0.01 0.00 0.00 0.01 -7.26 0.00 0.96 0.96 #NUM! 2.29 #NUM! #NUM!

C2orf81 2244 0.59 2.16 0.78 1.04 0.35 0.70 0.74 0.31 2.23 0.61 0.94 -0.09 0.97 -0.72 1.15 -0.33 0.10 -1.46 -0.42

C2orf82 480 0.45 2.09 0.44 0.58 0.50 0.39 0.19 0.10 0.24 0.51 0.74 -0.43 0.26 0.81 3.02 0.76 1.16 0.95 -0.93

C2orf83 2103 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

C2orf84 1889 0.06 0.14 0.07 3.08 0.04 0.16 0.07 0.00 0.94 0.41 0.59 -0.75 0.35 -2.49 -1.32 -2.26 3.13 -3.01 -1.86

C2orf85 1798 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C2orf88 4051 1.44 1.86 1.15 0.30 0.18 4.82 6.84 2.68 3.49 3.76 1.63 0.70 4.19 -1.54 -1.17 -1.87 -3.79 -4.51 1.57

C2orf89 1733 0.41 0.99 0.55 0.18 0.77 1.05 0.17 0.28 0.59 0.23 0.66 -0.60 0.32 0.36 1.63 0.79 -0.78 1.28 0.67

C3 5101 40.31 251.72 117.17 28.95 368.80 139.02 10.09 7.48 231.65 96.58 157.66 7.30 86.45 -1.10 1.54 0.44 -1.58 2.09 -0.18

C3AR1 1985 3.14 5.99 5.19 6.58 14.34 10.64 1.44 2.47 5.24 5.02 7.65 2.93 3.54 -0.17 0.76 0.55 0.89 2.02 0.48

C3orf14 832 3.96 7.86 2.47 1.09 0.56 11.93 6.06 5.13 7.26 9.68 4.64 2.21 7.03 -0.83 0.16 -1.51 -2.69 -3.65 1.36

C3orf15 4449 0.15 1.77 0.07 0.12 0.05 0.80 0.45 0.83 0.43 1.10 0.49 -1.03 0.70 -2.26 1.33 -3.37 -2.59 -3.84 0.70

C3orf17 4857 4.93 5.44 4.61 8.50 7.20 9.60 3.57 3.03 4.46 6.20 6.71 2.75 4.32 0.19 0.33 0.10 0.98 0.74 0.52

C3orf18 2712 0.83 0.00 0.65 0.00 0.00 1.56 1.51 0.63 7.91 2.27 0.51 -0.98 3.08 -1.90 #NUM! -2.25 #NUM! #NUM! 1.63

C3orf19 2975 3.27 5.21 6.40 5.65 2.04 3.53 4.27 2.98 4.14 4.52 4.35 2.12 3.98 -0.28 0.39 0.69 0.51 -0.96 -0.30

C3orf20 3349 0.00 0.00 0.00 0.00 0.00 0.22 0.01 0.00 0.00 0.00 0.04 -4.75 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C3orf21 2830 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf22 971 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C3orf23 3702 3.25 6.69 6.70 5.27 7.54 6.89 3.52 5.32 3.55 5.15 6.06 2.60 4.39 -0.43 0.61 0.61 0.27 0.78 0.19

C3orf24 1105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf25 2169 0.01 1.02 0.01 0.06 0.07 0.09 0.12 0.05 0.01 0.11 0.21 -2.24 0.07 -2.54 3.80 -2.32 -0.21 -0.06 -1.26

C3orf26 1230 23.38 10.50 14.91 18.08 44.17 19.25 8.27 9.52 16.01 18.82 21.72 4.44 13.15 0.83 -0.32 0.18 0.46 1.75 -0.17

C3orf27 2700 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C3orf30 1814 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.81 0.00 #NUM! #NUM! 3.79 #NUM! #NUM! #NUM!

C3orf31 1270 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf32 1545 0.17 0.40 0.06 0.02 0.02 1.81 0.15 0.24 2.01 0.43 0.41 -1.27 0.71 -2.05 -0.82 -3.55 -5.04 -5.47 2.13

C3orf33 1931 0.50 1.38 0.65 0.58 1.08 1.98 0.53 0.33 1.93 1.38 1.03 0.04 1.04 -1.05 0.40 -0.69 -0.86 0.05 0.95

C3orf35 1807 0.00 0.63 0.24 0.26 0.07 0.21 0.12 0.27 0.10 0.24 0.23 -2.10 0.18 #NUM! 1.79 0.39 0.50 -1.41 -0.16

C3orf36 1683 0.12 0.25 0.14 0.13 0.02 0.26 0.11 0.32 0.22 0.18 0.15 -2.71 0.21 -0.82 0.29 -0.59 -0.71 -3.73 0.80

C3orf37 1809 19.78 17.60 22.76 27.48 89.73 26.68 12.40 13.40 20.85 20.90 34.00 5.09 16.89 0.23 0.06 0.43 0.70 2.41 -0.35

C3orf38 2782 8.22 6.16 9.38 8.72 3.20 0.00 5.72 0.00 5.26 7.29 5.95 2.57 4.57 0.85 0.43 1.04 0.93 -0.51 #NUM!

C3orf39 2556 4.03 5.75 6.75 4.26 3.90 3.58 5.52 3.36 19.12 6.05 4.71 2.24 8.51 -1.08 -0.57 -0.34 -1.00 -1.13 -0.40

C3orf43 1810 0.00 0.02 0.02 0.00 0.01 0.04 0.00 0.00 0.01 0.00 0.01 -6.10 0.00 #NUM! 2.19 2.41 #NUM! 2.08 1.46

C3orf45 1526 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf46 876 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf47 2211 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf49 1289 0.00 0.11 0.00 0.09 0.00 0.04 0.00 0.00 0.08 0.02 0.04 -4.65 0.02 -4.12 2.22 #NUM! 1.80 #NUM! -0.02

C3orf51 2264 0.00 0.07 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 -6.38 0.00 #NUM! 4.52 #NUM! #NUM! #NUM! #NUM!

C3orf52 2296 1.46 1.70 2.86 2.74 7.16 4.67 0.78 1.69 1.15 5.78 3.43 1.78 2.35 -0.69 -0.47 0.28 0.22 1.61 0.45

C3orf54 1058 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf55 1511 0.68 0.34 0.23 0.45 0.31 2.15 0.39 0.60 1.21 2.03 0.69 -0.53 1.06 -0.64 -1.64 -2.22 -1.23 -1.77 1.63

C3orf58 4370 4.43 4.57 10.36 7.85 2.65 9.99 4.91 5.09 10.52 9.28 6.64 2.73 7.45 -0.75 -0.70 0.48 0.08 -1.49 0.59

C3orf62 3590 0.00 0.00 0.00 3.16 0.37 0.00 1.01 0.54 0.00 0.00 0.59 -0.76 0.39 #NUM! #NUM! #NUM! 3.02 -0.06 #NUM!

C3orf63 8296 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf64 4152 2.17 4.62 4.15 0.00 1.55 6.96 0.00 3.71 8.95 3.75 3.24 1.70 4.10 -0.92 0.17 0.02 #NUM! -1.41 1.10

C3orf65 1964 0.00 0.06 0.07 0.09 0.00 0.00 0.07 0.03 0.01 0.00 0.03 -4.84 0.03 #NUM! 0.98 1.20 1.62 #NUM! #NUM!

C3orf66 2524 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf67 2551 3.48 2.29 7.73 4.53 1.30 1.18 3.65 10.66 0.14 6.56 3.42 1.77 5.25 -0.59 -1.20 0.56 -0.21 -2.02 -1.53

C3orf70 5901 0.99 1.31 1.27 0.61 0.14 0.75 1.95 0.47 5.07 0.97 0.84 -0.24 2.11 -1.10 -0.69 -0.73 -1.80 -3.90 -0.18

C3orf71 1598 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C3orf72 4075 0.44 2.21 0.20 0.27 0.35 1.24 0.45 0.26 0.64 2.44 0.78 -0.35 0.95 -1.11 1.22 -2.24 -1.80 -1.44 0.66

C3orf74 3019 0.00 0.03 0.00 0.01 0.02 0.00 0.02 0.00 0.00 0.03 0.01 -6.41 0.01 #NUM! 1.58 #NUM! -0.09 1.07 #NUM!

C3orf75 1374 6.09 8.73 7.27 9.72 10.14 9.89 5.30 4.87 14.26 8.46 8.64 3.11 8.22 -0.43 0.09 -0.18 0.24 0.30 0.20

C3orf77 5351 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 -9.29 0.00 1.18 #NUM! #NUM! #NUM! #NUM! #NUM!

C3orf78 467 0.00 0.00 0.00 0.00 0.00 0.00 0.00 3.36 0.00 0.00 0.00 #NUM! 0.84 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C3P1 3764 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C4A 5426 0.31 6.89 1.02 0.45 2.52 2.02 0.11 0.14 2.79 1.41 2.20 1.14 1.11 -1.82 2.63 -0.13 -1.31 1.18 -0.13

C4B 5444 0.31 2.61 1.00 0.30 2.03 7.59 0.05 0.13 2.75 3.58 2.30 1.20 1.63 -2.40 0.68 -0.70 -2.46 0.31 1.72

C4BPA 2256 0.00 3.20 0.00 0.06 0.02 0.00 0.00 0.00 0.03 0.00 0.55 -0.87 0.01 #NUM! 8.65 #NUM! 2.92 1.49 #NUM!

C4BPB 1131 0.00 11.39 0.00 0.00 0.00 0.20 0.03 0.03 0.46 0.29 1.93 0.95 0.20 #NUM! 5.80 #NUM! #NUM! #NUM! -3.27

C4orf10 3860 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C4orf11 910 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C4orf14 2307 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C4orf17 1652 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.12 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C4orf19 3648 1.90 2.93 2.25 0.00 0.63 0.00 0.00 0.00 1.11 0.00 1.28 0.36 0.28 2.78 3.41 3.02 #NUM! 1.19 #NUM!

C4orf21 6740 0.00 0.00 0.00 1.69 0.00 0.00 0.00 0.00 0.00 0.00 0.28 -1.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C4orf22 954 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 -6.39 0.00 #NUM! 5.42 #NUM! #NUM! #NUM! #NUM!

C4orf26 1926 0.64 0.08 0.02 0.02 0.20 0.01 0.02 0.03 0.00 0.00 0.16 -2.63 0.01 5.51 2.45 0.28 0.38 3.84 -3.66

C4orf27 1233 6.93 6.43 10.06 9.58 19.46 23.38 6.65 6.67 14.52 14.39 12.64 3.66 10.56 -0.61 -0.71 -0.07 -0.14 0.88 0.89

C4orf29 2200 0.77 4.46 4.43 3.29 1.07 3.20 1.18 2.65 0.94 2.42 2.87 1.52 1.79 -1.21 1.31 1.30 0.87 -0.75 0.15

C4orf3 2975 14.24 16.74 10.67 12.40 184.91 82.55 25.67 25.80 66.87 121.68 53.58 5.74 60.01 -2.08 -1.84 -2.49 -2.27 1.62 0.62

C4orf32 2730 2.60 3.37 4.86 2.68 1.77 8.92 3.52 4.18 5.87 6.96 4.04 2.01 5.13 -0.98 -0.61 -0.08 -0.94 -1.53 1.14

C4orf33 1873 3.34 7.61 7.02 6.23 3.80 7.17 4.85 7.14 1.70 5.41 5.86 2.55 4.77 -0.52 0.67 0.56 0.38 -0.33 0.29

C4orf34 1683 7.86 9.51 6.61 6.11 8.48 14.85 9.75 12.76 10.63 16.57 8.90 3.15 12.43 -0.66 -0.39 -0.91 -1.02 -0.55 0.74

C4orf36 922 0.00 1.56 0.00 0.00 0.00 2.41 0.00 0.63 0.00 2.04 0.66 -0.60 0.67 #NUM! 1.22 #NUM! #NUM! #NUM! 1.87

C4orf37 1654 0.08 0.00 0.00 0.22 0.04 0.05 0.06 0.12 0.05 0.04 0.06 -3.96 0.07 0.27 #NUM! #NUM! 1.75 -0.88 -0.44

C4orf38 2179 0.17 0.00 0.00 0.00 0.35 0.19 0.16 0.00 0.31 0.00 0.12 -3.08 0.12 0.57 #NUM! #NUM! #NUM! 1.57 0.65

C4orf39 2174 0.11 0.18 0.01 0.02 0.01 0.11 0.16 0.06 0.19 0.21 0.07 -3.77 0.16 -0.48 0.16 -3.42 -3.32 -3.75 0.58

C4orf40 4814 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.80 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C4orf41 4561 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C4orf42 2945 2.55 4.47 2.54 3.65 4.87 0.00 2.65 0.00 0.00 0.00 3.01 1.59 0.66 1.94 2.75 1.94 2.46 2.88 #NUM!

C4orf43 1923 9.19 6.47 7.18 6.69 10.98 9.02 4.23 6.23 6.72 7.02 8.25 3.05 6.05 0.60 0.10 0.25 0.15 0.86 0.13

C4orf44 1670 0.05 0.00 0.04 0.04 0.11 0.16 0.07 0.17 0.60 0.14 0.07 -3.90 0.24 -2.28 #NUM! -2.63 -2.53 -1.15 1.27

C4orf45 817 0.00 0.00 0.02 0.00 0.00 0.00 0.04 0.00 0.03 0.04 0.00 -7.94 0.03 -2.85 #NUM! -0.96 #NUM! -4.15 -0.24

C4orf46 3525 1.42 2.27 3.65 3.80 3.11 2.87 1.32 1.62 1.44 1.53 2.85 1.51 1.48 -0.06 0.62 1.30 1.36 1.07 0.01

C4orf47 974 0.03 0.00 0.52 0.48 0.85 0.47 0.55 0.55 0.14 0.59 0.39 -1.35 0.46 -3.86 #NUM! 0.19 0.06 0.89 0.26

C4orf48 483 12.34 37.56 57.96 31.95 81.04 14.78 6.62 5.34 8.53 4.94 39.27 5.30 6.36 0.96 2.56 3.19 2.33 3.67 -1.41

C4orf49 1339 0.24 0.22 0.13 0.08 0.08 0.00 0.00 1.03 0.00 0.00 0.12 -3.01 0.26 -0.12 -0.25 -1.02 -1.66 -1.68 #NUM!

C4orf52 1021 7.64 6.62 7.38 3.45 16.13 21.52 6.01 4.92 26.17 18.20 10.46 3.39 13.82 -0.86 -1.06 -0.91 -2.00 0.22 1.04

C4orf6 888 0.04 0.22 0.04 0.00 0.68 0.13 0.04 0.00 0.00 0.00 0.18 -2.44 0.01 1.93 4.54 2.17 #NUM! 6.14 -0.54

C4orf7 539 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5 5480 0.75 1.18 1.75 1.19 2.37 1.16 0.61 0.59 0.53 0.80 1.40 0.49 0.63 0.25 0.90 1.47 0.91 1.91 -0.27

C5AR1 2342 2.90 9.02 14.42 14.92 14.13 16.45 5.50 15.08 17.07 8.08 11.97 3.58 11.43 -1.98 -0.34 0.34 0.38 0.31 0.46

C5orf13 2304 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf15 2298 18.74 26.63 18.39 21.18 42.57 36.68 15.51 18.96 21.36 23.76 27.37 4.77 19.90 -0.09 0.42 -0.11 0.09 1.10 0.42

C5orf20 3144 0.43 0.73 0.43 0.26 0.06 0.19 0.26 0.04 0.02 0.08 0.35 -1.51 0.10 2.13 2.89 2.13 1.40 -0.65 -0.88

C5orf22 3616 4.75 4.30 10.23 8.04 2.90 5.81 3.05 4.44 3.79 3.69 6.01 2.59 3.74 0.35 0.20 1.45 1.10 -0.37 -0.05

C5orf24 5083 2.94 5.26 0.00 2.54 4.36 14.22 2.78 3.29 8.66 9.77 4.89 2.29 6.12 -1.06 -0.22 #NUM! -1.27 -0.49 1.54

C5orf25 2087 1.87 7.62 3.37 5.90 6.35 3.50 3.12 4.05 3.75 2.80 4.77 2.25 3.43 -0.88 1.15 -0.03 0.78 0.89 -0.44

C5orf27 1931 0.04 0.06 0.03 0.09 0.12 0.06 0.08 0.22 0.06 0.06 0.07 -3.88 0.10 -1.28 -0.86 -1.64 -0.21 0.21 -0.11

C5orf28 2761 1.28 1.44 2.33 1.36 2.81 4.10 1.31 1.50 3.62 3.32 2.22 1.15 2.44 -0.93 -0.76 -0.07 -0.85 0.20 0.89

C5orf30 3028 1.04 1.35 1.50 1.39 3.25 1.75 0.88 0.67 1.84 1.88 1.71 0.78 1.32 -0.34 0.04 0.19 0.08 1.30 0.03

C5orf32 926 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf34 2540 1.28 3.23 1.31 3.46 1.40 1.46 0.36 0.83 0.42 0.61 2.02 1.02 0.56 1.21 2.54 1.23 2.64 1.33 -0.48

C5orf35 1722 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf38 900 3.49 1.12 3.57 4.96 30.89 2.49 0.41 0.97 0.00 0.70 7.75 2.96 0.52 2.74 1.11 2.78 3.25 5.89 -1.64

C5orf39 1280 3.48 2.72 3.41 1.30 1.87 2.62 1.91 0.94 2.23 2.02 2.57 1.36 1.78 0.97 0.61 0.94 -0.45 0.07 0.03

C5orf4 2997 5.08 5.49 0.00 2.20 2.29 9.58 9.08 8.58 15.01 9.35 4.11 2.04 10.51 -1.05 -0.94 #NUM! -2.25 -2.20 1.22

C5orf41 7782 1.34 3.11 1.49 2.21 0.60 4.68 2.52 4.26 2.34 4.09 2.24 1.16 3.30 -1.30 -0.09 -1.15 -0.58 -2.47 1.06

C5orf42 11217 0.54 3.08 2.38 1.39 0.69 2.52 1.13 1.61 1.81 1.30 1.77 0.82 1.46 -1.45 1.07 0.70 -0.08 -1.08 0.51

C5orf43 2895 6.04 5.72 6.33 7.39 20.65 24.29 9.00 4.51 15.86 24.23 11.74 3.55 13.40 -1.15 -1.23 -1.08 -0.86 0.62 1.05

C5orf44 3120 3.28 2.38 2.16 5.42 2.76 6.90 3.24 2.35 3.69 4.64 3.81 1.93 3.48 -0.09 -0.55 -0.69 0.64 -0.34 0.85

C5orf45 1229 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf46 587 0.00 6.80 0.00 0.18 9.80 0.24 2.83 0.00 0.00 0.51 2.84 1.50 0.84 #NUM! 3.02 #NUM! -2.22 3.55 -3.54

C5orf47 2537 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C5orf49 1026 0.00 1.14 0.01 0.03 0.00 0.46 2.02 1.14 1.15 1.03 0.27 -1.87 1.33 #NUM! -0.23 -6.66 -5.56 #NUM! 0.76

C5orf51 5250 2.39 3.92 7.67 7.26 1.70 4.37 3.87 4.17 2.77 3.27 4.55 2.19 3.52 -0.56 0.16 1.12 1.04 -1.05 -0.06

C5orf52 708 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf53 2900 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C5orf54 2808 0.78 0.60 0.18 0.45 0.48 1.35 0.47 0.16 1.88 1.01 0.64 -0.64 0.88 -0.17 -0.55 -2.31 -0.96 -0.88 1.08

C5orf55 1646 1.59 0.84 0.75 0.97 1.31 0.47 0.98 0.37 1.50 0.44 0.99 -0.02 0.82 0.95 0.03 -0.12 0.24 0.67 -1.07

C5orf56 2233 7.40 0.00 5.95 4.58 8.77 15.66 7.75 4.19 10.83 11.62 7.06 2.82 8.60 -0.22 #NUM! -0.53 -0.91 0.03 1.15

C5orf58 524 0.79 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.35 0.13 -2.93 0.09 3.17 #NUM! #NUM! #NUM! #NUM! #NUM!

C5orf60 1210 0.05 0.00 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.03 -5.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C5orf62 2344 4.55 7.64 4.38 17.03 11.79 15.07 3.59 3.43 4.82 21.37 10.07 3.33 8.30 -0.87 -0.12 -0.92 1.04 0.51 0.58

C5orf63 5680 0.48 1.65 0.55 4.40 4.89 1.69 0.97 0.61 0.30 2.13 2.28 1.19 1.00 -1.07 0.72 -0.86 2.13 2.29 -0.43

C5orf64 2970 0.00 0.00 0.00 0.05 0.00 0.05 0.05 0.01 0.02 0.01 0.02 -5.84 0.02 #NUM! #NUM! #NUM! 1.35 #NUM! 1.64

C6 3661 0.08 0.05 0.00 0.03 0.00 0.12 0.00 0.06 0.67 0.02 0.05 -4.43 0.19 -1.24 -1.90 #NUM! -2.79 #NUM! 1.38

C6orf1 1244 25.40 17.84 13.60 18.40 21.46 20.65 24.95 18.26 21.64 22.15 19.56 4.29 21.75 0.22 -0.29 -0.68 -0.24 -0.02 0.08

C6orf10 2148 0.70 0.15 0.00 0.20 0.00 0.04 0.00 0.00 0.00 0.00 0.18 -2.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.25

C6orf103 5300 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf105 1866 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf106 4430 17.66 15.04 33.88 33.66 36.38 17.39 17.40 15.71 22.63 19.58 25.67 4.68 18.83 -0.09 -0.32 0.85 0.84 0.95 -0.56

C6orf108 813 56.79 49.96 31.66 51.15 152.46 44.97 31.84 21.77 52.08 31.38 64.50 6.01 34.27 0.73 0.54 -0.11 0.58 2.15 -0.52

C6orf112 1725 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf115 941 20.11 12.67 12.14 14.77 62.19 37.88 5.27 5.09 16.06 16.22 26.63 4.73 10.66 0.92 0.25 0.19 0.47 2.54 0.51

C6orf118 1852 0.00 0.00 0.02 0.00 0.00 0.05 0.03 0.05 0.00 0.01 0.01 -6.42 0.02 #NUM! #NUM! -0.35 #NUM! #NUM! 2.17

C6orf120 4219 4.78 5.48 5.20 7.76 4.93 8.46 4.03 4.24 5.72 6.17 6.10 2.61 5.04 -0.08 0.12 0.05 0.62 -0.03 0.47

C6orf123 1672 0.08 0.92 0.12 0.05 0.10 0.40 0.34 0.17 0.51 0.07 0.28 -1.84 0.27 -1.69 1.75 -1.19 -2.46 -1.45 0.53

C6orf124 2311 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf125 535 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf126 422 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf127 477 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf130 1202 5.77 4.97 5.59 5.12 13.39 19.29 4.38 2.70 10.64 13.75 9.02 3.17 7.86 -0.45 -0.66 -0.49 -0.62 0.77 1.10

C6orf132 6742 18.54 21.39 18.72 27.83 5.75 3.95 47.56 39.67 0.43 10.81 16.03 4.00 24.62 -0.41 -0.20 -0.40 0.18 -2.10 -2.02

C6orf136 1984 6.73 11.49 14.08 8.27 9.68 4.96 7.47 6.53 3.78 4.26 9.20 3.20 5.51 0.29 1.06 1.35 0.59 0.81 -0.89

C6orf138 3268 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf141 1696 0.77 2.73 2.20 27.06 1.36 1.86 13.19 4.02 1.58 2.75 6.00 2.58 5.39 -2.80 -0.98 -1.29 2.33 -1.98 -1.69

C6orf145 2211 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf147 1444 0.00 0.00 0.69 0.00 0.38 0.00 0.00 0.11 0.00 0.00 0.18 -2.49 0.03 #NUM! #NUM! 4.70 #NUM! 3.83 #NUM!

C6orf15 1145 0.16 1.59 0.03 0.52 0.02 0.05 0.44 0.08 0.00 0.15 0.39 -1.34 0.17 -0.09 3.25 -2.44 1.64 -2.78 -3.11

C6orf154 2121 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf155 2933 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf162 2441 1.65 0.86 1.34 1.06 1.81 4.10 1.08 0.97 3.31 4.00 1.80 0.85 2.34 -0.51 -1.44 -0.80 -1.15 -0.37 1.19

C6orf163 1304 0.22 0.00 0.05 0.08 0.00 0.25 0.78 0.14 0.00 0.09 0.10 -3.29 0.25 -0.17 #NUM! -2.26 -1.58 #NUM! 1.31

C6orf164 1558 0.00 0.09 0.02 0.07 0.03 0.28 0.06 0.13 0.11 0.15 0.08 -3.59 0.11 #NUM! -0.28 -2.38 -0.69 -1.71 1.77

C6orf165 2215 0.11 0.34 0.07 0.05 0.14 0.27 0.08 0.06 0.04 0.07 0.16 -2.62 0.06 0.81 2.45 0.19 -0.45 1.12 0.72

C6orf168 9773 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf170 5132 0.49 1.02 0.60 0.61 0.14 1.48 0.79 0.90 0.34 0.77 0.73 -0.46 0.70 -0.51 0.55 -0.21 -0.19 -2.28 1.03

C6orf174 11818 0.00 0.07 0.02 0.04 0.01 0.19 0.00 0.12 0.27 0.12 0.05 -4.20 0.13 #NUM! -0.83 -2.68 -1.74 -4.34 1.81

C6orf176 1832 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf186 1101 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf191 545 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf192 2440 4.08 2.89 4.41 3.60 4.88 6.79 2.53 2.66 3.48 5.56 4.44 2.15 3.56 0.20 -0.30 0.31 0.02 0.45 0.61

C6orf195 2070 0.03 0.07 0.00 0.03 0.20 0.03 0.04 0.01 0.05 0.01 0.06 -4.07 0.03 -0.09 1.24 #NUM! 0.24 2.81 -0.78

C6orf201 1681 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf203 1525 8.99 5.16 5.41 6.50 10.02 7.82 8.14 4.09 7.31 6.77 7.32 2.87 6.58 0.45 -0.35 -0.28 -0.02 0.61 0.10

C6orf204 7653 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf208 2566 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf211 2572 4.91 4.43 3.97 4.91 8.72 11.07 3.18 2.74 10.15 6.78 6.34 2.66 5.71 -0.22 -0.37 -0.52 -0.22 0.61 0.81

C6orf218 3018 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf222 3750 0.03 0.38 0.00 0.03 0.00 0.02 0.00 0.01 0.01 0.00 0.08 -3.68 0.01 2.78 6.24 #NUM! 2.38 #NUM! -1.67

C6orf223 3638 0.98 1.24 2.98 0.07 0.85 0.00 0.26 0.10 0.01 0.07 1.02 0.03 0.11 3.16 3.48 4.76 -0.61 2.94 #NUM!

C6orf225 2682 1.84 1.62 0.74 0.75 1.50 4.00 1.14 0.86 31.71 4.11 1.74 0.80 9.45 -2.36 -2.54 -3.68 -3.65 -2.65 1.20

C6orf226 572 15.13 13.46 8.48 9.50 7.68 6.84 9.92 8.24 12.93 8.11 10.18 3.35 9.80 0.63 0.46 -0.21 -0.04 -0.35 -0.57

C6orf25 2560 0.15 0.52 0.20 0.43 0.18 0.00 0.00 0.98 0.00 0.00 0.25 -2.01 0.25 -0.67 1.07 -0.28 0.82 -0.47 #NUM!

C6orf27 2914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf35 5046 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf47 2475 5.59 0.00 0.00 9.42 12.51 6.42 0.00 0.00 9.77 10.07 5.66 2.50 4.96 0.17 #NUM! #NUM! 0.93 1.34 0.18

C6orf48 842 54.41 56.46 0.00 21.77 174.17 119.58 52.98 47.17 199.34 117.92 71.06 6.15 104.35 -0.94 -0.89 #NUM! -2.26 0.74 0.75

C6orf52 701 1.64 0.29 0.73 1.03 1.39 0.97 0.65 0.97 0.44 0.81 1.01 0.01 0.72 1.19 -1.32 0.03 0.52 0.96 -0.06

C6orf57 526 8.74 4.40 5.57 6.12 20.32 10.50 3.78 4.22 17.26 11.86 9.28 3.21 9.28 -0.09 -1.08 -0.74 -0.60 1.13 0.18

C6orf58 1200 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.03 0.09 0.06 0.01 -6.45 0.04 #NUM! #NUM! #NUM! #NUM! 0.68 #NUM!

C6orf62 2498 18.64 23.10 22.24 51.98 30.03 62.52 23.16 18.19 25.36 42.49 34.75 5.12 27.30 -0.55 -0.24 -0.30 0.93 0.14 0.85

C6orf64 1920 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf70 2078 2.98 4.35 2.79 4.55 2.47 7.01 2.62 2.03 4.76 5.94 4.03 2.01 3.84 -0.37 0.18 -0.46 0.25 -0.63 0.80

C6orf72 1138 15.15 13.87 11.92 22.11 20.19 32.94 16.75 13.45 36.35 39.71 19.36 4.28 26.56 -0.81 -0.94 -1.16 -0.26 -0.40 0.77

C6orf81 1184 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf89 6751 8.31 11.57 8.66 10.98 7.92 10.64 11.86 10.59 16.68 10.63 9.68 3.28 12.44 -0.58 -0.10 -0.52 -0.18 -0.65 0.14



C6orf94 992 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C6orf97 5283 0.32 1.80 0.41 0.29 0.07 1.46 0.33 0.48 0.62 0.93 0.72 -0.47 0.59 -0.90 1.61 -0.53 -1.02 -3.11 1.01

C6orf99 654 0.75 0.23 0.33 0.07 2.15 0.82 0.23 0.06 0.10 0.22 0.72 -0.47 0.15 2.29 0.58 1.11 -1.13 3.81 0.18

C7 4034 1.99 4.30 1.57 0.35 0.19 23.12 6.76 4.51 277.69 13.54 5.25 2.39 75.62 -5.25 -4.14 -5.59 -7.76 -8.61 2.14

C7orf10 1745 7.63 9.60 5.40 3.18 18.01 11.88 1.05 0.96 3.41 2.06 9.29 3.21 1.87 2.03 2.36 1.53 0.77 3.27 0.36

C7orf11 953 27.27 17.58 38.70 33.72 60.68 27.56 19.75 19.91 24.12 23.84 34.25 5.10 21.90 0.32 -0.32 0.82 0.62 1.47 -0.31

C7orf13 2299 2.05 0.83 0.23 2.40 10.39 2.37 0.72 0.59 3.84 1.36 3.05 1.61 1.62 0.34 -0.96 -2.79 0.56 2.68 -0.36

C7orf16 1966 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf23 1083 8.88 8.60 0.00 0.00 9.29 24.29 7.25 4.84 20.46 20.81 8.51 3.09 13.34 -0.59 -0.63 #NUM! #NUM! -0.52 1.51

C7orf25 1844 6.76 4.08 5.63 5.63 8.43 5.32 3.84 2.21 4.91 3.86 5.98 2.58 3.70 0.87 0.14 0.60 0.61 1.19 -0.17

C7orf26 1913 6.79 10.15 14.02 7.88 9.60 8.53 8.10 6.74 14.59 7.66 9.49 3.25 9.27 -0.45 0.13 0.60 -0.24 0.05 -0.15

C7orf28B 1854 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf29 2896 0.31 2.52 1.92 0.80 0.00 1.03 0.55 0.19 0.91 0.87 1.10 0.13 0.63 -1.01 2.00 1.61 0.34 #NUM! -0.09

C7orf30 774 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf31 3609 0.98 2.98 0.75 1.22 0.32 1.78 1.01 0.97 0.58 0.82 1.34 0.42 0.85 0.22 1.82 -0.17 0.53 -1.39 0.41

C7orf33 1374 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.02 0.01 -6.33 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C7orf34 774 0.00 0.00 0.05 0.00 0.04 0.15 0.00 0.00 0.08 0.03 0.04 -4.64 0.03 #NUM! #NUM! 0.88 #NUM! 0.53 1.90

C7orf36 907 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf40 837 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf41 5814 1.74 2.37 1.23 1.57 1.20 5.20 5.24 4.00 11.63 10.71 2.22 1.15 7.90 -2.18 -1.74 -2.69 -2.33 -2.71 1.23

C7orf42 4238 14.68 50.48 49.19 18.14 18.03 24.42 14.52 14.73 25.89 22.29 29.16 4.87 19.36 -0.40 1.38 1.35 -0.09 -0.10 -0.26

C7orf43 2563 4.07 3.51 6.84 10.17 7.15 3.68 1.33 1.96 3.22 3.46 5.90 2.56 2.49 0.71 0.50 1.46 2.03 1.52 -0.68

C7orf44 857 37.17 18.92 26.15 24.57 40.44 36.11 18.03 14.28 17.75 26.83 30.56 4.93 19.23 0.95 -0.02 0.44 0.35 1.07 0.24

C7orf45 1171 0.00 0.00 0.03 0.00 0.00 0.02 0.00 0.03 0.00 0.02 0.01 -6.83 0.01 #NUM! #NUM! 1.36 #NUM! #NUM! 1.35

C7orf46 1489 0.75 1.02 3.11 1.74 4.35 4.29 1.79 1.77 1.14 2.39 2.54 1.35 1.77 -1.24 -0.80 0.81 -0.02 1.30 0.75

C7orf47 960 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf49 1879 16.06 8.99 26.80 11.83 37.52 7.24 6.07 2.19 5.59 4.30 18.07 4.18 4.54 1.82 0.99 2.56 1.38 3.05 -1.32

C7orf50 1311 25.76 22.87 18.35 25.56 45.32 34.61 20.91 12.85 41.07 31.53 28.75 4.85 26.59 -0.05 -0.22 -0.54 -0.06 0.77 0.27

C7orf51 3581 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf52 2953 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf53 1686 0.23 0.45 0.36 0.27 0.53 0.00 0.22 0.51 0.49 0.82 0.31 -1.70 0.51 -1.13 -0.18 -0.48 -0.93 0.07 #NUM!

C7orf54 2569 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf55 683 20.39 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 3.40 1.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C7orf57 2167 0.15 1.33 0.07 0.32 0.05 0.09 4.57 4.99 0.00 0.37 0.34 -1.57 2.48 -4.02 -0.90 -5.05 -2.94 -5.70 -1.91

C7orf58 5339 1.93 5.58 1.57 1.11 0.24 7.42 6.20 3.71 9.73 6.14 2.97 1.57 6.45 -1.74 -0.21 -2.04 -2.54 -4.75 1.32

C7orf59 613 62.81 42.47 50.58 46.45 131.56 149.94 39.11 33.61 156.90 115.57 80.63 6.33 86.30 -0.46 -1.02 -0.77 -0.89 0.61 0.89

C7orf60 3969 0.87 1.82 1.86 1.89 1.60 4.36 1.18 1.36 3.23 3.20 2.07 1.05 2.24 -1.37 -0.30 -0.27 -0.25 -0.48 1.08

C7orf61 1020 0.03 0.56 0.00 0.73 0.00 0.19 0.19 0.22 0.24 0.00 0.25 -2.00 0.16 -2.42 1.77 #NUM! 2.16 #NUM! -0.43

C7orf62 1052 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf63 3909 0.23 1.83 0.32 0.84 0.06 1.20 1.21 1.51 0.65 1.77 0.75 -0.42 1.28 -2.50 0.51 -2.01 -0.62 -4.35 0.68

C7orf64 1734 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf65 2911 0.00 0.01 0.00 0.02 0.08 0.02 0.00 0.00 0.00 0.01 0.02 -5.50 0.00 #NUM! 1.30 #NUM! 2.63 4.37 0.12

C7orf66 422 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf68 1432 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf69 679 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C7orf70 2229 8.42 4.53 9.08 5.15 8.58 7.83 5.69 5.01 8.32 7.09 7.26 2.86 6.53 0.37 -0.53 0.48 -0.34 0.39 0.11

C7orf71 1991 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -7.77 0.00 #NUM! 2.99 #NUM! #NUM! #NUM! #NUM!

C7orf72 1405 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C8A 2392 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 -8.25 0.00 2.05 #NUM! #NUM! #NUM! #NUM! #NUM!

C8B 2053 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C8G 888 0.36 0.92 8.44 1.18 0.00 0.00 0.42 0.41 0.35 0.18 1.82 0.86 0.34 0.10 1.45 4.64 1.81 #NUM! #NUM!

C8orf12 1222 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C8orf22 1265 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C8orf31 1875 0.31 1.45 0.10 0.13 0.11 0.56 0.42 0.15 0.55 0.69 0.44 -1.17 0.45 -0.55 1.69 -2.12 -1.80 -2.04 0.34

C8orf33 2617 13.49 9.10 16.04 17.21 30.63 9.36 7.61 6.70 15.25 9.86 15.97 4.00 9.86 0.45 -0.11 0.70 0.80 1.64 -0.77

C8orf34 2701 0.01 0.10 0.03 0.00 0.05 0.62 0.06 0.10 0.31 0.86 0.14 -2.88 0.33 -5.08 -1.75 -3.26 #NUM! -2.85 2.20

C8orf37 3378 0.83 1.27 1.98 0.97 0.77 0.76 0.76 0.61 0.60 0.71 1.10 0.13 0.67 0.31 0.92 1.56 0.53 0.20 -0.52

C8orf38 1808 4.65 4.68 8.69 4.58 6.34 3.37 1.65 1.25 2.70 3.15 5.39 2.43 2.19 1.09 1.10 1.99 1.07 1.54 -0.68

C8orf39 709 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C8orf4 1833 38.23 10.82 37.95 5.13 19.86 155.31 3.59 7.33 41.44 85.17 44.55 5.48 34.38 0.15 -1.67 0.14 -2.75 -0.79 1.80

C8orf40 1487 25.52 3.24 30.40 0.00 24.73 25.83 0.00 0.00 26.17 32.50 18.29 4.19 14.67 0.80 -2.18 1.05 #NUM! 0.75 0.50

C8orf41 2520 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C8orf42 1885 0.58 1.68 0.26 0.85 4.28 5.33 0.95 1.77 4.10 5.71 2.17 1.11 3.13 -2.43 -0.89 -3.57 -1.88 0.45 1.30

C8orf44 1901 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.66 0.00 0.00 #NUM! 0.16 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C8orf44-SGK3 4563 0.76 0.67 0.72 0.00 0.18 0.65 0.00 0.00 0.84 0.83 0.50 -1.01 0.42 0.87 0.67 0.79 #NUM! -1.22 0.39

C8orf45 5114 0.00 0.50 0.00 1.03 0.00 0.00 0.00 0.00 0.00 0.00 0.26 -1.97 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C8orf46 3471 0.02 0.02 0.01 0.11 0.12 0.11 0.24 0.06 1.81 0.23 0.07 -3.93 0.58 -4.69 -4.69 -6.05 -2.42 -2.32 0.79

C8orf47 1550 0.15 0.59 0.06 0.08 0.02 0.65 0.40 0.20 0.05 0.41 0.26 -1.96 0.27 -0.87 1.14 -2.06 -1.74 -3.97 1.34

C8orf48 1463 0.06 0.24 0.07 0.02 0.02 0.71 0.43 0.04 0.45 0.24 0.19 -2.42 0.29 -2.30 -0.29 -2.07 -3.56 -3.99 1.93

C8orf51 2030 0.16 0.14 0.14 0.07 1.00 0.11 0.10 0.01 0.06 0.09 0.27 -1.89 0.07 1.31 1.06 1.13 0.06 3.93 -1.33

C8orf55 2264 21.61 7.04 8.34 18.66 96.69 8.31 4.59 4.40 4.87 4.98 26.78 4.74 4.71 2.20 0.58 0.82 1.99 4.36 -1.69

C8orf56 496 0.49 0.26 0.49 0.10 0.30 0.00 0.00 0.17 0.21 0.52 0.27 -1.87 0.23 1.11 0.18 1.11 -1.13 0.40 #NUM!

C8orf58 2062 3.51 3.22 0.00 0.00 8.13 0.00 0.00 0.00 0.00 0.00 2.48 1.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C8orf59 1050 47.29 17.53 21.39 19.99 58.87 65.03 21.04 15.27 46.22 64.25 38.35 5.26 36.70 0.37 -1.07 -0.78 -0.88 0.68 0.76

C8orf73 3251 3.63 12.70 6.50 5.80 19.60 2.82 6.24 4.48 2.78 2.57 8.51 3.09 4.02 -0.15 1.66 0.69 0.53 2.29 -1.59

C8orf74 1080 0.00 0.34 0.00 0.00 0.61 0.05 0.55 0.00 0.00 0.00 0.17 -2.59 0.14 #NUM! 1.32 #NUM! #NUM! 2.15 -1.70

C8orf75 1413 0.00 0.02 0.00 0.00 0.82 0.00 0.00 0.00 0.00 0.02 0.14 -2.83 0.00 #NUM! 2.31 #NUM! #NUM! 7.63 #NUM!

C8orf76 1351 8.20 6.72 7.53 16.25 21.77 9.88 0.00 0.00 7.70 9.52 11.72 3.55 4.31 0.93 0.64 0.81 1.92 2.34 -0.25

C8orf77 3250 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C8orf80 3912 0.32 0.41 0.48 0.22 0.09 0.17 0.09 0.12 0.01 0.07 0.28 -1.83 0.07 2.16 2.49 2.74 1.63 0.30 -0.73

C8orf82 1979 5.31 7.23 9.06 8.73 34.40 7.58 9.62 7.87 12.57 7.35 12.05 3.59 9.35 -0.82 -0.37 -0.05 -0.10 1.88 -0.67

C8orf83 3842 4.09 5.72 5.42 3.14 1.46 8.17 4.55 5.61 4.43 5.90 4.67 2.22 5.12 -0.32 0.16 0.08 -0.70 -1.81 0.81

C8orf84 3804 0.66 0.54 0.11 0.30 0.02 1.87 1.33 0.55 5.44 1.02 0.58 -0.78 2.09 -1.66 -1.95 -4.22 -2.82 -6.76 1.68

C8orf85 1819 0.03 0.02 0.00 0.02 0.00 0.42 0.00 0.02 0.37 0.06 0.08 -3.62 0.11 -1.85 -2.85 #NUM! -2.52 #NUM! 2.37

C8orf86 2250 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

C8ORFK29 911 0.22 0.00 0.00 0.00 0.17 0.06 0.17 0.04 0.08 0.00 0.07 -3.76 0.07 1.59 #NUM! #NUM! #NUM! 1.22 -0.24

C9 2693 0.00 0.02 0.02 0.37 0.00 0.00 0.00 0.00 0.00 0.01 0.07 -3.85 0.00 #NUM! 3.30 3.52 7.53 #NUM! #NUM!

C9orf100 3763 2.11 2.50 3.14 1.34 7.52 3.21 1.13 1.06 3.97 2.11 3.30 1.72 2.07 0.03 0.28 0.60 -0.63 1.86 -0.04

C9orf102 4666 1.56 2.75 3.11 4.91 0.16 1.52 2.15 3.26 1.13 1.55 2.33 1.22 2.02 -0.37 0.44 0.62 1.28 -3.70 -0.62

C9orf103 977 1.91 4.33 3.00 2.83 4.72 6.31 2.31 1.46 5.87 4.47 3.85 1.94 3.53 -0.88 0.29 -0.23 -0.32 0.42 0.71

C9orf106 843 0.00 0.39 0.00 0.00 0.00 0.07 0.00 0.04 0.13 0.22 0.08 -3.73 0.10 #NUM! 2.00 #NUM! #NUM! #NUM! -0.19

C9orf11 1049 0.00 0.07 0.00 0.00 0.18 0.14 0.00 0.27 0.03 0.12 0.07 -3.94 0.10 #NUM! -0.64 #NUM! #NUM! 0.81 1.13

C9orf114 1891 7.69 4.97 7.49 8.66 12.54 4.82 3.03 2.85 5.63 3.53 7.69 2.94 3.76 1.03 0.40 0.99 1.20 1.74 -0.68

C9orf116 731 1.40 7.78 1.69 2.47 3.70 1.02 0.93 0.53 1.12 0.70 3.01 1.59 0.82 0.77 3.24 1.04 1.58 2.17 -1.57

C9orf117 1722 0.00 0.00 0.43 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

C9orf123 2487 42.82 5.65 6.50 2.79 61.35 28.28 6.12 3.06 38.30 29.75 24.56 4.62 19.31 1.15 -1.77 -1.57 -2.79 1.67 0.20

C9orf125 2110 9.01 10.65 8.98 7.60 14.36 2.74 12.95 13.20 6.22 7.20 8.89 3.15 9.89 -0.13 0.11 -0.14 -0.38 0.54 -1.70

C9orf128 2979 0.00 0.15 0.01 0.00 0.00 0.03 0.02 0.05 0.04 0.01 0.03 -4.95 0.03 #NUM! 2.36 -1.50 #NUM! #NUM! -0.04

C9orf129 1154 4.34 15.02 12.84 7.88 0.78 2.88 8.28 6.81 2.62 4.14 7.29 2.87 5.46 -0.33 1.46 1.23 0.53 -2.81 -1.34

C9orf130 8030 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf131 3406 0.05 0.02 0.04 0.01 0.05 0.00 0.03 0.04 0.00 0.00 0.03 -5.14 0.02 1.55 0.55 1.19 -0.71 1.45 #NUM!

C9orf135 851 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.10 0.15 0.01 -7.52 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

C9orf139 3815 0.00 0.00 0.10 0.04 0.00 0.00 0.05 0.03 0.00 0.00 0.02 -5.41 0.02 #NUM! #NUM! 2.42 1.23 #NUM! #NUM!

C9orf140 3865 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf142 851 32.51 34.58 51.61 48.08 84.34 36.80 18.96 80.48 30.29 23.93 47.99 5.58 38.42 -0.24 -0.15 0.43 0.32 1.13 -0.38

C9orf144 6144 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf144B 4311 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf150 2718 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf152 2698 0.00 14.32 0.19 0.13 5.76 0.80 0.01 0.07 0.01 0.32 3.53 1.82 0.10 #NUM! 7.14 0.89 0.31 5.83 -2.14

C9orf153 409 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf156 1646 5.11 5.15 5.56 3.92 6.91 7.00 3.75 5.80 4.53 4.65 5.61 2.49 4.68 0.13 0.14 0.25 -0.25 0.56 0.32

C9orf16 723 104.04 143.00 93.74 93.72 78.37 66.59 79.80 69.78 68.23 55.38 96.58 6.59 68.30 0.61 1.07 0.46 0.46 0.20 -0.54

C9orf163 2587 0.04 0.16 0.00 0.00 0.00 0.05 0.07 0.00 0.00 0.03 0.04 -4.63 0.02 0.87 2.78 #NUM! #NUM! #NUM! 0.17

C9orf167 4069 1.25 7.14 4.80 9.48 15.70 1.30 3.29 0.89 0.86 2.40 6.61 2.73 1.86 -0.57 1.94 1.37 2.35 3.08 -2.35

C9orf169 757 111.01 37.14 28.86 40.43 19.35 6.40 199.68 111.08 0.20 49.79 40.53 5.34 90.19 0.30 -1.28 -1.64 -1.16 -2.22 -2.66

C9orf170 3409 0.02 0.05 0.01 0.00 0.61 0.09 0.00 0.00 0.05 0.04 0.13 -2.95 0.02 0.00 1.00 -1.36 #NUM! 4.73 -0.56

C9orf171 1789 0.00 1.13 0.00 0.00 0.05 0.00 0.00 0.00 0.01 0.00 0.20 -2.35 0.00 #NUM! 8.37 #NUM! #NUM! 3.82 #NUM!

C9orf172 2931 0.14 0.43 0.73 0.48 0.00 0.09 0.00 0.07 0.00 0.09 0.31 -1.68 0.04 1.84 3.40 4.18 3.56 #NUM! -1.75

C9orf173 1173 0.00 0.00 0.12 0.00 0.05 0.00 0.00 0.00 0.00 0.02 0.03 -5.15 0.01 #NUM! #NUM! 4.26 #NUM! 3.15 #NUM!

C9orf174 5635 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.07 0.00 0.00 0.01 -6.51 0.02 #NUM! #NUM! #NUM! 1.86 #NUM! #NUM!

C9orf21 1242 6.09 5.53 8.42 6.06 9.39 17.35 6.01 7.36 11.89 12.20 8.81 3.14 9.36 -0.62 -0.76 -0.15 -0.63 0.00 0.98

C9orf23 1100 16.96 8.29 9.37 7.39 34.10 15.07 10.56 6.79 14.70 15.37 15.20 3.93 11.85 0.52 -0.52 -0.34 -0.68 1.52 -0.01

C9orf24 1184 0.00 6.98 0.00 0.00 0.25 0.23 1.15 0.79 0.83 0.42 1.24 0.32 0.80 #NUM! 3.13 #NUM! #NUM! -1.68 -2.41

C9orf25 3692 1.80 5.34 5.67 2.96 7.52 4.83 4.00 4.24 9.52 5.16 4.69 2.23 5.73 -1.67 -0.10 -0.01 -0.95 0.39 0.04

C9orf3 3851 7.74 18.45 7.16 9.83 0.00 0.00 7.05 10.23 34.84 0.00 7.20 2.85 13.03 -0.75 0.50 -0.86 -0.41 #NUM! #NUM!

C9orf30 1895 9.28 12.75 12.01 13.43 33.05 15.86 6.36 5.96 15.12 11.99 16.06 4.01 9.86 -0.09 0.37 0.29 0.45 1.75 -0.02

C9orf30-TMEFF1 2434 0.00 0.00 1.67 0.00 0.00 3.84 0.65 0.00 2.94 3.36 0.92 -0.12 1.74 #NUM! #NUM! -0.06 #NUM! #NUM! 2.07

C9orf37 1468 3.19 5.26 4.14 0.00 0.00 3.37 4.01 3.19 7.19 3.51 2.66 1.41 4.47 -0.49 0.23 -0.11 #NUM! #NUM! 0.34

C9orf4 1189 0.00 0.52 0.00 0.00 0.00 0.22 0.00 0.00 0.44 0.99 0.12 -3.01 0.36 #NUM! 0.55 #NUM! #NUM! #NUM! 0.84

C9orf40 2335 2.47 1.65 5.56 2.76 9.47 3.55 1.80 1.64 6.02 3.55 4.24 2.09 3.25 -0.40 -0.98 0.77 -0.24 1.54 -0.26

C9orf41 2219 2.29 3.61 5.30 2.16 2.48 4.31 2.90 3.90 2.12 3.68 3.36 1.75 3.15 -0.46 0.20 0.75 -0.55 -0.35 0.36

C9orf43 2099 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf44 2000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf46 1020 12.53 7.79 10.69 7.55 24.55 22.32 5.75 6.34 13.44 18.95 14.24 3.83 11.12 0.17 -0.51 -0.06 -0.56 1.14 0.65

C9orf47 4911 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf5 8006 2.47 8.83 3.64 5.31 3.83 6.97 5.33 5.22 9.37 7.99 5.18 2.37 6.98 -1.50 0.34 -0.94 -0.39 -0.87 0.43

C9orf50 1624 0.12 0.14 0.00 0.04 0.02 0.15 0.05 0.05 0.32 0.10 0.08 -3.67 0.13 -0.12 0.08 #NUM! -1.60 -3.03 0.95

C9orf53 616 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf6 1925 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf64 2485 2.51 5.74 5.76 3.04 7.25 3.34 1.85 1.51 5.28 2.20 4.61 2.20 2.71 -0.11 1.08 1.09 0.16 1.42 -0.46

C9orf66 2786 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf68 3763 0.24 1.40 0.33 0.11 0.00 0.64 0.46 0.47 0.67 1.05 0.45 -1.14 0.66 -1.44 1.08 -1.01 -2.62 #NUM! 0.51

C9orf69 2866 10.01 13.08 16.62 15.31 36.50 6.22 10.37 5.10 11.57 5.62 16.29 4.03 8.17 0.29 0.68 1.02 0.91 2.16 -1.39

C9orf7 2891 2.46 4.23 1.83 2.14 8.42 3.23 1.96 1.54 5.76 3.16 3.72 1.89 3.10 -0.34 0.45 -0.76 -0.54 1.44 -0.20

C9orf70 730 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

C9orf71 1284 0.12 0.42 0.03 0.00 0.00 0.48 1.55 0.14 0.00 0.71 0.17 -2.53 0.60 -2.35 -0.51 -4.44 #NUM! #NUM! 1.45

C9orf72 3233 1.73 4.57 5.71 2.07 3.39 7.81 2.88 5.57 3.35 10.80 4.21 2.07 5.65 -1.70 -0.30 0.02 -1.45 -0.74 0.89

C9orf78 1835 17.59 24.95 20.66 23.29 30.28 35.87 17.85 14.65 30.36 31.54 25.44 4.67 23.60 -0.42 0.08 -0.19 -0.02 0.36 0.50

C9orf80 1532 4.65 3.75 5.34 3.50 7.79 5.95 2.92 2.95 4.60 5.02 5.16 2.37 3.87 0.26 -0.05 0.46 -0.14 1.01 0.20

C9orf82 2987 2.49 3.38 9.97 1.35 4.54 7.40 2.08 2.43 3.55 5.16 4.86 2.28 3.31 -0.41 0.03 1.59 -1.29 0.46 0.61

C9orf84 4637 0.90 1.22 1.75 1.02 1.01 0.90 0.11 0.10 0.01 0.03 1.13 0.18 0.06 3.82 4.26 4.78 4.00 3.99 -0.34

C9orf85 1328 6.42 2.50 3.73 4.11 5.23 6.04 4.11 2.40 3.25 4.39 4.67 2.22 3.54 0.86 -0.50 0.08 0.22 0.56 0.37

C9orf86 3151 14.17 17.77 18.76 15.03 33.50 11.70 16.31 9.92 20.35 10.98 18.49 4.21 14.39 -0.02 0.30 0.38 0.06 1.22 -0.66

C9orf89 922 22.53 28.47 25.27 43.40 92.56 31.38 18.14 15.23 39.87 28.00 40.60 5.34 25.31 -0.17 0.17 0.00 0.78 1.87 -0.37

C9orf9 726 6.57 2.80 2.83 4.67 5.84 3.32 9.76 6.12 6.61 5.36 4.34 2.12 6.96 -0.08 -1.32 -1.30 -0.57 -0.25 -0.39

C9orf91 4413 1.30 3.70 3.54 3.67 4.41 3.83 1.55 1.85 3.61 2.45 3.41 1.77 2.37 -0.86 0.64 0.58 0.63 0.90 0.17

C9orf93 4359 0.33 0.93 0.68 0.36 0.16 2.36 0.38 0.57 0.23 1.12 0.80 -0.32 0.58 -0.82 0.69 0.23 -0.67 -1.90 1.56

C9orf95 1476 8.91 7.62 9.07 23.03 13.62 20.65 27.16 13.46 8.73 18.19 13.82 3.79 16.88 -0.92 -1.15 -0.90 0.45 -0.31 0.58

C9orf96 2779 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CA1 1301 1.29 0.00 0.17 0.00 0.58 0.02 0.64 0.00 0.69 0.00 0.34 -1.54 0.33 1.96 #NUM! -0.93 #NUM! 0.80 -3.99

CA10 3386 0.01 0.11 0.00 0.02 0.00 0.10 0.13 0.01 0.06 0.04 0.04 -4.61 0.06 -2.76 0.83 #NUM! -1.37 -5.44 1.33

CA11 1686 8.18 4.00 0.00 5.28 6.40 8.93 6.50 4.63 8.13 14.21 5.47 2.45 8.37 -0.03 -1.07 #NUM! -0.66 -0.39 0.71

CA12 3992 37.66 22.63 46.86 60.26 22.72 10.10 54.22 48.85 68.17 36.19 33.37 5.06 51.86 -0.46 -1.20 -0.15 0.22 -1.19 -1.72

CA13 3855 0.29 1.53 2.29 0.24 0.23 1.97 0.88 1.23 0.44 1.47 1.09 0.13 1.00 -1.79 0.61 1.19 -2.06 -2.14 0.85

CA14 1757 0.95 0.00 0.00 0.00 0.13 0.00 0.34 0.61 0.11 0.13 0.18 -2.47 0.30 1.66 #NUM! #NUM! #NUM! -1.16 #NUM!

CA2 1666 44.23 6.44 17.98 15.78 7.63 5.69 8.33 6.86 0.41 5.87 16.29 4.03 5.37 3.04 0.26 1.74 1.56 0.51 -1.52

CA3 1753 0.54 0.66 0.99 0.16 0.07 2.72 0.00 0.16 17.93 2.54 0.86 -0.22 5.16 -3.26 -2.96 -2.39 -5.01 -6.12 1.67

CA4 1165 0.67 0.21 0.36 0.23 0.34 0.72 1.57 0.71 1.52 1.94 0.42 -1.25 1.43 -1.10 -2.79 -1.98 -2.66 -2.10 0.78

CA5A 1084 0.00 0.00 0.00 0.00 0.09 0.04 0.01 0.00 0.00 0.00 0.02 -5.58 0.00 #NUM! -1.02 -2.14 #NUM! 4.69 0.79

CA5B 6032 0.56 2.06 1.82 1.09 0.84 2.19 2.82 2.82 0.78 1.05 1.43 0.51 1.87 -1.74 0.14 -0.03 -0.77 -1.14 0.62

CA5BP1 994 0.00 7.00 0.00 8.11 0.00 0.00 0.00 9.59 8.29 3.24 2.52 1.33 5.28 #NUM! 0.41 #NUM! 0.62 #NUM! #NUM!

CA6 1339 0.00 0.02 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CA7 1715 0.00 0.07 0.00 0.02 0.00 0.02 0.00 0.00 0.00 0.07 0.02 -5.74 0.02 #NUM! 1.99 #NUM! 0.31 #NUM! -0.23

CA8 2278 0.06 0.12 0.06 0.03 0.03 0.28 0.05 0.04 0.76 0.62 0.10 -3.38 0.37 -2.63 -1.63 -2.72 -3.62 -3.46 1.55

CA9 1561 3.45 1.02 31.02 1.42 335.63 3.45 0.08 0.15 1.26 0.92 62.66 5.97 0.60 2.52 0.76 5.69 1.24 9.12 -4.18

CAB39 3968 9.83 16.75 15.16 22.05 15.26 21.95 15.95 18.38 17.41 21.70 16.83 4.07 18.36 -0.90 -0.13 -0.28 0.26 -0.27 0.38

CAB39L 3691 2.13 3.33 1.03 1.01 0.36 4.68 8.82 6.22 6.01 7.56 2.09 1.06 7.15 -1.75 -1.10 -2.80 -2.83 -4.31 1.16

CABIN1 7528 5.85 8.90 8.12 13.91 5.80 6.77 6.94 16.27 15.54 6.10 8.23 3.04 11.21 -0.94 -0.33 -0.46 0.31 -0.95 -0.28

CABLES1 5024 1.40 3.15 0.62 0.70 1.38 2.27 2.60 1.51 3.03 2.11 1.59 0.67 2.31 -0.72 0.45 -1.90 -1.73 -0.74 0.52

CABLES2 3785 2.04 1.78 3.80 7.08 0.00 2.46 1.16 1.23 0.00 1.02 2.86 1.52 0.85 1.25 1.06 2.15 3.05 #NUM! -0.22

CABP1 1627 0.34 0.25 0.47 0.23 0.28 0.88 1.40 0.13 2.56 0.79 0.41 -1.29 1.22 -1.82 -2.29 -1.37 -2.42 -2.12 1.11

CABP4 4036 0.07 0.27 0.06 0.06 0.41 0.24 0.04 0.05 0.11 0.09 0.18 -2.44 0.07 -0.11 1.90 -0.37 -0.37 2.49 0.39

CABP5 1845 0.05 0.00 0.00 0.00 0.01 0.00 0.03 0.00 0.00 0.00 0.01 -6.66 0.01 2.51 #NUM! #NUM! #NUM! 0.83 #NUM!

CABP7 3001 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CABYR 2333 2.56 0.00 1.82 1.27 0.56 0.00 0.00 0.50 0.00 0.00 1.03 0.05 0.12 4.36 #NUM! 3.87 3.35 2.18 #NUM!

CACHD1 5274 2.88 6.23 3.12 3.77 2.57 8.93 7.59 7.71 6.17 8.29 4.58 2.20 7.44 -1.37 -0.26 -1.25 -0.98 -1.53 0.96

CACNA1A 8646 0.31 1.74 0.71 0.22 0.04 0.16 0.64 0.55 0.35 0.09 0.53 -0.92 0.41 -0.41 2.10 0.81 -0.85 -3.30 -1.76

CACNA1B 9790 0.01 0.04 0.35 0.03 0.00 0.08 0.07 0.02 0.07 0.02 0.08 -3.56 0.05 -1.84 -0.36 2.88 -0.66 -9.17 -0.03

CACNA1C 13729 0.35 1.56 0.64 0.48 0.12 0.85 0.95 0.00 3.35 0.92 0.67 -0.58 1.30 -1.91 0.26 -1.03 -1.44 -3.43 0.36

CACNA1D 7771 0.46 3.00 0.02 0.82 0.01 0.98 0.12 0.20 0.07 0.36 0.88 -0.18 0.18 1.30 4.02 -3.25 2.15 -4.89 0.15

CACNA1E 15101 0.01 0.21 0.02 0.00 0.01 0.01 0.01 0.00 0.02 0.00 0.04 -4.53 0.01 -0.20 4.77 1.19 -0.88 0.02 -1.87

CACNA1F 6080 0.04 0.07 0.18 0.07 0.54 0.05 0.03 0.04 0.03 0.01 0.16 -2.66 0.03 0.42 1.16 2.64 1.29 4.19 -1.55

CACNA1G 7834 0.41 1.97 0.26 0.22 0.06 0.53 1.90 1.17 0.89 1.09 0.57 -0.80 1.26 -1.64 0.64 -2.28 -2.49 -4.36 -0.13

CACNA1H 8097 0.53 4.53 0.89 0.59 0.49 2.22 3.46 0.88 20.13 4.94 1.54 0.63 7.35 -3.79 -0.70 -3.05 -3.63 -3.91 0.53

CACNA1I 10007 0.01 0.15 0.03 0.05 0.00 0.06 0.02 0.01 0.01 0.01 0.05 -4.38 0.01 -1.32 3.53 1.22 2.01 #NUM! 0.22

CACNA1S 6168 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.82

CACNA2D1 3822 0.33 1.99 6.42 0.36 0.01 2.42 1.18 1.53 1.70 2.03 1.92 0.94 1.61 -2.30 0.31 2.00 -2.16 -6.98 0.34

CACNA2D2 5358 0.59 1.20 0.41 0.53 0.08 0.69 0.83 1.45 1.28 0.52 0.59 -0.77 1.02 -0.78 0.24 -1.31 -0.94 -3.68 0.24

CACNA2D3 3689 1.37 0.70 4.65 0.21 0.56 2.75 4.16 13.54 1.62 5.06 1.71 0.77 6.10 -2.16 -3.12 -0.39 -4.87 -3.43 0.69

CACNA2D4 5343 1.51 2.10 1.15 0.69 1.48 1.32 0.35 0.40 1.54 1.67 1.37 0.46 0.99 0.61 1.09 0.21 -0.52 0.58 -0.06

CACNB1 3687 0.85 1.65 1.29 1.64 1.57 0.99 1.51 0.95 2.30 1.46 1.33 0.41 1.55 -0.88 0.08 -0.26 0.07 0.01 -0.42

CACNB2 4468 0.34 1.32 0.23 0.14 0.03 1.10 1.21 0.96 2.95 1.11 0.53 -0.92 1.56 -2.21 -0.24 -2.74 -3.48 -5.69 1.07

CACNB3 2958 5.46 13.36 8.58 10.81 3.77 6.64 7.65 4.28 13.93 7.42 8.10 3.02 8.32 -0.61 0.68 0.04 0.38 -1.14 -0.29

CACNB4 8067 0.05 0.16 0.10 0.01 0.02 0.32 0.16 0.20 0.10 0.34 0.11 -3.20 0.20 -2.03 -0.33 -1.04 -4.02 -3.71 1.56

CACNG1 1327 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CACNG2 4523 0.01 0.01 0.00 0.00 0.00 0.00 0.02 0.00 0.01 0.00 0.00 -8.46 0.01 -0.35 0.65 #NUM! #NUM! #NUM! #NUM!

CACNG3 2710 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -7.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.34

CACNG4 3430 0.27 1.41 0.04 0.54 9.63 1.22 1.22 0.10 7.36 0.12 2.18 1.13 2.20 -3.04 -0.64 -5.94 -2.02 2.13 -0.84

CACNG5 926 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.03 0.00 0.00 0.01 -7.58 0.01 #NUM! #NUM! #NUM! #NUM! 1.86 #NUM!

CACNG6 1886 0.03 0.02 0.11 0.02 0.08 0.06 0.00 0.00 0.05 0.00 0.05 -4.21 0.01 1.59 0.60 3.34 0.93 2.82 0.08



CACNG7 2345 0.00 0.00 0.00 0.00 5.42 0.01 0.00 0.00 0.01 0.00 0.90 -0.14 0.00 #NUM! #NUM! #NUM! #NUM! 11.06 -6.49

CACNG8 8751 0.01 0.03 0.00 0.00 0.00 0.02 0.00 0.01 0.00 0.00 0.01 -6.53 0.00 1.77 2.93 -0.01 0.10 -0.33 0.72

CACYBP 3060 30.45 22.86 29.47 22.57 86.44 33.28 15.29 7.42 21.12 38.39 37.51 5.23 20.56 0.57 0.15 0.52 0.13 2.07 -0.17

CAD 7108 6.55 5.78 10.32 11.72 34.92 2.34 4.02 2.33 3.78 2.02 11.94 3.58 3.04 1.11 0.93 1.76 1.95 3.52 -2.35

CADM1 4324 1.50 3.36 1.02 0.93 0.22 5.22 2.38 2.96 6.56 5.20 2.04 1.03 4.27 -1.51 -0.35 -2.07 -2.20 -4.25 1.35

CADM2 9580 0.02 0.05 0.01 0.00 0.00 0.32 0.22 0.01 0.35 0.11 0.07 -3.88 0.17 -2.82 -1.72 -4.69 -5.58 #NUM! 2.25

CADM3 3698 3.01 1.76 1.38 0.02 0.01 6.62 24.20 4.65 16.28 6.40 2.13 1.09 12.88 -2.10 -2.87 -3.22 -9.45 -10.87 1.63

CADM4 2176 8.13 10.69 17.41 6.47 0.00 10.28 12.66 11.51 6.29 12.57 8.83 3.14 10.76 -0.40 -0.01 0.69 -0.73 #NUM! 0.22

CADPS 5482 0.67 1.47 0.08 0.72 0.00 0.86 0.40 0.57 0.23 0.63 0.63 -0.66 0.46 0.55 1.68 -2.61 0.66 -6.65 0.44

CADPS2 6086 1.42 6.10 4.88 1.15 1.34 9.73 2.43 2.19 6.77 1.08 4.10 2.04 3.12 -1.13 0.97 0.65 -1.44 -1.22 1.25

CAGE1 3255 0.52 0.03 0.00 0.00 0.00 0.04 0.00 0.04 0.00 0.00 0.10 -3.36 0.01 5.66 1.44 #NUM! #NUM! #NUM! -1.45

CALB1 2531 0.05 0.11 39.41 0.00 0.01 0.06 0.04 0.10 0.03 0.03 6.61 2.72 0.05 0.06 1.06 9.60 #NUM! -2.36 -6.67

CALB2 1485 1.47 2.10 0.52 3.13 1.73 2.83 6.22 0.97 1.89 1.71 1.96 0.97 2.70 -0.88 -0.36 -2.37 0.21 -0.64 0.53

CALCA 916 0.00 0.00 0.00 0.00 0.00 0.34 0.00 0.17 0.06 0.33 0.06 -4.12 0.14 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CALCB 1031 0.00 0.00 0.00 0.00 0.03 0.05 0.00 0.00 0.00 0.05 0.01 -6.25 0.01 #NUM! #NUM! #NUM! #NUM! 1.20 1.97

CALCOCO1 3046 10.50 42.78 16.99 28.49 10.56 23.10 41.45 23.15 61.77 25.03 22.07 4.46 37.85 -1.85 0.18 -1.16 -0.41 -1.84 0.07

CALCOCO2 3299 16.99 37.47 34.76 33.41 16.55 41.42 27.46 35.65 33.13 39.59 30.10 4.91 33.96 -1.00 0.14 0.03 -0.02 -1.04 0.46

CALCR 3696 0.03 0.01 0.03 0.02 0.00 0.13 0.02 0.01 0.01 0.02 0.04 -4.76 0.02 0.78 -0.23 0.59 0.11 #NUM! 1.86

CALCRL 5006 3.51 4.66 3.64 1.08 0.19 15.29 2.58 4.04 8.46 10.73 4.73 2.24 6.45 -0.88 -0.47 -0.82 -2.57 -5.07 1.69

CALD1 5241 37.72 154.79 34.03 53.63 15.54 135.57 124.73 59.65 132.01 115.68 71.88 6.17 108.02 -1.52 0.52 -1.67 -1.01 -2.80 0.92

CALHM1 3056 0.00 0.01 0.01 0.02 0.02 0.02 0.01 0.00 0.00 0.00 0.01 -6.39 0.00 #NUM! 1.93 2.16 3.26 2.83 0.34

CALHM2 1966 10.29 16.81 9.12 6.00 7.87 23.39 18.28 15.38 50.59 23.00 12.25 3.61 26.81 -1.38 -0.67 -1.56 -2.16 -1.77 0.93

CALHM3 1699 0.02 0.02 0.00 0.00 0.05 0.03 0.00 0.02 0.01 0.03 0.02 -5.76 0.01 0.18 0.19 #NUM! #NUM! 1.67 0.68

CALM1 4268 621.31 67.12 141.34 165.95 51.82 75.37 74.06 74.79 74.23 73.46 187.15 7.55 74.14 3.07 -0.14 0.93 1.16 -0.52 -1.31

CALM2 1309 132.15 110.18 153.56 81.60 514.17 485.15 100.62 101.75 571.40 444.09 246.13 7.94 304.47 -1.20 -1.47 -0.99 -1.90 0.76 0.98

CALM3 2277 71.26 147.55 177.99 160.41 81.90 102.71 88.57 72.18 213.10 85.50 123.64 6.95 114.84 -0.69 0.36 0.63 0.48 -0.49 -0.27

CALML3 1302 188.39 313.36 42.53 532.75 303.20 284.71 604.77 562.64 0.81 429.88 277.49 8.12 399.52 -1.08 -0.35 -3.23 0.42 -0.40 0.04

CALML4 4655 0.00 10.06 0.00 0.00 0.00 0.00 2.51 0.00 1.36 2.67 1.68 0.75 1.64 #NUM! 2.62 #NUM! #NUM! #NUM! #NUM!

CALML5 893 9.58 21.14 4.36 3.06 0.10 139.22 101.87 74.81 0.00 29.51 29.58 4.89 51.55 -2.43 -1.29 -3.56 -4.08 -9.00 2.23

CALML6 1110 0.00 0.26 0.00 0.38 0.00 0.26 0.29 0.64 0.05 0.15 0.15 -2.74 0.28 #NUM! -0.12 #NUM! 0.41 #NUM! 0.80

CALN1 9510 0.03 0.03 0.03 0.01 0.00 0.10 1.98 0.11 2.57 0.49 0.03 -4.86 1.29 -5.41 -5.34 -5.23 -7.59 -8.74 1.55

CALR 1929 286.88 384.47 448.52 378.10 779.42 250.50 258.83 213.45 297.26 222.28 421.31 8.72 247.95 0.21 0.63 0.86 0.61 1.65 -0.75

CALR3 1285 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.09 0.00 0.02 0.00 -8.25 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CALU 6181 29.80 52.62 24.44 14.67 18.89 29.32 23.16 14.58 72.29 27.77 28.29 4.82 34.45 -0.21 0.61 -0.50 -1.23 -0.87 0.05

CALY 983 0.00 0.16 0.04 0.00 0.03 0.05 0.33 0.00 0.03 0.05 0.05 -4.43 0.10 #NUM! 0.64 -1.46 #NUM! -1.81 0.23

CAMK1 1500 5.70 6.20 7.43 4.84 11.84 18.47 8.18 4.17 30.83 18.19 9.08 3.18 15.34 -1.43 -1.31 -1.05 -1.67 -0.37 1.02

CAMK1D 2242 2.43 0.00 0.00 0.00 3.63 1.97 0.00 0.00 1.29 2.80 1.34 0.42 1.02 1.25 #NUM! #NUM! #NUM! 1.83 0.56

CAMK1G 2507 0.63 1.28 1.39 0.20 0.23 0.10 0.13 0.07 0.19 0.22 0.64 -0.65 0.15 2.07 3.09 3.20 0.44 0.58 -2.74

CAMK2A 4918 0.26 0.50 0.07 0.00 0.00 0.10 0.40 0.27 0.00 0.29 0.16 -2.68 0.24 0.13 1.05 -1.71 #NUM! #NUM! -0.69

CAMK2B 4586 0.03 0.08 0.02 0.18 0.39 5.61 0.20 0.03 0.00 0.09 1.05 0.07 0.08 -1.29 -0.06 -1.77 1.18 2.30 2.42

CAMK2D 5872 2.58 7.49 9.65 5.73 0.79 8.32 4.40 8.78 7.04 8.62 5.76 2.53 7.21 -1.48 0.05 0.42 -0.33 -3.19 0.53

CAMK2G 3818 5.22 8.40 8.60 10.08 16.14 8.49 8.04 4.34 37.05 8.03 9.49 3.25 14.36 -1.46 -0.77 -0.74 -0.51 0.17 -0.16

CAMK2N1 2371 2.72 31.70 3.79 15.71 5.39 23.19 6.98 6.71 27.22 22.55 13.75 3.78 15.86 -2.54 1.00 -2.06 -0.01 -1.56 0.75

CAMK2N2 1360 0.53 0.52 0.00 3.96 4.39 1.00 0.07 0.06 0.34 0.05 1.73 0.79 0.13 2.03 2.00 #NUM! 4.93 5.08 -0.79

CAMK4 2272 0.28 0.98 1.95 1.74 0.32 1.82 0.35 0.29 0.33 0.68 1.18 0.24 0.42 -0.59 1.24 2.23 2.07 -0.36 0.62

CAMKK1 3583 1.06 3.01 2.18 3.37 4.39 3.55 2.64 1.71 3.76 5.24 2.93 1.55 3.34 -1.66 -0.15 -0.61 0.01 0.40 0.28

CAMKK2 5620 4.31 7.18 8.60 7.55 5.87 5.31 7.10 5.00 12.97 6.11 6.47 2.69 7.79 -0.85 -0.12 0.14 -0.05 -0.41 -0.28

CAMKMT 1611 1.98 2.37 2.46 4.47 1.56 0.00 3.57 3.40 1.92 2.08 2.14 1.10 2.74 -0.47 -0.21 -0.16 0.70 -0.82 #NUM!

CAMKV 3028 0.00 0.02 0.00 0.00 0.01 0.01 0.02 0.00 0.02 0.00 0.01 -7.50 0.01 #NUM! 1.05 #NUM! #NUM! -0.05 0.47

CAMLG 2255 6.28 5.66 2.72 5.46 27.35 28.42 7.94 31.72 28.30 33.18 12.65 3.66 25.29 -2.01 -2.16 -3.22 -2.21 0.11 1.17

CAMP 739 0.67 0.09 0.37 0.28 0.33 0.43 0.14 0.09 0.31 0.00 0.36 -1.46 0.14 2.29 -0.58 1.44 1.05 1.28 0.24

CAMSAP1 7650 1.79 3.95 6.40 7.35 3.02 2.85 6.33 7.42 2.75 4.31 4.23 2.08 5.20 -1.54 -0.40 0.30 0.50 -0.78 -0.57

CAMSAP1L1 7359 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CAMTA1 8444 37.58 24.91 39.64 50.31 35.77 62.37 26.24 25.50 51.42 39.19 41.76 5.38 35.59 0.08 -0.51 0.16 0.50 0.01 0.58

CAMTA2 4852 1.11 5.70 5.05 5.12 4.08 3.38 4.91 0.00 6.71 5.07 4.08 2.03 4.17 -1.91 0.45 0.28 0.30 -0.03 -0.27

CAND1 5956 5.40 10.29 11.90 12.47 15.65 13.48 6.61 8.57 7.26 15.08 11.53 3.53 9.38 -0.80 0.13 0.34 0.41 0.74 0.22

CAND2 4599 0.43 1.57 1.59 0.11 0.38 0.00 1.85 0.71 3.11 0.00 0.68 -0.56 1.42 -1.73 0.15 0.17 -3.73 -1.91 #NUM!

CANT1 3545 11.95 18.37 17.50 17.95 34.18 8.41 13.25 8.17 10.63 11.02 18.06 4.17 10.77 0.15 0.77 0.70 0.74 1.67 -1.10

CANX 4953 44.98 19.05 45.06 77.32 86.50 94.21 55.64 58.87 78.85 91.15 61.19 5.94 71.13 -0.66 -1.90 -0.66 0.12 0.28 0.62

CAP1 2798 61.29 94.77 90.97 128.78 106.71 98.23 59.54 58.54 122.07 75.81 96.79 6.60 78.99 -0.37 0.26 0.20 0.71 0.43 0.02

CAP2 3080 2.30 4.08 1.41 3.42 1.34 6.61 3.96 2.20 11.69 8.74 3.19 1.68 6.65 -1.53 -0.70 -2.24 -0.96 -2.31 1.05

CAPG 1460 742.25 117.53 147.36 197.96 286.13 123.18 109.63 90.34 32.98 116.72 269.07 8.07 87.42 3.09 0.43 0.75 1.18 1.71 -1.13

CAPN1 3125 47.11 64.87 155.30 186.43 120.94 43.87 85.26 89.34 46.01 51.55 103.09 6.69 68.04 -0.53 -0.07 1.19 1.45 0.83 -1.23

CAPN10 2662 3.25 0.00 2.76 3.12 3.56 1.56 2.42 1.51 4.61 1.62 2.37 1.25 2.54 0.36 #NUM! 0.12 0.29 0.49 -0.60

CAPN11 2754 0.26 0.38 0.09 0.11 0.02 0.23 0.45 0.85 0.43 0.28 0.18 -2.46 0.50 -0.95 -0.41 -2.46 -2.19 -4.79 0.34

CAPN12 3129 9.57 0.00 0.00 43.51 11.68 11.83 0.00 0.00 0.00 0.00 12.77 3.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.11

CAPN13 2690 0.66 0.71 0.02 0.10 0.00 6.00 0.03 0.00 0.00 0.65 1.25 0.32 0.17 1.95 2.05 -2.87 -0.77 #NUM! 2.27

CAPN14 3841 1.88 0.36 0.41 4.26 0.00 0.05 0.13 2.50 0.04 0.67 1.16 0.21 0.83 1.17 -1.23 -1.02 2.35 #NUM! -4.43

CAPN2 3492 41.65 55.00 42.86 102.17 24.87 64.96 57.03 46.09 52.50 63.65 55.25 5.79 54.82 -0.40 0.00 -0.35 0.90 -1.14 0.23

CAPN3 3316 2.59 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.43 -1.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CAPN5 4393 2.28 6.37 0.90 1.25 1.06 3.02 4.57 3.79 10.45 4.37 2.48 1.31 5.80 -1.35 0.14 -2.69 -2.21 -2.45 0.28

CAPN6 3604 0.61 11.65 0.31 0.03 0.01 3.37 0.31 0.32 3.00 3.42 2.66 1.41 1.76 -1.53 2.72 -2.49 -6.01 -7.02 0.34

CAPN7 4385 3.24 7.63 6.47 6.66 1.21 7.14 6.10 6.56 5.48 8.53 5.39 2.43 6.67 -1.04 0.19 -0.04 0.00 -2.46 0.41

CAPN8 2427 0.00 38.35 0.12 0.00 4.14 0.41 0.00 0.01 0.00 0.06 7.17 2.84 0.02 #NUM! 10.97 2.67 #NUM! 7.76 -4.13

CAPN9 2484 0.00 2.11 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.35 -1.51 0.01 #NUM! 7.83 #NUM! #NUM! #NUM! #NUM!

CAPNS1 1492 212.18 244.45 412.86 414.40 802.28 177.38 256.52 205.15 231.95 179.58 377.26 8.56 218.30 -0.04 0.16 0.92 0.92 1.88 -1.09

CAPNS2 1040 35.62 7.68 4.85 60.99 1.41 0.00 26.82 22.24 0.08 25.88 18.43 4.20 18.76 0.93 -1.29 -1.95 1.70 -3.74 #NUM!

CAPRIN1 5562 34.32 52.09 68.28 36.08 23.87 39.86 38.12 47.80 35.90 32.25 42.42 5.41 38.52 -0.17 0.44 0.83 -0.09 -0.69 -0.09

CAPRIN2 4544 1.65 3.68 1.25 7.82 0.44 8.40 2.85 2.46 5.71 4.78 3.87 1.95 3.95 -1.26 -0.10 -1.66 0.98 -3.16 1.12

CAPS 1613 0.00 9.41 0.00 0.00 0.00 5.83 0.00 0.00 8.03 0.00 2.54 1.34 2.01 #NUM! 2.23 #NUM! #NUM! #NUM! 1.20

CAPS2 2155 0.19 1.06 0.25 0.19 0.00 0.76 0.16 0.28 0.13 0.16 0.41 -1.29 0.19 0.04 2.51 0.45 0.05 #NUM! 0.89

CAPSL 1019 0.00 0.03 0.00 0.00 0.03 0.06 0.13 0.00 0.00 0.21 0.02 -5.68 0.08 #NUM! -1.40 #NUM! #NUM! -1.52 1.50

CAPZA1 2758 71.87 57.27 92.26 96.27 42.30 76.23 53.15 61.00 32.29 62.69 72.70 6.18 52.28 0.46 0.13 0.82 0.88 -0.31 0.07

CAPZA2 2373 13.21 19.42 21.62 16.82 28.13 61.19 13.72 14.10 67.57 55.51 26.73 4.74 37.72 -1.51 -0.96 -0.80 -1.17 -0.42 1.19

CAPZA3 1085 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -6.51 0.01 #NUM! #NUM! 3.21 #NUM! #NUM! #NUM!

CAPZB 2148 96.86 305.27 152.66 152.39 113.50 197.96 142.41 149.56 221.16 133.32 169.77 7.41 161.61 -0.74 0.92 -0.08 -0.08 -0.51 0.22

CARD10 3912 1.65 6.79 1.73 8.25 11.82 1.62 3.68 3.01 4.09 3.31 5.31 2.41 3.52 -1.09 0.95 -1.02 1.23 1.75 -1.72

CARD11 4362 0.65 7.42 3.31 1.58 3.82 2.89 1.63 1.35 0.33 0.77 3.28 1.71 1.02 -0.66 2.86 1.70 0.63 1.90 -0.18

CARD14 3916 1.96 3.59 4.44 5.72 2.64 0.00 3.17 4.12 0.42 1.54 3.06 1.61 2.31 -0.23 0.63 0.94 1.31 0.19 #NUM!

CARD16 758 20.06 14.48 9.70 11.84 13.58 36.88 15.84 12.95 18.02 21.11 17.76 4.15 16.98 0.24 -0.23 -0.81 -0.52 -0.32 1.05

CARD17 466 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CARD18 670 0.74 0.22 0.00 0.00 0.00 0.46 0.28 0.05 0.00 0.09 0.24 -2.08 0.10 2.82 1.06 #NUM! #NUM! #NUM! 0.96

CARD6 4097 2.28 4.37 8.15 7.15 2.60 1.90 2.51 2.91 1.90 1.96 4.41 2.14 2.32 -0.03 0.91 1.81 1.62 0.16 -1.21

CARD8 5512 4.78 6.02 2.94 1.78 0.64 8.82 3.09 1.46 3.46 4.26 4.16 2.06 3.07 0.64 0.97 -0.06 -0.78 -2.26 1.08

CARD9 2147 1.46 1.35 5.31 2.26 1.38 1.27 0.57 0.66 0.62 0.77 2.17 1.12 0.66 1.15 1.04 3.01 1.78 1.07 -0.77

CARHSP1 3029 29.27 24.14 96.06 136.51 134.98 22.61 22.24 119.57 63.69 37.07 73.93 6.21 60.64 -1.05 -1.33 0.66 1.17 1.15 -1.71

CARKD 2677 7.22 10.01 7.35 11.87 22.73 12.24 7.01 6.11 17.41 12.19 11.90 3.57 10.68 -0.56 -0.09 -0.54 0.15 1.09 0.04

CARM1 2968 10.60 18.69 26.06 11.73 23.49 9.01 19.10 14.44 22.84 13.12 16.60 4.05 17.38 -0.71 0.10 0.58 -0.57 0.43 -0.88

CARNS1 3983 0.23 0.46 0.42 0.25 0.44 0.36 0.00 0.23 0.83 0.22 0.36 -1.47 0.32 -0.48 0.51 0.41 -0.33 0.46 0.01

CARS 2846 7.98 9.53 20.62 9.10 13.59 12.48 6.57 7.04 15.79 10.62 12.22 3.61 10.01 -0.33 -0.07 1.04 -0.14 0.44 0.03

CARS2 1865 16.81 12.47 17.83 17.17 23.71 15.19 17.19 10.24 17.01 11.49 17.20 4.10 13.98 0.27 -0.17 0.35 0.30 0.76 -0.18

CASC1 2651 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CASC2 3284 0.35 0.00 0.16 0.85 0.30 0.00 0.34 0.14 0.00 0.19 0.28 -1.85 0.17 1.08 #NUM! -0.09 2.33 0.86 #NUM!

CASC3 4198 7.83 18.51 20.67 14.57 13.04 15.70 16.94 16.14 27.04 16.46 15.05 3.91 19.14 -1.29 -0.05 0.11 -0.39 -0.55 0.06

CASC4 3985 12.07 21.40 10.08 12.38 3.38 45.90 13.42 12.15 21.73 22.03 17.54 4.13 17.34 -0.52 0.30 -0.78 -0.49 -2.36 1.39

CASC5 7685 1.61 1.01 4.70 2.57 0.38 1.82 0.38 0.92 0.02 0.10 2.01 1.01 0.35 2.18 1.52 3.73 2.86 0.12 -0.15

CASD1 3898 2.44 2.94 1.56 2.46 1.17 6.85 1.84 2.09 5.66 5.33 2.90 1.54 3.73 -0.61 -0.34 -1.26 -0.60 -1.68 1.24

CASK 8298 2.76 14.16 12.71 3.76 3.16 6.50 3.33 8.94 2.23 3.89 7.18 2.84 4.60 -0.74 1.62 1.47 -0.29 -0.54 -0.14

CASKIN1 5695 2.31 4.16 4.92 7.65 5.72 1.77 4.15 4.41 1.92 1.59 4.42 2.14 3.02 -0.38 0.46 0.71 1.34 0.92 -1.32

CASKIN2 5005 0.94 6.61 7.95 8.50 3.36 4.85 7.54 7.09 18.02 8.13 5.37 2.42 10.19 -3.44 -0.63 -0.36 -0.26 -1.60 -0.15

CASP1 1364 26.62 4.47 19.41 12.98 15.65 17.09 2.40 14.59 6.74 8.79 16.04 4.00 8.13 1.71 -0.86 1.26 0.68 0.94 0.09

CASP10 5906 2.35 5.24 5.26 4.30 2.34 2.82 1.85 2.05 2.02 2.12 3.72 1.89 2.01 0.23 1.38 1.39 1.10 0.22 -0.40

CASP12 1400 0.14 0.36 0.06 0.03 0.00 0.34 0.18 0.15 0.54 0.67 0.15 -2.69 0.38 -1.41 -0.10 -2.72 -3.63 #NUM! 1.12

CASP14 3153 17.46 6.54 10.21 0.13 103.58 12.25 8.46 8.45 0.06 3.00 25.03 4.65 5.00 1.81 0.39 1.03 -5.31 4.37 -1.03

CASP2 4242 6.15 12.72 14.49 17.55 13.68 7.07 6.66 5.82 3.65 3.85 11.94 3.58 5.00 0.30 1.35 1.54 1.81 1.45 -0.76

CASP3 2689 9.07 10.02 23.30 11.68 15.25 13.78 7.83 6.61 6.63 12.79 13.85 3.79 8.47 0.10 0.24 1.46 0.46 0.85 -0.01

CASP4 1352 56.62 49.82 35.36 73.84 33.94 52.03 37.62 43.28 31.81 50.41 50.27 5.65 40.78 0.47 0.29 -0.21 0.86 -0.26 0.05

CASP5 1488 0.00 0.00 0.79 0.82 0.00 0.00 0.16 0.00 0.00 0.00 0.27 -1.90 0.04 #NUM! #NUM! 4.28 4.33 #NUM! #NUM!

CASP6 1661 5.05 10.60 7.85 7.70 6.52 6.58 3.73 3.98 0.00 4.00 7.38 2.88 2.93 0.79 1.86 1.42 1.40 1.16 -0.17

CASP7 2712 14.72 9.68 10.46 14.45 17.51 15.05 6.49 6.81 16.11 11.46 13.65 3.77 10.22 0.53 -0.08 0.03 0.50 0.78 0.14

CASP8 2938 9.44 15.99 15.93 13.86 3.63 7.36 6.48 6.11 3.29 6.14 11.04 3.46 5.50 0.78 1.54 1.53 1.33 -0.60 -0.58

CASP8AP2 6821 1.67 2.41 4.28 4.53 2.95 2.65 2.01 1.65 1.55 1.76 3.08 1.62 1.74 -0.06 0.47 1.30 1.38 0.76 -0.22

CASP9 2165 3.61 4.59 5.54 5.23 9.17 6.97 3.72 8.92 6.07 8.87 5.85 2.55 6.90 -0.94 -0.59 -0.31 -0.40 0.41 0.25

CASQ1 1993 0.01 0.18 0.11 0.14 0.00 0.22 0.31 0.03 4.07 0.11 0.11 -3.16 1.13 -6.34 -2.63 -3.30 -3.00 #NUM! 0.98

CASQ2 2716 0.51 0.07 0.14 0.05 0.04 3.08 0.99 0.16 20.60 3.09 0.65 -0.63 6.21 -3.60 -6.49 -5.49 -6.97 -7.40 2.25

CASR 5011 0.00 0.02 0.01 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -7.30 0.01 #NUM! 1.40 0.62 #NUM! -0.70 #NUM!

CASS4 3179 0.48 1.02 1.24 0.63 0.67 0.90 0.45 0.61 0.57 0.42 0.82 -0.28 0.51 -0.09 0.99 1.27 0.29 0.39 0.13

CAST 4550 46.49 76.58 52.61 98.81 27.38 54.18 151.74 191.52 48.22 121.46 59.34 5.89 128.23 -1.46 -0.74 -1.29 -0.38 -2.23 -0.13

CASZ1 7938 1.79 5.80 6.09 8.25 2.50 2.87 6.36 8.74 2.85 5.39 4.55 2.19 5.84 -1.70 -0.01 0.06 0.50 -1.22 -0.67

CAT 2300 16.64 18.21 9.24 8.68 9.23 32.52 21.97 23.23 33.91 28.76 15.75 3.98 26.97 -0.70 -0.57 -1.55 -1.64 -1.55 1.05

CATSPER1 2634 0.13 1.55 0.07 0.18 1.49 0.34 0.07 0.04 0.15 0.08 0.63 -0.67 0.09 0.59 4.14 -0.29 1.03 4.08 -0.88

CATSPER2 1948 0.39 0.00 0.00 0.00 0.25 1.66 0.00 0.56 0.18 2.13 0.38 -1.39 0.72 -0.87 #NUM! #NUM! #NUM! -1.54 2.11

CATSPER2P1 1649 1.72 0.00 0.00 0.00 0.23 0.58 0.00 0.54 0.00 0.46 0.42 -1.25 0.25 2.79 #NUM! #NUM! #NUM! -0.14 0.45

CATSPER3 1367 0.43 0.47 0.40 1.00 0.00 1.32 1.20 1.57 0.00 0.19 0.60 -0.73 0.74 -0.78 -0.66 -0.90 0.43 #NUM! 1.13

CATSPER4 1419 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CATSPERB 3606 0.07 1.56 0.09 0.00 0.01 0.08 0.06 0.01 0.04 0.06 0.30 -1.72 0.04 0.69 5.12 1.05 #NUM! -2.73 -1.87

CATSPERG 3727 0.06 1.59 0.11 1.18 0.07 0.18 0.56 1.40 0.49 0.17 0.53 -0.91 0.66 -3.38 1.28 -2.63 0.85 -3.33 -1.53

CAV1 3212 44.41 39.06 29.99 31.22 27.66 89.34 86.74 65.33 227.05 149.79 43.61 5.45 132.23 -1.57 -1.76 -2.14 -2.08 -2.26 1.03

CAV2 3121 18.83 17.20 23.64 19.41 20.36 24.15 23.31 22.85 30.60 37.29 20.60 4.36 28.51 -0.60 -0.73 -0.27 -0.55 -0.49 0.23

CAV3 1435 0.02 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.24 0.00 0.01 -7.11 0.06 -1.57 #NUM! -1.34 #NUM! #NUM! #NUM!

CBFA2T2 7737 2.82 4.93 5.95 4.47 1.71 3.59 4.20 3.30 1.73 2.15 3.91 1.97 2.85 -0.02 0.79 1.06 0.65 -0.73 -0.12

CBFA2T3 4372 0.60 2.31 1.26 0.75 1.34 1.48 1.24 1.13 1.17 1.25 1.29 0.37 1.20 -0.99 0.95 0.07 -0.68 0.16 0.20

CBFB 3181 5.54 10.59 8.67 10.09 16.60 23.71 5.41 7.66 12.08 16.82 12.53 3.65 10.49 -0.92 0.01 -0.28 -0.06 0.66 0.92

CBL 11242 0.52 2.11 3.16 2.03 0.99 1.79 2.02 2.42 0.00 2.01 1.77 0.82 1.61 -1.64 0.39 0.97 0.33 -0.70 0.02

CBLB 3976 6.20 8.88 10.15 11.22 2.23 6.11 5.36 15.30 4.65 4.91 7.47 2.90 7.56 -0.29 0.23 0.43 0.57 -1.76 -0.29

CBLC 1591 7.10 17.42 20.16 20.52 40.50 4.71 8.65 9.76 0.05 8.17 18.40 4.20 6.66 0.09 1.39 1.60 1.62 2.61 -1.96

CBLL1 4339 4.53 6.05 10.36 6.55 2.75 4.39 5.36 4.09 3.20 4.56 5.77 2.53 4.30 0.07 0.49 1.27 0.61 -0.65 -0.39

CBLN1 2435 0.83 0.59 0.03 0.21 0.13 0.20 0.76 0.12 1.94 0.13 0.33 -1.60 0.74 0.16 -0.34 -4.84 -1.81 -2.47 -0.70

CBLN2 2910 0.14 0.07 0.00 0.01 0.00 0.00 0.05 0.00 0.03 0.04 0.04 -4.76 0.03 2.22 1.32 #NUM! -1.36 #NUM! #NUM!

CBLN3 2360 0.00 1.39 0.51 0.00 0.83 0.47 0.63 0.00 0.00 0.34 0.53 -0.90 0.24 #NUM! 2.53 1.08 #NUM! 1.78 -0.17

CBLN4 2573 0.01 0.04 0.00 0.00 0.00 0.09 0.02 0.02 0.87 0.07 0.02 -5.35 0.25 -4.53 -2.52 #NUM! #NUM! #NUM! 1.93

CBR1 1245 99.80 31.54 38.53 169.46 110.38 48.16 55.91 57.88 46.18 68.71 82.98 6.37 57.17 0.80 -0.86 -0.57 1.57 0.95 -0.78

CBR3 1128 0.00 5.60 11.89 0.00 23.71 13.86 20.34 9.54 7.32 15.79 9.18 3.20 13.24 #NUM! -1.24 -0.16 #NUM! 0.84 0.60

CBR4 3523 1.80 3.73 2.26 2.62 3.27 0.00 2.32 2.82 0.00 0.00 2.28 1.19 1.28 0.49 1.54 0.82 1.03 1.35 #NUM!

CBS 2609 1.97 2.47 9.26 2.08 25.35 3.21 1.71 2.30 3.55 3.15 7.39 2.89 2.68 -0.44 -0.12 1.79 -0.36 3.24 -1.20

CBWD1 1838 12.38 9.97 17.86 5.19 20.20 22.30 6.10 8.66 8.26 20.96 14.65 3.87 10.99 0.17 -0.14 0.70 -1.08 0.88 0.61

CBWD2 1827 2.69 1.64 3.85 1.19 2.72 3.88 1.75 1.20 2.08 3.75 2.66 1.41 2.19 0.30 -0.42 0.81 -0.88 0.31 0.54

CBWD3 1743 11.05 12.15 12.06 9.33 15.63 22.52 7.20 9.23 6.95 19.53 13.79 3.79 10.73 0.04 0.18 0.17 -0.20 0.54 0.71

CBWD5 1572 3.53 3.10 3.05 0.86 6.45 6.18 2.11 2.85 1.30 4.64 3.86 1.95 2.73 0.37 0.19 0.16 -1.66 1.24 0.68

CBWD6 1719 7.94 8.52 8.73 5.55 10.92 15.35 5.03 7.42 4.84 13.83 9.50 3.25 7.78 0.03 0.13 0.17 -0.49 0.49 0.69

CBX1 2443 21.73 24.68 19.94 22.38 44.19 46.45 21.30 18.59 33.98 34.65 29.90 4.90 27.13 -0.32 -0.14 -0.44 -0.28 0.70 0.64

CBX2 4265 1.02 0.64 3.67 6.04 5.47 1.25 0.73 0.39 0.45 0.34 3.01 1.59 0.48 1.09 0.41 2.94 3.66 3.52 -1.27

CBX3 2330 29.41 24.56 33.34 36.35 78.82 75.92 13.69 14.33 29.32 47.02 46.40 5.54 26.09 0.17 -0.09 0.35 0.48 1.60 0.71

CBX4 2655 6.84 14.06 18.09 21.16 20.14 8.72 6.63 15.42 4.85 7.79 14.83 3.89 8.68 -0.34 0.70 1.06 1.29 1.22 -0.77

CBX5 11723 3.65 7.03 4.43 7.89 4.47 5.74 5.52 4.51 3.24 3.11 5.54 2.47 4.10 -0.17 0.78 0.11 0.95 0.13 0.05

CBX6 3284 3.77 5.86 3.39 3.19 0.89 2.86 7.96 2.07 13.46 5.07 3.33 1.73 7.14 -0.92 -0.29 -1.08 -1.16 -3.01 -0.22

CBX7 3964 4.50 9.40 3.97 3.36 1.49 9.67 14.27 8.60 38.45 14.92 5.40 2.43 19.06 -2.08 -1.02 -2.26 -2.51 -3.68 0.84

CBX8 1561 1.72 2.17 1.61 1.79 4.96 2.35 0.75 0.69 0.63 0.85 2.43 1.28 0.73 1.24 1.58 1.14 1.30 2.77 -0.05

CBY1 1287 22.44 18.35 8.02 15.89 14.85 24.61 12.51 8.23 38.78 17.44 17.36 4.12 19.24 0.22 -0.07 -1.26 -0.28 -0.37 0.50

CBY3 810 0.00 0.53 0.14 0.20 0.27 0.70 0.00 0.08 0.72 0.13 0.31 -1.70 0.23 #NUM! 1.19 -0.71 -0.21 0.24 1.18

CC2D1A 3644 8.52 17.72 20.71 9.89 15.99 6.35 18.49 9.61 7.17 5.79 13.20 3.72 10.27 -0.27 0.79 1.01 -0.05 0.64 -1.06

CC2D1B 5670 2.72 4.10 6.39 5.70 9.11 7.82 4.61 2.83 5.04 3.21 5.97 2.58 3.92 -0.53 0.06 0.70 0.54 1.22 0.39

CC2D2A 5257 2.45 3.60 1.74 0.86 0.77 4.65 3.59 3.63 6.48 0.00 2.35 1.23 3.43 -0.48 0.07 -0.98 -1.99 -2.16 0.99

CC2D2B 2124 0.07 0.59 0.12 0.19 0.01 0.63 0.58 0.38 0.37 0.46 0.27 -1.89 0.45 -2.58 0.39 -1.90 -1.21 -5.00 1.22

CCAR1 3858 10.22 15.05 23.24 22.42 4.18 10.03 13.37 15.72 5.18 9.21 14.19 3.83 10.87 -0.09 0.47 1.10 1.04 -1.38 -0.50

CCBE1 6276 0.90 0.82 0.10 0.09 0.76 1.70 0.84 2.16 1.07 2.56 0.73 -0.46 1.66 -0.88 -1.02 -4.04 -4.15 -1.12 1.22

CCBL1 1936 3.35 2.69 0.00 0.00 0.00 2.77 1.94 0.00 0.00 0.00 1.47 0.55 0.49 2.79 2.47 #NUM! #NUM! #NUM! 0.91

CCBL2 2165 9.12 9.13 10.60 7.20 3.15 16.16 6.42 4.79 0.00 0.00 9.23 3.21 2.80 1.70 1.70 1.92 1.36 0.17 0.81

CCBP2 2978 0.42 1.78 0.73 0.42 0.14 0.38 2.52 1.94 0.50 0.29 0.65 -0.63 1.31 -1.63 0.44 -0.85 -1.66 -3.21 -0.75

CCDC101 1160 18.15 13.62 9.90 12.13 19.25 17.06 16.74 13.33 16.42 0.00 15.02 3.91 11.63 0.64 0.23 -0.23 0.06 0.73 0.18

CCDC102A 2450 2.17 4.44 1.31 3.27 8.05 4.31 3.83 2.72 10.90 3.98 3.93 1.97 5.36 -1.30 -0.27 -2.04 -0.71 0.59 0.14

CCDC102B 2828 0.72 0.68 1.43 0.71 0.18 2.11 0.95 0.85 1.04 0.71 0.97 -0.04 0.89 -0.29 -0.39 0.69 -0.33 -2.33 1.12

CCDC103 1272 0.72 1.17 0.36 0.44 1.37 0.52 0.34 0.31 0.57 0.44 0.76 -0.39 0.42 0.79 1.49 -0.23 0.08 1.71 -0.55

CCDC104 1315 11.66 22.51 13.60 15.69 11.62 37.30 12.18 14.28 33.47 33.91 18.73 4.23 23.46 -1.01 -0.06 -0.79 -0.58 -1.01 0.99

CCDC106 1993 2.43 5.81 11.36 0.00 0.00 2.70 3.88 1.87 6.15 3.31 3.72 1.89 3.80 -0.65 0.61 1.58 #NUM! #NUM! -0.46

CCDC107 1272 4.07 7.55 4.90 2.58 14.37 7.95 8.13 2.72 24.46 6.85 6.90 2.79 10.54 -1.37 -0.48 -1.10 -2.03 0.45 0.20

CCDC108 5975 0.00 0.74 0.00 0.01 0.01 0.00 0.02 0.01 0.00 0.00 0.13 -2.98 0.01 #NUM! 6.38 #NUM! 0.28 0.33 #NUM!

CCDC109B 1298 15.74 18.10 28.76 29.59 15.06 35.87 9.68 10.34 17.59 21.53 23.85 4.58 14.78 0.09 0.29 0.96 1.00 0.03 0.59

CCDC11 1837 2.33 0.00 0.00 0.75 0.83 1.07 0.33 0.29 0.17 0.67 0.83 -0.27 0.37 2.67 #NUM! #NUM! 1.03 1.18 0.37

CCDC110 2898 0.42 0.00 0.22 0.12 0.04 0.22 0.58 0.29 0.13 0.09 0.17 -2.56 0.27 0.61 #NUM! -0.29 -1.20 -2.95 0.35

CCDC111 2295 1.32 2.05 2.29 2.95 1.97 4.85 2.04 1.76 4.36 3.05 2.57 1.36 2.80 -1.09 -0.45 -0.29 0.07 -0.51 0.92

CCDC112 2552 4.46 3.05 2.30 3.86 1.03 2.61 4.93 2.20 2.16 1.38 2.89 1.53 2.67 0.74 0.19 -0.21 0.53 -1.37 -0.15

CCDC113 5304 0.30 1.46 0.11 0.56 0.43 0.55 0.34 0.46 0.60 0.68 0.57 -0.82 0.52 -0.81 1.49 -2.25 0.09 -0.26 -0.04

CCDC114 3234 0.09 3.66 0.49 0.08 0.05 0.13 0.80 0.73 0.11 0.20 0.75 -0.41 0.46 -2.35 3.00 0.10 -2.48 -3.10 -2.49

CCDC115 1644 25.26 12.58 15.71 7.90 19.02 26.44 14.34 13.85 31.48 25.97 17.82 4.16 21.41 0.24 -0.77 -0.45 -1.44 -0.17 0.57

CCDC116 2252 0.06 0.12 0.03 0.09 0.02 0.04 0.00 0.08 0.21 0.17 0.06 -4.00 0.11 -0.88 0.13 -1.97 -0.28 -2.30 -0.52

CCDC117 3999 4.33 4.77 4.60 4.68 3.32 7.33 3.82 2.66 7.10 5.98 4.84 2.27 4.89 -0.18 -0.04 -0.09 -0.06 -0.56 0.60

CCDC12 893 20.83 36.97 34.23 28.06 28.50 31.64 31.45 38.73 40.48 47.20 30.04 4.91 39.47 -0.92 -0.09 -0.21 -0.49 -0.47 0.07

CCDC120 4056 1.47 9.61 5.87 15.10 5.29 1.91 10.67 8.74 1.20 3.94 6.54 2.71 6.14 -2.06 0.65 -0.07 1.30 -0.21 -1.78

CCDC121 2762 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC122 2024 1.05 2.87 1.46 2.89 0.43 1.22 1.04 0.91 0.89 0.79 1.65 0.73 0.91 0.21 1.66 0.69 1.67 -1.07 -0.44

CCDC124 1066 36.06 45.18 63.04 44.23 195.06 56.86 47.34 43.55 69.65 49.57 73.41 6.20 52.53 -0.54 -0.22 0.26 -0.25 1.89 -0.37

CCDC125 3624 1.48 3.27 1.68 2.64 1.09 2.43 1.46 2.66 0.49 1.32 2.10 1.07 1.48 0.00 1.14 0.18 0.83 -0.45 0.21

CCDC126 2473 1.37 14.26 3.81 2.18 3.38 4.50 9.15 1.88 3.72 4.19 4.92 2.30 4.74 -1.79 1.59 -0.31 -1.12 -0.49 -0.13

CCDC127 1437 7.04 5.09 0.00 5.46 20.34 6.73 4.65 2.66 8.65 5.99 7.44 2.90 5.49 0.36 -0.11 #NUM! -0.01 1.89 -0.15

CCDC129 4988 0.01 0.01 0.00 0.01 0.00 0.00 0.00 0.00 0.03 0.00 0.00 -8.48 0.01 -0.41 -0.41 #NUM! -0.08 #NUM! #NUM!

CCDC13 2847 0.00 0.67 0.09 0.00 0.35 0.00 0.09 0.10 1.44 0.70 0.18 -2.44 0.58 #NUM! 0.21 -2.73 #NUM! -0.75 #NUM!

CCDC130 1679 9.51 16.18 14.87 9.11 13.88 11.10 8.85 8.37 18.07 10.44 12.44 3.64 11.43 -0.27 0.50 0.38 -0.33 0.28 -0.16

CCDC132 3625 2.38 3.46 4.98 5.20 0.81 5.34 2.73 3.09 3.13 3.32 3.70 1.89 3.07 -0.37 0.18 0.70 0.76 -1.92 0.53

CCDC134 1279 1.46 1.17 1.61 1.49 2.13 0.78 0.58 0.44 1.01 0.61 1.44 0.53 0.66 1.15 0.82 1.29 1.18 1.69 -0.88



CCDC135 2926 0.00 1.96 0.00 0.01 0.00 0.00 0.07 0.00 0.02 0.04 0.33 -1.61 0.03 #NUM! 5.86 #NUM! -1.57 #NUM! #NUM!

CCDC136 4221 0.19 2.59 0.38 0.18 0.10 1.14 2.09 0.29 4.96 1.21 0.76 -0.39 2.14 -3.49 0.28 -2.50 -3.57 -4.35 0.57

CCDC137 2109 6.78 6.92 12.29 15.01 18.61 7.51 6.57 3.36 5.69 6.35 11.19 3.48 5.49 0.30 0.33 1.16 1.45 1.76 -0.57

CCDC138 2196 1.41 0.87 2.47 1.55 1.88 2.07 0.70 0.76 0.32 0.91 1.71 0.77 0.67 1.07 0.38 1.88 1.21 1.49 0.28

CCDC14 4187 6.84 11.20 13.11 14.36 3.54 8.97 4.54 5.80 2.42 6.35 9.67 3.27 4.78 0.52 1.23 1.46 1.59 -0.43 -0.11

CCDC140 1699 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.05 0.03 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CCDC141 9127 0.03 0.07 0.09 0.04 0.01 0.18 0.13 0.06 0.14 0.22 0.07 -3.86 0.14 -2.33 -1.01 -0.67 -1.86 -3.75 1.40

CCDC142 4339 0.00 0.00 0.96 1.29 0.00 0.00 0.73 0.00 0.00 0.00 0.38 -1.41 0.18 #NUM! #NUM! 2.39 2.82 #NUM! #NUM!

CCDC144A 5828 0.08 0.16 0.10 0.22 0.01 0.09 0.06 0.03 0.02 0.08 0.11 -3.21 0.05 0.66 1.70 1.02 2.18 -2.39 -0.35

CCDC144B 8713 0.30 0.84 0.42 0.77 0.04 0.14 0.14 0.09 0.05 0.20 0.42 -1.25 0.12 1.31 2.77 1.78 2.65 -1.50 -1.56

CCDC144C 4204 0.08 0.14 0.14 0.24 0.08 0.05 0.07 0.05 0.04 0.06 0.12 -3.04 0.05 0.49 1.33 1.35 2.17 0.56 -1.17

CCDC144NL 2838 0.00 0.02 0.01 0.03 0.04 0.01 0.01 0.00 0.02 0.01 0.02 -6.00 0.01 #NUM! 0.70 -0.81 1.39 2.01 -0.92

CCDC146 3333 1.87 4.07 0.00 2.75 0.61 3.70 3.21 2.74 1.43 1.40 2.17 1.12 2.20 -0.23 0.89 #NUM! 0.32 -1.84 0.77

CCDC147 3313 0.38 0.41 0.05 0.07 0.48 0.39 0.32 0.53 0.85 0.34 0.30 -1.76 0.51 -0.42 -0.32 -3.46 -2.87 -0.10 0.40

CCDC148 2846 0.06 0.32 0.04 0.01 0.04 0.62 0.21 0.25 0.20 0.54 0.18 -2.46 0.30 -2.41 0.12 -2.94 -4.67 -3.02 1.77

CCDC149 4079 1.42 2.80 2.65 1.23 1.35 3.72 0.00 2.07 6.09 3.96 2.20 1.13 3.03 -1.09 -0.11 -0.19 -1.31 -1.16 0.76

CCDC15 3897 1.06 0.67 1.09 1.06 0.46 0.53 0.52 0.88 0.10 0.27 0.81 -0.30 0.44 1.26 0.61 1.30 1.26 0.04 -0.60

CCDC150 3685 0.55 0.81 0.88 3.73 0.07 0.36 0.12 0.10 0.03 0.17 1.07 0.09 0.10 2.39 2.96 3.08 5.16 -0.52 -1.58

CCDC151 2176 3.16 2.54 0.10 0.24 0.45 1.03 0.68 3.45 0.53 0.34 1.25 0.33 1.25 1.34 1.02 -3.60 -2.40 -1.47 -0.28

CCDC152 3491 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC153 773 0.73 1.61 1.12 1.10 1.40 0.68 1.36 1.81 1.27 1.61 1.11 0.15 1.51 -1.05 0.09 -0.43 -0.46 -0.11 -0.71

CCDC154 2191 0.19 0.19 0.16 1.72 0.68 1.04 0.06 0.00 0.13 0.57 0.66 -0.59 0.19 -0.04 -0.04 -0.26 3.17 1.83 0.65

CCDC155 2383 0.71 0.00 0.00 0.00 0.00 0.26 0.00 0.01 0.00 0.00 0.16 -2.63 0.00 7.96 #NUM! #NUM! #NUM! #NUM! 0.70

CCDC157 3023 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC158 3626 0.02 0.00 0.02 0.00 0.01 0.78 0.36 0.00 0.00 0.00 0.14 -2.85 0.09 -2.07 #NUM! -2.43 #NUM! -2.72 2.49

CCDC159 1080 5.42 0.00 3.93 6.67 3.55 9.38 7.34 3.13 13.34 8.39 4.82 2.27 8.05 -0.57 #NUM! -1.03 -0.27 -1.18 0.96

CCDC160 1299 0.00 0.18 0.16 0.00 0.06 0.12 0.21 0.16 0.71 0.22 0.09 -3.54 0.33 #NUM! -0.85 -1.05 #NUM! -2.38 0.44

CCDC162P 715 0.00 0.19 0.00 0.00 0.09 0.00 0.15 0.10 0.04 0.00 0.05 -4.41 0.07 #NUM! 1.43 #NUM! #NUM! 0.28 #NUM!

CCDC163P 2169 0.00 0.75 0.76 1.39 0.85 0.37 0.16 0.36 0.89 0.19 0.69 -0.54 0.40 #NUM! 0.91 0.92 1.79 1.09 -0.91

CCDC164 2515 0.03 2.78 0.04 0.00 0.02 0.02 0.01 0.00 0.12 0.03 0.48 -1.05 0.04 -0.32 6.11 -0.09 #NUM! -1.00 -4.67

CCDC165 6092 1.96 4.70 3.55 7.05 2.15 2.69 2.60 3.73 2.36 3.29 3.68 1.88 2.99 -0.61 0.65 0.24 1.24 -0.48 -0.45

CCDC166 1320 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -8.08 0.00 #NUM! 3.61 #NUM! #NUM! #NUM! #NUM!

CCDC167 637 31.80 14.46 20.74 25.90 33.17 22.58 15.22 14.03 18.22 11.51 24.77 4.63 14.74 1.11 -0.03 0.49 0.81 1.17 -0.13

CCDC17 2267 0.00 1.31 0.00 0.75 0.22 1.47 0.29 0.26 0.93 0.38 0.62 -0.68 0.47 #NUM! 1.49 #NUM! 0.68 -1.10 1.24

CCDC18 4331 0.93 0.00 2.89 0.00 0.00 0.00 0.00 0.50 0.00 0.00 0.64 -0.65 0.13 2.90 #NUM! 4.53 #NUM! #NUM! #NUM!

CCDC19 1836 0.00 3.57 0.00 0.33 0.92 0.62 0.00 1.01 0.00 0.00 0.91 -0.14 0.25 #NUM! 3.82 #NUM! 0.38 1.86 -0.54

CCDC22 2333 3.93 6.12 6.50 6.21 13.28 6.81 5.39 5.39 9.02 6.93 7.14 2.84 6.68 -0.77 -0.13 -0.04 -0.11 0.99 -0.07

CCDC23 816 15.83 10.95 13.54 11.24 21.47 40.61 10.57 10.27 31.50 26.49 18.94 4.24 19.71 -0.32 -0.85 -0.54 -0.81 0.12 1.10

CCDC24 1505 5.76 3.26 5.27 0.00 11.65 3.30 0.00 0.00 3.05 2.72 4.87 2.29 1.44 2.00 1.18 1.87 #NUM! 3.01 -0.56

CCDC25 3653 10.42 6.19 9.52 3.75 7.05 10.41 6.03 4.60 6.88 9.33 7.89 2.98 6.71 0.63 -0.12 0.50 -0.84 0.07 0.40

CCDC27 2174 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CCDC28A 1504 6.35 7.40 5.45 6.49 11.05 18.93 3.37 4.95 12.08 10.44 9.28 3.21 7.71 -0.28 -0.06 -0.50 -0.25 0.52 1.03

CCDC28B 895 5.52 4.98 6.36 0.00 10.44 4.94 2.89 1.74 10.73 0.00 5.37 2.43 3.84 0.52 0.38 0.73 #NUM! 1.44 -0.12

CCDC3 2753 18.70 13.61 4.20 4.88 1.24 15.13 13.90 10.74 45.07 19.08 9.63 3.27 22.20 -0.25 -0.71 -2.40 -2.19 -4.16 0.65

CCDC30 3098 0.45 1.49 0.09 1.19 0.10 0.79 0.40 0.23 0.20 0.30 0.69 -0.54 0.28 0.68 2.40 -1.60 2.08 -1.44 0.20

CCDC33 2784 0.04 0.00 0.01 0.00 0.00 0.07 0.01 0.01 0.00 0.00 0.02 -5.63 0.01 2.73 #NUM! 0.95 #NUM! #NUM! 1.81

CCDC34 2120 13.59 7.19 8.27 4.29 10.71 14.45 5.43 4.63 2.27 4.78 9.75 3.29 4.28 1.67 0.75 0.95 0.00 1.32 0.57

CCDC36 2994 0.04 0.25 0.01 0.05 0.01 0.22 0.18 0.15 0.24 0.56 0.10 -3.39 0.28 -2.82 -0.18 -4.60 -2.49 -4.92 1.18

CCDC37 2086 0.00 0.24 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCDC38 1972 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CCDC39 3894 0.28 1.47 0.12 0.00 0.10 1.65 0.77 0.90 0.19 0.00 0.60 -0.73 0.47 -0.72 1.66 -1.99 #NUM! -2.28 1.46

CCDC40 4297 0.10 1.39 0.13 1.62 0.29 0.40 0.61 0.36 1.09 0.55 0.65 -0.62 0.65 -2.76 1.09 -2.37 1.31 -1.20 -0.70

CCDC41 3235 2.45 0.00 2.71 1.53 0.76 3.80 1.47 1.35 1.00 2.18 1.87 0.91 1.50 0.71 #NUM! 0.85 0.03 -0.97 1.02

CCDC42 1380 0.00 0.05 0.00 0.00 0.02 0.09 0.00 0.00 0.00 0.00 0.03 -5.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.70

CCDC42B 1514 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC43 2147 7.30 7.32 8.31 7.94 8.37 9.05 5.67 4.51 4.95 6.44 8.05 3.01 5.39 0.44 0.44 0.62 0.56 0.63 0.17

CCDC47 3445 10.97 13.02 18.09 12.39 13.20 26.93 11.37 16.17 12.69 29.77 15.77 3.98 17.50 -0.67 -0.43 0.05 -0.50 -0.41 0.77

CCDC48 2691 0.58 1.15 0.33 0.11 1.04 1.65 1.10 0.44 2.99 1.15 0.81 -0.30 1.42 -1.28 -0.30 -2.09 -3.67 -0.45 1.02

CCDC50 8949 3.11 8.77 5.43 10.92 15.95 12.04 4.83 5.37 15.53 10.18 9.37 3.23 8.98 -1.53 -0.03 -0.73 0.28 0.83 0.36

CCDC51 1506 5.35 4.72 0.00 4.23 16.19 3.24 1.85 0.00 0.00 0.00 5.62 2.49 0.46 3.53 3.35 #NUM! 3.20 5.13 -0.80

CCDC53 923 41.26 23.05 26.98 19.27 32.65 36.59 26.29 20.69 30.62 26.78 29.97 4.91 26.10 0.66 -0.18 0.05 -0.44 0.32 0.29

CCDC54 1294 0.00 0.00 0.03 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -7.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.36

CCDC56 772 75.98 39.28 40.04 48.12 116.78 61.16 55.95 34.45 55.90 63.55 63.56 5.99 52.46 0.53 -0.42 -0.39 -0.12 1.15 -0.06

CCDC57 2997 24.36 16.25 15.37 10.84 30.65 12.36 11.25 8.16 4.17 12.59 18.30 4.19 9.04 1.43 0.85 0.77 0.26 1.76 -0.57

CCDC58 718 40.00 16.15 24.42 24.35 41.17 25.98 14.40 12.87 9.46 13.41 28.68 4.84 12.54 1.67 0.37 0.96 0.96 1.72 -0.14

CCDC59 1617 16.04 9.43 21.63 20.93 13.62 38.15 11.00 11.40 8.80 13.33 19.97 4.32 11.13 0.53 -0.24 0.96 0.91 0.29 0.93

CCDC6 5842 10.60 17.15 17.79 15.24 6.20 10.08 19.42 24.01 10.62 13.49 12.84 3.68 16.88 -0.67 0.02 0.08 -0.15 -1.45 -0.35

CCDC60 2465 1.24 0.72 0.00 0.10 0.02 3.05 0.70 2.33 1.55 1.54 0.85 -0.23 1.53 -0.30 -1.08 #NUM! -3.98 -6.42 1.83

CCDC61 1825 6.52 7.48 5.66 9.92 5.68 6.37 3.70 2.68 5.15 4.03 6.94 2.79 3.89 0.74 0.94 0.54 1.35 0.55 -0.12

CCDC62 3228 0.00 0.03 0.05 0.00 0.05 0.04 0.00 0.05 0.03 0.05 0.03 -5.09 0.03 #NUM! -0.06 0.56 #NUM! 0.56 0.55

CCDC63 1945 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -10.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.52

CCDC64 3081 4.07 5.39 11.26 4.33 13.62 4.10 15.05 7.78 0.11 5.67 7.13 2.83 7.15 -0.81 -0.41 0.65 -0.72 0.93 -0.80

CCDC64B 1811 6.65 12.23 4.35 0.00 10.76 6.16 29.22 32.83 0.05 19.09 6.69 2.74 20.30 -1.61 -0.73 -2.22 #NUM! -0.92 -0.12

CCDC65 1832 0.05 1.44 0.13 0.31 0.00 0.84 0.78 0.37 0.24 0.37 0.46 -1.12 0.44 -3.27 1.71 -1.82 -0.53 #NUM! 0.87

CCDC66 3152 1.74 3.25 0.00 5.42 0.00 2.56 2.47 2.65 0.00 0.00 2.16 1.11 1.28 0.44 1.34 #NUM! 2.08 #NUM! 0.25

CCDC67 2698 0.00 0.04 0.02 0.00 0.18 0.03 0.00 0.05 0.01 0.00 0.04 -4.47 0.02 #NUM! 1.38 0.60 #NUM! 3.53 -0.62

CCDC68 4136 0.24 2.21 0.23 0.22 0.33 1.61 0.46 0.38 0.98 0.68 0.81 -0.31 0.63 -1.36 1.81 -1.44 -1.50 -0.93 1.00

CCDC69 3416 9.27 12.43 8.88 16.14 4.34 10.61 16.75 12.20 40.09 12.51 10.28 3.36 20.39 -1.14 -0.71 -1.20 -0.34 -2.23 0.05

CCDC7 2173 0.12 0.00 0.39 0.04 0.04 0.09 0.39 0.16 0.03 0.10 0.11 -3.16 0.17 -0.56 #NUM! 1.17 -2.18 -2.08 -0.28

CCDC70 1163 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCDC71 1851 6.70 11.19 14.03 11.17 8.87 4.19 5.80 4.63 9.08 5.66 9.36 3.23 6.29 0.09 0.83 1.16 0.83 0.50 -1.16

CCDC72 491 250.95 162.23 146.58 253.80 398.06 386.09 144.41 129.34 328.58 398.49 266.28 8.06 250.20 0.00 -0.63 -0.77 0.02 0.67 0.54

CCDC73 4015 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC74A 1472 3.45 11.16 7.17 3.51 1.36 10.22 5.90 9.99 6.50 8.84 6.14 2.62 7.81 -1.18 0.52 -0.12 -1.15 -2.53 0.73

CCDC74B 1471 4.40 8.04 6.26 1.79 1.61 6.52 3.87 7.72 6.54 7.56 4.77 2.25 6.42 -0.54 0.33 -0.04 -1.84 -2.00 0.45

CCDC75 1257 1.76 1.84 5.15 3.51 3.35 0.00 2.34 1.66 2.95 3.75 2.60 1.38 2.68 -0.60 -0.54 0.95 0.39 0.32 #NUM!

CCDC76 3157 1.31 2.11 2.60 2.72 1.01 6.20 2.33 2.15 1.55 3.85 2.66 1.41 2.47 -0.92 -0.22 0.07 0.14 -1.28 1.22

CCDC77 2386 0.00 0.00 0.00 0.00 2.16 0.00 0.00 0.00 0.00 0.00 0.36 -1.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCDC78 1611 0.00 0.00 0.32 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCDC79 2446 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.00 -8.09 0.01 #NUM! 1.45 #NUM! #NUM! #NUM! #NUM!

CCDC8 3336 0.96 3.74 0.62 0.46 0.07 1.57 3.11 1.42 5.05 3.32 1.24 0.31 3.23 -1.75 0.21 -2.39 -2.80 -5.45 0.34

CCDC80 4578 72.11 75.30 24.56 24.05 15.25 97.50 77.13 30.01 322.22 77.67 51.46 5.69 126.75 -0.81 -0.75 -2.37 -2.40 -3.06 0.92

CCDC81 2788 0.10 0.67 0.07 0.14 0.08 0.88 0.30 0.03 1.38 0.48 0.32 -1.62 0.55 -2.51 0.30 -2.87 -1.98 -2.78 1.45

CCDC82 2746 2.53 3.84 3.98 3.14 3.13 7.71 3.62 3.24 4.36 4.25 4.06 2.02 3.87 -0.61 -0.01 0.04 -0.30 -0.30 0.93

CCDC83 2345 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC84 1202 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCDC85A 3983 0.16 0.23 0.11 0.09 0.09 0.84 0.49 0.42 0.90 0.84 0.25 -1.99 0.66 -2.05 -1.54 -2.54 -2.88 -2.96 1.73

CCDC85B 1277 11.96 18.93 22.70 13.79 74.96 36.79 20.96 13.27 45.00 49.10 29.86 4.90 32.08 -1.42 -0.76 -0.50 -1.22 1.22 0.30

CCDC85C 5671 2.89 2.72 8.73 4.06 4.13 1.66 4.72 2.52 3.93 2.88 4.03 2.01 3.51 -0.28 -0.37 1.31 0.21 0.23 -1.28

CCDC86 2022 9.60 9.07 19.27 12.40 18.34 8.67 8.59 12.00 12.37 9.85 12.89 3.69 10.70 -0.16 -0.24 0.85 0.21 0.78 -0.57

CCDC87 2915 0.06 0.06 0.16 0.60 0.20 0.14 0.04 0.05 0.04 0.01 0.20 -2.30 0.03 0.95 0.95 2.28 4.18 2.63 -0.59

CCDC88A 9827 4.36 5.82 14.71 9.11 1.39 4.37 3.64 3.98 1.80 2.13 6.63 2.73 2.89 0.59 1.01 2.35 1.66 -1.06 -0.60

CCDC88B 4932 0.75 2.94 2.68 7.37 5.09 8.40 0.74 0.62 0.80 1.57 4.54 2.18 0.93 -0.31 1.66 1.53 2.99 2.45 0.89

CCDC88C 7523 3.47 6.00 9.42 7.37 3.89 2.45 5.18 5.54 0.95 2.86 5.43 2.44 3.63 -0.07 0.72 1.37 1.02 0.10 -1.15

CCDC89 2428 0.08 0.23 0.05 0.04 0.04 0.38 0.24 0.04 1.07 0.44 0.14 -2.87 0.45 -2.54 -0.95 -3.12 -3.43 -3.44 1.46

CCDC9 2093 2.59 6.46 6.03 12.26 9.52 8.40 8.33 8.72 12.04 11.35 7.54 2.91 10.11 -1.97 -0.65 -0.75 0.28 -0.09 0.16

CCDC90A 5472 3.70 3.82 11.64 5.08 4.13 5.23 5.80 3.84 6.05 4.25 5.60 2.49 4.99 -0.43 -0.39 1.22 0.03 -0.27 -0.10

CCDC90B 1585 14.07 7.33 14.32 13.38 24.67 23.13 8.84 9.91 25.24 21.16 16.15 4.01 16.29 -0.21 -1.15 -0.19 -0.28 0.60 0.52

CCDC91 2352 14.36 8.98 15.46 9.26 2.04 10.46 7.61 9.44 6.23 6.25 10.09 3.34 7.38 0.96 0.28 1.07 0.33 -1.86 0.05

CCDC92 1814 12.63 24.39 22.36 18.06 18.93 18.57 19.36 13.74 31.47 13.46 19.16 4.26 19.51 -0.63 0.32 0.20 -0.11 -0.04 -0.05

CCDC93 6946 1.82 2.97 4.35 6.10 1.28 2.33 2.30 2.23 1.96 3.03 3.14 1.65 2.38 -0.39 0.32 0.87 1.36 -0.90 -0.43

CCDC94 1441 12.78 9.97 21.14 13.94 34.36 9.07 12.46 10.64 11.08 8.41 16.88 4.08 10.65 0.26 -0.10 0.99 0.39 1.69 -0.90

CCDC96 2168 0.28 0.58 0.27 0.90 1.07 0.77 0.32 0.17 0.58 0.40 0.65 -0.63 0.37 -0.40 0.67 -0.46 1.30 1.55 0.26

CCDC97 3344 5.14 11.85 17.47 0.00 6.91 6.67 9.17 6.88 8.34 5.68 8.01 3.00 7.52 -0.55 0.66 1.22 #NUM! -0.12 -0.26

CCDC99 2683 5.48 2.75 3.23 5.33 1.61 4.54 1.79 1.94 1.12 1.78 3.82 1.94 1.66 1.72 0.73 0.96 1.68 -0.04 0.25

CCHCR1 2974 4.59 7.98 9.12 7.28 13.91 7.90 3.40 3.19 4.73 4.67 8.46 3.08 4.00 0.20 1.00 1.19 0.87 1.80 -0.10

CCIN 1956 0.14 0.14 0.08 0.05 0.04 0.23 0.24 0.07 1.02 0.53 0.11 -3.12 0.46 -1.72 -1.71 -2.49 -3.12 -3.55 1.01

CCK 1511 0.00 2.10 0.00 0.00 22.08 0.46 0.05 0.00 0.08 0.03 4.11 2.04 0.04 #NUM! 5.75 #NUM! #NUM! 9.14 -3.17

CCKAR 1682 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CCKBR 2120 0.00 0.01 0.00 0.00 0.00 0.07 0.03 0.00 0.09 0.04 0.01 -6.27 0.04 #NUM! -1.63 #NUM! #NUM! #NUM! 2.33

CCL1 542 0.14 0.15 0.42 0.00 0.20 0.24 0.00 0.00 0.06 0.11 0.19 -2.38 0.04 1.69 1.75 3.27 #NUM! 2.15 0.35

CCL11 925 3.71 2.47 21.47 4.30 0.28 0.00 0.25 0.03 0.00 1.37 5.37 2.43 0.41 3.17 2.58 5.70 3.38 -0.55 #NUM!

CCL13 861 3.87 14.27 5.90 2.27 19.60 13.78 0.91 1.46 10.69 6.16 9.95 3.31 4.80 -0.31 1.57 0.30 -1.08 2.03 0.47

CCL14 579 260.36 116.79 61.20 10.71 1.39 572.74 265.21 296.54 1162.73 656.08 170.53 7.41 595.14 -1.19 -2.35 -3.28 -5.80 -8.74 1.75

CCL14-CCL15 1471 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CCL15 1080 0.00 7.93 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.32 0.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCL16 1497 0.11 0.00 0.00 0.05 0.00 0.17 0.14 0.17 0.36 0.20 0.05 -4.20 0.22 -0.94 #NUM! #NUM! -2.19 #NUM! 1.61

CCL17 615 3.66 6.17 1.60 0.37 0.60 2.39 1.23 1.13 0.00 0.57 2.46 1.30 0.73 2.32 3.07 1.13 -0.99 -0.30 -0.05

CCL18 793 19.47 29.03 112.37 12.97 13.33 24.53 0.18 0.04 1.13 5.52 35.28 5.14 1.72 3.50 4.08 6.03 2.92 2.96 -0.52

CCL19 684 93.54 105.37 71.23 14.24 1.40 564.82 4.08 5.25 116.46 104.05 141.77 7.15 57.46 0.70 0.87 0.31 -2.01 -5.36 1.99

CCL2 760 109.89 207.92 195.35 54.80 345.25 855.40 32.83 208.55 555.63 385.62 294.77 8.20 295.66 -1.43 -0.51 -0.60 -2.43 0.22 1.54

CCL20 851 12.13 7.25 9.61 63.29 407.77 4.19 0.48 6.73 0.50 4.08 84.04 6.39 2.95 2.04 1.30 1.70 4.42 7.11 -4.33

CCL21 878 155.89 153.09 69.07 13.19 2.35 169.67 94.29 43.28 235.09 82.14 93.87 6.55 113.70 0.46 0.43 -0.72 -3.11 -5.60 0.85

CCL22 2933 1.75 6.02 2.13 0.96 0.85 1.91 1.35 1.65 0.15 0.75 2.27 1.18 0.98 0.84 2.62 1.12 -0.03 -0.21 -0.25

CCL23 641 2.63 4.48 0.86 0.47 1.00 11.98 2.47 2.90 14.58 11.07 3.57 1.84 7.75 -1.56 -0.79 -3.17 -4.05 -2.95 1.75

CCL24 360 2.94 1.45 0.18 4.61 0.74 0.92 0.61 1.16 0.13 0.32 1.81 0.85 0.55 2.41 1.39 -1.61 3.06 0.42 -0.98

CCL25 1002 0.18 0.03 0.18 0.23 0.09 0.05 0.10 0.00 0.03 0.00 0.13 -2.97 0.03 2.57 0.01 2.55 2.91 1.47 -1.25

CCL26 562 0.54 0.90 0.96 0.59 2.60 4.17 5.78 4.21 4.04 13.78 1.63 0.70 6.95 -3.70 -2.94 -2.86 -3.55 -1.42 1.36

CCL27 469 0.00 0.41 0.35 0.00 0.71 0.00 0.51 0.72 0.00 0.31 0.25 -2.02 0.39 #NUM! 0.10 -0.13 #NUM! 0.88 #NUM!

CCL28 816 2.62 2.45 5.95 2.54 1.62 1.06 1.55 3.48 0.61 2.22 2.71 1.44 1.96 0.42 0.32 1.60 0.37 -0.28 -1.36

CCL3 813 5.68 11.27 41.64 16.61 463.65 26.35 2.27 1.81 15.09 9.35 94.20 6.56 7.13 -0.33 0.66 2.55 1.22 6.02 -1.84

CCL3L1 804 10.66 4.34 26.24 15.35 339.33 13.17 4.32 3.80 2.48 3.84 68.18 6.09 3.61 1.56 0.27 2.86 2.09 6.56 -2.37

CCL3L3 780 0.00 0.00 0.00 0.00 142.47 14.59 0.00 0.00 5.91 5.95 26.18 4.71 2.97 #NUM! #NUM! #NUM! #NUM! 5.59 -0.84

CCL4 667 12.29 14.94 65.73 23.16 307.78 88.63 10.07 0.00 83.97 30.45 85.42 6.42 31.12 -1.34 -1.06 1.08 -0.43 3.31 0.05

CCL5 1237 50.98 108.11 195.45 75.65 112.31 91.84 49.96 36.55 18.24 24.12 105.72 6.72 32.22 0.66 1.75 2.60 1.23 1.80 -0.20

CCL7 810 0.24 0.79 0.53 0.61 6.90 1.09 0.25 0.58 0.89 0.76 1.69 0.76 0.62 -1.36 0.34 -0.24 -0.02 3.47 -0.63

CCL8 1351 0.91 3.37 4.45 3.32 26.68 16.53 0.64 1.62 12.48 0.00 9.21 3.20 3.68 -2.02 -0.13 0.27 -0.15 2.86 0.84

CCM2 1904 13.90 14.32 23.01 29.78 40.41 19.31 8.07 6.25 20.31 8.45 23.46 4.55 10.77 0.37 0.41 1.10 1.47 1.91 -0.28

CCNA1 1965 0.00 0.43 0.04 0.88 0.06 0.32 0.43 0.34 0.81 0.42 0.29 -1.81 0.50 #NUM! -0.21 -3.83 0.81 -3.16 0.15

CCNA2 2811 8.20 10.21 23.33 17.50 10.96 8.63 3.43 7.42 0.85 2.45 13.14 3.72 3.54 1.21 1.53 2.72 2.31 1.63 -0.61

CCNB1 2101 15.87 11.50 25.28 23.49 35.55 17.49 6.28 8.72 1.79 4.21 21.53 4.43 5.25 1.60 1.13 2.27 2.16 2.76 -0.30

CCNB1IP1 1681 14.63 13.62 15.22 7.78 19.20 23.71 14.23 19.85 22.78 34.55 15.69 3.97 22.85 -0.64 -0.75 -0.59 -1.56 -0.25 0.60

CCNB2 1566 29.89 0.00 45.18 26.65 14.63 10.95 5.95 7.29 0.43 2.77 21.22 4.41 4.11 2.86 #NUM! 3.46 2.70 1.83 -0.95

CCNB3 4524 0.07 0.14 0.17 0.15 0.01 0.06 0.19 0.12 0.02 0.06 0.10 -3.32 0.10 -0.38 0.51 0.86 0.68 -4.17 -0.85

CCNC 2321 13.53 11.98 15.91 13.62 30.62 19.81 9.84 9.11 16.03 21.86 17.58 4.14 14.21 -0.07 -0.25 0.16 -0.06 1.11 0.17

CCND1 4304 5.87 25.59 12.16 2.85 9.13 7.12 41.78 44.01 18.07 24.77 10.45 3.39 32.16 -2.45 -0.33 -1.40 -3.50 -1.82 -0.55

CCND2 6531 3.79 11.50 10.94 2.43 4.87 9.17 11.53 11.83 10.81 5.42 7.12 2.83 9.90 -1.38 0.22 0.14 -2.03 -1.02 0.37

CCND3 2104 9.33 25.14 26.41 22.87 56.85 28.77 13.70 12.25 30.18 18.61 28.23 4.82 18.68 -1.00 0.43 0.50 0.29 1.61 0.03

CCNDBP1 2515 7.22 7.66 6.77 9.25 9.04 14.92 6.19 4.66 19.63 22.39 9.14 3.19 13.22 -0.87 -0.79 -0.97 -0.51 -0.55 0.71

CCNE1 1958 5.35 3.60 8.10 11.19 6.50 2.90 2.13 1.29 0.58 0.81 6.27 2.65 1.20 2.15 1.58 2.75 3.22 2.43 -1.11

CCNE2 2739 3.67 2.09 7.59 7.09 4.34 6.31 0.97 1.51 0.00 1.26 5.18 2.37 0.94 1.97 1.16 3.02 2.92 2.21 0.28

CCNF 4287 2.30 3.82 3.57 5.76 5.46 0.81 0.98 0.85 0.32 0.70 3.62 1.86 0.71 1.69 2.42 2.32 3.01 2.93 -2.16

CCNG1 2484 16.50 18.71 10.30 20.07 8.81 37.62 17.17 21.88 29.88 39.78 18.67 4.22 27.18 -0.72 -0.54 -1.40 -0.44 -1.63 1.01

CCNG2 5489 2.29 7.44 3.30 4.09 13.25 8.29 6.02 4.44 8.75 12.13 6.44 2.69 7.83 -1.77 -0.07 -1.25 -0.94 0.76 0.36

CCNH 1517 10.28 16.00 10.47 15.98 16.59 30.97 8.78 23.34 15.62 23.77 16.72 4.06 17.88 -0.80 -0.16 -0.77 -0.16 -0.11 0.89

CCNI 1890 54.59 110.15 95.75 82.72 31.44 108.34 97.13 105.45 80.38 107.88 80.50 6.33 97.71 -0.84 0.17 -0.03 -0.24 -1.64 0.43

CCNI2 2355 0.00 0.00 0.00 4.64 2.89 0.00 0.00 0.00 0.00 0.00 1.25 0.33 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CCNJ 4153 1.05 0.00 1.30 1.31 0.98 1.65 1.01 0.81 1.05 1.76 1.05 0.07 1.16 -0.14 #NUM! 0.16 0.18 -0.24 0.65

CCNJL 3274 0.86 0.66 0.23 3.67 5.61 2.19 0.38 0.14 2.03 0.63 2.20 1.14 0.79 0.12 -0.27 -1.76 2.21 2.82 -0.01

CCNK 2618 6.11 35.46 26.88 28.17 19.33 13.62 15.21 21.04 9.37 15.18 21.59 4.43 15.20 -1.32 1.22 0.82 0.89 0.35 -0.66

CCNL1 2625 27.22 45.16 63.29 127.71 34.84 108.60 26.45 62.62 20.14 114.68 67.80 6.08 55.97 -1.04 -0.31 0.18 1.19 -0.68 0.68

CCNL2 3136 12.07 28.42 9.85 46.18 13.54 23.38 15.94 12.25 7.75 19.22 22.24 4.48 13.79 -0.19 1.04 -0.49 1.74 -0.03 0.07

CCNO 1448 2.58 0.44 2.19 1.11 5.68 0.93 0.38 0.28 0.07 0.43 2.15 1.11 0.29 3.15 0.59 2.92 1.94 4.29 -1.21

CCNT1 2568 2.06 2.69 4.91 4.64 4.18 7.74 2.63 3.07 4.46 9.02 4.37 2.13 4.80 -1.22 -0.83 0.03 -0.05 -0.20 0.82

CCNT2 6923 2.08 3.67 5.11 2.49 1.31 4.72 4.81 3.50 2.32 4.78 3.23 1.69 3.85 -0.89 -0.07 0.41 -0.63 -1.56 0.55

CCNY 3968 8.03 15.44 8.38 15.02 9.74 13.22 10.05 7.68 19.45 14.79 11.64 3.54 12.99 -0.69 0.25 -0.63 0.21 -0.42 0.18

CCNYL1 3773 4.23 3.21 1.61 1.93 1.76 2.66 7.44 4.97 2.40 5.72 2.57 1.36 5.13 -0.28 -0.68 -1.68 -1.42 -1.55 0.05

CCP110 5515 1.24 3.15 2.11 3.77 1.82 4.77 1.95 2.60 1.92 3.06 2.81 1.49 2.38 -0.94 0.40 -0.18 0.66 -0.39 0.76

CCPG1 7089 8.48 11.25 8.06 6.15 1.96 20.83 8.69 8.44 7.65 11.57 9.46 3.24 9.09 -0.10 0.31 -0.17 -0.56 -2.21 1.14

CCR1 2690 1.74 6.53 6.38 4.02 3.34 3.72 1.36 1.02 3.79 2.00 4.29 2.10 2.04 -0.23 1.68 1.64 0.98 0.71 -0.20

CCR10 1244 1.32 1.02 3.23 0.41 0.00 0.00 0.00 0.45 0.00 0.00 1.00 -0.01 0.11 3.56 3.19 4.85 1.89 #NUM! #NUM!

CCR2 2689 0.95 1.93 0.95 0.22 0.15 0.88 0.58 0.42 0.67 0.52 0.84 -0.24 0.55 0.79 1.81 0.78 -1.34 -1.88 0.05

CCR3 1796 0.42 0.35 1.20 0.24 0.09 0.31 0.12 0.08 0.40 0.08 0.43 -1.20 0.17 1.31 1.04 2.81 0.47 -0.91 -0.50

CCR4 1657 0.91 5.11 3.40 1.71 0.03 1.58 0.32 1.20 0.13 0.38 2.12 1.09 0.51 0.84 3.33 2.74 1.75 -4.02 -0.42

CCR5 3686 1.61 3.95 4.49 1.32 1.00 3.37 0.68 0.83 0.81 1.01 2.62 1.39 0.84 0.95 2.24 2.43 0.66 0.26 0.36

CCR6 3479 0.37 0.91 0.72 0.29 0.44 1.21 0.23 0.39 0.14 0.46 0.66 -0.61 0.31 0.27 1.57 1.25 -0.06 0.51 0.88

CCR7 2207 1.58 6.42 4.95 2.70 1.27 4.07 0.44 1.51 0.70 1.86 3.50 1.81 1.13 0.48 2.51 2.13 1.26 0.17 0.22

CCR8 1487 0.06 0.63 0.74 0.34 0.12 1.28 0.00 0.04 0.00 0.12 0.53 -0.92 0.04 0.49 3.96 4.18 3.04 1.61 1.27

CCR9 2653 0.00 0.04 0.04 0.01 0.05 0.01 0.00 0.00 0.00 0.00 0.03 -5.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.44

CCRL1 2402 1.20 3.00 0.84 34.24 1.11 0.92 0.34 0.67 1.59 1.79 6.89 2.78 1.10 0.14 1.45 -0.38 4.97 0.02 -2.91

CCRL2 1745 1.13 3.35 2.09 1.34 4.08 2.66 0.68 1.19 2.08 2.39 2.44 1.29 1.59 -0.50 1.08 0.40 -0.25 1.36 0.12

CCRN4L 1971 1.26 4.66 9.28 18.23 9.05 4.07 3.54 7.01 2.23 4.08 7.76 2.96 4.21 -1.74 0.14 1.14 2.11 1.10 -0.93

CCS 1068 10.06 9.29 8.22 10.71 53.12 29.22 11.63 5.65 41.55 23.38 20.10 4.33 20.55 -1.03 -1.15 -1.32 -0.94 1.37 0.54

CCT2 2193 34.11 28.48 43.92 35.88 169.55 58.47 28.17 28.67 56.54 65.80 61.73 5.95 44.80 -0.39 -0.65 -0.03 -0.32 1.92 -0.08

CCT3 2269 55.05 58.37 80.19 76.21 205.97 92.03 46.94 45.63 91.99 71.16 94.64 6.56 63.93 -0.22 -0.13 0.33 0.25 1.69 -0.04

CCT4 2349 132.22 124.53 563.15 256.14 88.56 53.72 135.37 127.36 60.72 65.41 203.06 7.67 97.21 0.44 0.36 2.53 1.40 -0.13 -1.92

CCT5 3403 28.37 19.04 67.92 52.52 81.73 38.02 19.02 18.68 35.23 35.42 47.93 5.58 27.08 0.07 -0.51 1.33 0.96 1.59 -0.33

CCT6A 2682 35.91 35.64 150.98 40.12 57.35 50.08 29.35 30.87 33.52 45.13 61.68 5.95 34.72 0.05 0.04 2.12 0.21 0.72 -0.30

CCT6B 1898 0.24 0.47 0.20 0.46 0.00 1.07 0.21 0.34 1.26 0.85 0.41 -1.30 0.66 -1.49 -0.50 -1.71 -0.55 #NUM! 1.40

CCT6P1 1783 4.06 6.11 4.87 7.33 3.35 10.10 2.21 4.99 5.38 8.07 5.97 2.58 5.17 -0.35 0.24 -0.09 0.50 -0.63 0.76

CCT6P3 2244 1.03 2.66 3.32 3.44 2.73 5.28 2.71 1.59 2.23 5.08 3.08 1.62 2.90 -1.50 -0.13 0.19 0.25 -0.09 0.78

CCT7 2044 47.02 38.36 73.88 65.99 216.69 74.42 41.46 36.98 101.44 78.12 86.06 6.43 64.50 -0.46 -0.75 0.20 0.03 1.75 -0.21

CCT8 1895 32.11 37.90 62.11 111.31 76.76 70.73 31.20 33.86 45.81 70.28 65.15 6.03 45.29 -0.50 -0.26 0.46 1.30 0.76 0.12

CCT8L2 2065 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.02 0.01 0.00 -8.49 0.01 #NUM! #NUM! #NUM! 0.96 #NUM! #NUM!

CCZ1 1834 17.90 16.37 31.10 19.83 28.53 33.32 14.54 12.14 24.25 22.28 24.51 4.62 18.30 -0.03 -0.16 0.76 0.12 0.64 0.44

CD101 3547 1.57 1.31 2.64 0.00 1.79 2.60 2.17 0.67 0.00 0.59 1.65 0.72 0.86 0.87 0.61 1.62 #NUM! 1.06 0.66

CD109 9464 1.35 4.48 8.32 11.11 6.43 6.80 3.30 5.52 3.78 5.21 6.42 2.68 4.45 -1.72 0.01 0.90 1.32 0.53 0.08

CD14 1661 27.46 64.70 33.63 63.58 179.49 52.50 14.69 16.61 69.09 31.19 70.23 6.13 32.90 -0.26 0.98 0.03 0.95 2.45 -0.42

CD151 1574 93.66 83.61 80.21 57.08 389.30 144.76 93.61 39.88 474.28 140.45 141.44 7.14 187.05 -1.00 -1.16 -1.22 -1.71 1.06 0.03

CD160 1559 0.25 0.58 0.65 1.01 0.52 0.29 0.80 0.64 0.29 0.14 0.55 -0.86 0.47 -0.88 0.32 0.48 1.12 0.15 -0.91



CD163 4231 0.87 6.93 7.14 4.46 13.96 17.70 1.26 2.75 8.63 11.71 8.51 3.09 6.09 -2.80 0.19 0.23 -0.45 1.20 1.06

CD163L1 4598 0.47 1.89 0.47 0.88 3.58 1.75 1.15 0.67 3.69 1.14 1.51 0.59 1.66 -1.81 0.19 -1.81 -0.92 1.11 0.21

CD164 3128 57.64 81.58 58.01 62.35 40.62 101.75 49.62 54.18 53.93 83.28 66.99 6.07 60.25 -0.06 0.44 -0.05 0.05 -0.57 0.60

CD164L2 1539 2.98 0.70 6.16 0.00 0.00 0.42 2.30 1.57 0.00 1.49 1.71 0.77 1.34 1.15 -0.93 2.20 #NUM! #NUM! -2.03

CD177 2364 16.60 7.26 1.01 0.89 5.75 0.86 14.84 40.45 3.69 1.25 5.39 2.43 15.06 0.14 -1.05 -3.89 -4.09 -1.39 -2.65

CD180 2725 2.06 2.59 2.60 2.40 0.67 1.14 0.33 0.58 0.55 0.54 1.91 0.93 0.50 2.03 2.36 2.37 2.26 0.41 -0.74

CD19 1968 1.27 0.86 1.23 0.37 0.05 0.91 0.16 0.07 0.07 0.07 0.78 -0.36 0.09 3.76 3.19 3.71 1.98 -0.84 0.22

CD1A 2111 2.18 2.80 0.92 0.28 0.15 2.16 2.89 3.05 0.01 0.74 1.42 0.50 1.67 0.38 0.75 -0.86 -2.59 -3.52 0.61

CD1B 1396 0.33 0.97 0.24 0.44 0.04 0.49 0.08 0.29 0.11 0.11 0.42 -1.26 0.15 1.16 2.72 0.72 1.59 -1.94 0.22

CD1C 2592 1.43 1.74 0.77 0.60 0.07 1.18 1.23 0.77 1.49 0.75 0.96 -0.05 1.06 0.43 0.71 -0.46 -0.83 -3.98 0.30

CD1D 3795 0.28 0.51 0.19 0.10 0.17 0.65 0.05 0.09 0.60 0.34 0.32 -1.65 0.27 0.05 0.93 -0.48 -1.38 -0.69 1.03

CD1E 2117 1.73 3.39 0.91 0.29 0.02 2.37 0.85 2.22 0.44 1.43 1.45 0.54 1.23 0.49 1.46 -0.44 -2.10 -5.95 0.71

CD2 1595 9.30 21.65 22.54 7.99 6.79 23.42 4.79 3.60 2.02 5.39 15.28 3.93 3.95 1.24 2.45 2.51 1.02 0.78 0.62

CD200 2301 2.80 7.55 6.51 2.10 0.55 30.18 5.38 10.45 52.22 29.79 8.28 3.05 24.46 -3.13 -1.70 -1.91 -3.54 -5.48 1.87

CD200R1 2272 0.38 1.00 0.60 0.29 0.14 1.59 0.59 0.57 0.37 0.77 0.67 -0.58 0.58 -0.60 0.80 0.07 -0.98 -2.00 1.25

CD200R1L 1365 0.00 0.07 0.05 0.00 0.00 0.07 0.00 0.02 0.04 0.00 0.03 -5.01 0.02 #NUM! 2.12 1.76 #NUM! #NUM! 1.08

CD207 1872 4.11 4.00 2.17 0.09 0.10 1.69 5.44 5.84 0.09 1.63 2.03 1.02 3.25 0.34 0.30 -0.58 -5.14 -5.08 -0.26

CD209 4428 1.21 5.17 1.72 4.07 4.59 3.23 1.13 2.35 4.25 2.46 3.33 1.74 2.55 -1.07 1.02 -0.57 0.68 0.85 -0.05

CD22 3300 1.00 1.36 3.49 0.40 0.13 1.20 1.91 0.39 0.63 0.39 1.26 0.34 0.83 0.27 0.72 2.08 -1.06 -2.62 -0.08

CD226 2664 0.73 0.99 1.92 0.38 0.15 1.42 0.47 0.43 0.29 0.51 0.93 -0.10 0.42 0.79 1.22 2.18 -0.15 -1.49 0.61

CD24 2194 169.49 333.76 137.61 838.32 132.92 60.94 432.39 817.18 8.53 341.86 278.84 8.12 399.99 -1.24 -0.26 -1.54 1.07 -1.59 -2.19

CD244 2543 0.42 0.81 1.25 0.18 1.32 0.95 0.36 0.26 0.37 0.39 0.82 -0.28 0.34 0.30 1.23 1.86 -0.91 1.94 0.20

CD247 1690 3.46 6.95 7.59 3.12 18.07 8.59 2.54 1.85 1.28 2.11 7.96 2.99 1.95 0.83 1.84 1.96 0.68 3.22 0.11

CD248 2576 13.24 34.32 11.93 13.28 16.50 20.25 44.00 27.35 63.56 21.38 18.26 4.19 39.07 -1.56 -0.19 -1.71 -1.56 -1.24 0.15

CD27 1320 13.43 17.47 21.29 9.43 0.00 18.06 3.36 3.48 0.00 2.66 13.28 3.73 2.37 2.50 2.88 3.17 1.99 #NUM! 0.44

CD274 3691 1.23 2.16 7.72 4.02 2.92 2.73 0.57 1.53 1.00 2.24 3.46 1.79 1.33 -0.12 0.69 2.53 1.59 1.13 -0.34

CD276 3419 19.79 31.92 15.21 43.81 74.74 20.98 14.10 13.13 26.56 18.39 34.41 5.10 18.05 0.13 0.82 -0.25 1.28 2.05 -0.71

CD28 3807 0.56 1.50 1.34 1.14 0.39 2.73 0.23 0.66 0.41 0.83 1.28 0.35 0.53 0.08 1.50 1.33 1.09 -0.45 1.10

CD2AP 5425 3.44 7.56 11.65 12.22 2.72 7.01 4.49 7.65 2.06 5.39 7.43 2.89 4.90 -0.51 0.63 1.25 1.32 -0.85 -0.08

CD2BP2 3513 8.92 8.37 5.13 9.65 15.89 12.77 6.23 4.86 31.66 17.54 10.12 3.34 15.07 -0.76 -0.85 -1.56 -0.64 0.08 0.33

CD300A 1911 2.28 3.24 3.14 2.67 11.56 4.45 1.63 1.10 3.27 2.85 4.56 2.19 2.21 0.04 0.55 0.51 0.27 2.39 -0.03

CD300C 1548 0.11 1.18 2.35 1.37 2.70 1.27 0.27 0.94 1.24 0.56 1.50 0.58 0.75 -2.75 0.65 1.64 0.86 1.84 -0.24

CD300E 3525 0.11 0.93 2.39 0.82 1.73 1.71 0.43 1.07 4.32 1.71 1.28 0.36 1.88 -4.08 -1.01 0.35 -1.19 -0.12 0.42

CD300LB 2326 0.08 0.63 1.02 0.47 0.25 1.16 0.40 0.36 1.63 0.65 0.60 -0.73 0.76 -3.20 -0.26 0.43 -0.68 -1.58 0.94

CD300LD 644 0.00 0.00 0.00 0.00 0.25 0.05 0.00 0.00 0.05 0.00 0.05 -4.32 0.01 #NUM! #NUM! #NUM! #NUM! 4.40 -0.08

CD300LF 1759 0.68 1.79 1.94 0.67 3.13 2.01 0.18 0.30 0.81 0.44 1.70 0.77 0.44 0.64 2.04 2.15 0.63 2.85 0.24

CD300LG 2799 0.21 0.35 0.16 0.05 0.00 1.18 0.50 1.80 2.18 3.44 0.33 -1.62 1.98 -3.27 -2.49 -3.67 -5.25 #NUM! 1.87

CD302 3995 7.33 17.89 5.83 4.33 1.71 22.19 11.16 13.38 16.56 17.90 9.88 3.30 14.75 -1.01 0.28 -1.34 -1.77 -3.11 1.17

CD320 1283 15.41 8.11 15.40 8.64 95.70 14.52 8.59 4.80 24.62 17.27 26.30 4.72 13.82 0.16 -0.77 0.16 -0.68 2.79 -0.86

CD33 1466 2.62 3.52 3.58 2.11 2.85 5.19 3.14 2.54 4.10 2.62 3.31 1.73 3.10 -0.24 0.18 0.21 -0.56 -0.12 0.65

CD34 2816 20.26 31.46 12.91 8.31 5.15 40.87 33.27 31.82 105.54 50.75 19.83 4.31 55.35 -1.45 -0.81 -2.10 -2.74 -3.43 1.04

CD36 4727 2.05 2.97 7.10 2.27 0.41 5.53 6.56 7.15 7.59 6.83 3.39 1.76 7.03 -1.78 -1.24 0.01 -1.63 -4.10 0.71

CD37 1263 11.84 34.13 33.40 15.41 16.62 33.12 12.81 8.49 16.54 8.71 24.09 4.59 11.64 0.03 1.55 1.52 0.41 0.51 0.46

CD38 1494 3.62 4.65 11.24 2.64 1.14 3.56 1.45 1.82 0.78 1.07 4.47 2.16 1.28 1.50 1.86 3.14 1.05 -0.17 -0.33

CD3D 771 21.27 28.12 34.57 10.04 16.97 36.40 9.06 5.15 3.88 9.13 24.56 4.62 6.80 1.64 2.05 2.35 0.56 1.32 0.57

CD3E 1534 12.52 31.90 42.65 12.55 22.31 38.10 11.05 7.63 5.40 8.63 26.67 4.74 8.18 0.61 1.96 2.38 0.62 1.45 0.51

CD3EAP 3286 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CD3G 1311 2.30 5.75 9.49 2.16 0.88 3.11 1.93 1.60 0.40 0.99 3.95 1.98 1.23 0.91 2.23 2.95 0.82 -0.48 -0.34

CD4 3134 12.08 28.44 25.22 15.67 21.38 21.30 8.20 8.32 13.61 7.80 20.68 4.37 9.48 0.35 1.58 1.41 0.72 1.17 0.04

CD40 1616 8.89 23.34 19.23 16.20 27.91 25.40 6.73 9.22 14.81 17.62 20.16 4.33 12.10 -0.44 0.95 0.67 0.42 1.21 0.33

CD40LG 1834 0.98 1.45 0.86 0.28 0.21 1.99 0.25 1.32 0.29 0.40 0.96 -0.05 0.57 0.79 1.36 0.59 -1.00 -1.43 1.05

CD44 5748 56.76 108.37 127.73 77.43 105.54 87.12 103.31 109.56 118.99 95.68 93.83 6.55 106.88 -0.91 0.02 0.26 -0.46 -0.02 -0.11

CD46 3402 26.36 48.28 39.43 35.56 37.22 62.50 16.91 20.30 27.21 45.90 41.56 5.38 27.58 -0.07 0.81 0.52 0.37 0.43 0.59

CD47 5346 8.30 13.14 32.63 13.73 69.87 20.96 12.08 10.53 15.27 29.97 26.44 4.72 16.96 -1.03 -0.37 0.94 -0.30 2.04 -0.33

CD48 1099 17.95 25.18 28.65 11.69 18.96 44.19 11.00 7.99 11.25 11.59 24.43 4.61 10.46 0.78 1.27 1.45 0.16 0.86 0.85

CD5 3180 1.88 7.51 5.66 2.56 1.49 5.31 1.12 1.86 0.88 1.73 4.07 2.02 1.40 0.42 2.43 2.02 0.87 0.09 0.39

CD52 523 83.85 110.92 128.48 45.55 84.53 242.89 33.92 25.50 33.91 36.89 116.04 6.86 32.56 1.36 1.77 1.98 0.48 1.38 1.07

CD53 1572 21.30 35.96 37.55 19.52 45.47 58.98 9.43 8.52 21.02 18.45 36.46 5.19 14.35 0.57 1.33 1.39 0.44 1.66 0.69

CD55 2930 21.85 306.18 86.43 33.50 119.60 65.13 81.67 468.37 45.81 106.45 105.45 6.72 175.58 -3.01 0.80 -1.02 -2.39 -0.55 -0.70

CD58 1395 24.57 21.20 23.83 22.40 17.42 19.42 16.25 15.80 8.62 12.44 21.47 4.42 13.28 0.89 0.68 0.84 0.75 0.39 -0.15

CD59 7801 17.13 33.42 28.80 44.94 106.63 18.69 31.78 36.33 202.52 60.45 41.60 5.38 82.77 -2.27 -1.31 -1.52 -0.88 0.37 -1.15

CD5L 2248 0.02 0.00 0.01 0.01 0.02 0.02 0.00 0.01 0.02 0.01 0.01 -6.17 0.01 1.15 #NUM! 0.38 -0.52 0.56 0.61

CD6 3307 2.61 8.25 6.28 4.56 1.94 6.19 1.44 2.22 0.84 1.34 4.97 2.31 1.46 0.83 2.50 2.10 1.64 0.41 0.32

CD63 1031 170.69 232.27 144.40 107.50 722.86 905.97 142.84 94.46 1204.12 686.57 380.62 8.57 532.00 -1.64 -1.20 -1.88 -2.31 0.44 1.25

CD68 1872 61.58 135.71 179.56 166.61 201.40 94.04 54.95 79.77 42.86 52.43 139.82 7.13 57.50 0.10 1.24 1.64 1.53 1.81 -0.57

CD69 1676 1.05 3.23 6.45 1.96 7.60 41.29 1.50 7.14 15.18 13.64 10.26 3.36 9.37 -3.16 -1.54 -0.54 -2.26 -0.30 2.01

CD7 1318 7.32 15.78 36.57 8.33 43.07 12.65 5.02 3.65 1.74 4.22 20.62 4.37 3.66 1.00 2.11 3.32 1.19 3.56 -0.70

CD70 913 3.84 0.94 1.74 0.74 12.69 3.31 0.25 0.35 0.21 0.90 3.88 1.96 0.43 3.17 1.14 2.03 0.78 4.89 -0.23

CD72 1548 0.00 0.00 0.00 0.00 0.00 3.02 0.00 0.00 0.00 0.00 0.50 -0.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

CD74 1519 1004.22 2382.57 1983.73 637.78 3380.51 2058.82 529.25 713.97 1440.25 811.78 1907.94 10.90 873.81 0.20 1.45 1.18 -0.45 1.95 0.11

CD79A 1258 20.95 12.16 19.41 0.00 0.78 14.30 2.07 1.69 0.00 1.68 11.27 3.49 1.36 3.95 3.16 3.84 #NUM! -0.81 0.34

CD79B 1303 4.58 2.86 3.68 1.15 1.18 8.57 3.46 1.68 12.10 7.13 3.67 1.88 6.09 -0.41 -1.09 -0.73 -2.40 -2.36 1.22

CD80 2757 0.14 0.00 0.00 1.36 2.50 1.42 2.61 0.00 0.20 0.46 0.90 -0.15 0.82 -2.50 #NUM! #NUM! 0.73 1.61 0.65

CD81 1497 135.20 197.91 109.17 103.26 219.60 138.71 312.91 172.34 1255.45 372.20 150.64 7.23 528.22 -1.97 -1.42 -2.27 -2.35 -1.27 -0.12

CD82 1715 34.83 48.76 85.55 55.44 118.54 40.87 39.90 37.58 12.75 38.24 64.00 6.00 32.12 0.12 0.60 1.41 0.79 1.88 -0.65

CD83 2478 3.29 11.25 14.54 6.85 31.32 30.25 9.18 29.79 13.55 24.07 16.25 4.02 19.14 -2.54 -0.77 -0.40 -1.48 0.71 0.90

CD84 8296 1.10 3.34 3.26 1.81 0.39 1.59 0.68 0.71 0.48 0.64 1.92 0.94 0.63 0.81 2.41 2.38 1.53 -0.68 -0.26

CD86 2790 2.65 9.17 6.07 3.63 4.28 8.85 1.17 2.65 3.06 3.03 5.77 2.53 2.48 0.10 1.89 1.29 0.55 0.79 0.62

CD8A 3177 4.47 19.34 34.18 7.44 7.50 22.60 5.97 5.58 2.83 6.95 15.92 3.99 5.33 -0.25 1.86 2.68 0.48 0.49 0.51

CD8B 1433 3.49 10.55 14.33 2.78 4.27 11.69 3.63 2.75 2.19 4.31 7.85 2.97 3.22 0.12 1.71 2.15 -0.21 0.41 0.57

CD9 1321 296.81 129.59 485.78 316.44 366.94 363.18 436.85 253.92 331.55 588.66 326.46 8.35 402.74 -0.44 -1.64 0.27 -0.35 -0.13 0.15

CD93 6701 3.38 12.33 7.86 6.03 6.95 21.23 7.42 15.18 31.15 34.28 9.63 3.27 22.01 -2.70 -0.84 -1.49 -1.87 -1.66 1.14

CD96 4481 1.64 6.13 5.40 2.11 2.59 5.22 1.72 2.72 0.61 2.34 3.85 1.94 1.85 -0.17 1.73 1.55 0.19 0.49 0.44

CD97 3247 4.10 31.33 21.66 13.52 24.91 22.04 13.48 7.08 65.61 20.28 19.59 4.29 26.61 -2.70 0.24 -0.30 -0.98 -0.10 0.17

CD99 1255 9.91 23.60 9.53 5.22 35.02 15.49 51.05 31.84 63.96 14.09 16.46 4.04 40.23 -2.02 -0.77 -2.08 -2.95 -0.20 -0.09

CD99L2 3736 5.20 9.23 3.99 5.37 7.74 7.43 8.44 6.08 24.03 8.38 6.49 2.70 11.73 -1.17 -0.35 -1.56 -1.13 -0.60 0.20

CD99P1 2915 0.29 0.44 0.19 0.29 0.56 0.67 0.00 0.00 0.00 0.40 0.41 -1.30 0.10 1.52 2.16 0.93 1.53 2.48 0.72

CDA 985 58.63 64.51 4.41 1.50 80.30 15.86 95.06 108.89 12.34 42.05 37.54 5.23 64.59 -0.14 0.00 -3.87 -5.42 0.31 -1.24

CDADC1 3417 0.64 1.42 1.30 1.26 1.56 2.57 1.38 0.92 2.63 2.55 1.46 0.54 1.87 -1.54 -0.39 -0.53 -0.57 -0.26 0.82

CDAN1 4757 2.27 3.59 2.98 2.91 1.75 3.27 3.51 1.14 3.56 3.47 2.79 1.48 2.92 -0.36 0.30 0.03 -0.01 -0.74 0.22

CDC123 1566 32.19 38.53 54.13 49.33 0.00 33.62 26.34 27.41 27.58 28.64 34.63 5.11 27.49 0.23 0.49 0.98 0.84 #NUM! -0.04

CDC14A 4287 1.03 1.69 2.83 1.30 0.32 2.99 1.45 2.26 1.57 2.17 1.70 0.76 1.86 -0.85 -0.14 0.60 -0.51 -2.54 0.82

CDC14B 5589 1.02 4.09 1.59 2.12 0.74 2.55 1.76 1.91 1.77 3.49 2.02 1.01 2.23 -1.14 0.87 -0.49 -0.07 -1.60 0.34

CDC14C 2893 0.05 0.04 0.02 0.02 0.00 0.01 0.02 0.02 0.01 0.02 0.02 -5.36 0.02 1.54 0.96 0.18 0.29 -3.14 -1.60

CDC16 2317 17.29 16.62 45.67 22.89 12.01 21.15 22.46 13.90 16.87 23.16 22.60 4.50 19.10 -0.14 -0.20 1.26 0.26 -0.67 -0.10

CDC20 1697 24.08 11.67 74.33 32.42 65.92 20.19 8.29 8.09 0.69 3.23 38.10 5.25 5.08 2.25 1.20 3.87 2.68 3.70 -0.92

CDC20B 2984 0.05 0.01 0.00 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.01 -6.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.74

CDC23 3169 6.77 7.37 6.22 12.67 6.44 7.76 5.93 5.97 7.66 6.90 7.87 2.98 6.62 0.03 0.15 -0.09 0.94 -0.04 -0.02

CDC25A 3717 0.79 0.80 3.63 4.20 2.61 0.56 0.47 0.77 0.25 0.33 2.10 1.07 0.46 0.79 0.81 2.99 3.20 2.51 -1.91

CDC25B 3701 12.85 25.99 29.82 15.92 24.54 19.04 7.00 7.92 13.04 11.03 21.36 4.42 9.75 0.40 1.41 1.61 0.71 1.33 -0.17

CDC25C 2115 2.05 1.44 2.06 4.84 3.22 2.43 3.14 0.71 0.08 0.47 2.67 1.42 1.10 0.90 0.38 0.90 2.14 1.55 -0.13

CDC26 885 25.24 26.58 35.56 22.69 57.00 44.37 17.54 24.88 31.71 32.90 35.24 5.14 26.76 -0.08 -0.01 0.41 -0.24 1.09 0.33

CDC27 5611 4.85 7.48 7.77 7.09 4.51 9.42 5.12 5.57 7.10 7.92 6.85 2.78 6.43 -0.41 0.22 0.27 0.14 -0.51 0.46

CDC34 1462 12.92 14.22 17.37 21.62 36.94 15.69 14.56 14.78 33.99 21.64 19.79 4.31 21.24 -0.72 -0.58 -0.29 0.03 0.80 -0.34

CDC37 1693 40.71 65.15 74.67 102.10 116.00 62.41 59.86 43.61 99.19 62.43 76.84 6.26 66.27 -0.70 -0.02 0.17 0.62 0.81 -0.30

CDC37L1 1724 4.54 6.54 5.31 3.56 8.58 12.59 4.96 5.49 11.00 17.52 6.85 2.78 9.74 -1.10 -0.58 -0.87 -1.45 -0.18 0.88

CDC40 3866 3.24 4.15 4.63 5.92 3.17 7.13 3.42 3.26 4.64 5.08 4.71 2.23 4.10 -0.34 0.02 0.17 0.53 -0.37 0.60

CDC42 2308 125.86 110.93 143.49 161.83 83.70 167.92 99.03 127.24 133.82 143.28 132.29 7.05 125.84 0.00 -0.18 0.19 0.36 -0.59 0.34

CDC42BPA 10527 1.99 7.65 3.64 2.30 0.88 5.55 4.25 3.29 7.35 3.16 3.67 1.88 4.51 -1.18 0.76 -0.31 -0.98 -2.35 0.60

CDC42BPB 6701 3.60 25.34 22.08 17.97 12.84 12.26 16.49 17.40 14.71 13.11 15.68 3.97 15.43 -2.10 0.72 0.52 0.22 -0.27 -0.36

CDC42BPG 4945 0.89 5.66 4.68 6.37 5.75 8.44 4.84 4.69 0.27 2.48 5.30 2.41 3.07 -1.79 0.88 0.61 1.05 0.90 0.67

CDC42EP1 2182 29.79 50.36 42.20 89.58 37.90 24.53 44.83 49.80 72.11 48.91 45.73 5.52 53.91 -0.86 -0.10 -0.35 0.73 -0.51 -0.90

CDC42EP2 2001 2.84 8.10 6.04 4.31 28.02 6.80 12.65 6.44 23.00 11.33 9.35 3.23 13.36 -2.23 -0.72 -1.15 -1.63 1.07 -0.46

CDC42EP3 3981 4.73 9.38 8.03 5.61 14.02 9.01 7.56 6.18 33.43 15.92 8.46 3.08 15.77 -1.74 -0.75 -0.97 -1.49 -0.17 0.09

CDC42EP4 3121 21.99 29.31 67.17 35.23 32.41 27.30 17.50 31.48 28.98 32.87 35.57 5.15 27.71 -0.33 0.08 1.28 0.35 0.23 -0.38

CDC42EP5 917 22.34 32.01 25.38 33.59 26.10 15.95 13.75 12.66 28.98 18.71 25.90 4.69 18.52 0.27 0.79 0.45 0.86 0.49 -0.70

CDC42SE1 3193 27.92 47.52 57.63 69.42 58.52 69.62 27.10 32.51 32.28 47.44 55.11 5.78 34.84 -0.32 0.45 0.73 0.99 0.75 0.34

CDC42SE2 3667 5.02 16.62 12.06 8.76 12.85 21.20 5.81 5.82 9.17 9.87 12.75 3.67 7.67 -0.61 1.12 0.65 0.19 0.75 0.73

CDC45 2036 4.44 1.96 8.48 9.10 9.91 4.79 1.24 1.65 0.09 0.96 6.45 2.69 0.99 2.17 1.00 3.11 3.21 3.33 -0.43

CDC5L 3012 8.85 8.96 18.35 15.68 3.22 12.33 8.71 12.08 7.64 6.70 11.23 3.49 8.78 0.01 0.03 1.06 0.84 -1.45 0.13

CDC6 3053 3.48 4.11 8.39 16.11 10.49 4.45 0.80 1.51 0.44 0.00 7.84 2.97 0.69 2.34 2.58 3.61 4.55 3.93 -0.82

CDC7 3316 5.53 3.52 4.53 5.29 5.44 6.78 1.49 1.54 1.17 1.97 5.18 2.37 1.54 1.84 1.19 1.55 1.78 1.82 0.39

CDC73 5942 3.22 5.39 7.71 5.40 2.44 9.66 4.30 6.32 4.28 6.08 5.64 2.50 5.24 -0.70 0.04 0.56 0.04 -1.11 0.78

CDCA2 3735 1.37 0.82 4.66 1.89 1.49 1.12 0.38 0.58 0.07 0.09 1.89 0.92 0.28 2.28 1.54 4.04 2.74 2.40 -0.76

CDCA3 1170 15.09 5.96 13.30 12.61 19.87 6.54 3.91 4.54 0.42 1.11 12.23 3.61 2.49 2.60 1.26 2.41 2.34 2.99 -0.90

CDCA4 2453 12.05 10.50 14.28 21.95 40.47 10.42 7.81 8.57 3.68 8.28 18.28 4.19 7.09 0.77 0.57 1.01 1.63 2.51 -0.81

CDCA5 2599 7.35 3.22 11.93 10.88 14.02 7.04 1.46 2.05 0.54 1.10 9.07 3.18 1.29 2.51 1.32 3.21 3.08 3.44 -0.37

CDCA7 2839 8.16 8.75 19.22 22.05 17.94 15.60 4.34 4.82 1.43 6.36 15.29 3.93 4.24 0.94 1.05 2.18 2.38 2.08 0.03

CDCA7L 2976 5.93 5.18 7.51 6.95 19.39 9.75 5.90 6.73 6.37 6.12 9.12 3.19 6.28 -0.08 -0.28 0.26 0.15 1.63 0.10

CDCA8 2319 6.86 4.46 14.56 11.12 15.70 5.64 1.86 2.41 0.33 0.95 9.72 3.28 1.39 2.31 1.68 3.39 3.00 3.50 -0.79

CDCP1 6017 5.49 20.35 62.66 45.83 30.30 2.98 14.96 34.55 0.27 11.11 27.94 4.80 15.23 -1.47 0.42 2.04 1.59 0.99 -3.23

CDCP2 2723 0.00 0.02 0.06 0.00 0.00 0.04 0.04 0.05 0.00 0.00 0.02 -5.65 0.02 #NUM! -0.21 1.34 #NUM! #NUM! 1.11

CDH1 4815 10.35 62.32 60.48 97.72 43.72 17.10 43.76 66.87 0.19 28.66 48.61 5.60 34.87 -1.75 0.84 0.79 1.49 0.33 -1.51

CDH10 3440 0.04 0.02 0.00 0.00 0.00 0.01 0.06 0.00 0.67 0.01 0.01 -6.45 0.19 -2.30 -3.62 #NUM! -6.45 #NUM! 0.22

CDH11 3654 13.93 48.87 16.63 20.13 1.88 26.10 13.45 16.51 22.58 16.26 21.26 4.41 17.20 -0.30 1.51 -0.05 0.23 -3.20 0.30

CDH12 4345 0.04 0.22 0.10 0.27 0.07 0.39 0.31 0.19 0.13 0.16 0.18 -2.47 0.20 -2.24 0.19 -0.96 0.43 -1.58 1.10

CDH13 4134 21.95 23.78 5.97 31.05 2.81 23.20 30.37 32.99 17.12 28.52 18.13 4.18 27.25 -0.31 -0.20 -2.19 0.19 -3.28 0.36

CDH15 2875 0.01 0.10 0.04 0.02 0.02 0.06 0.00 0.00 0.17 0.02 0.04 -4.57 0.05 -2.34 1.12 -0.11 -1.01 -1.43 0.44

CDH16 2986 0.05 0.28 0.72 0.14 0.02 0.04 0.05 0.06 0.00 0.19 0.21 -2.28 0.07 -0.57 1.91 3.28 0.88 -1.99 -2.55

CDH17 3699 0.06 17.86 0.02 0.04 0.10 0.25 0.01 0.01 0.20 0.09 3.05 1.61 0.08 -0.43 7.84 -2.24 -1.14 0.34 -3.59

CDH18 3102 0.08 0.06 0.00 0.00 0.00 0.05 0.08 0.07 0.02 0.03 0.03 -5.01 0.05 0.57 0.26 #NUM! #NUM! #NUM! 0.61

CDH19 3185 0.38 0.53 0.10 0.02 0.00 4.00 1.72 0.13 1.94 1.34 0.84 -0.25 1.28 -1.76 -1.27 -3.73 -5.95 #NUM! 2.25

CDH2 4380 1.28 3.72 0.22 0.30 0.16 1.12 2.60 2.12 4.41 4.12 1.13 0.18 3.31 -1.37 0.17 -3.90 -3.48 -4.42 -0.01

CDH20 2855 0.02 0.11 0.04 0.23 0.00 0.02 0.09 0.16 0.05 0.02 0.07 -3.82 0.08 -2.07 0.52 -0.84 1.54 #NUM! -1.53

CDH22 3675 0.16 0.31 0.02 0.02 0.13 0.88 1.20 1.03 0.16 0.08 0.25 -1.99 0.62 -1.98 -1.01 -5.22 -5.11 -2.24 1.80

CDH23 11134 0.74 1.41 0.62 0.92 0.45 1.19 1.43 1.18 1.65 0.66 0.89 -0.17 1.23 -0.73 0.19 -0.98 -0.43 -1.44 0.42

CDH24 3567 2.75 5.14 5.89 10.99 3.85 2.76 2.65 2.85 2.53 1.72 5.23 2.39 2.44 0.18 1.08 1.27 2.17 0.66 -0.92

CDH26 3193 0.30 0.51 0.55 0.12 0.05 1.28 0.50 0.00 0.94 0.99 0.47 -1.09 0.61 -1.00 -0.25 -0.13 -2.29 -3.54 1.44

CDH3 4276 33.64 72.79 87.61 361.28 154.32 12.88 7.15 23.08 7.50 12.06 120.42 6.91 12.45 1.43 2.55 2.82 4.86 3.63 -3.22

CDH4 3063 0.00 0.12 0.02 0.04 0.00 0.04 0.15 0.03 0.54 0.04 0.04 -4.80 0.19 #NUM! -0.68 -3.35 -2.37 -8.48 0.12

CDH5 4134 2.30 9.16 7.53 2.95 2.99 16.27 6.40 8.58 27.54 15.75 6.87 2.78 14.57 -2.66 -0.67 -0.95 -2.30 -2.29 1.24

CDH6 8571 0.35 0.81 0.88 0.71 0.25 1.67 1.80 1.34 1.51 1.46 0.78 -0.37 1.53 -2.12 -0.92 -0.80 -1.11 -2.62 1.10

CDH7 2828 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CDH8 4962 0.04 0.05 0.08 0.09 0.01 0.06 0.04 0.38 0.03 0.08 0.05 -4.20 0.13 -1.84 -1.48 -0.72 -0.51 -3.75 0.23

CDH9 3075 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CDHR1 5440 1.18 1.53 0.15 0.56 0.08 0.56 2.75 3.96 0.01 1.46 0.68 -0.56 2.04 -0.80 -0.42 -3.78 -1.88 -4.66 -0.26

CDHR2 4313 0.01 19.31 2.55 2.74 0.00 0.00 0.05 0.01 0.00 0.00 4.10 2.04 0.01 0.08 10.52 7.60 7.70 #NUM! #NUM!

CDHR3 6500 1.50 0.19 0.04 0.03 0.03 0.12 0.13 0.12 0.13 0.15 0.32 -1.65 0.13 3.51 0.52 -1.68 -1.94 -2.16 -1.41

CDHR4 2500 0.02 1.71 0.03 0.49 0.06 0.06 0.05 0.04 0.03 0.04 0.39 -1.34 0.04 -0.82 5.48 -0.60 3.67 0.66 -2.79

CDHR5 3489 0.00 10.85 0.03 0.00 0.02 0.01 0.07 0.04 0.01 0.00 1.82 0.86 0.03 #NUM! 8.60 -0.08 #NUM! -0.48 -7.83

CDIPT 1874 34.07 34.07 15.59 26.31 49.50 34.20 28.80 23.76 60.00 36.06 32.29 5.01 37.16 -0.12 -0.12 -1.25 -0.50 0.41 0.08

CDK1 1923 15.95 6.14 20.51 22.38 29.35 19.22 3.30 5.04 1.39 5.61 18.93 4.24 3.84 2.06 0.68 2.42 2.54 2.94 0.02

CDK10 1815 14.48 29.12 8.25 33.76 22.82 16.85 12.76 9.59 15.74 13.26 20.88 4.38 12.84 0.17 1.18 -0.64 1.39 0.83 -0.31

CDK11A 2650 10.90 28.44 26.87 19.19 5.51 16.86 5.98 3.98 16.04 12.02 17.96 4.17 9.51 0.20 1.58 1.50 1.01 -0.79 -0.09

CDK11B 2533 13.36 28.14 29.38 20.78 3.64 6.56 18.79 12.47 15.31 13.99 16.98 4.09 15.14 -0.18 0.89 0.96 0.46 -2.06 -1.37

CDK12 8310 1.97 7.15 11.92 9.46 2.23 3.55 5.28 7.04 2.91 3.60 6.05 2.60 4.71 -1.26 0.60 1.34 1.01 -1.08 -0.77

CDK13 6985 3.61 6.70 11.89 13.65 3.28 5.00 6.14 10.25 3.49 5.25 7.35 2.88 6.28 -0.80 0.09 0.92 1.12 -0.94 -0.56

CDK14 4953 1.82 3.94 7.93 1.49 4.71 4.64 2.02 1.55 4.98 1.12 4.09 2.03 2.42 -0.41 0.70 1.71 -0.70 0.96 0.18

CDK15 1534 0.11 0.12 0.11 0.00 0.00 0.55 0.16 0.09 0.28 0.23 0.15 -2.76 0.19 -0.76 -0.70 -0.79 #NUM! #NUM! 1.90

CDK16 3280 23.09 27.71 41.03 32.34 86.20 18.87 19.62 22.61 24.88 16.48 38.21 5.26 20.90 0.14 0.41 0.97 0.63 2.04 -1.02

CDK17 4722 3.02 6.49 5.41 5.59 3.40 12.58 4.01 8.14 12.45 21.64 6.08 2.60 11.56 -1.94 -0.83 -1.09 -1.05 -1.77 1.05

CDK18 3212 5.23 8.68 6.80 15.15 37.43 6.54 3.03 3.48 4.30 2.58 13.31 3.73 3.35 0.65 1.38 1.02 2.18 3.48 -1.02

CDK19 6139 1.62 3.74 6.08 4.01 1.26 4.66 3.36 4.62 2.48 3.21 3.56 1.83 3.42 -1.08 0.13 0.83 0.23 -1.44 0.39

CDK2 2325 14.76 13.62 18.04 32.13 53.73 19.33 5.57 0.00 12.27 15.89 25.27 4.66 8.43 0.81 0.69 1.10 1.93 2.67 -0.39

CDK20 2406 1.18 2.81 0.57 1.25 3.81 2.40 1.27 0.63 5.47 2.72 2.00 1.00 2.53 -1.09 0.15 -2.15 -1.02 0.59 0.26

CDK2AP1 1627 107.40 85.69 73.06 103.78 81.68 121.94 86.03 74.45 131.49 99.53 95.59 6.58 97.87 0.13 -0.19 -0.42 0.08 -0.26 0.35

CDK2AP2 1397 60.31 39.63 62.11 79.02 204.91 51.08 33.77 23.45 44.90 31.78 82.84 6.37 33.48 0.85 0.24 0.89 1.24 2.61 -0.70

CDK3 1584 0.00 0.00 0.00 0.00 0.00 3.49 0.00 0.00 0.00 0.00 0.58 -0.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

CDK4 1474 58.48 33.25 54.96 55.35 199.13 56.90 23.59 21.35 55.55 44.41 76.35 6.25 36.22 0.69 -0.12 0.60 0.61 2.46 -0.42

CDK5 1211 18.10 9.69 14.82 11.45 15.40 7.46 5.83 5.51 6.66 4.23 12.82 3.68 5.56 1.70 0.80 1.41 1.04 1.47 -0.78

CDK5R1 3870 1.17 0.75 2.97 3.05 1.71 0.60 1.82 1.06 0.13 1.84 1.71 0.77 1.21 -0.05 -0.68 1.30 1.33 0.50 -1.51

CDK5R2 2495 0.00 0.01 0.00 0.03 0.06 0.00 0.00 0.00 0.01 0.00 0.02 -5.93 0.00 #NUM! 2.18 #NUM! 3.51 4.66 #NUM!

CDK5RAP1 2104 4.95 5.91 6.09 7.41 14.63 11.62 3.14 3.87 9.76 7.37 8.43 3.08 6.03 -0.29 -0.03 0.01 0.30 1.28 0.46

CDK5RAP2 6230 2.92 10.35 15.41 5.91 14.01 4.26 4.76 5.53 4.04 5.68 8.81 3.14 5.00 -0.77 1.05 1.62 0.24 1.49 -1.05

CDK5RAP3 1884 18.41 38.26 14.52 26.24 37.34 29.26 14.82 15.52 24.66 27.96 27.34 4.77 20.74 -0.17 0.88 -0.51 0.34 0.85 0.10

CDK6 11733 1.13 2.88 4.65 5.82 2.91 1.74 2.52 2.42 1.88 2.10 3.19 1.67 2.23 -0.97 0.37 1.06 1.39 0.39 -0.87

CDK7 1534 11.87 8.80 7.44 20.30 33.97 14.40 15.76 15.39 7.19 18.57 16.13 4.01 14.23 -0.26 -0.69 -0.94 0.51 1.26 -0.16

CDK8 1772 2.36 4.63 9.09 6.45 2.05 5.00 11.96 7.55 3.67 3.25 4.93 2.30 6.61 -1.49 -0.51 0.46 -0.04 -1.69 0.02

CDK9 2472 9.31 15.42 13.66 20.10 43.58 16.94 13.15 10.09 23.57 21.76 19.84 4.31 17.14 -0.88 -0.15 -0.33 0.23 1.35 -0.23

CDKAL1 3272 2.55 5.02 6.23 6.02 3.63 5.45 3.03 3.55 2.32 3.88 4.82 2.27 3.19 -0.32 0.65 0.96 0.91 0.18 0.18

CDKL1 1177 1.81 4.84 2.30 0.71 0.91 2.62 2.38 1.79 6.14 1.69 2.20 1.14 3.00 -0.73 0.69 -0.38 -2.09 -1.72 0.25

CDKL2 4717 0.05 0.13 0.14 0.04 0.00 0.22 0.13 0.12 0.16 0.20 0.10 -3.36 0.15 -1.49 -0.29 -0.12 -1.89 #NUM! 1.20

CDKL3 2138 0.55 2.18 0.45 1.25 0.00 4.48 1.16 0.00 0.00 1.11 1.48 0.57 0.57 -0.05 1.95 -0.34 1.14 #NUM! 1.59

CDKL4 1567 0.00 0.02 0.00 0.07 0.02 0.09 0.00 0.00 0.02 0.01 0.03 -4.93 0.01 #NUM! 1.25 #NUM! 3.15 1.14 1.52

CDKL5 3434 0.25 1.42 2.31 0.71 0.03 0.30 1.18 1.76 0.59 0.81 0.83 -0.26 1.08 -2.14 0.39 1.09 -0.60 -5.24 -1.49

CDKN1A 2327 64.79 114.45 396.68 347.02 252.03 267.23 104.85 380.38 242.93 421.39 240.37 7.91 287.39 -2.15 -1.33 0.46 0.27 -0.19 0.15

CDKN1B 2413 9.50 21.36 19.14 17.38 37.50 37.24 19.26 27.13 32.27 38.84 23.69 4.57 29.37 -1.63 -0.46 -0.62 -0.76 0.35 0.65

CDKN1C 1943 6.16 11.77 2.57 6.05 5.08 35.77 11.77 9.65 22.95 23.86 11.23 3.49 17.06 -1.47 -0.54 -2.73 -1.50 -1.75 1.67

CDKN2A 1464 177.34 82.38 500.51 169.55 400.66 50.20 1.71 2.03 1.07 5.12 230.10 7.85 2.48 6.16 5.05 7.66 6.09 7.33 -2.20

CDKN2AIP 2391 4.14 6.93 7.63 5.09 6.20 12.96 6.82 10.77 6.89 21.74 7.16 2.84 11.55 -1.48 -0.74 -0.60 -1.18 -0.90 0.86

CDKN2AIPNL 1270 7.38 4.21 4.35 12.52 11.83 9.02 6.17 4.34 11.19 7.89 8.22 3.04 7.40 0.00 -0.81 -0.76 0.76 0.68 0.13

CDKN2B 4001 6.64 16.82 60.85 0.54 9.99 14.23 9.11 32.14 0.63 26.58 18.18 4.18 17.11 -1.36 -0.03 1.83 -4.98 -0.78 -0.35

CDKN2B-AS1 3857 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CDKN2C 2104 10.31 5.73 19.88 8.13 28.80 35.14 4.78 4.22 19.95 10.27 18.00 4.17 9.81 0.07 -0.78 1.02 -0.27 1.55 0.97

CDKN2D 1416 5.38 4.19 7.16 3.14 19.41 12.23 3.76 4.24 12.37 11.70 8.58 3.10 8.02 -0.58 -0.94 -0.16 -1.35 1.27 0.51

CDKN3 906 26.53 16.73 31.91 24.31 32.04 12.93 4.32 5.33 1.55 4.65 24.08 4.59 3.96 2.74 2.08 3.01 2.62 3.02 -0.90

CDNF 1330 0.09 0.47 0.13 1.00 0.20 0.51 0.00 0.44 0.62 0.75 0.40 -1.32 0.45 -2.38 0.04 -1.83 1.15 -1.17 0.36

CDO1 1627 0.83 1.19 0.57 0.15 0.03 4.52 1.57 0.55 4.90 4.38 1.22 0.28 2.85 -1.77 -1.26 -2.32 -4.22 -6.46 1.89

CDON 8051 0.53 1.33 0.51 0.34 0.17 1.07 1.90 1.79 3.90 1.25 0.66 -0.60 2.21 -2.07 -0.73 -2.11 -2.69 -3.67 0.70

CDR1 1299 0.29 0.45 0.95 0.03 0.00 0.08 1.17 0.48 0.04 0.02 0.30 -1.74 0.43 -0.56 0.08 1.15 -3.93 #NUM! -1.93



CDR2 2702 2.16 10.17 3.05 3.38 4.47 12.37 4.29 0.00 9.85 15.66 5.93 2.57 7.45 -1.78 0.45 -1.29 -1.14 -0.74 1.06

CDR2L 3546 5.82 11.80 7.38 1.46 11.12 2.76 3.19 3.00 6.05 4.74 6.72 2.75 4.24 0.46 1.48 0.80 -1.54 1.39 -1.29

CDRT1 2780 0.31 0.97 0.97 0.00 0.12 0.15 0.00 0.00 0.11 0.49 0.42 -1.24 0.15 1.06 2.72 2.71 #NUM! -0.27 -1.47

CDRT15 567 0.13 0.11 0.13 0.42 0.06 0.14 0.00 0.00 0.06 0.00 0.17 -2.59 0.01 3.20 2.99 3.19 4.86 2.08 -0.22

CDRT15P 1101 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CDRT4 2515 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CDS1 4546 5.00 5.76 7.79 15.83 4.65 3.81 8.18 9.06 0.14 5.86 7.14 2.84 5.81 -0.22 -0.01 0.42 1.45 -0.32 -0.91

CDS2 9323 2.84 3.00 3.61 8.06 11.32 3.79 3.07 2.31 6.51 4.47 5.44 2.44 4.09 -0.53 -0.45 -0.18 0.98 1.47 -0.52

CDSN 2583 0.51 1.04 0.41 33.00 0.56 1.08 5.77 1.68 0.08 0.42 6.10 2.61 1.99 -1.97 -0.94 -2.27 4.05 -1.82 -2.50

CDT1 2742 7.36 5.78 11.74 21.73 34.81 5.45 1.90 2.75 0.31 0.89 14.48 3.86 1.46 2.33 1.98 3.00 3.89 4.57 -1.41

CDV3 4213 21.20 28.70 61.05 78.11 44.59 38.39 37.04 36.77 29.11 37.95 45.34 5.50 35.21 -0.73 -0.29 0.79 1.15 0.34 -0.24

CDX1 1772 0.83 4.09 0.04 0.08 0.06 0.81 0.13 0.05 0.11 0.00 0.98 -0.02 0.07 3.52 5.82 -0.98 0.12 -0.31 -0.29

CDX2 2090 0.00 8.38 0.16 0.00 0.00 0.14 0.20 0.00 0.00 0.00 1.45 0.53 0.05 #NUM! 7.36 1.65 #NUM! #NUM! -3.36

CDYL 3477 3.87 7.46 9.92 8.71 6.26 6.38 6.42 8.32 8.93 8.00 7.10 2.83 7.92 -1.03 -0.09 0.32 0.14 -0.34 -0.15

CDYL2 2236 0.15 2.38 1.01 2.66 1.11 0.81 0.33 0.36 0.28 0.62 1.35 0.43 0.40 -1.44 2.59 1.34 2.74 1.48 -0.74

CEACAM1 3528 13.40 28.00 93.35 3.76 4.49 2.47 11.23 18.54 1.06 16.92 24.24 4.60 11.94 0.17 1.23 2.97 -1.67 -1.41 -3.30

CEACAM16 1692 0.05 0.08 1.21 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.22 -2.16 0.00 3.51 4.26 8.13 #NUM! #NUM! #NUM!

CEACAM18 1197 0.00 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CEACAM19 2265 3.18 3.77 17.28 11.89 2.75 1.11 11.95 6.66 1.26 2.48 6.66 2.74 5.59 -0.81 -0.57 1.63 1.09 -1.02 -2.58

CEACAM20 1809 0.00 0.00 0.02 0.11 0.00 0.02 0.00 0.04 0.00 0.00 0.03 -5.31 0.01 #NUM! #NUM! 1.21 3.54 #NUM! -0.60

CEACAM21 1378 1.53 0.00 1.31 0.32 0.92 6.67 0.18 0.26 0.71 1.58 1.79 0.84 0.68 1.17 #NUM! 0.94 -1.09 0.43 1.90

CEACAM22P 3016 0.00 0.09 0.05 0.21 0.07 0.02 0.01 0.00 0.02 0.01 0.07 -3.79 0.01 -1.06 3.26 2.49 4.49 2.84 -1.91

CEACAM3 1151 0.00 0.00 1.62 1.43 1.85 1.08 0.00 0.00 0.89 0.00 1.00 -0.01 0.22 #NUM! #NUM! 2.87 2.69 3.06 0.12

CEACAM4 1205 0.92 0.62 0.78 0.52 1.02 0.73 0.13 0.22 0.97 0.30 0.76 -0.39 0.40 1.19 0.61 0.94 0.37 1.33 -0.07

CEACAM5 3600 45.13 243.05 41.66 16.62 0.05 6.97 51.21 132.68 0.01 22.35 58.91 5.88 51.56 -0.19 2.24 -0.31 -1.63 -10.04 -3.08

CEACAM6 2631 101.16 411.92 0.00 10.90 1.69 21.47 31.45 74.34 0.12 54.02 91.19 6.51 39.98 1.34 3.36 #NUM! -1.87 -4.56 -2.09

CEACAM7 2289 79.04 0.00 0.07 0.28 0.01 1.39 49.01 59.10 0.02 11.80 13.47 3.75 29.98 1.40 #NUM! -8.67 -6.73 -11.41 -3.27

CEACAM8 2333 0.07 0.00 0.00 0.25 0.03 0.01 0.04 0.13 0.02 0.03 0.06 -4.04 0.05 0.40 #NUM! #NUM! 2.17 -0.74 -2.37

CEBPA 2591 9.86 11.90 5.11 11.72 39.06 8.03 14.48 11.39 2.03 8.74 14.28 3.84 9.16 0.11 0.38 -0.84 0.36 2.09 -0.83

CEBPB 1837 18.41 63.14 43.75 39.84 209.06 114.07 39.70 84.63 54.80 105.25 81.38 6.35 71.09 -1.95 -0.17 -0.70 -0.84 1.56 0.49

CEBPD 1269 77.82 144.24 304.01 207.52 362.41 254.94 59.88 365.70 317.37 196.51 225.16 7.81 234.87 -1.59 -0.70 0.37 -0.18 0.63 0.18

CEBPE 1250 0.07 0.13 1.21 0.11 0.20 0.14 0.00 0.10 0.19 0.02 0.31 -1.68 0.08 -0.07 0.75 3.99 0.58 1.41 -1.12

CEBPG 3750 8.25 9.47 16.63 15.80 50.86 11.14 11.42 8.78 7.85 12.83 18.69 4.22 10.22 -0.31 -0.11 0.70 0.63 2.32 -0.75

CEBPZ 3341 8.15 8.41 22.11 11.89 5.15 14.39 9.07 11.84 5.13 13.09 11.69 3.55 9.78 -0.26 -0.22 1.18 0.28 -0.92 0.30

CECR1 3947 5.62 17.14 14.08 10.07 4.62 11.76 3.47 6.61 8.70 6.32 10.55 3.40 6.28 -0.16 1.45 1.17 0.68 -0.44 0.16

CECR2 5760 0.59 0.09 0.02 1.61 0.10 0.18 0.03 0.21 0.05 0.11 0.43 -1.21 0.10 2.55 -0.13 -2.66 4.00 -0.02 -1.24

CECR5 1809 8.36 7.28 9.24 6.87 15.25 9.17 6.79 5.50 11.51 7.19 9.36 3.23 7.75 0.11 -0.09 0.25 -0.17 0.98 -0.03

CECR5-AS1 650 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CECR6 5043 0.09 0.28 0.19 0.15 0.15 0.07 0.07 0.06 0.13 0.09 0.16 -2.69 0.09 -0.03 1.70 1.14 0.77 0.82 -1.12

CECR7 2726 0.41 0.08 0.92 2.40 1.49 0.74 0.32 0.38 0.58 0.74 1.01 0.01 0.50 -0.30 -2.69 0.86 2.25 1.56 -0.44

CEL 2384 4.04 0.48 53.28 1.12 3.54 11.01 0.22 0.07 0.12 0.34 12.24 3.61 0.19 4.40 1.34 8.12 2.55 4.21 -0.15

CELA1 952 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.01 -6.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

CELA2A 934 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CELA2B 941 0.00 0.00 0.00 0.00 0.00 1.15 0.00 0.00 0.00 0.00 0.19 -2.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

CELA3A 922 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CELF1 7682 4.01 9.37 13.65 12.44 14.87 13.42 10.76 7.10 13.24 9.99 11.29 3.50 10.27 -1.36 -0.13 0.41 0.28 0.53 0.25

CELF2 9256 1.65 5.99 4.26 2.01 0.65 6.56 2.88 2.51 3.61 3.84 3.52 1.82 3.21 -0.96 0.90 0.41 -0.68 -2.31 0.90

CELF3 5593 0.00 0.02 0.00 0.00 0.00 0.01 0.01 0.00 0.04 0.01 0.00 -7.71 0.02 #NUM! -0.06 #NUM! #NUM! #NUM! 1.49

CELF4 4070 0.06 0.08 0.50 0.14 0.02 0.31 0.08 0.01 0.02 0.02 0.19 -2.43 0.03 1.00 1.42 4.07 2.25 -0.26 0.74

CELF5 5008 0.07 0.03 0.04 0.03 0.00 0.02 0.02 0.02 0.00 0.03 0.03 -4.96 0.02 2.06 0.92 1.30 0.99 -1.76 -0.84

CELF6 3418 0.63 0.86 0.61 0.87 0.41 0.00 0.77 0.00 0.65 0.71 0.56 -0.83 0.53 0.23 0.69 0.18 0.71 -0.36 #NUM!

CELP 985 0.18 0.26 0.00 0.02 0.21 0.43 0.00 0.01 0.00 0.03 0.18 -2.44 0.01 4.18 4.72 #NUM! 0.97 4.41 1.22

CELSR1 11389 4.40 4.34 20.40 16.58 1.42 5.05 5.02 9.74 1.26 7.25 8.70 3.12 5.82 -0.40 -0.42 1.81 1.51 -2.03 -0.78

CELSR2 10540 3.85 18.36 12.66 42.11 5.23 10.29 59.09 32.41 1.56 7.37 15.42 3.95 25.11 -2.71 -0.45 -0.99 0.75 -2.26 -0.58

CELSR3 11974 0.11 0.22 2.45 1.46 0.37 0.11 0.05 0.06 0.02 0.01 0.79 -0.35 0.03 1.63 2.67 6.14 5.40 3.43 -2.90

CEMP1 1374 1.61 0.00 0.69 2.20 4.25 4.00 1.31 0.74 3.76 2.32 2.13 1.09 2.03 -0.34 #NUM! -1.55 0.11 1.06 0.91

CEND1 1646 0.20 0.27 0.26 0.28 0.06 0.31 0.23 0.05 0.47 0.10 0.23 -2.11 0.21 -0.05 0.37 0.29 0.39 -1.74 0.43

CENPA 1431 6.33 1.57 9.30 0.00 16.61 5.02 1.38 0.91 0.00 0.83 6.47 2.69 0.78 3.02 1.01 3.57 #NUM! 4.41 -0.37

CENPB 2856 20.15 26.05 27.95 27.49 36.77 17.11 26.95 16.11 29.38 17.50 25.92 4.70 22.49 -0.16 0.21 0.31 0.29 0.71 -0.60

CENPBD1 3061 2.73 3.06 1.64 2.66 2.80 1.71 2.27 0.84 1.21 1.03 2.43 1.28 1.34 1.03 1.19 0.30 0.99 1.07 -0.51

CENPC1 3349 3.49 5.14 6.46 5.78 1.01 5.27 4.01 5.28 2.36 3.80 4.53 2.18 3.86 -0.15 0.41 0.74 0.58 -1.93 0.22

CENPE 8630 1.57 1.35 6.52 4.62 1.68 0.64 1.09 1.80 0.02 0.10 2.73 1.45 0.75 1.06 0.84 3.11 2.62 1.16 -2.08

CENPF 10316 2.21 3.95 14.78 6.69 1.27 3.05 1.79 2.73 0.05 1.16 5.33 2.41 1.43 0.63 1.46 3.37 2.22 -0.17 -0.80

CENPH 1405 4.58 3.57 6.99 13.57 10.19 13.13 2.97 3.30 1.26 3.83 8.67 3.12 2.84 0.69 0.33 1.30 2.26 1.84 0.60

CENPI 2571 1.04 1.80 2.24 2.43 0.83 1.87 0.16 0.62 0.16 0.45 1.70 0.77 0.35 1.59 2.37 2.69 2.80 1.25 0.14

CENPJ 5187 1.53 2.68 4.61 5.84 0.44 8.82 0.93 1.31 0.51 1.00 3.99 1.99 0.94 0.70 1.51 2.30 2.64 -1.11 1.15

CENPK 1781 1.56 3.75 2.89 24.19 5.67 6.50 1.01 1.38 0.21 1.14 7.43 2.89 0.93 0.74 2.00 1.63 4.69 2.60 -0.19

CENPL 2693 1.78 0.00 0.00 2.87 3.01 2.30 0.90 0.00 0.00 0.75 1.66 0.73 0.41 2.11 #NUM! #NUM! 2.80 2.87 0.47

CENPM 947 20.94 8.63 10.68 22.38 20.44 13.67 3.84 3.53 0.65 2.37 16.12 4.01 2.60 3.01 1.73 2.04 3.11 2.98 -0.24

CENPN 4659 5.57 4.58 5.33 6.50 16.62 6.42 2.10 2.67 0.00 5.19 7.50 2.91 2.49 1.16 0.88 1.10 1.39 2.74 -0.23

CENPO 4125 0.00 0.00 4.40 2.45 0.00 0.00 0.00 0.00 0.00 0.00 1.14 0.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CENPP 3428 0.00 0.00 0.00 5.27 0.00 0.00 0.00 0.00 0.00 0.00 0.88 -0.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CENPQ 1753 3.75 2.23 3.22 8.34 6.12 7.56 2.18 2.81 3.65 3.05 5.20 2.38 2.92 0.36 -0.39 0.14 1.51 1.07 0.54

CENPT 2360 15.70 16.03 6.30 22.25 11.72 10.35 22.57 10.89 13.65 9.39 13.72 3.78 14.12 0.15 0.18 -1.16 0.66 -0.27 -0.41

CENPV 1181 4.92 11.97 0.95 0.43 15.88 4.03 2.64 2.10 9.29 5.51 6.36 2.67 4.89 0.01 1.29 -2.36 -3.52 1.70 -0.66

CENPW 567 143.42 13.97 52.30 30.33 91.44 65.77 6.19 8.61 20.58 17.98 66.21 6.05 13.34 3.43 0.07 1.97 1.19 2.78 -0.01

CEP104 6458 3.23 3.90 5.12 5.73 1.44 3.29 3.53 3.49 3.21 2.35 3.78 1.92 3.14 0.04 0.31 0.70 0.87 -1.13 -0.20

CEP112 3525 1.61 2.65 1.01 1.73 1.00 4.06 2.63 0.98 2.34 3.98 2.01 1.01 2.48 -0.62 0.09 -1.30 -0.52 -1.31 1.01

CEP120 4728 1.46 4.44 3.74 3.50 0.64 7.90 2.19 4.36 3.55 3.90 3.61 1.85 3.50 -1.26 0.34 0.10 0.00 -2.46 1.13

CEP128 4461 0.83 1.50 1.81 2.92 0.24 1.36 0.68 0.70 0.32 0.53 1.45 0.53 0.56 0.59 1.43 1.70 2.40 -1.19 -0.08

CEP135 5687 0.53 1.63 1.92 2.45 0.41 1.64 0.92 1.03 0.53 0.68 1.43 0.52 0.79 -0.58 1.05 1.29 1.63 -0.93 0.20

CEP152 5641 1.41 1.11 1.31 5.72 0.12 1.22 0.43 1.11 0.09 0.69 1.81 0.86 0.58 1.29 0.93 1.18 3.30 -2.23 -0.57

CEP164 5634 1.74 3.19 2.24 4.18 1.82 2.21 3.10 3.98 3.68 3.73 2.56 1.36 3.62 -1.06 -0.18 -0.69 0.21 -1.00 -0.22

CEP170 7204 2.12 4.79 3.74 2.06 1.81 8.33 2.06 2.95 2.96 3.07 3.81 1.93 2.76 -0.38 0.80 0.44 -0.42 -0.61 1.13

CEP170P1 1091 0.04 0.10 0.10 0.03 0.01 0.16 0.03 0.00 0.04 0.09 0.07 -3.76 0.04 0.04 1.28 1.28 -0.48 -1.65 1.11

CEP19 2160 0.00 0.99 3.14 1.85 1.57 2.24 1.15 1.09 0.87 0.94 1.63 0.71 1.01 #NUM! -0.03 1.63 0.87 0.63 0.46

CEP192 7995 1.61 2.59 4.13 6.50 1.94 2.44 1.47 2.53 1.11 1.65 3.20 1.68 1.69 -0.07 0.61 1.29 1.94 0.20 -0.39

CEP250 8341 1.85 5.32 5.32 2.79 7.84 3.04 2.24 2.12 1.99 1.68 4.36 2.12 2.00 -0.11 1.41 1.41 0.48 1.97 -0.52

CEP290 7972 0.84 2.01 1.55 2.24 0.25 1.03 1.42 1.56 0.45 0.64 1.32 0.40 1.02 -0.29 0.98 0.60 1.13 -2.03 -0.35

CEP350 13473 2.84 5.21 5.42 3.89 0.67 6.00 3.12 4.19 0.96 1.78 4.01 2.00 2.51 0.18 1.05 1.11 0.63 -1.90 0.58

CEP44 4535 0.51 1.24 0.89 1.61 1.02 3.10 0.68 1.01 1.52 1.81 1.40 0.48 1.25 -1.30 -0.02 -0.49 0.36 -0.30 1.15

CEP55 2656 13.02 4.28 13.39 10.94 7.02 7.27 2.72 3.48 0.20 1.00 9.32 3.22 1.85 2.82 1.21 2.86 2.56 1.93 -0.36

CEP57 3158 10.29 6.46 6.48 6.87 5.37 10.80 6.65 7.53 5.18 9.10 7.71 2.95 7.11 0.53 -0.14 -0.13 -0.05 -0.41 0.49

CEP57L1 2915 3.63 1.24 3.34 2.88 0.81 4.30 1.46 1.64 2.20 1.96 2.70 1.43 1.82 1.00 -0.55 0.88 0.66 -1.16 0.67

CEP63 6054 8.20 7.17 8.08 9.84 0.00 8.45 6.13 5.96 0.00 1.57 6.96 2.80 3.42 1.26 1.07 1.24 1.53 #NUM! 0.28

CEP68 5877 2.84 4.76 0.00 0.00 0.00 6.50 5.06 4.06 8.80 6.70 2.35 1.23 6.16 -1.12 -0.37 #NUM! #NUM! #NUM! 1.47

CEP70 2678 11.05 5.04 6.82 5.78 4.27 8.54 3.39 3.94 2.96 6.08 6.92 2.79 4.09 1.43 0.30 0.74 0.50 0.06 0.30

CEP72 2427 0.56 0.65 6.22 7.52 7.40 1.93 0.77 0.88 1.17 1.75 4.05 2.02 1.14 -1.04 -0.82 2.44 2.72 2.70 -1.06

CEP76 2884 1.32 1.16 1.75 1.67 1.92 2.30 1.12 0.00 1.24 0.00 1.69 0.75 0.59 1.16 0.98 1.57 1.50 1.70 0.44

CEP78 2767 2.03 2.53 4.80 4.15 2.71 4.26 1.62 1.54 1.55 2.26 3.41 1.77 1.74 0.22 0.54 1.46 1.25 0.64 0.32

CEP85 3961 2.49 3.39 5.82 4.67 3.35 6.04 3.25 3.67 1.03 2.35 4.29 2.10 2.58 -0.05 0.40 1.18 0.86 0.38 0.49

CEP89 2609 1.80 1.88 3.79 5.25 4.09 3.21 2.37 2.46 2.96 2.63 3.34 1.74 2.61 -0.53 -0.47 0.54 1.01 0.65 -0.06

CEP95 2705 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CEP97 4439 0.43 1.72 1.03 1.11 0.39 1.31 0.33 0.51 0.63 0.62 1.00 0.00 0.52 -0.26 1.72 0.98 1.09 -0.42 0.39

CEPT1 2251 11.78 14.95 13.29 15.81 15.90 18.60 9.10 9.93 11.62 14.80 15.05 3.91 11.36 0.05 0.40 0.23 0.48 0.48 0.31

CER1 1206 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CERCAM 2714 15.48 15.96 18.99 21.95 32.49 10.79 21.19 6.98 51.12 8.97 19.28 4.27 22.06 -0.51 -0.47 -0.22 -0.01 0.56 -0.84

CERK 4445 6.26 7.63 3.74 3.12 2.68 8.27 6.13 3.82 7.99 9.45 5.28 2.40 6.85 -0.13 0.16 -0.87 -1.13 -1.35 0.65

CERKL 3304 2.69 6.67 2.67 2.33 1.21 4.09 1.71 0.51 1.10 1.18 3.28 1.71 1.12 1.26 2.57 1.25 1.05 0.11 0.32

CERS1 2137 0.14 0.70 0.12 0.09 0.55 0.82 0.27 0.48 1.42 0.70 0.40 -1.31 0.72 -2.39 -0.04 -2.57 -3.07 -0.40 1.03

CERS2 2505 40.24 71.51 34.91 42.20 59.50 52.74 33.33 39.43 61.66 56.34 50.18 5.65 47.69 -0.24 0.58 -0.45 -0.18 0.32 0.07

CERS3 3894 14.82 7.19 13.78 15.07 0.02 4.12 14.65 23.76 0.04 13.86 9.17 3.20 13.08 0.18 -0.86 0.07 0.20 -9.03 -1.15

CERS4 1817 30.89 14.23 13.57 18.92 14.93 13.16 28.73 26.95 12.05 16.46 17.62 4.14 21.05 0.55 -0.57 -0.63 -0.15 -0.50 -0.42

CERS5 1986 10.96 26.76 14.78 21.12 28.55 22.42 13.98 11.18 29.04 22.48 20.76 4.38 19.17 -0.81 0.48 -0.38 0.14 0.57 0.11

CERS6 6259 1.68 4.00 5.69 1.82 2.65 3.10 3.57 6.34 1.70 2.98 3.16 1.66 3.65 -1.12 0.13 0.64 -1.00 -0.46 -0.03

CES1 2027 1.99 1.05 0.54 0.49 0.21 5.67 5.74 2.08 63.68 6.65 1.66 0.73 19.54 -3.29 -4.22 -5.17 -5.31 -6.53 1.77

CES1P1 2259 0.02 0.00 0.00 0.00 0.00 0.27 0.09 0.04 0.00 0.19 0.05 -4.34 0.08 -1.73 #NUM! #NUM! #NUM! #NUM! 2.46

CES1P2 1595 0.06 0.02 0.02 0.11 0.02 0.48 0.15 0.07 4.89 0.55 0.12 -3.07 1.42 -4.59 -5.91 -6.10 -3.73 -6.01 2.02

CES2 4193 16.44 30.40 20.10 15.05 9.46 5.83 22.59 10.78 5.50 9.79 16.21 4.02 12.16 0.43 1.32 0.72 0.31 -0.36 -1.48

CES3 3912 0.39 1.62 0.69 0.09 0.06 0.10 0.20 0.20 0.04 0.08 0.49 -1.03 0.13 1.56 3.63 2.39 -0.57 -1.22 -2.34

CES4A 2296 4.70 3.16 1.08 2.03 1.44 1.39 3.30 1.81 0.76 1.59 2.30 1.20 1.86 1.33 0.76 -0.78 0.12 -0.38 -0.72

CES5A 2285 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -13.74 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CETN2 1087 74.29 47.05 25.39 28.07 27.77 62.89 36.46 28.43 101.34 60.34 44.24 5.47 56.64 0.39 -0.27 -1.16 -1.01 -1.03 0.51

CETN3 997 6.82 4.68 6.50 6.56 29.34 23.10 4.45 5.67 16.33 20.86 12.83 3.68 11.83 -0.79 -1.34 -0.86 -0.85 1.31 0.85

CETN4P 629 0.00 0.18 0.07 0.29 0.21 0.59 0.42 0.00 0.52 0.27 0.22 -2.17 0.30 #NUM! -0.79 -2.17 -0.08 -0.53 1.41

CETP 1717 0.87 1.85 0.83 0.27 0.53 1.09 0.07 0.12 0.00 0.57 0.91 -0.14 0.19 2.21 3.30 2.15 0.50 1.50 0.27

CFB 2646 10.67 20.86 63.43 10.92 242.78 29.40 1.57 3.96 13.63 12.06 63.01 5.98 7.80 0.45 1.42 3.02 0.48 4.96 -1.10

CFD 1173 92.35 54.77 34.05 8.37 11.66 88.51 486.13 365.64 721.13 294.00 48.28 5.59 466.73 -2.34 -3.09 -3.78 -5.80 -5.32 0.87

CFDP1 1281 32.18 20.99 23.84 19.16 108.06 65.12 21.54 21.59 64.84 56.34 44.89 5.49 41.08 -0.35 -0.97 -0.79 -1.10 1.40 0.54

CFH 4200 19.94 9.23 12.54 15.65 8.67 26.19 8.12 7.66 27.89 15.21 15.37 3.94 14.72 0.44 -0.67 -0.23 0.09 -0.76 0.77

CFHR1 1312 1.01 0.86 1.92 1.65 4.94 0.00 0.93 0.47 13.04 3.64 1.73 0.79 4.52 -2.16 -2.40 -1.24 -1.46 0.13 #NUM!

CFHR3 1667 0.11 0.00 0.17 0.00 0.02 0.35 0.01 0.03 0.19 0.00 0.11 -3.20 0.06 0.93 #NUM! 1.60 #NUM! -1.43 1.68

CFHR4 2181 0.00 0.00 0.03 0.00 0.00 0.09 0.02 0.00 0.00 0.03 0.02 -5.64 0.01 #NUM! #NUM! 1.34 #NUM! #NUM! 2.11

CFI 2171 4.02 12.07 8.68 3.62 13.79 23.11 3.02 4.46 22.11 20.36 10.88 3.44 12.49 -1.64 -0.05 -0.53 -1.79 0.14 1.09

CFL1 1260 656.87 537.97 500.24 703.94 1669.31 633.39 337.97 282.86 703.39 429.79 783.62 9.61 438.50 0.58 0.29 0.19 0.68 1.93 -0.31

CFL1P1 2141 0.23 0.00 0.12 0.05 0.66 0.00 0.13 0.04 1.00 0.00 0.18 -2.50 0.29 -0.37 #NUM! -1.29 -2.47 1.17 #NUM!

CFL2 3267 4.69 6.51 2.05 2.62 5.21 12.96 14.44 5.70 66.23 18.13 5.67 2.50 26.12 -2.48 -2.01 -3.67 -3.32 -2.32 1.19

CFLAR 11061 8.39 18.60 30.27 24.94 23.63 26.12 10.90 13.81 19.91 33.55 21.99 4.46 19.54 -1.22 -0.07 0.63 0.35 0.27 0.25

CFP 1785 1.32 2.29 1.73 1.33 1.43 2.23 1.55 1.16 5.06 0.77 1.72 0.78 2.14 -0.70 0.10 -0.30 -0.69 -0.58 0.38

CFTR 6132 0.54 0.06 1.09 0.13 0.00 0.02 0.02 0.02 0.00 0.14 0.31 -1.71 0.04 3.66 0.55 4.68 1.56 #NUM! -4.06

CG030 4890 0.06 0.59 0.15 0.52 0.02 0.25 0.28 0.31 0.05 0.28 0.27 -1.91 0.23 -1.99 1.36 -0.58 1.17 -3.22 -0.06

CGA 704 0.04 0.14 0.00 0.17 0.16 0.23 0.05 3.05 0.00 0.11 0.12 -3.01 0.80 -4.18 -2.56 #NUM! -2.26 -2.29 0.90

CGB 879 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 -9.17 0.00 #NUM! #NUM! 0.43 #NUM! #NUM! 1.88

CGB2 732 0.00 0.10 0.07 0.01 0.08 0.01 0.00 0.00 0.00 0.00 0.04 -4.55 0.00 #NUM! 6.71 6.21 2.79 6.36 -2.31

CGB5 880 0.01 0.00 0.00 0.01 0.18 0.00 0.00 0.00 0.00 0.04 0.03 -4.88 0.01 -0.22 #NUM! -1.30 0.12 4.07 -3.12

CGB7 880 0.50 0.00 0.28 0.37 0.00 0.22 0.62 0.26 0.00 0.17 0.23 -2.13 0.26 0.93 #NUM! 0.07 0.48 #NUM! -0.03

CGB8 904 0.19 0.00 0.00 0.00 1.06 0.01 0.00 0.00 0.00 0.01 0.21 -2.25 0.00 6.31 #NUM! #NUM! #NUM! 8.79 -4.97

CGGBP1 4608 8.89 18.72 18.36 17.39 4.09 29.87 11.88 15.35 17.61 17.46 16.22 4.02 15.57 -0.81 0.27 0.24 0.16 -1.93 0.88

CGN 5132 1.00 10.37 3.38 1.45 3.32 3.00 2.79 3.08 0.10 2.66 3.75 1.91 2.16 -1.11 2.27 0.65 -0.58 0.62 -0.32

CGNL1 7235 2.76 3.65 0.69 1.10 0.09 4.63 9.38 6.99 12.76 9.63 2.15 1.11 9.69 -1.81 -1.41 -3.81 -3.14 -6.75 1.10

CGREF1 1934 1.54 1.63 0.00 1.57 31.20 0.98 1.06 0.53 1.93 1.14 6.15 2.62 1.16 0.40 0.49 #NUM! 0.43 4.74 -2.65

CGRRF1 1323 4.43 3.37 3.06 2.42 5.76 9.49 3.26 2.69 8.65 12.80 4.76 2.25 6.85 -0.63 -1.02 -1.16 -1.50 -0.25 1.00

CH25H 1378 4.00 24.99 14.99 2.31 0.56 29.24 0.96 7.66 16.48 25.81 12.68 3.66 12.73 -1.67 0.97 0.24 -2.46 -4.50 1.21

CHAC1 1578 4.55 1.37 10.63 0.45 2.60 0.65 3.40 0.11 0.14 0.45 3.38 1.76 1.03 2.15 0.42 3.37 -1.17 1.34 -2.38

CHAC2 1305 2.76 0.85 4.94 1.61 4.39 1.76 2.14 0.91 0.44 1.87 2.72 1.44 1.34 1.04 -0.65 1.88 0.26 1.71 -0.63

CHAD 1712 0.00 0.88 0.06 0.00 0.00 0.00 0.00 0.00 0.00 1.79 0.16 -2.67 0.45 #NUM! 0.98 -2.95 #NUM! #NUM! #NUM!

CHADL 2533 0.00 0.00 1.57 1.49 1.86 1.14 1.22 1.41 1.67 0.84 1.01 0.01 1.28 #NUM! #NUM! 0.29 0.21 0.53 0.17

CHAF1A 3344 4.26 3.58 13.99 16.64 26.26 3.04 3.22 3.47 1.97 1.90 11.29 3.50 2.64 0.69 0.44 2.40 2.66 3.31 -1.89

CHAF1B 2297 4.40 5.25 8.12 18.40 12.63 4.87 1.41 1.68 1.12 1.54 8.95 3.16 1.44 1.62 1.87 2.50 3.68 3.14 -0.88

CHCHD1 844 26.29 15.16 23.02 25.03 95.45 36.62 15.84 11.13 31.88 29.48 36.93 5.21 22.08 0.25 -0.54 0.06 0.18 2.11 -0.01

CHCHD10 749 240.63 65.89 73.39 72.64 51.59 55.38 83.70 76.98 31.78 41.06 93.25 6.54 58.38 2.04 0.17 0.33 0.32 -0.18 -0.75

CHCHD2 831 211.80 110.57 172.67 203.79 717.81 315.93 118.35 99.58 337.15 284.57 288.76 8.17 209.91 0.01 -0.92 -0.28 -0.04 1.77 0.13

CHCHD3 1622 19.57 20.54 30.50 20.25 31.31 30.34 11.32 16.37 29.95 22.58 25.42 4.67 20.05 -0.04 0.03 0.60 0.01 0.64 0.26

CHCHD4 1646 5.39 4.94 6.40 5.43 8.48 6.26 4.61 3.41 0.00 6.68 6.15 2.62 3.68 0.55 0.43 0.80 0.56 1.21 0.03

CHCHD5 698 45.47 26.89 53.02 47.15 37.03 24.86 30.91 22.43 25.15 27.22 39.07 5.29 26.43 0.78 0.02 1.00 0.84 0.49 -0.65

CHCHD6 984 16.94 5.63 7.59 9.69 52.27 13.72 6.52 5.21 13.13 14.37 17.64 4.14 9.81 0.79 -0.80 -0.37 -0.02 2.41 -0.36

CHCHD7 1767 5.57 5.99 8.28 3.10 15.26 16.72 4.84 3.78 11.59 15.56 9.15 3.19 8.94 -0.68 -0.58 -0.11 -1.53 0.77 0.87

CHCHD8 833 47.86 26.52 56.44 16.05 136.44 41.76 33.11 28.74 53.91 40.91 54.18 5.76 39.17 0.29 -0.56 0.53 -1.29 1.80 -0.38

CHD1 6457 1.92 10.58 14.31 18.09 1.92 16.48 11.78 10.86 3.24 16.16 10.55 3.40 10.51 -2.46 0.01 0.44 0.78 -2.45 0.64

CHD1L 3023 5.72 10.19 5.54 14.03 7.42 15.63 5.51 4.02 7.50 8.32 9.76 3.29 6.34 -0.15 0.69 -0.19 1.15 0.23 0.68

CHD2 9374 4.04 10.07 9.00 11.88 3.17 3.68 6.13 6.97 3.53 11.97 6.97 2.80 7.15 -0.82 0.49 0.33 0.73 -1.18 -0.92

CHD3 7372 15.03 44.20 22.85 21.23 20.06 11.51 18.61 14.85 15.22 16.38 22.48 4.49 16.26 -0.11 1.44 0.49 0.38 0.30 -0.97

CHD4 6511 11.02 31.60 38.12 34.96 17.09 42.59 23.44 20.13 28.53 18.93 29.23 4.87 22.75 -1.05 0.47 0.74 0.62 -0.41 0.54

CHD5 9663 0.00 0.02 0.02 0.00 0.03 0.00 0.06 0.01 0.06 0.00 0.01 -6.40 0.03 -3.56 -0.75 -1.01 -3.23 -0.07 -2.36

CHD6 10389 4.91 7.47 4.90 5.40 1.02 3.44 3.83 4.50 2.47 4.56 4.52 2.18 3.84 0.35 0.96 0.35 0.49 -1.91 -0.39

CHD7 11589 5.37 2.61 3.22 5.55 0.59 0.74 8.22 3.38 0.41 1.09 3.01 1.59 3.28 0.71 -0.33 -0.03 0.76 -2.47 -2.03

CHD8 8254 5.34 8.55 9.36 0.00 4.68 4.75 6.10 6.65 5.11 4.55 5.45 2.45 5.60 -0.07 0.61 0.74 #NUM! -0.26 -0.20

CHD9 11479 3.98 5.49 4.56 5.57 5.48 5.41 6.40 8.90 1.30 3.32 5.08 2.35 4.98 -0.32 0.14 -0.13 0.16 0.14 0.09

CHDH 3711 0.67 7.46 0.98 0.60 0.96 0.70 0.49 0.55 0.47 0.63 1.89 0.92 0.53 0.32 3.80 0.87 0.16 0.84 -1.44

CHEK1 2748 5.02 1.94 5.09 4.82 5.68 3.06 2.10 3.04 0.98 1.32 4.27 2.09 1.86 1.43 0.06 1.45 1.37 1.61 -0.48

CHEK2 1991 5.13 2.44 7.60 7.75 7.87 9.37 4.47 4.30 3.74 5.33 6.69 2.74 4.46 0.20 -0.87 0.77 0.80 0.82 0.49

CHERP 4105 4.94 15.78 26.88 9.03 13.24 8.86 11.44 9.12 8.33 8.55 13.12 3.71 9.36 -0.92 0.75 1.52 -0.05 0.50 -0.57

CHFR 3291 5.79 7.32 11.44 6.70 8.14 5.70 5.32 4.35 5.88 4.98 7.52 2.91 5.13 0.17 0.51 1.16 0.38 0.67 -0.40

CHGA 2079 0.09 0.05 0.02 0.00 0.00 0.06 0.18 0.01 0.00 0.12 0.04 -4.76 0.08 0.24 -0.56 -2.34 #NUM! #NUM! 0.67

CHGB 2666 0.07 0.09 0.08 0.47 0.08 0.31 0.00 0.00 0.05 0.20 0.18 -2.45 0.06 0.13 0.54 0.35 2.86 0.22 0.76

CHI3L1 1867 64.52 283.11 19.37 51.32 54.85 35.32 4.98 2.97 3.01 3.86 84.75 6.41 3.71 4.12 6.26 2.39 3.79 3.89 -1.26

CHI3L2 1516 5.98 2.97 3.64 1.76 7.21 4.15 0.81 0.49 2.41 1.60 4.28 2.10 1.33 2.17 1.16 1.45 0.40 2.44 -0.05

CHIC1 6909 0.42 1.91 0.74 0.89 0.23 2.13 0.67 1.02 1.21 1.61 1.05 0.07 1.13 -1.44 0.76 -0.61 -0.34 -2.30 1.02

CHIC2 1178 9.45 9.65 10.17 13.85 27.95 23.09 7.21 8.75 12.77 18.87 15.69 3.97 11.90 -0.33 -0.30 -0.23 0.22 1.23 0.56

CHID1 3558 12.69 20.10 15.04 7.69 49.44 26.45 11.79 6.96 49.00 13.18 21.90 4.45 20.23 -0.67 -0.01 -0.43 -1.40 1.29 0.27

CHIT1 2325 0.07 0.04 0.81 1.10 0.03 2.21 0.00 0.00 0.07 0.95 0.71 -0.49 0.26 -1.83 -2.60 1.66 2.10 -2.92 1.64

CHKA 2733 2.26 4.00 2.89 1.55 0.00 6.71 3.05 1.02 3.18 3.68 2.90 1.54 2.73 -0.27 0.55 0.08 -0.82 #NUM! 1.21

CHKB 1648 16.42 15.99 12.92 18.05 8.47 18.15 11.38 6.77 15.83 8.45 15.00 3.91 10.61 0.63 0.59 0.28 0.77 -0.32 0.28

CHKB-CPT1B 4293 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CHL1 7650 1.33 2.93 6.12 1.45 0.01 1.98 3.20 7.48 2.07 2.09 2.30 1.20 3.71 -1.48 -0.34 0.72 -1.36 -8.99 -0.22

CHM 5442 1.76 3.85 4.29 3.27 0.68 5.08 2.37 3.27 2.83 3.16 3.16 1.66 2.91 -0.72 0.40 0.56 0.17 -2.09 0.69

CHML 7082 0.94 0.00 0.00 0.00 0.88 2.27 0.00 0.72 0.44 0.93 0.68 -0.55 0.52 0.85 #NUM! #NUM! #NUM! 0.76 1.73

CHMP1A 2373 23.76 25.54 15.58 26.25 63.06 20.46 20.30 15.19 26.83 23.64 29.11 4.86 21.49 0.15 0.25 -0.46 0.29 1.55 -0.51

CHMP1B 3060 12.84 23.74 19.60 29.47 65.55 49.34 14.54 60.29 21.00 41.22 33.42 5.06 34.26 -1.42 -0.53 -0.81 -0.22 0.94 0.56

CHMP2A 928 87.87 76.26 120.26 86.62 188.36 97.86 75.51 66.73 122.48 93.14 109.54 6.78 89.47 -0.03 -0.23 0.43 -0.05 1.07 -0.16

CHMP2B 2643 9.51 15.49 14.90 11.83 9.11 25.82 12.31 13.80 16.66 28.18 14.44 3.85 17.74 -0.90 -0.20 -0.25 -0.58 -0.96 0.84

CHMP4A 1372 14.45 26.36 0.00 0.00 43.15 43.82 24.12 20.67 66.37 0.00 21.30 4.41 27.79 -0.94 -0.08 #NUM! #NUM! 0.63 1.04

CHMP4B 1664 58.74 94.33 101.41 97.81 141.33 112.25 63.21 60.56 89.54 89.76 100.98 6.66 75.77 -0.37 0.32 0.42 0.37 0.90 0.15

CHMP4C 1847 5.98 5.24 12.32 11.66 15.18 4.33 9.41 9.91 0.66 8.36 9.12 3.19 7.08 -0.24 -0.43 0.80 0.72 1.10 -1.08

CHMP5 2070 18.63 36.41 16.44 10.46 80.93 90.55 12.87 25.50 50.46 50.38 42.24 5.40 34.80 -0.90 0.07 -1.08 -1.73 1.22 1.10

CHMP6 1678 8.11 9.03 7.33 8.36 18.90 8.55 7.32 4.29 16.07 7.95 10.05 3.33 8.91 -0.14 0.02 -0.28 -0.09 1.09 -0.23

CHMP7 3420 5.76 6.98 9.96 5.48 13.38 13.22 6.47 5.41 14.03 7.77 9.13 3.19 8.42 -0.55 -0.27 0.24 -0.62 0.67 0.53

CHN1 2523 4.28 6.07 4.42 6.34 1.09 12.81 2.67 3.85 6.31 10.29 5.84 2.54 5.78 -0.43 0.07 -0.39 0.13 -2.40 1.13

CHN2 3447 0.67 1.69 0.78 1.08 0.15 0.00 1.47 1.95 3.90 2.73 0.73 -0.45 2.51 -1.90 -0.57 -1.68 -1.21 -4.07 #NUM!

CHODL 2625 1.13 0.11 1.22 0.50 0.10 0.69 0.59 0.23 1.64 0.00 0.62 -0.68 0.61 0.88 -2.51 0.99 -0.31 -2.69 0.15



CHORDC1 3400 4.81 2.17 4.48 5.71 12.29 9.88 2.79 3.29 5.28 15.14 6.56 2.71 6.63 -0.46 -1.61 -0.56 -0.21 0.89 0.59

CHP 3230 22.13 35.23 38.05 53.23 23.09 20.08 39.38 50.53 14.51 26.25 31.97 5.00 32.67 -0.56 0.11 0.22 0.70 -0.50 -0.67

CHP2 2391 2.43 4.50 0.88 1.93 8.20 4.61 3.46 1.27 0.13 0.94 3.76 1.91 1.45 0.75 1.63 -0.72 0.41 2.50 0.29

CHPF 3013 14.45 43.76 10.28 26.78 16.84 18.96 22.81 12.99 33.95 18.18 21.85 4.45 21.98 -0.60 0.99 -1.10 0.29 -0.38 -0.20

CHPF2 3970 3.58 10.83 9.77 10.73 19.91 5.46 5.59 4.45 12.42 6.08 10.05 3.33 7.13 -1.00 0.60 0.45 0.59 1.48 -0.88

CHPT1 1567 5.79 10.18 5.55 2.03 9.60 25.46 6.27 4.55 41.67 31.26 9.77 3.29 20.94 -1.86 -1.04 -1.91 -3.37 -1.12 1.38

CHRAC1 2500 11.61 12.33 22.57 24.28 21.03 11.52 10.03 10.66 9.89 8.33 17.22 4.11 9.73 0.25 0.34 1.21 1.32 1.11 -0.58

CHRD 3547 1.56 12.62 1.42 1.36 0.34 7.20 5.59 2.69 10.55 11.04 4.08 2.03 7.47 -2.25 0.76 -2.40 -2.45 -4.45 0.82

CHRDL1 4101 0.32 0.72 0.29 0.02 0.05 13.37 2.39 0.54 27.65 10.99 2.46 1.30 10.39 -5.01 -3.85 -5.18 -8.77 -7.69 2.44

CHRDL2 1699 1.37 5.32 1.44 0.69 7.03 18.50 11.08 0.00 242.90 19.60 5.73 2.52 68.40 -5.64 -3.69 -5.57 -6.63 -3.28 1.69

CHRFAM7A 2858 0.57 0.93 0.15 0.30 0.21 0.29 0.31 0.58 0.36 0.21 0.41 -1.30 0.36 0.64 1.35 -1.26 -0.29 -0.78 -0.50

CHRM1 2863 0.02 0.01 0.00 0.00 0.01 0.08 0.00 0.00 0.08 0.02 0.02 -5.65 0.02 -0.39 -1.39 #NUM! #NUM! -1.49 2.05

CHRM2 2782 0.00 0.00 0.00 0.00 0.00 0.10 0.06 0.01 0.05 0.24 0.02 -5.88 0.09 #NUM! -7.70 #NUM! #NUM! -7.27 2.57

CHRM3 2757 1.00 2.25 18.09 1.35 0.19 0.54 1.18 1.55 0.14 1.48 3.90 1.96 1.09 -0.13 1.05 4.06 0.31 -2.55 -2.86

CHRM4 1468 0.00 0.08 0.07 0.00 0.00 0.05 0.02 0.02 0.02 0.00 0.03 -4.93 0.01 #NUM! 2.45 2.26 #NUM! #NUM! 0.63

CHRM5 3055 0.00 0.00 0.04 0.01 0.01 0.02 0.00 0.05 0.02 0.01 0.01 -6.32 0.02 #NUM! #NUM! 0.98 -0.91 -1.34 0.29

CHRNA1 2094 0.08 0.04 0.10 0.05 0.03 0.15 0.01 0.01 0.00 0.00 0.07 -3.75 0.01 3.54 2.54 3.77 2.87 1.86 0.97

CHRNA10 1962 0.52 0.23 0.00 0.26 0.08 0.00 1.30 0.09 0.14 0.32 0.18 -2.47 0.46 0.17 -1.03 #NUM! -0.82 -2.54 #NUM!

CHRNA2 4083 0.00 0.00 0.00 0.00 0.00 0.01 0.03 0.02 0.00 0.01 0.00 -9.70 0.01 #NUM! #NUM! #NUM! -3.18 #NUM! 2.22

CHRNA3 3318 0.00 0.25 0.00 0.44 0.00 1.36 0.22 0.06 0.00 0.46 0.34 -1.55 0.18 #NUM! 0.44 #NUM! 1.25 #NUM! 2.00

CHRNA4 5487 0.00 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.04 0.03 0.00 -9.15 0.03 #NUM! #NUM! #NUM! -3.49 #NUM! 2.22

CHRNA5 3646 1.32 0.90 1.29 0.89 3.69 1.06 0.20 0.44 0.47 0.53 1.53 0.61 0.41 1.69 1.14 1.65 1.12 3.17 -0.53

CHRNA6 2400 0.01 0.16 0.08 0.09 0.00 0.09 0.00 0.00 0.02 0.02 0.07 -3.80 0.01 0.24 4.05 3.02 3.15 #NUM! 0.34

CHRNA7 3428 0.92 1.31 0.22 0.34 0.26 0.38 0.50 0.93 0.42 0.32 0.57 -0.81 0.54 0.76 1.28 -1.32 -0.68 -1.04 -0.58

CHRNA9 1892 0.04 0.01 0.00 0.00 1.82 0.04 0.00 0.00 0.02 0.03 0.32 -1.65 0.01 1.51 -0.07 #NUM! #NUM! 7.19 -2.94

CHRNB1 2437 3.08 3.93 4.88 9.86 14.92 4.42 1.61 1.11 5.13 3.12 6.85 2.78 2.74 0.17 0.52 0.83 1.85 2.44 -0.63

CHRNB2 5731 0.00 0.03 0.01 0.01 0.00 0.00 0.01 0.02 0.01 0.01 0.01 -6.59 0.01 -1.73 0.85 -0.51 -0.27 -1.83 -1.40

CHRNB4 2448 1.62 0.33 0.05 5.19 1.83 0.58 0.40 0.16 0.07 0.16 1.60 0.68 0.20 3.03 0.73 -1.95 4.71 3.20 -1.46

CHRND 1741 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CHRNE 2460 5.84 0.00 0.00 0.00 0.00 0.00 11.39 0.00 0.00 0.00 0.97 -0.04 2.85 1.04 #NUM! #NUM! #NUM! #NUM! #NUM!

CHRNG 2187 0.01 0.04 0.06 0.03 0.00 0.00 0.03 0.00 0.00 0.00 0.02 -5.43 0.01 0.93 2.52 3.16 2.26 #NUM! #NUM!

CHST1 2735 0.29 2.92 0.66 2.87 0.78 1.01 0.97 0.92 0.81 1.10 1.42 0.51 0.95 -1.71 1.62 -0.54 1.59 -0.28 -0.49

CHST10 2872 1.22 2.27 0.74 0.91 1.82 2.67 1.37 1.31 5.49 2.43 1.60 0.68 2.65 -1.12 -0.23 -1.84 -1.54 -0.54 0.74

CHST11 5768 2.20 6.80 4.73 5.89 7.20 6.88 1.55 3.22 10.25 3.82 5.62 2.49 4.71 -1.10 0.53 0.00 0.32 0.61 0.29

CHST12 2093 6.05 7.25 10.05 7.66 10.09 7.20 4.42 5.42 16.39 5.22 8.05 3.01 7.86 -0.38 -0.12 0.35 -0.04 0.36 -0.16

CHST13 1747 0.06 0.23 0.66 0.14 0.72 0.15 0.15 0.05 0.31 0.05 0.33 -1.61 0.14 -1.16 0.76 2.24 -0.02 2.39 -1.13

CHST14 2213 5.90 8.61 6.08 7.43 9.16 9.69 5.54 4.91 16.40 7.52 7.81 2.97 8.59 -0.54 0.00 -0.50 -0.21 0.09 0.31

CHST15 4803 3.67 5.70 2.60 14.67 5.18 4.61 3.74 4.29 10.50 4.08 6.07 2.60 5.66 -0.62 0.01 -1.12 1.37 -0.13 -0.40

CHST2 3046 1.96 5.89 5.44 5.28 5.38 2.32 5.87 2.63 11.95 3.76 4.38 2.13 6.05 -1.63 -0.04 -0.15 -0.20 -0.17 -0.91

CHST3 6978 1.64 2.96 0.84 3.88 2.77 2.55 3.03 1.80 5.50 2.84 2.44 1.29 3.29 -1.01 -0.15 -1.97 0.24 -0.25 0.07

CHST4 2197 0.32 0.31 0.03 0.05 0.02 0.02 0.00 0.03 0.00 0.06 0.13 -2.99 0.02 3.86 3.82 0.40 1.13 0.11 -2.49

CHST5 3265 0.10 0.08 0.04 0.10 0.01 0.02 0.06 0.04 0.05 0.07 0.06 -4.11 0.06 0.80 0.61 -0.44 0.79 -2.88 -1.45

CHST6 6885 0.06 1.06 0.80 0.00 1.30 1.18 0.03 0.03 0.07 0.13 0.74 -0.44 0.06 -0.11 4.06 3.65 #NUM! 4.35 0.69

CHST7 2330 1.71 2.18 3.43 1.36 3.32 5.40 3.62 6.45 5.17 2.42 2.90 1.54 4.41 -1.37 -1.02 -0.36 -1.69 -0.41 0.90

CHST8 2496 0.04 0.06 0.79 0.32 1.64 0.80 0.11 0.06 0.71 0.23 0.61 -0.72 0.28 -2.86 -2.12 1.51 0.19 2.56 0.40

CHST9 2267 0.04 0.31 0.01 0.00 0.00 0.32 0.09 0.27 0.51 0.36 0.11 -3.13 0.31 -3.04 0.04 -4.40 #NUM! #NUM! 1.48

CHST9-AS1 2392 0.13 0.00 0.07 0.04 0.00 0.03 0.00 0.07 0.01 0.00 0.04 -4.50 0.02 2.80 #NUM! 1.81 1.19 #NUM! -0.75

CHSY1 4567 5.97 18.23 10.47 12.86 7.39 31.32 8.43 17.76 25.80 54.08 14.37 3.85 26.52 -2.15 -0.54 -1.34 -1.04 -1.84 1.12

CHSY3 3523 0.20 1.29 0.51 1.16 0.84 1.82 1.72 1.75 2.75 1.11 0.97 -0.04 1.83 -3.18 -0.51 -1.84 -0.66 -1.12 0.91

CHTF18 3096 2.93 4.35 3.44 8.06 10.72 3.86 3.06 2.74 1.73 1.94 5.56 2.47 2.37 0.31 0.88 0.54 1.77 2.18 -0.53

CHTF8 2934 32.85 25.55 0.00 39.67 35.52 15.55 20.29 20.60 28.31 14.45 24.86 4.64 20.91 0.65 0.29 #NUM! 0.92 0.76 -0.68

CHTOP 2175 18.96 23.87 22.81 19.08 46.29 40.16 17.81 14.06 35.42 0.00 28.53 4.83 16.82 0.17 0.51 0.44 0.18 1.46 0.49

CHUK 3539 3.39 4.09 4.38 4.87 3.77 9.13 5.55 3.95 4.31 5.82 4.94 2.30 4.91 -0.53 -0.26 -0.16 -0.01 -0.38 0.89

CHURC1 3635 10.54 14.66 11.32 9.78 14.18 19.27 7.51 8.01 11.80 11.10 13.29 3.73 9.60 0.14 0.61 0.24 0.03 0.56 0.54

CHURC1-FNTB 2894 3.96 0.00 0.00 0.00 9.41 5.96 2.84 0.00 8.12 0.00 3.22 1.69 2.74 0.53 #NUM! #NUM! #NUM! 1.78 0.89

CIAO1 4053 7.57 8.49 10.30 10.29 16.65 12.46 7.61 6.62 12.56 9.18 10.96 3.45 8.99 -0.25 -0.08 0.20 0.19 0.89 0.19

CIAPIN1 2106 19.08 19.12 17.09 15.78 23.63 11.39 13.82 14.89 13.88 10.68 17.68 4.14 13.32 0.52 0.52 0.36 0.24 0.83 -0.63

CIB1 995 222.08 107.38 168.35 106.62 396.77 92.68 55.34 52.33 71.80 68.77 182.31 7.51 62.06 1.84 0.79 1.44 0.78 2.68 -0.98

CIB2 1580 13.29 5.12 1.18 10.30 1.36 8.95 6.42 8.45 18.64 5.65 6.70 2.74 9.79 0.44 -0.93 -3.05 0.07 -2.85 0.42

CIB3 661 0.00 0.00 0.00 0.00 0.05 0.14 0.00 0.00 0.00 0.00 0.03 -5.01 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.15

CIB4 745 0.00 0.00 0.00 0.00 0.17 0.00 0.09 0.00 0.16 0.00 0.03 -5.18 0.06 #NUM! #NUM! #NUM! #NUM! 1.40 #NUM!

CIC 5473 3.35 25.13 27.32 25.28 6.30 5.50 14.16 14.46 12.87 8.78 15.48 3.95 12.57 -1.91 1.00 1.12 1.01 -1.00 -1.49

CIDEA 1592 1.15 0.86 0.03 0.11 0.11 0.13 13.29 2.39 0.10 2.11 0.40 -1.34 4.47 -1.97 -2.39 -7.04 -5.36 -5.38 -1.65

CIDEB 2252 19.00 16.92 25.70 18.98 26.91 11.84 19.99 13.78 9.83 13.04 19.89 4.31 14.16 0.42 0.26 0.86 0.42 0.93 -0.75

CIDEC 1298 0.10 11.34 0.09 0.06 0.05 0.07 0.62 0.36 3.35 0.26 1.95 0.96 1.15 -3.54 3.31 -3.72 -4.21 -4.65 -4.76

CIDECP 803 5.16 6.81 6.69 0.00 7.05 0.00 2.94 1.41 9.69 0.00 4.28 2.10 3.51 0.56 0.96 0.93 #NUM! 1.00 #NUM!

CIITA 4654 1.76 0.00 5.17 2.17 6.28 3.93 0.81 1.48 4.23 1.74 3.22 1.69 2.07 -0.23 #NUM! 1.32 0.07 1.60 0.29

CILP 4484 0.57 3.19 1.07 0.00 0.07 3.11 24.05 10.15 83.72 1.93 1.34 0.42 29.96 -5.71 -3.23 -4.81 #NUM! -8.74 1.22

CILP2 4199 0.03 0.89 0.36 0.09 0.00 0.47 0.23 0.35 0.16 0.28 0.31 -1.71 0.26 -3.06 1.79 0.49 -1.59 #NUM! 0.62

CINP 1065 34.22 25.24 26.09 22.15 43.49 16.96 17.92 15.44 15.63 17.28 28.02 4.81 16.57 1.05 0.61 0.65 0.42 1.39 -0.72

CIR1 1809 18.86 18.94 13.38 65.95 9.42 24.73 18.59 15.54 12.34 15.65 25.21 4.66 15.53 0.28 0.29 -0.21 2.09 -0.72 -0.03

CIRBP 3312 35.59 47.26 26.54 38.14 38.58 109.02 38.74 33.91 161.49 140.69 49.19 5.62 93.71 -1.40 -0.99 -1.82 -1.30 -1.28 1.15

CIRH1A 2268 22.20 17.10 0.00 0.00 20.41 13.13 13.18 0.00 11.18 15.25 12.14 3.60 9.90 1.16 0.79 #NUM! #NUM! 1.04 0.11

CISD1 2082 10.10 4.58 6.56 20.57 31.44 14.65 2.95 12.56 17.05 18.06 14.65 3.87 12.66 -0.33 -1.47 -0.95 0.70 1.31 0.00

CISD2 5892 4.03 3.53 0.00 2.96 13.41 11.73 0.00 0.00 3.18 5.13 5.94 2.57 2.08 0.95 0.76 #NUM! 0.51 2.69 0.98

CISD3 2636 17.38 4.81 5.17 4.43 17.17 5.62 3.72 1.99 7.88 15.55 9.10 3.19 7.28 1.25 -0.60 -0.49 -0.72 1.24 -0.70

CISH 2285 4.66 17.23 11.62 5.73 9.83 11.27 4.99 8.03 13.60 18.97 10.06 3.33 11.40 -1.29 0.60 0.03 -0.99 -0.21 0.16

CIT 8708 0.52 0.29 2.56 1.69 0.27 0.47 0.37 0.94 0.00 0.14 0.97 -0.05 0.36 0.52 -0.32 2.82 2.22 -0.43 -1.04

CITED1 1251 0.90 0.00 0.33 0.00 0.22 0.00 0.30 0.00 4.22 0.29 0.24 -2.04 1.20 -0.41 #NUM! -1.85 #NUM! -2.46 #NUM!

CITED2 1930 14.48 17.12 12.01 24.85 18.73 15.71 39.08 16.81 61.23 14.23 17.15 4.10 32.84 -1.18 -0.94 -1.45 -0.40 -0.81 -0.13

CITED4 1312 9.22 28.66 3.60 58.26 196.43 8.20 55.08 46.24 4.98 22.49 50.73 5.66 32.20 -1.80 -0.17 -3.16 0.86 2.61 -2.63

CIZ1 3032 18.84 29.32 35.37 37.23 30.60 22.00 29.83 28.23 33.37 21.39 28.89 4.85 28.21 -0.58 0.06 0.33 0.40 0.12 -0.39

CKAP2 3736 7.85 7.29 21.39 21.35 1.45 6.46 2.95 5.30 0.51 2.10 10.96 3.45 2.72 1.53 1.42 2.98 2.97 -0.90 -0.76

CKAP2L 3273 2.74 1.57 9.22 5.15 1.15 1.40 0.72 1.86 0.03 0.23 3.54 1.82 0.71 1.95 1.14 3.70 2.86 0.70 -1.34

CKAP4 3036 34.78 41.21 155.12 96.33 71.43 28.36 44.16 32.45 41.53 29.75 71.20 6.15 36.97 -0.09 0.16 2.07 1.38 0.95 -1.33

CKAP5 6714 4.86 10.05 29.87 17.12 6.34 9.27 8.01 11.26 6.10 6.53 12.92 3.69 7.98 -0.72 0.33 1.90 1.10 -0.33 -0.48

CKB 1431 27.96 25.71 11.42 8.83 114.86 44.16 83.85 32.52 555.53 66.00 38.82 5.28 184.47 -2.72 -2.84 -4.01 -4.38 -0.68 0.19

CKLF 888 42.42 27.71 26.05 21.14 103.54 39.35 9.17 8.84 25.26 11.94 43.37 5.44 13.81 1.62 1.01 0.92 0.61 2.91 -0.14

CKLF-CMTM1 635 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CKM 1719 0.05 0.08 0.20 0.00 0.08 0.13 0.00 0.05 0.06 0.01 0.09 -3.46 0.03 0.70 1.44 2.67 #NUM! 1.34 0.55

CKMT1A 1779 46.10 15.16 70.99 35.97 18.97 21.59 21.83 40.35 0.08 24.32 34.79 5.12 21.65 1.09 -0.51 1.71 0.73 -0.19 -0.69

CKMT1B 1779 49.33 14.47 77.19 37.14 17.74 20.97 23.85 40.75 0.10 23.22 36.14 5.18 21.98 1.17 -0.60 1.81 0.76 -0.31 -0.79

CKMT2 1650 0.63 1.41 0.29 0.29 0.20 4.01 1.53 1.65 12.75 3.43 1.14 0.19 4.84 -2.93 -1.78 -4.04 -4.06 -4.59 1.82

CKS1B 942 145.41 46.40 106.27 105.70 216.96 110.87 40.30 49.31 0.00 41.27 121.94 6.93 32.72 2.15 0.50 1.70 1.69 2.73 -0.14

CKS2 627 92.87 27.89 109.99 53.62 212.39 74.06 18.28 22.48 10.65 67.67 95.13 6.57 29.77 1.64 -0.09 1.89 0.85 2.83 -0.36

CLASP1 8118 3.03 9.75 8.60 10.42 2.65 5.96 6.56 8.43 4.58 4.53 6.73 2.75 6.03 -0.99 0.69 0.51 0.79 -1.19 -0.18

CLASP2 7155 1.89 4.15 4.80 5.98 0.66 6.80 4.68 4.47 5.73 5.38 4.05 2.02 5.07 -1.42 -0.29 -0.08 0.24 -2.95 0.75

CLASRP 2250 4.27 14.09 13.17 20.75 9.77 10.86 10.97 10.40 13.81 10.52 12.15 3.60 11.42 -1.42 0.30 0.21 0.86 -0.23 -0.16

CLC 641 0.45 1.39 12.76 0.57 7.58 12.23 0.41 0.17 15.77 3.68 5.83 2.54 5.01 -3.48 -1.85 1.35 -3.14 0.60 1.07

CLCA1 3123 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -9.66 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CLCA2 4043 157.36 43.53 103.32 470.36 5.40 25.96 61.81 149.89 0.06 61.75 134.32 7.07 68.38 1.20 -0.65 0.60 2.78 -3.66 -2.37

CLCA3P 3412 0.29 0.11 0.07 0.13 0.04 0.00 0.06 0.07 0.00 0.06 0.11 -3.22 0.05 2.61 1.22 0.59 1.40 -0.15 #NUM!

CLCA4 3285 32.92 9.18 2.39 2.60 0.07 4.37 28.68 52.21 0.01 40.34 8.59 3.10 30.31 0.12 -1.72 -3.67 -3.55 -8.73 -0.98

CLCC1 4825 3.26 6.75 4.88 4.39 3.98 8.70 5.66 5.53 5.39 6.44 5.32 2.41 5.76 -0.82 0.23 -0.24 -0.39 -0.53 0.71

CLCF1 1860 0.00 12.41 6.07 5.01 14.63 11.32 9.56 7.71 9.79 13.08 8.24 3.04 10.03 #NUM! 0.31 -0.73 -1.00 0.54 0.46

CLCN1 3093 0.47 0.07 0.14 0.14 0.00 0.27 0.04 0.04 0.04 0.06 0.18 -2.47 0.04 3.39 0.61 1.64 1.64 #NUM! 0.58

CLCN2 3255 0.68 1.86 1.44 2.28 0.00 0.70 0.74 0.00 0.84 1.15 1.16 0.22 0.68 -0.01 1.45 1.07 1.74 #NUM! -0.72

CLCN3 4058 3.80 9.71 6.08 9.07 2.69 8.12 9.28 11.44 3.75 10.22 6.58 2.72 8.67 -1.19 0.16 -0.51 0.06 -1.69 0.30

CLCN4 6789 0.18 1.23 0.21 0.05 0.88 0.45 0.40 0.38 0.31 0.32 0.50 -1.00 0.35 -0.95 1.79 -0.78 -2.77 1.32 -0.16

CLCN5 10108 0.31 1.34 0.75 0.72 0.16 0.66 0.88 0.88 0.40 0.67 0.66 -0.61 0.71 -1.21 0.92 0.09 0.02 -2.11 0.01

CLCN6 5644 0.00 2.14 0.57 1.14 0.45 1.84 2.06 1.09 3.06 2.71 1.02 0.03 2.23 #NUM! -0.06 -1.96 -0.97 -2.32 0.85

CLCN7 4225 7.06 20.00 6.34 17.57 19.19 8.08 8.00 4.67 10.36 6.39 13.04 3.70 7.35 -0.06 1.44 -0.21 1.26 1.38 -0.69

CLCNKA 2556 0.07 0.05 0.06 0.00 0.03 0.10 0.03 0.05 0.03 0.14 0.05 -4.31 0.06 0.12 -0.41 -0.03 #NUM! -1.17 0.93

CLCNKB 2618 0.74 0.13 0.04 0.03 0.18 0.14 0.10 0.12 0.25 0.17 0.21 -2.24 0.16 2.22 -0.32 -1.83 -2.31 0.15 -0.56

CLDN1 3452 102.59 45.72 42.13 264.33 87.54 140.68 13.08 53.91 1.29 33.45 113.83 6.83 25.43 2.01 0.85 0.73 3.38 1.78 0.31

CLDN10 2658 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CLDN11 2761 0.20 0.82 0.42 0.30 0.10 3.57 2.15 0.54 3.16 1.11 0.90 -0.15 1.74 -3.13 -1.09 -2.06 -2.53 -4.13 1.99

CLDN12 3684 3.76 6.19 8.43 3.72 6.52 6.82 2.19 2.67 3.08 2.58 5.91 2.56 2.63 0.52 1.23 1.68 0.50 1.31 0.21

CLDN14 1958 0.51 0.91 0.38 0.46 0.00 0.25 0.05 0.07 0.10 0.29 0.42 -1.26 0.13 1.98 2.82 1.56 1.84 #NUM! -0.72

CLDN15 2145 4.13 23.68 2.27 2.27 1.87 3.76 0.00 1.72 0.00 0.00 6.33 2.66 0.43 3.26 5.78 2.40 2.40 2.12 -0.75

CLDN16 3290 0.28 0.19 0.06 0.54 0.27 0.53 0.04 0.19 0.00 0.12 0.31 -1.69 0.09 1.65 1.07 -0.65 2.61 1.61 0.77

CLDN17 731 3.08 2.22 0.00 0.35 0.00 0.08 5.09 8.70 0.00 1.04 0.95 -0.07 3.71 -0.27 -0.74 #NUM! -3.41 #NUM! -3.58

CLDN18 3359 0.02 0.11 0.03 0.09 0.04 0.08 0.06 0.10 0.35 0.00 0.06 -4.02 0.13 -2.45 -0.23 -2.23 -0.54 -1.55 0.35

CLDN19 3602 0.00 0.00 1.19 0.01 0.02 0.02 0.04 0.04 0.03 0.03 0.21 -2.28 0.03 #NUM! #NUM! 5.21 -1.79 -0.66 -3.40

CLDN2 3163 0.01 0.79 0.08 0.02 0.00 0.02 0.03 0.02 0.00 0.01 0.15 -2.71 0.01 -0.69 5.75 2.38 0.63 #NUM! -2.86

CLDN20 1209 0.12 0.32 0.06 0.66 0.00 0.04 0.20 0.25 0.00 0.14 0.20 -2.33 0.15 -0.28 1.11 -1.37 2.15 #NUM! -2.23

CLDN22 2708 0.00 0.00 0.00 0.00 0.71 0.81 0.00 0.00 0.87 0.00 0.25 -1.98 0.22 #NUM! #NUM! #NUM! #NUM! 1.70 1.68

CLDN23 1972 1.38 5.50 0.63 3.51 8.60 3.52 1.76 1.51 3.97 1.54 3.86 1.95 2.19 -0.67 1.32 -1.81 0.68 1.97 -0.13

CLDN24 663 0.00 0.00 0.03 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.23 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CLDN3 1318 0.73 86.94 0.13 0.27 1.13 7.72 0.01 0.22 0.02 0.00 16.15 4.01 0.06 3.55 10.44 1.10 2.10 4.18 -1.06

CLDN4 1846 12.13 131.33 56.03 83.41 140.40 180.90 120.81 408.80 0.83 414.51 100.70 6.65 236.24 -4.28 -0.85 -2.08 -1.50 -0.75 0.85

CLDN5 2332 6.38 9.08 5.76 1.38 0.00 16.96 13.67 8.67 35.11 17.54 6.59 2.72 18.75 -1.55 -1.05 -1.70 -3.76 #NUM! 1.36

CLDN6 1389 0.04 0.02 0.00 0.11 0.00 0.02 0.04 0.00 0.00 0.00 0.03 -4.97 0.01 1.93 0.94 #NUM! 3.26 #NUM! -0.48

CLDN7 2029 50.98 121.96 73.65 50.31 241.99 37.47 44.42 29.10 0.00 57.74 96.06 6.59 32.82 0.64 1.89 1.17 0.62 2.88 -1.36

CLDN8 2147 4.04 1.69 0.03 0.00 0.00 1.23 2.30 3.11 0.00 5.04 1.16 0.22 2.61 0.63 -0.63 -6.46 #NUM! #NUM! 0.08

CLDN9 2139 0.01 0.24 0.05 0.15 0.27 0.26 0.08 0.05 0.00 0.02 0.16 -2.61 0.04 -1.58 2.59 0.23 1.92 2.78 0.65

CLDND1 2500 49.17 41.07 38.79 58.21 47.72 61.80 53.07 64.95 39.31 61.81 49.46 5.63 54.79 -0.16 -0.42 -0.50 0.09 -0.20 0.32

CLDND2 990 3.91 4.95 0.00 0.72 0.00 0.00 0.60 2.02 0.00 0.00 1.59 0.67 0.66 2.57 2.91 #NUM! 0.12 #NUM! #NUM!

CLEC10A 1788 6.63 11.52 5.40 2.32 0.20 9.82 5.49 4.76 8.26 1.67 5.98 2.58 5.05 0.39 1.19 0.10 -1.12 -4.67 0.71

CLEC11A 1423 19.23 31.50 11.88 12.78 6.53 23.51 21.36 11.67 69.48 29.13 17.57 4.14 32.91 -0.78 -0.06 -1.47 -1.36 -2.33 0.42

CLEC12A 1619 2.14 1.49 1.82 0.89 2.24 2.25 1.86 0.83 2.73 1.15 1.81 0.85 1.64 0.38 -0.14 0.15 -0.88 0.45 0.32

CLEC12B 3044 0.03 0.15 0.00 0.12 0.02 0.10 0.05 0.00 0.07 0.00 0.07 -3.89 0.03 -0.12 2.37 #NUM! 2.03 -0.42 0.50

CLEC14A 2256 4.65 5.57 4.64 2.04 1.79 16.89 5.67 4.79 26.02 13.62 5.93 2.57 12.52 -1.43 -1.17 -1.43 -2.62 -2.81 1.51

CLEC16A 6891 1.26 1.82 3.56 5.00 2.35 2.61 3.62 3.87 1.83 3.16 2.77 1.47 3.12 -1.31 -0.78 0.19 0.68 -0.41 -0.08

CLEC17A 2162 0.00 0.18 0.37 0.12 0.00 0.23 0.00 0.07 0.06 0.05 0.15 -2.73 0.04 #NUM! 2.06 3.06 1.40 #NUM! 0.62

CLEC18A 2008 0.12 0.13 0.11 0.07 0.35 0.20 0.21 0.29 0.56 0.39 0.16 -2.62 0.36 -1.63 -1.50 -1.73 -2.29 -0.05 0.29

CLEC18B 1954 0.15 0.13 0.11 0.08 0.40 0.17 0.27 0.52 0.42 0.55 0.17 -2.53 0.44 -1.55 -1.75 -2.04 -2.49 -0.13 -0.01

CLEC18C 2100 0.03 0.14 0.08 0.07 0.21 0.16 0.21 0.21 0.31 0.23 0.11 -3.15 0.24 -3.11 -0.82 -1.62 -1.81 -0.19 0.46

CLEC1A 1791 1.81 0.00 1.49 0.74 0.39 5.98 1.85 2.83 7.83 6.28 1.73 0.79 4.70 -1.38 #NUM! -1.66 -2.68 -3.60 1.79

CLEC1B 982 0.00 0.00 0.00 0.00 0.03 0.00 0.15 0.00 0.00 0.00 0.01 -7.47 0.04 #NUM! #NUM! #NUM! #NUM! -0.18 #NUM!

CLEC2A 916 0.92 0.00 0.00 0.00 0.00 0.68 0.29 0.17 0.00 0.61 0.27 -1.90 0.27 1.78 #NUM! #NUM! #NUM! #NUM! 1.35

CLEC2B 2052 66.02 10.45 16.56 13.78 40.12 52.23 8.17 14.20 21.29 28.77 33.19 5.05 18.11 1.87 -0.79 -0.13 -0.39 1.15 0.65

CLEC2D 5361 1.71 2.92 3.95 0.71 0.81 4.73 1.13 1.11 0.00 1.68 2.47 1.31 0.98 0.81 1.58 2.01 -0.46 -0.26 0.94

CLEC2L 1288 0.05 0.20 0.13 0.00 0.00 0.41 0.05 0.00 0.36 0.02 0.13 -2.92 0.11 -1.25 0.93 0.30 #NUM! #NUM! 1.64

CLEC3A 1963 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CLEC3B 886 18.14 11.80 8.07 3.03 2.11 58.44 43.47 38.60 163.62 82.18 16.93 4.08 81.97 -2.18 -2.80 -3.35 -4.76 -5.28 1.79

CLEC4A 1284 1.88 2.46 1.41 1.20 7.03 6.18 0.74 0.80 2.86 0.00 3.36 1.75 1.10 0.78 1.16 0.36 0.13 2.68 0.88

CLEC4C 1314 0.00 0.42 0.10 0.00 0.00 0.08 0.00 0.00 0.00 0.02 0.10 -3.33 0.00 #NUM! 6.54 4.53 #NUM! #NUM! -0.37

CLEC4D 1973 0.07 0.14 0.13 0.09 1.02 0.35 0.06 0.09 0.35 0.14 0.30 -1.73 0.16 -1.16 -0.16 -0.26 -0.83 2.69 0.21

CLEC4E 2158 1.01 6.05 1.37 0.90 1.51 1.39 0.45 0.47 1.06 0.55 2.04 1.03 0.63 0.67 3.26 1.12 0.51 1.26 -0.55

CLEC4F 2486 0.19 0.29 0.23 0.03 0.01 0.29 0.33 0.21 0.15 0.37 0.17 -2.54 0.27 -0.53 0.10 -0.22 -3.29 -4.72 0.78

CLEC4G 1377 0.09 0.37 0.05 0.36 0.79 1.39 0.23 0.22 1.64 1.44 0.51 -0.98 0.88 -3.34 -1.23 -4.10 -1.30 -0.16 1.45

CLEC4GP1 1935 0.00 0.07 0.00 0.00 0.03 0.11 0.16 0.12 0.23 0.06 0.03 -4.84 0.14 #NUM! -0.99 #NUM! #NUM! -2.41 1.68

CLEC4M 2424 0.08 0.00 0.02 0.00 0.00 0.05 0.04 0.00 0.00 0.06 0.03 -5.29 0.02 1.75 #NUM! -0.19 #NUM! #NUM! 0.93

CLEC5A 3524 0.48 1.46 1.26 1.05 0.60 0.91 0.42 0.72 0.26 0.30 0.96 -0.06 0.42 0.17 1.79 1.57 1.31 0.49 -0.08

CLEC6A 1613 0.00 0.03 0.06 0.07 0.03 0.11 0.00 0.00 0.03 0.01 0.05 -4.32 0.01 #NUM! 1.62 2.43 2.53 1.51 1.09

CLEC7A 2622 6.29 4.41 2.61 1.82 2.77 5.77 1.30 1.84 2.22 1.53 3.94 1.98 1.72 1.87 1.36 0.60 0.09 0.69 0.55

CLEC9A 1673 0.48 0.47 1.39 0.42 0.05 0.88 0.23 0.32 0.00 0.00 0.62 -0.70 0.14 1.81 1.77 3.34 1.61 -1.56 0.52

CLECL1 649 0.87 1.77 2.55 1.14 1.10 1.93 0.32 0.37 0.55 0.50 1.56 0.64 0.44 1.01 2.03 2.55 1.39 1.33 0.31

CLGN 2828 0.07 0.18 0.34 0.02 0.23 0.84 0.02 0.00 0.05 0.14 0.28 -1.84 0.05 0.34 1.79 2.67 -1.13 2.08 1.58

CLIC1 1265 279.50 318.33 361.31 305.78 665.91 270.95 175.99 188.27 335.96 310.70 366.96 8.52 252.73 0.15 0.33 0.52 0.27 1.40 -0.44

CLIC2 2702 5.07 7.50 9.49 2.27 1.99 18.99 5.27 6.22 9.93 13.48 7.55 2.92 8.72 -0.78 -0.22 0.12 -1.94 -2.13 1.33

CLIC3 813 81.53 104.27 65.53 41.22 7.03 16.45 364.20 232.35 3.88 87.45 52.67 5.72 171.97 -1.08 -0.72 -1.39 -2.06 -4.61 -1.68

CLIC4 4452 24.91 44.80 34.94 26.17 16.62 84.35 35.68 26.87 175.62 89.88 38.63 5.27 82.01 -1.72 -0.87 -1.23 -1.65 -2.30 1.13

CLIC5 5988 0.49 1.87 0.51 0.26 0.11 2.13 0.72 0.85 2.04 1.98 0.90 -0.16 1.40 -1.51 0.42 -1.46 -2.41 -3.62 1.25

CLIC6 3800 0.20 2.56 0.32 1.52 0.72 2.28 0.86 0.74 0.31 2.12 1.27 0.34 1.01 -2.34 1.35 -1.65 0.60 -0.48 0.85

CLINT1 4061 13.72 22.71 15.40 29.64 10.06 24.11 16.94 27.06 12.53 28.24 19.27 4.27 21.19 -0.63 0.10 -0.46 0.48 -1.07 0.32

CLIP1 5898 8.07 25.39 27.92 25.59 5.67 21.71 29.66 57.88 8.93 17.57 19.06 4.25 28.51 -1.82 -0.17 -0.03 -0.16 -2.33 0.19

CLIP2 5563 2.37 9.55 2.29 3.03 3.85 3.13 6.64 4.67 9.60 4.77 4.04 2.01 6.42 -1.44 0.57 -1.49 -1.08 -0.74 -0.37

CLIP3 3473 4.90 18.01 5.78 2.46 0.96 13.72 19.39 10.26 57.71 16.70 7.64 2.93 26.02 -2.41 -0.53 -2.17 -3.40 -4.76 0.85

CLIP4 4284 3.24 5.52 1.93 6.16 5.78 12.09 5.80 16.05 7.45 12.04 5.79 2.53 10.33 -1.67 -0.91 -2.42 -0.75 -0.84 1.06

CLK1 3333 19.49 28.67 25.98 36.97 26.17 87.64 32.59 63.50 71.61 100.50 37.49 5.23 67.05 -1.78 -1.23 -1.37 -0.86 -1.36 1.23

CLK2 2175 19.46 35.45 21.24 33.98 18.15 19.92 26.51 14.35 17.03 9.92 24.70 4.63 16.95 0.20 1.06 0.33 1.00 0.10 -0.31

CLK2P 1812 0.03 0.02 0.05 0.01 0.07 0.05 0.00 0.00 0.05 0.01 0.04 -4.69 0.02 0.88 -0.11 1.69 -1.37 2.13 0.47

CLK3 2713 13.12 16.20 19.68 25.50 41.76 17.69 18.65 27.25 23.83 19.36 22.32 4.48 22.27 -0.76 -0.46 -0.18 0.19 0.91 -0.34

CLK4 2524 5.17 6.53 30.05 37.19 3.70 12.73 9.78 15.26 6.76 12.06 15.89 3.99 10.97 -1.09 -0.75 1.45 1.76 -1.57 -0.32

CLLU1 3897 0.04 0.01 0.04 0.00 0.00 0.02 0.06 0.04 0.00 0.03 0.02 -5.77 0.03 0.12 -1.46 0.35 #NUM! #NUM! 0.18

CLLU1OS 686 0.00 0.00 0.00 0.06 0.42 0.04 0.00 0.00 0.00 0.12 0.09 -3.52 0.03 #NUM! #NUM! #NUM! 1.06 3.78 -1.01

CLMN 12750 1.61 4.75 3.86 2.56 0.55 2.22 2.34 2.81 2.11 2.92 2.59 1.37 2.54 -0.66 0.90 0.60 0.01 -2.21 -0.22

CLMP 2645 3.08 8.77 2.06 1.85 8.29 8.92 8.74 5.23 14.73 8.29 5.49 2.46 9.25 -1.59 -0.08 -2.16 -2.32 -0.16 0.70

CLN3 1915 18.54 20.33 8.06 14.37 31.56 15.39 9.02 7.41 12.82 10.18 18.04 4.17 9.86 0.91 1.04 -0.29 0.54 1.68 -0.23

CLN5 2816 5.32 5.55 4.33 4.00 7.13 11.18 2.87 3.05 11.24 10.59 6.25 2.64 6.94 -0.38 -0.32 -0.68 -0.79 0.04 0.84

CLN6 2258 15.71 15.39 26.30 26.20 23.78 9.38 6.96 8.03 6.95 7.12 19.46 4.28 7.26 1.11 1.08 1.86 1.85 1.71 -1.05

CLN8 7185 0.91 1.37 2.83 1.00 5.78 1.53 2.59 3.76 1.19 4.10 2.23 1.16 2.91 -1.68 -1.09 -0.04 -1.55 0.99 -0.55

CLNK 1710 0.53 0.57 1.45 0.61 0.14 0.42 0.07 0.20 0.01 0.00 0.62 -0.69 0.07 2.88 2.99 4.33 3.08 0.96 -0.55

CLNS1A 1378 50.74 26.21 35.15 27.74 110.58 45.34 23.24 26.17 38.51 47.13 49.29 5.62 33.76 0.59 -0.37 0.06 -0.28 1.71 -0.12

CLOCK 5801 3.23 6.22 4.60 5.72 0.00 2.99 7.78 7.01 0.00 3.24 3.79 1.92 4.51 -0.48 0.46 0.03 0.34 #NUM! -0.34

CLP1 1864 4.00 2.99 4.59 3.44 7.03 4.26 2.34 2.01 2.53 4.94 4.38 2.13 2.95 0.44 0.02 0.64 0.22 1.25 -0.04

CLPB 3131 2.49 2.01 4.89 3.13 11.26 1.31 2.00 2.21 1.93 1.57 4.18 2.06 1.93 0.37 0.06 1.34 0.70 2.55 -1.67

CLPP 1194 24.93 31.33 44.47 42.93 114.11 22.13 26.31 17.96 35.54 27.40 46.65 5.54 26.80 -0.10 0.23 0.73 0.68 2.09 -1.08

CLPS 539 0.00 0.00 0.00 0.00 0.25 0.00 0.00 0.00 0.00 0.00 0.04 -4.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CLPTM1 2531 31.87 42.57 52.93 80.08 25.64 23.28 35.01 32.13 33.58 20.58 42.73 5.42 30.33 0.07 0.49 0.80 1.40 -0.24 -0.88

CLPTM1L 2164 21.59 21.44 30.80 25.38 45.02 24.71 15.59 12.48 32.49 19.67 28.16 4.82 20.06 0.11 0.10 0.62 0.34 1.17 -0.19

CLPX 2351 7.26 8.55 11.88 15.67 6.64 7.72 9.24 9.01 4.69 11.30 9.62 3.27 8.56 -0.24 0.00 0.47 0.87 -0.37 -0.32

CLRN1 1444 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CLRN1-AS1 2045 0.00 0.04 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.01 -6.83 0.00 #NUM! 3.89 #NUM! #NUM! 2.20 #NUM!

CLRN2 823 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CLRN3 1174 0.05 6.39 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.00 1.08 0.11 0.01 3.18 10.12 #NUM! #NUM! 2.08 #NUM!

CLSPN 8484 0.74 1.24 6.09 4.75 1.00 0.90 0.74 0.87 0.05 0.09 2.45 1.29 0.44 0.75 1.50 3.79 3.44 1.19 -1.44

CLSTN1 5209 23.40 12.01 0.00 71.62 27.32 58.72 0.00 21.09 0.00 33.20 32.18 5.01 13.57 0.79 -0.18 #NUM! 2.40 1.01 0.87



CLSTN2 4882 0.69 2.80 0.63 0.44 0.05 1.30 1.24 0.67 1.66 1.37 0.98 -0.02 1.24 -0.84 1.18 -0.98 -1.48 -4.65 0.40

CLSTN3 4029 5.45 28.25 16.69 0.00 10.32 0.00 3.92 5.58 15.94 15.31 10.12 3.34 10.19 -0.90 1.47 0.71 #NUM! 0.02 #NUM!

CLTA 1246 52.82 77.97 103.76 65.19 150.41 124.69 68.65 85.77 125.64 142.58 95.81 6.58 105.66 -1.00 -0.44 -0.03 -0.70 0.51 0.38

CLTB 1184 182.96 283.59 83.39 372.00 418.76 113.37 366.32 213.36 83.16 219.26 242.34 7.92 220.52 -0.27 0.36 -1.40 0.75 0.93 -1.10

CLTC 8575 11.77 30.59 38.41 83.20 14.74 10.75 19.57 22.63 8.76 32.02 31.58 4.98 20.75 -0.82 0.56 0.89 2.00 -0.49 -1.56

CLTCL1 5542 0.43 2.18 1.51 0.91 0.61 1.11 1.75 0.70 1.39 0.00 1.12 0.17 0.96 -1.15 1.18 0.65 -0.08 -0.65 -0.02

CLU 3012 94.87 176.18 67.63 19.56 160.00 307.77 128.79 199.57 722.47 516.91 137.67 7.11 391.93 -2.05 -1.15 -2.53 -4.32 -1.29 1.16

CLUAP1 2221 4.77 5.72 3.90 0.00 4.46 9.17 6.13 4.00 8.57 8.78 4.67 2.22 6.87 -0.53 -0.26 -0.82 #NUM! -0.62 0.97

CLUL1 1951 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CLVS1 3506 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CLVS2 2010 0.00 0.04 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.03 0.01 -6.29 0.01 #NUM! 2.30 #NUM! #NUM! #NUM! 1.48

CLYBL 5779 3.21 1.77 5.02 1.69 3.45 3.63 1.29 0.67 4.11 3.19 3.13 1.65 2.32 0.47 -0.38 1.12 -0.45 0.57 0.21

CMA1 784 1.84 1.20 0.59 0.42 0.00 4.31 0.84 2.53 20.74 4.03 1.39 0.48 7.04 -1.94 -2.56 -3.57 -4.06 #NUM! 1.63

CMAHP 2484 7.86 5.46 3.28 3.32 0.36 15.09 5.14 10.93 6.72 13.89 5.90 2.56 9.17 -0.22 -0.75 -1.48 -1.47 -4.67 1.36

CMAS 1741 8.79 7.01 10.59 11.56 13.32 24.30 15.71 15.95 19.70 34.53 12.59 3.65 21.47 -1.29 -1.62 -1.02 -0.89 -0.69 0.95

CMBL 4047 1.71 6.53 3.78 1.17 17.43 2.64 1.82 1.41 6.22 4.69 5.54 2.47 3.54 -1.05 0.88 0.10 -1.60 2.30 -1.07

CMC1 640 17.75 36.24 27.02 40.78 42.70 39.18 29.48 28.13 29.96 25.34 33.95 5.09 28.23 -0.67 0.36 -0.06 0.53 0.60 0.21

CMIP 4359 14.34 44.87 30.39 50.43 41.60 17.63 30.07 39.00 21.60 25.22 33.21 5.05 28.97 -1.01 0.63 0.07 0.80 0.52 -0.91

CMKLR1 5496 1.07 2.52 2.09 1.26 1.78 1.94 0.86 0.46 4.17 1.07 1.78 0.83 1.64 -0.61 0.62 0.35 -0.38 0.12 0.13

CMPK1 2956 20.88 29.18 27.10 16.43 31.31 67.14 19.05 50.08 33.86 59.90 32.01 5.00 40.72 -0.96 -0.48 -0.59 -1.31 -0.38 1.07

CMPK2 3009 2.15 2.46 6.89 7.18 10.17 7.09 0.32 0.54 1.91 4.05 5.99 2.58 1.70 0.34 0.53 2.02 2.08 2.58 0.24

CMTM1 1081 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CMTM2 1073 0.00 0.52 0.86 0.93 3.10 3.39 0.26 0.99 6.84 0.00 1.47 0.55 2.02 #NUM! -1.96 -1.23 -1.12 0.62 1.21

CMTM3 2346 8.36 18.83 9.25 12.00 22.30 30.83 12.07 8.89 44.18 26.34 16.93 4.08 22.87 -1.45 -0.28 -1.31 -0.93 -0.04 0.87

CMTM4 8133 1.27 1.93 0.59 1.63 0.00 1.99 1.30 0.70 2.13 1.82 1.23 0.30 1.49 -0.23 0.38 -1.34 0.13 #NUM! 0.69

CMTM5 1217 0.72 0.10 0.27 0.03 0.11 1.82 1.16 0.38 5.21 1.24 0.51 -0.97 2.00 -1.47 -4.33 -2.89 -6.02 -4.13 1.84

CMTM6 3384 9.58 15.84 16.42 16.37 18.02 29.87 9.26 10.84 23.44 26.76 17.68 4.14 17.57 -0.87 -0.15 -0.10 -0.10 0.04 0.76

CMTM7 1369 6.49 15.36 6.89 4.69 11.89 12.79 3.65 5.09 9.39 6.05 9.69 3.28 6.04 0.10 1.35 0.19 -0.36 0.98 0.40

CMTM8 1185 1.01 7.05 1.61 3.36 4.10 6.81 1.09 1.90 5.11 3.56 3.99 2.00 2.92 -1.53 1.27 -0.86 0.20 0.49 0.77

CMYA5 12911 0.08 1.64 0.56 0.30 0.02 1.97 0.88 0.65 0.89 0.31 0.76 -0.39 0.68 -3.03 1.26 -0.30 -1.19 -4.85 1.37

CN5H6.4 1532 0.26 0.13 0.18 0.07 0.10 0.31 0.02 0.15 0.15 0.12 0.18 -2.51 0.11 1.24 0.25 0.67 -0.65 -0.08 0.82

CNBD1 1459 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CNBP 3399 160.60 108.63 119.48 174.97 46.43 110.20 107.40 159.71 234.60 356.72 120.05 6.91 214.61 -0.42 -0.98 -0.84 -0.29 -2.21 -0.12

CNDP1 2211 0.11 0.01 0.07 0.05 0.28 0.00 0.00 0.06 0.00 0.02 0.09 -3.53 0.02 2.43 -0.74 1.81 1.17 3.74 #NUM!

CNDP2 5089 14.03 27.97 32.40 37.05 58.03 35.95 7.73 9.84 13.08 13.22 34.24 5.10 10.97 0.36 1.35 1.56 1.76 2.40 0.07

CNFN 543 2270.03 756.76 92.58 246.30 5.37 64.23 3345.15 3005.44 2.89 1005.95 572.55 9.16 1839.86 0.30 -1.28 -4.31 -2.90 -8.42 -3.16

CNGA1 2872 4.49 1.52 0.55 4.00 0.09 0.37 3.54 0.82 0.18 0.98 1.84 0.88 1.38 1.70 0.14 -1.33 1.54 -3.96 -2.29

CNGA2 3285 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

CNGA3 3848 0.00 0.08 0.02 0.00 0.01 0.01 0.22 0.00 0.41 0.00 0.02 -5.68 0.16 #NUM! -0.94 -3.29 #NUM! -4.62 -0.69

CNGA4 1911 0.00 0.13 0.00 0.02 0.00 0.00 0.05 0.00 0.03 0.09 0.02 -5.34 0.04 #NUM! 1.66 #NUM! -1.18 #NUM! #NUM!

CNGB1 5663 0.35 0.11 0.01 2.39 8.43 0.03 0.01 0.02 0.01 0.02 1.89 0.92 0.02 4.37 2.74 -1.67 7.15 8.97 -5.89

CNGB3 4354 0.07 0.02 0.31 0.00 0.00 0.12 0.02 0.01 0.00 0.09 0.09 -3.51 0.03 1.22 -0.37 3.35 #NUM! #NUM! 0.45

CNIH 1423 28.15 19.93 61.09 28.70 56.44 49.97 15.45 19.73 41.59 43.67 40.71 5.35 30.11 -0.10 -0.59 1.02 -0.07 0.91 0.30

CNIH2 1399 1.02 1.40 2.97 1.25 0.00 2.97 0.98 0.60 0.00 0.32 1.60 0.68 0.47 1.11 1.56 2.65 1.40 #NUM! 0.89

CNIH3 2372 0.24 2.53 0.11 0.16 0.49 0.00 0.00 0.00 1.81 0.00 0.59 -0.77 0.45 -0.92 2.48 -2.09 -1.53 0.11 #NUM!

CNIH4 651 37.43 19.72 20.85 26.17 174.43 52.31 32.66 12.87 82.24 52.53 55.15 5.79 45.08 -0.27 -1.19 -1.11 -0.78 1.95 -0.08

CNKSR1 2564 6.03 11.96 12.05 20.09 7.40 5.11 6.14 7.50 0.00 2.67 10.44 3.38 4.08 0.57 1.55 1.56 2.30 0.86 -1.03

CNKSR2 5769 0.03 0.21 0.14 0.04 0.01 0.75 0.23 0.36 0.17 1.11 0.19 -2.36 0.47 -4.03 -1.17 -1.78 -3.56 -6.39 1.95

CNKSR3 3277 1.67 5.60 5.03 8.80 4.00 8.98 7.88 10.47 14.95 14.28 5.68 2.51 11.89 -2.83 -1.09 -1.24 -0.43 -1.57 0.66

CNN1 1599 12.07 46.03 5.47 2.63 6.52 123.31 196.24 7.01 2028.82 224.67 32.67 5.03 614.18 -5.67 -3.74 -6.81 -7.87 -6.56 1.92

CNN2 2478 34.95 102.42 85.39 109.93 65.81 69.18 55.83 58.24 58.49 72.66 77.95 6.28 61.31 -0.81 0.74 0.48 0.84 0.10 -0.17

CNN3 2082 47.58 96.42 192.65 43.77 77.09 218.59 96.19 249.63 209.86 261.08 112.68 6.82 204.19 -2.10 -1.08 -0.08 -2.22 -1.41 0.96

CNNM1 5988 0.13 1.30 0.12 0.68 0.00 0.32 0.60 0.27 0.31 0.51 0.42 -1.23 0.42 -1.72 1.62 -1.88 0.69 #NUM! -0.40

CNNM2 4071 0.90 2.05 3.07 1.89 2.03 1.84 1.84 1.57 2.91 1.53 1.96 0.97 1.96 -1.13 0.06 0.65 -0.06 0.05 -0.10

CNNM3 4916 3.60 8.18 5.84 5.01 6.57 5.56 4.51 3.45 5.98 3.31 5.79 2.53 4.31 -0.26 0.93 0.44 0.22 0.61 -0.06

CNNM4 4814 2.77 6.86 5.94 4.25 5.69 2.21 5.01 4.87 2.22 3.48 4.62 2.21 3.90 -0.49 0.82 0.61 0.13 0.55 -1.06

CNO 1546 2.67 4.06 3.43 2.50 13.51 6.22 2.92 1.63 6.85 5.72 5.40 2.43 4.28 -0.68 -0.08 -0.32 -0.77 1.66 0.20

CNOT1 8449 7.45 28.71 23.14 34.68 28.32 12.86 23.43 30.91 9.35 16.03 22.53 4.49 19.93 -1.42 0.53 0.22 0.80 0.51 -0.81

CNOT10 2741 4.13 7.13 11.76 11.10 4.40 6.18 15.08 5.63 4.91 5.13 7.45 2.90 7.69 -0.90 -0.11 0.61 0.53 -0.81 -0.27

CNOT2 3639 20.16 19.99 19.37 29.65 12.38 17.29 17.46 17.66 16.53 16.50 19.81 4.31 17.04 0.24 0.23 0.19 0.80 -0.46 -0.20

CNOT3 2908 4.92 20.72 63.30 32.39 39.07 10.32 11.35 13.60 13.35 7.93 28.45 4.83 11.56 -1.23 0.84 2.45 1.49 1.76 -1.46

CNOT4 3783 5.53 6.18 10.35 6.82 2.43 4.65 7.40 6.52 4.12 5.35 5.99 2.58 5.85 -0.08 0.08 0.82 0.22 -1.27 -0.37

CNOT6 6178 1.94 3.87 3.70 8.19 3.05 5.86 3.07 2.71 1.97 4.34 4.44 2.15 3.02 -0.64 0.36 0.29 1.44 0.01 0.40

CNOT6L 8794 1.62 4.31 3.83 4.38 2.08 6.69 2.70 3.67 2.62 5.18 3.82 1.93 3.54 -1.13 0.28 0.11 0.31 -0.77 0.81

CNOT7 2646 18.23 15.95 21.49 9.58 19.18 24.45 13.25 11.19 13.64 19.96 18.15 4.18 14.51 0.33 0.14 0.57 -0.60 0.40 0.43

CNOT8 2550 8.83 14.12 8.31 13.61 20.54 23.79 10.08 9.98 19.35 17.46 14.87 3.89 14.22 -0.69 -0.01 -0.77 -0.06 0.53 0.68

CNP 5222 7.54 15.09 21.28 18.28 16.64 11.94 18.64 9.25 20.26 11.60 15.13 3.92 14.94 -0.99 0.01 0.51 0.29 0.16 -0.34

CNPPD1 2100 9.15 16.06 8.22 11.98 22.47 20.14 13.37 11.21 34.05 19.41 14.67 3.87 19.51 -1.09 -0.28 -1.25 -0.70 0.20 0.46

CNPY1 2234 0.00 0.00 0.00 0.00 0.07 0.11 0.03 0.01 0.00 0.01 0.03 -5.11 0.01 #NUM! #NUM! #NUM! #NUM! 2.51 1.87

CNPY2 1247 36.69 22.33 24.11 29.56 78.45 44.61 14.68 9.90 38.22 42.05 39.29 5.30 26.21 0.49 -0.23 -0.12 0.17 1.58 0.18

CNPY3 1783 27.42 26.80 26.91 17.27 74.31 45.88 20.19 13.58 41.00 24.89 36.43 5.19 24.91 0.14 0.11 0.11 -0.53 1.58 0.33

CNPY4 1547 0.00 0.00 0.00 0.00 0.00 0.00 9.89 0.00 25.08 15.07 0.00 #NUM! 12.51 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CNR1 8974 0.12 0.25 0.10 0.16 0.00 0.70 0.29 0.14 0.50 0.24 0.22 -2.18 0.30 -1.31 -0.25 -1.56 -0.93 #NUM! 1.67

CNR2 1789 0.00 0.09 0.09 0.00 0.07 0.08 0.02 0.00 0.01 0.03 0.06 -4.14 0.01 #NUM! 2.76 2.72 #NUM! 2.39 0.53

CNRIP1 2037 7.34 10.51 4.05 2.00 1.53 22.98 8.56 6.89 28.56 8.07 8.07 3.01 13.02 -0.83 -0.31 -1.69 -2.71 -3.09 1.51

CNST 5233 1.85 3.33 4.00 2.27 1.62 4.56 4.06 4.68 8.03 3.99 2.94 1.56 5.19 -1.49 -0.64 -0.38 -1.19 -1.68 0.64

CNTD1 3318 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CNTD2 1817 1.04 0.41 0.46 0.13 0.10 0.28 0.03 0.14 0.00 0.00 0.40 -1.31 0.04 4.60 3.26 3.44 1.65 1.22 -0.55

CNTF 1914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CNTFR 2070 2.04 2.04 0.45 1.38 3.43 4.76 4.25 5.46 5.30 7.74 2.35 1.23 5.69 -1.48 -1.48 -3.66 -2.04 -0.73 1.02

CNTLN 5522 1.14 2.53 3.95 1.47 1.21 2.90 1.75 2.23 1.77 1.60 2.20 1.14 1.84 -0.68 0.46 1.11 -0.32 -0.60 0.40

CNTN1 3427 2.54 4.79 10.90 1.62 0.01 9.57 2.66 2.04 8.11 6.45 4.90 2.29 4.82 -0.93 -0.01 1.18 -1.57 -9.10 0.96

CNTN2 7670 0.04 0.06 0.02 0.00 0.03 0.21 0.20 0.04 0.50 0.07 0.06 -4.06 0.20 -2.24 -1.78 -3.40 #NUM! -2.87 1.81

CNTN3 4997 0.30 0.31 0.03 0.12 0.01 0.13 0.15 0.24 0.04 0.27 0.15 -2.73 0.17 0.80 0.82 -2.54 -0.51 -4.18 -0.20

CNTN4 5223 1.89 5.14 0.38 0.58 0.01 4.37 1.52 1.59 2.61 3.39 2.06 1.04 2.28 -0.27 1.17 -2.58 -1.97 -7.25 1.08

CNTN5 4164 0.00 0.00 0.17 0.01 0.06 0.02 0.00 0.02 0.07 0.03 0.05 -4.44 0.03 -2.65 #NUM! 2.66 -1.32 1.16 -0.91

CNTN6 3530 0.01 0.02 0.02 0.02 0.00 0.01 0.00 0.00 0.02 0.00 0.01 -6.33 0.00 0.59 2.18 1.82 2.11 #NUM! -0.94

CNTNAP1 5471 3.05 5.65 3.80 1.96 1.76 3.21 2.39 1.67 10.51 2.86 3.23 1.69 4.36 -0.52 0.37 -0.20 -1.15 -1.31 -0.01

CNTNAP2 9894 1.03 0.16 0.01 0.02 1.74 0.30 0.01 0.05 0.05 0.05 0.54 -0.88 0.04 4.68 1.98 -1.66 -0.93 5.44 -0.86

CNTNAP3 5229 0.45 2.02 0.34 2.60 0.38 3.56 2.91 3.82 1.86 1.94 1.56 0.64 2.63 -2.55 -0.38 -2.95 -0.02 -2.78 1.19

CNTNAP3B 6383 0.94 1.96 0.58 1.82 0.22 4.74 1.57 2.94 2.13 2.05 1.71 0.77 2.17 -1.21 -0.15 -1.91 -0.26 -3.29 1.47

CNTNAP4 4867 0.00 0.06 0.01 0.02 0.00 0.11 0.10 0.01 0.48 0.17 0.03 -4.88 0.19 #NUM! -1.60 -3.78 -3.67 #NUM! 1.72

CNTRL 7431 3.50 2.88 4.65 4.56 0.64 2.80 1.43 2.10 0.45 2.12 3.17 1.66 1.53 1.20 0.92 1.61 1.58 -1.25 -0.18

CNTROB 3803 5.02 6.63 8.28 5.85 8.46 4.52 4.44 4.57 6.86 4.50 6.46 2.69 5.09 -0.02 0.38 0.70 0.20 0.73 -0.52

COA5 1698 5.82 5.01 6.56 4.99 16.89 12.12 6.05 4.00 14.09 10.48 8.57 3.10 8.65 -0.57 -0.79 -0.40 -0.79 0.96 0.50

COASY 2553 14.42 19.96 24.97 23.54 48.51 16.33 12.06 11.02 15.52 12.08 24.62 4.62 12.67 0.19 0.66 0.98 0.89 1.94 -0.59

COBL 5326 0.22 3.53 0.14 0.97 6.27 1.18 3.79 2.94 1.74 1.67 2.05 1.04 2.54 -3.51 0.48 -4.23 -1.39 1.31 -0.80

COBLL1 4923 11.73 12.45 24.34 13.19 1.05 6.37 14.58 37.13 2.71 7.53 11.52 3.53 15.49 -0.40 -0.31 0.65 -0.23 -3.88 -0.85

COBRA1 2622 9.75 15.31 18.11 18.93 45.64 14.04 13.55 9.97 21.98 12.68 20.30 4.34 14.54 -0.58 0.07 0.32 0.38 1.65 -0.53

COCH 2882 0.92 0.00 0.41 0.03 3.54 4.08 29.29 4.17 6.96 9.99 1.50 0.58 12.60 -3.78 #NUM! -4.93 -8.91 -1.83 1.45

COG1 3035 5.47 11.18 6.39 7.85 9.11 5.58 5.68 5.57 10.44 6.00 7.60 2.93 6.93 -0.34 0.69 -0.12 0.18 0.40 -0.45

COG2 2977 6.06 9.26 6.92 9.10 5.72 6.00 5.12 4.99 6.29 4.35 7.18 2.84 5.19 0.22 0.84 0.42 0.81 0.14 -0.26

COG3 4601 2.33 5.72 2.79 6.26 1.29 7.58 3.55 3.56 4.92 5.37 4.33 2.11 4.35 -0.90 0.39 -0.64 0.52 -1.75 0.81

COG4 2838 13.09 13.32 5.57 22.74 15.45 19.59 10.76 12.34 14.13 10.11 14.96 3.90 11.84 0.15 0.17 -1.09 0.94 0.38 0.39

COG5 5666 13.06 18.83 12.85 20.08 5.77 19.93 31.77 19.12 15.92 21.57 15.09 3.92 22.10 -0.76 -0.23 -0.78 -0.14 -1.94 0.40

COG6 5257 3.02 5.16 3.46 4.67 0.70 8.94 3.48 4.62 3.27 5.60 4.32 2.11 4.24 -0.49 0.28 -0.29 0.14 -2.59 1.05

COG7 2943 7.73 10.56 5.20 8.69 5.99 5.19 6.27 5.65 6.48 4.00 7.23 2.85 5.60 0.46 0.91 -0.11 0.63 0.10 -0.48

COG8 2522 3.93 8.26 4.82 7.46 6.72 3.50 2.96 3.79 5.32 3.17 5.78 2.53 3.81 0.04 1.12 0.34 0.97 0.82 -0.73

COIL 2649 6.41 4.96 6.06 5.81 5.40 6.83 4.37 3.84 4.25 5.71 5.91 2.56 4.54 0.50 0.13 0.42 0.36 0.25 0.21

COL10A1 3307 1.27 13.10 0.49 0.87 1.64 12.81 0.02 0.04 0.29 0.90 5.03 2.33 0.31 2.03 5.39 0.66 1.48 2.39 1.35

COL11A1 7327 0.00 1.16 0.19 0.09 0.17 0.34 0.01 0.00 0.05 0.07 0.33 -1.62 0.03 #NUM! 5.16 2.56 1.41 2.43 0.05

COL11A2 6425 0.04 0.10 0.08 0.62 0.00 0.46 0.16 0.09 0.14 0.21 0.22 -2.19 0.15 -1.76 -0.53 -0.93 2.06 #NUM! 1.09

COL12A1 11579 8.89 43.93 17.74 22.74 22.75 28.13 17.02 19.48 27.97 66.08 24.03 4.59 32.64 -1.88 0.43 -0.88 -0.52 -0.52 0.23

COL13A1 3148 0.31 1.55 0.53 0.73 2.05 2.97 0.14 0.36 1.33 1.17 1.36 0.44 0.75 -1.27 1.04 -0.49 -0.03 1.45 1.13

COL14A1 6463 13.95 29.07 17.11 7.38 0.69 55.83 65.02 39.33 95.91 60.11 20.67 4.37 65.09 -2.22 -1.16 -1.93 -3.14 -6.56 1.43

COL15A1 5273 4.89 44.20 12.99 21.76 6.14 26.43 11.59 9.38 52.16 26.41 19.40 4.28 24.89 -2.35 0.83 -0.94 -0.19 -2.02 0.45

COL16A1 5584 7.87 15.57 32.72 46.80 4.10 36.65 14.12 15.26 60.53 37.77 23.95 4.58 31.92 -2.02 -1.04 0.04 0.55 -2.96 0.61

COL17A1 5610 6.64 29.28 3.62 81.09 14.80 12.06 35.56 51.45 0.46 24.76 24.58 4.62 28.06 -2.08 0.06 -2.95 1.53 -0.92 -1.03

COL18A1 5910 9.28 71.48 28.52 50.87 33.26 38.71 48.03 49.33 83.51 34.96 38.69 5.27 53.96 -2.54 0.41 -0.92 -0.08 -0.70 0.00

COL19A1 8725 0.00 0.01 0.02 0.02 0.01 0.01 0.00 0.01 0.01 0.02 0.01 -6.38 0.01 -1.77 -0.78 1.26 1.14 -0.87 0.08

COL1A1 5927 139.81 937.33 898.12 598.43 121.83 117.49 353.19 56.99 1349.59 152.53 468.84 8.87 478.07 -1.77 0.97 0.91 0.32 -1.97 -2.00

COL1A2 5411 152.34 1062.07 738.86 170.97 81.56 193.56 507.89 119.90 2035.56 206.73 399.89 8.64 717.52 -2.24 0.57 0.04 -2.07 -3.14 -1.05

COL20A1 4187 0.00 0.12 0.00 0.00 0.00 0.19 0.01 0.00 1.06 0.20 0.05 -4.28 0.32 #NUM! -1.44 #NUM! #NUM! #NUM! 1.89

COL21A1 4193 1.78 6.00 4.13 1.25 0.08 14.55 5.61 4.30 8.23 14.36 4.63 2.21 8.12 -2.19 -0.44 -0.98 -2.70 -6.74 1.65

COL22A1 6366 0.07 0.79 0.32 0.12 0.10 1.14 0.03 0.02 1.04 0.47 0.42 -1.24 0.39 -2.52 1.03 -0.29 -1.69 -2.00 1.43

COL23A1 3080 0.51 1.38 0.46 1.01 3.29 1.27 0.88 1.19 2.10 1.16 1.32 0.40 1.33 -1.39 0.05 -1.54 -0.39 1.30 -0.06

COL24A1 6500 0.30 1.41 0.48 0.88 0.07 1.22 0.22 0.82 0.11 2.71 0.73 -0.46 0.97 -1.71 0.54 -1.00 -0.13 -3.87 0.75

COL25A1 2681 0.00 0.11 0.03 0.03 0.00 0.14 0.25 0.13 0.40 0.20 0.05 -4.27 0.24 #NUM! -1.11 -3.27 -3.12 #NUM! 1.48

COL27A1 5583 12.26 19.92 4.63 27.45 11.16 6.06 8.50 6.95 28.50 9.08 13.58 3.76 13.26 -0.11 0.59 -1.52 1.05 -0.25 -1.16

COL28A1 3515 0.06 1.22 0.75 0.10 0.02 1.49 1.98 1.44 5.35 1.91 0.61 -0.72 2.67 -5.49 -1.13 -1.83 -4.70 -7.00 1.30

COL2A1 5087 0.00 0.02 1.45 0.60 0.15 0.05 0.04 0.01 0.10 0.01 0.38 -1.40 0.04 -3.90 -0.90 5.21 3.93 1.91 -2.85

COL3A1 5490 215.12 425.29 380.19 326.88 75.45 174.20 192.60 55.22 1000.25 274.90 266.19 8.06 380.74 -0.82 0.16 0.00 -0.22 -2.34 -0.61

COL4A1 6549 9.94 46.65 30.03 82.70 50.10 58.45 20.81 15.23 79.88 58.59 46.31 5.53 43.63 -2.13 0.10 -0.54 0.92 0.20 0.34

COL4A2 6264 12.33 65.61 31.56 43.87 70.13 49.17 34.32 17.30 196.50 44.64 45.45 5.51 73.19 -2.57 -0.16 -1.21 -0.74 -0.06 0.11

COL4A3 8114 0.00 0.14 0.05 0.05 0.18 0.12 0.03 0.03 0.12 0.04 0.09 -3.48 0.06 #NUM! 1.29 -0.06 -0.27 1.65 0.40

COL4A3BP 5494 1.23 4.66 3.39 5.22 1.91 6.89 4.40 5.91 4.17 8.85 3.88 1.96 5.83 -2.24 -0.32 -0.78 -0.16 -1.61 0.83

COL4A4 10341 0.05 0.39 0.69 0.37 0.26 0.26 0.16 0.02 1.43 0.06 0.34 -1.57 0.41 -3.02 -0.09 0.73 -0.16 -0.70 -0.36

COL4A5 6445 1.31 5.93 5.39 4.74 6.97 7.54 3.69 3.53 11.60 10.58 5.31 2.41 7.35 -2.49 -0.31 -0.45 -0.63 -0.08 0.51

COL4A6 6721 0.20 1.44 0.76 0.57 2.19 1.27 2.08 0.86 12.01 2.32 1.07 0.10 4.32 -4.46 -1.59 -2.51 -2.91 -0.98 0.24

COL5A1 8439 10.74 76.12 27.66 36.90 58.50 15.11 25.28 8.13 77.63 19.98 37.50 5.23 32.75 -1.61 1.22 -0.24 0.17 0.84 -1.31

COL5A2 6930 9.13 36.69 18.98 19.13 10.22 40.40 10.66 11.12 29.43 23.98 22.43 4.49 18.80 -1.04 0.96 0.01 0.03 -0.88 0.85

COL5A3 6192 1.50 3.79 6.01 13.36 4.30 2.54 4.79 3.37 10.36 4.28 5.25 2.39 5.70 -1.93 -0.59 0.08 1.23 -0.41 -1.05

COL6A1 4246 28.86 183.53 119.07 113.65 38.35 123.87 132.87 69.40 372.85 137.01 101.22 6.66 178.03 -2.62 0.04 -0.58 -0.65 -2.21 0.29

COL6A2 3461 105.99 254.15 150.70 123.36 76.07 216.19 241.28 109.51 662.25 248.15 154.41 7.27 315.30 -1.57 -0.31 -1.06 -1.35 -2.05 0.49

COL6A3 10599 30.71 305.17 76.54 89.31 67.98 312.52 157.05 191.98 433.48 112.96 147.04 7.20 223.87 -2.87 0.45 -1.55 -1.33 -1.72 1.09

COL6A4P1 2249 0.02 0.00 0.07 0.09 0.03 0.03 0.04 0.00 0.00 0.00 0.04 -4.58 0.01 1.34 #NUM! 2.89 3.26 1.83 -0.40

COL6A4P2 9161 0.15 0.44 0.03 0.08 0.00 0.02 0.03 0.02 0.00 0.01 0.12 -3.06 0.02 3.03 4.62 0.68 2.20 #NUM! -2.82

COL6A5 9226 0.08 0.01 0.27 0.01 0.00 0.03 0.00 0.01 0.00 0.00 0.07 -3.91 0.00 4.56 1.75 6.34 1.08 #NUM! -1.27

COL6A6 8475 0.02 0.15 1.47 0.04 0.00 0.28 0.07 0.15 0.03 0.16 0.33 -1.61 0.11 -2.14 0.52 3.80 -1.49 -5.23 -0.23

COL7A1 9169 0.51 0.00 26.39 0.00 0.00 5.94 3.11 2.83 2.22 3.64 5.47 2.45 2.95 -2.54 #NUM! 3.16 #NUM! #NUM! 0.12

COL8A1 2676 2.13 7.95 6.83 2.86 0.75 9.72 1.25 0.30 3.81 3.55 5.04 2.33 2.23 -0.07 1.84 1.62 0.36 -1.57 0.95

COL8A2 4447 2.76 6.29 1.70 8.38 13.18 4.45 3.16 1.87 6.59 3.31 6.13 2.62 3.73 -0.44 0.75 -1.13 1.17 1.82 -0.46

COL9A1 3805 0.06 0.10 0.00 0.00 0.02 0.07 0.54 0.90 0.17 0.03 0.04 -4.64 0.41 -2.75 -2.10 #NUM! #NUM! -4.66 0.77

COL9A2 2831 5.69 1.11 8.08 3.81 0.66 1.30 0.53 0.34 0.46 0.53 3.44 1.78 0.47 3.61 1.25 4.11 3.03 0.50 -1.41

COL9A3 2485 0.64 0.51 0.41 0.00 0.00 2.16 1.06 0.32 5.46 0.78 0.62 -0.69 1.91 -1.57 -1.89 -2.20 #NUM! #NUM! 1.80

COLEC10 1708 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.00 0.01 0.00 0.00 -7.66 0.00 #NUM! #NUM! #NUM! #NUM! 2.08 1.54

COLEC11 1399 1.44 0.10 0.56 0.26 0.30 2.99 0.10 0.07 5.14 1.32 0.94 -0.09 1.66 -0.20 -4.00 -1.57 -2.68 -2.46 1.67

COLEC12 3134 3.51 11.88 1.66 2.35 0.38 16.92 4.35 5.30 38.26 15.92 6.12 2.61 15.96 -2.18 -0.43 -3.26 -2.77 -5.37 1.47

COLQ 3136 0.63 0.00 0.39 0.00 0.26 1.07 0.62 0.65 1.23 1.22 0.39 -1.35 0.93 -0.57 #NUM! -1.24 #NUM! -1.85 1.45

COMMD1 725 52.04 44.18 56.09 51.73 55.18 51.12 52.07 54.94 59.31 47.51 51.72 5.69 53.46 -0.04 -0.28 0.07 -0.05 0.05 -0.02

COMMD10 1456 6.10 7.22 3.95 10.05 9.54 25.72 6.62 9.14 19.60 20.67 10.43 3.38 14.01 -1.20 -0.96 -1.83 -0.48 -0.55 1.30

COMMD2 3724 6.63 5.63 6.49 6.68 9.06 9.52 3.95 3.62 6.46 6.56 7.33 2.87 5.15 0.36 0.13 0.33 0.38 0.82 0.38

COMMD3 942 35.40 18.99 20.72 23.26 44.83 45.69 20.42 17.50 42.69 36.52 31.48 4.98 29.28 0.27 -0.62 -0.50 -0.33 0.61 0.54

COMMD3-BMI1 3388 0.00 0.00 0.00 1.61 4.01 6.90 0.00 0.00 4.41 0.00 2.09 1.06 1.10 #NUM! #NUM! #NUM! 0.54 1.86 1.73

COMMD4 969 48.85 25.39 28.02 41.13 143.44 48.77 16.80 13.55 45.97 28.12 55.93 5.81 26.11 0.90 -0.04 0.10 0.66 2.46 -0.20

COMMD5 1475 12.79 6.80 13.02 12.08 71.74 13.28 7.41 5.28 18.52 8.41 21.62 4.43 9.90 0.37 -0.54 0.39 0.29 2.86 -0.70

COMMD6 1722 481.28 21.34 24.66 103.02 65.75 208.04 51.05 20.64 194.51 216.77 150.68 7.24 120.74 1.99 -2.50 -2.29 -0.23 -0.88 0.47

COMMD7 1928 14.94 22.08 9.09 25.10 27.26 23.25 16.27 12.80 26.37 26.27 20.29 4.34 20.43 -0.45 0.11 -1.17 0.30 0.42 0.20

COMMD8 1438 7.69 3.11 4.16 2.78 7.15 16.16 3.58 2.97 8.77 11.77 6.84 2.77 6.77 0.18 -1.12 -0.70 -1.28 0.08 1.24

COMMD9 3006 15.00 18.49 9.37 5.59 26.09 8.53 6.52 13.70 6.59 5.07 13.84 3.79 7.97 0.91 1.21 0.23 -0.51 1.71 -0.70

COMP 2471 3.15 21.71 5.91 1.44 0.12 27.87 5.06 16.10 1.90 3.89 10.03 3.33 6.74 -1.10 1.69 -0.19 -2.22 -5.78 1.47

COMT 2304 63.01 42.24 34.74 91.93 24.73 12.23 46.31 32.40 21.60 10.31 44.81 5.49 27.66 1.19 0.61 0.33 1.73 -0.16 -1.87

COMTD1 1041 19.74 13.01 13.58 0.00 58.68 15.14 15.26 11.31 3.25 17.59 20.02 4.32 11.85 0.74 0.13 0.20 #NUM! 2.31 -0.40

COPA 5666 15.80 46.82 23.65 38.98 25.70 32.99 21.03 20.41 24.47 28.10 30.66 4.94 23.50 -0.57 0.99 0.01 0.73 0.13 0.11

COPB1 3490 14.00 23.40 22.83 12.97 14.88 30.94 15.61 22.47 25.17 29.37 19.84 4.31 23.16 -0.73 0.02 -0.02 -0.84 -0.64 0.64

COPB2 3221 25.42 29.89 27.95 41.73 49.88 38.38 21.25 22.92 29.85 32.40 35.54 5.15 26.61 -0.07 0.17 0.07 0.65 0.91 0.11

COPE 1134 178.56 100.19 117.14 70.52 184.10 81.71 84.64 62.63 95.68 66.04 122.04 6.93 77.25 1.21 0.38 0.60 -0.13 1.25 -0.58

COPG 3114 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

COPG2 3154 0.00 5.04 7.90 3.39 11.87 9.30 4.57 4.30 8.45 10.99 6.25 2.64 7.08 #NUM! -0.49 0.16 -1.06 0.75 0.57

COPG2IT1 3480 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

COPS2 4124 14.03 9.93 13.73 15.90 5.87 18.64 11.19 13.29 12.16 29.52 13.02 3.70 16.54 -0.24 -0.74 -0.27 -0.06 -1.49 0.52

COPS3 1865 20.06 15.68 24.00 22.90 33.77 26.12 12.66 13.32 22.19 27.49 23.76 4.57 18.91 0.08 -0.27 0.34 0.28 0.84 0.14

COPS4 1765 22.67 13.38 17.10 11.71 25.21 22.80 13.10 12.86 31.06 26.87 18.81 4.23 20.97 0.11 -0.65 -0.29 -0.84 0.27 0.28

COPS5 1510 25.53 13.18 23.90 16.09 36.34 34.80 15.52 14.30 26.14 35.74 24.97 4.64 22.93 0.16 -0.80 0.06 -0.51 0.66 0.48

COPS6 1441 52.85 46.29 64.42 43.02 111.70 119.80 49.87 37.64 87.38 57.67 73.01 6.19 58.14 -0.14 -0.33 0.15 -0.43 0.94 0.71

COPS7A 2054 24.22 25.03 25.36 27.75 33.07 24.85 26.59 20.60 39.68 24.80 26.71 4.74 27.92 -0.21 -0.16 -0.14 -0.01 0.24 -0.10

COPS7B 1977 8.62 12.13 6.68 9.23 9.14 11.34 8.44 5.12 11.50 8.53 9.52 3.25 8.40 0.04 0.53 -0.33 0.14 0.12 0.25

COPS8 2339 20.72 18.06 9.19 9.98 10.67 30.28 12.78 15.10 27.10 26.00 16.48 4.04 20.24 0.03 -0.16 -1.14 -1.02 -0.92 0.88

COPZ1 1900 56.45 47.88 44.65 62.52 82.73 55.63 39.59 32.80 68.00 48.34 58.31 5.87 47.18 0.26 0.02 -0.08 0.41 0.81 -0.07

COPZ2 923 23.13 15.58 11.75 23.51 28.04 25.71 21.31 12.07 74.31 20.72 21.29 4.41 32.10 -0.47 -1.04 -1.45 -0.45 -0.20 0.27

COQ10A 1674 1.92 4.31 1.38 1.59 4.18 4.81 1.66 1.80 7.70 4.20 3.03 1.60 3.84 -1.00 0.17 -1.48 -1.27 0.12 0.67

COQ10B 1989 4.05 6.96 12.71 8.21 8.73 21.45 5.93 9.91 12.76 16.84 10.35 3.37 11.36 -1.49 -0.71 0.16 -0.47 -0.38 1.05

COQ2 1657 10.05 6.02 6.59 5.77 21.89 8.12 4.19 5.75 4.74 8.62 9.74 3.28 5.83 0.79 0.05 0.18 -0.01 1.91 -0.26

COQ3 1265 5.25 1.49 2.74 2.55 9.11 5.83 2.10 2.01 2.99 4.87 4.49 2.17 2.99 0.81 -1.01 -0.13 -0.23 1.61 0.38

COQ4 1597 18.00 26.67 20.81 21.25 38.44 17.84 15.86 21.77 13.50 14.41 23.83 4.57 16.39 0.14 0.70 0.34 0.37 1.23 -0.42

COQ5 1530 7.42 4.99 7.07 5.73 13.64 15.32 5.17 4.48 10.66 11.74 9.03 3.17 8.01 -0.11 -0.68 -0.18 -0.48 0.77 0.76

COQ6 1609 5.27 0.00 0.00 8.72 14.52 14.01 2.99 3.95 11.74 5.77 7.09 2.83 6.11 -0.21 #NUM! #NUM! 0.51 1.25 0.98

COQ7 2667 2.90 4.83 2.28 3.55 5.35 7.97 3.76 3.78 6.15 4.94 4.48 2.16 4.66 -0.68 0.05 -1.03 -0.39 0.20 0.83

COQ9 1699 34.96 31.71 13.24 25.92 35.11 17.44 20.68 26.82 21.51 16.02 26.40 4.72 21.26 0.72 0.58 -0.68 0.29 0.72 -0.60

CORIN 4942 0.35 1.01 0.05 0.18 0.04 0.43 1.89 3.71 1.09 1.05 0.34 -1.55 1.94 -2.46 -0.93 -5.31 -3.46 -5.77 0.33

CORO1A 1943 18.64 34.04 54.19 20.14 54.76 53.42 0.00 7.80 12.59 13.64 39.20 5.29 8.51 1.13 2.00 2.67 1.24 2.69 0.45

CORO1B 1927 55.12 24.64 114.84 128.08 60.03 38.82 23.20 32.93 51.36 28.62 70.25 6.13 34.03 0.70 -0.47 1.75 1.91 0.82 -0.86

CORO1C 3828 14.34 23.71 36.97 27.46 46.90 28.54 29.21 39.22 64.52 44.81 29.65 4.89 44.44 -1.63 -0.91 -0.27 -0.69 0.08 -0.06

CORO2A 5657 4.27 14.50 14.64 6.94 5.89 5.22 4.13 7.09 0.60 3.24 8.57 3.10 3.77 0.18 1.94 1.96 0.88 0.65 -0.72

CORO2B 3623 0.45 1.27 0.17 0.70 1.24 1.10 1.40 0.88 2.23 0.70 0.82 -0.28 1.30 -1.53 -0.03 -2.90 -0.89 -0.07 0.41

CORO6 2397 0.97 0.69 0.51 0.95 8.02 0.55 0.66 0.51 1.34 0.27 1.95 0.96 0.69 0.48 0.00 -0.46 0.45 3.53 -1.82

CORO7 3854 2.30 8.99 5.81 8.20 3.92 4.27 3.46 3.65 4.38 3.09 5.58 2.48 3.64 -0.66 1.30 0.67 1.17 0.10 -0.39

CORO7-PAM16 3673 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CORT 1238 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

COTL1 1850 26.40 60.72 79.00 63.26 150.84 79.76 15.17 16.01 77.51 34.16 76.66 6.26 35.71 -0.44 0.77 1.15 0.82 2.08 0.06



COX10 3016 4.00 5.37 9.18 4.76 5.31 2.46 4.00 4.80 5.07 2.41 5.18 2.37 4.07 -0.02 0.40 1.17 0.23 0.38 -1.08

COX11 2427 11.87 7.14 14.83 7.43 11.76 15.69 5.85 3.99 14.02 14.05 11.45 3.52 9.48 0.33 -0.41 0.65 -0.35 0.31 0.45

COX15 7689 2.39 4.10 2.13 6.66 4.23 3.06 4.75 3.84 2.59 3.18 3.76 1.91 3.59 -0.59 0.19 -0.75 0.89 0.24 -0.30

COX16 1724 13.07 9.20 8.49 11.32 14.06 10.58 8.07 6.13 18.64 24.30 11.12 3.48 14.28 -0.13 -0.64 -0.75 -0.34 -0.02 -0.07

COX17 423 53.20 34.56 39.47 64.27 329.88 153.16 27.93 24.69 141.15 89.68 112.42 6.81 70.86 -0.41 -1.04 -0.84 -0.14 2.22 0.45

COX18 4523 1.30 3.72 1.13 1.53 2.36 1.76 1.09 1.01 1.52 1.47 1.97 0.98 1.27 0.03 1.54 -0.17 0.27 0.89 -0.16

COX19 4896 1.28 1.81 1.86 1.98 12.36 1.47 1.24 0.47 1.28 1.18 3.46 1.79 1.04 0.30 0.80 0.84 0.93 3.57 -1.24

COX4I1 839 313.03 162.68 114.43 157.75 685.89 397.53 160.33 151.69 370.79 335.62 305.22 8.25 254.61 0.30 -0.65 -1.15 -0.69 1.43 0.38

COX4I2 684 5.29 2.84 2.69 2.42 2.14 5.42 7.08 1.77 17.24 5.56 3.47 1.79 7.91 -0.58 -1.48 -1.55 -1.71 -1.88 0.64

COX4NB 1964 11.42 9.85 7.02 9.46 0.00 0.00 0.00 5.08 0.00 0.00 6.29 2.65 1.27 3.17 2.95 2.46 2.90 #NUM! #NUM!

COX5A 784 127.58 49.61 89.56 74.61 200.62 89.81 67.84 50.85 62.87 82.21 105.30 6.72 65.94 0.95 -0.41 0.44 0.18 1.61 -0.23

COX5B 523 594.54 164.52 251.97 217.00 632.01 335.33 251.92 207.25 288.77 309.79 365.90 8.52 264.43 1.17 -0.68 -0.07 -0.29 1.26 -0.13

COX6A1 548 971.90 390.47 661.74 389.57 818.62 368.05 366.18 428.25 324.52 320.82 600.06 9.23 359.94 1.43 0.12 0.88 0.11 1.19 -0.71

COX6A2 441 0.30 0.32 0.00 0.25 6.13 1.20 0.00 0.00 0.26 0.16 1.37 0.45 0.10 1.51 1.60 #NUM! 1.28 5.87 -0.19

COX6B1 590 518.17 194.98 222.88 426.45 1725.31 298.10 244.11 184.89 255.12 240.68 564.32 9.14 231.20 1.16 -0.25 -0.05 0.88 2.90 -0.92

COX6B2 1679 1.83 3.45 6.33 6.11 6.67 0.60 0.28 0.34 0.12 0.21 4.17 2.06 0.24 2.95 3.87 4.74 4.69 4.81 -2.79

COX6C 921 55.78 14.40 23.20 10.10 547.77 502.57 27.30 26.56 470.53 382.92 192.30 7.59 226.83 -2.02 -3.98 -3.29 -4.49 1.27 1.39

COX7A1 783 9.46 4.95 2.16 0.00 5.32 35.18 11.96 6.74 84.36 74.39 9.51 3.25 44.36 -2.23 -3.16 -4.36 #NUM! -3.06 1.89

COX7A2 761 113.43 53.97 56.02 57.86 466.04 210.57 51.41 41.93 205.93 190.30 159.65 7.32 122.39 -0.11 -1.18 -1.13 -1.08 1.93 0.40

COX7A2L 1145 156.99 77.55 88.71 131.73 106.76 99.56 103.94 24.21 105.48 94.67 110.22 6.78 82.07 0.94 -0.08 0.11 0.68 0.38 -0.15

COX7B 456 500.40 192.30 248.62 201.23 542.39 434.94 261.48 187.94 300.57 295.80 353.31 8.46 261.45 0.94 -0.44 -0.07 -0.38 1.05 0.30

COX7C 448 469.54 245.32 167.55 265.68 1635.95 1355.65 270.36 301.27 1227.67 1409.85 689.95 9.43 802.29 -0.77 -1.71 -2.26 -1.59 1.03 0.97

COX8A 521 711.11 251.88 371.28 316.07 530.99 367.37 281.51 302.31 290.46 260.79 424.78 8.73 283.77 1.33 -0.17 0.39 0.16 0.90 -0.21

COX8C 531 0.00 0.00 0.00 0.00 0.13 0.00 0.00 0.00 0.06 0.12 0.02 -5.48 0.05 #NUM! #NUM! #NUM! #NUM! 1.57 #NUM!

CP 4674 1.42 10.15 0.57 1.28 22.21 5.31 0.32 0.00 2.95 1.46 6.82 2.77 1.19 0.27 3.10 -1.06 0.11 4.23 -0.36

CPA1 1445 0.00 0.00 0.14 0.00 0.00 0.02 0.04 0.00 0.12 0.02 0.03 -5.24 0.05 #NUM! #NUM! 1.63 #NUM! #NUM! -0.59

CPA2 1342 0.00 0.07 0.00 0.03 0.10 0.02 0.02 0.04 0.04 0.07 0.04 -4.81 0.04 #NUM! 0.58 #NUM! -0.69 1.20 -0.90

CPA3 1699 34.59 19.14 17.55 11.92 0.06 70.43 8.81 22.62 34.71 54.05 25.61 4.68 30.05 0.20 -0.65 -0.78 -1.33 -8.92 1.46

CPA4 2817 1.08 1.91 1.50 11.04 35.04 1.50 3.97 13.16 0.21 3.51 8.68 3.12 5.21 -2.28 -1.45 -1.80 1.08 2.75 -2.53

CPA5 2078 0.21 0.00 0.18 0.10 0.23 0.16 0.07 0.01 0.00 0.00 0.15 -2.76 0.02 3.32 #NUM! 3.11 2.27 3.42 0.12

CPA6 1907 4.86 1.55 3.29 0.05 0.02 0.64 3.80 4.26 0.04 2.88 1.73 0.79 2.75 0.82 -0.83 0.26 -5.84 -7.32 -1.44

CPAMD8 5996 1.66 7.55 0.08 0.93 2.02 2.50 2.50 0.92 1.64 2.62 2.46 1.30 1.92 -0.21 1.97 -4.59 -1.04 0.07 0.03

CPB1 1473 0.00 0.02 0.05 0.00 0.02 0.00 0.00 0.00 5.18 0.05 0.01 -6.16 1.31 #NUM! -6.06 -4.83 #NUM! -6.17 #NUM!

CPB2 1766 0.00 0.02 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.01 -6.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.25

CPD 9060 3.36 10.80 7.21 5.00 3.72 8.46 4.26 6.37 7.19 8.91 6.43 2.68 6.68 -0.99 0.69 0.11 -0.42 -0.84 0.40

CPE 2460 5.50 9.10 6.32 3.83 10.09 77.33 20.16 12.23 119.59 82.41 18.70 4.22 58.60 -3.41 -2.69 -3.21 -3.93 -2.54 2.05

CPEB1 3202 0.44 0.70 0.20 1.56 1.43 0.00 1.01 1.26 2.63 2.30 0.72 -0.47 1.80 -2.04 -1.36 -3.19 -0.21 -0.33 #NUM!

CPEB2 6878 0.78 4.40 3.29 5.03 0.88 5.36 5.55 14.31 2.61 18.41 3.29 1.72 10.22 -3.71 -1.21 -1.64 -1.02 -3.54 0.70

CPEB3 5877 0.26 0.87 0.95 1.40 0.00 1.06 0.84 1.27 0.63 1.17 0.76 -0.40 0.98 -1.92 -0.17 -0.03 0.52 #NUM! 0.49

CPEB4 7769 2.03 3.60 4.03 4.76 0.90 4.82 3.41 6.00 4.85 6.83 3.36 1.75 5.27 -1.37 -0.55 -0.39 -0.15 -2.55 0.52

CPLX1 2200 1.22 2.15 1.20 0.96 0.98 1.64 2.22 2.07 2.53 1.38 1.36 0.44 2.05 -0.74 0.07 -0.77 -1.10 -1.07 0.27

CPLX2 4726 0.01 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.14 0.00 2.18 #NUM! 4.72 #NUM! #NUM! -0.55

CPLX3 2012 0.00 0.00 0.37 0.00 0.01 0.00 0.03 0.06 0.19 0.00 0.06 -3.99 0.07 #NUM! #NUM! 2.41 #NUM! -2.44 #NUM!

CPLX4 1980 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CPM 6683 1.02 3.11 2.13 1.86 19.25 2.65 2.10 2.73 1.64 1.68 5.00 2.32 2.04 -1.00 0.61 0.07 -0.13 3.24 -0.92

CPN1 1756 0.07 0.03 0.03 0.02 0.00 0.01 0.17 0.03 0.00 0.02 0.03 -5.12 0.05 0.42 -0.72 -0.97 -1.16 -3.89 -1.49

CPN2 3088 0.02 0.02 0.02 0.00 0.00 0.06 0.05 0.04 0.00 0.23 0.02 -5.69 0.08 -2.20 -2.20 -1.98 #NUM! #NUM! 1.66

CPNE1 2207 41.96 55.45 21.67 44.98 91.86 53.82 25.56 23.03 38.76 34.33 51.62 5.69 30.42 0.46 0.87 -0.49 0.56 1.59 0.06

CPNE2 2252 50.47 63.23 14.77 12.18 9.52 16.79 33.81 11.30 24.21 13.48 27.83 4.80 20.70 1.29 1.61 -0.49 -0.77 -1.12 -0.73

CPNE3 4883 14.02 13.24 24.39 19.38 8.50 17.65 16.09 19.77 15.63 22.44 16.20 4.02 18.48 -0.40 -0.48 0.40 0.07 -1.12 0.12

CPNE4 2587 0.00 0.06 0.00 0.00 0.00 0.07 0.04 0.01 1.28 0.65 0.02 -5.43 0.50 #NUM! -2.99 -6.93 #NUM! #NUM! 1.65

CPNE5 3339 2.73 3.12 3.40 2.05 1.19 1.90 1.74 1.72 2.03 1.14 2.40 1.26 1.66 0.72 0.91 1.04 0.31 -0.48 -0.33

CPNE6 2018 0.03 0.00 1.30 0.00 0.00 0.00 0.10 0.00 3.67 0.06 0.22 -2.17 0.96 -5.13 #NUM! 0.45 #NUM! #NUM! #NUM!

CPNE7 2674 2.02 1.93 2.13 0.36 8.31 0.44 0.40 0.82 0.12 0.37 2.53 1.34 0.43 2.24 2.17 2.32 -0.24 4.28 -2.53

CPNE8 3476 3.40 2.65 3.35 4.05 2.51 10.69 1.88 2.98 8.02 6.36 4.44 2.15 4.81 -0.50 -0.86 -0.52 -0.25 -0.94 1.27

CPNE9 2066 0.00 0.03 0.16 0.05 0.07 0.09 0.03 0.00 0.01 0.01 0.07 -3.90 0.01 #NUM! 1.08 3.63 1.99 2.56 0.48

CPO 1209 0.00 0.00 0.00 0.00 0.00 0.13 0.03 0.02 0.11 0.08 0.02 -5.56 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CPOX 2728 3.03 4.56 4.52 4.08 15.77 10.48 2.09 2.89 6.56 4.92 7.08 2.82 4.12 -0.44 0.15 0.14 -0.01 1.94 0.57

CPPED1 6156 2.32 2.71 2.03 2.96 3.78 7.24 3.60 3.71 4.75 3.02 3.51 1.81 3.77 -0.70 -0.48 -0.89 -0.35 0.00 1.05

CPS1 5773 0.09 0.21 0.96 0.11 0.01 0.42 0.30 0.29 0.58 0.36 0.30 -1.74 0.38 -2.03 -0.84 1.32 -1.83 -5.25 0.48

CPS1-IT1 2306 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CPSF1 4494 5.41 12.52 16.84 17.84 32.04 6.68 6.02 8.65 12.25 11.63 15.22 3.93 9.64 -0.83 0.38 0.81 0.89 1.73 -1.19

CPSF2 5072 4.66 7.39 8.88 7.35 3.80 7.57 4.33 6.66 4.78 6.61 6.61 2.72 5.60 -0.26 0.40 0.67 0.39 -0.56 0.19

CPSF3 2286 13.37 10.54 26.12 24.64 28.36 13.18 8.90 10.12 7.01 7.53 19.37 4.28 8.39 0.67 0.33 1.64 1.55 1.76 -0.56

CPSF3L 2147 15.19 20.81 27.15 33.99 26.18 25.55 20.83 16.09 36.21 20.38 24.81 4.63 23.38 -0.62 -0.17 0.22 0.54 0.16 0.04

CPSF4 1829 7.40 0.00 0.00 0.00 0.00 9.05 0.00 0.00 12.12 8.44 2.74 1.46 5.14 0.53 #NUM! #NUM! #NUM! #NUM! 1.72

CPSF4L 647 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CPSF6 6630 10.53 13.70 22.75 23.96 14.53 13.20 7.77 8.23 10.76 6.91 16.45 4.04 8.42 0.32 0.70 1.43 1.51 0.79 -0.32

CPSF7 3764 7.83 19.75 32.42 31.37 24.35 23.72 15.34 16.48 21.58 15.23 23.24 4.54 17.16 -1.13 0.20 0.92 0.87 0.51 0.03

CPT1A 5260 5.63 9.13 9.03 6.52 4.52 9.74 11.32 8.93 20.53 6.98 7.43 2.89 11.94 -1.08 -0.39 -0.40 -0.87 -1.40 0.39

CPT1B 2951 2.58 2.98 1.93 3.25 2.55 0.00 0.00 0.00 0.00 0.00 2.22 1.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CPT1C 2918 4.91 5.41 7.27 1.32 0.61 4.43 5.04 1.94 5.39 8.17 3.99 2.00 5.14 -0.06 0.07 0.50 -1.96 -3.08 0.15

CPT2 3110 4.59 5.23 6.71 8.00 7.93 4.47 3.89 4.40 4.63 2.75 6.16 2.62 3.92 0.23 0.42 0.78 1.03 1.02 -0.46

CPVL 1779 8.26 16.71 10.95 13.08 21.79 45.23 11.03 12.12 36.63 34.80 19.34 4.27 23.64 -1.52 -0.50 -1.11 -0.85 -0.12 1.23

CPXCR1 1630 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CPXM1 2409 20.27 54.90 16.36 10.47 3.23 68.89 20.11 11.75 53.28 53.84 29.02 4.86 34.74 -0.78 0.66 -1.09 -1.73 -3.43 1.25

CPXM2 3750 2.61 3.45 1.33 0.61 0.29 4.87 4.60 4.81 23.47 6.00 2.19 1.13 9.72 -1.90 -1.50 -2.87 -4.00 -5.04 1.15

CPZ 2555 9.00 24.60 7.79 7.03 25.36 19.29 10.61 7.71 46.18 32.91 15.51 3.96 24.35 -1.44 0.01 -1.64 -1.79 0.06 0.31

CR1 9979 0.08 2.09 0.59 0.51 0.20 1.55 0.25 0.50 0.90 1.17 0.84 -0.26 0.71 -3.22 1.57 -0.25 -0.47 -1.82 0.89

CR1L 1837 0.09 0.21 0.16 0.09 6.19 1.16 0.03 0.02 0.01 0.07 1.32 0.40 0.03 1.40 2.61 2.20 1.40 7.50 -0.18

CR2 4184 0.62 0.23 0.47 0.03 0.30 0.23 0.02 0.03 0.01 0.01 0.31 -1.68 0.01 5.41 3.97 5.01 1.18 4.38 -0.46

CRABP1 782 0.43 0.74 0.35 0.00 0.08 3.31 0.36 0.04 0.94 3.49 0.82 -0.29 1.21 -1.50 -0.70 -1.77 #NUM! -3.93 2.02

CRABP2 1088 348.29 300.91 98.63 150.83 75.25 178.79 1307.68 824.34 31.13 730.72 192.12 7.59 723.47 -1.05 -1.27 -2.87 -2.26 -3.27 -0.10

CRADD 1201 5.68 6.46 3.90 4.41 5.76 0.00 4.04 4.18 0.00 10.34 4.37 2.13 4.64 0.29 0.48 -0.25 -0.07 0.31 #NUM!

CRAMP1L 7702 0.73 3.36 1.91 3.78 1.32 1.13 2.89 1.82 1.63 2.14 2.04 1.03 2.12 -1.53 0.67 -0.15 0.83 -0.69 -0.85

CRAT 2865 14.43 15.43 41.31 2.64 14.41 19.73 17.40 7.50 20.82 19.07 17.99 4.17 16.20 -0.17 -0.07 1.35 -2.62 -0.17 0.13

CRB1 5024 0.01 0.03 0.00 0.00 0.01 0.00 0.01 0.01 0.01 0.00 0.01 -7.23 0.01 -0.24 2.08 #NUM! #NUM! -0.33 -2.04

CRB2 5641 0.01 0.38 0.03 0.05 0.00 0.00 0.05 0.01 0.01 0.01 0.08 -3.66 0.02 -1.22 4.19 0.59 1.11 #NUM! -4.31

CRB3 1118 14.75 5.80 12.92 18.19 129.16 2.54 9.71 15.96 0.00 13.46 30.56 4.93 9.78 0.59 -0.75 0.40 0.89 3.72 -3.59

CRBN 2596 7.35 10.42 7.03 5.80 2.86 15.15 9.63 8.51 12.24 14.37 8.10 3.02 11.19 -0.61 -0.10 -0.67 -0.95 -1.97 0.90

CRCP 2925 6.61 10.29 17.36 10.57 10.61 6.36 5.97 7.83 9.88 5.35 10.30 3.36 7.26 -0.13 0.50 1.26 0.54 0.55 -0.70

CRCT1 699 342.74 184.66 18.05 182.14 8.30 16.25 691.62 717.66 0.26 282.89 125.36 6.97 423.11 -0.30 -1.20 -4.55 -1.22 -5.67 -2.95

CREB1 9794 2.25 3.93 4.57 2.98 1.36 5.03 2.38 3.86 3.76 4.03 3.35 1.75 3.51 -0.64 0.16 0.38 -0.24 -1.37 0.59

CREB3 1868 14.86 0.00 0.00 0.00 46.83 24.43 0.00 0.00 0.00 25.03 14.35 3.84 6.26 1.25 #NUM! #NUM! #NUM! 2.90 0.77

CREB3L1 2702 3.96 33.06 7.01 5.41 1.16 4.68 17.47 8.87 20.12 6.16 9.21 3.20 13.15 -1.73 1.33 -0.91 -1.28 -3.51 -0.98

CREB3L2 7455 3.53 20.24 10.38 6.45 3.66 8.35 9.90 13.11 7.48 9.92 8.77 3.13 10.10 -1.51 1.00 0.04 -0.65 -1.46 -0.07

CREB3L3 2586 0.00 0.47 0.10 0.01 0.00 0.02 0.00 0.00 0.00 0.01 0.10 -3.34 0.00 #NUM! 7.79 5.52 2.63 #NUM! -2.45

CREB3L4 1747 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CREB5 8532 0.33 2.75 0.46 3.05 1.28 1.60 6.63 5.18 4.43 5.68 1.58 0.66 5.48 -4.06 -1.00 -3.59 -0.85 -2.10 0.02

CREBBP 10197 2.29 12.67 11.34 13.36 3.86 5.43 9.90 11.45 5.45 5.48 8.16 3.03 8.07 -1.82 0.65 0.49 0.73 -1.06 -0.59

CREBL2 3748 7.87 10.90 9.22 6.43 14.41 26.75 7.30 9.32 15.63 16.79 12.60 3.65 12.26 -0.64 -0.17 -0.41 -0.93 0.23 1.09

CREBZF 7575 1.84 4.81 2.17 5.15 7.28 8.67 2.10 2.94 7.17 11.02 4.99 2.32 5.81 -1.65 -0.27 -1.42 -0.17 0.33 0.80

CREG1 2048 66.07 60.32 44.81 107.92 62.60 96.55 47.19 50.17 47.65 66.99 73.04 6.19 53.00 0.32 0.19 -0.24 1.03 0.24 0.40

CREG2 3488 0.04 2.93 0.00 0.02 6.83 0.73 6.40 7.75 0.01 2.01 1.76 0.81 4.04 -6.75 -0.47 #NUM! -7.74 0.76 -1.26

CRELD1 2712 7.86 11.88 5.59 10.58 8.02 14.15 10.70 11.39 25.14 14.08 9.68 3.28 15.32 -0.96 -0.37 -1.45 -0.53 -0.93 0.55

CRELD2 1575 18.40 14.34 12.34 21.83 20.00 19.46 9.13 10.39 23.99 11.63 17.73 4.15 13.78 0.42 0.06 -0.16 0.66 0.54 0.13

CREM 2687 5.59 85.05 20.15 10.05 17.48 122.83 5.87 113.99 33.00 49.11 43.53 5.44 50.49 -3.17 0.75 -1.33 -2.33 -1.53 1.50

CRH 1434 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CRHBP 1854 0.20 0.21 0.19 0.08 0.04 4.22 0.31 0.80 4.17 2.88 0.82 -0.28 2.04 -3.39 -3.27 -3.40 -4.76 -5.60 2.36

CRHR1 2697 0.00 0.45 0.00 0.00 0.00 0.70 0.00 0.00 0.64 0.00 0.19 -2.38 0.16 #NUM! 1.50 #NUM! #NUM! #NUM! 1.87

CRHR2 3131 0.65 0.01 0.04 0.00 0.00 0.61 0.16 0.03 0.13 0.44 0.22 -2.19 0.19 1.79 -4.37 -2.19 #NUM! #NUM! 1.48

CRIM1 5628 2.48 13.54 11.52 4.22 8.06 26.58 9.44 9.73 20.48 22.26 11.07 3.47 15.48 -2.64 -0.19 -0.43 -1.88 -0.94 1.26

CRIP1 480 202.04 0.00 156.67 117.30 914.04 255.48 158.04 101.66 845.24 84.64 274.25 8.10 297.40 -0.56 #NUM! -0.92 -1.34 1.62 -0.10

CRIP2 1236 44.06 0.00 21.58 20.27 344.15 131.08 95.97 63.09 644.68 90.11 93.52 6.55 223.46 -2.34 #NUM! -3.37 -3.46 0.62 0.49

CRIP3 956 0.13 0.30 0.27 0.12 0.03 0.31 0.14 0.33 0.31 0.21 0.19 -2.38 0.25 -0.94 0.26 0.11 -1.02 -3.04 0.69

CRIPAK 4467 0.15 1.36 1.02 0.85 0.08 0.51 1.33 0.71 0.18 0.50 0.66 -0.59 0.68 -2.17 1.01 0.59 0.33 -3.16 -0.37

CRIPT 1918 4.90 3.15 4.42 7.35 22.60 10.81 4.14 4.40 5.00 7.89 8.87 3.15 5.36 -0.13 -0.77 -0.28 0.46 2.08 0.29

CRISP1 1903 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CRISP2 1428 0.44 0.09 0.00 0.13 0.00 0.17 1.17 0.86 0.09 0.68 0.14 -2.84 0.70 -0.65 -3.01 #NUM! -2.37 #NUM! 0.28

CRISP3 2231 18.24 8.36 0.11 0.78 0.01 1.23 283.88 117.71 0.16 83.32 4.79 2.26 121.27 -2.73 -3.86 -10.05 -7.28 -13.38 -1.96

CRISPLD1 4334 0.51 0.41 0.31 0.08 0.04 1.45 0.44 0.29 1.60 1.25 0.47 -1.09 0.89 -0.81 -1.12 -1.51 -3.44 -4.32 1.63

CRISPLD2 4607 4.35 46.59 6.42 10.65 2.77 39.29 26.73 41.14 52.92 81.61 18.35 4.20 50.60 -3.54 -0.12 -2.98 -2.25 -4.19 1.10

CRK 2415 10.38 14.04 21.88 17.66 11.44 16.40 15.26 15.45 18.98 20.42 15.30 3.94 17.53 -0.76 -0.32 0.32 0.01 -0.62 0.10

CRKL 5336 8.33 8.17 25.92 14.16 8.45 9.05 8.29 9.22 10.58 12.70 12.35 3.63 10.20 -0.29 -0.32 1.35 0.47 -0.27 -0.45

CRLF1 1824 0.48 0.52 0.25 1.05 2.47 1.50 1.29 0.68 4.89 0.41 1.05 0.06 1.82 -1.94 -1.80 -2.85 -0.79 0.44 0.52

CRLF2 1579 0.00 0.19 0.15 0.00 0.00 0.07 0.14 0.11 0.20 0.17 0.07 -3.88 0.15 #NUM! 0.26 -0.01 #NUM! #NUM! -0.01

CRLF3 2954 4.64 9.77 11.20 8.12 5.52 8.81 5.28 4.95 4.66 6.11 8.01 3.00 5.25 -0.18 0.90 1.09 0.63 0.07 0.14

CRLS1 3968 27.10 5.31 4.22 7.79 38.86 8.31 3.16 2.50 22.34 6.29 15.26 3.93 8.57 1.66 -0.69 -1.02 -0.14 2.18 -0.88

CRMP1 3155 3.97 2.53 3.55 1.66 3.82 5.80 8.00 1.82 30.15 5.41 3.55 1.83 11.34 -1.51 -2.16 -1.67 -2.78 -1.57 0.71

CRNDE 1048 14.88 8.03 2.33 7.01 2.12 17.88 5.29 5.63 2.03 11.40 8.71 3.12 6.09 1.29 0.40 -1.39 0.20 -1.52 1.04

CRNKL1 4406 3.45 5.84 7.59 7.53 2.56 6.72 4.20 5.29 4.28 5.67 5.61 2.49 4.86 -0.49 0.26 0.64 0.63 -0.93 0.26

CRNN 1913 646.81 222.36 21.24 1.66 0.17 38.66 2510.78 1794.68 0.86 712.13 155.15 7.28 1254.61 -0.96 -2.50 -5.88 -9.56 -12.81 -2.00

CROCC 6656 2.37 3.16 2.77 3.72 3.08 5.33 3.18 1.95 4.68 4.05 3.40 1.77 3.47 -0.55 -0.13 -0.32 0.10 -0.17 0.65

CROCCP2 1765 3.02 13.78 3.50 4.18 0.71 11.35 2.13 0.00 0.00 4.54 6.09 2.61 1.67 0.86 3.05 1.07 1.33 -1.22 0.90

CROCCP3 5368 0.16 1.32 0.38 0.00 0.00 0.00 0.54 0.00 0.00 0.33 0.31 -1.69 0.22 -0.40 2.61 0.83 #NUM! #NUM! #NUM!

CROT 3342 3.97 5.39 3.70 3.68 5.25 9.43 8.24 8.78 3.13 8.50 5.24 2.39 7.16 -0.85 -0.41 -0.95 -0.96 -0.45 0.85

CRP 2024 0.09 0.00 0.00 0.00 0.01 0.26 0.01 0.00 0.04 0.01 0.06 -4.02 0.02 2.63 #NUM! #NUM! #NUM! -0.27 2.09

CRSP8P 1362 0.02 0.01 0.02 0.02 0.07 0.02 0.00 0.00 0.02 0.05 0.03 -5.28 0.02 0.15 -0.84 0.12 -0.11 1.78 -0.48

CRTAC1 2730 0.23 0.30 0.04 0.00 0.00 1.88 1.25 0.84 0.98 2.39 0.41 -1.29 1.36 -2.56 -2.18 -5.08 #NUM! #NUM! 2.20

CRTAM 2422 0.24 1.17 1.89 0.36 0.35 1.71 0.21 0.46 0.17 0.64 0.96 -0.07 0.37 -0.60 1.66 2.36 -0.02 -0.07 0.84

CRTAP 6668 17.33 59.96 18.09 25.38 22.77 73.41 34.69 91.41 180.83 77.18 36.16 5.18 96.03 -2.47 -0.68 -2.41 -1.92 -2.08 1.02

CRTC1 7009 0.89 3.16 7.13 1.14 3.41 2.80 1.87 1.58 1.77 1.03 3.09 1.63 1.56 -0.82 1.01 2.19 -0.46 1.13 -0.14

CRTC2 2696 9.42 23.32 22.27 0.00 26.56 16.55 10.89 14.10 14.95 0.00 16.35 4.03 9.98 -0.08 1.22 1.16 #NUM! 1.41 0.02

CRTC3 5171 3.82 11.08 7.89 5.60 13.54 7.40 7.37 8.72 14.28 10.27 8.22 3.04 10.16 -1.41 0.13 -0.37 -0.86 0.41 -0.15

CRX 4482 0.18 0.29 0.15 0.21 0.05 0.11 0.19 0.12 0.02 0.03 0.17 -2.59 0.09 1.01 1.66 0.72 1.22 -0.73 -0.54

CRY1 3273 2.40 4.74 5.36 4.62 10.12 13.88 4.67 6.24 5.09 19.34 6.85 2.78 8.83 -1.88 -0.90 -0.72 -0.94 0.20 1.02

CRY2 4204 2.77 6.80 5.79 6.28 1.95 8.44 7.84 7.77 18.05 13.98 5.34 2.42 11.91 -2.10 -0.81 -1.04 -0.92 -2.61 0.66

CRYAA 1114 0.08 0.03 0.06 0.00 0.00 0.00 0.00 0.00 0.02 0.02 0.03 -5.13 0.01 2.82 1.26 2.48 #NUM! #NUM! #NUM!

CRYAB 691 124.59 178.36 56.80 16.92 17.17 228.70 478.70 637.32 826.06 603.64 103.76 6.70 636.43 -2.35 -1.84 -3.49 -5.23 -5.21 1.14

CRYBA1 806 0.00 0.04 0.00 0.05 0.00 0.00 0.22 0.00 0.00 0.00 0.02 -5.99 0.05 #NUM! -0.36 #NUM! -0.06 #NUM! #NUM!

CRYBA2 903 0.10 0.10 0.00 1.75 0.42 0.09 0.00 0.00 0.00 0.00 0.41 -1.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.23

CRYBA4 828 0.00 0.04 0.00 0.00 0.07 0.07 0.00 0.00 0.00 0.00 0.03 -5.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.18

CRYBB1 921 0.10 0.55 0.56 0.30 0.60 1.21 0.29 0.07 1.31 0.72 0.55 -0.85 0.59 -2.55 -0.11 -0.08 -0.99 0.01 1.13

CRYBB2 781 5.05 0.17 0.48 0.81 0.67 0.38 2.06 0.00 2.99 0.00 1.26 0.33 1.26 2.00 -2.91 -1.40 -0.65 -0.91 -1.72

CRYBB2P1 1516 34.61 4.98 6.43 9.67 3.47 6.43 18.16 7.22 17.85 2.26 10.93 3.45 11.37 1.61 -1.19 -0.82 -0.23 -1.71 -0.77

CRYBB3 853 0.00 0.00 0.44 0.00 0.14 0.10 0.24 0.23 0.03 0.12 0.11 -3.14 0.16 #NUM! #NUM! 1.51 #NUM! -0.16 -0.21

CRYBG3 10767 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CRYGD 724 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CRYGN 746 0.49 1.47 0.00 0.00 0.13 1.11 0.05 0.00 1.31 0.34 0.53 -0.90 0.42 0.22 1.80 #NUM! #NUM! -1.71 1.06

CRYGS 843 3.44 2.07 0.67 1.32 0.18 0.86 7.04 2.77 0.27 2.67 1.42 0.51 3.19 0.11 -0.62 -2.26 -1.27 -4.17 -0.72

CRYL1 1516 11.79 16.02 4.62 10.62 2.70 16.86 20.77 13.53 26.39 20.73 10.43 3.38 20.36 -0.79 -0.35 -2.14 -0.94 -2.92 0.69

CRYM 1506 0.32 0.96 0.20 0.12 0.00 2.08 1.07 1.18 0.46 1.31 0.61 -0.71 1.00 -1.65 -0.07 -2.36 -3.09 #NUM! 1.77

CRYZ 2317 8.98 11.53 8.97 3.27 5.89 17.54 8.79 6.98 18.66 15.35 9.36 3.23 12.45 -0.47 -0.11 -0.47 -1.93 -1.08 0.91

CRYZL1 1726 6.76 0.00 4.18 9.03 5.33 11.77 5.54 3.47 9.52 10.17 6.18 2.63 7.18 -0.09 #NUM! -0.78 0.33 -0.43 0.93

CS 2997 38.57 37.74 66.23 42.24 62.57 37.21 51.75 45.85 59.39 38.17 47.43 5.57 48.79 -0.34 -0.37 0.44 -0.21 0.36 -0.35

CSAD 2709 1.33 8.46 4.76 8.21 0.00 5.48 5.83 5.29 1.55 4.45 4.71 2.23 4.28 -1.68 0.98 0.15 0.94 #NUM! 0.22

CSAG1 885 0.04 0.00 0.24 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.05 -4.42 0.02 0.91 #NUM! 3.35 #NUM! #NUM! #NUM!

CSDA 1976 129.93 123.24 202.95 244.00 179.53 179.73 152.76 366.72 139.99 195.67 176.56 7.46 213.79 -0.72 -0.79 -0.08 0.19 -0.25 0.03

CSDAP1 1758 0.08 0.06 0.09 0.26 0.25 0.40 0.14 0.13 0.40 0.41 0.19 -2.40 0.27 -1.79 -2.07 -1.63 -0.07 -0.13 1.06

CSDC2 2545 1.71 5.88 1.00 0.17 0.11 7.65 7.82 3.48 33.41 17.92 2.75 1.46 15.66 -3.19 -1.41 -3.97 -6.50 -7.17 1.47

CSDE1 4216 71.18 73.91 87.62 78.61 45.06 155.11 89.09 93.65 103.21 139.69 85.25 6.41 106.41 -0.58 -0.53 -0.28 -0.44 -1.24 0.86

CSE1L 3579 19.68 19.81 36.64 42.50 16.34 27.15 15.80 21.99 8.46 17.55 27.02 4.76 15.95 0.30 0.31 1.20 1.41 0.04 0.01

CSF1 2973 2.87 14.94 12.90 12.67 29.95 21.14 8.16 10.19 32.62 15.63 15.74 3.98 16.65 -2.54 -0.16 -0.37 -0.39 0.85 0.43

CSF1R 4006 8.18 26.36 15.70 18.01 42.77 15.95 16.27 11.93 15.11 0.00 21.16 4.40 10.83 -0.40 1.28 0.54 0.73 1.98 -0.41

CSF2 781 0.67 0.60 1.33 1.53 128.61 0.73 0.00 0.00 0.29 0.44 22.24 4.48 0.18 1.87 1.70 2.86 3.06 9.46 -4.94

CSF2RA 1983 0.22 1.05 0.47 0.27 0.39 0.51 0.13 0.21 0.18 0.20 0.49 -1.04 0.18 0.30 2.54 1.39 0.60 1.13 0.07

CSF2RB 4848 2.21 8.61 5.66 3.14 2.59 5.52 3.54 3.17 6.90 5.40 4.62 2.21 4.75 -1.11 0.86 0.25 -0.60 -0.87 0.26

CSF3 1769 1.00 5.58 26.22 6.38 46.48 65.25 1.33 31.18 58.34 47.65 25.15 4.65 34.62 -5.11 -2.63 -0.40 -2.44 0.42 1.38

CSF3R 3500 4.35 2.26 7.73 10.12 9.11 4.57 5.35 3.06 7.21 1.52 6.36 2.67 4.29 0.02 -0.92 0.85 1.24 1.09 -0.48

CSGALNACT1 4299 3.01 6.44 4.30 1.53 8.16 11.83 4.72 3.62 10.87 6.97 5.88 2.56 6.55 -1.12 -0.02 -0.61 -2.10 0.32 1.01

CSGALNACT2 3745 2.26 9.78 6.27 5.38 4.09 14.56 4.39 4.65 8.37 9.71 7.06 2.82 6.78 -1.58 0.53 -0.11 -0.33 -0.73 1.04

CSHL1 837 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -11.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CSK 2755 14.82 23.03 32.60 31.42 49.50 19.81 24.63 10.74 15.40 12.12 28.53 4.83 15.72 -0.09 0.55 1.05 1.00 1.65 -0.53

CSMD1 14340 0.01 0.03 0.01 0.01 0.00 0.04 0.00 0.01 0.16 0.16 0.02 -5.94 0.09 -2.70 -1.71 -3.28 -3.54 -5.48 1.31

CSMD2 13108 0.08 0.90 0.43 0.47 0.02 0.05 0.02 0.05 0.03 0.02 0.32 -1.62 0.03 1.48 4.99 3.90 4.03 -0.53 -2.63

CSMD3 13150 0.00 0.17 0.03 0.03 0.01 0.36 0.66 0.21 0.18 1.11 0.10 -3.30 0.54 -8.09 -1.64 -4.16 -4.41 -5.29 1.84

CSN2 1078 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CSN3 834 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CSNK1A1 3149 33.50 34.79 59.37 133.38 31.67 56.72 47.97 85.46 43.77 81.10 58.24 5.86 64.57 -0.95 -0.89 -0.12 1.05 -1.03 -0.04

CSNK1A1L 2405 0.00 0.00 0.00 0.01 0.04 0.03 0.05 0.03 0.05 0.07 0.01 -6.24 0.05 #NUM! #NUM! #NUM! -3.36 -0.32 1.30

CSNK1A1P1 1718 0.00 0.02 0.02 0.09 0.02 0.04 0.02 0.08 0.09 0.05 0.03 -5.06 0.06 #NUM! -1.90 -1.68 0.46 -2.01 0.53

CSNK1D 3778 9.38 28.24 22.00 19.43 26.72 18.95 19.99 17.05 32.28 25.21 20.79 4.38 23.63 -1.33 0.26 -0.10 -0.28 0.18 -0.13

CSNK1E 2820 16.69 39.98 42.78 74.14 88.67 26.75 28.23 46.63 34.74 28.96 48.17 5.59 34.64 -1.05 0.21 0.30 1.10 1.36 -0.85

CSNK1G1 8163 2.38 2.90 5.72 5.25 2.36 1.59 2.71 2.65 1.31 1.76 3.37 1.75 2.11 0.18 0.46 1.44 1.32 0.16 -1.08

CSNK1G2 2921 13.90 16.42 27.99 18.36 16.18 10.49 13.59 18.82 15.14 16.61 17.22 4.11 16.04 -0.21 0.03 0.80 0.19 0.01 -0.72

CSNK1G3 4462 2.82 5.56 14.58 5.44 2.38 7.30 4.37 5.35 3.71 5.60 6.35 2.67 4.76 -0.75 0.22 1.62 0.19 -1.00 0.20

CSNK2A1 2849 14.80 18.77 25.68 20.29 16.30 13.63 17.40 18.19 11.87 13.76 18.24 4.19 15.30 -0.05 0.29 0.75 0.41 0.09 -0.42

CSNK2A1P 1584 0.19 0.17 0.20 0.04 0.10 0.12 0.05 0.03 0.14 0.14 0.14 -2.87 0.09 1.02 0.91 1.14 -1.12 0.08 -0.20

CSNK2A2 1674 6.42 10.03 8.04 15.43 13.58 11.95 11.78 10.73 15.51 11.47 10.91 3.45 12.37 -0.95 -0.30 -0.62 0.32 0.13 0.13

CSNK2B 1128 155.21 147.79 147.78 170.58 241.90 115.33 84.74 115.67 106.37 90.49 163.10 7.35 99.32 0.64 0.57 0.57 0.78 1.28 -0.50

CSPG4 8305 0.74 4.44 1.12 1.65 2.80 2.00 4.61 1.65 30.15 2.62 2.12 1.09 9.76 -3.71 -1.14 -3.12 -2.57 -1.80 -0.09

CSPG4P1Y 795 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CSPG5 2334 0.25 0.48 1.06 0.72 3.05 0.59 0.16 0.14 0.22 0.21 1.02 0.03 0.18 0.47 1.39 2.54 1.97 4.06 -0.80

CSPP1 4735 3.81 6.64 5.20 3.76 0.54 2.33 4.98 4.39 1.91 1.87 3.71 1.89 3.29 0.22 1.01 0.66 0.20 -2.62 -0.67

CSRNP1 3188 1.62 14.09 31.04 22.73 31.12 48.82 12.71 44.48 71.55 65.68 24.91 4.64 48.61 -4.90 -1.79 -0.65 -1.10 -0.64 0.97

CSRNP2 4469 3.09 5.41 8.25 6.70 3.99 6.25 4.21 4.33 10.60 5.88 5.61 2.49 6.26 -1.02 -0.21 0.40 0.10 -0.65 0.15

CSRNP3 11788 0.25 0.80 0.42 0.17 0.01 0.67 0.59 0.68 0.81 0.55 0.39 -1.37 0.66 -1.37 0.29 -0.63 -1.93 -6.76 0.79

CSRP1 1996 84.11 218.86 67.07 36.54 137.21 251.07 233.17 115.82 1932.45 247.87 132.48 7.05 632.33 -2.91 -1.53 -3.24 -4.11 -2.20 0.92

CSRP2 901 83.80 15.85 111.30 9.98 168.97 88.85 35.80 26.72 39.43 160.22 79.79 6.32 65.54 0.35 -2.05 0.76 -2.72 1.37 0.16

CSRP2BP 3714 0.00 3.11 0.00 2.31 1.17 0.82 0.00 0.00 3.32 0.61 1.23 0.30 0.98 #NUM! 1.66 #NUM! 1.23 0.25 -0.60



CSRP3 1341 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CST1 782 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CST11 553 0.00 0.10 0.00 0.00 0.00 0.18 0.20 0.00 0.00 0.11 0.05 -4.42 0.08 #NUM! 0.38 #NUM! #NUM! #NUM! 1.93

CST2 694 1.39 0.00 0.41 2.06 0.34 0.00 0.21 0.56 0.81 1.45 0.70 -0.52 0.76 0.88 #NUM! -0.88 1.44 -1.14 #NUM!

CST3 818 485.66 936.60 306.18 510.09 725.31 665.05 583.70 319.52 1254.56 480.05 604.82 9.24 659.46 -0.44 0.51 -1.11 -0.37 0.14 0.14

CST4 736 0.00 0.00 0.85 0.00 0.00 0.00 0.00 0.00 0.00 0.33 0.14 -2.81 0.08 #NUM! #NUM! 3.37 #NUM! #NUM! #NUM!

CST5 790 0.00 0.00 0.00 0.00 0.00 0.25 0.00 0.16 0.00 0.27 0.04 -4.60 0.11 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CST6 618 18.28 66.34 7.93 105.84 149.04 13.80 54.99 63.30 0.42 20.54 60.20 5.91 34.81 -0.93 0.93 -2.13 1.60 2.10 -2.13

CST7 940 14.24 30.02 29.54 12.25 17.89 28.43 10.18 17.24 14.63 10.55 22.06 4.46 13.15 0.11 1.19 1.17 -0.10 0.44 0.37

CST8 895 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CSTA 838 2495.84 623.20 1105.70 606.54 2430.30 564.57 2846.67 2285.36 14.55 3084.04 1304.36 10.35 2057.65 0.28 -1.72 -0.90 -1.76 0.24 -1.21

CSTB 674 2402.93 788.30 1552.83 2257.44 733.61 847.59 3911.94 3397.40 115.77 2880.37 1430.45 10.48 2576.37 -0.10 -1.71 -0.73 -0.19 -1.81 -0.76

CSTF1 2323 12.72 13.27 8.22 8.61 5.67 6.04 6.07 4.41 4.68 4.96 9.09 3.18 5.03 1.34 1.40 0.71 0.78 0.17 -0.59

CSTF2 2027 7.62 5.86 11.91 9.10 11.16 7.98 8.72 5.16 4.41 7.52 8.94 3.16 6.45 0.24 -0.14 0.88 0.50 0.79 -0.16

CSTF2T 4127 4.57 5.92 10.38 6.08 7.62 6.07 3.90 3.58 6.12 5.71 6.77 2.76 4.83 -0.08 0.29 1.10 0.33 0.66 -0.16

CSTF3 2846 11.97 4.94 16.47 6.31 10.37 18.89 6.41 4.33 7.89 15.30 11.49 3.52 8.48 0.50 -0.78 0.96 -0.43 0.29 0.72

CSTL1 736 0.00 0.05 0.00 1.61 0.00 0.00 0.00 0.14 0.00 0.00 0.28 -1.86 0.04 #NUM! 0.41 #NUM! 5.52 #NUM! #NUM!

CSTT 1223 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CT45A5 1338 0.01 0.00 0.02 0.00 0.00 0.03 0.00 0.02 0.00 0.00 0.01 -6.81 0.01 0.72 #NUM! 1.65 #NUM! #NUM! 1.62

CT62 1842 0.08 0.06 0.00 0.00 0.00 0.01 0.31 0.00 0.00 0.02 0.02 -5.33 0.08 -0.17 -0.49 #NUM! #NUM! #NUM! -0.91

CTAG2 1002 0.03 0.06 0.00 0.00 0.71 0.85 0.00 0.01 2.09 0.12 0.28 -1.86 0.56 -4.17 -3.15 #NUM! #NUM! 0.36 1.62

CTAGE1 4315 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CTAGE10P 2972 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.01 -6.13 0.00 #NUM! 4.15 0.08 #NUM! #NUM! -3.93

CTAGE11P 2664 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -7.80 0.00 #NUM! #NUM! 2.03 1.99 #NUM! -2.14

CTAGE15P 2355 0.53 1.83 7.10 2.22 1.03 1.64 1.41 1.47 0.22 1.46 2.39 1.26 1.14 -1.10 0.68 2.64 0.96 -0.15 -0.54

CTAGE4 2626 1.39 0.00 0.00 5.04 0.00 2.27 3.89 2.11 0.37 1.87 1.45 0.54 2.06 -0.56 #NUM! #NUM! 1.29 #NUM! 0.64

CTAGE5 3680 6.59 12.87 21.91 25.75 5.22 9.35 8.55 15.98 4.81 7.67 13.61 3.77 9.25 -0.49 0.48 1.24 1.48 -0.83 -0.54

CTAGE6P 2675 0.59 1.96 9.09 2.69 0.99 1.35 1.58 1.66 0.22 1.24 2.78 1.48 1.18 -1.00 0.74 2.95 1.19 -0.24 -1.04

CTAGE9 2577 0.08 0.11 0.62 0.08 0.18 0.08 0.10 0.03 0.02 0.09 0.19 -2.37 0.06 0.47 1.02 3.46 0.58 1.66 -1.31

CTBP1 2483 18.35 43.47 33.32 26.64 44.50 36.61 29.88 26.89 55.14 32.36 33.82 5.08 36.07 -0.98 0.27 -0.11 -0.44 0.30 0.11

CTBP2 4752 10.18 17.91 9.65 17.00 23.17 23.16 10.50 11.72 20.19 25.88 16.84 4.07 17.07 -0.75 0.07 -0.82 -0.01 0.44 0.46

CTBS 3152 7.03 6.18 0.00 9.55 0.00 12.93 4.90 5.57 8.05 10.53 5.95 2.57 7.26 -0.05 -0.23 #NUM! 0.39 #NUM! 1.12

CTC1 7089 1.30 2.67 2.17 2.10 1.44 1.78 1.92 1.40 1.97 1.84 1.91 0.93 1.78 -0.45 0.58 0.28 0.24 -0.31 -0.10

CTCF 3946 9.97 15.87 15.57 17.86 11.48 13.64 12.16 12.97 11.25 8.66 14.07 3.81 11.26 -0.18 0.50 0.47 0.67 0.03 -0.04

CTCFL 3493 0.00 0.00 0.00 13.09 0.00 6.37 0.00 0.01 0.00 0.12 3.24 1.70 0.03 #NUM! #NUM! #NUM! 8.71 #NUM! 0.97

CTDNEP1 1780 42.18 66.89 79.44 79.81 89.84 59.38 48.41 52.01 86.16 48.74 69.59 6.12 58.83 -0.48 0.19 0.43 0.44 0.61 -0.23

CTDP1 3765 4.14 7.42 7.04 9.50 9.58 4.65 4.27 4.47 5.39 5.24 7.05 2.82 4.84 -0.23 0.62 0.54 0.97 0.98 -0.60

CTDSP1 2655 29.78 42.32 23.08 21.11 25.94 30.35 40.78 25.25 57.47 32.56 28.76 4.85 39.02 -0.39 0.12 -0.76 -0.89 -0.59 0.08

CTDSP2 5038 18.22 38.56 32.36 27.84 25.38 29.07 32.58 27.58 38.49 46.68 28.57 4.84 36.33 -1.00 0.09 -0.17 -0.38 -0.52 0.02

CTDSPL 4455 5.99 13.18 11.00 11.41 5.76 6.59 11.61 6.73 17.63 8.37 8.99 3.17 11.08 -0.89 0.25 -0.01 0.04 -0.94 -0.45

CTDSPL2 4875 5.41 5.93 12.28 11.08 2.14 7.21 2.94 4.18 3.59 5.55 7.34 2.88 4.06 0.41 0.55 1.60 1.45 -0.92 -0.03

CTF1 1681 3.36 6.18 2.22 1.74 4.24 2.50 5.88 4.25 11.10 4.70 3.37 1.75 6.48 -0.95 -0.07 -1.54 -1.90 -0.61 -0.43

CTGF 2358 11.45 128.32 121.65 72.62 57.30 496.81 34.60 32.82 497.31 483.96 148.03 7.21 262.17 -4.52 -1.03 -1.11 -1.85 -2.19 1.75

CTH 2140 0.23 1.60 0.45 0.43 0.75 1.05 0.40 0.53 0.52 0.90 0.75 -0.42 0.59 -1.34 1.45 -0.39 -0.44 0.35 0.48

CTHRC1 1236 13.88 30.04 12.32 5.47 47.51 74.65 2.06 1.60 28.73 14.39 30.65 4.94 11.70 0.25 1.36 0.07 -1.10 2.02 1.28

CTIF 5828 2.20 4.79 1.48 2.24 1.88 1.30 4.61 2.74 3.62 3.58 2.32 1.21 3.64 -0.73 0.40 -1.30 -0.70 -0.95 -0.84

CTLA4 1988 1.20 2.50 3.85 2.74 1.75 7.74 0.38 1.34 0.05 1.30 3.30 1.72 0.77 0.65 1.71 2.33 1.84 1.19 1.23

CTNNA1 3778 54.95 74.04 46.44 81.90 71.53 77.42 61.25 78.70 86.69 82.75 67.71 6.08 77.35 -0.49 -0.06 -0.74 0.08 -0.11 0.19

CTNNA2 4005 0.03 0.00 0.00 0.00 0.00 0.05 0.04 0.03 0.36 0.08 0.01 -6.29 0.13 -2.27 #NUM! #NUM! #NUM! -5.67 1.92

CTNNA3 3248 0.00 0.03 0.00 0.02 0.04 0.10 0.06 0.00 0.12 0.12 0.03 -4.94 0.07 #NUM! -1.17 #NUM! -1.84 -0.94 1.65

CTNNAL1 2445 4.08 8.38 2.30 2.77 12.27 15.27 5.93 9.14 14.48 19.47 7.51 2.91 12.25 -1.59 -0.55 -2.41 -2.14 0.00 1.02

CTNNB1 3720 21.26 118.90 53.88 77.75 25.69 75.77 47.62 75.12 102.99 110.27 62.21 5.96 84.00 -1.98 0.50 -0.64 -0.11 -1.71 0.28

CTNNBIP1 2995 15.27 0.00 0.00 20.71 13.20 14.71 21.39 0.00 0.00 18.30 10.65 3.41 9.92 0.62 #NUM! #NUM! 1.06 0.41 0.47

CTNNBL1 1897 17.09 14.31 15.72 15.67 30.68 21.53 13.00 9.49 21.92 16.83 19.17 4.26 15.31 0.16 -0.10 0.04 0.03 1.00 0.17

CTNND1 6363 46.03 83.78 116.79 139.88 46.66 45.89 77.76 104.88 32.15 57.37 79.84 6.32 68.04 -0.56 0.30 0.78 1.04 -0.54 -0.80

CTNND2 5440 0.02 0.04 0.02 0.00 0.01 0.04 0.20 0.06 0.20 0.07 0.02 -5.47 0.13 -2.46 -1.62 -2.56 #NUM! -4.38 0.87

CTNS 4431 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CTPS 3217 3.52 5.41 10.31 11.11 13.78 7.78 4.29 3.99 17.80 8.55 8.65 3.11 8.66 -1.30 -0.68 0.25 0.36 0.67 -0.15

CTPS2 4334 2.12 4.50 3.00 3.06 4.81 6.38 2.64 2.82 4.42 4.34 3.98 1.99 3.56 -0.75 0.34 -0.24 -0.22 0.44 0.68

CTR9 4324 5.51 8.82 14.84 6.64 5.26 15.33 9.26 11.88 6.71 14.91 9.40 3.23 10.69 -0.96 -0.28 0.47 -0.69 -1.02 0.71

CTRB1 873 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CTRB2 936 0.00 0.00 0.17 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.03 -4.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CTRC 917 0.10 0.00 0.04 0.18 0.10 0.15 0.00 0.00 0.00 0.00 0.10 -3.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.68

CTRL 1197 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CTSA 2300 43.41 76.45 61.96 94.16 66.10 56.38 34.71 28.90 60.58 33.46 66.41 6.05 39.41 0.14 0.96 0.65 1.26 0.75 -0.24

CTSB 3945 559.40 348.57 330.66 251.29 758.72 239.27 366.60 374.70 218.89 354.78 414.65 8.70 328.74 0.77 0.08 0.01 -0.39 1.21 -0.79

CTSC 6143 102.90 71.67 91.25 182.75 295.07 108.88 25.66 39.59 67.99 55.56 142.09 7.15 47.20 1.12 0.60 0.95 1.95 2.64 -0.38

CTSD 2141 132.67 289.95 298.63 184.63 513.35 286.91 222.08 196.58 199.90 215.81 284.36 8.15 208.59 -0.65 0.48 0.52 -0.18 1.30 0.01

CTSE 2322 0.18 87.91 0.13 0.00 3.33 0.18 0.05 0.04 0.01 0.00 15.29 3.93 0.03 2.83 11.75 2.34 #NUM! 7.02 -6.38

CTSF 2032 13.30 13.05 4.10 8.43 32.86 35.50 22.31 15.56 78.32 49.82 17.87 4.16 41.50 -1.64 -1.67 -3.34 -2.30 -0.34 0.99

CTSG 924 6.32 10.03 5.47 2.60 0.06 31.52 2.84 11.17 71.17 34.03 9.33 3.22 29.81 -2.24 -1.57 -2.45 -3.52 -8.89 1.76

CTSH 1494 166.81 154.84 65.60 121.10 179.93 166.90 78.36 102.57 62.01 96.83 142.53 7.16 84.94 0.97 0.87 -0.37 0.51 1.08 0.23

CTSK 1825 86.34 196.40 49.35 42.07 11.12 470.31 109.61 99.92 153.47 354.07 142.60 7.16 179.27 -1.05 0.13 -1.86 -2.09 -4.01 1.72

CTSL1 1730 21.51 26.19 25.08 84.95 158.15 63.68 10.45 14.57 89.79 57.98 63.26 5.98 43.20 -1.01 -0.72 -0.78 0.98 1.87 0.01

CTSL1P2 1105 0.02 0.08 0.11 0.02 0.08 0.11 0.05 0.00 0.09 0.07 0.07 -3.79 0.05 -1.40 0.66 1.06 -1.21 0.66 0.60

CTSL1P8 569 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CTSL2 4542 10.25 10.34 2.76 2.76 31.41 8.33 18.75 1.97 0.24 6.26 10.98 3.46 6.80 0.59 0.60 -1.30 -1.30 2.21 -0.40

CTSO 2943 6.75 16.26 9.44 9.08 3.30 24.75 7.94 7.52 18.00 20.92 11.60 3.54 13.60 -1.01 0.26 -0.53 -0.58 -2.04 1.09

CTSS 4107 6.36 34.44 21.56 9.58 25.92 50.48 4.10 7.36 16.24 18.53 24.72 4.63 11.56 -0.86 1.57 0.90 -0.27 1.17 1.03

CTSW 1327 0.00 8.14 17.51 4.62 47.97 11.88 3.61 3.77 4.90 2.99 15.02 3.91 3.82 #NUM! 1.09 2.20 0.27 3.65 -0.34

CTSZ 1517 37.64 115.40 105.37 77.29 214.86 128.54 30.10 28.81 120.69 71.72 113.18 6.82 62.83 -0.74 0.88 0.75 0.30 1.77 0.18

CTTN 3319 17.61 32.23 26.81 32.79 46.99 83.28 30.13 27.29 46.81 39.47 39.95 5.32 35.93 -1.03 -0.16 -0.42 -0.13 0.39 1.06

CTTNBP2 5980 0.47 1.20 1.66 0.13 0.02 2.21 3.94 2.11 1.84 1.81 0.95 -0.08 2.43 -2.35 -1.02 -0.55 -4.23 -6.92 1.22

CTTNBP2NL 5901 4.90 8.32 15.29 9.89 4.16 7.29 12.34 12.25 5.31 9.15 8.31 3.05 9.76 -0.99 -0.23 0.65 0.02 -1.23 -0.19

CTU1 2107 1.90 2.13 3.04 3.82 3.88 1.29 3.25 2.46 2.27 1.78 2.68 1.42 2.44 -0.36 -0.20 0.32 0.65 0.67 -1.05

CTU2 1740 5.27 0.00 0.00 0.00 0.00 4.36 0.00 0.00 0.00 4.77 1.61 0.68 1.19 2.14 #NUM! #NUM! #NUM! #NUM! 1.44

CTXN1 1290 1.85 11.77 0.76 5.43 25.56 4.85 9.53 2.29 70.52 9.99 8.37 3.07 23.08 -3.64 -0.97 -4.92 -2.09 0.15 -0.79

CTXN2 2695 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CTXN3 1683 0.02 0.02 0.04 0.00 0.02 0.03 0.00 0.00 0.00 0.00 0.02 -5.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.64

CUBN 11933 0.08 0.52 0.05 0.05 0.02 0.28 0.26 0.25 0.24 0.20 0.17 -2.59 0.24 -1.53 1.14 -2.35 -2.24 -3.91 0.75

CUEDC1 2193 6.54 12.33 4.28 6.43 12.50 7.35 10.02 5.90 20.75 6.91 8.24 3.04 10.90 -0.74 0.18 -1.35 -0.76 0.20 -0.16

CUEDC2 1203 16.65 14.66 10.80 18.20 63.65 32.79 13.17 9.95 58.21 30.41 26.12 4.71 27.94 -0.75 -0.93 -1.37 -0.62 1.19 0.33

CUL1 3226 12.06 16.93 24.29 25.03 12.69 19.54 13.58 17.36 18.05 22.44 18.42 4.20 17.86 -0.57 -0.08 0.44 0.49 -0.49 0.08

CUL2 4285 5.21 5.28 8.64 6.84 1.92 9.04 4.67 4.51 5.64 4.46 6.15 2.62 4.82 0.11 0.13 0.84 0.51 -1.33 0.55

CUL3 6784 6.35 14.22 9.44 3.74 1.82 14.40 9.09 7.71 11.19 18.74 8.33 3.06 11.68 -0.88 0.28 -0.31 -1.64 -2.68 0.79

CUL4A 3797 10.36 20.26 44.49 17.09 10.90 15.15 12.50 15.67 12.97 15.62 19.71 4.30 14.19 -0.45 0.51 1.65 0.27 -0.38 -0.38

CUL4B 5365 6.08 10.49 10.29 8.50 3.16 13.59 9.23 10.05 9.65 12.13 8.68 3.12 10.27 -0.76 0.03 0.00 -0.27 -1.70 0.65

CUL5 6408 2.57 2.90 2.39 2.45 0.83 5.18 2.11 2.71 2.65 4.97 2.72 1.44 3.11 -0.28 -0.10 -0.38 -0.34 -1.90 0.93

CUL7 5527 4.11 4.95 2.77 1.60 6.30 3.13 4.81 2.77 7.03 4.68 3.81 1.93 4.82 -0.23 0.04 -0.80 -1.59 0.39 -0.29

CUL9 7771 3.43 2.84 4.99 5.21 2.00 7.14 2.22 2.01 2.21 3.76 4.27 2.09 2.55 0.43 0.16 0.97 1.03 -0.35 0.74

CUTA 1214 116.22 106.17 62.48 99.43 213.14 118.07 72.91 62.45 118.72 90.49 119.25 6.90 86.14 0.43 0.30 -0.46 0.21 1.31 -0.01

CUTC 1378 3.84 0.00 0.00 0.00 10.20 9.62 3.08 0.00 11.64 10.83 3.94 1.98 6.39 -0.73 #NUM! #NUM! #NUM! 0.68 1.29

CUX1 13882 11.67 28.71 29.66 38.87 26.65 17.60 28.73 25.36 34.01 19.01 25.53 4.67 26.78 -1.20 0.10 0.15 0.54 -0.01 -0.54

CUX2 6855 0.01 0.10 0.02 0.03 0.00 0.04 0.00 0.06 0.01 0.00 0.03 -4.84 0.02 -0.74 2.43 0.22 0.81 -3.88 0.29

CUZD1 2128 0.42 0.00 0.00 0.37 0.00 0.75 0.17 0.04 0.06 0.00 0.26 -1.96 0.07 2.63 #NUM! #NUM! 2.44 #NUM! 1.55

CWC15 1592 53.71 16.30 22.12 26.15 47.58 35.14 22.87 29.68 40.95 58.99 33.50 5.07 38.12 0.49 -1.23 -0.79 -0.54 0.32 0.07

CWC22 3279 5.15 7.30 12.59 14.14 1.89 8.41 8.54 12.33 3.27 5.65 8.25 3.04 7.45 -0.53 -0.03 0.76 0.92 -1.98 0.03

CWC25 2347 6.63 7.44 8.57 9.91 3.81 7.27 8.30 7.37 6.77 7.97 7.27 2.86 7.60 -0.20 -0.03 0.17 0.38 -1.00 0.00

CWC27 2093 7.34 7.01 7.86 10.23 5.65 20.25 9.56 6.75 9.03 7.96 9.72 3.28 8.33 -0.18 -0.25 -0.08 0.30 -0.56 1.06

CWF19L1 2633 5.96 4.74 4.39 6.25 9.90 5.04 3.29 3.34 5.32 4.96 6.05 2.60 4.23 0.50 0.16 0.05 0.56 1.23 -0.26

CWF19L2 3285 10.68 5.06 5.52 4.24 1.01 6.75 7.24 6.07 3.69 4.49 5.54 2.47 5.37 0.99 -0.09 0.04 -0.34 -2.41 0.28

CWH43 2486 2.26 6.67 0.40 23.82 0.16 4.50 16.37 20.67 0.03 7.29 6.30 2.66 11.09 -2.29 -0.73 -4.81 1.10 -6.09 -0.49

CX3CL1 3304 14.19 18.04 25.16 1.61 0.97 17.68 7.90 9.98 26.31 12.64 12.94 3.69 14.21 0.00 0.34 0.82 -3.14 -3.88 0.45

CX3CR1 3264 2.97 2.10 1.06 0.26 0.54 0.98 1.66 0.46 0.95 0.72 1.32 0.40 0.95 1.64 1.15 0.16 -1.89 -0.82 -0.42

CXADR 5744 7.80 8.68 9.15 57.88 6.28 7.44 6.53 11.82 0.05 4.86 16.21 4.02 5.82 0.42 0.58 0.65 3.31 0.11 -1.12

CXADRP2 2476 0.00 0.01 0.00 0.05 0.03 0.02 0.01 0.00 0.00 0.01 0.02 -5.66 0.01 #NUM! 0.90 -0.28 3.19 2.27 0.07

CXADRP3 1613 0.02 0.00 0.01 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.01 -7.07 0.00 2.08 #NUM! 1.52 #NUM! #NUM! 1.04

CXCL1 1119 101.97 58.13 197.30 98.07 409.38 121.95 1.97 12.36 9.63 21.33 164.47 7.36 11.32 3.17 2.36 4.12 3.11 5.18 -0.43

CXCL10 1227 21.44 55.36 394.37 55.91 67.16 116.18 1.22 2.78 2.30 12.03 118.40 6.89 4.58 2.23 3.60 6.43 3.61 3.87 -0.03

CXCL11 1610 1.90 25.67 21.72 19.46 10.52 16.28 0.09 0.27 0.37 2.15 15.92 3.99 0.72 1.39 5.15 4.91 4.75 3.87 0.03

CXCL12 3545 52.64 74.61 29.28 12.31 0.77 203.75 86.06 63.66 278.07 245.38 62.23 5.96 168.29 -1.68 -1.17 -2.52 -3.77 -7.77 1.71

CXCL13 1219 10.88 4.84 61.72 2.37 3.87 32.99 0.00 0.12 0.47 1.41 19.45 4.28 0.50 4.44 3.27 6.94 2.24 2.95 0.76

CXCL14 1989 156.92 241.56 54.68 33.55 0.80 198.53 266.56 205.34 14.72 190.87 114.34 6.84 169.37 -0.11 0.51 -1.63 -2.34 -7.72 0.80

CXCL16 2344 14.17 98.18 54.92 45.37 114.61 22.14 13.55 20.41 11.59 15.28 58.23 5.86 15.21 -0.10 2.69 1.85 1.58 2.91 -1.40

CXCL17 870 223.60 283.65 344.54 43.61 61.65 56.03 85.12 104.50 0.20 84.55 168.84 7.40 68.59 1.70 2.05 2.33 -0.65 -0.15 -1.59

CXCL2 1234 0.00 9.45 28.88 18.08 1086.57 175.08 2.19 9.23 20.81 25.30 219.68 7.78 14.38 #NUM! -0.61 1.01 0.33 6.24 -0.33

CXCL3 1166 0.00 8.76 8.67 3.71 236.20 0.00 0.32 1.88 2.21 6.05 42.89 5.42 2.61 #NUM! 1.74 1.73 0.51 6.50 #NUM!

CXCL5 2475 0.46 0.54 0.61 2.06 26.69 0.68 0.03 0.02 0.13 0.29 5.17 2.37 0.12 1.97 2.19 2.39 4.14 7.83 -2.92

CXCL6 1677 2.46 6.86 4.80 11.66 2.06 2.78 0.21 0.02 1.46 3.10 5.10 2.35 1.20 1.04 2.52 2.01 3.28 0.78 -0.88

CXCL9 2545 16.64 69.78 169.56 21.86 5.96 70.92 0.68 1.32 1.64 5.40 59.12 5.89 2.26 2.88 4.95 6.23 3.27 1.40 0.26

CXCR1 2502 2.21 0.82 1.45 2.36 3.52 1.14 1.78 0.92 3.85 0.62 1.92 0.94 1.79 0.30 -1.13 -0.30 0.39 0.98 -0.74

CXCR2 2880 7.31 3.56 2.28 5.33 1.59 2.87 13.55 11.28 2.94 3.47 3.82 1.93 7.81 -0.10 -1.13 -1.77 -0.55 -2.29 -0.41

CXCR2P1 2153 0.53 0.69 3.27 0.39 0.17 1.16 0.68 0.05 0.24 0.07 1.03 0.05 0.26 1.05 1.41 3.66 0.60 -0.64 0.16

CXCR3 1914 3.05 6.44 8.34 2.24 1.69 3.05 1.83 0.53 0.27 0.98 4.13 2.05 0.90 1.76 2.83 3.21 1.31 0.90 -0.44

CXCR4 1912 10.11 41.21 69.88 23.62 9.56 105.76 6.55 36.52 30.20 28.25 43.35 5.44 25.38 -1.33 0.70 1.46 -0.10 -1.41 1.29

CXCR5 2893 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CXCR6 1953 4.13 2.89 6.83 1.46 2.33 4.04 0.77 1.56 0.52 1.65 3.61 1.85 1.12 1.88 1.36 2.60 0.38 1.05 0.16

CXCR7 2114 39.12 18.10 20.15 3.08 234.60 37.53 9.62 35.66 33.26 45.79 58.76 5.88 31.08 0.33 -0.78 -0.63 -3.34 2.92 -0.65

CXorf1 2459 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.01 0.00 0.00 -9.28 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CXorf18 1713 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CXorf21 1927 0.50 0.84 1.50 0.59 0.39 1.92 0.24 0.35 0.77 0.61 0.96 -0.06 0.49 0.02 0.78 1.61 0.27 -0.35 1.00

CXorf22 3667 0.01 0.00 0.00 0.02 0.00 0.01 0.00 0.00 0.00 0.01 0.01 -7.05 0.00 2.30 #NUM! #NUM! 2.63 #NUM! 0.75

CXorf23 6494 0.49 1.46 0.86 1.26 0.28 2.22 1.71 1.15 1.09 0.99 1.10 0.13 1.24 -1.35 0.24 -0.52 0.03 -2.17 1.02

CXorf26 1214 18.83 16.44 17.38 17.17 13.14 21.52 14.43 12.06 15.97 19.79 17.41 4.12 15.56 0.27 0.08 0.16 0.14 -0.24 0.31

CXorf27 517 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CXorf30 2869 0.00 0.01 0.05 0.01 0.00 0.00 0.00 0.00 0.00 0.02 0.01 -6.35 0.00 #NUM! 0.84 3.81 1.59 -1.98 #NUM!

CXorf36 4735 4.71 7.12 3.22 1.33 0.74 10.69 5.90 8.13 28.64 12.25 4.64 2.21 13.73 -1.54 -0.95 -2.09 -3.37 -4.21 1.20

CXorf38 4260 1.82 3.89 3.81 2.48 8.54 5.33 1.70 1.77 3.00 3.17 4.31 2.11 2.41 -0.41 0.69 0.66 0.04 1.83 0.31

CXorf40A 2085 14.17 0.00 5.64 9.15 13.13 15.57 4.45 5.30 8.36 0.00 9.61 3.26 4.53 1.65 #NUM! 0.32 1.01 1.54 0.70

CXorf40B 1359 19.07 13.12 13.85 11.38 19.29 29.56 10.94 8.37 18.87 30.02 17.71 4.15 17.05 0.16 -0.38 -0.30 -0.58 0.18 0.74

CXorf41 1953 0.00 0.05 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.02 -5.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CXorf48 2188 0.01 0.05 0.00 0.00 0.00 0.04 0.03 0.01 0.03 0.01 0.02 -5.85 0.02 -0.43 1.35 #NUM! #NUM! #NUM! 1.16

CXorf56 2408 5.87 4.96 5.79 4.25 9.11 9.63 3.73 3.91 8.33 8.00 6.60 2.72 5.99 -0.03 -0.27 -0.05 -0.50 0.60 0.55

CXorf57 3919 0.51 0.71 1.66 0.29 0.36 2.98 0.50 0.39 0.39 1.26 1.09 0.12 0.64 -0.32 0.16 1.38 -1.15 -0.83 1.46

CXorf58 1541 0.05 0.00 0.00 0.07 2.49 0.02 0.00 0.00 0.00 0.04 0.44 -1.19 0.01 2.30 #NUM! #NUM! 2.64 7.81 -4.78

CXorf59 1956 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CXorf61 548 0.00 0.00 17.30 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.88 1.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CXorf64 1228 0.00 0.00 0.00 0.18 0.00 0.00 0.00 0.00 0.02 0.00 0.03 -5.06 0.01 #NUM! #NUM! #NUM! 5.10 #NUM! #NUM!

CXorf65 882 0.70 1.34 0.87 0.00 0.24 0.00 0.23 0.08 0.00 0.18 0.53 -0.93 0.12 2.52 3.46 2.84 #NUM! 0.98 #NUM!

CXorf66 1281 0.05 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CXXC1 2976 9.83 10.15 14.14 19.04 21.81 11.52 8.08 6.28 12.97 6.93 14.42 3.85 8.56 0.20 0.25 0.72 1.15 1.35 -0.32

CXXC1P1 1897 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.01 0.01 0.01 -7.18 0.01 #NUM! #NUM! #NUM! #NUM! 2.75 #NUM!

CXXC4 761 0.01 0.20 0.04 0.02 0.01 0.21 0.06 0.03 0.22 0.14 0.08 -3.61 0.11 -3.59 0.87 -1.56 -2.67 -3.34 1.39

CXXC5 1447 12.27 18.95 4.71 22.61 0.00 20.74 0.00 11.17 18.29 0.00 13.21 3.72 7.36 0.74 1.36 -0.64 1.62 #NUM! 0.65

CYB561 3173 11.10 17.55 10.22 9.15 14.40 12.12 19.15 11.87 3.84 14.30 12.42 3.63 12.29 -0.15 0.51 -0.27 -0.43 0.23 -0.04

CYB561D1 5125 1.41 0.94 1.17 0.83 0.29 0.55 1.70 0.25 1.15 0.62 0.86 -0.21 0.93 0.60 0.02 0.33 -0.16 -1.67 -0.65

CYB561D2 1243 4.77 6.28 5.57 0.00 11.34 9.37 2.47 0.00 8.18 7.43 6.22 2.64 4.52 0.08 0.47 0.30 #NUM! 1.33 0.59

CYB5A 874 36.75 29.64 39.40 29.49 82.56 61.66 23.28 25.15 45.58 59.47 46.58 5.54 38.37 -0.06 -0.37 0.04 -0.38 1.11 0.40

CYB5B 4286 10.82 10.69 6.12 11.89 21.99 15.00 8.82 16.16 27.79 12.40 12.75 3.67 16.29 -0.59 -0.61 -1.41 -0.45 0.43 0.23

CYB5D1 3760 1.87 3.97 1.84 3.24 3.00 2.64 2.79 2.41 2.87 2.96 2.76 1.47 2.76 -0.56 0.53 -0.59 0.24 0.12 -0.06

CYB5D2 2059 4.44 5.97 0.00 0.00 7.50 8.76 5.91 4.70 15.24 10.55 4.44 2.15 9.10 -1.03 -0.61 #NUM! #NUM! -0.28 0.98

CYB5R1 1675 36.71 24.25 22.57 57.18 95.76 44.79 15.19 17.06 31.57 23.90 46.88 5.55 21.93 0.74 0.15 0.04 1.38 2.13 -0.07

CYB5R2 1348 22.05 11.91 59.45 7.88 17.54 8.96 11.64 10.08 11.73 9.24 21.30 4.41 10.67 1.05 0.16 2.48 -0.44 0.72 -1.25

CYB5R3 3167 34.93 104.04 83.79 102.00 68.40 87.68 49.75 58.07 244.81 82.62 80.14 6.32 108.81 -1.64 -0.06 -0.38 -0.09 -0.67 0.13

CYB5R4 2259 8.30 6.28 5.93 5.40 7.85 11.10 2.70 1.91 6.13 6.61 7.48 2.90 4.34 0.94 0.53 0.45 0.32 0.86 0.57

CYB5RL 3551 1.57 0.92 0.67 0.46 1.44 1.12 0.57 0.39 0.50 0.00 1.03 0.05 0.36 2.11 1.35 0.89 0.35 1.99 0.12

CYBA 743 266.52 330.95 211.85 106.18 314.33 174.35 82.16 65.46 118.85 75.68 234.03 7.87 85.54 1.64 1.95 1.31 0.31 1.88 -0.42

CYBASC3 3214 25.78 11.51 0.00 21.17 24.56 0.00 0.00 0.00 0.00 0.00 13.84 3.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CYBB 4353 5.61 20.09 18.09 9.94 6.85 17.11 3.63 4.66 8.68 8.13 12.95 3.69 6.28 -0.16 1.68 1.53 0.66 0.13 0.40

CYBRD1 4390 22.43 39.91 13.40 11.60 19.33 66.07 51.48 50.65 78.77 74.87 28.79 4.85 63.94 -1.51 -0.68 -2.25 -2.46 -1.73 1.20

CYC1 1235 104.47 44.40 76.07 70.56 323.72 57.97 53.19 51.27 82.83 59.17 112.87 6.82 61.61 0.76 -0.47 0.30 0.20 2.39 -0.96

CYCS 5544 25.82 8.72 27.46 13.80 25.31 116.96 11.88 23.75 14.13 41.98 36.34 5.18 22.94 0.17 -1.40 0.26 -0.73 0.14 1.69

CYCSP52 310 0.00 0.00 0.00 0.47 0.00 0.00 0.00 0.80 0.17 0.00 0.08 -3.67 0.24 #NUM! #NUM! #NUM! 0.97 #NUM! #NUM!

CYFIP1 4446 13.26 22.89 40.20 40.23 16.61 22.05 25.89 26.16 24.52 19.64 25.87 4.69 24.05 -0.86 -0.07 0.74 0.74 -0.53 -0.23

CYFIP2 6791 2.49 5.43 4.32 2.13 6.25 4.64 1.89 0.99 12.98 1.91 4.21 2.07 4.44 -0.83 0.29 -0.04 -1.06 0.49 0.14

CYGB 1951 4.21 10.03 2.43 4.52 2.76 10.09 6.89 5.13 20.21 9.75 5.67 2.50 10.50 -1.32 -0.07 -2.11 -1.22 -1.93 0.83

CYHR1 1670 11.93 13.25 8.59 18.79 45.82 16.58 11.83 11.49 30.53 17.33 19.16 4.26 17.80 -0.58 -0.43 -1.05 0.08 1.36 -0.21

CYLC1 2011 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CYLC2 2189 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

CYLD 8730 2.51 5.34 5.82 4.28 3.71 7.70 5.76 4.53 3.87 8.97 4.89 2.29 5.78 -1.21 -0.11 0.01 -0.43 -0.64 0.65

CYMP 1241 0.09 0.05 0.03 0.09 0.09 0.00 0.00 0.00 0.00 0.02 0.06 -4.11 0.00 4.30 3.31 2.53 4.22 4.20 #NUM!

CYP11A1 2010 0.76 0.15 0.23 0.00 3.13 0.39 0.21 1.09 0.34 0.75 0.78 -0.36 0.60 0.35 -1.99 -1.36 #NUM! 2.39 -0.98

CYP11B1 3551 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CYP17A1 1895 0.00 0.37 4.80 0.11 0.00 0.10 0.71 0.00 0.00 0.14 0.90 -0.16 0.21 #NUM! 0.79 4.49 -0.94 #NUM! -3.12

CYP19A1 4531 0.00 0.18 0.98 0.09 0.04 0.28 0.12 0.79 0.04 0.07 0.26 -1.94 0.26 #NUM! -0.54 1.94 -1.53 -2.73 0.12

CYP1A1 2608 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.05 0.04 0.00 -9.38 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CYP1A2 3127 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

CYP1B1 5160 3.94 5.09 1.70 0.88 0.86 12.56 4.16 7.85 15.17 21.44 4.17 2.06 12.16 -1.63 -1.25 -2.83 -3.79 -3.82 1.59

CYP1B1-AS1 1776 0.00 0.00 0.06 0.00 0.00 0.00 0.05 0.21 0.00 0.00 0.01 -6.75 0.06 #NUM! #NUM! -0.22 #NUM! #NUM! #NUM!

CYP20A1 10943 1.01 2.35 1.52 1.93 1.23 1.53 2.48 1.98 1.82 1.25 1.60 0.67 1.88 -0.90 0.32 -0.30 0.03 -0.61 -0.06

CYP21A2 2131 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

CYP24A1 3287 2.53 3.51 1.26 0.34 4.63 10.16 1.93 1.03 0.04 2.33 3.74 1.90 1.33 0.93 1.40 -0.08 -1.97 1.80 1.44

CYP26A1 2245 0.17 0.01 0.05 0.02 0.20 0.03 0.00 0.00 0.02 0.01 0.08 -3.65 0.01 4.33 0.64 2.45 0.96 4.62 -1.24

CYP26B1 4534 0.82 4.22 1.11 3.16 1.18 0.62 3.00 2.16 0.52 0.97 1.85 0.89 1.66 -1.03 1.34 -0.58 0.93 -0.49 -1.59

CYP26C1 1569 0.00 0.00 0.13 0.07 0.75 0.05 0.04 0.00 0.02 0.01 0.16 -2.60 0.02 #NUM! #NUM! 2.89 1.99 5.45 -1.80

CYP27A1 2388 3.49 8.16 4.56 3.11 1.38 11.84 7.17 6.74 20.42 12.13 5.42 2.44 11.61 -1.73 -0.51 -1.35 -1.90 -3.08 1.13

CYP27B1 2503 1.78 1.55 1.68 1.60 9.91 0.34 0.18 0.40 0.10 0.19 2.81 1.49 0.22 3.04 2.84 2.96 2.88 5.52 -3.05

CYP27C1 4685 0.77 1.02 0.13 1.35 0.25 1.15 0.51 0.49 0.37 0.54 0.78 -0.36 0.48 0.68 1.10 -1.82 1.49 -0.94 0.56

CYP2A13 1747 0.00 0.00 0.00 0.00 0.03 0.04 0.07 0.05 0.14 0.13 0.01 -6.40 0.10 #NUM! #NUM! #NUM! #NUM! -1.70 1.81

CYP2A6 1775 0.11 0.23 0.00 0.00 0.00 0.04 0.88 0.35 0.40 0.43 0.06 -3.99 0.51 -2.22 -1.18 #NUM! #NUM! #NUM! -0.61



CYP2A7 2281 0.00 0.04 0.00 0.00 0.00 0.05 0.59 0.16 0.30 0.11 0.01 -6.12 0.29 #NUM! -2.92 #NUM! #NUM! #NUM! 1.73

CYP2B6 3052 0.02 0.62 0.06 0.03 0.01 0.00 0.00 0.11 0.02 0.04 0.12 -3.02 0.04 -1.21 3.95 0.60 -0.29 -2.31 #NUM!

CYP2B7P1 3000 4.66 1.48 0.03 0.08 0.19 0.19 10.86 4.12 0.32 5.35 1.11 0.14 5.16 -0.15 -1.80 -7.34 -6.01 -4.79 -2.53

CYP2C18 2562 4.70 2.92 21.43 4.88 0.05 1.26 12.58 15.25 0.02 6.61 5.87 2.55 8.61 -0.87 -1.56 1.31 -0.82 -7.46 -2.22

CYP2C19 1473 0.08 0.43 0.00 0.61 0.00 0.14 0.00 2.60 0.00 0.41 0.21 -2.26 0.75 -3.28 -0.81 #NUM! -0.31 #NUM! -0.60

CYP2C8 2024 0.08 0.32 0.29 0.64 0.00 0.14 0.40 0.22 0.01 0.27 0.25 -2.02 0.23 -1.42 0.50 0.35 1.50 #NUM! -0.76

CYP2C9 1876 0.04 0.00 0.00 0.98 0.00 0.09 0.57 0.42 0.00 0.20 0.19 -2.42 0.30 -2.74 #NUM! #NUM! 1.73 #NUM! -1.04

CYP2D6 1673 0.19 1.60 1.29 0.35 0.08 0.66 0.99 1.81 0.04 0.32 0.69 -0.53 0.79 -2.07 1.02 0.71 -1.19 -3.31 -0.08

CYP2D7P1 1680 0.79 0.87 0.35 1.21 0.27 0.34 0.57 0.40 0.34 0.30 0.64 -0.65 0.40 0.96 1.11 -0.20 1.59 -0.56 -0.93

CYP2E1 1667 1.57 0.81 0.69 3.90 0.22 0.87 0.33 1.27 0.52 0.71 1.34 0.43 0.71 1.15 0.19 -0.04 2.46 -1.69 -0.63

CYP2F1 1826 0.15 0.22 0.14 0.00 0.06 0.13 2.61 2.08 0.69 2.37 0.12 -3.10 1.94 -3.73 -3.12 -3.77 #NUM! -5.10 0.17

CYP2J2 1876 2.14 4.95 10.41 4.49 4.75 1.03 4.01 3.67 0.29 3.31 4.63 2.21 2.82 -0.40 0.81 1.88 0.67 0.75 -2.16

CYP2R1 1633 3.13 3.50 3.41 7.01 5.90 4.78 3.73 2.44 2.63 4.67 4.62 2.21 3.37 -0.10 0.06 0.02 1.06 0.81 0.05

CYP2S1 2657 26.57 7.53 31.15 15.43 3.43 4.80 8.22 11.30 0.55 5.20 14.82 3.89 6.32 2.07 0.25 2.30 1.29 -0.88 -1.63

CYP2U1 4760 0.79 1.45 0.48 0.53 0.39 2.51 1.38 0.72 4.69 2.40 1.03 0.04 2.30 -1.55 -0.67 -2.25 -2.11 -2.56 1.29

CYP2W1 2354 0.04 1.63 0.27 0.00 0.01 0.42 0.32 0.07 0.11 0.24 0.40 -1.34 0.19 -2.40 3.14 0.57 #NUM! -4.08 0.09

CYP39A1 2288 10.76 2.03 0.89 9.59 0.40 2.22 4.29 2.16 2.21 3.47 4.31 2.11 3.03 1.83 -0.58 -1.77 1.66 -2.92 -0.96

CYP3A4 2792 0.03 0.07 0.07 0.09 0.00 0.12 0.37 0.25 0.00 0.33 0.06 -3.99 0.24 -3.05 -1.73 -1.79 -1.44 #NUM! 0.94

CYP3A43 2167 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.03 0.02 0.01 -7.09 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

CYP3A5 3330 3.47 5.40 2.65 0.00 0.02 3.34 17.32 23.51 0.28 14.98 2.48 1.31 14.02 -2.01 -1.38 -2.40 #NUM! -9.86 0.43

CYP3A7 2095 0.00 0.23 0.12 0.21 0.01 0.04 0.00 0.00 0.09 0.00 0.10 -3.29 0.02 #NUM! 3.29 2.41 3.21 -0.92 -1.41

CYP46A1 2138 0.12 0.94 0.18 0.28 0.02 0.22 0.14 0.12 0.77 0.30 0.29 -1.77 0.33 -1.50 1.50 -0.85 -0.25 -4.28 -0.42

CYP4A11 2552 0.00 0.07 0.00 0.00 0.03 0.02 2.88 0.10 0.07 0.01 0.02 -5.67 0.76 #NUM! -3.54 #NUM! #NUM! -4.70 0.23

CYP4A22 1668 0.00 0.08 0.00 0.00 0.03 0.00 0.84 0.00 0.00 0.00 0.02 -5.72 0.21 #NUM! -1.34 #NUM! #NUM! -2.75 #NUM!

CYP4B1 2173 2.52 5.45 0.28 0.38 0.59 8.81 3.71 3.57 0.57 7.73 3.00 1.59 3.89 -0.63 0.48 -3.80 -3.36 -2.71 1.55

CYP4F11 3395 1.53 1.91 0.02 2.08 1.73 0.77 1.93 1.47 0.02 0.03 1.34 0.42 0.86 0.82 1.14 -5.38 1.26 1.00 -0.80

CYP4F12 1783 5.30 9.95 1.95 6.50 0.28 8.24 11.48 8.31 1.50 4.47 5.37 2.42 6.44 -0.28 0.63 -1.72 0.01 -4.53 0.62

CYP4F2 2360 0.15 0.00 0.30 0.20 0.05 0.45 0.48 0.48 0.01 0.30 0.19 -2.38 0.32 -1.10 #NUM! -0.11 -0.64 -2.56 1.22

CYP4F22 2620 1.31 4.25 0.51 0.40 0.56 0.52 32.66 20.73 0.19 9.81 1.26 0.33 15.85 -3.59 -1.90 -4.94 -5.31 -4.81 -1.28

CYP4F24P 2470 0.51 0.00 0.34 0.05 0.01 0.84 1.60 0.67 1.49 1.12 0.29 -1.78 1.22 -1.27 #NUM! -1.86 -4.68 -6.59 1.53

CYP4F3 2988 0.89 7.84 1.94 1.68 0.53 0.00 1.61 2.04 0.20 1.11 2.15 1.10 1.24 -0.48 2.66 0.65 0.44 -1.22 #NUM!

CYP4F30P 2272 0.02 0.05 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -6.08 0.00 3.14 4.32 #NUM! 2.63 #NUM! -2.08

CYP4F8 1907 0.00 0.04 0.00 0.00 0.01 2.94 0.05 0.04 0.00 0.00 0.50 -1.00 0.02 #NUM! 0.96 #NUM! #NUM! -0.73 2.56

CYP4V2 4713 2.34 6.95 2.23 1.77 2.09 4.83 2.32 4.75 3.56 3.02 3.37 1.75 3.41 -0.54 1.03 -0.62 -0.95 -0.70 0.52

CYP4X1 2382 14.62 1.96 5.04 0.96 4.12 18.07 2.01 5.10 2.83 5.03 7.46 2.90 3.74 1.97 -0.94 0.43 -1.96 0.14 1.28

CYP4Z1 1907 0.88 0.11 0.00 0.05 0.08 0.00 0.02 0.40 0.01 0.02 0.19 -2.42 0.11 2.95 -0.07 #NUM! -1.07 -0.46 #NUM!

CYP4Z2P 2608 0.30 0.16 0.01 0.04 0.02 0.66 0.00 0.15 0.00 0.02 0.20 -2.34 0.04 2.86 1.90 -1.80 -0.11 -1.25 1.74

CYP51A1 3208 10.56 13.14 38.40 12.65 9.73 16.54 25.02 26.95 6.79 39.97 16.83 4.07 24.68 -1.23 -0.91 0.64 -0.96 -1.34 -0.03

CYP7A1 2875 0.00 0.04 0.00 0.00 0.00 0.00 0.01 0.03 0.03 0.02 0.01 -7.35 0.02 #NUM! 0.67 #NUM! #NUM! #NUM! #NUM!

CYP7B1 2395 2.27 5.54 8.12 4.54 0.45 6.02 2.79 5.19 2.16 2.91 4.49 2.17 3.26 -0.52 0.76 1.32 0.48 -2.85 0.42

CYP8B1 3950 0.01 0.05 0.00 0.00 0.00 0.00 0.03 0.01 0.02 0.00 0.01 -6.51 0.02 -0.29 1.71 #NUM! #NUM! #NUM! #NUM!

CYR61 2295 10.67 70.91 94.89 67.08 218.39 328.45 28.90 122.29 1065.35 281.59 131.73 7.04 374.53 -5.13 -2.40 -1.98 -2.48 -0.78 1.32

CYS1 2719 1.38 5.29 0.77 0.87 0.31 3.86 3.04 1.53 16.91 8.05 2.08 1.06 7.38 -2.42 -0.48 -3.27 -3.08 -4.57 0.89

CYSLTR1 1537 1.81 1.73 1.56 0.87 0.10 2.82 1.08 1.12 1.94 1.79 1.48 0.57 1.48 0.29 0.23 0.07 -0.77 -3.82 0.93

CYSLTR2 2548 0.40 0.66 0.39 0.66 0.05 0.91 0.58 0.49 0.88 0.35 0.51 -0.97 0.58 -0.53 0.20 -0.55 0.19 -3.55 0.83

CYTH1 3311 7.78 17.15 12.83 16.33 18.33 11.04 12.01 15.20 7.34 21.03 13.91 3.80 13.90 -0.84 0.30 -0.11 0.23 0.40 -0.33

CYTH2 4607 5.36 13.42 22.36 20.79 10.71 30.71 9.28 13.29 29.75 14.26 17.22 4.11 16.64 -1.64 -0.31 0.43 0.32 -0.64 0.83

CYTH3 4482 3.83 7.22 4.08 4.36 2.53 5.92 6.35 5.01 8.02 7.75 4.66 2.22 6.78 -0.83 0.09 -0.73 -0.64 -1.42 0.35

CYTH4 3138 3.65 5.60 4.46 4.53 10.93 5.25 1.90 1.97 5.83 2.94 5.74 2.52 3.16 0.21 0.83 0.50 0.52 1.79 -0.13

CYTIP 2282 4.10 7.64 13.13 10.98 8.50 19.00 2.54 5.21 7.18 4.84 10.56 3.40 4.94 -0.27 0.63 1.41 1.15 0.78 0.85

CYTL1 1019 1.77 2.02 0.76 0.46 0.60 15.10 1.54 3.66 8.54 17.05 3.45 1.79 7.70 -2.12 -1.93 -3.34 -4.06 -3.69 2.13

CYYR1 3094 4.88 8.87 2.72 2.23 0.44 11.58 5.81 7.19 16.81 10.62 5.12 2.36 10.11 -1.05 -0.19 -1.89 -2.18 -4.52 1.18

D2HGDH 2604 2.04 1.25 2.56 8.54 5.96 4.96 3.71 2.21 2.97 4.47 4.22 2.08 3.34 -0.71 -1.42 -0.39 1.35 0.84 0.23

D4S234E 3124 13.44 6.93 6.57 10.09 0.00 3.95 21.34 43.36 0.00 12.94 6.83 2.77 19.41 -0.53 -1.49 -1.56 -0.94 #NUM! -0.79

DAAM1 4256 3.39 6.48 7.84 17.77 9.03 5.93 19.24 16.96 11.74 10.90 8.41 3.07 14.71 -2.12 -1.18 -0.91 0.27 -0.70 -0.50

DAAM2 6252 0.22 2.14 0.87 0.62 0.43 3.48 2.61 1.05 9.64 4.78 1.29 0.37 4.52 -4.38 -1.08 -2.37 -2.87 -3.40 1.43

DAB1 2580 0.00 0.54 0.14 0.04 0.01 0.22 0.42 0.05 0.14 0.34 0.16 -2.67 0.24 #NUM! 1.20 -0.77 -2.60 -4.61 0.45

DAB2 4597 7.65 31.09 10.39 8.96 4.61 21.86 16.70 15.24 34.63 24.42 14.09 3.82 22.75 -1.57 0.45 -1.13 -1.34 -2.30 0.63

DAB2IP 5472 5.68 14.62 15.97 21.68 5.59 5.89 11.49 9.64 9.37 15.64 11.57 3.53 11.53 -1.02 0.34 0.47 0.91 -1.05 -0.98

DACH1 5246 0.53 1.80 0.66 0.47 0.06 2.40 1.81 2.57 1.45 2.48 0.99 -0.02 2.08 -1.98 -0.21 -1.65 -2.14 -5.10 1.28

DACH2 2425 0.01 0.00 0.00 0.00 0.07 0.05 0.02 0.03 0.05 0.08 0.02 -5.47 0.04 -2.83 -7.38 -4.38 -3.63 0.64 1.27

DACT1 3877 0.79 6.65 2.25 1.18 0.49 9.68 1.55 2.34 12.30 16.25 3.51 1.81 8.11 -3.36 -0.29 -1.85 -2.78 -4.06 1.46

DACT2 2942 1.06 0.60 0.03 0.00 4.13 0.13 0.56 0.80 0.21 0.28 0.99 -0.01 0.46 1.20 0.38 -3.87 #NUM! 3.16 -2.89

DACT3 2834 1.42 6.97 0.91 0.81 0.70 5.19 4.66 1.79 38.19 9.40 2.67 1.42 13.51 -3.25 -0.95 -3.89 -4.06 -4.27 0.96

DAD1 711 279.97 188.48 133.25 182.53 314.10 218.60 154.73 151.19 215.26 187.29 219.49 7.78 177.12 0.66 0.09 -0.41 0.04 0.83 -0.01

DAG1 5883 5.54 27.96 21.67 16.74 16.14 7.95 11.41 8.21 17.92 8.32 16.00 4.00 11.47 -1.05 1.29 0.92 0.55 0.49 -1.01

DAGLA 5761 0.40 1.37 2.59 0.50 0.21 0.18 0.50 0.37 0.59 0.29 0.87 -0.19 0.44 -0.14 1.64 2.56 0.20 -1.05 -2.32

DAGLB 2910 4.40 5.25 7.30 6.32 10.95 5.59 3.48 2.92 4.16 2.88 6.64 2.73 3.36 0.39 0.64 1.12 0.91 1.70 -0.25

DAK 4248 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DALRD3 2242 5.43 13.33 0.00 13.53 16.57 11.39 10.49 8.20 20.13 13.90 10.04 3.33 13.18 -1.28 0.02 #NUM! 0.04 0.33 0.18

DAND5 1732 0.05 0.37 0.06 0.08 0.35 0.04 0.05 0.02 0.06 0.03 0.16 -2.66 0.04 0.36 3.30 0.59 1.11 3.24 -1.91

DAO 1626 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.02 -5.40 0.00 #NUM! 5.19 #NUM! #NUM! #NUM! #NUM!

DAP 2385 25.32 51.83 53.29 21.46 49.19 44.99 25.18 21.50 62.08 33.85 41.01 5.36 35.65 -0.49 0.54 0.58 -0.73 0.46 0.13

DAP3 2161 0.00 32.47 57.33 22.20 0.00 39.45 26.14 24.68 30.97 26.82 25.24 4.66 27.15 #NUM! 0.26 1.08 -0.29 #NUM! 0.64

DAPK1 5942 1.26 13.36 2.10 3.61 2.44 2.14 1.02 1.32 2.32 2.22 4.15 2.05 1.72 -0.45 2.96 0.29 1.07 0.51 -0.96

DAPK2 2628 3.18 3.96 4.51 1.56 3.46 5.21 2.83 1.81 4.75 3.49 3.65 1.87 3.22 -0.02 0.30 0.48 -1.05 0.10 0.52

DAPK3 2105 6.51 12.85 18.28 29.66 155.59 13.96 11.28 10.49 37.81 27.50 39.47 5.30 21.77 -1.74 -0.76 -0.25 0.45 2.84 -1.50

DAPL1 551 464.96 33.13 23.40 0.45 0.78 44.95 249.29 272.71 0.18 114.90 94.61 6.56 159.27 1.55 -2.27 -2.77 -8.48 -7.67 -1.07

DAPP1 2953 4.54 4.78 13.70 10.54 5.39 4.64 6.22 11.59 0.77 6.92 7.27 2.86 6.38 -0.49 -0.42 1.10 0.72 -0.24 -0.65

DARC 2024 36.00 47.70 14.86 3.53 0.35 170.62 51.32 71.76 546.81 212.58 45.51 5.51 220.62 -2.62 -2.21 -3.89 -5.97 -9.30 1.91

DARS 2322 22.02 24.01 29.63 12.62 38.08 37.17 24.72 26.68 27.26 34.53 27.25 4.77 28.30 -0.36 -0.24 0.07 -1.17 0.43 0.45

DARS2 3348 7.62 8.58 9.09 8.49 6.52 5.91 3.18 5.06 2.42 0.00 7.70 2.95 2.66 1.51 1.69 1.77 1.67 1.29 -0.38

DAXX 2632 20.50 23.37 32.29 31.12 36.32 16.40 18.14 16.08 22.18 20.13 26.66 4.74 19.13 0.10 0.29 0.76 0.70 0.92 -0.70

DAZAP1 2274 14.07 29.59 45.79 43.79 39.22 32.68 25.37 22.13 27.60 25.35 34.19 5.10 25.11 -0.84 0.24 0.87 0.80 0.64 -0.07

DAZAP2 2182 239.91 122.93 131.68 242.41 113.83 132.95 74.49 91.91 133.76 111.16 163.95 7.36 102.83 1.22 0.26 0.36 1.24 0.15 -0.30

DAZL 3108 0.06 0.16 1.18 0.07 0.00 0.43 0.06 0.03 0.14 0.04 0.32 -1.67 0.07 -0.20 1.16 4.08 -0.10 #NUM! 0.46

DBC1 3196 0.40 0.72 0.01 0.08 0.00 0.30 0.00 0.06 0.04 0.13 0.25 -1.98 0.06 2.82 3.66 -2.57 0.53 #NUM! 0.26

DBF4 3923 4.36 3.42 8.42 3.83 1.46 2.92 1.65 1.74 0.39 1.59 4.07 2.02 1.34 1.70 1.35 2.65 1.52 0.13 -0.48

DBF4B 3423 0.86 2.28 2.65 4.24 1.94 1.78 0.75 0.88 1.23 1.13 2.29 1.20 1.00 -0.21 1.20 1.41 2.09 0.96 -0.36

DBH 2812 0.01 1.69 1.20 0.35 0.09 0.51 0.08 0.01 0.03 0.07 0.64 -0.64 0.05 -2.34 5.11 4.62 2.84 0.88 -0.33

DBI 789 283.65 83.79 223.92 143.74 402.46 470.77 228.18 138.02 110.98 445.65 268.06 8.07 230.71 0.30 -1.46 -0.04 -0.68 0.80 0.81

DBIL5P 2677 0.03 0.00 0.16 0.19 0.32 0.21 0.16 0.00 0.00 0.00 0.15 -2.73 0.04 -0.44 #NUM! 2.01 2.21 2.96 0.47

DBIL5P2 1692 0.00 0.07 0.00 0.00 0.00 0.28 0.02 0.02 0.00 0.03 0.06 -4.12 0.02 #NUM! 2.12 #NUM! #NUM! #NUM! 2.28

DBN1 3058 14.63 21.00 15.06 36.64 19.23 17.77 21.06 13.50 53.98 19.57 20.72 4.37 27.03 -0.89 -0.36 -0.84 0.44 -0.49 -0.22

DBNDD1 2150 2.68 4.01 2.18 4.41 7.19 1.69 10.49 5.39 0.63 3.60 3.69 1.88 5.03 -0.91 -0.33 -1.20 -0.19 0.52 -1.13

DBNDD2 1538 39.71 46.46 38.53 32.97 64.26 55.45 23.69 28.58 180.10 37.99 46.23 5.53 67.59 -0.77 -0.54 -0.81 -1.04 -0.07 0.26

DBNL 2237 33.31 37.06 50.80 53.37 60.53 50.08 60.09 43.26 49.83 46.01 47.52 5.57 49.80 -0.58 -0.43 0.03 0.10 0.28 0.08

DBP 1658 9.46 9.65 8.79 0.00 0.00 16.85 2.90 3.74 0.00 10.98 7.46 2.90 4.41 1.10 1.13 1.00 #NUM! #NUM! 1.18

DBR1 2690 3.73 3.02 4.45 4.49 6.44 4.01 2.18 1.64 2.88 3.30 4.36 2.12 2.50 0.58 0.27 0.83 0.84 1.37 -0.12

DBT 10831 1.17 1.78 1.55 2.05 1.01 2.33 1.54 1.54 1.34 1.88 1.65 0.72 1.57 -0.43 0.18 -0.02 0.38 -0.64 0.50

DBX2 2722 0.09 0.12 0.02 0.00 0.00 0.08 0.44 0.36 0.06 0.16 0.05 -4.30 0.26 -1.54 -1.12 -3.48 #NUM! #NUM! 0.60

DCAF10 7932 2.20 5.00 15.03 3.82 3.00 3.86 4.79 4.43 3.33 2.90 5.49 2.46 3.86 -0.81 0.37 1.96 -0.01 -0.36 -0.51

DCAF11 4311 9.88 12.64 14.51 16.03 22.42 14.21 13.38 14.18 11.08 11.90 14.95 3.90 12.64 -0.36 0.00 0.20 0.34 0.83 -0.07

DCAF12 3688 14.33 18.18 14.49 13.21 24.36 14.86 13.20 14.87 10.53 13.17 16.57 4.05 12.94 0.15 0.49 0.16 0.03 0.91 -0.16

DCAF12L1 3403 0.00 0.01 0.00 0.00 0.00 0.01 0.01 0.00 0.01 0.01 0.00 -8.69 0.01 #NUM! 0.17 #NUM! #NUM! #NUM! 1.49

DCAF12L2 2612 0.00 0.07 0.01 0.00 0.01 0.18 0.16 0.09 0.43 0.33 0.05 -4.45 0.25 #NUM! -1.82 -4.40 #NUM! -4.73 1.98

DCAF13 2657 8.92 5.41 10.58 10.79 12.31 17.26 6.59 6.27 8.03 12.70 10.88 3.44 8.40 0.09 -0.64 0.33 0.36 0.55 0.67

DCAF15 2274 6.17 10.82 15.12 11.02 20.34 8.85 8.73 7.46 11.82 7.42 12.05 3.59 8.86 -0.52 0.29 0.77 0.32 1.20 -0.45

DCAF16 4548 2.11 5.93 4.82 3.38 2.99 4.20 3.58 5.67 4.33 4.84 3.91 1.97 4.60 -1.12 0.37 0.07 -0.44 -0.62 0.10

DCAF17 5842 1.08 2.30 2.99 3.84 0.50 2.76 1.97 1.33 1.50 2.37 2.25 1.17 1.79 -0.73 0.36 0.74 1.10 -1.84 0.30

DCAF4 2568 3.21 1.93 2.23 2.29 2.62 3.05 2.47 1.54 3.43 2.60 2.56 1.35 2.51 0.35 -0.38 -0.17 -0.13 0.06 0.25

DCAF4L1 4772 0.05 0.03 0.04 0.03 0.01 0.14 0.06 0.01 0.01 0.04 0.05 -4.32 0.03 1.01 0.01 0.72 0.02 -2.33 1.51

DCAF4L2 3339 0.00 0.00 0.00 0.00 0.00 0.00 0.40 0.00 0.00 0.00 0.00 #NUM! 0.10 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

DCAF5 5999 6.25 12.39 11.41 13.07 5.77 6.87 9.49 9.06 9.32 7.75 9.29 3.22 8.90 -0.51 0.48 0.36 0.55 -0.63 -0.44

DCAF6 3633 10.96 10.32 11.76 11.79 7.98 16.61 10.35 10.56 17.77 12.50 11.57 3.53 12.79 -0.22 -0.31 -0.12 -0.12 -0.68 0.52

DCAF7 6369 0.00 16.06 31.64 12.37 18.41 12.18 9.44 8.74 13.16 6.08 15.11 3.92 9.36 #NUM! 0.78 1.76 0.40 0.98 -0.31

DCAF8 4201 12.64 20.06 11.93 18.46 13.11 15.31 14.88 13.75 25.55 0.00 15.25 3.93 13.54 -0.10 0.57 -0.18 0.45 -0.05 0.01

DCAF8L1 3457 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DCAKD 2133 10.96 13.36 15.96 13.37 11.71 7.22 9.20 9.40 13.96 6.18 12.10 3.60 9.69 0.18 0.46 0.72 0.47 0.27 -0.75

DCBLD1 2010 5.76 8.29 4.34 12.40 15.61 3.61 1.68 1.57 1.81 2.49 8.34 3.06 1.89 1.61 2.14 1.20 2.72 3.05 -1.21

DCBLD2 6093 2.10 4.91 3.13 2.95 4.70 4.63 1.92 2.11 4.44 3.17 3.74 1.90 2.91 -0.47 0.76 0.11 0.02 0.69 0.31

DCC 10210 0.01 0.02 0.03 0.00 0.00 0.01 0.13 0.33 0.01 0.00 0.01 -6.55 0.12 -3.57 -2.76 -2.17 #NUM! -8.25 0.02

DCDC1 1747 0.00 0.16 0.56 0.00 0.00 0.06 0.03 0.05 0.01 0.00 0.13 -2.96 0.02 #NUM! 2.74 4.53 #NUM! #NUM! -1.20

DCDC2 4708 0.00 0.04 0.00 0.01 0.00 0.04 0.00 0.00 0.00 0.03 0.02 -5.97 0.01 #NUM! 2.46 #NUM! -0.23 #NUM! 1.47

DCDC2B 1367 0.00 0.00 0.47 0.00 0.00 0.00 1.55 0.00 0.00 0.00 0.08 -3.68 0.39 #NUM! #NUM! 0.28 #NUM! #NUM! #NUM!

DCDC5 4773 0.00 0.02 0.01 0.01 0.00 0.04 0.01 0.00 0.00 0.05 0.01 -6.36 0.01 #NUM! 0.66 -1.12 -1.02 #NUM! 1.65

DCHS1 10759 2.93 13.43 1.79 1.16 0.52 1.96 7.46 3.75 28.24 3.56 3.63 1.86 10.75 -1.88 0.32 -2.59 -3.22 -4.36 -0.89

DCHS2 8931 0.01 0.08 0.01 0.02 0.00 0.17 0.05 0.01 0.08 0.16 0.05 -4.32 0.08 -2.41 0.03 -2.67 -1.60 -4.83 1.77

DCK 2618 5.16 10.45 18.95 5.29 9.73 7.98 3.61 5.13 6.12 9.07 9.59 3.26 5.98 -0.21 0.80 1.66 -0.18 0.70 -0.27

DCLK1 8463 0.70 2.00 0.68 0.47 0.06 3.68 2.08 2.71 4.21 3.00 1.26 0.34 3.00 -2.11 -0.59 -2.13 -2.67 -5.72 1.54

DCLK2 4345 0.78 3.12 1.77 0.72 0.06 1.76 1.58 1.24 3.43 2.44 1.37 0.45 2.17 -1.48 0.52 -0.30 -1.58 -5.26 0.36

DCLK3 5344 0.05 0.04 0.07 0.05 0.12 0.04 0.01 0.03 0.10 0.06 0.06 -4.01 0.05 0.08 -0.38 0.43 0.12 1.23 -0.55

DCLRE1A 4468 2.11 3.36 1.34 2.45 5.21 3.99 1.04 0.94 0.71 1.02 3.08 1.62 0.93 1.19 1.86 0.53 1.40 2.49 0.37

DCLRE1B 3795 3.60 1.98 3.78 3.52 4.52 2.64 1.13 0.71 1.66 1.53 3.34 1.74 1.26 1.52 0.65 1.59 1.48 1.85 -0.34

DCLRE1C 4108 2.16 5.87 5.95 10.67 1.37 2.58 3.58 1.60 1.28 1.20 4.77 2.25 1.91 0.17 1.62 1.64 2.48 -0.48 -0.89

DCN 2305 337.56 393.50 130.54 98.08 21.91 1084.08 815.77 493.78 1883.40 1256.44 344.28 8.43 1112.35 -1.72 -1.50 -3.09 -3.50 -5.67 1.65

DCP1A 6025 2.76 6.26 8.23 6.52 2.06 3.98 5.00 5.61 4.63 5.02 4.97 2.31 5.07 -0.87 0.31 0.70 0.36 -1.30 -0.32

DCP1B 2105 5.97 8.59 6.35 11.24 3.77 3.90 6.09 4.19 9.56 3.38 6.64 2.73 5.80 0.04 0.57 0.13 0.95 -0.62 -0.77

DCP2 10198 0.96 1.03 1.22 1.39 1.08 3.23 0.90 0.00 1.63 3.17 1.49 0.57 1.43 -0.57 -0.47 -0.23 -0.03 -0.40 1.12

DCPS 1508 6.86 8.39 7.17 6.31 14.77 8.29 5.04 5.49 10.25 6.22 8.63 3.11 6.75 0.02 0.32 0.09 -0.10 1.13 -0.06

DCST1 2331 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DCST2 2421 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DCT 2403 0.04 0.02 0.00 0.06 0.00 0.00 0.01 0.00 0.01 0.02 0.02 -5.67 0.01 1.75 1.17 #NUM! 2.50 #NUM! #NUM!

DCTD 2042 13.38 18.80 24.18 25.78 42.63 31.31 14.73 13.17 37.99 27.58 26.01 4.70 23.37 -0.80 -0.31 0.05 0.14 0.87 0.27

DCTN1 4518 41.90 63.66 36.70 30.89 31.51 20.72 28.43 25.09 46.91 23.28 37.56 5.23 30.93 0.44 1.04 0.25 0.00 0.03 -0.86

DCTN2 1757 44.25 38.00 36.93 45.31 72.10 57.63 42.74 40.14 96.10 63.29 49.04 5.62 60.57 -0.45 -0.67 -0.71 -0.42 0.25 0.23

DCTN3 947 64.23 56.92 53.60 39.08 77.94 58.57 46.75 48.67 82.71 53.55 58.39 5.87 57.92 0.15 -0.03 -0.11 -0.57 0.43 0.00

DCTN4 4105 8.62 11.95 13.62 15.83 7.30 12.93 11.66 15.17 9.68 12.93 11.71 3.55 12.36 -0.52 -0.05 0.14 0.36 -0.76 0.14

DCTN5 7430 4.64 8.09 5.02 6.24 17.00 9.74 4.65 4.95 12.21 9.63 8.45 3.08 7.86 -0.76 0.04 -0.65 -0.33 1.11 0.20

DCTN6 1126 38.01 26.25 37.32 19.16 30.55 43.40 22.26 28.71 33.41 37.78 32.45 5.02 30.54 0.32 -0.22 0.29 -0.67 0.00 0.42

DCTPP1 1143 32.69 19.31 15.09 19.37 70.66 21.69 13.30 9.74 26.17 17.70 29.80 4.90 16.73 0.97 0.21 -0.15 0.21 2.08 -0.46

DCUN1D1 3192 4.52 3.88 4.77 5.98 5.26 8.22 3.59 3.82 4.36 5.24 5.44 2.44 4.25 0.09 -0.13 0.17 0.49 0.31 0.60

DCUN1D2 3046 1.30 3.40 0.98 2.84 1.48 2.43 1.54 1.40 2.55 1.81 2.07 1.05 1.82 -0.48 0.90 -0.90 0.64 -0.31 0.23

DCUN1D3 2886 1.29 4.38 4.10 7.92 4.18 6.06 6.61 19.62 6.25 7.39 4.65 2.22 9.97 -2.95 -1.19 -1.28 -0.33 -1.25 0.38

DCUN1D4 4278 3.60 4.39 2.84 3.36 3.80 6.17 4.08 3.71 5.76 7.32 4.03 2.01 5.22 -0.53 -0.25 -0.88 -0.64 -0.46 0.62

DCUN1D5 12732 0.85 0.60 0.61 1.20 33.89 11.41 3.69 0.65 14.83 13.83 8.09 3.02 8.25 -3.27 -3.78 -3.76 -2.78 2.04 0.50

DCX 9433 0.00 0.06 0.00 0.00 0.00 0.01 0.02 0.00 0.01 0.01 0.01 -6.46 0.01 #NUM! 2.45 -1.65 #NUM! #NUM! -0.22

DCXR 860 65.90 48.45 67.05 54.08 72.55 50.37 132.11 44.13 38.33 44.23 59.73 5.90 64.70 0.03 -0.42 0.05 -0.26 0.17 -0.25

DDA1 4078 4.69 9.38 13.91 6.84 15.04 5.67 5.95 6.32 6.28 4.39 9.26 3.21 5.73 -0.29 0.71 1.28 0.25 1.39 -0.71

DDAH1 4023 3.00 23.25 4.50 1.55 3.92 7.20 6.35 7.33 6.19 5.84 7.24 2.86 6.43 -1.10 1.86 -0.52 -2.06 -0.71 -0.01

DDAH2 1351 0.00 0.00 14.14 12.51 0.00 62.35 62.96 32.99 154.12 85.61 14.83 3.89 83.92 #NUM! #NUM! -2.57 -2.75 #NUM! 2.07

DDB1 4355 20.21 39.36 59.01 35.89 64.08 48.41 45.95 40.51 52.56 34.65 44.49 5.48 43.42 -1.10 -0.14 0.44 -0.27 0.56 0.12

DDB2 1870 21.43 13.40 29.20 27.19 36.86 11.38 10.96 14.26 11.60 11.89 23.24 4.54 12.18 0.82 0.14 1.26 1.16 1.60 -1.03

DDC 2090 0.00 0.43 0.00 0.00 0.08 0.04 0.00 0.00 0.02 0.03 0.09 -3.45 0.01 #NUM! 5.24 #NUM! #NUM! 2.78 -1.07

DDHD1 12969 0.51 1.39 0.97 0.70 0.20 1.21 0.71 0.98 0.85 0.89 0.83 -0.27 0.86 -0.75 0.70 0.17 -0.29 -2.12 0.54

DDHD2 4723 3.26 6.05 4.40 1.97 2.55 12.81 5.05 4.31 6.41 7.73 5.17 2.37 5.87 -0.85 0.04 -0.42 -1.58 -1.20 1.31

DDI1 2615 0.00 0.01 0.02 0.00 0.00 0.00 0.11 0.04 0.00 0.00 0.01 -7.46 0.04 #NUM! -1.86 -0.64 #NUM! #NUM! #NUM!

DDI2 2680 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DDIT3 1191 10.12 0.00 0.00 0.00 36.76 44.70 0.00 0.00 27.60 85.68 15.26 3.93 28.32 -1.48 #NUM! #NUM! #NUM! 0.38 1.55

DDIT4 1752 48.64 48.55 113.03 45.20 1084.74 108.75 9.29 30.74 27.66 170.51 241.48 7.92 59.55 -0.29 -0.29 0.92 -0.40 4.19 -1.15

DDIT4L 2649 0.76 0.28 0.06 0.11 0.00 1.34 1.42 0.49 2.67 3.55 0.43 -1.23 2.03 -1.42 -2.84 -5.10 -4.15 #NUM! 1.65

DDN 3744 0.12 0.01 0.07 0.03 0.00 0.05 0.08 0.03 0.01 0.03 0.04 -4.50 0.04 1.67 -2.42 0.80 -0.51 #NUM! 0.14

DDO 1733 0.20 0.39 0.27 0.19 1.62 1.91 0.30 0.21 2.23 1.50 0.76 -0.39 1.06 -2.38 -1.44 -1.98 -2.51 0.62 1.32

DDOST 2144 67.75 65.59 65.05 85.34 82.86 81.44 44.66 37.96 84.02 55.34 74.67 6.22 55.50 0.29 0.24 0.23 0.62 0.58 0.13

DDR1 3877 34.85 68.61 99.46 81.33 104.70 33.36 44.18 52.53 8.91 39.47 70.39 6.14 36.27 -0.06 0.92 1.46 1.16 1.53 -1.08

DDR2 3252 1.64 10.78 5.82 4.04 0.30 8.41 9.48 5.61 12.02 8.00 5.16 2.37 8.78 -2.42 0.30 -0.59 -1.12 -4.89 0.70

DDRGK1 1298 18.92 18.48 20.38 21.31 68.81 32.80 14.95 12.19 34.25 31.11 30.12 4.91 23.13 -0.29 -0.32 -0.18 -0.12 1.57 0.12

DDT 688 55.31 22.00 24.58 27.72 46.73 40.37 14.38 14.44 30.86 31.62 36.12 5.17 22.82 1.28 -0.05 0.11 0.28 1.03 0.16

DDTL 1641 10.59 5.96 4.77 5.96 0.00 1.69 2.59 3.07 1.26 1.19 4.83 2.27 2.03 2.38 1.56 1.23 1.56 #NUM! -1.51

DDX1 2706 13.86 11.18 31.46 19.51 21.90 29.55 13.99 18.12 19.99 27.96 21.24 4.41 20.01 -0.53 -0.84 0.65 -0.04 0.13 0.48

DDX10 3204 5.95 5.39 6.26 2.70 5.81 5.11 5.43 6.77 4.50 6.48 5.21 2.38 5.80 0.04 -0.10 0.11 -1.10 0.00 -0.03

DDX11 3947 3.79 4.20 6.77 10.43 7.87 4.06 1.84 4.28 3.34 1.62 6.19 2.63 2.77 0.45 0.60 1.29 1.91 1.51 -0.61

DDX11L2 2164 0.11 0.00 0.00 0.00 0.00 0.00 0.44 0.00 0.00 0.00 0.02 -5.73 0.11 0.04 #NUM! #NUM! #NUM! #NUM! #NUM!

DDX11L9 1652 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DDX12 3909 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DDX17 4811 44.55 119.67 70.78 138.47 26.22 91.59 91.48 126.18 90.39 93.94 81.88 6.36 100.50 -1.17 0.25 -0.51 0.46 -1.94 0.16

DDX18 3790 9.60 13.26 20.91 11.28 7.91 19.47 8.28 14.51 12.08 16.67 13.74 3.78 12.88 -0.42 0.04 0.70 -0.19 -0.70 0.50

DDX19A 2918 8.41 11.01 6.25 9.42 18.29 10.77 7.62 5.97 13.23 9.41 10.69 3.42 9.06 -0.11 0.28 -0.53 0.06 1.01 0.01

DDX19B 1831 9.00 10.10 7.01 5.84 11.14 8.39 7.54 7.05 9.90 6.98 8.58 3.10 7.87 0.19 0.36 -0.17 -0.43 0.50 -0.03

DDX20 3513 4.22 4.23 4.98 4.52 2.66 3.75 2.61 2.05 2.73 3.67 4.06 2.02 2.76 0.61 0.61 0.85 0.71 -0.06 -0.11

DDX21 4153 13.43 16.82 44.69 19.80 10.30 19.30 18.13 29.71 11.03 32.89 20.72 4.37 22.94 -0.77 -0.45 0.96 -0.21 -1.16 -0.10

DDX23 3288 16.85 22.16 30.22 29.02 30.92 26.23 14.02 14.46 28.66 19.20 25.90 4.69 19.08 -0.18 0.22 0.66 0.60 0.70 0.02

DDX24 2967 23.76 65.85 46.28 40.54 0.00 38.75 33.77 45.09 71.28 53.89 35.86 5.16 51.01 -1.10 0.37 -0.14 -0.33 #NUM! 0.11

DDX25 1839 0.02 0.02 0.00 0.06 0.00 0.17 0.08 0.15 0.16 0.10 0.04 -4.53 0.12 -3.02 -3.02 #NUM! -1.11 #NUM! 1.99

DDX26B 3852 1.98 4.60 3.79 5.37 0.34 4.47 3.36 3.73 2.01 3.14 3.43 1.78 3.06 -0.63 0.59 0.31 0.81 -3.16 0.38

DDX27 2711 9.17 20.14 21.87 17.19 17.83 26.53 11.50 11.69 16.87 19.23 18.79 4.23 14.82 -0.69 0.44 0.56 0.21 0.27 0.50

DDX28 2610 3.66 0.00 2.17 4.84 7.01 1.90 2.27 0.00 1.53 2.86 3.26 1.71 1.66 1.14 #NUM! 0.38 1.54 2.07 -0.78

DDX31 3285 3.68 3.30 5.55 2.65 6.35 2.05 2.49 2.28 1.72 2.49 3.93 1.97 2.24 0.71 0.56 1.31 0.24 1.50 -0.94

DDX39A 1651 28.59 32.29 52.42 14.57 94.91 29.75 17.38 18.95 19.43 22.92 42.09 5.40 19.67 0.54 0.72 1.41 -0.43 2.27 -0.50

DDX39B 2174 32.32 39.63 51.36 64.84 97.49 20.85 47.34 33.45 53.13 50.90 51.08 5.67 46.20 -0.52 -0.22 0.15 0.49 1.08 -1.29

DDX3X 5433 22.11 50.74 52.53 47.19 30.15 101.37 39.93 75.58 51.77 105.40 50.68 5.66 68.17 -1.62 -0.43 -0.38 -0.53 -1.18 1.00

DDX3Y 4648 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.01 0.00 0.00 -8.03 0.00 #NUM! -2.34 -1.11 #NUM! 0.57 1.99

DDX4 2880 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 -9.05 0.00 #NUM! 1.96 #NUM! #NUM! #NUM! #NUM!

DDX41 2118 23.68 20.86 22.04 31.53 49.79 20.71 19.81 19.23 21.80 19.29 28.10 4.81 20.04 0.24 0.06 0.14 0.65 1.31 -0.44

DDX42 4014 10.00 20.89 19.22 21.81 13.23 17.73 16.42 16.50 19.84 21.32 17.15 4.10 18.52 -0.89 0.17 0.05 0.24 -0.48 0.05

DDX43 2707 1.06 0.29 0.14 0.11 0.00 0.68 0.06 0.10 0.45 0.41 0.38 -1.40 0.26 2.04 0.15 -0.89 -1.21 #NUM! 0.84

DDX46 5695 2.79 5.46 7.83 10.06 3.07 9.18 6.80 6.03 3.59 4.43 6.40 2.68 5.21 -0.90 0.07 0.59 0.95 -0.77 0.52

DDX47 1836 19.42 19.52 22.72 18.77 26.27 26.38 13.04 19.52 24.53 33.49 22.18 4.47 22.64 -0.22 -0.21 0.01 -0.27 0.21 0.25

DDX49 1836 15.76 14.20 23.80 9.53 39.59 12.92 12.16 10.05 17.48 11.54 19.30 4.27 12.81 0.30 0.15 0.89 -0.43 1.63 -0.58

DDX5 3769 19.79 23.35 54.91 96.13 57.74 69.96 31.72 24.50 54.54 71.31 53.65 5.75 45.52 -1.20 -0.96 0.27 1.08 0.34 0.38



DDX50 2575 8.45 7.60 10.73 8.31 8.82 18.72 7.67 8.01 15.35 19.98 10.44 3.38 12.75 -0.59 -0.75 -0.25 -0.62 -0.53 0.84

DDX51 4738 0.96 2.63 3.03 2.35 2.47 2.59 2.48 1.77 2.86 2.40 2.34 1.23 2.38 -1.31 0.15 0.35 -0.01 0.06 0.15

DDX52 3822 3.25 5.11 8.53 8.69 3.94 5.90 3.41 6.68 3.92 4.83 5.90 2.56 4.71 -0.54 0.12 0.86 0.88 -0.26 0.00

DDX53 2142 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

DDX54 4404 9.82 20.96 28.78 18.20 28.96 10.01 11.08 7.70 14.27 9.05 19.46 4.28 10.53 -0.10 0.99 1.45 0.79 1.46 -0.96

DDX55 2638 5.31 8.07 0.00 8.28 7.42 6.56 4.93 3.06 4.56 5.44 5.94 2.57 4.50 0.24 0.84 #NUM! 0.88 0.72 0.14

DDX56 2499 28.69 24.81 33.57 26.32 68.24 14.37 13.98 14.27 16.95 13.87 32.67 5.03 14.77 0.96 0.75 1.18 0.83 2.21 -1.18

DDX58 4759 3.14 6.81 8.68 6.18 7.50 6.22 2.32 2.48 2.59 5.19 6.42 2.68 3.15 0.00 1.11 1.46 0.97 1.25 -0.05

DDX59 2337 5.34 6.52 10.17 8.67 7.00 15.53 6.23 8.19 9.46 8.19 8.87 3.15 8.02 -0.59 -0.30 0.34 0.11 -0.20 0.81

DDX6 6246 7.91 15.27 11.80 12.40 3.83 13.04 14.47 17.13 12.91 17.35 10.71 3.42 15.46 -0.97 -0.02 -0.39 -0.32 -2.01 0.28

DDX60 6099 1.89 6.62 8.15 9.32 2.44 20.27 1.61 2.21 2.12 4.47 8.11 3.02 2.60 -0.46 1.35 1.65 1.84 -0.09 1.32

DDX60L 6754 1.97 4.07 3.83 9.89 4.10 4.07 1.25 1.94 0.71 5.01 4.66 2.22 2.23 -0.18 0.87 0.78 2.15 0.88 -0.19

DEAF1 2737 5.01 9.42 10.69 4.56 15.98 7.31 0.00 0.00 9.31 9.27 8.83 3.14 4.64 0.11 1.02 1.20 -0.03 1.78 -0.27

1-Dec 1251 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.04 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

DECR1 1251 28.95 18.03 22.49 11.48 77.15 45.98 22.29 17.34 33.42 39.36 34.01 5.09 28.10 0.04 -0.64 -0.32 -1.29 1.46 0.44

DECR2 1599 4.38 8.27 3.19 5.14 7.41 5.90 3.66 3.55 0.00 5.85 5.72 2.52 3.26 0.42 1.34 -0.03 0.66 1.18 0.05

DEDD 2362 18.20 18.47 20.64 15.31 12.92 18.70 16.33 13.36 22.86 17.40 17.37 4.12 17.49 0.06 0.08 0.24 -0.19 -0.44 0.11

DEDD2 1951 12.37 20.56 22.96 42.68 29.76 19.74 16.89 14.95 13.30 30.84 24.68 4.63 19.00 -0.62 0.11 0.27 1.17 0.65 -0.32

DEF6 2320 13.43 17.73 13.50 19.85 21.98 11.69 8.73 7.59 2.85 6.50 16.36 4.03 6.42 1.06 1.47 1.07 1.63 1.78 -0.49

DEF8 3724 9.93 6.10 3.91 10.27 25.95 17.36 8.53 4.23 27.67 17.66 12.25 3.61 14.52 -0.55 -1.25 -1.89 -0.50 0.84 0.50

DEFA1 514 0.07 0.00 0.00 0.09 0.33 0.13 0.05 0.00 0.17 0.01 0.10 -3.28 0.06 0.26 #NUM! #NUM! 0.61 2.56 0.36

DEFA3 501 0.43 0.00 0.00 0.09 0.72 0.39 0.00 0.00 0.29 0.09 0.27 -1.88 0.09 2.18 #NUM! #NUM! -0.10 2.94 0.53

DEFA4 542 0.28 0.00 0.00 0.00 0.26 0.12 0.00 0.00 0.00 0.06 0.11 -3.17 0.01 4.31 #NUM! #NUM! #NUM! 4.19 0.14

DEFB1 484 116.91 67.43 13.57 49.60 313.83 66.29 57.45 137.34 1.43 274.60 104.61 6.71 117.70 -0.01 -0.80 -3.12 -1.25 1.41 -0.66

DEFB103A 437 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DEFB103B 330 3.10 46.99 14.61 6.30 4.90 41.32 1.79 790.78 0.47 483.49 19.54 4.29 319.13 -6.69 -2.76 -4.45 -5.66 -6.03 1.08

DEFB106A 325 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DEFB109P1 189 0.00 0.00 0.00 0.00 0.00 0.86 5.34 0.00 0.00 0.00 0.14 -2.80 1.34 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

DEFB109P1B 264 1.90 0.37 0.00 0.00 0.00 0.13 0.00 0.42 0.00 0.00 0.40 -1.33 0.10 4.19 1.82 #NUM! #NUM! #NUM! -1.63

DEFB118 1158 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DEFB124 216 1.79 1.73 0.00 0.00 0.00 6.88 0.00 3.04 0.53 0.93 1.73 0.79 1.12 0.67 0.62 #NUM! #NUM! #NUM! 1.99

DEFB126 413 0.11 0.00 2.46 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.43 -1.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DEFB127 439 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DEFB131 213 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.73 0.00 #NUM! 0.18 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

DEFB4A 336 132.85 21.75 2.22 5.23 0.79 1.11 0.18 91.10 0.00 1.10 27.32 4.77 23.09 2.52 -0.09 -3.38 -2.14 -4.87 -4.62

DEFB4B 298 151.27 35.00 2.89 6.31 0.57 1.27 0.25 51.27 0.00 1.03 32.89 5.04 13.14 3.53 1.41 -2.18 -1.06 -4.52 -4.70

DEGS1 2058 15.80 31.27 12.29 14.53 76.91 43.60 41.35 34.94 48.60 52.82 32.40 5.02 44.43 -1.49 -0.51 -1.85 -1.61 0.79 0.43

DEGS2 1411 5.24 8.59 5.22 0.15 1.29 1.89 22.44 10.20 1.37 3.69 3.73 1.90 9.42 -0.85 -0.13 -0.85 -5.94 -2.87 -0.98

DEK 2879 41.48 46.10 67.21 59.79 44.69 91.82 24.36 23.79 27.21 35.68 58.52 5.87 27.76 0.58 0.73 1.28 1.11 0.69 0.65

DEM1 2217 2.43 1.61 3.12 1.85 3.20 3.01 0.94 0.70 2.36 1.21 2.54 1.34 1.30 0.90 0.30 1.26 0.51 1.29 0.25

DENND1A 5041 4.08 8.56 11.39 7.96 16.25 3.88 3.32 4.66 5.73 4.40 8.69 3.12 4.53 -0.15 0.92 1.33 0.81 1.84 -1.16

DENND1B 8388 1.19 2.21 3.11 3.08 1.55 3.21 1.34 3.51 0.85 3.57 2.39 1.26 2.32 -0.96 -0.07 0.42 0.41 -0.58 0.42

DENND1C 2804 4.70 10.46 20.76 5.34 18.22 6.72 3.43 3.30 1.32 5.21 11.04 3.46 3.31 0.51 1.66 2.65 0.69 2.46 -0.71

DENND2A 3485 0.90 3.64 0.49 1.50 1.34 2.93 3.69 2.92 10.55 5.27 1.80 0.85 5.61 -2.64 -0.63 -3.50 -1.90 -2.07 0.70

DENND2C 3974 0.00 0.00 4.13 0.00 0.24 0.00 0.00 0.00 0.24 0.00 0.73 -0.46 0.06 #NUM! #NUM! 6.12 #NUM! 2.03 #NUM!

DENND2D 2062 14.02 19.44 28.36 24.22 25.25 18.46 13.19 13.18 4.28 11.54 21.62 4.43 10.55 0.41 0.88 1.43 1.20 1.26 -0.23

DENND3 5458 1.62 3.57 2.13 2.57 7.24 3.91 1.77 2.11 7.53 3.95 3.51 1.81 3.84 -1.24 -0.10 -0.85 -0.58 0.92 0.16

DENND4A 7341 2.25 3.07 6.36 2.89 0.74 3.71 2.36 6.63 1.52 3.35 3.17 1.66 3.46 -0.63 -0.17 0.88 -0.26 -2.23 0.23

DENND4B 5688 3.59 11.80 6.06 5.22 3.63 4.34 7.86 3.43 3.96 7.52 5.78 2.53 5.69 -0.66 1.05 0.09 -0.12 -0.65 -0.41

DENND4C 7023 1.97 9.51 3.53 5.01 2.03 0.00 0.00 0.00 0.00 0.00 3.67 1.88 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DENND5A 4965 4.32 8.38 14.12 4.00 8.42 11.42 7.06 8.41 24.04 16.66 8.44 3.08 14.04 -1.70 -0.75 0.01 -1.81 -0.74 0.44

DENND5B 9409 1.28 3.20 0.86 0.86 1.85 1.09 2.29 2.27 2.75 2.72 1.52 0.61 2.51 -0.97 0.35 -1.54 -1.55 -0.44 -0.49

DENR 3061 9.41 11.69 15.56 16.83 18.12 20.57 10.08 8.56 11.22 13.58 15.36 3.94 10.86 -0.21 0.11 0.52 0.63 0.74 0.42

DEPDC1 5356 1.69 0.69 5.93 3.53 1.37 2.93 1.04 1.31 0.05 0.25 2.69 1.43 0.66 1.36 0.06 3.17 2.42 1.06 0.12

DEPDC1B 2516 1.79 1.45 2.16 2.79 3.68 3.68 0.71 1.10 0.26 0.67 2.59 1.37 0.68 1.39 1.08 1.66 2.03 2.43 0.51

DEPDC4 1155 0.10 0.08 0.00 0.00 0.35 0.36 0.00 0.13 0.09 0.13 0.15 -2.75 0.09 0.25 -0.15 #NUM! #NUM! 2.03 1.26

DEPDC5 5394 3.59 2.47 3.06 3.54 1.05 1.90 1.69 0.00 2.43 1.78 2.60 1.38 1.47 1.28 0.75 1.05 1.26 -0.49 -0.45

DEPDC7 2013 2.34 2.67 1.82 4.61 3.57 2.00 4.75 4.97 0.74 3.22 2.83 1.50 3.42 -0.55 -0.36 -0.91 0.43 0.06 -0.51

DEPTOR 2631 2.55 2.85 2.99 1.67 0.50 3.99 3.97 5.61 8.53 5.95 2.43 1.28 6.01 -1.24 -1.08 -1.01 -1.85 -3.58 0.72

DERA 1741 23.73 11.95 15.65 22.49 41.47 21.16 9.22 8.73 16.35 15.77 22.74 4.51 12.52 0.92 -0.07 0.32 0.85 1.73 -0.10

DERL1 3179 16.46 17.50 17.59 33.65 19.93 20.85 13.08 11.57 21.22 16.93 21.00 4.39 15.70 0.07 0.16 0.16 1.10 0.34 -0.01

DERL2 1156 21.86 19.63 17.05 22.11 49.63 27.23 15.45 11.22 23.58 23.94 26.25 4.71 18.55 0.24 0.08 -0.12 0.25 1.42 0.05

DERL3 3216 9.86 4.16 0.00 3.11 0.00 11.41 0.00 0.00 0.00 0.00 4.76 2.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.26

DES 2268 17.98 78.69 1.92 0.65 3.31 162.21 296.46 2.75 3506.61 306.91 44.12 5.46 1028.18 -5.84 -3.71 -9.07 -10.63 -8.28 1.88

DET1 2343 1.95 2.43 0.82 1.65 1.60 2.60 0.97 1.34 4.17 2.06 1.84 0.88 2.13 -0.13 0.19 -1.37 -0.37 -0.42 0.50

DEXI 1580 10.44 18.73 5.87 16.91 13.87 13.70 13.47 9.63 25.70 15.11 13.25 3.73 15.98 -0.61 0.23 -1.44 0.08 -0.20 0.05

DFFA 3408 8.00 6.89 9.27 8.18 11.26 6.32 6.37 5.33 7.00 4.82 8.32 3.06 5.88 0.44 0.23 0.66 0.48 0.94 -0.40

DFFB 3034 0.42 1.38 1.19 1.16 1.00 1.10 0.50 0.34 1.03 0.88 1.04 0.06 0.69 -0.72 1.00 0.80 0.76 0.54 0.08

DFNA5 2521 1.80 4.57 4.52 27.07 48.71 16.37 2.18 1.48 7.97 8.91 17.17 4.10 5.14 -1.51 -0.17 -0.19 2.40 3.25 -0.07

DFNB31 4079 0.94 9.23 4.41 4.71 4.83 3.12 5.53 5.98 3.75 3.59 4.54 2.18 4.71 -2.33 0.97 -0.10 0.00 0.03 -0.54

DFNB59 1534 0.20 0.49 0.20 0.00 0.61 0.77 0.21 0.38 0.77 0.00 0.38 -1.40 0.34 -0.74 0.51 -0.80 #NUM! 0.85 1.02

DGAT1 3718 14.82 6.86 5.42 9.10 11.32 5.31 4.98 4.75 16.53 5.32 8.81 3.14 7.89 0.91 -0.20 -0.54 0.21 0.52 -0.73

DGAT2 2485 5.89 5.70 1.55 1.85 10.57 1.99 7.44 10.08 1.50 4.76 4.59 2.20 5.94 -0.01 -0.06 -1.94 -1.68 0.83 -1.20

DGAT2L6 1708 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DGCR10 944 0.00 0.00 0.08 0.13 0.00 0.06 0.14 0.03 0.00 0.03 0.04 -4.50 0.05 #NUM! #NUM! 0.64 1.32 #NUM! 0.41

DGCR11 2214 0.17 0.00 0.43 0.66 0.47 0.51 0.00 0.00 0.43 0.28 0.37 -1.42 0.18 -0.05 #NUM! 1.27 1.89 1.40 0.46

DGCR14 5405 8.58 7.69 9.97 9.80 7.39 6.92 6.16 3.37 13.17 5.56 8.39 3.07 7.07 0.28 0.12 0.50 0.47 0.06 -0.28

DGCR2 4504 8.34 15.06 11.96 24.35 16.66 10.67 13.02 11.87 19.85 11.45 14.51 3.86 14.05 -0.75 0.10 -0.23 0.79 0.25 -0.44

DGCR5 5427 0.03 0.21 0.11 0.74 0.22 0.12 0.13 0.12 0.01 0.07 0.24 -2.07 0.08 -1.34 1.32 0.43 3.14 1.37 -0.95

DGCR6 1245 19.21 8.20 7.82 9.94 10.83 18.30 9.74 8.34 14.96 14.21 12.38 3.63 11.81 0.70 -0.53 -0.60 -0.25 -0.13 0.56

DGCR6L 1217 53.39 22.67 24.67 34.02 23.51 38.87 23.99 25.83 36.75 29.11 32.86 5.04 28.92 0.88 -0.35 -0.23 0.23 -0.30 0.24

DGCR8 4536 5.07 6.38 7.94 6.84 4.06 4.54 4.66 2.35 4.46 3.59 5.80 2.54 3.76 0.43 0.76 1.08 0.86 0.11 -0.36

DGCR9 2434 0.03 0.02 0.13 0.17 0.05 0.02 0.09 0.06 0.00 0.04 0.07 -3.82 0.05 -0.48 -1.06 1.49 1.85 0.16 -1.86

DGKA 2801 16.45 37.48 37.36 74.30 18.27 18.30 21.72 19.05 7.62 15.43 33.69 5.07 15.96 0.04 1.23 1.23 2.22 0.20 -0.88

DGKB 6686 0.04 0.09 0.29 0.01 0.01 0.32 0.20 0.05 0.71 0.27 0.13 -2.99 0.31 -3.08 -1.70 -0.09 -4.42 -5.35 1.32

DGKD 6294 0.55 2.84 2.09 0.98 3.49 1.29 1.07 1.22 2.62 2.25 1.87 0.91 1.79 -1.70 0.67 0.22 -0.86 0.97 -0.54

DGKE 7784 0.48 1.28 1.41 1.30 0.40 1.54 1.35 0.94 1.71 1.35 1.07 0.10 1.34 -1.47 -0.06 0.08 -0.04 -1.75 0.53

DGKG 5818 0.06 0.27 0.21 0.40 0.83 0.47 0.68 0.19 0.92 0.29 0.37 -1.43 0.52 -3.16 -0.97 -1.32 -0.39 0.67 0.33

DGKH 4299 0.23 2.39 1.10 0.92 0.05 0.68 0.64 1.03 0.23 1.41 0.90 -0.16 0.83 -1.86 1.53 0.40 0.15 -3.95 -0.40

DGKI 4780 0.01 0.07 0.04 0.04 0.02 0.15 0.03 0.02 0.03 0.04 0.06 -4.16 0.03 -2.10 1.31 0.65 0.30 -0.21 1.46

DGKQ 4653 1.03 5.92 4.14 2.57 4.18 2.75 2.70 2.22 3.78 2.03 3.43 1.78 2.68 -1.38 1.14 0.62 -0.06 0.64 -0.32

DGKZ 4094 6.07 0.00 22.53 23.61 17.38 10.71 12.35 8.89 14.83 7.93 13.38 3.74 11.00 -0.86 #NUM! 1.03 1.10 0.66 -0.32

DGUOK 1144 45.83 28.14 46.40 51.55 97.16 49.56 33.05 13.95 42.44 28.30 53.11 5.73 29.43 0.64 -0.06 0.66 0.81 1.72 -0.10

DHCR24 4286 64.67 35.52 135.42 123.19 111.50 33.02 53.93 48.75 3.88 31.45 83.89 6.39 34.50 0.91 0.04 1.97 1.84 1.69 -1.35

DHCR7 2665 12.88 8.87 41.39 21.76 36.65 25.58 22.01 16.26 3.26 12.66 24.52 4.62 13.55 -0.07 -0.61 1.61 0.68 1.44 0.06

DHDDS 3315 5.36 8.83 0.00 8.67 4.34 5.74 6.03 0.00 5.92 4.88 5.49 2.46 4.21 0.35 1.07 #NUM! 1.04 0.05 0.06

DHDH 1098 0.28 0.28 0.39 0.86 0.52 1.16 0.12 0.41 0.00 0.00 0.58 -0.78 0.13 1.07 1.09 1.57 2.70 1.97 1.00

DHFR 3932 8.35 10.49 10.27 25.49 18.91 13.67 5.51 5.45 4.48 4.90 14.53 3.86 5.08 0.72 1.04 1.01 2.33 1.89 -0.09

DHFRL1 4047 1.33 1.88 0.58 1.13 0.60 1.42 1.01 0.53 2.28 1.16 1.16 0.21 1.25 0.09 0.59 -1.10 -0.14 -1.06 0.30

DHH 1971 0.00 0.20 0.18 0.11 0.01 0.82 0.27 0.13 1.58 0.59 0.22 -2.18 0.64 #NUM! -1.71 -1.81 -2.59 -5.60 1.90

DHODH 2080 1.42 1.62 1.26 1.22 3.49 1.93 1.20 1.28 1.85 1.48 1.82 0.87 1.45 -0.03 0.16 -0.21 -0.24 1.27 0.08

DHPS 1361 20.98 20.92 22.03 17.83 53.40 24.76 18.05 15.40 35.18 25.99 26.65 4.74 23.66 -0.17 -0.18 -0.10 -0.41 1.17 -0.11

DHRS1 1495 14.78 18.06 5.27 29.75 36.38 22.18 26.89 20.08 19.55 41.44 21.07 4.40 26.99 -0.87 -0.58 -2.36 0.14 0.43 0.07

DHRS11 1608 4.39 6.80 4.54 2.99 3.58 3.27 5.23 4.70 4.04 4.70 4.26 2.09 4.67 -0.09 0.54 -0.04 -0.64 -0.38 -0.38

DHRS12 1970 5.37 3.68 2.43 3.67 2.50 6.75 3.81 1.36 7.29 3.37 4.07 2.02 3.96 0.44 -0.10 -0.71 -0.11 -0.66 0.73

DHRS13 1939 0.00 0.00 0.00 0.00 21.53 5.77 0.00 2.31 2.38 0.00 4.55 2.19 1.17 #NUM! #NUM! #NUM! #NUM! 4.20 0.34

DHRS2 1709 0.08 0.02 0.06 6.29 0.33 0.35 0.45 0.00 0.97 0.03 1.19 0.25 0.36 -2.13 -4.44 -2.63 4.11 -0.15 -1.76

DHRS3 1825 88.83 44.22 40.55 163.03 40.84 80.60 23.70 26.51 53.33 100.15 76.35 6.25 50.92 0.80 -0.20 -0.33 1.68 -0.32 0.08

DHRS4 1289 5.77 7.12 8.20 8.61 33.37 11.77 7.89 5.65 17.05 9.16 12.47 3.64 9.94 -0.78 -0.48 -0.28 -0.21 1.75 -0.08

DHRS4L1 1249 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DHRS4L2 1585 4.04 5.80 7.18 6.01 14.85 0.00 6.84 0.00 0.00 4.33 6.31 2.66 2.79 0.53 1.06 1.36 1.11 2.41 #NUM!

DHRS7 1404 12.75 16.02 10.23 30.96 96.78 38.35 14.73 12.83 41.77 34.83 34.18 5.10 26.04 -1.03 -0.70 -1.35 0.25 1.89 0.17

DHRS7B 1377 9.37 5.93 5.97 8.82 14.96 8.27 5.04 4.52 11.63 9.33 8.89 3.15 7.63 0.30 -0.36 -0.35 0.21 0.97 -0.10

DHRS7C 1014 0.00 0.03 0.00 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.02 -5.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.22

DHRS9 2882 3.79 1.69 3.12 1.59 0.43 2.93 6.59 0.79 1.72 1.94 2.26 1.18 2.76 0.46 -0.71 0.18 -0.79 -2.67 0.37

DHRSX 2596 1.29 1.78 0.74 0.57 1.83 0.97 0.67 0.83 1.02 0.67 1.20 0.26 0.80 0.70 1.16 -0.10 -0.47 1.20 -0.31

DHTKD1 5202 2.35 5.76 5.80 6.84 7.69 4.82 3.34 3.70 2.42 3.13 5.54 2.47 3.15 -0.42 0.87 0.88 1.12 1.29 -0.20

DHX15 3019 15.09 26.86 34.18 27.48 20.73 32.54 17.35 23.24 24.79 42.63 26.14 4.71 27.00 -0.84 -0.01 0.34 0.03 -0.38 0.32

DHX16 3477 4.74 12.46 14.88 14.74 13.91 12.03 10.25 8.46 11.39 10.23 12.12 3.60 10.09 -1.09 0.30 0.56 0.55 0.46 -0.01

DHX29 4491 4.48 7.11 4.59 8.58 2.06 7.46 6.58 8.07 3.71 5.67 5.71 2.51 6.01 -0.42 0.24 -0.39 0.51 -1.54 0.39

DHX30 4133 5.83 13.73 21.35 15.25 19.74 9.26 9.63 10.27 26.05 10.24 14.19 3.83 14.05 -1.27 -0.03 0.60 0.12 0.49 -0.62

DHX32 3070 7.00 9.50 4.11 15.78 22.55 8.19 7.87 9.02 5.81 10.58 11.19 3.48 8.32 -0.25 0.19 -1.02 0.92 1.44 -0.45

DHX33 5635 0.94 2.87 4.51 2.59 2.70 2.15 1.77 1.87 2.44 2.41 2.63 1.39 2.13 -1.17 0.43 1.08 0.29 0.34 -0.29

DHX34 4390 1.84 4.56 6.93 5.58 2.82 2.54 3.94 3.91 2.74 2.96 4.04 2.02 3.39 -0.88 0.43 1.03 0.72 -0.27 -0.67

DHX35 3356 2.24 3.52 2.29 1.90 4.35 4.60 1.33 1.30 2.91 2.41 3.15 1.66 1.99 0.17 0.82 0.21 -0.06 1.13 0.55

DHX36 3625 6.85 7.15 8.51 11.44 12.08 12.00 5.03 6.16 5.11 9.48 9.67 3.27 6.44 0.09 0.15 0.40 0.83 0.91 0.31

DHX37 4568 2.00 4.79 5.74 4.05 9.64 2.73 2.39 2.24 3.41 2.40 4.82 2.27 2.61 -0.38 0.88 1.14 0.63 1.89 -0.82

DHX38 4470 3.37 8.73 6.60 9.67 10.53 7.54 7.78 7.04 11.68 7.51 7.74 2.95 8.50 -1.33 0.04 -0.36 0.19 0.31 -0.04

DHX40 3682 7.90 11.05 6.71 8.81 11.54 15.54 8.68 6.29 14.24 11.90 10.26 3.36 10.28 -0.38 0.10 -0.61 -0.22 0.17 0.60

DHX57 4845 2.94 3.28 5.75 4.21 1.79 3.16 2.96 2.72 2.54 2.33 3.52 1.82 2.64 0.16 0.32 1.12 0.68 -0.56 -0.16

DHX58 2631 2.94 4.15 9.03 7.11 21.59 9.02 2.82 1.37 5.64 4.22 8.97 3.17 3.51 -0.25 0.24 1.36 1.02 2.62 0.01

DHX8 4201 4.77 4.59 13.54 12.33 9.99 5.77 6.58 8.02 9.25 6.79 8.50 3.09 7.66 -0.68 -0.74 0.82 0.69 0.38 -0.56

DHX9 4680 14.50 28.59 44.84 28.27 23.72 29.79 17.00 22.09 21.96 25.39 28.28 4.82 21.61 -0.58 0.40 1.05 0.39 0.13 0.07

DIABLO 2265 25.34 13.54 27.95 15.31 35.96 26.39 12.55 13.49 15.05 20.29 24.08 4.59 15.35 0.72 -0.18 0.86 0.00 1.23 0.13

DIAPH1 5804 7.24 21.63 25.62 26.74 68.27 11.69 18.21 21.85 14.54 23.84 26.87 4.75 19.61 -1.44 0.14 0.39 0.45 1.80 -1.20

DIAPH2 4983 1.86 5.99 1.64 4.67 1.62 5.74 8.14 9.33 4.30 5.80 3.59 1.84 6.89 -1.89 -0.20 -2.07 -0.56 -2.09 0.68

DIAPH3 4812 0.50 1.21 3.01 2.93 1.35 2.02 0.84 1.90 0.05 0.24 1.84 0.88 0.76 -0.59 0.67 1.99 1.95 0.83 0.14

DICER1 10323 2.74 6.49 7.97 6.55 1.58 4.09 6.58 7.52 2.15 4.99 4.90 2.29 5.31 -0.95 0.29 0.59 0.30 -1.75 -0.26

DIDO1 8592 4.72 35.48 11.75 13.10 6.82 8.40 14.97 9.45 12.97 10.77 13.38 3.74 12.04 -1.35 1.56 -0.04 0.12 -0.82 -0.67

DIEXF 8505 1.91 2.83 2.92 2.55 6.59 1.99 1.78 5.12 3.73 1.70 3.13 1.65 3.08 -0.69 -0.13 -0.08 -0.27 1.09 -0.65

DIMT1L 1557 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DIO1 1876 0.00 0.19 0.20 0.11 0.06 0.09 0.25 0.05 0.00 0.04 0.11 -3.23 0.09 #NUM! 1.12 1.21 0.30 -0.45 -0.27

DIO2 6703 40.22 60.08 1.39 21.49 0.57 11.67 39.49 28.00 11.16 8.76 22.57 4.50 21.85 0.88 1.46 -3.98 -0.02 -5.27 -0.95

DIO3 2120 3.60 22.96 0.64 2.13 1.32 3.31 5.91 7.64 20.75 3.45 5.66 2.50 9.44 -1.39 1.28 -3.89 -2.15 -2.84 -0.77

DIO3OS 3454 0.10 0.00 0.04 0.14 0.00 0.00 0.00 0.08 0.00 0.00 0.05 -4.44 0.02 2.36 #NUM! 0.89 2.90 #NUM! #NUM!

DIP2A 7290 1.82 6.71 5.78 9.03 5.23 4.66 3.96 4.43 2.03 4.17 5.54 2.47 3.65 -1.00 0.88 0.66 1.31 0.52 -0.25

DIP2B 8715 1.96 6.43 11.04 13.11 4.87 3.46 5.90 9.26 2.15 6.39 6.81 2.77 5.92 -1.59 0.12 0.90 1.15 -0.28 -0.98

DIP2C 7896 2.38 3.82 1.95 2.75 0.78 2.43 4.29 2.41 8.49 4.43 2.35 1.23 4.90 -1.04 -0.36 -1.33 -0.83 -2.66 0.05

DIRAS1 3412 0.53 1.31 0.12 0.71 0.14 1.07 1.08 0.47 7.90 2.03 0.65 -0.63 2.87 -2.43 -1.13 -4.62 -2.02 -4.39 0.73

DIRAS2 4107 0.00 0.00 0.01 0.02 0.00 0.03 0.00 0.00 0.00 0.07 0.01 -6.73 0.02 #NUM! #NUM! -1.29 -0.18 #NUM! 1.82

DIRAS3 1642 3.04 5.44 0.95 0.32 0.30 10.21 6.97 9.04 0.00 12.97 3.38 1.76 7.24 -1.25 -0.41 -2.93 -4.48 -4.57 1.60

DIRC1 1454 0.08 0.16 0.46 0.05 0.00 0.02 0.23 0.42 0.00 0.02 0.13 -2.98 0.17 -1.08 -0.06 1.48 -1.74 #NUM! -2.89

DIRC2 3348 5.96 3.76 4.47 10.15 12.33 4.38 4.22 4.16 2.06 5.65 6.84 2.77 4.02 0.57 -0.10 0.15 1.33 1.62 -0.64

DIRC3 3906 0.03 0.04 0.01 0.05 0.01 0.05 0.06 0.07 0.15 0.09 0.03 -4.98 0.09 -1.48 -1.22 -3.58 -0.89 -3.90 0.73

DIS3 7667 2.63 8.44 8.77 5.68 2.72 7.79 3.63 4.26 2.23 5.23 6.00 2.59 3.84 -0.54 1.14 1.19 0.57 -0.49 0.38

DIS3L 3795 4.62 6.84 4.20 5.66 8.61 5.58 4.23 3.61 6.26 4.25 5.92 2.56 4.59 0.01 0.58 -0.13 0.30 0.91 -0.08

DIS3L2 3507 1.58 4.43 2.44 2.72 3.38 4.16 6.78 4.34 5.97 6.86 3.12 1.64 5.99 -1.93 -0.44 -1.29 -1.14 -0.83 0.42

DISC1 3018 0.46 0.00 0.75 0.00 0.32 0.00 0.42 0.00 0.94 0.00 0.26 -1.97 0.34 0.46 #NUM! 1.15 #NUM! -0.07 #NUM!

DISC2 3892 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DISP1 4945 6.53 8.02 1.41 6.61 4.27 13.95 3.96 4.61 5.81 8.17 6.80 2.77 5.64 0.21 0.51 -2.00 0.23 -0.40 1.04

DISP2 5032 0.10 0.65 0.13 0.28 0.23 0.40 0.07 0.02 0.09 0.26 0.30 -1.75 0.11 -0.10 2.56 0.20 1.33 1.10 0.42

DIXDC1 5899 1.09 3.41 1.42 0.61 0.35 8.57 5.42 3.34 15.24 10.23 2.57 1.36 8.56 -2.98 -1.33 -2.59 -3.81 -4.62 1.74

DKC1 2594 17.85 10.11 17.39 13.11 24.59 19.21 8.63 8.06 10.89 16.14 17.04 4.09 10.93 0.71 -0.11 0.67 0.26 1.17 0.17

DKFZP434A062 5015 0.00 0.01 0.00 0.00 0.01 0.02 0.02 0.01 0.07 0.06 0.01 -7.43 0.04 #NUM! -1.76 #NUM! #NUM! -2.85 1.71

DKFZP434H168 1909 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DKFZP434I0714 3074 0.61 1.37 0.68 0.85 0.21 1.17 0.56 0.62 0.83 1.21 0.82 -0.29 0.81 -0.41 0.77 -0.25 0.08 -1.97 0.53

DKFZp434J0226 1635 0.02 0.10 0.20 0.04 0.18 0.11 0.23 0.03 0.03 0.03 0.11 -3.21 0.08 -2.25 0.34 1.30 -0.92 1.13 -0.04

DKFZP434L187 4303 0.01 0.02 0.01 0.00 0.00 0.05 0.00 0.01 0.01 0.01 0.01 -6.20 0.01 0.77 1.23 -0.18 #NUM! -1.50 1.81

DKFZp451B082 4931 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.04 0.01 0.00 -8.84 0.01 #NUM! #NUM! #NUM! -0.11 #NUM! #NUM!

DKFZp566F0947 531 0.00 0.46 0.00 0.00 0.14 0.13 0.54 0.23 0.53 0.18 0.12 -3.05 0.37 #NUM! 0.31 #NUM! #NUM! -1.45 0.08

DKFZP586I1420 2760 1.16 2.80 0.00 0.00 0.00 0.00 2.10 2.05 0.00 1.92 0.66 -0.60 1.52 -0.39 0.88 #NUM! #NUM! #NUM! #NUM!

DKFZp686D0853 4612 0.30 4.25 0.16 0.20 0.01 9.14 0.94 0.01 2.02 5.15 2.34 1.23 2.03 -2.74 1.06 -3.69 -3.31 -7.60 1.96

DKFZP686I15217 2826 0.60 2.43 0.59 0.79 1.30 1.20 0.75 0.93 1.60 1.11 1.15 0.20 1.10 -0.87 1.14 -0.90 -0.48 0.24 0.06

DKFZp686K1684 1656 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.01 -6.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

DKFZp686O1327 4760 0.00 0.02 0.00 0.00 0.01 0.11 0.03 2.60 0.07 2.22 0.02 -5.42 1.23 #NUM! -6.24 #NUM! #NUM! -6.84 2.28

DKFZp761E198 4450 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DKFZp779M0652 665 0.49 0.11 0.00 0.14 0.85 0.89 0.80 0.34 1.00 0.74 0.41 -1.27 0.72 -0.56 -2.69 #NUM! -2.39 0.25 1.11

DKK1 1815 8.41 16.03 3.58 12.04 12.27 25.36 36.92 168.32 1.57 29.18 12.95 3.69 59.00 -2.81 -1.88 -4.04 -2.29 -2.27 0.97

DKK2 3659 2.39 1.73 0.28 0.11 0.01 1.73 3.05 1.20 0.15 1.78 1.04 0.06 1.54 0.63 0.16 -2.48 -3.83 -6.85 0.73

DKK3 2769 24.88 44.38 15.73 13.65 23.70 46.10 37.58 34.13 105.20 71.27 28.07 4.81 62.05 -1.32 -0.48 -1.98 -2.18 -1.39 0.72

DKK4 835 1.30 0.08 0.23 0.00 0.00 0.07 1.54 0.12 0.93 0.51 0.28 -1.83 0.78 0.75 -3.26 -1.73 #NUM! #NUM! -2.03

DKKL1 1034 1.12 0.17 1.10 0.00 0.12 0.20 0.28 0.07 0.49 0.24 0.45 -1.15 0.27 2.05 -0.68 2.02 #NUM! -1.23 -1.15

DLAT 4352 7.07 5.00 4.74 4.88 2.59 6.00 4.96 7.42 5.06 5.72 5.04 2.33 5.79 0.29 -0.21 -0.29 -0.25 -1.16 0.25

DLC1 7479 1.31 6.49 4.63 3.78 1.85 18.71 6.96 9.89 26.25 14.08 6.13 2.62 14.29 -3.45 -1.14 -1.62 -1.92 -2.95 1.61

DLD 3579 8.94 6.57 14.76 7.01 12.43 21.15 6.74 7.17 12.24 21.86 11.81 3.56 12.00 -0.42 -0.87 0.30 -0.78 0.05 0.84

DLEC1 5632 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DLEU1 874 8.49 4.00 2.62 3.33 3.84 5.24 5.90 5.43 3.34 4.80 4.59 2.20 4.87 0.80 -0.28 -0.89 -0.55 -0.34 0.19

DLEU2 2768 0.00 0.00 0.00 1.14 0.00 0.00 0.00 0.00 0.00 0.00 0.19 -2.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DLEU2L 1657 0.24 0.17 0.18 0.59 0.24 0.86 0.07 0.05 0.01 0.18 0.38 -1.40 0.08 1.58 1.10 1.18 2.91 1.58 1.18

DLEU7 1180 0.08 0.28 0.06 0.06 0.05 0.18 0.05 0.10 0.15 0.00 0.12 -3.11 0.08 -0.04 1.85 -0.39 -0.29 -0.73 0.59

DLG1 5034 11.63 11.18 10.71 17.30 3.74 17.47 13.31 10.72 5.90 10.86 12.01 3.59 10.20 0.19 0.13 0.07 0.76 -1.45 0.54

DLG2 8061 0.31 0.37 0.07 0.03 0.04 0.72 1.32 1.30 0.43 0.91 0.26 -1.96 0.99 -1.65 -1.43 -3.86 -5.00 -4.62 1.49

DLG3 6032 2.54 6.23 6.84 5.58 5.35 7.17 4.29 4.24 5.73 4.93 5.62 2.49 4.80 -0.92 0.38 0.51 0.22 0.16 0.35

DLG4 4323 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DLG5 7493 4.02 10.04 6.08 12.09 29.41 7.11 11.19 9.87 14.07 13.28 11.46 3.52 12.10 -1.59 -0.27 -0.99 0.00 1.28 -0.69

DLGAP1 3347 0.12 0.66 0.12 0.11 0.07 0.30 1.82 2.06 0.25 0.60 0.23 -2.12 1.18 -3.33 -0.83 -3.26 -3.48 -4.12 0.39

DLGAP2 10101 0.01 0.04 0.00 0.00 0.01 0.02 0.01 0.03 0.04 0.02 0.02 -5.96 0.02 -0.81 0.95 -2.91 -2.80 -0.90 0.58

DLGAP3 3587 0.38 0.56 0.64 0.74 1.56 0.55 0.11 0.34 0.46 0.09 0.74 -0.44 0.25 0.59 1.16 1.36 1.56 2.64 -0.43

DLGAP4 4894 8.96 32.66 24.63 32.35 24.08 13.00 23.63 22.32 28.23 15.28 22.61 4.50 22.37 -1.32 0.55 0.14 0.53 0.11 -0.80

DLGAP5 3084 4.67 2.77 10.17 7.29 2.73 3.57 0.94 2.90 0.05 0.76 5.20 2.38 1.16 2.01 1.26 3.13 2.65 1.23 -0.54

DLK1 1599 0.00 0.12 0.00 0.00 0.00 1.07 0.02 0.00 1.55 0.10 0.20 -2.33 0.42 #NUM! -1.74 #NUM! #NUM! #NUM! 2.43

DLK2 1574 2.17 1.73 0.00 3.43 16.30 4.14 3.62 1.14 0.00 2.18 4.63 2.21 1.74 0.32 -0.01 #NUM! 0.98 3.23 -0.16

DLL1 3366 1.53 5.71 1.09 4.06 19.34 5.65 6.24 12.16 3.74 6.84 6.23 2.64 7.24 -2.24 -0.34 -2.74 -0.84 1.42 -0.14

DLL3 2389 0.64 0.08 0.14 0.80 2.40 0.18 0.06 0.01 0.01 0.02 0.71 -0.50 0.02 4.69 1.69 2.50 5.01 6.59 -1.99

DLL4 3420 0.57 3.15 2.63 0.94 2.53 5.35 2.51 1.88 11.59 8.33 2.53 1.34 6.08 -3.40 -0.95 -1.21 -2.69 -1.26 1.08

DLST 2857 14.19 25.69 35.97 24.78 29.37 21.25 15.70 22.95 32.50 27.11 25.21 4.66 24.57 -0.79 0.06 0.55 0.01 0.26 -0.25

DLX1 2403 0.01 0.02 0.04 0.12 0.08 0.02 0.14 0.00 0.26 0.07 0.05 -4.28 0.12 -3.27 -2.27 -1.46 0.06 -0.56 -1.24

DLX2 2308 0.99 0.00 0.07 0.40 0.14 0.03 0.06 0.00 0.04 0.02 0.27 -1.88 0.03 4.91 #NUM! 1.13 3.59 2.11 -3.14

DLX3 2613 1.11 0.73 0.06 5.92 1.95 0.50 5.18 5.44 0.12 1.07 1.71 0.77 2.95 -1.41 -2.02 -5.62 1.00 -0.59 -1.79

DLX4 2012 0.37 0.30 1.52 0.77 10.68 0.25 0.39 0.41 0.06 0.08 2.32 1.21 0.24 0.64 0.34 2.70 1.71 5.51 -3.21



DLX5 1424 2.45 1.19 2.26 16.69 0.43 2.13 2.80 5.36 0.34 1.94 4.19 2.07 2.61 -0.09 -1.13 -0.21 2.68 -2.60 -0.97

DLX6 1892 1.38 0.18 0.03 2.11 0.27 0.19 0.19 0.04 0.03 0.16 0.69 -0.53 0.10 3.73 0.77 -1.59 4.34 1.38 -1.84

DLX6-AS1 1990 0.14 0.11 0.02 0.00 0.01 0.08 0.00 0.00 0.01 0.06 0.06 -4.05 0.02 3.01 2.70 -0.08 #NUM! -0.41 0.49

DMAP1 1784 9.24 9.23 12.53 10.46 18.98 18.53 8.40 8.14 15.08 10.04 13.16 3.72 10.42 -0.17 -0.17 0.27 0.01 0.87 0.49

DMBT1 7686 0.00 0.24 0.01 0.02 2.96 0.56 0.00 0.01 0.01 1.96 0.63 -0.66 0.49 #NUM! -1.07 -6.59 -4.69 2.58 -0.16

DMBX1 2896 0.15 0.27 0.01 0.07 0.90 0.36 0.00 0.00 0.00 0.01 0.29 -1.77 0.00 6.30 7.19 2.52 5.21 8.91 0.28

DMC1 2269 14.55 7.68 5.22 8.25 0.63 1.14 0.20 0.37 0.22 0.59 6.24 2.64 0.35 5.40 4.47 3.92 4.58 0.86 -2.46

DMD 14083 1.20 2.31 7.05 4.71 1.54 4.31 7.05 1.25 6.60 3.20 3.52 1.82 4.52 -1.91 -0.97 0.64 0.06 -1.56 0.29

DMGDH 3104 0.03 0.10 0.02 0.00 0.06 0.38 0.06 0.09 0.34 0.69 0.10 -3.35 0.30 -3.53 -1.53 -3.88 #NUM! -2.21 1.94

DMKN 1946 224.99 235.85 33.90 191.26 238.81 58.12 790.68 758.76 2.22 325.10 163.82 7.36 469.19 -1.06 -0.99 -3.79 -1.29 -0.97 -1.50

DMP1 2693 0.03 0.02 0.19 0.05 0.01 0.02 0.00 0.00 0.01 0.02 0.05 -4.24 0.01 1.85 1.27 4.49 2.60 0.17 -1.57

DMPK 3261 4.27 0.00 0.00 11.64 4.00 7.81 3.81 5.29 60.33 9.29 4.62 2.21 19.68 -2.20 #NUM! #NUM! -0.76 -2.30 0.76

DMRT1 2229 0.00 0.00 0.00 0.00 0.19 0.43 0.02 0.00 0.00 0.01 0.10 -3.27 0.01 -3.13 #NUM! #NUM! #NUM! 4.91 2.04

DMRT2 2944 1.33 0.05 0.00 0.00 0.00 0.27 0.04 0.03 0.17 0.12 0.27 -1.87 0.09 3.91 -0.97 #NUM! #NUM! #NUM! -0.03

DMRT3 2184 0.05 0.00 0.13 0.00 0.07 0.13 0.01 0.01 0.07 0.26 0.06 -3.98 0.09 -0.83 #NUM! 0.56 #NUM! -0.35 1.04

DMRTA1 2302 0.64 0.55 4.14 0.21 0.28 0.26 0.07 0.28 0.04 0.51 1.01 0.02 0.23 1.49 1.27 4.18 -0.15 0.32 -1.98

DMRTA2 3114 0.34 0.05 0.78 0.03 0.38 0.97 0.02 0.01 0.00 0.08 0.43 -1.23 0.03 3.63 0.90 4.82 0.23 3.79 1.19

DMRTB1 1907 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

DMRTC1 1120 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DMRTC2 1821 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

DMTF1 4052 9.52 17.36 16.46 26.88 1.28 11.30 13.02 11.93 3.22 7.38 13.80 3.79 8.89 0.10 0.97 0.89 1.60 -2.80 -0.29

DMWD 3308 3.19 8.41 5.94 17.69 4.95 5.47 6.50 5.78 0.00 5.91 7.61 2.93 4.55 -0.51 0.89 0.38 1.96 0.12 -0.48

DMXL1 11173 1.52 3.46 2.28 2.29 0.51 2.60 2.35 3.98 1.44 4.63 2.11 1.08 3.10 -1.03 0.16 -0.44 -0.44 -2.60 0.30

DMXL2 10599 0.70 6.21 2.81 4.05 1.67 6.09 1.44 2.16 2.71 3.79 3.59 1.84 2.53 -1.86 1.30 0.16 0.68 -0.60 0.76

DNA2 4287 0.67 1.42 2.08 2.76 1.61 3.43 0.37 0.61 0.13 0.55 2.00 1.00 0.42 0.69 1.77 2.32 2.73 1.95 0.78

DNAAF1 2451 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNAAF2 2976 2.35 2.23 2.39 2.47 3.70 3.41 1.90 1.75 2.11 3.01 2.76 1.46 2.19 0.10 0.02 0.12 0.17 0.76 0.31

DNAH1 13126 0.00 1.64 0.00 1.81 0.19 0.15 0.25 0.00 0.18 0.18 0.63 -0.66 0.15 #NUM! 3.44 #NUM! 3.58 0.36 -2.07

DNAH10 13716 0.36 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -3.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DNAH11 14188 0.00 0.00 1.96 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.33 -1.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DNAH12 9542 0.05 0.54 0.01 0.03 0.05 0.03 0.02 0.18 0.02 0.02 0.12 -3.09 0.06 -0.20 3.23 -2.54 -1.02 -0.34 -2.18

DNAH14 13788 0.45 0.90 0.11 0.67 4.39 2.27 0.79 0.67 0.95 1.19 1.46 0.55 0.90 -1.01 0.00 -3.09 -0.43 2.29 0.63

DNAH17 13723 1.20 2.99 1.55 3.20 0.00 1.58 0.98 1.63 0.94 1.70 1.75 0.81 1.31 -0.13 1.19 0.24 1.29 #NUM! -0.15

DNAH2 13505 0.03 1.49 0.59 0.09 0.74 0.00 0.01 0.22 0.04 0.01 0.49 -1.04 0.07 -1.26 4.38 3.05 0.26 3.37 #NUM!

DNAH3 12351 0.03 0.21 2.07 0.00 0.08 0.02 0.00 0.21 0.02 0.11 0.40 -1.32 0.09 -1.41 1.28 4.58 #NUM! -0.15 -4.11

DNAH5 15588 0.00 0.07 0.01 0.07 0.05 0.01 0.01 0.00 0.00 0.00 0.04 -4.80 0.00 1.31 5.10 2.53 5.07 4.75 -1.34

DNAH6 12795 0.03 0.21 0.01 0.07 0.00 1.22 0.03 0.09 0.06 0.09 0.26 -1.96 0.07 -1.41 1.64 -2.88 0.00 -4.37 2.25

DNAH7 12408 0.35 1.02 0.03 0.02 0.00 0.00 0.01 0.08 0.04 0.16 0.24 -2.08 0.07 2.25 3.80 -1.37 -1.68 #NUM! #NUM!

DNAH8 14639 0.01 0.04 0.03 0.01 0.00 0.02 0.02 0.00 0.00 0.01 0.02 -5.82 0.01 0.49 2.54 1.94 0.56 #NUM! -0.23

DNAH9 13750 0.86 0.09 0.15 0.09 0.06 0.34 0.12 0.10 0.28 0.05 0.26 -1.92 0.14 2.66 -0.58 0.10 -0.61 -1.25 0.36

DNAI1 2548 0.00 0.47 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.05 0.08 -3.63 0.02 #NUM! 4.95 #NUM! #NUM! #NUM! -3.11

DNAI2 2294 0.02 0.02 0.00 0.05 0.00 0.00 0.00 0.01 0.01 0.03 0.02 -6.00 0.01 0.88 0.89 #NUM! 1.80 #NUM! #NUM!

DNAJA1 1538 47.39 59.91 113.43 39.84 115.12 154.14 42.76 53.11 106.99 159.05 88.31 6.46 90.48 -0.93 -0.59 0.33 -1.18 0.35 0.80

DNAJA1P5 1791 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.01 0.00 0.01 -6.99 0.00 #NUM! #NUM! #NUM! #NUM! 3.78 #NUM!

DNAJA2 3066 9.98 12.29 10.93 17.64 20.30 20.30 13.98 17.55 20.69 22.92 15.24 3.93 18.79 -0.91 -0.61 -0.78 -0.09 0.11 0.41

DNAJA3 2728 9.77 13.13 11.43 14.49 22.68 11.48 9.63 8.97 12.29 9.74 13.83 3.79 10.16 -0.06 0.37 0.17 0.51 1.16 -0.27

DNAJA4 3203 8.90 10.45 12.65 20.98 10.85 15.79 11.15 13.19 6.29 24.07 13.27 3.73 13.68 -0.62 -0.39 -0.11 0.62 -0.33 0.25

DNAJB1 2233 69.62 70.91 239.91 99.48 208.97 236.42 175.84 234.19 401.85 443.29 154.22 7.27 313.79 -2.17 -2.15 -0.39 -1.66 -0.59 0.62

DNAJB11 1723 23.68 24.76 24.14 35.67 64.11 47.73 16.31 14.93 26.40 32.91 36.68 5.20 22.63 0.06 0.13 0.09 0.66 1.50 0.38

DNAJB12 4377 11.19 14.93 17.47 19.49 15.23 10.50 12.94 14.08 15.31 9.09 14.80 3.89 12.85 -0.20 0.22 0.44 0.60 0.24 -0.50

DNAJB13 1875 0.13 0.61 5.50 0.07 0.11 0.01 0.00 0.00 0.05 0.10 1.07 0.10 0.04 1.84 4.04 7.22 1.00 1.57 -6.38

DNAJB14 2783 3.28 4.49 3.65 3.82 1.52 5.61 2.68 3.21 2.80 3.87 3.73 1.90 3.14 0.06 0.51 0.22 0.28 -1.05 0.59

DNAJB2 3129 13.23 17.59 14.05 14.09 45.20 30.14 28.44 17.94 33.99 37.59 22.38 4.48 29.49 -1.16 -0.75 -1.07 -1.07 0.62 0.43

DNAJB4 2250 3.40 0.00 0.00 6.65 5.37 48.34 7.42 7.99 29.79 46.79 10.63 3.41 22.99 -2.76 #NUM! #NUM! -1.79 -2.10 2.19

DNAJB5 2817 4.25 8.64 7.23 3.03 25.65 7.76 7.12 11.91 38.22 13.36 9.43 3.24 17.65 -2.05 -1.03 -1.29 -2.54 0.54 -0.28

DNAJB6 2494 46.61 40.80 84.41 54.92 104.03 88.12 41.15 58.98 92.89 117.16 69.82 6.13 77.55 -0.73 -0.93 0.12 -0.50 0.42 0.34

DNAJB7 2578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNAJB9 2538 5.05 6.86 4.48 3.65 8.12 21.77 4.45 6.00 19.43 19.84 8.32 3.06 12.43 -1.30 -0.86 -1.47 -1.77 -0.61 1.39

DNAJC1 2213 12.06 15.86 15.40 18.49 17.98 16.83 13.59 13.10 14.92 15.10 16.11 4.01 14.18 -0.23 0.16 0.12 0.38 0.34 0.06

DNAJC10 4193 12.58 15.46 13.24 8.04 4.90 19.94 7.30 8.33 9.77 13.60 12.36 3.63 9.75 0.37 0.66 0.44 -0.28 -0.99 0.69

DNAJC11 3316 8.51 15.56 19.14 20.59 10.11 11.06 8.90 8.35 9.23 5.90 14.16 3.82 8.10 0.07 0.94 1.24 1.35 0.32 -0.36

DNAJC12 1218 0.51 4.04 0.30 0.43 86.70 9.41 0.66 0.89 2.69 8.25 16.90 4.08 3.12 -2.62 0.37 -3.39 -2.87 4.80 -0.84

DNAJC13 7551 3.17 11.58 8.24 13.67 1.51 7.05 4.72 6.37 8.09 4.28 7.54 2.91 5.86 -0.88 0.98 0.49 1.22 -1.95 -0.10

DNAJC14 3330 5.47 8.59 12.18 7.99 20.72 7.65 6.76 6.72 8.97 7.42 10.43 3.38 7.47 -0.45 0.20 0.71 0.10 1.47 -0.45

DNAJC15 2792 8.04 4.93 6.65 9.96 2.17 21.61 4.50 4.44 27.36 12.68 8.89 3.15 12.24 -0.61 -1.31 -0.88 -0.30 -2.49 1.28

DNAJC16 6035 2.21 3.15 2.78 3.67 1.24 2.58 1.75 2.14 1.63 1.98 2.61 1.38 1.88 0.24 0.75 0.57 0.97 -0.60 -0.01

DNAJC17 1031 11.58 9.15 11.22 11.94 11.63 13.90 7.98 6.24 16.38 12.05 11.57 3.53 10.66 0.12 -0.22 0.07 0.16 0.13 0.26

DNAJC18 5113 1.10 1.45 0.59 0.75 1.95 3.73 1.71 1.27 4.28 4.37 1.60 0.68 2.91 -1.40 -1.00 -2.31 -1.95 -0.57 1.23

DNAJC19 1488 31.70 10.51 8.13 10.20 37.15 26.22 8.50 6.79 20.55 17.26 20.65 4.37 13.27 1.26 -0.34 -0.71 -0.38 1.48 0.34

DNAJC2 2212 11.18 13.39 29.15 18.97 4.15 11.50 10.92 11.02 4.86 6.99 14.72 3.88 8.45 0.40 0.66 1.79 1.17 -1.03 -0.36

DNAJC21 6218 9.71 7.73 12.85 9.03 1.63 12.97 14.05 11.75 7.45 15.06 8.99 3.17 12.08 -0.31 -0.64 0.09 -0.42 -2.89 0.53

DNAJC22 1854 0.44 1.84 0.35 0.08 1.97 0.32 1.01 1.39 0.23 0.31 0.83 -0.26 0.74 -0.76 1.32 -1.05 -3.27 1.42 -1.38

DNAJC24 3000 2.30 3.14 6.81 1.80 5.37 4.82 2.44 2.15 3.44 2.95 4.04 2.01 2.75 -0.26 0.19 1.31 -0.61 0.97 0.25

DNAJC25 2516 0.00 0.00 1.70 1.62 0.00 0.00 0.00 0.00 0.00 0.00 0.55 -0.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DNAJC25-GNG10 1515 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNAJC27 5008 0.63 0.94 0.72 0.87 0.21 2.41 0.96 0.66 1.82 2.48 0.96 -0.05 1.48 -1.24 -0.66 -1.04 -0.76 -2.79 1.32

DNAJC28 1912 0.64 0.42 0.55 0.57 0.08 0.21 0.31 0.14 0.05 0.24 0.41 -1.28 0.19 1.78 1.19 1.56 1.62 -1.19 -0.94

DNAJC3 5598 5.75 10.38 6.76 6.29 4.33 9.07 6.07 6.76 7.63 7.13 7.10 2.83 6.90 -0.26 0.59 -0.03 -0.13 -0.67 0.35

DNAJC30 2534 3.76 11.58 5.48 12.42 5.57 6.95 4.16 5.56 5.04 2.70 7.63 2.93 4.36 -0.22 1.41 0.33 1.51 0.35 -0.13

DNAJC4 1300 34.71 33.89 28.78 34.99 34.46 38.61 29.11 19.71 42.74 24.02 34.24 5.10 28.89 0.26 0.23 -0.01 0.28 0.25 0.17

DNAJC5 5307 7.51 9.47 10.71 13.92 9.13 4.73 11.05 7.37 7.34 4.86 9.25 3.21 7.65 -0.03 0.31 0.49 0.86 0.25 -0.97

DNAJC5B 1398 0.15 0.25 1.22 0.31 0.10 2.13 0.02 0.00 0.02 0.14 0.69 -0.53 0.04 1.73 2.52 4.80 2.84 1.14 1.62

DNAJC5G 2006 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.01 0.00 0.01 -7.45 0.01 #NUM! #NUM! #NUM! 2.41 #NUM! #NUM!

DNAJC6 5750 0.06 0.08 0.63 0.23 0.68 0.50 0.21 0.10 0.32 0.15 0.36 -1.46 0.19 -1.74 -1.36 1.70 0.24 1.82 0.47

DNAJC7 2096 23.30 19.96 26.03 31.80 25.46 33.59 25.28 18.21 15.37 25.45 26.69 4.74 21.08 0.14 -0.08 0.30 0.59 0.27 0.33

DNAJC8 1765 76.46 61.11 59.81 55.22 36.13 76.04 38.56 41.91 67.78 61.18 60.79 5.93 52.36 0.55 0.22 0.19 0.08 -0.54 0.32

DNAJC9 1450 23.17 12.36 29.50 25.90 60.13 33.46 8.91 7.69 10.08 16.53 30.75 4.94 10.80 1.10 0.19 1.45 1.26 2.48 0.12

DNAL1 8584 0.78 1.98 0.73 0.71 0.80 1.48 1.86 1.58 1.45 1.16 1.08 0.11 1.51 -0.95 0.39 -1.06 -1.09 -0.91 0.45

DNAL4 1504 10.35 8.86 4.73 15.73 14.80 13.50 8.25 8.63 11.68 9.24 11.33 3.50 9.45 0.13 -0.09 -1.00 0.74 0.65 0.25

DNALI1 2663 0.00 1.39 0.00 0.00 0.00 2.48 2.09 2.02 3.00 3.41 0.65 -0.63 2.63 #NUM! -0.92 #NUM! #NUM! #NUM! 1.94

DNASE1 3108 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNASE1L1 3147 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNASE1L2 1365 0.29 0.31 0.23 0.19 0.00 0.42 0.27 0.04 0.20 0.09 0.24 -2.06 0.15 0.91 1.02 0.61 0.34 #NUM! 0.81

DNASE1L3 1463 5.76 5.11 3.65 1.62 1.85 11.58 15.89 23.19 8.57 18.08 4.93 2.30 16.43 -1.51 -1.69 -2.17 -3.34 -3.15 1.23

DNASE2 2011 15.80 15.20 17.40 8.98 32.58 16.70 8.82 6.99 21.67 12.60 17.78 4.15 12.52 0.34 0.28 0.47 -0.48 1.38 -0.09

DNASE2B 1279 0.12 0.00 0.11 0.23 0.00 0.32 0.00 0.00 0.03 0.02 0.13 -2.96 0.01 3.18 #NUM! 3.06 4.16 #NUM! 1.31

DND1 1681 2.40 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.40 -1.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DNER 3272 0.11 0.22 0.01 0.05 1.04 0.27 0.19 0.10 0.36 0.17 0.28 -1.82 0.21 -0.88 0.07 -4.46 -2.03 2.33 -0.08

DNHD1 14882 1.71 0.41 0.00 0.55 0.00 0.00 0.26 0.84 0.00 0.00 0.45 -1.17 0.28 2.62 0.58 #NUM! 1.00 #NUM! #NUM!

DNLZ 724 7.16 4.30 5.02 5.17 27.51 24.34 7.45 3.74 18.03 22.46 12.25 3.61 12.92 -0.85 -1.59 -1.36 -1.32 1.09 0.99

DNM1 3253 4.07 19.21 9.05 9.08 1.62 7.73 15.50 11.21 10.96 6.25 8.46 3.08 10.98 -1.43 0.81 -0.28 -0.27 -2.76 -0.13

DNM1L 4612 6.61 14.24 15.54 16.98 3.34 13.85 8.99 10.09 7.38 10.44 11.76 3.56 9.23 -0.48 0.63 0.75 0.88 -1.46 0.24

DNM1P35 7300 0.00 0.23 0.02 0.07 0.00 0.06 0.08 0.14 0.34 0.08 0.06 -4.01 0.16 #NUM! 0.50 -3.13 -1.22 #NUM! -0.10

DNM1P41 4466 4.21 1.51 1.81 3.68 1.38 0.28 2.67 1.95 0.11 0.97 2.15 1.10 1.43 1.56 0.09 0.34 1.37 -0.05 -2.93

DNM1P46 3831 0.06 0.19 0.07 0.09 0.26 1.25 0.24 0.12 2.07 0.18 0.32 -1.64 0.65 -3.41 -1.75 -3.19 -2.93 -1.30 1.96

DNM2 3684 15.98 34.67 42.81 34.31 34.62 14.04 23.16 26.02 22.98 18.04 29.40 4.88 22.55 -0.50 0.62 0.92 0.61 0.62 -1.07

DNM3 7659 0.41 0.86 0.49 0.15 0.07 1.12 1.74 1.70 2.80 1.70 0.52 -0.95 1.99 -2.28 -1.20 -2.02 -3.69 -4.74 1.11

DNMBP 6419 1.25 11.93 4.40 11.65 3.31 3.90 8.32 16.78 5.33 8.77 6.07 2.60 9.80 -2.97 0.28 -1.16 0.25 -1.57 -0.64

DNMBP-AS1 2651 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DNMT1 5425 7.77 14.56 34.70 30.43 25.24 8.87 6.66 7.53 6.76 7.00 20.26 4.34 6.99 0.15 1.06 2.31 2.12 1.85 -1.19

DNMT3A 4395 2.08 4.75 7.67 3.84 8.61 4.64 3.46 3.12 5.11 3.04 5.27 2.40 3.68 -0.82 0.37 1.06 0.06 1.22 -0.18

DNMT3B 4353 1.16 2.22 0.42 2.56 4.80 0.98 0.63 0.73 0.39 0.38 2.02 1.02 0.53 1.12 2.06 -0.34 2.27 3.17 -1.05

DNMT3L 1705 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -13.33 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DNPEP 2438 15.22 19.55 12.45 9.64 22.97 24.00 13.79 10.82 34.63 21.51 17.31 4.11 20.19 -0.41 -0.05 -0.70 -1.07 0.19 0.47

DNTT 2071 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -7.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.36

DNTTIP1 1317 19.27 30.50 28.17 26.70 32.91 17.78 16.52 13.25 20.54 11.38 25.89 4.69 15.42 0.32 0.98 0.87 0.79 1.09 -0.54

DNTTIP2 2725 13.08 14.47 25.48 21.78 9.39 33.76 15.36 25.18 10.92 23.08 19.66 4.30 18.64 -0.51 -0.37 0.45 0.22 -0.99 0.78

DOC2A 2089 0.00 0.00 0.00 0.00 4.83 1.99 0.00 0.00 0.00 0.00 1.14 0.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.81

DOC2B 2022 4.27 2.99 26.04 3.08 1.33 0.69 1.62 3.76 2.54 1.71 6.40 2.68 2.41 0.82 0.31 3.43 0.36 -0.85 -3.22

DOC2GP 434 0.00 0.00 0.00 1.20 0.21 0.00 0.00 0.22 0.00 0.41 0.24 -2.09 0.16 #NUM! #NUM! #NUM! 2.93 0.44 #NUM!

DOCK1 6751 3.47 12.62 6.81 11.54 2.71 19.62 14.93 8.95 12.41 9.56 9.46 3.24 11.46 -1.72 0.14 -0.75 0.01 -2.08 1.05

DOCK10 7431 1.10 5.99 3.92 2.94 0.43 12.46 2.95 5.21 2.10 1.92 4.47 2.16 3.04 -1.47 0.98 0.37 -0.05 -2.83 1.48

DOCK11 6638 1.07 4.56 3.50 1.94 0.24 4.65 3.21 3.11 3.49 2.85 2.66 1.41 3.17 -1.56 0.52 0.14 -0.70 -3.72 0.80

DOCK2 6117 1.10 6.32 7.47 3.81 2.20 11.28 4.06 1.58 3.31 2.93 5.36 2.42 2.97 -1.43 1.09 1.33 0.36 -0.43 1.07

DOCK3 8777 0.03 0.21 2.58 0.22 0.02 0.11 0.07 0.13 0.14 0.19 0.53 -0.92 0.13 -1.96 0.66 4.26 0.72 -2.82 -2.24

DOCK4 8343 0.77 2.13 1.66 1.22 0.84 3.09 1.59 1.74 3.79 3.13 1.62 0.69 2.56 -1.74 -0.27 -0.63 -1.07 -1.61 0.93

DOCK5 7555 5.57 7.68 5.19 3.41 2.81 2.55 2.80 2.59 1.32 1.91 4.53 2.18 2.15 1.37 1.83 1.27 0.66 0.38 -0.83

DOCK6 6405 1.79 7.27 4.46 4.29 11.06 7.22 11.90 3.79 0.00 0.00 6.02 2.59 3.92 -1.13 0.89 0.19 0.13 1.50 0.26

DOCK7 7063 1.15 3.94 4.52 3.43 4.08 5.57 2.51 3.27 3.65 3.70 3.78 1.92 3.28 -1.52 0.26 0.46 0.06 0.31 0.56

DOCK8 7470 1.20 7.10 7.39 2.87 3.28 4.97 2.57 3.25 2.24 2.82 4.47 2.16 2.72 -1.18 1.38 1.44 0.08 0.27 0.15

DOCK9 7661 5.19 6.42 7.58 14.40 3.65 20.34 14.42 12.56 5.89 10.05 9.60 3.26 10.73 -1.05 -0.74 -0.50 0.42 -1.56 1.08

DOHH 2050 3.17 2.51 5.85 4.02 23.84 4.21 3.99 2.89 6.47 4.12 7.27 2.86 4.37 -0.46 -0.80 0.42 -0.12 2.45 -0.79

DOK1 2269 1.70 0.00 2.55 0.00 3.40 0.00 2.14 1.06 0.00 0.00 1.28 0.35 0.80 1.09 #NUM! 1.68 #NUM! 2.09 #NUM!

DOK2 1870 2.98 6.49 8.10 5.38 11.92 10.91 2.45 1.58 7.00 5.84 7.63 2.93 4.22 -0.50 0.62 0.94 0.35 1.50 0.52

DOK3 2354 3.76 4.98 4.87 2.73 0.00 2.45 1.58 2.80 2.47 0.00 3.13 1.65 1.71 1.14 1.54 1.51 0.67 #NUM! -0.36

DOK4 2750 7.76 20.89 1.66 6.09 4.61 4.91 10.78 7.54 14.01 8.82 7.65 2.94 10.29 -0.41 1.02 -2.63 -0.76 -1.16 -0.64

DOK5 1833 0.36 0.94 0.12 0.17 0.07 1.80 0.25 0.28 2.28 0.77 0.58 -0.79 0.89 -1.31 0.07 -2.85 -2.39 -3.67 1.64

DOK6 8897 0.10 0.24 0.11 0.18 0.01 0.72 0.31 0.84 1.43 0.81 0.23 -2.15 0.85 -3.09 -1.85 -2.96 -2.25 -6.73 1.68

DOK7 2583 0.09 1.13 0.16 0.07 7.68 0.16 0.26 0.12 0.15 0.22 1.55 0.63 0.18 -0.97 2.62 -0.21 -1.49 5.38 -3.31

DOLK 2267 5.88 7.74 0.00 0.00 7.71 3.33 0.00 0.00 4.95 3.01 4.11 2.04 1.99 1.56 1.96 #NUM! #NUM! 1.95 -0.30

DOLPP1 2225 7.02 6.05 10.23 7.70 15.06 5.39 4.28 3.10 3.26 3.96 8.57 3.10 3.65 0.94 0.73 1.49 1.08 2.05 -0.67

DOM3Z 1590 0.00 9.50 0.00 8.00 7.82 0.00 3.45 4.73 10.50 6.77 4.22 2.08 6.36 #NUM! 0.58 #NUM! 0.33 0.30 #NUM!

DONSON 2189 6.75 0.00 14.92 19.09 9.85 7.67 0.00 2.31 1.71 0.00 9.71 3.28 1.01 2.75 #NUM! 3.89 4.25 3.29 -0.34

DOPEY1 7995 0.59 2.68 1.95 4.38 0.00 1.46 1.44 2.61 0.65 2.11 1.84 0.88 1.70 -1.52 0.65 0.19 1.36 #NUM! -0.33

DOPEY2 7689 0.73 4.56 3.44 9.01 1.92 1.82 3.39 4.38 0.93 2.09 3.58 1.84 2.70 -1.88 0.76 0.35 1.74 -0.49 -0.98

DOT1L 7455 1.47 3.70 14.46 9.77 3.12 0.97 5.75 4.98 1.33 2.59 5.58 2.48 3.66 -1.32 0.02 1.98 1.42 -0.23 -2.52

DPAGT1 2150 17.06 10.35 8.92 8.38 14.89 9.05 8.93 8.99 11.60 7.95 11.44 3.52 9.37 0.86 0.14 -0.07 -0.16 0.67 -0.34

DPCD 858 13.60 8.45 4.62 10.52 41.78 13.77 8.49 9.55 15.21 15.30 15.46 3.95 12.14 0.16 -0.52 -1.39 -0.21 1.78 -0.17

DPCR1 5306 0.21 0.16 0.01 0.01 0.01 0.08 1.26 1.03 0.00 0.27 0.08 -3.60 0.64 -1.62 -1.96 -5.82 -5.71 -5.55 0.04

DPEP1 1752 1.86 2.64 1.35 0.58 0.02 1.01 0.27 12.89 0.19 0.59 1.24 0.31 3.48 -0.90 -0.40 -1.37 -2.59 -7.78 -0.30

DPEP2 1724 1.30 3.86 3.48 1.36 1.23 2.45 2.66 2.61 2.08 1.24 2.28 1.19 2.15 -0.73 0.85 0.70 -0.66 -0.80 0.11

DPEP3 1756 0.00 0.08 0.09 0.00 0.06 0.06 0.03 0.05 0.01 0.01 0.05 -4.37 0.03 #NUM! 1.55 1.78 #NUM! 1.12 0.21

DPF1 2329 0.13 0.06 1.02 0.46 0.00 0.09 0.00 0.00 0.03 0.06 0.29 -1.77 0.02 2.51 1.38 5.49 4.36 #NUM! -1.67

DPF2 2545 11.51 12.86 15.41 13.83 14.85 11.36 14.40 10.00 23.46 11.90 13.30 3.73 14.94 -0.38 -0.22 0.04 -0.11 -0.01 -0.23

DPF3 2271 0.02 0.35 0.64 0.04 0.31 0.17 0.11 0.25 0.38 0.18 0.26 -1.97 0.23 -3.28 0.61 1.46 -2.37 0.40 -0.61

DPH1 2200 4.49 11.26 8.96 8.90 7.99 6.00 9.04 6.87 7.24 6.79 7.93 2.99 7.48 -0.74 0.59 0.26 0.25 0.10 -0.40

DPH2 2513 6.54 3.63 6.90 5.34 15.78 5.74 3.37 2.34 5.18 4.34 7.32 2.87 3.81 0.78 -0.07 0.86 0.49 2.05 -0.35

DPH3 4065 3.53 3.34 4.70 4.84 3.25 7.08 3.84 3.40 6.55 6.04 4.46 2.16 4.96 -0.49 -0.57 -0.08 -0.04 -0.61 0.67

DPH3P1 1068 0.33 0.00 1.02 1.49 0.29 0.00 0.00 0.00 0.00 0.00 0.52 -0.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DPH5 1828 11.54 6.27 5.53 8.22 11.86 14.80 8.31 6.49 13.34 12.68 9.70 3.28 10.21 0.18 -0.70 -0.88 -0.31 0.22 0.61

DPM1 1047 20.13 45.05 21.13 20.34 72.09 60.32 12.07 14.48 37.02 49.02 39.84 5.32 28.15 -0.48 0.68 -0.41 -0.47 1.36 0.60

DPM2 1561 52.16 26.91 26.31 44.95 86.69 6.72 20.55 14.38 7.21 12.72 40.62 5.34 13.71 1.93 0.97 0.94 1.71 2.66 -2.60

DPM3 532 82.20 89.81 69.04 38.59 70.67 68.89 69.32 40.70 104.97 58.89 69.87 6.13 68.47 0.26 0.39 0.01 -0.83 0.05 -0.02

DPP10 5306 0.00 0.01 0.00 0.01 0.03 0.05 0.01 0.01 0.01 0.03 0.02 -5.96 0.01 #NUM! -1.49 -1.85 -0.15 0.78 1.58

DPP3 2697 7.71 8.73 13.34 14.01 35.17 9.78 6.92 5.24 5.96 4.96 14.79 3.89 5.77 0.42 0.60 1.21 1.28 2.61 -0.60

DPP4 3913 1.78 4.75 4.00 2.26 0.25 4.74 6.12 7.75 1.56 3.24 2.96 1.57 4.67 -1.39 0.02 -0.22 -1.04 -4.23 0.68

DPP6 4571 0.64 0.31 0.01 0.13 0.09 0.30 0.28 0.00 3.98 0.90 0.25 -2.02 1.29 -1.02 -2.04 -7.45 -3.33 -3.83 0.30

DPP7 1633 35.30 43.40 27.51 28.28 102.77 34.79 61.85 23.60 41.62 27.86 45.34 5.50 38.73 -0.13 0.16 -0.49 -0.45 1.41 -0.38

DPP8 4096 2.54 5.11 3.90 4.38 1.08 4.19 3.79 3.15 3.97 3.75 3.53 1.82 3.67 -0.53 0.48 0.09 0.26 -1.76 0.25

DPP9 4286 6.97 13.31 17.42 16.48 31.04 5.14 10.80 7.71 9.04 5.07 15.06 3.91 8.15 -0.23 0.71 1.10 1.02 1.93 -1.55

DPPA2 1393 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DPPA3 1040 0.00 0.00 0.03 0.00 0.00 0.05 0.03 0.00 0.00 0.00 0.01 -6.13 0.01 #NUM! #NUM! 2.17 #NUM! #NUM! 1.84

DPPA4 2823 0.04 0.04 0.03 0.00 0.00 0.07 0.00 0.00 0.00 0.01 0.03 -5.04 0.00 4.30 4.30 4.11 #NUM! #NUM! 1.29

DPPA5 660 0.00 0.00 0.00 0.00 0.00 0.28 0.00 0.00 0.00 0.00 0.05 -4.44 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

DPRX 648 0.00 0.06 0.00 0.00 0.00 0.00 0.06 0.06 0.00 0.00 0.01 -6.74 0.03 #NUM! 0.98 #NUM! #NUM! #NUM! #NUM!

DPRXP4 670 0.73 0.48 0.50 0.46 0.10 0.18 0.77 0.11 0.00 0.00 0.41 -1.29 0.22 1.74 1.14 1.18 1.08 -1.18 -1.17

DPT 1749 5.73 12.02 12.12 2.55 0.21 52.43 21.71 6.91 249.92 97.97 14.18 3.83 94.13 -4.04 -2.97 -2.96 -5.21 -8.81 1.89

DPY19L1 4879 3.21 9.50 8.91 4.17 3.62 6.74 2.94 3.28 7.67 4.97 6.03 2.59 4.71 -0.56 1.01 0.92 -0.18 -0.38 0.16

DPY19L1P1 1913 2.26 1.55 5.28 0.00 1.58 3.70 0.00 0.00 1.48 1.45 2.39 1.26 0.73 1.62 1.08 2.85 #NUM! 1.10 0.63

DPY19L2 4064 0.45 2.92 0.20 0.26 0.03 1.27 2.21 1.07 1.93 1.83 0.86 -0.22 1.76 -1.97 0.73 -3.15 -2.73 -5.84 0.57

DPY19L2P1 3941 0.08 0.04 0.07 0.06 0.01 0.06 0.03 0.09 0.04 0.06 0.05 -4.24 0.05 0.59 -0.40 0.31 0.01 -1.91 0.07

DPY19L2P2 4361 0.36 2.68 0.79 1.12 0.34 0.39 0.55 0.67 0.63 0.91 0.95 -0.08 0.69 -0.96 1.96 0.19 0.70 -1.01 -1.29

DPY19L2P3 1691 0.00 0.00 0.00 0.00 0.41 0.00 0.00 0.00 0.00 0.00 0.07 -3.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DPY19L2P4 2018 0.08 0.19 0.20 0.23 0.07 0.09 0.10 0.07 0.04 0.17 0.14 -2.80 0.09 -0.22 1.00 1.06 1.26 -0.45 -0.62

DPY19L3 6044 2.17 3.35 2.62 2.88 0.56 4.39 1.98 1.77 2.24 3.03 2.66 1.41 2.25 -0.05 0.57 0.22 0.35 -2.01 0.72

DPY19L4 6234 2.75 3.54 2.95 3.91 2.28 6.68 2.68 2.80 2.81 5.06 3.68 1.88 3.34 -0.28 0.09 -0.18 0.23 -0.55 0.86

DPY30 800 45.92 38.58 51.95 44.78 92.06 71.77 38.87 25.04 44.87 51.51 57.51 5.85 40.07 0.20 -0.05 0.37 0.16 1.20 0.32

DPYD 4451 7.60 7.92 11.97 5.21 3.10 21.42 6.34 8.03 9.01 13.28 9.54 3.25 9.17 -0.27 -0.21 0.39 -0.82 -1.56 1.17

DPYS 2197 0.00 0.12 0.13 0.02 0.01 0.43 0.04 0.09 0.14 0.20 0.12 -3.09 0.12 #NUM! -0.01 0.21 -2.85 -3.28 1.86

DPYSL2 4655 7.89 18.66 16.51 6.26 5.74 21.10 16.85 15.81 22.78 15.68 12.70 3.67 17.78 -1.17 0.07 -0.11 -1.51 -1.63 0.73

DPYSL3 5496 6.69 30.81 8.86 4.32 0.99 37.06 24.84 15.39 101.08 44.04 14.79 3.89 46.34 -2.79 -0.59 -2.39 -3.42 -5.55 1.33

DPYSL4 2732 0.13 1.18 0.03 0.12 0.02 0.62 0.14 0.06 0.46 0.10 0.35 -1.51 0.19 -0.59 2.63 -2.48 -0.64 -3.39 0.82

DPYSL5 5225 0.01 0.04 0.03 0.00 0.00 0.05 0.02 0.02 0.01 0.00 0.02 -5.54 0.01 -0.84 1.91 1.29 #NUM! #NUM! 1.17

DQX1 2650 3.66 1.15 1.75 3.03 4.63 1.07 1.76 1.48 0.00 0.63 2.55 1.35 0.97 1.92 0.24 0.85 1.65 2.26 -1.26

DR1 3222 12.78 10.67 17.48 25.14 20.15 33.63 12.16 13.94 15.66 25.58 19.97 4.32 16.84 -0.40 -0.66 0.05 0.58 0.26 0.75

DRAM1 3553 3.94 8.08 6.38 3.89 26.86 9.24 2.53 2.51 5.65 6.08 9.73 3.28 4.20 -0.09 0.95 0.60 -0.11 2.68 -0.08

DRAM2 1901 29.05 17.61 19.00 18.39 9.39 35.22 15.82 20.67 18.07 23.06 21.44 4.42 19.41 0.58 -0.14 -0.03 -0.08 -1.05 0.72

DRAP1 1022 50.18 66.48 96.28 86.68 269.91 101.43 94.40 170.20 101.00 141.23 111.83 6.81 126.71 -1.34 -0.93 -0.40 -0.55 1.09 -0.14

DRD1 3373 0.03 0.10 0.00 0.06 0.00 0.41 0.21 0.24 0.43 0.38 0.10 -3.33 0.31 -3.33 -1.63 #NUM! -2.42 #NUM! 2.03

DRD2 2713 0.03 0.14 0.00 0.47 0.03 0.07 1.12 0.05 10.30 0.12 0.12 -3.03 2.90 -6.61 -4.35 #NUM! -2.64 -6.66 -0.78

DRD3 1640 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DRD4 1378 0.19 0.00 0.22 0.24 0.04 0.09 0.00 0.00 0.28 0.12 0.13 -2.93 0.10 0.93 #NUM! 1.16 1.26 -1.34 -0.50

DRD5 2398 0.21 0.05 0.00 0.06 0.00 0.04 0.00 0.03 0.01 0.05 0.06 -4.07 0.02 3.25 1.00 #NUM! 1.33 #NUM! -0.58

DRG1 1467 40.39 20.15 32.96 30.51 31.94 27.23 21.65 19.04 25.15 28.18 30.53 4.93 23.51 0.78 -0.22 0.49 0.38 0.44 -0.17

DRG2 1888 9.15 12.49 13.53 10.28 22.01 12.72 10.33 7.13 16.28 10.13 13.36 3.74 10.97 -0.26 0.19 0.30 -0.09 1.01 -0.07

DRGX 807 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DROSHA 5424 4.90 9.49 16.25 13.18 3.26 14.36 5.90 7.05 6.85 8.42 10.24 3.36 7.05 -0.53 0.43 1.20 0.90 -1.11 0.49

DRP2 7118 0.01 0.22 0.06 0.11 0.03 0.39 0.17 0.03 0.72 0.34 0.14 -2.86 0.31 -4.40 -0.52 -2.31 -1.49 -3.50 1.49

DSC1 4271 0.10 0.09 0.15 0.48 0.00 0.03 1.16 0.73 0.00 0.15 0.14 -2.84 0.51 -2.37 -2.57 -1.75 -0.09 #NUM! -2.37

DSC2 5257 15.46 67.69 56.93 141.02 3.24 27.26 130.50 307.15 0.53 129.03 51.93 5.70 141.80 -3.20 -1.07 -1.32 -0.01 -5.45 -0.93



DSC3 6978 21.09 30.05 92.66 131.57 3.80 22.69 50.71 0.00 0.06 34.96 50.31 5.65 21.43 -0.02 0.49 2.11 2.62 -2.50 -1.15

DSCAM 7110 0.00 0.00 0.00 0.00 0.08 0.01 0.00 0.00 0.03 0.01 0.01 -6.12 0.01 #NUM! #NUM! #NUM! #NUM! 3.30 -0.61

DSCAML1 6899 0.00 0.06 0.03 0.08 0.00 0.09 0.06 0.04 0.05 0.17 0.04 -4.49 0.08 #NUM! -0.35 -1.40 0.06 #NUM! 1.03

DSCC1 2291 1.48 1.81 4.50 2.70 2.25 2.68 0.69 1.47 1.91 1.66 2.57 1.36 1.43 0.04 0.34 1.65 0.91 0.65 0.06

DSCR3 3252 7.34 11.39 13.49 19.52 10.85 11.07 8.23 8.42 11.92 8.46 12.28 3.62 9.26 -0.33 0.30 0.54 1.08 0.23 -0.15

DSCR4 1102 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

DSCR6 2260 0.57 1.29 0.04 0.14 0.62 1.38 0.10 0.13 0.10 0.10 0.67 -0.57 0.11 2.40 3.58 -1.34 0.34 2.53 1.04

DSCR8 825 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.20 0.00 0.00 0.01 -7.43 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

DSCR9 458 0.15 0.26 0.14 0.00 0.14 0.07 0.00 0.00 0.09 0.00 0.13 -2.97 0.02 2.76 3.51 2.63 #NUM! 2.66 -0.78

DSE 4077 7.71 10.62 12.66 34.26 16.11 10.11 7.02 9.70 7.96 12.69 15.24 3.93 9.34 -0.28 0.18 0.44 1.87 0.79 -0.59

DSEL 9281 0.60 1.22 0.42 0.37 0.07 0.75 1.09 1.28 1.52 1.01 0.57 -0.81 1.23 -1.03 0.00 -1.55 -1.73 -4.19 0.39

DSG1 5447 11.13 34.05 2.97 29.49 0.02 2.54 77.69 179.30 0.03 12.94 13.36 3.74 67.49 -2.60 -0.99 -4.51 -1.19 -11.90 -2.40

DSG2 5677 6.17 14.51 42.25 30.86 9.77 12.10 3.27 4.75 0.35 5.15 19.28 4.27 3.38 0.87 2.10 3.64 3.19 1.53 -0.67

DSG3 5561 52.96 84.37 142.23 254.94 4.26 15.53 123.42 372.51 0.13 115.95 92.38 6.53 153.00 -1.53 -0.86 -0.11 0.74 -5.17 -2.57

DSG4 3637 0.00 0.00 0.04 0.08 0.00 0.01 0.00 0.07 0.00 0.00 0.02 -5.51 0.02 #NUM! #NUM! 1.38 2.33 #NUM! -1.77

DSN1 2441 7.88 8.78 6.56 7.81 7.98 11.15 1.93 2.33 2.15 2.58 8.36 3.06 2.25 1.81 1.97 1.55 1.80 1.83 0.42

DSP 9730 25.87 132.57 307.13 480.08 46.56 39.36 338.44 574.93 1.70 141.82 171.93 7.43 264.22 -3.35 -0.99 0.22 0.86 -2.50 -2.13

DSPP 4331 0.01 0.01 0.02 0.02 0.00 0.00 0.17 0.00 0.00 0.00 0.01 -6.76 0.04 -2.83 -2.83 -1.02 -0.91 #NUM! #NUM!

DST 16652 27.33 65.66 34.25 42.45 17.52 57.05 86.34 88.36 56.27 66.44 40.71 5.35 74.35 -1.44 -0.18 -1.12 -0.81 -2.09 0.49

DSTN 1746 121.12 126.62 110.36 160.57 162.63 257.24 155.90 112.60 686.04 304.18 156.42 7.29 314.68 -1.38 -1.31 -1.51 -0.97 -0.95 0.72

DSTNP2 1057 0.00 0.00 0.00 0.00 0.34 0.00 0.00 0.67 2.07 0.00 0.06 -4.14 0.68 #NUM! #NUM! #NUM! #NUM! -1.01 #NUM!

DSTYK 7926 1.02 2.22 1.40 2.86 1.16 2.40 3.07 2.38 2.36 2.60 1.85 0.88 2.60 -1.34 -0.23 -0.89 0.14 -1.16 0.38

DTD1 1368 10.46 8.02 15.58 6.51 23.54 14.36 6.56 7.39 16.65 16.51 13.08 3.71 11.78 -0.17 -0.55 0.40 -0.85 1.00 0.13

DTHD1 4353 1.12 0.77 0.33 0.16 0.01 0.22 0.15 0.15 0.02 0.06 0.44 -1.20 0.09 3.60 3.06 1.83 0.84 -3.99 -0.98

DTL 4428 3.68 3.34 4.95 9.33 6.80 4.77 0.66 1.49 0.49 0.63 5.48 2.45 0.82 2.17 2.03 2.60 3.51 3.06 -0.20

DTNA 6537 0.45 0.92 0.39 0.89 0.06 1.37 1.73 0.61 6.94 1.20 0.68 -0.56 2.62 -2.56 -1.50 -2.73 -1.55 -5.55 1.01

DTNB 2496 6.31 4.57 26.24 16.74 19.12 6.40 3.69 5.88 2.06 3.67 13.23 3.73 3.83 0.72 0.26 2.78 2.13 2.32 -1.05

DTNBP1 2102 6.77 9.72 12.64 10.80 20.84 12.71 6.44 5.94 13.16 8.45 12.25 3.61 8.50 -0.33 0.19 0.57 0.35 1.29 0.05

DTWD1 2750 4.54 5.58 2.85 6.23 6.42 11.01 9.00 3.74 10.23 21.42 6.10 2.61 11.10 -1.29 -0.99 -1.96 -0.83 -0.79 0.85

DTWD2 4974 0.92 1.16 1.00 0.88 0.49 1.24 0.67 1.46 0.83 1.09 0.95 -0.08 1.01 -0.14 0.19 -0.03 -0.21 -1.05 0.38

DTX1 3317 0.97 4.18 1.17 0.60 0.52 1.99 1.31 0.48 0.77 1.23 1.57 0.65 0.95 0.04 2.14 0.31 -0.66 -0.85 0.34

DTX2 2835 9.03 27.06 45.69 40.35 58.66 12.81 15.77 20.85 5.62 6.83 32.27 5.01 12.26 -0.44 1.14 1.90 1.72 2.26 -1.33

DTX2P1-UPK3BP1-PMS2P111782 1.90 0.00 23.42 18.41 5.39 4.59 4.50 0.00 1.87 2.80 8.95 3.16 2.29 -0.27 #NUM! 3.35 3.01 1.23 -0.96

DTX3 2029 6.26 14.00 9.40 9.68 11.37 12.69 9.70 5.85 31.19 12.68 10.57 3.40 14.86 -1.25 -0.09 -0.66 -0.62 -0.39 0.26

DTX3L 5768 7.69 16.00 22.37 32.71 16.39 13.22 4.39 5.18 5.94 7.19 18.06 4.17 5.67 0.44 1.50 1.98 2.53 1.53 -0.45

DTX4 5795 0.99 4.52 3.02 2.42 2.94 3.00 0.70 0.00 0.81 1.06 2.81 1.49 0.64 0.63 2.81 2.23 1.91 2.19 0.09

DTYMK 1227 21.76 10.82 11.51 6.98 68.12 21.71 6.93 4.31 12.55 8.22 23.48 4.55 8.00 1.44 0.43 0.52 -0.20 3.09 -0.11

DUOX1 5693 6.81 19.82 13.00 32.26 4.37 5.57 12.52 21.67 0.85 12.36 13.64 3.77 11.85 -0.80 0.74 0.13 1.45 -1.44 -1.29

DUOX2 6428 33.04 20.43 22.60 1.95 0.85 3.27 18.06 20.01 0.03 2.40 13.69 3.77 10.12 1.71 1.01 1.16 -2.38 -3.57 -2.06

DUOXA1 1923 0.00 9.61 0.00 20.36 3.84 7.62 15.19 12.21 0.10 15.08 6.91 2.79 10.65 #NUM! -0.15 #NUM! 0.94 -1.47 0.14

DUOXA2 1451 50.86 0.00 56.52 0.00 0.94 0.00 6.57 0.00 0.00 0.00 18.05 4.17 1.64 4.95 #NUM! 5.11 #NUM! -0.80 #NUM!

DUPD1 663 0.00 0.00 0.12 0.00 0.00 0.00 0.06 0.00 0.00 0.04 0.02 -5.59 0.02 #NUM! #NUM! 2.35 #NUM! #NUM! #NUM!

DUS1L 1885 18.11 26.94 26.05 28.31 53.78 20.38 17.19 11.80 19.00 18.96 28.93 4.85 16.74 0.11 0.69 0.64 0.76 1.68 -0.51

DUS2L 1999 3.98 0.00 2.50 6.26 9.05 2.73 2.89 0.00 3.30 2.20 4.09 2.03 2.09 0.93 #NUM! 0.26 1.58 2.11 -0.58

DUS3L 2127 3.72 4.10 12.01 8.27 21.18 6.32 4.78 5.41 6.29 7.00 9.27 3.21 5.87 -0.66 -0.52 1.03 0.49 1.85 -0.55

DUS4L 2252 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DUSP1 2040 21.55 186.04 273.94 325.86 878.39 734.86 362.90 963.47 903.61 910.35 403.44 8.66 785.08 -5.19 -2.08 -1.52 -1.27 0.16 0.87

DUSP10 2678 2.23 4.04 3.17 9.30 8.86 8.89 2.18 11.18 7.33 6.65 6.08 2.60 6.84 -1.62 -0.76 -1.11 0.44 0.37 0.55

DUSP11 1639 18.04 10.46 25.50 22.05 28.02 19.18 14.47 14.38 11.35 19.59 20.54 4.36 14.94 0.27 -0.51 0.77 0.56 0.91 -0.10

DUSP12 1271 6.43 7.92 8.38 5.32 17.35 16.61 4.89 2.82 9.45 8.73 10.34 3.37 6.47 -0.01 0.29 0.37 -0.28 1.42 0.68

DUSP13 1788 0.07 0.06 0.25 0.38 0.12 0.09 0.37 0.36 0.03 0.20 0.16 -2.61 0.24 -1.76 -1.86 0.09 0.70 -0.94 -0.85

DUSP14 1508 17.67 15.65 25.55 61.43 55.49 19.99 42.10 50.79 20.76 25.75 32.63 5.03 34.85 -0.98 -1.15 -0.45 0.82 0.67 -0.71

DUSP15 1383 0.27 4.93 0.29 0.31 0.21 1.42 0.66 0.51 2.59 2.35 1.24 0.31 1.52 -2.50 1.69 -2.40 -2.28 -2.87 0.20

DUSP16 6312 2.90 13.71 14.65 8.69 13.09 8.75 18.48 31.35 9.80 14.89 10.30 3.36 18.63 -2.68 -0.44 -0.35 -1.10 -0.51 -0.24

DUSP18 2453 2.30 3.84 2.62 2.98 0.40 1.18 4.72 3.89 1.53 1.97 2.22 1.15 3.03 -0.40 0.34 -0.21 -0.02 -2.91 -0.91

DUSP19 5379 0.23 0.28 0.34 0.20 0.21 0.49 0.28 0.29 0.57 0.44 0.29 -1.78 0.40 -0.81 -0.53 -0.23 -0.98 -0.89 0.75

DUSP2 1708 1.34 6.06 13.76 4.31 44.76 51.76 6.96 15.53 11.90 36.95 20.33 4.35 17.84 -3.73 -1.56 -0.37 -2.05 1.33 1.35

DUSP21 889 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DUSP22 1511 21.44 10.50 7.10 22.52 15.59 19.10 22.14 17.56 18.30 19.20 16.04 4.00 19.30 0.15 -0.88 -1.44 0.22 -0.31 0.25

DUSP23 718 59.32 40.01 55.67 41.61 157.38 90.66 39.08 27.46 52.25 42.14 74.11 6.21 40.23 0.56 -0.01 0.47 0.05 1.97 0.29

DUSP26 1665 0.08 0.12 0.06 0.11 0.05 0.70 0.14 0.02 0.98 0.90 0.19 -2.43 0.51 -2.58 -2.09 -3.09 -2.25 -3.42 1.90

DUSP27 4034 0.00 0.01 0.00 0.03 0.00 0.01 0.01 0.00 0.03 0.01 0.01 -6.91 0.01 #NUM! -1.03 #NUM! 1.30 #NUM! 0.44

DUSP28 1555 1.49 1.57 1.27 1.38 0.00 1.99 1.19 1.12 1.28 1.64 1.28 0.36 1.31 0.19 0.26 -0.04 0.08 #NUM! 0.63

DUSP3 4139 11.96 19.35 10.73 11.86 18.23 17.89 21.19 16.48 40.31 21.40 15.00 3.91 24.85 -1.06 -0.36 -1.21 -1.07 -0.45 0.25

DUSP4 6440 0.73 6.14 6.11 1.45 48.12 4.72 0.62 3.22 1.10 8.32 11.21 3.49 3.32 -2.18 0.89 0.88 -1.19 3.86 -1.25

DUSP5 2545 3.12 13.80 14.37 27.70 258.16 53.28 20.12 160.50 69.80 62.84 61.74 5.95 78.32 -4.65 -2.50 -2.45 -1.50 1.72 -0.21

DUSP5P 2472 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DUSP6 2842 5.44 23.98 46.88 98.47 17.91 23.89 27.18 12.60 16.07 33.29 36.10 5.17 22.29 -2.03 0.11 1.07 2.14 -0.32 -0.60

DUSP7 3248 11.08 32.53 101.98 53.15 28.21 7.67 45.78 97.01 8.29 42.98 39.10 5.29 48.51 -2.13 -0.58 1.07 0.13 -0.78 -2.35

DUSP8 4491 0.20 2.05 4.56 1.73 4.57 1.52 3.43 3.92 10.30 4.30 2.44 1.29 5.49 -4.76 -1.42 -0.27 -1.66 -0.27 -0.68

DUSP9 2394 2.54 0.06 0.19 0.71 18.19 0.50 0.01 0.01 0.07 0.05 3.70 1.89 0.03 6.19 0.70 2.41 4.35 9.03 -2.90

DUT 2146 20.02 9.67 29.25 23.42 82.06 61.22 9.81 8.75 82.45 52.07 37.61 5.23 38.27 -0.93 -1.98 -0.39 -0.71 1.10 0.70

DUX3 594 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DUX4 1574 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DUX4L4 1605 0.00 0.00 0.00 0.04 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -6.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DUXA 3346 0.12 0.23 0.13 0.15 0.32 0.02 0.10 0.04 0.02 0.01 0.16 -2.63 0.04 1.44 2.43 1.54 1.75 2.87 -2.74

DVL1 2941 7.67 12.13 7.54 18.46 21.59 11.42 16.28 13.93 19.60 19.00 13.14 3.72 17.20 -1.16 -0.50 -1.19 0.10 0.33 -0.20

DVL2 3046 5.29 12.79 13.26 13.22 0.00 12.63 9.57 8.70 26.39 12.88 9.53 3.25 14.38 -1.44 -0.17 -0.12 -0.12 #NUM! 0.41

DVL3 5062 9.75 22.70 26.63 39.74 24.62 15.36 16.07 12.80 19.16 10.43 23.13 4.53 14.62 -0.58 0.64 0.87 1.44 0.75 -0.59

DYDC1 790 0.00 0.00 0.11 0.06 0.08 0.00 0.00 0.05 0.00 0.00 0.04 -4.62 0.01 #NUM! #NUM! 3.20 2.29 2.85 #NUM!

DYDC2 1842 0.01 0.03 0.00 0.00 0.81 0.24 0.00 0.03 0.00 0.06 0.18 -2.46 0.02 -0.61 0.40 #NUM! #NUM! 5.15 0.38

DYM 2628 19.79 16.70 19.87 17.90 6.89 13.36 19.15 17.16 13.71 14.03 15.75 3.98 16.01 0.31 0.06 0.31 0.16 -1.22 -0.24

DYNC1H1 14361 3.76 42.35 27.97 50.21 16.27 9.61 14.46 14.54 33.88 50.76 25.03 4.65 28.41 -2.92 0.58 -0.02 0.82 -0.80 -1.38

DYNC1I1 3061 0.41 0.61 0.09 0.53 0.08 1.02 0.53 0.25 2.37 0.94 0.46 -1.13 1.02 -1.33 -0.74 -3.43 -0.95 -3.62 1.16

DYNC1I2 2602 32.46 35.40 31.73 72.12 18.44 42.95 102.25 29.69 44.27 41.46 38.85 5.28 54.42 -0.75 -0.62 -0.78 0.41 -1.56 0.14

DYNC1LI1 2517 5.94 9.57 15.82 14.48 6.11 11.30 9.76 9.33 13.75 11.19 10.54 3.40 11.00 -0.89 -0.20 0.52 0.40 -0.85 0.10

DYNC1LI2 4352 9.10 18.73 9.58 13.25 12.29 27.15 13.80 12.53 39.09 22.97 15.02 3.91 22.10 -1.28 -0.24 -1.21 -0.74 -0.85 0.85

DYNC2H1 13699 0.26 1.81 0.35 1.07 0.08 4.81 0.85 1.26 0.62 4.27 1.40 0.48 1.75 -2.73 0.04 -2.34 -0.71 -4.41 1.78

DYNC2LI1 1412 5.75 6.74 5.32 6.14 3.21 15.89 4.62 6.02 8.41 13.56 7.18 2.84 8.15 -0.50 -0.27 -0.62 -0.41 -1.35 1.15

DYNLL1 820 766.92 338.73 492.46 777.45 597.60 480.25 652.62 581.14 438.32 517.77 575.57 9.17 547.46 0.49 -0.69 -0.15 0.51 0.13 -0.26

DYNLL2 1522 9.23 19.57 20.66 25.06 51.50 29.12 24.18 19.21 37.26 34.13 25.86 4.69 28.69 -1.64 -0.55 -0.47 -0.20 0.84 0.17

DYNLRB1 702 370.44 282.75 256.18 305.10 327.14 177.20 235.69 202.87 238.68 128.15 286.47 8.16 201.35 0.88 0.49 0.35 0.60 0.70 -0.69

DYNLRB2 506 0.00 1.11 0.00 1.24 2.39 0.84 0.51 0.09 1.48 1.96 0.93 -0.11 1.01 #NUM! 0.13 #NUM! 0.29 1.24 -0.15

DYNLT1 774 139.53 77.26 117.21 120.91 216.66 151.96 72.17 51.76 144.88 102.38 137.25 7.10 92.80 0.59 -0.26 0.34 0.38 1.22 0.15

DYNLT3 2230 19.84 16.93 11.56 15.49 10.65 29.20 24.02 29.37 13.38 35.69 17.28 4.11 25.61 -0.37 -0.60 -1.15 -0.73 -1.27 0.76

DYRK1A 6580 4.12 10.89 19.14 23.80 5.11 12.88 8.86 16.07 8.63 12.23 12.66 3.66 11.45 -1.48 -0.07 0.74 1.06 -1.16 0.02

DYRK1B 2540 3.15 7.00 6.19 7.38 6.41 4.39 5.60 3.88 0.00 3.04 5.75 2.52 3.13 0.01 1.16 0.98 1.24 1.03 -0.39

DYRK2 6159 2.11 5.32 2.90 5.56 1.77 4.53 2.68 2.41 4.66 4.40 3.70 1.89 3.53 -0.75 0.59 -0.28 0.65 -0.99 0.29

DYRK3 2301 2.16 3.43 3.03 4.52 5.49 9.24 1.93 5.26 4.14 11.29 4.65 2.22 5.66 -1.39 -0.72 -0.90 -0.32 -0.04 0.99

DYRK4 1860 9.49 12.21 14.61 13.46 4.88 17.50 7.88 5.96 11.93 14.67 12.02 3.59 10.11 -0.09 0.27 0.53 0.41 -1.05 0.54

DYSF 7004 1.55 7.85 3.46 12.82 4.54 2.83 5.02 1.48 24.18 5.55 5.51 2.46 9.06 -2.55 -0.21 -1.39 0.50 -1.00 -0.96

DYSFIP1 805 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DYX1C1 2011 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

DYX1C1-CCPG1 4838 0.00 0.00 0.00 0.00 0.46 0.00 0.00 0.00 0.00 0.00 0.08 -3.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

DZIP1 7514 2.85 2.73 1.28 0.63 1.87 9.92 3.72 1.57 6.38 6.91 3.21 1.68 4.65 -0.71 -0.77 -1.86 -2.88 -1.31 1.63

DZIP1L 3498 0.72 2.87 0.49 0.80 4.92 1.69 1.29 1.64 2.56 1.56 1.91 0.94 1.76 -1.30 0.70 -1.85 -1.14 1.48 -0.18

DZIP3 5568 1.26 2.32 1.45 1.39 0.30 1.66 1.37 1.42 2.15 1.40 1.40 0.48 1.58 -0.33 0.55 -0.13 -0.19 -2.40 0.25

E2F1 2722 5.10 6.82 3.49 7.02 14.87 2.41 0.81 1.05 0.78 0.60 6.62 2.73 0.81 2.65 3.07 2.10 3.11 4.19 -1.46

E2F2 5201 1.26 1.53 4.93 6.27 1.11 1.26 1.12 1.14 0.08 0.48 2.73 1.45 0.70 0.84 1.12 2.81 3.16 0.66 -1.12

E2F3 5050 0.99 3.19 3.50 4.14 3.21 2.13 1.43 1.45 1.60 2.28 2.86 1.52 1.69 -0.77 0.92 1.05 1.29 0.92 -0.42

E2F4 2100 32.07 33.39 27.38 31.59 50.83 23.36 24.65 21.71 32.46 21.06 33.10 5.05 24.97 0.36 0.42 0.13 0.34 1.03 -0.50

E2F5 1743 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

E2F6 3444 2.46 1.83 6.55 2.99 6.80 7.36 2.80 1.90 4.91 6.69 4.66 2.22 4.07 -0.73 -1.16 0.69 -0.45 0.74 0.66

E2F7 5742 0.86 1.27 5.46 5.55 2.28 2.06 0.23 0.67 0.01 0.24 2.91 1.54 0.29 1.58 2.14 4.25 4.28 2.99 -0.50

E2F8 3736 5.76 3.89 5.07 5.32 1.36 2.33 0.60 2.03 0.06 0.45 3.95 1.98 0.78 2.88 2.31 2.70 2.76 0.79 -0.76

E4F1 2573 3.75 6.99 6.62 8.83 14.16 6.78 6.61 4.46 10.84 6.15 7.85 2.97 7.01 -0.90 0.00 -0.08 0.33 1.01 -0.21

EAF1 4503 1.41 6.08 8.11 10.86 3.35 5.51 4.35 6.77 4.38 7.16 5.88 2.56 5.67 -2.01 0.10 0.52 0.94 -0.76 -0.10

EAF2 1024 6.72 2.87 5.89 3.76 4.28 8.76 0.82 1.40 2.06 2.31 5.38 2.43 1.65 2.03 0.80 1.84 1.19 1.38 0.70

EAPP 1363 28.72 25.19 18.70 30.18 19.78 24.72 17.35 27.09 19.81 25.65 24.55 4.62 22.47 0.35 0.16 -0.27 0.43 -0.18 0.01

EARS2 3979 4.04 3.88 2.28 3.09 4.56 3.39 3.15 2.25 3.50 3.26 3.54 1.82 3.04 0.41 0.35 -0.41 0.02 0.59 -0.06

EBAG9 1655 21.38 9.97 14.46 14.86 10.22 16.11 11.02 12.24 13.22 12.25 14.50 3.86 12.18 0.81 -0.29 0.25 0.29 -0.25 0.15

EBF1 5288 1.42 2.61 1.53 1.53 0.23 6.72 4.83 3.42 7.71 6.52 2.34 1.23 5.62 -1.98 -1.10 -1.88 -1.88 -4.63 1.52

EBF2 2297 0.05 0.04 0.06 0.00 0.06 0.16 0.17 0.05 1.01 0.16 0.06 -3.98 0.35 -2.72 -3.04 -2.49 #NUM! -2.51 1.36

EBF3 4361 0.52 0.72 1.02 0.09 0.21 4.08 1.62 1.28 3.62 2.03 1.11 0.15 2.14 -2.03 -1.56 -1.07 -4.60 -3.37 1.88

EBF4 2931 3.62 11.16 3.23 7.16 4.94 6.40 5.87 5.07 11.53 5.14 6.08 2.60 6.90 -0.93 0.69 -1.10 0.05 -0.48 0.07

EBI3 1149 1.33 2.30 2.28 1.61 9.87 4.14 0.99 0.84 0.95 1.38 3.59 1.84 1.04 0.36 1.15 1.13 0.64 3.25 0.21

EBLN1 1170 0.00 0.00 0.03 0.03 0.02 0.00 0.00 0.00 0.00 0.00 0.01 -6.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

EBLN2 1679 0.67 1.27 0.00 2.14 0.08 0.21 1.10 0.80 0.03 0.00 0.73 -0.46 0.48 0.48 1.40 #NUM! 2.15 -2.62 -1.82

EBNA1BP2 1514 38.50 24.82 39.11 33.28 82.52 47.23 31.95 20.50 26.01 28.57 44.24 5.47 26.76 0.52 -0.11 0.55 0.31 1.62 0.09

EBP 1191 53.75 30.79 49.80 46.15 126.06 43.82 48.72 31.52 7.53 41.42 58.39 5.87 32.30 0.73 -0.07 0.62 0.51 1.96 -0.41

EBPL 988 22.31 24.34 6.94 30.57 54.41 41.11 31.17 30.54 29.70 83.70 29.95 4.90 43.78 -0.97 -0.85 -2.66 -0.52 0.31 0.46

ECD 2379 12.27 13.18 18.53 19.41 6.32 11.96 12.21 15.64 10.21 13.80 13.61 3.77 12.97 -0.08 0.02 0.52 0.58 -1.04 -0.19

ECE1 5259 10.57 26.62 57.79 29.39 26.77 26.32 18.82 18.70 29.66 28.50 29.58 4.89 23.92 -1.18 0.15 1.27 0.30 0.16 -0.17

ECE2 3498 14.22 4.75 7.64 10.70 42.43 3.38 4.33 2.54 2.03 3.67 13.85 3.79 3.14 2.18 0.60 1.28 1.77 3.75 -2.03

ECEL1 2872 0.26 0.36 0.42 0.05 0.11 0.38 0.04 0.04 4.82 0.32 0.26 -1.92 1.31 -2.33 -1.85 -1.63 -4.81 -3.54 0.53

ECEL1P2 1309 0.00 0.07 0.00 0.03 0.00 0.14 0.02 0.00 0.00 0.09 0.04 -4.68 0.03 #NUM! 1.24 #NUM! -0.02 #NUM! 1.82

ECH1 1276 131.26 118.04 156.54 179.07 83.65 76.03 115.67 106.34 117.01 67.86 124.10 6.96 101.72 0.37 0.21 0.62 0.82 -0.28 -0.71

ECHDC1 2354 10.61 11.59 8.82 11.94 18.27 31.38 7.58 5.98 11.56 20.05 15.43 3.95 11.29 -0.09 0.04 -0.36 0.08 0.69 1.02

ECHDC2 1591 8.85 16.94 10.06 20.74 12.87 0.00 21.48 20.34 15.43 21.54 11.58 3.53 19.70 -1.15 -0.22 -0.97 0.07 -0.61 #NUM!

ECHDC3 1674 2.45 4.40 1.69 12.93 36.99 5.32 6.31 11.95 5.35 5.05 10.63 3.41 7.16 -1.55 -0.70 -2.08 0.85 2.37 -1.00

ECHS1 1350 36.09 24.81 41.43 30.58 116.21 58.01 29.05 20.87 64.15 58.93 51.19 5.68 43.25 -0.26 -0.80 -0.06 -0.50 1.43 0.18

ECI1 1069 20.86 11.91 14.33 19.55 71.23 40.32 12.53 12.70 31.26 24.17 29.70 4.89 20.17 0.05 -0.76 -0.49 -0.05 1.82 0.44

ECI2 1481 16.34 11.63 10.03 5.92 24.61 19.25 13.32 12.51 30.44 22.04 14.63 3.87 19.58 -0.26 -0.75 -0.96 -1.72 0.33 0.40

ECM1 2242 116.34 59.90 77.82 114.22 51.80 31.67 193.88 49.25 36.08 40.78 75.29 6.23 80.00 0.54 -0.42 -0.04 0.51 -0.63 -1.25

ECM2 3307 3.63 8.09 1.71 2.71 0.00 17.42 6.56 9.03 17.17 16.44 5.59 2.48 12.30 -1.76 -0.60 -2.84 -2.18 #NUM! 1.64

ECRP 605 0.00 0.12 0.07 0.00 0.06 0.21 0.00 0.06 0.16 0.10 0.08 -3.71 0.08 #NUM! 0.65 -0.15 #NUM! -0.51 1.44

ECSCR 1027 28.64 22.07 9.66 2.82 3.88 50.76 20.78 23.11 97.89 50.85 19.64 4.30 48.15 -0.75 -1.13 -2.32 -4.09 -3.63 1.37

ECSIT 1725 12.53 11.49 19.62 5.05 34.35 17.30 12.70 9.77 21.77 13.83 16.72 4.06 14.52 -0.21 -0.34 0.43 -1.52 1.24 0.05

ECT2 3916 9.67 8.20 16.68 14.39 17.87 9.67 2.79 4.53 1.40 2.18 12.75 3.67 2.73 1.83 1.59 2.61 2.40 2.71 -0.40

ECT2L 4483 0.04 0.12 0.03 0.00 0.02 0.06 0.06 0.02 0.00 0.00 0.04 -4.49 0.02 0.94 2.68 0.58 #NUM! 0.26 0.50

EDA 5296 0.19 0.30 0.65 0.37 0.25 0.53 0.83 0.70 1.47 0.88 0.38 -1.40 0.97 -2.39 -1.71 -0.57 -1.40 -1.96 0.48

EDA2R 3482 0.70 2.50 0.32 0.16 0.01 0.68 1.50 1.77 0.98 1.32 0.73 -0.45 1.39 -0.98 0.85 -2.13 -3.09 -6.60 -0.10

EDAR 4226 0.57 0.52 1.37 0.40 0.12 0.16 0.55 0.74 0.00 0.73 0.52 -0.94 0.51 0.16 0.03 1.44 -0.33 -2.07 -1.73

EDARADD 2891 5.29 1.38 13.90 4.57 8.05 4.01 1.49 1.10 0.84 1.74 6.20 2.63 1.29 2.03 0.10 3.43 1.82 2.64 -0.63

EDC3 4086 4.75 5.24 6.53 7.00 9.00 4.11 4.35 3.80 6.56 4.01 6.10 2.61 4.68 0.02 0.16 0.48 0.58 0.94 -0.57

EDC4 4739 0.00 9.42 7.04 8.57 9.81 5.79 6.32 5.34 8.20 4.34 6.77 2.76 6.05 #NUM! 0.64 0.22 0.50 0.70 -0.23

EDDM3A 879 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.03 0.01 -7.58 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

EDEM1 6162 2.72 7.28 7.14 8.25 4.58 8.16 3.45 5.49 5.10 9.20 6.35 2.67 5.81 -1.10 0.33 0.30 0.51 -0.34 0.36

EDEM2 2134 16.28 15.52 13.72 9.37 22.94 11.28 5.87 4.30 11.05 9.50 14.85 3.89 7.68 1.08 1.01 0.84 0.29 1.58 -0.40

EDEM3 6670 1.67 12.22 5.18 5.41 1.14 6.28 3.76 4.43 3.32 3.99 5.32 2.41 3.87 -1.21 1.66 0.42 0.48 -1.77 0.24

EDF1 658 443.54 256.88 355.76 299.51 1139.39 481.87 319.46 205.03 450.27 414.17 496.16 8.95 347.23 0.35 -0.43 0.03 -0.21 1.71 -0.04

EDIL3 2974 1.64 3.03 1.05 0.52 3.45 7.25 4.57 1.40 17.40 9.03 2.82 1.50 8.10 -2.30 -1.42 -2.95 -3.95 -1.23 1.36

EDN1 2112 1.15 11.66 1.66 3.15 19.29 5.94 2.26 8.39 3.48 2.95 7.14 2.84 4.27 -1.89 1.45 -1.37 -0.44 2.18 -0.27

EDN2 1258 4.77 1.88 2.31 0.68 32.78 17.69 0.12 2.19 0.04 17.12 10.02 3.32 4.87 -0.03 -1.37 -1.07 -2.84 2.75 0.82

EDN3 2694 0.17 3.86 0.30 0.00 0.01 1.39 36.02 29.32 0.05 13.76 0.96 -0.07 19.79 -6.91 -2.36 -6.04 #NUM! -10.88 0.54

EDNRA 4168 8.90 20.68 4.48 3.45 2.05 19.98 18.50 9.83 79.74 18.84 9.92 3.31 31.73 -1.83 -0.62 -2.83 -3.20 -3.95 1.01

EDNRB 4485 1.62 4.50 2.34 1.07 0.62 11.52 4.90 7.36 11.50 10.99 3.61 1.85 8.69 -2.42 -0.95 -1.89 -3.03 -3.80 1.67

EEA1 8019 1.91 5.15 7.83 8.58 1.06 6.71 5.74 10.21 1.75 4.15 5.21 2.38 5.46 -1.51 -0.08 0.52 0.65 -2.37 0.37

EED 2413 5.29 3.06 4.68 7.06 49.33 8.62 2.66 2.14 4.82 7.76 13.01 3.70 4.35 0.28 -0.50 0.11 0.70 3.50 -0.59

EEF1A1 3528 1714.44 3178.19 1092.05 1621.55 3169.16 7847.54 1612.66 1855.17 7972.07 7619.54 3103.82 11.60 4764.86 -1.47 -0.58 -2.13 -1.56 -0.59 1.34

EEF1A1P9 1645 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EEF1A2 1841 0.06 0.05 0.07 0.17 14.30 0.72 0.06 0.14 0.54 0.15 2.56 1.36 0.22 -1.90 -2.30 -1.67 -0.40 6.00 -1.84

EEF1B2 1128 482.62 753.22 215.49 159.56 412.92 595.61 352.07 411.85 573.17 716.09 436.57 8.77 513.29 -0.09 0.55 -1.25 -1.69 -0.31 0.45

EEF1D 2498 172.71 125.69 130.19 92.38 1130.81 421.90 193.08 139.42 391.27 359.14 345.61 8.43 270.73 -0.65 -1.11 -1.06 -1.55 2.06 0.29

EEF1DP3 575 0.26 0.20 2.77 0.08 0.25 0.35 0.42 0.00 0.23 0.21 0.65 -0.61 0.21 0.27 -0.09 3.70 -1.39 0.25 -0.89

EEF1E1 1103 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EEF1E1-MUTED 2992 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EEF1G 1552 896.20 577.80 463.32 87.17 1925.64 1377.87 692.99 774.25 1293.10 1301.56 888.00 9.79 1015.47 -0.18 -0.81 -1.13 -3.54 0.92 0.63

EEF2 3163 257.96 437.31 451.19 449.88 1783.98 377.11 458.73 459.65 734.55 485.29 626.24 9.29 534.56 -1.05 -0.29 -0.24 -0.25 1.74 -0.73

EEF2K 7412 1.88 4.82 2.96 5.76 4.46 3.90 4.96 3.28 6.49 3.53 3.96 1.99 4.56 -1.28 0.08 -0.63 0.34 -0.03 -0.02

EEFSEC 2239 12.64 15.35 15.00 0.00 23.56 9.45 7.35 0.00 13.43 5.93 12.67 3.66 6.68 0.92 1.20 1.17 #NUM! 1.82 -0.42

EEPD1 4687 0.98 2.49 1.93 1.38 0.96 1.80 2.97 1.86 4.36 1.84 1.59 0.67 2.76 -1.49 -0.15 -0.51 -0.99 -1.52 0.18

EFCAB1 2144 0.19 0.28 0.03 0.06 0.22 1.30 0.73 0.54 4.76 1.42 0.35 -1.53 1.86 -3.27 -2.72 -6.07 -5.06 -3.11 1.91

EFCAB10 791 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EFCAB11 695 3.72 2.52 4.67 3.30 10.96 9.21 1.90 1.51 3.22 4.46 5.73 2.52 2.77 0.42 -0.14 0.75 0.25 1.98 0.69

EFCAB2 4231 0.73 1.73 0.50 1.01 3.62 2.90 0.70 0.97 4.27 1.84 1.75 0.81 1.95 -1.41 -0.17 -1.95 -0.95 0.90 0.73

EFCAB3 1694 0.29 0.40 0.29 0.39 0.26 0.13 0.10 0.28 0.26 0.30 0.29 -1.76 0.24 0.32 0.78 0.28 0.73 0.15 -1.14

EFCAB4A 1838 0.94 8.98 4.29 1.79 8.25 9.04 1.19 3.20 0.00 4.98 5.55 2.47 2.34 -1.32 1.94 0.87 -0.39 1.82 0.71

EFCAB4B 2795 0.07 1.27 0.39 0.30 0.29 0.61 0.14 0.15 0.11 0.11 0.49 -1.03 0.13 -0.85 3.32 1.61 1.23 1.20 0.32

EFCAB5 5147 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EFCAB6 4933 0.21 0.32 0.07 0.91 0.06 0.26 0.16 0.18 0.15 0.20 0.30 -1.71 0.17 0.30 0.90 -1.37 2.39 -1.65 -0.21

EFCAB7 2376 1.64 1.86 1.61 2.39 0.95 6.03 1.04 1.28 1.68 1.96 2.41 1.27 1.49 0.14 0.32 0.12 0.68 -0.65 1.32

EFCAB9 712 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

EFEMP1 3094 18.87 33.88 45.04 12.21 86.83 72.33 41.66 63.32 71.13 77.00 44.86 5.49 63.28 -1.75 -0.90 -0.49 -2.37 0.46 0.69

EFEMP2 2096 0.00 35.85 0.00 9.68 0.00 38.25 25.56 14.16 79.66 35.97 13.96 3.80 38.84 #NUM! -0.12 #NUM! -2.00 #NUM! 1.45

EFHA1 1947 5.89 12.69 15.18 12.60 5.22 24.10 10.20 12.26 13.78 16.77 12.61 3.66 13.25 -1.17 -0.06 0.20 -0.07 -1.34 0.93

EFHA2 3987 0.26 0.82 0.14 0.10 0.04 1.84 0.34 0.94 1.69 1.78 0.53 -0.90 1.19 -2.18 -0.53 -3.04 -3.60 -4.80 1.78

EFHB 2857 0.00 0.04 0.03 0.02 0.00 0.00 0.08 0.03 0.01 0.00 0.02 -6.01 0.03 #NUM! 0.38 0.19 -0.29 #NUM! #NUM!

EFHC1 6853 1.07 1.99 0.34 1.16 0.25 2.82 1.28 1.48 1.18 5.05 1.27 0.35 2.25 -1.07 -0.18 -2.71 -0.95 -3.15 1.15

EFHC2 3269 0.44 1.75 0.34 0.12 0.02 0.81 0.81 0.97 0.77 1.37 0.58 -0.79 0.98 -1.14 0.83 -1.52 -2.99 -5.94 0.48

EFHD1 2000 8.41 21.54 2.71 4.07 1.61 33.09 11.64 12.95 33.27 35.90 11.90 3.57 23.44 -1.48 -0.12 -3.12 -2.52 -3.87 1.47

EFHD2 2424 31.93 41.63 39.94 54.63 128.13 51.29 24.42 34.01 46.34 55.41 57.92 5.86 40.04 -0.33 0.06 0.00 0.45 1.68 -0.18

EFNA1 1590 51.16 50.17 25.86 33.53 374.88 72.51 17.65 29.35 20.45 46.57 101.35 6.66 28.50 0.84 0.82 -0.14 0.23 3.72 -0.48

EFNA2 642 0.15 1.32 0.03 0.30 0.04 0.09 0.28 0.03 0.02 0.01 0.32 -1.64 0.08 0.85 3.97 -1.51 1.84 -1.25 -1.86

EFNA3 1782 19.14 15.18 6.33 8.34 35.03 5.06 29.35 25.66 0.00 12.53 14.85 3.89 16.88 0.18 -0.15 -1.42 -1.02 1.05 -1.55

EFNA4 1276 17.02 0.00 7.88 0.00 0.00 11.70 0.00 0.00 4.02 6.27 6.10 2.61 2.57 2.73 #NUM! 1.62 #NUM! #NUM! 0.94

EFNA5 5335 1.81 4.17 1.62 4.15 2.85 2.12 6.56 7.75 1.25 3.74 2.79 1.48 4.83 -1.41 -0.21 -1.57 -0.22 -0.76 -0.39

EFNB1 3344 14.87 38.25 20.13 61.06 76.87 13.63 32.42 29.51 10.52 21.60 37.47 5.23 23.51 -0.66 0.70 -0.22 1.38 1.71 -1.46

EFNB2 4404 3.38 17.06 8.23 19.26 1.76 11.25 13.23 31.84 7.80 14.77 10.16 3.34 16.91 -2.32 0.01 -1.04 0.19 -3.26 0.15

EFNB3 3236 0.84 2.37 0.33 0.16 0.08 0.89 1.93 1.55 1.30 2.23 0.78 -0.36 1.75 -1.06 0.43 -2.39 -3.42 -4.52 0.20



EFR3A 5430 5.03 9.02 14.11 24.06 4.67 16.57 6.74 6.10 12.63 13.24 12.24 3.61 9.68 -0.94 -0.10 0.54 1.31 -1.05 0.44

EFR3B 7500 0.07 0.46 0.16 0.14 0.05 0.16 0.14 0.07 0.23 0.21 0.17 -2.53 0.16 -1.25 1.51 -0.04 -0.19 -1.67 -0.10

EFS 3132 6.31 9.92 29.41 25.63 19.87 9.31 23.05 19.80 12.86 12.26 16.74 4.07 16.99 -1.43 -0.78 0.79 0.59 0.23 -0.85

EFTUD1 3685 4.40 4.81 7.32 9.69 21.79 8.40 4.14 5.15 2.71 5.50 9.40 3.23 4.37 0.01 0.14 0.74 1.15 2.32 -0.16

EFTUD2 4167 11.59 26.87 44.59 22.39 28.55 12.00 9.97 10.17 12.01 9.38 24.33 4.60 10.38 0.16 1.37 2.10 1.11 1.46 -1.02

EGF 5600 0.01 0.03 0.50 0.02 0.02 0.13 0.14 0.05 0.53 0.07 0.12 -3.08 0.20 -3.81 -2.81 1.35 -3.48 -3.17 0.11

EGFEM1P 3855 0.05 0.05 0.03 0.02 0.01 0.02 0.06 0.04 0.01 0.01 0.03 -5.18 0.03 0.59 0.66 -0.22 -0.81 -2.24 -0.21

EGFL6 2448 3.70 0.83 3.14 0.85 2.04 3.66 1.02 1.18 1.75 2.69 2.37 1.25 1.66 1.16 -1.00 0.92 -0.96 0.30 0.63

EGFL7 1571 12.47 19.91 5.97 9.70 54.97 24.06 32.76 18.21 79.61 34.20 21.18 4.40 41.20 -1.72 -1.05 -2.79 -2.09 0.42 0.18

EGFL8 1335 0.00 0.00 0.00 0.00 0.00 11.60 0.00 0.00 0.00 0.00 1.93 0.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

EGFLAM 4894 1.91 2.98 3.87 2.10 2.12 9.48 1.72 1.15 13.85 7.28 3.74 1.90 6.00 -1.65 -1.01 -0.63 -1.51 -1.50 1.34

EGFR 5616 8.41 13.30 42.81 36.41 7.10 5.17 20.69 26.34 3.82 9.94 18.87 4.24 15.20 -0.85 -0.19 1.49 1.26 -1.10 -1.87

EGLN1 7102 3.69 5.92 4.60 4.00 3.91 6.61 5.41 6.34 5.88 7.65 4.79 2.26 6.32 -0.78 -0.10 -0.46 -0.66 -0.69 0.46

EGLN2 2264 16.62 17.89 20.09 24.71 20.77 21.73 21.22 11.68 46.92 29.97 20.30 4.34 27.45 -0.72 -0.62 -0.45 -0.15 -0.40 0.10

EGLN3 2722 30.83 3.77 46.17 8.61 110.49 5.66 4.43 3.76 2.80 9.31 34.26 5.10 5.07 2.60 -0.43 3.19 0.76 4.44 -2.60

EGOT 1529 1.64 0.00 2.31 1.03 1.05 0.12 0.76 0.00 0.07 0.58 1.02 0.03 0.35 2.23 #NUM! 2.72 1.55 1.58 -3.10

EGR1 3136 3.96 91.57 159.65 133.17 125.84 356.38 221.55 128.49 288.44 374.14 145.09 7.18 253.15 -6.00 -1.47 -0.67 -0.93 -1.01 1.30

EGR2 2992 1.24 5.64 18.72 2.83 1.18 25.09 2.63 4.28 23.24 11.89 9.12 3.19 10.51 -3.09 -0.90 0.83 -1.89 -3.15 1.46

EGR3 4342 0.14 8.76 14.98 6.73 0.59 22.04 14.64 25.34 10.19 13.31 8.87 3.15 15.87 -6.85 -0.86 -0.08 -1.24 -4.74 1.31

EGR4 2379 0.18 0.17 3.25 0.06 0.29 0.39 0.23 0.22 0.08 0.15 0.72 -0.47 0.17 0.11 0.02 4.27 -1.56 0.77 -0.88

EHBP1 5177 4.62 9.85 11.35 24.67 3.66 10.38 12.71 13.92 11.81 11.44 10.75 3.43 12.47 -1.43 -0.34 -0.14 0.98 -1.77 -0.05

EHBP1L1 5197 5.23 20.55 12.63 30.38 11.07 11.05 14.16 8.04 26.47 11.68 15.15 3.92 15.09 -1.53 0.45 -0.26 1.01 -0.45 -0.46

EHD1 3482 7.22 21.13 49.00 21.23 57.40 17.02 17.76 15.97 32.25 20.78 28.83 4.85 21.69 -1.59 -0.04 1.18 -0.03 1.40 -0.76

EHD2 3601 20.60 51.50 46.11 53.66 24.24 30.01 69.97 42.98 139.55 41.98 37.69 5.24 73.62 -1.84 -0.52 -0.67 -0.46 -1.60 -0.33

EHD3 3906 3.49 3.96 4.70 5.65 0.69 3.52 3.66 3.59 5.40 4.51 3.67 1.88 4.29 -0.30 -0.12 0.13 0.40 -2.63 -0.06

EHD4 2904 11.22 14.76 31.10 19.71 26.72 17.20 12.26 23.02 24.91 31.47 20.12 4.33 22.91 -1.03 -0.63 0.44 -0.22 0.22 -0.23

EHF 5467 51.73 27.78 31.94 18.15 8.70 17.16 48.22 71.89 0.07 42.36 25.91 4.70 40.64 0.35 -0.55 -0.35 -1.16 -2.22 -0.59

EHHADH 3993 2.03 1.87 2.47 3.80 2.15 2.04 1.27 1.94 1.16 1.21 2.39 1.26 1.40 0.54 0.42 0.82 1.44 0.63 -0.23

EHMT1 5123 3.62 13.31 14.14 13.67 6.46 5.04 8.65 6.43 7.04 7.21 9.38 3.23 7.33 -1.02 0.86 0.95 0.90 -0.18 -0.89

EHMT2 3982 5.93 14.72 17.62 12.92 14.36 16.74 9.94 8.36 12.99 7.37 13.72 3.78 9.66 -0.70 0.61 0.87 0.42 0.57 0.29

EI24 2279 44.17 25.43 20.31 22.22 31.69 26.52 33.19 27.24 41.51 35.08 28.39 4.83 34.25 0.37 -0.43 -0.75 -0.62 -0.11 -0.10

EID1 2096 29.36 33.74 17.72 20.40 16.05 95.84 28.03 23.73 118.62 86.15 35.52 5.15 64.13 -1.13 -0.93 -1.86 -1.65 -2.00 1.43

EID2 1409 3.65 4.53 5.40 5.98 3.65 9.42 5.30 2.51 8.04 9.23 5.44 2.44 6.27 -0.78 -0.47 -0.22 -0.07 -0.78 0.79

EID2B 1865 0.30 0.86 0.24 0.20 0.54 1.04 0.43 0.24 1.38 1.06 0.53 -0.92 0.78 -1.38 0.15 -1.68 -1.93 -0.53 0.97

EID3 1447 0.89 0.62 0.70 0.53 0.38 2.42 0.79 0.67 2.91 1.91 0.92 -0.11 1.57 -0.82 -1.34 -1.16 -1.56 -2.06 1.39

EIF1 1326 245.01 187.12 225.84 203.61 498.74 614.61 296.58 232.62 618.40 0.00 329.16 8.36 286.90 -0.23 -0.62 -0.35 -0.49 0.80 0.90

EIF1AD 2836 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EIF1AX 4431 11.61 14.76 15.84 12.09 43.00 39.51 17.79 16.77 26.60 41.64 22.80 4.51 25.70 -1.15 -0.80 -0.70 -1.09 0.74 0.79

EIF1B 1014 21.81 63.06 30.69 30.03 42.97 78.21 25.05 26.14 71.01 72.99 44.46 5.47 48.80 -1.16 0.37 -0.67 -0.70 -0.18 0.81

EIF2A 3894 22.27 31.28 25.18 18.95 8.72 40.27 19.60 33.78 21.26 38.79 24.45 4.61 28.36 -0.35 0.14 -0.17 -0.58 -1.70 0.72

EIF2AK1 4465 22.17 25.53 33.79 33.59 65.17 21.72 17.82 16.68 14.97 15.52 33.66 5.07 16.25 0.45 0.65 1.06 1.05 2.00 -0.63

EIF2AK2 2930 4.46 8.77 12.60 19.59 8.86 8.84 4.61 4.09 1.66 4.23 10.52 3.40 3.65 0.29 1.27 1.79 2.42 1.28 -0.25

EIF2AK3 4665 2.59 5.44 5.15 3.73 2.37 5.71 4.40 7.83 3.64 13.25 4.17 2.06 7.28 -1.49 -0.42 -0.50 -0.97 -1.62 0.46

EIF2AK4 5532 5.34 6.36 12.50 10.83 2.50 5.24 7.24 7.44 6.06 4.93 7.13 2.83 6.42 -0.26 -0.01 0.96 0.76 -1.36 -0.44

EIF2B1 1886 19.13 22.28 19.00 31.72 18.85 25.25 18.29 15.13 24.14 20.06 22.71 4.51 19.41 -0.02 0.20 -0.03 0.71 -0.04 0.15

EIF2B2 1557 15.13 18.92 22.72 19.48 32.45 18.17 11.53 14.19 19.12 16.72 21.15 4.40 15.39 -0.02 0.30 0.56 0.34 1.08 -0.22

EIF2B3 1994 5.51 4.42 6.46 5.02 13.40 15.73 4.92 5.19 5.65 12.56 8.42 3.07 7.08 -0.36 -0.68 -0.13 -0.50 0.92 0.90

EIF2B4 1763 10.54 14.52 18.86 12.85 38.38 18.44 15.52 11.23 17.97 15.99 18.93 4.24 15.18 -0.53 -0.06 0.31 -0.24 1.34 -0.04

EIF2B5 2898 8.68 10.11 9.99 11.37 30.86 24.30 8.20 6.32 10.35 10.21 15.88 3.99 8.77 -0.02 0.20 0.19 0.37 1.81 0.61

EIF2C1 7478 1.52 3.96 5.65 3.37 1.98 3.13 3.20 2.89 3.24 2.52 3.27 1.71 2.96 -0.96 0.42 0.93 0.18 -0.58 -0.06

EIF2C2 3520 1.38 2.42 7.07 9.91 9.72 6.85 2.04 4.24 1.75 3.30 6.23 2.64 2.83 -1.03 -0.23 1.32 1.81 1.78 0.14

EIF2C3 3667 1.84 2.57 3.43 2.58 1.96 1.97 1.78 2.25 1.62 1.83 2.39 1.26 1.87 -0.03 0.46 0.88 0.46 0.07 -0.28

EIF2C4 7069 1.11 3.02 1.67 2.19 1.09 4.41 4.84 2.71 3.24 3.36 2.25 1.17 3.54 -1.67 -0.23 -1.08 -0.69 -1.70 0.97

EIF2D 2115 21.82 21.93 12.24 12.46 13.38 20.97 16.45 15.99 29.21 23.14 17.13 4.10 21.20 0.04 0.05 -0.79 -0.77 -0.66 0.29

EIF2S1 4165 9.98 11.45 17.93 16.99 37.61 13.86 9.76 10.68 16.65 15.26 17.97 4.17 13.09 -0.39 -0.19 0.45 0.38 1.52 -0.38

EIF2S2 2592 72.46 38.51 100.24 85.57 93.33 78.38 62.59 53.08 25.55 53.53 78.08 6.29 48.69 0.57 -0.34 1.04 0.81 0.94 0.01

EIF2S3 3486 21.67 40.08 26.93 33.20 77.51 56.01 29.70 29.48 36.08 40.96 42.57 5.41 34.05 -0.65 0.24 -0.34 -0.04 1.19 0.40

EIF3A 5305 10.46 23.24 28.20 31.26 24.74 27.89 27.19 30.73 36.11 32.65 24.30 4.60 31.67 -1.60 -0.45 -0.17 -0.02 -0.36 0.20

EIF3B 3084 24.16 23.23 52.82 37.16 66.64 29.58 28.63 18.77 46.14 27.99 38.93 5.28 30.38 -0.33 -0.39 0.80 0.29 1.13 -0.40

EIF3C 3265 61.38 97.66 116.69 106.82 159.16 99.61 78.40 84.01 102.69 105.00 106.89 6.74 92.52 -0.59 0.08 0.33 0.21 0.78 -0.10

EIF3CL 3053 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EIF3D 1949 53.74 54.56 73.00 69.75 52.33 80.82 59.48 63.88 100.37 86.77 64.03 6.00 77.62 -0.53 -0.51 -0.09 -0.15 -0.57 0.34

EIF3E 1516 145.54 115.98 100.15 219.88 148.91 323.84 132.01 162.66 261.42 370.58 175.72 7.46 231.67 -0.67 -1.00 -1.21 -0.08 -0.64 0.88

EIF3F 1274 74.62 112.23 126.64 76.21 177.07 157.20 126.73 110.13 176.57 141.44 120.66 6.91 138.72 -0.89 -0.31 -0.13 -0.86 0.35 0.38

EIF3G 1127 94.32 105.38 134.00 108.28 195.45 138.99 107.68 93.59 181.72 151.96 129.40 7.02 133.74 -0.50 -0.34 0.00 -0.30 0.55 0.10

EIF3H 1286 195.49 156.57 172.93 280.52 109.90 207.24 198.10 206.60 157.38 198.22 187.11 7.55 190.07 0.04 -0.28 -0.14 0.56 -0.79 0.15

EIF3I 1458 77.41 79.40 79.74 89.69 197.81 129.80 65.36 62.51 120.65 117.53 108.97 6.77 91.51 -0.24 -0.20 -0.20 -0.03 1.11 0.25

EIF3IP1 987 0.07 0.00 0.00 0.04 0.01 0.19 0.00 0.03 0.01 0.00 0.05 -4.29 0.01 2.86 #NUM! #NUM! 2.02 -0.42 1.90

EIF3J 2558 33.89 23.32 44.34 35.71 13.22 28.86 33.60 25.40 16.92 26.54 29.89 4.90 25.62 0.40 -0.14 0.79 0.48 -0.95 -0.05

EIF3K 910 255.79 117.58 132.07 168.52 142.19 195.66 126.68 127.43 219.63 173.22 168.63 7.40 161.74 0.66 -0.46 -0.29 0.06 -0.19 0.21

EIF3L 1970 161.34 106.54 99.57 78.09 55.42 175.30 135.46 136.44 202.87 196.60 112.71 6.82 167.84 -0.06 -0.66 -0.75 -1.10 -1.60 0.64

EIF3M 1259 70.82 54.36 91.89 37.85 130.81 101.09 58.78 54.97 91.19 112.46 81.14 6.34 79.35 -0.16 -0.55 0.21 -1.07 0.72 0.32

EIF4A1 1894 232.07 119.83 344.80 360.58 596.88 255.76 208.28 256.42 299.58 385.02 318.32 8.31 287.32 -0.31 -1.26 0.26 0.33 1.05 -0.32

EIF4A2 1905 110.89 91.52 77.55 179.13 179.22 297.08 86.91 109.90 244.75 352.20 155.90 7.28 198.44 -0.84 -1.12 -1.36 -0.15 -0.15 0.93

EIF4A3 1734 32.36 33.80 65.61 72.19 124.99 70.93 25.78 48.71 41.25 95.10 66.65 6.06 52.71 -0.70 -0.64 0.32 0.45 1.25 0.09

EIF4B 4041 55.07 86.30 52.54 56.82 51.67 155.15 81.44 108.29 128.83 199.58 76.26 6.25 129.53 -1.23 -0.59 -1.30 -1.19 -1.33 1.02

EIF4E 4842 9.14 7.33 10.84 8.70 13.54 24.17 7.01 10.00 12.27 35.45 12.29 3.62 16.18 -0.82 -1.14 -0.58 -0.90 -0.26 0.98

EIF4E2 1014 36.25 34.30 39.08 26.44 36.75 31.73 35.06 25.83 39.32 31.36 34.09 5.09 32.89 0.14 0.06 0.25 -0.32 0.16 -0.10

EIF4E3 6222 2.24 5.50 3.63 3.71 2.90 6.87 4.48 4.41 7.15 5.30 4.14 2.05 5.33 -1.25 0.04 -0.56 -0.53 -0.88 0.73

EIF4EBP1 877 95.99 33.88 111.01 69.89 176.43 43.08 27.81 18.03 20.67 14.05 88.38 6.47 20.14 2.25 0.75 2.46 1.80 3.13 -1.04

EIF4EBP2 7531 10.87 15.94 17.31 21.41 10.74 13.80 16.93 16.49 15.15 12.67 15.01 3.91 15.31 -0.49 0.06 0.18 0.48 -0.51 -0.12

EIF4EBP3 728 17.91 0.00 0.00 0.00 61.46 0.00 0.00 0.00 23.07 0.00 13.23 3.73 5.77 1.63 #NUM! #NUM! #NUM! 3.41 #NUM!

EIF4ENIF1 3704 4.20 6.19 5.63 7.38 2.36 4.30 6.70 4.92 6.70 4.29 5.01 2.33 5.65 -0.43 0.13 0.00 0.39 -1.26 -0.22

EIF4G1 5686 16.77 51.67 98.72 99.35 96.85 77.80 46.77 63.64 51.63 45.46 73.53 6.20 51.88 -1.63 -0.01 0.93 0.94 0.90 0.08

EIF4G2 4028 146.02 156.68 270.46 125.88 101.56 194.76 141.24 165.01 163.10 173.32 165.89 7.37 160.67 -0.14 -0.04 0.75 -0.35 -0.66 0.23

EIF4G3 6515 3.73 10.50 13.44 9.60 1.53 8.70 7.77 10.45 6.47 7.51 7.92 2.98 8.05 -1.11 0.38 0.74 0.25 -2.40 0.14

EIF4H 2546 64.03 75.56 113.45 97.13 161.63 105.70 99.79 82.60 134.06 125.94 102.91 6.69 110.60 -0.79 -0.55 0.04 -0.19 0.55 0.04

EIF5 5809 30.58 35.14 62.80 43.69 13.08 23.91 19.22 16.69 13.41 26.38 34.87 5.12 18.92 0.69 0.89 1.73 1.21 -0.53 -0.54

EIF5A 1355 203.67 212.12 340.49 450.76 673.54 134.61 213.88 192.48 134.68 167.70 335.86 8.39 177.19 0.20 0.26 0.94 1.35 1.93 -1.32

EIF5A2 5537 0.68 0.98 1.38 0.85 1.33 2.16 0.77 0.58 1.77 1.25 1.23 0.30 1.09 -0.67 -0.15 0.34 -0.36 0.29 0.81

EIF5AL1 3849 0.41 0.31 0.97 1.78 0.72 0.16 0.46 0.36 0.19 0.16 0.72 -0.47 0.29 0.48 0.07 1.73 2.61 1.30 -2.21

EIF5B 4698 17.43 32.33 49.23 56.54 12.19 30.09 42.25 25.03 11.72 14.42 32.97 5.04 23.36 -0.42 0.47 1.08 1.28 -0.94 -0.13

EIF6 1259 130.35 148.25 128.63 132.06 215.88 120.37 99.46 113.63 82.45 144.30 145.92 7.19 109.96 0.25 0.43 0.23 0.26 0.97 -0.28

ELAC1 2233 2.48 1.39 1.89 2.23 1.65 0.00 0.79 0.60 0.00 0.00 1.61 0.68 0.35 2.84 2.00 2.44 2.68 2.25 #NUM!

ELAC2 3814 11.32 13.11 22.55 17.25 18.42 8.40 14.43 11.12 15.71 7.10 15.17 3.92 12.09 -0.10 0.12 0.90 0.51 0.61 -0.85

ELANE 938 0.24 0.14 0.04 0.21 0.00 0.18 0.32 0.17 0.62 0.47 0.13 -2.90 0.40 -0.74 -1.53 -3.31 -0.89 #NUM! 0.40

ELAVL1 6075 4.28 7.31 8.08 15.09 48.99 23.35 5.07 5.10 28.53 18.77 17.85 4.16 14.36 -1.75 -0.97 -0.83 0.07 1.77 0.39

ELAVL2 3814 0.69 0.91 2.20 0.84 3.20 1.34 0.03 0.11 0.08 0.16 1.53 0.61 0.10 2.84 3.24 4.52 3.12 5.06 -0.19

ELAVL3 4682 0.00 0.02 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 -8.03 0.00 #NUM! 1.75 0.39 #NUM! #NUM! #NUM!

ELAVL4 2101 0.06 0.14 0.10 0.27 0.07 0.09 0.12 0.04 0.00 0.04 0.12 -3.04 0.05 0.20 1.47 1.02 2.40 0.43 -0.43

ELF1 3760 7.50 19.30 17.06 30.09 5.28 24.95 14.99 28.45 14.47 26.05 17.36 4.12 20.99 -1.49 -0.12 -0.30 0.52 -1.99 0.52

ELF2 3218 5.81 12.57 9.28 13.12 4.14 13.40 7.35 5.59 7.79 12.29 9.72 3.28 8.25 -0.51 0.61 0.17 0.67 -1.00 0.46

ELF3 3263 38.26 107.65 202.20 58.37 107.62 214.19 26.33 211.86 0.28 165.49 121.38 6.92 100.99 -1.40 0.09 1.00 -0.79 0.09 0.82

ELF4 4195 8.04 15.10 23.84 18.50 13.95 7.16 8.17 9.99 6.89 10.50 14.43 3.85 8.89 -0.14 0.76 1.42 1.06 0.65 -1.01

ELF5 2466 0.45 0.31 0.27 0.02 0.00 1.97 1.50 0.82 0.00 0.67 0.50 -0.99 0.75 -0.74 -1.25 -1.46 -5.47 #NUM! 1.97

ELFN1 3751 0.68 2.62 0.93 0.43 0.49 0.90 1.06 1.20 2.28 1.49 1.01 0.01 1.51 -1.14 0.80 -0.70 -1.81 -1.62 -0.16

ELFN2 8379 0.00 0.10 0.01 0.15 0.13 0.02 0.03 0.01 0.03 0.01 0.07 -3.86 0.02 -2.87 2.12 -0.65 2.74 2.59 -1.89

ELK1 2939 8.38 15.16 15.43 11.15 16.88 8.93 7.37 6.98 8.05 8.22 12.66 3.66 7.66 0.13 0.99 1.01 0.54 1.14 -0.50

ELK3 2180 7.66 25.01 15.48 24.18 6.42 23.65 14.84 21.68 22.86 22.84 17.07 4.09 20.55 -1.42 0.28 -0.41 0.23 -1.68 0.47

ELK4 11170 1.21 4.46 3.52 3.66 2.61 7.26 2.40 3.61 1.80 4.13 3.79 1.92 2.98 -1.31 0.58 0.24 0.29 -0.20 0.94

ELL 4077 2.45 7.77 9.23 6.25 10.82 5.67 4.74 9.59 7.96 11.40 7.03 2.81 8.42 -1.78 -0.12 0.13 -0.43 0.36 -0.31

ELL2 6063 9.34 23.19 19.97 56.33 26.98 18.25 25.57 48.10 7.45 34.73 25.68 4.68 28.96 -1.63 -0.32 -0.54 0.96 -0.10 -0.49

ELL3 2127 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ELMO1 5539 5.02 14.53 5.44 2.18 0.95 7.38 8.06 14.37 10.78 12.21 5.92 2.56 11.36 -1.18 0.36 -1.06 -2.38 -3.58 0.32

ELMO2 3683 7.15 21.09 9.72 12.40 4.44 7.03 16.68 12.83 13.70 9.81 10.31 3.37 13.26 -0.89 0.67 -0.45 -0.10 -1.58 -0.55

ELMO3 2548 6.03 6.33 5.45 9.14 22.60 3.42 3.69 3.69 0.00 3.77 8.83 3.14 2.79 1.11 1.18 0.97 1.71 3.02 -1.37

ELMOD1 3006 0.11 0.03 0.05 0.04 0.06 0.05 0.01 0.03 0.10 0.09 0.06 -4.16 0.06 0.88 -1.12 -0.16 -0.38 0.01 -0.25

ELMOD2 4425 1.95 2.73 4.63 3.22 2.57 4.42 1.95 1.93 2.25 3.30 3.25 1.70 2.36 -0.27 0.21 0.97 0.45 0.12 0.44

ELMOD3 2789 4.66 0.00 0.00 0.00 4.56 3.80 0.00 0.00 4.54 0.00 2.17 1.12 1.13 2.04 #NUM! #NUM! #NUM! 2.01 0.81

ELN 3480 5.37 35.37 15.11 3.83 1.44 54.00 23.91 10.68 50.42 44.72 19.19 4.26 32.43 -2.59 0.12 -1.10 -3.08 -4.49 1.49

ELOF1 1029 47.48 38.53 46.26 37.61 80.26 30.82 40.77 28.82 41.71 29.39 46.83 5.55 35.17 0.43 0.13 0.40 0.10 1.19 -0.60

ELOVL1 1501 85.01 48.99 62.64 57.73 104.38 33.61 33.15 40.87 48.46 76.78 65.39 6.03 49.82 0.77 -0.02 0.33 0.21 1.07 -0.96

ELOVL2 4079 0.03 0.21 0.45 0.12 0.16 0.56 0.05 0.06 0.20 0.04 0.25 -1.97 0.09 -1.46 1.26 2.35 0.45 0.86 1.14

ELOVL3 1347 0.82 0.16 0.42 2.25 9.86 0.50 0.07 0.11 0.27 0.31 2.33 1.22 0.19 2.09 -0.30 1.12 3.56 5.69 -2.21

ELOVL4 3085 0.35 1.10 0.63 2.54 0.12 1.69 1.94 1.82 0.92 2.03 1.08 0.10 1.68 -2.24 -0.61 -1.40 0.60 -3.80 0.66

ELOVL5 3003 17.69 21.94 41.96 13.90 18.53 28.46 12.14 14.74 27.24 39.22 23.75 4.57 23.34 -0.40 -0.09 0.85 -0.75 -0.33 0.26

ELOVL6 3392 3.81 2.97 2.48 3.69 1.11 1.71 5.51 4.14 1.23 2.21 2.63 1.39 3.27 0.22 -0.14 -0.40 0.17 -1.56 -0.62

ELOVL7 3902 1.05 1.76 3.51 1.65 1.90 5.50 3.69 4.40 4.37 6.25 2.56 1.36 4.68 -2.16 -1.41 -0.41 -1.51 -1.30 1.10

ELP2 2494 4.29 7.35 5.29 5.97 12.70 13.04 5.99 4.59 11.56 13.60 8.11 3.02 8.93 -1.06 -0.28 -0.76 -0.58 0.51 0.69

ELP3 3232 5.34 6.32 6.88 4.29 7.26 5.82 4.37 4.74 8.62 5.34 5.99 2.58 5.77 -0.11 0.13 0.26 -0.43 0.33 -0.04

ELP4 1584 9.81 7.42 11.63 5.29 10.78 9.03 6.57 7.93 9.38 8.88 9.00 3.17 8.19 0.26 -0.14 0.51 -0.63 0.40 0.01

ELSPBP1 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ELTD1 3619 4.25 6.42 3.73 1.91 0.53 20.47 5.51 7.97 14.96 17.71 6.22 2.64 11.54 -1.44 -0.85 -1.63 -2.59 -4.46 1.72

EMB 4309 1.86 6.39 4.30 2.82 1.11 7.33 2.24 3.07 1.37 2.49 3.97 1.99 2.29 -0.30 1.48 0.91 0.30 -1.05 0.89

EMBP1 4231 0.01 0.27 0.16 0.21 0.01 0.33 0.03 0.05 0.01 0.06 0.16 -2.61 0.04 -2.08 2.77 2.08 2.45 -2.76 1.00

EMCN 4047 15.77 14.94 4.68 1.59 0.20 19.01 6.64 7.40 52.69 20.67 9.37 3.23 21.85 -0.47 -0.55 -2.22 -3.78 -6.74 1.02

EMD 1370 35.86 43.35 35.47 37.56 43.01 48.87 37.57 36.72 51.21 43.89 40.69 5.35 42.35 -0.24 0.03 -0.26 -0.17 0.02 0.26

EME1 2371 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

EME2 1335 0.22 0.00 0.48 0.00 0.00 0.62 0.58 0.00 0.00 1.10 0.22 -2.19 0.42 -0.95 #NUM! 0.20 #NUM! #NUM! 1.50

EMG1 1072 30.63 18.78 32.23 24.63 50.97 23.22 17.98 21.89 21.63 25.06 30.08 4.91 21.64 0.50 -0.20 0.57 0.19 1.24 -0.37

EMID1 2062 2.54 1.69 0.51 0.71 1.86 0.00 1.30 0.40 0.00 1.53 1.22 0.29 0.81 1.65 1.07 -0.67 -0.18 1.20 #NUM!

EMID2 3034 0.01 0.08 0.07 0.06 0.09 0.10 0.06 0.00 0.06 0.06 0.07 -3.88 0.05 -2.22 0.78 0.65 0.26 0.97 0.57

EMILIN1 3959 7.14 39.25 9.31 7.84 5.35 22.41 16.44 6.63 123.72 23.41 15.22 3.93 42.55 -2.58 -0.12 -2.19 -2.44 -2.99 0.56

EMILIN2 4009 1.04 6.98 3.85 8.27 9.65 5.02 5.57 4.47 12.57 8.43 5.80 2.54 7.76 -2.90 -0.15 -1.01 0.09 0.31 -0.21

EMILIN3 3827 0.85 1.53 0.00 0.77 1.01 1.90 1.01 0.00 3.19 3.35 1.01 0.02 1.89 -1.16 -0.30 #NUM! -1.29 -0.90 0.91

EML1 4536 1.94 3.93 1.62 2.83 1.12 4.30 5.37 3.45 12.94 5.77 2.62 1.39 6.88 -1.83 -0.81 -2.09 -1.28 -2.62 0.71

EML2 2910 6.83 20.18 19.40 57.04 25.01 12.70 16.09 18.23 11.23 17.57 23.53 4.56 15.78 -1.21 0.35 0.30 1.85 0.66 -0.89

EML3 3265 15.61 9.23 8.22 8.85 12.01 11.79 8.73 4.31 16.19 9.26 10.95 3.45 9.62 0.70 -0.06 -0.23 -0.12 0.32 0.11

EML4 5565 7.72 16.03 23.02 13.16 5.62 11.06 7.17 10.43 3.73 9.29 12.77 3.67 7.66 0.01 1.07 1.59 0.78 -0.45 -0.21

EML5 7171 0.00 0.00 0.00 0.00 0.80 0.00 0.00 0.00 0.00 0.00 0.13 -2.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

EML6 7853 0.05 0.42 0.74 0.56 0.00 0.00 0.48 0.53 0.02 0.13 0.30 -1.75 0.29 -2.40 0.53 1.36 0.96 #NUM! #NUM!

EMP1 2804 142.76 115.22 64.65 111.06 87.56 360.62 548.68 621.11 280.42 972.15 146.98 7.20 605.59 -2.08 -2.39 -3.23 -2.45 -2.79 1.29

EMP2 5186 34.69 21.71 38.56 36.26 22.14 19.38 45.41 28.73 10.99 25.88 28.79 4.85 27.75 0.32 -0.35 0.47 0.39 -0.33 -0.57

EMP3 850 65.93 76.58 64.59 44.79 46.82 88.69 94.37 67.81 181.50 95.92 64.57 6.01 109.90 -0.74 -0.52 -0.77 -1.30 -1.23 0.46

EMR1 3150 0.30 0.39 1.07 0.14 0.66 0.59 0.11 0.16 0.62 0.24 0.53 -0.93 0.28 0.07 0.49 1.93 -0.99 1.23 0.17

EMR2 6771 0.97 3.17 2.64 4.00 2.36 2.14 2.43 0.00 2.63 1.40 2.55 1.35 1.61 -0.73 0.97 0.71 1.31 0.55 -0.25

EMR3 2310 0.55 0.00 0.00 0.00 0.38 0.52 0.53 0.00 0.43 0.16 0.24 -2.05 0.28 0.97 #NUM! #NUM! #NUM! 0.42 1.10

EMR4P 2732 0.05 0.59 0.40 0.46 0.01 0.17 0.08 0.18 0.08 0.06 0.28 -1.83 0.10 -1.15 2.56 2.00 2.20 -3.47 -0.72

EMX1 2188 0.04 0.00 0.55 0.28 0.32 0.03 0.00 0.08 0.00 0.00 0.20 -2.30 0.02 0.98 #NUM! 4.86 3.90 4.11 -2.64

EMX2 2908 5.82 7.22 0.28 0.87 0.07 5.14 2.04 2.24 8.27 6.84 3.23 1.69 4.85 0.26 0.57 -4.12 -2.48 -6.15 0.67

EMX2OS 7282 2.03 3.97 0.23 0.88 0.03 2.45 2.49 2.27 4.01 4.46 1.60 0.68 3.31 -0.71 0.26 -3.84 -1.92 -6.82 0.62

EN1 2962 0.93 0.03 0.69 1.63 0.31 0.16 0.03 0.02 0.02 0.01 0.62 -0.68 0.02 5.53 0.53 5.10 6.34 3.94 -1.93

EN2 3405 0.22 0.09 0.97 1.01 0.85 0.21 0.05 0.00 0.00 0.09 0.56 -0.84 0.03 2.66 1.44 4.83 4.88 4.64 -1.41

ENAH 13172 1.97 4.48 9.83 32.18 2.85 16.11 5.70 5.94 7.79 13.42 11.24 3.49 8.21 -2.06 -0.87 0.26 1.97 -1.53 0.52

ENAM 5674 0.02 0.01 0.00 0.01 0.00 0.01 0.01 0.01 0.02 0.01 0.01 -6.88 0.02 0.53 -0.80 #NUM! -0.46 #NUM! -0.09

ENC1 5559 1.54 15.27 1.20 5.59 2.03 7.50 1.42 1.12 3.06 3.93 5.52 2.46 2.38 -0.63 2.68 -0.99 1.23 -0.23 0.44

ENDOD1 4693 7.37 10.08 4.48 14.15 5.34 7.94 14.30 16.83 14.37 15.97 8.23 3.04 15.37 -1.06 -0.61 -1.78 -0.12 -1.53 -0.05

ENDOG 1145 4.76 3.68 5.22 5.25 0.00 0.00 3.69 5.49 4.56 2.36 3.15 1.66 4.03 0.24 -0.13 0.38 0.38 #NUM! #NUM!

ENDOU 2474 8.17 7.69 1.35 0.38 0.00 1.75 47.51 37.94 0.47 23.81 3.22 1.69 27.43 -1.75 -1.83 -4.35 -6.17 #NUM! -0.88

ENDOV 2840 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ENG 3196 22.77 66.89 31.82 20.61 21.67 68.35 44.27 32.65 131.74 60.57 38.69 5.27 67.31 -1.56 -0.01 -1.08 -1.71 -1.64 0.82

ENGASE 4490 2.57 4.35 1.36 5.36 5.89 3.09 2.81 1.96 3.63 3.75 3.77 1.91 3.04 -0.24 0.52 -1.16 0.82 0.96 -0.29

ENHO 1093 0.56 0.23 0.23 0.11 0.52 0.54 0.23 0.60 0.76 0.39 0.36 -1.46 0.50 0.17 -1.13 -1.11 -2.23 0.07 0.57

ENKUR 3318 0.12 0.50 0.00 0.09 2.71 0.05 0.04 0.00 0.00 0.09 0.58 -0.79 0.03 1.85 3.93 #NUM! 1.44 6.37 -3.57

ENO1 2567 356.93 187.20 498.40 432.94 940.39 361.64 227.18 222.71 240.01 282.03 462.92 8.85 242.98 0.55 -0.38 1.04 0.83 1.95 -0.36

ENO1-AS1 447 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ENO2 2423 9.01 8.54 9.88 4.28 57.30 17.07 5.53 4.13 16.57 11.74 17.68 4.14 9.49 -0.08 -0.15 0.06 -1.15 2.59 -0.05

ENO3 1536 0.49 1.36 1.16 2.04 0.00 0.00 1.13 0.00 0.00 0.62 0.84 -0.25 0.44 0.15 1.64 1.41 2.22 #NUM! #NUM!

ENOPH1 2032 9.90 13.43 20.59 14.09 20.80 22.83 8.89 11.79 10.95 0.00 16.94 4.08 7.91 0.32 0.76 1.38 0.83 1.40 0.43

ENOSF1 5406 4.66 9.78 8.90 8.84 10.36 9.41 6.27 8.52 2.49 4.21 8.66 3.11 5.38 -0.21 0.86 0.73 0.72 0.95 0.12

ENOX1 3037 0.39 1.57 0.36 0.20 0.11 2.16 1.52 1.48 4.65 1.49 0.80 -0.32 2.28 -2.55 -0.54 -2.65 -3.50 -4.34 1.43

ENOX2 4184 3.14 4.31 5.79 4.48 1.18 4.15 2.27 2.67 3.04 2.80 3.84 1.94 2.70 0.22 0.68 1.10 0.73 -1.19 0.11

ENPEP 5004 0.25 0.67 0.74 0.78 0.49 4.47 0.29 0.38 3.67 0.88 1.23 0.30 1.30 -2.37 -0.97 -0.82 -0.73 -1.41 1.86

ENPP1 7442 0.52 2.48 0.39 0.30 0.11 1.52 2.16 2.00 1.80 2.23 0.89 -0.17 2.05 -1.98 0.28 -2.38 -2.77 -4.24 0.78

ENPP2 3276 6.83 17.51 12.61 4.15 4.21 32.26 4.97 7.43 58.04 26.52 12.93 3.69 24.24 -1.83 -0.47 -0.94 -2.55 -2.53 1.32

ENPP3 3180 0.18 0.41 0.17 0.27 0.00 0.61 0.50 0.61 0.72 1.00 0.27 -1.87 0.71 -2.00 -0.77 -2.09 -1.38 #NUM! 1.16

ENPP4 4697 0.41 1.58 0.63 0.57 0.22 3.71 0.40 0.66 2.30 2.17 1.19 0.25 1.38 -1.76 0.20 -1.13 -1.27 -2.68 1.64

ENPP5 2943 1.63 1.41 0.34 0.67 0.77 1.98 0.83 0.37 0.79 1.52 1.13 0.18 0.88 0.90 0.69 -1.38 -0.40 -0.19 0.80

ENPP6 3936 0.07 0.02 0.11 0.16 0.33 0.16 0.10 0.02 0.99 0.20 0.14 -2.81 0.33 -2.21 -4.05 -1.60 -0.99 0.03 0.14

ENPP7 1877 0.12 0.08 0.62 0.23 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ENSA 2931 146.97 112.83 119.47 161.45 137.76 210.28 139.68 135.69 119.37 174.76 148.13 7.21 142.37 0.05 -0.34 -0.25 0.18 -0.05 0.51

ENTHD1 2725 0.02 0.10 0.09 0.04 0.01 0.32 0.01 0.06 0.03 0.05 0.10 -3.37 0.04 -0.89 1.41 1.31 0.00 -1.91 1.74

ENTPD1 12740 2.63 7.74 11.57 2.67 7.16 7.50 4.41 3.05 28.69 7.53 6.54 2.71 10.92 -2.05 -0.50 0.08 -2.03 -0.61 0.20

ENTPD2 2100 0.54 6.32 0.49 3.14 3.17 1.88 1.79 1.64 3.54 1.16 2.59 1.37 2.03 -1.92 1.64 -2.06 0.63 0.64 -0.46

ENTPD3 2807 1.75 8.50 3.99 10.51 0.91 1.07 2.36 3.53 2.61 2.44 4.45 2.15 2.74 -0.64 1.63 0.55 1.94 -1.59 -2.06

ENTPD4 2966 4.12 6.09 3.92 4.16 3.43 5.22 4.15 4.14 3.57 4.74 4.49 2.17 4.15 -0.01 0.55 -0.08 0.00 -0.28 0.22

ENTPD5 2064 0.00 9.02 5.93 4.32 0.00 0.00 2.36 4.38 0.00 1.99 3.21 1.68 2.18 #NUM! 2.05 1.44 0.98 #NUM! #NUM!

ENTPD6 2787 8.23 21.16 7.63 7.72 22.91 12.66 5.90 3.90 8.07 6.96 13.38 3.74 6.21 0.41 1.77 0.30 0.31 1.88 -0.08

ENTPD7 8564 1.19 2.78 1.98 6.33 4.59 1.55 0.95 2.74 0.75 2.14 3.07 1.62 1.64 -0.46 0.76 0.27 1.95 1.48 -0.98

ENTPD8 2222 0.00 1.12 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.19 -2.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ENY2 2993 10.65 8.53 8.94 10.34 104.04 79.20 7.59 8.22 39.05 50.72 36.95 5.21 26.39 -1.31 -1.63 -1.56 -1.35 1.98 1.10

EOMES 2756 1.09 4.00 1.26 0.56 0.20 0.65 0.63 0.66 0.15 0.36 1.29 0.37 0.45 1.28 3.14 1.48 0.30 -1.21 -0.98

EP300 8761 4.40 11.16 21.38 7.78 1.52 4.73 4.41 14.08 3.70 5.08 8.50 3.09 6.82 -0.63 0.71 1.65 0.19 -2.16 -0.85

EP400 12317 1.05 4.97 3.89 5.19 1.21 1.44 5.52 4.68 2.69 2.22 2.96 1.57 3.78 -1.85 0.39 0.04 0.46 -1.64 -1.04

EP400NL 1539 0.00 11.99 0.00 9.53 0.00 0.00 6.39 3.84 2.59 2.99 3.59 1.84 3.95 #NUM! 1.60 #NUM! 1.27 #NUM! #NUM!

EPAS1 5184 31.89 49.56 81.65 59.76 44.78 52.75 32.91 53.46 86.93 65.43 53.40 5.74 59.68 -0.90 -0.27 0.45 0.00 -0.41 -0.02

EPB41 5999 2.27 7.33 7.79 5.74 1.11 7.21 6.98 10.50 2.07 4.51 5.24 2.39 6.02 -1.40 0.29 0.37 -0.07 -2.44 0.46

EPB41L1 6276 5.34 19.86 29.61 4.90 9.17 7.30 10.34 9.80 7.67 9.65 12.70 3.67 9.36 -0.81 1.08 1.66 -0.94 -0.03 -0.80

EPB41L2 4457 6.41 14.48 22.41 9.93 4.37 17.73 10.45 9.95 20.62 17.73 12.55 3.65 14.69 -1.20 -0.02 0.61 -0.56 -1.75 0.50

EPB41L3 4446 6.52 9.14 4.90 4.49 1.67 19.06 21.45 13.83 8.17 9.84 7.63 2.93 13.32 -1.03 -0.54 -1.44 -1.57 -3.00 1.32



EPB41L4A 4707 3.71 9.55 3.58 5.15 2.46 4.25 10.29 13.79 1.82 5.24 4.78 2.26 7.79 -1.07 0.29 -1.12 -0.60 -1.66 -0.17

EPB41L4B 5578 1.43 7.29 1.01 1.73 2.36 1.84 1.53 0.95 0.20 0.83 2.61 1.38 0.88 0.71 3.05 0.21 0.98 1.42 -0.51

EPB41L5 6621 1.64 3.31 4.50 4.43 1.18 2.59 3.35 11.12 1.92 3.68 2.94 1.56 5.02 -1.61 -0.60 -0.16 -0.18 -2.09 -0.18

EPB42 2554 0.16 0.00 0.01 0.07 0.18 0.01 0.07 0.02 0.17 0.01 0.07 -3.79 0.07 1.20 #NUM! -2.42 0.00 1.42 -2.91

EPB49 2825 5.58 9.61 1.57 5.34 16.42 4.50 9.97 5.98 5.97 7.61 7.17 2.84 7.38 -0.40 0.38 -2.23 -0.47 1.15 -0.67

EPC1 2913 5.65 7.94 7.25 6.97 2.25 8.03 6.26 6.02 8.19 6.62 6.35 2.67 6.77 -0.26 0.23 0.10 0.04 -1.59 0.34

EPC2 3641 3.47 6.02 8.12 4.15 1.76 9.35 5.36 7.26 5.76 8.50 5.48 2.45 6.72 -0.95 -0.16 0.27 -0.70 -1.93 0.77

EPCAM 1731 10.61 38.43 39.31 5.13 76.59 30.19 4.58 3.21 0.09 8.45 33.38 5.06 4.08 1.38 3.24 3.27 0.33 4.23 -0.15

EPDR1 2613 6.67 12.00 1.41 2.08 0.55 10.25 11.72 5.40 0.00 12.46 5.49 2.46 7.40 -0.15 0.70 -2.39 -1.83 -3.75 0.90

EPG5 12715 0.94 2.86 2.71 3.52 0.46 1.71 1.66 2.03 1.12 1.40 2.03 1.02 1.55 -0.72 0.88 0.80 1.18 -1.76 -0.25

EPGN 847 7.53 9.77 2.72 4.49 2.43 3.34 10.57 25.11 0.03 16.33 5.05 2.33 13.01 -0.79 -0.41 -2.26 -1.53 -2.42 -0.60

EPHA1 3369 7.99 0.00 11.64 0.00 0.00 0.00 22.85 16.41 0.00 10.26 3.27 1.71 12.38 -0.63 #NUM! -0.09 #NUM! #NUM! #NUM!

EPHA10 5526 0.01 1.45 0.92 0.25 3.12 0.12 0.07 0.02 0.09 0.01 0.98 -0.03 0.05 -1.86 4.84 4.19 2.30 5.95 -3.00

EPHA2 3970 7.17 40.54 139.11 37.06 136.46 27.05 38.86 117.64 19.13 62.15 64.56 6.01 59.45 -3.05 -0.55 1.23 -0.68 1.20 -1.26

EPHA3 5837 0.35 1.50 1.70 0.67 0.09 4.53 4.90 2.55 8.08 4.35 1.47 0.56 4.97 -3.82 -1.73 -1.55 -2.89 -5.85 1.62

EPHA4 6364 0.96 2.61 2.75 1.35 0.10 6.22 1.15 2.59 2.72 2.63 2.33 1.22 2.27 -1.24 0.20 0.28 -0.75 -4.52 1.42

EPHA5 7858 0.07 0.22 5.29 0.09 0.01 0.08 1.15 1.81 0.37 0.08 0.96 -0.06 0.85 -3.64 -1.97 2.64 -3.31 -7.04 -3.51

EPHA6 3677 0.01 0.32 0.04 0.00 0.00 0.06 0.68 1.18 0.23 1.08 0.07 -3.79 0.79 -5.81 -1.31 -4.26 #NUM! -9.90 -0.36

EPHA7 6644 0.24 0.60 0.06 0.10 0.00 0.59 1.02 0.80 0.40 0.64 0.26 -1.92 0.71 -1.59 -0.24 -3.51 -2.89 #NUM! 1.15

EPHA8 4996 0.00 0.00 0.07 0.00 0.04 0.05 0.00 0.00 0.00 0.00 0.03 -5.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.94

EPHB1 4691 0.10 1.15 1.32 0.30 0.07 0.24 1.91 1.28 2.05 0.34 0.53 -0.92 1.40 -3.75 -0.28 -0.09 -2.22 -4.27 -1.16

EPHB2 4869 2.51 3.32 1.56 5.02 8.33 3.75 1.50 0.54 1.21 0.54 4.08 2.03 0.95 1.40 1.81 0.72 2.41 3.14 -0.12

EPHB3 4234 3.94 10.50 2.34 27.99 9.52 6.91 11.63 30.41 5.61 15.40 10.20 3.35 15.76 -2.00 -0.59 -2.75 0.83 -0.73 -0.56

EPHB4 4369 8.10 19.75 31.45 25.29 12.99 8.59 17.15 12.03 33.38 16.69 17.69 4.15 19.82 -1.29 -0.01 0.67 0.35 -0.61 -1.04

EPHB6 4044 11.04 5.96 3.90 4.84 3.50 9.40 14.99 11.81 19.07 9.00 6.44 2.69 13.72 -0.31 -1.20 -1.81 -1.50 -1.97 0.55

EPHX1 1847 64.57 42.87 20.17 48.16 51.06 95.85 84.64 69.46 230.42 92.79 53.78 5.75 119.33 -0.89 -1.48 -2.56 -1.31 -1.22 0.83

EPHX2 2196 9.13 3.71 10.34 5.51 2.87 6.76 9.24 8.98 10.00 11.92 6.39 2.67 10.03 -0.14 -1.43 0.04 -0.86 -1.81 0.08

EPHX3 1810 62.31 20.75 36.14 0.73 19.50 7.02 42.25 46.68 0.50 13.19 24.41 4.61 25.66 1.28 -0.31 0.49 -5.13 -0.40 -1.80

EPHX4 1443 0.12 0.72 0.07 0.17 0.53 0.73 0.08 0.08 0.47 0.45 0.39 -1.36 0.27 -1.19 1.40 -1.96 -0.64 0.98 0.90

EPM2A 3474 0.60 1.53 0.00 0.91 1.11 1.54 1.33 0.68 3.51 2.09 0.95 -0.08 1.90 -1.66 -0.31 #NUM! -1.06 -0.78 0.70

EPM2AIP1 7439 2.14 4.92 2.73 5.00 0.49 3.04 4.62 5.11 2.52 6.00 3.05 1.61 4.56 -1.09 0.11 -0.74 0.13 -3.21 -0.01

EPN1 2964 22.45 46.40 52.18 67.07 49.82 18.59 45.27 30.96 34.40 22.40 42.75 5.42 33.26 -0.57 0.48 0.65 1.01 0.58 -1.20

EPN2 4835 4.97 0.00 9.10 20.04 19.93 0.00 26.30 16.72 22.44 16.09 9.01 3.17 20.39 -2.04 #NUM! -1.16 -0.03 -0.03 #NUM!

EPN3 3944 4.82 4.48 8.07 6.20 3.80 2.51 6.56 5.70 0.04 2.31 4.98 2.32 3.65 0.40 0.29 1.14 0.76 0.06 -0.99

EPO 1340 0.24 0.75 0.85 0.00 0.02 0.27 0.23 0.20 0.67 0.69 0.35 -1.50 0.45 -0.90 0.74 0.92 #NUM! -4.46 -0.40

EPOR 2709 2.02 1.73 1.73 0.92 5.28 1.18 2.79 1.60 2.02 1.49 2.14 1.10 1.98 0.03 -0.19 -0.19 -1.10 1.42 -0.86

EPPK1 15534 0.53 0.00 29.43 10.30 0.00 0.00 6.22 0.00 0.00 0.00 6.71 2.75 1.56 -1.55 #NUM! 4.24 2.73 #NUM! #NUM!

EPRS 5021 8.88 12.83 20.47 10.97 38.75 15.86 11.44 12.47 9.41 13.54 17.96 4.17 11.71 -0.40 0.13 0.81 -0.09 1.73 -0.18

EPS15 5220 5.88 12.06 12.23 9.78 2.95 17.94 10.40 12.59 12.04 16.03 10.14 3.34 12.76 -1.12 -0.08 -0.06 -0.38 -2.11 0.82

EPS15L1 2774 4.32 10.72 13.44 7.59 9.51 6.63 8.33 9.57 12.69 8.52 8.70 3.12 9.78 -1.18 0.13 0.46 -0.36 -0.04 -0.39

EPS8 4088 8.14 28.17 9.01 6.16 2.85 27.46 16.29 17.01 28.26 23.63 13.63 3.77 21.30 -1.39 0.40 -1.24 -1.79 -2.90 1.01

EPS8L1 2607 6.71 21.62 9.40 12.39 19.35 5.58 21.42 15.76 0.00 12.57 12.51 3.64 12.44 -0.89 0.80 -0.40 -0.01 0.64 -1.16

EPS8L2 3156 19.56 46.17 42.44 24.49 57.11 18.10 77.72 57.31 6.99 32.34 34.65 5.11 43.59 -1.16 0.08 -0.04 -0.83 0.39 -0.94

EPS8L3 2332 0.07 29.35 0.03 0.09 0.27 0.02 0.00 0.00 0.00 0.04 4.97 2.31 0.01 2.88 11.54 1.46 3.21 4.79 -7.87

EPSTI1 1594 9.30 30.17 32.43 62.01 27.76 41.76 1.85 3.56 9.90 14.24 33.91 5.08 7.39 0.33 2.03 2.13 3.07 1.91 0.30

EPT1 8143 1.53 2.89 7.84 5.23 4.76 2.99 3.75 5.46 1.49 4.26 4.21 2.07 3.74 -1.29 -0.37 1.07 0.49 0.35 -0.49

EPX 2731 0.02 0.00 0.07 0.01 0.03 0.00 0.00 0.00 0.00 0.00 0.02 -5.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

EPYC 1553 11.74 1.02 1.06 1.18 0.00 1.66 0.04 0.00 0.13 0.03 2.78 1.47 0.05 7.89 4.36 4.41 4.58 #NUM! -0.74

ERAL1 1856 25.29 23.72 25.34 23.63 31.81 15.26 14.74 13.63 18.44 11.21 24.18 4.60 14.51 0.80 0.71 0.81 0.70 1.13 -0.66

ERAP1 5584 5.11 17.43 11.03 16.97 12.10 15.21 0.00 0.00 9.44 0.00 12.98 3.70 2.36 1.12 2.88 2.22 2.85 2.36 0.23

ERAP2 5691 6.90 4.33 13.55 20.23 5.25 29.01 7.23 9.84 5.89 13.54 13.21 3.72 9.12 -0.40 -1.08 0.57 1.15 -0.80 1.13

ERAS 1266 0.00 0.02 0.00 0.00 0.02 0.04 0.00 0.00 0.00 0.04 0.01 -6.14 0.01 #NUM! 1.14 #NUM! #NUM! 1.03 1.51

ERBB2 4816 11.43 54.14 23.38 19.36 26.97 6.99 33.70 15.81 13.22 17.35 23.71 4.57 20.02 -0.81 1.44 0.22 -0.05 0.43 -1.76

ERBB2IP 6916 3.63 12.71 11.35 12.38 4.52 12.65 6.54 9.97 4.76 7.74 9.54 3.25 7.25 -1.00 0.81 0.65 0.77 -0.68 0.41

ERBB3 5765 8.58 25.35 12.73 21.05 11.58 7.41 17.19 12.79 4.71 5.34 14.45 3.85 10.01 -0.22 1.34 0.35 1.07 0.21 -0.96

ERBB4 11941 0.01 0.15 0.42 2.90 0.00 0.01 0.49 0.22 0.03 0.05 0.58 -0.78 0.20 -3.91 -0.42 1.09 3.87 -6.28 -5.78

ERC1 9471 3.29 5.64 8.45 8.05 4.26 3.25 5.50 6.63 6.47 4.31 5.49 2.46 5.73 -0.80 -0.02 0.56 0.49 -0.43 -0.76

ERC2 6138 0.09 0.31 0.02 0.05 0.08 0.07 0.11 0.41 0.06 0.07 0.10 -3.26 0.16 -0.82 0.94 -2.74 -1.79 -1.06 -0.50

ERCC1 3400 24.73 16.63 16.12 44.13 44.82 26.21 21.29 13.31 34.45 21.01 28.77 4.85 22.52 0.14 -0.44 -0.48 0.97 0.99 -0.13

ERCC2 2568 3.03 4.89 4.48 0.00 4.54 3.20 0.00 2.23 9.30 2.61 3.36 1.75 3.53 -0.22 0.47 0.34 #NUM! 0.36 -0.07

ERCC3 2751 9.39 11.16 11.74 11.48 14.80 13.33 7.28 8.04 17.14 12.20 11.98 3.58 11.17 -0.25 0.00 0.07 0.04 0.41 0.15

ERCC4 6765 1.00 2.15 0.74 2.99 0.79 0.99 0.92 0.80 1.04 0.77 1.44 0.53 0.88 0.17 1.28 -0.26 1.76 -0.15 -0.55

ERCC5 4091 2.93 12.00 3.65 5.98 3.32 8.66 6.10 3.93 5.80 4.51 6.09 2.61 5.08 -0.80 1.24 -0.48 0.23 -0.62 0.51

ERCC6 7006 0.00 0.52 0.98 2.25 0.38 0.54 1.55 1.19 0.16 0.90 0.78 -0.36 0.95 #NUM! -0.88 0.04 1.24 -1.31 -0.52

ERCC6L 4224 0.90 0.66 1.72 1.18 0.35 0.64 0.23 0.54 0.05 0.10 0.91 -0.14 0.23 1.95 1.50 2.89 2.34 0.57 -0.50

ERCC8 2044 2.09 3.82 2.04 2.46 2.52 3.98 0.00 0.83 3.05 2.57 2.82 1.49 1.61 0.38 1.24 0.34 0.61 0.64 0.50

EREG 4628 0.38 9.71 1.78 1.06 0.12 2.78 18.32 55.77 0.41 19.02 2.64 1.40 23.38 -5.93 -1.27 -3.71 -4.47 -7.61 0.07

ERF 2705 11.97 32.39 46.75 51.91 19.79 27.88 18.45 33.72 37.55 34.36 31.78 4.99 31.02 -1.37 0.06 0.59 0.74 -0.65 -0.19

ERG 5114 2.20 4.59 2.17 2.48 2.47 8.09 3.65 4.96 9.63 7.54 3.67 1.88 6.45 -1.55 -0.49 -1.57 -1.38 -1.38 1.14

ERGIC1 2949 29.84 56.70 27.95 26.12 73.48 26.58 43.27 28.87 47.92 30.45 40.11 5.33 37.63 -0.33 0.59 -0.43 -0.53 0.97 -0.59

ERGIC2 1781 23.78 21.91 15.56 22.12 5.51 24.68 17.37 17.41 11.76 17.44 18.93 4.24 16.00 0.57 0.45 -0.04 0.47 -1.54 0.38

ERGIC3 1383 120.15 117.23 72.73 96.60 164.25 152.53 80.85 73.58 176.06 131.05 120.58 6.91 115.39 0.06 0.02 -0.67 -0.26 0.51 0.34

ERH 801 136.43 87.76 134.35 115.88 240.22 137.14 78.31 57.65 115.65 119.08 141.97 7.15 92.68 0.56 -0.08 0.54 0.32 1.37 -0.05

ERI1 4615 2.15 2.29 6.46 3.56 3.94 3.36 1.56 1.38 2.17 2.21 3.63 1.86 1.83 0.23 0.33 1.82 0.96 1.11 -0.11

ERI2 3529 3.67 2.65 1.47 6.40 1.97 3.54 2.71 2.37 1.27 2.46 3.28 1.72 2.20 0.74 0.27 -0.58 1.54 -0.16 0.11

ERI3 1769 24.92 36.38 25.68 34.39 55.03 31.85 20.58 14.69 36.80 18.42 34.71 5.12 22.62 0.14 0.69 0.18 0.60 1.28 -0.12

ERICH1 1836 13.86 14.70 21.44 8.13 7.01 8.60 11.91 11.17 5.32 5.46 12.29 3.62 8.47 0.71 0.80 1.34 -0.06 -0.27 -0.51

ERLEC1 3121 12.91 26.89 17.74 12.07 11.63 25.94 13.99 12.00 25.75 22.68 17.86 4.16 18.60 -0.53 0.53 -0.07 -0.62 -0.68 0.54

ERLIN1 3450 10.70 12.15 10.56 16.86 22.19 13.25 13.56 16.22 11.57 16.90 14.29 3.84 14.56 -0.45 -0.26 -0.46 0.21 0.61 -0.11

ERLIN2 4836 5.06 6.14 4.88 2.66 6.83 10.28 5.58 5.90 8.18 8.44 5.98 2.58 7.02 -0.47 -0.19 -0.53 -1.40 -0.04 0.78

ERMAP 3485 3.80 3.88 4.22 4.43 2.59 4.68 3.38 3.60 3.27 3.71 3.93 1.98 3.49 0.12 0.15 0.27 0.34 -0.43 0.25

ERMN 3790 0.03 0.27 0.16 0.08 0.02 0.10 0.04 0.04 0.04 0.02 0.11 -3.20 0.03 -0.30 2.97 2.17 1.19 -0.82 -0.14

ERMP1 5355 5.78 7.46 6.28 3.06 3.93 7.12 6.20 8.37 2.43 7.63 5.60 2.49 6.16 -0.09 0.28 0.03 -1.01 -0.65 0.35

ERN1 4005 0.79 7.36 2.44 4.92 6.53 10.25 2.82 6.13 3.69 13.35 5.38 2.43 6.50 -3.05 0.18 -1.42 -0.40 0.01 0.93

ERN2 3634 0.00 18.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.35 3.00 1.58 0.09 #NUM! 7.69 #NUM! #NUM! #NUM! #NUM!

ERO1L 3334 21.90 18.78 25.76 22.51 42.79 11.28 25.93 18.06 4.16 19.13 23.84 4.58 16.82 0.38 0.16 0.61 0.42 1.35 -1.08

ERO1LB 5070 1.09 1.60 4.06 1.31 0.78 4.37 1.33 1.69 2.20 2.64 2.20 1.14 1.96 -0.84 -0.29 1.05 -0.58 -1.34 0.99

ERP27 1536 0.82 1.64 1.12 0.00 1.79 1.65 0.00 0.73 0.26 1.18 1.17 0.23 0.54 0.60 1.60 1.05 #NUM! 1.72 0.49

ERP29 1472 116.11 42.60 41.60 66.82 130.89 89.64 34.45 23.44 77.67 72.75 81.28 6.34 52.08 1.16 -0.29 -0.32 0.36 1.33 0.14

ERP44 4862 41.22 43.75 66.15 56.71 47.41 42.65 33.35 31.26 31.18 34.75 49.65 5.63 32.63 0.34 0.42 1.02 0.80 0.54 -0.22

ERRFI1 3144 2.83 18.80 17.80 45.88 17.87 43.20 15.55 52.73 15.45 64.65 24.40 4.61 37.10 -3.71 -0.98 -1.06 0.31 -1.05 0.82

ERV3-1 3288 2.47 2.02 30.28 0.00 1.22 0.00 6.42 3.14 0.26 1.30 6.00 2.58 2.78 -0.17 -0.46 3.45 #NUM! -1.19 #NUM!

ERVFRD-1 3318 0.00 0.09 0.05 0.04 0.00 0.18 0.08 0.09 0.10 0.14 0.06 -4.08 0.10 #NUM! -0.21 -1.12 -1.34 #NUM! 1.62

ERVV-1 2490 0.08 0.19 0.31 0.20 0.01 0.06 0.39 0.42 0.03 0.10 0.14 -2.83 0.24 -1.65 -0.28 0.40 -0.22 -5.55 -1.31

ERVV-2 2482 0.00 0.01 0.01 0.00 0.00 0.00 0.05 0.01 0.00 0.00 0.00 -8.24 0.02 #NUM! -1.21 -0.40 #NUM! #NUM! #NUM!

ERVW-1 3044 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ESAM 1869 17.68 15.87 10.87 10.33 11.10 32.90 20.50 18.77 75.16 44.97 16.46 4.04 39.85 -1.17 -1.33 -1.87 -1.95 -1.84 1.00

ESCO1 4499 3.64 3.44 6.13 4.84 1.57 4.30 2.95 2.83 2.12 3.90 3.99 2.00 2.95 0.30 0.22 1.05 0.72 -0.91 0.11

ESCO2 3376 2.05 1.11 3.89 2.09 0.78 1.99 0.43 1.06 0.03 0.31 1.98 0.99 0.46 2.16 1.27 3.08 2.18 0.76 0.00

ESD 1208 55.21 56.83 32.30 53.15 32.80 86.44 57.19 52.50 139.07 105.87 52.79 5.72 88.66 -0.68 -0.64 -1.46 -0.74 -1.43 0.71

ESF1 3216 6.81 11.18 12.99 8.85 1.21 6.36 11.99 8.90 2.06 3.33 7.90 2.98 6.57 0.05 0.77 0.98 0.43 -2.44 -0.31

ESM1 2089 0.73 0.10 2.38 0.31 9.52 3.18 0.01 0.15 0.25 0.45 2.70 1.43 0.21 1.77 -1.04 3.47 0.54 5.47 0.23

ESPL1 6641 3.13 1.53 9.72 3.38 2.25 1.18 4.33 4.64 0.09 1.74 3.53 1.82 2.70 0.22 -0.82 1.85 0.32 -0.26 -1.59

ESPN 3531 3.92 6.21 16.12 14.00 12.94 8.58 10.73 9.54 0.51 2.19 10.30 3.36 5.74 -0.55 0.11 1.49 1.29 1.17 -0.26

ESPNL 4683 0.12 0.19 0.23 0.01 0.01 0.15 0.17 0.06 0.29 0.06 0.12 -3.09 0.15 -0.27 0.41 0.63 -4.40 -3.82 0.35

ESPNP 2015 0.05 4.35 129142000.00 23143800.00 0.08 0.04 0.04 0.21 0.00 0.11 25380967.42 24.60 0.09 -0.73 5.60 30.42 27.94 -0.25 -29.41

ESR1 6466 6.05 13.18 2.88 1.39 1.55 26.92 28.20 31.90 18.45 56.10 8.66 3.11 33.66 -2.48 -1.35 -3.55 -4.60 -4.44 1.64

ESR2 2745 0.12 0.50 0.00 0.00 0.19 0.25 0.00 0.00 0.75 0.18 0.18 -2.50 0.23 -0.89 1.11 #NUM! #NUM! -0.29 0.51

ESRG 3153 0.89 3.72 18.19 0.48 0.38 1.54 6.69 39.66 0.05 3.97 4.20 2.07 12.59 -3.82 -1.76 0.53 -4.71 -5.06 -1.45

ESRP1 3806 17.93 14.46 34.29 27.75 12.14 13.37 31.56 35.85 0.07 17.07 19.99 4.32 21.14 -0.24 -0.55 0.70 0.39 -0.80 -0.58

ESRP2 4021 9.44 18.96 11.00 22.13 14.60 4.86 18.53 12.81 1.21 7.66 13.50 3.75 10.05 -0.09 0.91 0.13 1.14 0.54 -1.47

ESRRA 2221 0.00 9.31 11.63 13.12 0.00 0.00 9.32 7.66 0.00 0.00 5.68 2.50 4.24 #NUM! 1.13 1.45 1.63 #NUM! #NUM!

ESRRB 3029 0.00 0.06 0.05 0.00 0.02 0.01 0.05 0.02 0.02 0.01 0.02 -5.37 0.03 #NUM! 1.28 1.02 #NUM! -0.04 -1.65

ESRRG 5511 0.01 0.06 0.01 0.00 0.01 0.17 0.07 0.03 0.06 0.15 0.04 -4.54 0.08 -2.83 -0.40 -3.61 #NUM! -2.93 2.00

ESX1 1591 0.00 0.00 0.00 0.05 0.00 0.17 0.00 0.00 0.00 0.00 0.04 -4.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.22

ESYT1 4285 10.84 17.43 18.15 16.10 22.19 14.67 15.50 12.36 37.04 20.29 16.56 4.05 21.30 -0.97 -0.29 -0.23 -0.40 0.06 -0.18

ESYT2 5957 11.73 22.39 20.75 13.24 15.06 16.40 17.21 17.43 23.47 23.83 16.60 4.05 20.49 -0.80 0.13 0.02 -0.63 -0.44 -0.02

ESYT3 4449 0.06 0.12 0.09 1.71 1.61 0.48 0.33 0.24 0.39 0.63 0.68 -0.56 0.40 -2.78 -1.78 -2.18 2.10 2.01 -0.48

ETAA1 3298 3.95 3.53 4.73 4.10 5.35 4.07 3.49 2.60 2.26 1.80 4.29 2.10 2.53 0.64 0.48 0.90 0.69 1.08 -0.07

ETF1 3713 18.90 17.64 22.00 32.08 23.21 30.79 22.45 26.64 21.83 44.56 24.10 4.59 28.87 -0.61 -0.71 -0.39 0.15 -0.31 0.35

ETFA 1369 31.83 16.25 20.89 26.48 122.63 58.16 20.75 15.69 53.35 58.13 46.04 5.52 36.98 -0.22 -1.19 -0.82 -0.48 1.73 0.34

ETFB 1318 33.23 23.97 32.39 74.35 84.08 44.36 23.99 18.41 67.02 40.37 48.73 5.61 37.45 -0.17 -0.64 -0.21 0.99 1.17 -0.14

ETFDH 2349 3.79 6.55 6.76 6.27 1.80 6.18 9.12 7.13 4.15 7.39 5.23 2.39 6.95 -0.87 -0.09 -0.04 -0.15 -1.95 0.24

ETHE1 978 56.96 62.78 30.07 75.34 43.92 28.84 30.99 26.78 28.82 37.78 49.65 5.63 31.09 0.87 1.01 -0.05 1.28 0.50 -0.78

ETNK1 7101 1.45 2.86 8.95 1.64 1.37 6.57 1.42 6.02 3.34 6.16 3.81 1.93 4.23 -1.55 -0.57 1.08 -1.37 -1.63 0.79

ETNK2 2648 3.52 4.67 1.08 3.04 2.91 4.78 5.28 3.39 7.21 8.66 3.33 1.74 6.13 -0.80 -0.39 -2.50 -1.01 -1.08 0.52

ETS1 5242 6.69 17.82 18.96 8.47 9.32 36.68 8.89 12.96 20.11 36.02 16.33 4.03 19.49 -1.54 -0.13 -0.04 -1.20 -1.06 1.17

ETS2 3672 20.84 123.94 125.67 112.50 308.29 94.90 50.29 345.32 79.46 129.52 131.02 7.03 151.15 -2.86 -0.29 -0.27 -0.43 1.03 -0.47

ETV1 6824 1.30 2.05 3.72 0.56 0.10 5.48 2.71 1.42 1.11 0.81 2.20 1.14 1.51 -0.22 0.44 1.30 -1.43 -3.85 1.32

ETV2 1490 0.91 0.85 0.29 0.82 2.50 0.77 1.52 0.93 1.80 0.00 1.02 0.03 1.06 -0.23 -0.32 -1.87 -0.38 1.23 -0.41

ETV3 2002 3.64 6.04 12.54 10.03 3.35 8.28 4.65 7.09 1.82 8.85 7.31 2.87 5.60 -0.62 0.11 1.16 0.84 -0.74 0.18

ETV3L 1977 0.01 0.01 0.04 0.00 0.03 0.01 0.01 0.01 0.00 0.01 0.02 -5.92 0.01 -0.31 0.70 2.25 #NUM! 1.60 -0.45

ETV4 2431 2.00 8.52 0.00 0.00 0.00 5.91 2.08 0.00 0.00 0.00 2.74 1.45 0.52 1.95 4.04 #NUM! #NUM! #NUM! 1.11

ETV5 4102 1.14 3.32 3.31 1.38 3.04 4.51 2.37 1.29 3.49 2.35 2.78 1.48 2.37 -1.05 0.48 0.48 -0.78 0.36 0.70

ETV6 5989 5.19 9.90 11.74 10.78 4.46 6.21 5.07 7.66 5.05 4.26 8.05 3.01 5.51 -0.09 0.85 1.09 0.97 -0.31 -0.37

ETV7 1802 5.50 7.22 17.42 4.56 0.00 0.00 1.91 1.27 2.12 2.88 5.78 2.53 2.04 1.43 1.82 3.09 1.16 #NUM! #NUM!

EVC 6430 1.45 3.89 3.66 6.20 0.84 1.69 4.31 3.10 3.09 2.50 2.96 1.56 3.25 -1.17 0.26 0.17 0.93 -1.94 -0.81

EVC2 4864 0.81 1.08 2.70 0.59 0.07 1.75 1.60 1.56 2.36 1.54 1.17 0.22 1.77 -1.13 -0.71 0.61 -1.57 -4.63 0.59

EVI2A 3010 3.20 5.44 5.92 2.06 3.79 17.54 0.00 2.28 3.49 7.90 6.33 2.66 3.42 -0.09 0.67 0.79 -0.73 0.15 1.47

EVI2B 2009 20.33 14.63 14.79 11.02 2.82 22.87 8.09 12.55 2.39 4.73 14.41 3.85 6.94 1.55 1.08 1.09 0.67 -1.30 0.67

EVI5 7403 0.59 1.78 1.38 1.37 0.39 2.14 1.41 1.68 1.56 1.62 1.28 0.35 1.57 -1.40 0.18 -0.18 -0.20 -2.01 0.74

EVI5L 3834 1.95 4.58 4.45 7.79 10.24 1.72 4.85 3.49 6.35 3.37 5.12 2.36 4.52 -1.21 0.02 -0.02 0.79 1.18 -1.57

EVL 1853 17.12 31.52 39.88 25.69 47.87 52.50 18.22 16.05 36.83 27.34 35.76 5.16 24.61 -0.52 0.36 0.70 0.06 0.96 0.55

EVPL 6587 5.99 19.59 12.56 39.68 8.63 6.24 55.87 55.07 0.10 20.67 15.45 3.95 32.93 -2.46 -0.75 -1.39 0.27 -1.93 -1.31

EVPLL 2015 0.70 0.57 1.11 3.07 6.06 0.71 4.67 2.67 0.01 3.23 2.04 1.03 2.64 -1.92 -2.21 -1.25 0.21 1.20 -1.51

EVX1 1858 0.04 0.67 0.00 0.00 0.00 0.57 1.41 1.16 10.54 1.08 0.21 -2.23 3.55 -6.32 -2.40 #NUM! #NUM! #NUM! 1.41

EVX2 1617 0.00 0.16 0.00 0.00 0.00 0.09 0.59 0.33 0.70 0.03 0.04 -4.56 0.41 #NUM! -1.34 #NUM! #NUM! #NUM! 1.11

EWSR1 2694 38.66 67.49 126.87 101.56 52.98 62.71 51.37 56.40 70.94 41.62 75.04 6.23 55.08 -0.51 0.29 1.20 0.88 -0.06 -0.26

EXD1 2949 0.04 0.03 0.01 0.06 0.00 0.00 0.06 0.01 0.00 0.00 0.02 -5.51 0.02 1.13 0.94 -1.23 1.78 #NUM! #NUM!

EXD2 5281 3.13 4.09 4.12 3.21 3.09 3.48 3.11 3.30 5.29 3.36 3.52 1.82 3.76 -0.27 0.12 0.13 -0.23 -0.28 -0.02

EXD3 2887 1.86 7.58 2.59 3.00 8.58 2.85 4.10 3.60 3.96 2.91 4.41 2.14 3.64 -0.97 1.06 -0.49 -0.28 1.24 -0.63

EXO1 3478 2.93 1.26 2.92 4.56 2.00 1.69 0.36 0.92 0.06 0.29 2.56 1.36 0.41 2.84 1.63 2.84 3.48 2.29 -0.60

EXOC1 3582 6.85 14.67 8.82 26.15 5.73 10.96 8.48 10.50 5.94 8.43 12.20 3.61 8.34 -0.28 0.82 0.08 1.65 -0.54 -0.15

EXOC2 4458 3.76 6.35 7.48 6.98 2.80 5.87 4.39 5.52 6.20 5.23 5.54 2.47 5.33 -0.51 0.25 0.49 0.39 -0.93 0.08

EXOC3 2774 11.15 12.77 27.44 24.10 15.89 11.63 15.22 12.45 21.31 12.95 17.16 4.10 15.48 -0.47 -0.28 0.83 0.64 0.04 -0.56

EXOC3L1 2505 1.07 1.66 1.74 1.00 0.00 2.79 1.13 0.00 1.28 1.42 1.38 0.46 0.96 0.16 0.80 0.86 0.06 #NUM! 1.02

EXOC3L2 1719 1.29 2.78 1.54 2.17 1.05 3.04 1.37 2.17 6.76 2.72 1.98 0.98 3.26 -1.33 -0.23 -1.08 -0.59 -1.63 0.62

EXOC3L4 2591 1.44 2.69 2.51 1.63 11.16 0.98 0.08 0.11 0.77 0.35 3.40 1.77 0.33 2.13 3.04 2.93 2.31 5.09 -1.80

EXOC4 4203 11.27 15.58 17.11 19.41 10.37 13.10 13.62 17.12 13.26 14.24 14.48 3.86 14.56 -0.37 0.10 0.23 0.42 -0.49 -0.14

EXOC5 8522 3.19 4.25 6.63 4.17 2.93 7.27 3.50 4.22 3.99 7.50 4.74 2.25 4.80 -0.59 -0.18 0.47 -0.20 -0.71 0.62

EXOC6 3637 1.42 2.92 3.69 1.05 1.82 4.91 1.17 2.47 2.62 2.40 2.63 1.40 2.17 -0.61 0.43 0.77 -1.04 -0.25 0.90

EXOC6B 2594 3.78 4.50 5.87 11.62 3.44 3.96 7.26 11.09 4.92 6.59 5.53 2.47 7.47 -0.98 -0.73 -0.35 0.64 -1.12 -0.48

EXOC7 4952 12.89 21.07 22.37 20.57 22.25 13.05 16.04 14.85 23.78 15.17 18.70 4.22 17.46 -0.44 0.27 0.36 0.24 0.35 -0.52

EXOC8 5099 1.12 1.90 2.08 2.25 1.16 2.22 1.73 2.30 1.29 2.71 1.79 0.84 2.01 -0.85 -0.08 0.05 0.16 -0.79 0.31

EXOG 3146 1.00 2.91 1.93 3.20 0.80 2.24 1.45 1.22 1.99 1.79 2.01 1.01 1.61 -0.68 0.85 0.26 0.99 -1.01 0.16

EXOSC1 1150 31.17 13.63 11.30 24.97 17.21 20.58 14.16 14.61 15.33 23.84 19.81 4.31 16.99 0.88 -0.32 -0.59 0.56 0.02 0.06

EXOSC10 2834 17.28 19.93 33.35 32.10 15.02 30.27 15.55 17.73 18.44 14.99 24.66 4.62 16.68 0.05 0.26 1.00 0.94 -0.15 0.30

EXOSC2 2194 5.04 6.04 8.09 7.19 17.11 9.75 3.62 4.51 0.00 6.91 8.87 3.15 3.76 0.42 0.68 1.10 0.94 2.19 0.14

EXOSC3 1220 6.37 5.73 16.28 7.68 39.60 19.06 5.23 4.21 11.94 9.41 15.79 3.98 7.70 -0.27 -0.43 1.08 0.00 2.36 0.27

EXOSC4 948 17.38 11.85 24.56 17.57 107.01 11.73 12.39 9.19 14.14 12.13 31.68 4.99 11.96 0.54 -0.01 1.04 0.55 3.16 -1.43

EXOSC5 1006 24.55 13.57 15.70 25.92 24.07 15.80 9.41 7.99 12.07 10.30 19.93 4.32 9.94 1.30 0.45 0.66 1.38 1.28 -0.34

EXOSC6 1729 3.13 0.00 4.07 0.00 0.00 0.00 4.68 4.34 0.00 0.00 1.20 0.26 2.25 0.47 #NUM! 0.85 #NUM! #NUM! #NUM!

EXOSC7 1246 6.42 8.06 7.88 12.51 28.87 18.35 9.63 0.00 24.37 35.59 13.68 3.77 17.40 -1.44 -1.11 -1.14 -0.48 0.73 0.42

EXOSC8 1427 12.86 13.46 21.80 17.18 12.53 19.20 9.43 10.81 10.21 13.16 16.17 4.02 10.90 0.24 0.30 1.00 0.66 0.20 0.25

EXOSC9 1644 6.31 8.87 13.74 8.62 14.05 15.58 5.13 7.82 8.59 9.47 11.19 3.48 7.75 -0.30 0.20 0.83 0.15 0.86 0.48

EXPH5 10208 0.75 1.05 0.90 1.05 0.14 0.50 2.02 5.46 0.02 1.09 0.73 -0.45 2.15 -1.52 -1.03 -1.26 -1.03 -3.96 -0.56

EXT1 3376 12.80 16.97 23.72 31.65 27.45 13.01 10.43 14.99 15.22 13.61 20.93 4.39 13.56 -0.08 0.32 0.81 1.22 1.02 -0.69

EXT2 3678 9.03 16.98 13.39 29.25 42.12 16.32 11.42 8.89 18.68 23.75 21.18 4.40 15.69 -0.80 0.11 -0.23 0.90 1.42 -0.38

EXTL1 4021 0.03 0.10 0.02 0.01 0.01 0.02 0.03 0.01 0.45 0.06 0.03 -4.99 0.14 -2.09 -0.50 -2.60 -4.08 -4.51 -0.47

EXTL2 2905 3.43 3.30 2.27 1.50 2.11 6.23 2.86 2.78 7.07 5.54 3.14 1.65 4.56 -0.41 -0.47 -1.01 -1.60 -1.11 0.99

EXTL3 6172 3.14 3.43 4.78 3.90 4.83 2.20 5.15 2.78 6.72 2.98 3.71 1.89 4.40 -0.49 -0.36 0.12 -0.18 0.13 -0.76

EYA1 4341 1.31 1.29 0.85 0.07 0.01 3.54 2.20 3.47 3.67 2.95 1.18 0.24 3.07 -1.23 -1.25 -1.85 -5.51 -7.93 1.59

EYA2 2702 5.38 12.01 27.87 9.08 8.39 20.90 6.65 10.33 6.73 8.95 13.94 3.80 8.16 -0.60 0.56 1.77 0.15 0.04 0.58

EYA3 6040 2.44 3.15 6.85 7.24 1.76 2.77 2.73 3.96 1.94 3.52 4.04 2.01 3.04 -0.32 0.05 1.17 1.25 -0.79 -0.54

EYA4 5697 0.05 0.52 0.01 0.05 0.30 0.60 1.22 0.02 5.72 0.22 0.25 -1.98 1.79 -5.16 -1.79 -7.40 -5.12 -2.57 1.23

EYS 10589 0.02 0.43 0.03 0.26 0.03 0.58 0.26 0.03 0.01 0.01 0.22 -2.16 0.08 -2.03 2.47 -1.62 1.72 -1.17 1.37

EZH1 4654 3.87 7.94 3.45 4.73 1.11 6.46 6.28 5.89 12.54 4.34 4.59 2.20 7.26 -0.91 0.13 -1.07 -0.62 -2.71 0.49

EZH2 2723 9.83 9.11 30.50 20.07 11.11 9.96 7.21 5.43 0.35 3.93 15.10 3.92 4.23 1.22 1.11 2.85 2.25 1.39 -0.60

EZR 3172 37.00 96.39 208.18 176.54 159.12 77.77 109.84 310.58 17.25 179.18 125.83 6.98 154.21 -2.06 -0.68 0.43 0.20 0.05 -0.69

F10 1560 5.90 5.85 2.67 1.46 0.12 21.75 12.08 13.79 14.97 22.33 6.29 2.65 15.79 -1.42 -1.43 -2.56 -3.44 -7.04 1.79

F11 3278 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.01 0.04 0.01 0.01 -7.32 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

F11R 4830 17.93 21.71 47.57 36.94 95.13 35.93 3.83 31.46 7.20 11.37 42.53 5.41 13.47 0.41 0.69 1.82 1.46 2.82 -0.24

F12 2060 2.56 3.33 2.27 17.87 33.33 1.88 7.54 4.15 0.54 4.35 10.21 3.35 4.14 -0.70 -0.32 -0.87 2.11 3.01 -2.44

F13A1 3863 13.18 29.21 10.44 5.23 11.03 62.11 9.89 14.88 51.22 51.37 21.87 4.45 31.84 -1.27 -0.12 -1.61 -2.60 -1.53 1.51

F2 2018 0.00 0.00 0.22 0.00 0.00 0.01 1.47 0.00 0.00 0.00 0.04 -4.68 0.37 #NUM! #NUM! -0.73 #NUM! #NUM! -1.71

F2R 3847 5.31 22.77 6.90 7.71 4.66 22.75 3.23 4.51 7.19 12.43 11.68 3.55 6.84 -0.37 1.74 0.01 0.17 -0.55 0.96

F2RL1 2883 2.95 11.97 2.88 19.27 13.15 8.04 3.98 9.74 0.20 7.34 9.71 3.28 5.32 -0.85 1.17 -0.88 1.86 1.31 -0.27

F2RL2 3427 0.69 5.36 1.18 1.95 0.11 4.18 0.17 0.33 0.39 1.62 2.24 1.17 0.63 0.13 3.10 0.91 1.64 -2.48 0.90

F2RL3 2731 0.18 0.00 0.48 0.24 0.47 0.68 0.10 0.64 0.11 0.55 0.34 -1.55 0.35 -0.93 #NUM! 0.44 -0.53 0.43 0.98

F3 2393 3.63 84.78 220.33 38.56 149.34 24.47 25.91 43.63 6.51 35.48 86.85 6.44 27.88 -2.94 1.60 2.98 0.47 2.42 -1.83

F5 9179 0.10 1.17 0.60 0.32 0.07 0.40 1.30 0.11 0.16 0.13 0.44 -1.17 0.42 -2.02 1.47 0.51 -0.42 -2.55 -0.16

F7 3141 0.16 0.51 0.11 0.04 0.00 0.34 0.24 0.33 0.13 0.35 0.19 -2.37 0.26 -0.69 0.94 -1.25 -2.61 #NUM! 0.80

F8 9048 2.83 3.38 3.14 2.54 0.00 4.19 4.75 1.66 5.42 2.89 2.68 1.42 3.68 -0.38 -0.12 -0.23 -0.53 #NUM! 0.64

F8A1 1720 67.00 45.55 60.68 54.49 57.34 19.67 50.73 18.47 20.06 9.79 50.79 5.67 24.76 1.44 0.88 1.29 1.14 1.21 -1.37

F9 2802 0.20 0.26 4.62 0.30 0.00 0.00 2.71 0.00 0.00 0.00 0.90 -0.16 0.68 -1.77 -1.37 2.77 -1.18 #NUM! #NUM!

FA2H 2450 1.93 10.90 0.23 0.49 2.02 2.05 1.44 1.12 0.00 0.97 2.94 1.55 0.88 1.13 3.63 -1.92 -0.84 1.19 -0.52

FAAH 2105 4.91 2.30 3.66 6.50 8.04 3.85 6.52 4.34 1.91 4.93 4.88 2.29 4.42 0.15 -0.94 -0.27 0.56 0.86 -0.34

FAAH2 2039 1.76 2.00 2.84 2.12 10.30 4.32 1.65 2.59 0.49 3.14 3.89 1.96 1.97 -0.16 0.02 0.53 0.11 2.39 0.15

FABP1 598 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.01 -6.43 0.01 #NUM! 2.25 #NUM! #NUM! #NUM! #NUM!

FABP12 423 0.00 1.31 0.26 0.14 0.00 0.37 3.23 4.09 0.00 2.11 0.34 -1.54 2.36 #NUM! -0.85 -3.18 -4.11 #NUM! 0.09



FABP2 2271 0.00 0.51 0.00 0.00 0.00 0.01 0.03 0.01 0.00 0.00 0.09 -3.54 0.01 #NUM! 5.76 #NUM! #NUM! #NUM! -3.03

FABP3 1097 3.85 9.70 3.60 3.99 2.21 8.62 23.84 1.80 309.69 12.43 5.33 2.41 86.94 -4.50 -3.16 -4.59 -4.44 -5.30 0.69

FABP4 838 897.62 10.78 2.90 349.41 0.85 29.86 7.09 136.15 21.44 30.12 215.24 7.75 48.70 4.20 -2.18 -4.07 2.84 -5.83 -2.85

FABP5 751 4168.95 1463.57 2127.21 3449.10 1742.62 1110.06 3013.43 4126.44 29.45 3740.22 2343.59 11.19 2727.39 0.61 -0.90 -0.36 0.34 -0.65 -1.08

FABP5P3 856 0.33 0.05 0.05 0.14 0.14 0.16 0.10 0.12 0.04 2.96 0.15 -2.78 0.81 -1.31 -4.00 -4.01 -2.49 -2.48 0.14

FABP6 752 6.33 0.47 2.22 5.30 4.78 1.34 0.83 1.26 0.09 0.55 3.41 1.77 0.68 3.22 -0.54 1.70 2.96 2.81 -1.35

FABP7 1005 0.00 0.03 0.11 0.00 0.00 1.04 0.00 0.00 0.03 0.60 0.20 -2.34 0.16 #NUM! -2.33 -0.53 #NUM! #NUM! 2.40

FADD 1855 8.66 6.47 6.46 12.72 42.35 20.21 6.61 3.43 9.43 7.54 16.14 4.01 6.75 0.36 -0.06 -0.07 0.91 2.65 0.32

FADS1 4432 7.07 9.46 24.35 5.40 13.30 9.25 2.24 1.70 6.80 6.25 11.47 3.52 4.25 0.74 1.16 2.52 0.35 1.65 -0.31

FADS2 3149 47.84 26.72 190.05 14.37 18.64 16.23 8.31 11.63 26.78 10.32 52.31 5.71 14.26 1.75 0.91 3.74 0.01 0.39 -1.69

FADS3 1807 5.80 7.93 4.13 24.26 78.02 11.13 5.48 4.59 15.78 10.83 21.88 4.45 9.17 -0.66 -0.21 -1.15 1.40 3.09 -0.98

FADS6 2052 0.56 0.20 0.00 0.47 0.00 0.29 0.32 1.39 0.00 0.27 0.25 -1.98 0.49 0.17 -1.31 #NUM! -0.07 #NUM! 0.20

FAF1 2610 17.68 14.35 25.65 19.11 16.77 21.02 13.97 18.27 15.28 14.84 19.10 4.26 15.59 0.18 -0.12 0.72 0.29 0.11 0.14

FAF2 4515 8.36 10.20 11.41 13.57 10.03 8.09 8.31 8.58 7.06 6.37 10.28 3.36 7.58 0.14 0.43 0.59 0.84 0.40 -0.34

FAH 1810 14.54 6.67 7.72 16.53 13.89 9.16 5.68 7.20 11.21 9.14 11.42 3.51 8.31 0.81 -0.32 -0.11 0.99 0.74 -0.32

FAHD1 1755 15.97 11.98 6.71 13.58 12.24 7.77 15.80 7.36 7.13 8.18 11.38 3.51 9.62 0.73 0.32 -0.52 0.50 0.35 -0.55

FAHD2A 1313 10.33 14.77 16.19 4.83 12.05 13.18 8.24 6.68 19.60 12.78 11.89 3.57 11.83 -0.20 0.32 0.45 -1.29 0.03 0.15

FAHD2B 1286 6.54 4.74 4.99 5.91 8.33 12.76 7.69 4.64 22.94 13.10 7.21 2.85 12.09 -0.89 -1.35 -1.28 -1.03 -0.54 0.82

FAIM 1538 7.88 3.86 4.57 9.57 23.61 15.38 4.71 4.91 8.66 8.70 10.81 3.43 6.75 0.22 -0.80 -0.56 0.50 1.81 0.51

FAIM2 4744 0.18 1.72 0.17 0.12 0.03 0.42 2.45 0.35 15.67 0.74 0.44 -1.19 4.80 -4.74 -1.48 -4.81 -5.37 -7.56 -0.05

FAIM3 3109 4.51 7.68 6.32 4.88 8.37 8.17 1.68 1.13 7.28 1.84 6.65 2.73 2.98 0.60 1.36 1.08 0.71 1.49 0.30

FAM100A 1430 8.89 17.02 9.57 24.83 23.77 10.12 18.06 14.72 17.78 13.26 15.70 3.97 15.96 -0.84 0.09 -0.74 0.64 0.57 -0.63

FAM100B 1604 48.27 42.59 46.06 92.09 79.69 25.02 38.67 33.83 10.58 29.63 55.62 5.80 28.18 0.78 0.60 0.71 1.71 1.50 -1.15

FAM101A 2160 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM101B 3895 2.65 3.31 1.46 1.87 2.52 3.14 2.60 2.29 4.81 5.00 2.49 1.32 3.68 -0.47 -0.15 -1.33 -0.98 -0.54 0.33

FAM102A 4161 10.10 25.10 30.41 13.78 7.26 18.22 40.01 31.12 23.33 37.24 17.48 4.13 32.93 -1.71 -0.39 -0.11 -1.26 -2.18 0.06

FAM102B 5359 3.16 7.04 4.86 2.46 0.91 8.02 2.68 3.30 4.57 5.56 4.41 2.14 4.03 -0.35 0.81 0.27 -0.71 -2.14 0.86

FAM103A1 1220 15.85 8.36 12.48 13.87 27.54 21.66 10.39 10.00 9.99 16.92 16.63 4.06 11.82 0.42 -0.50 0.08 0.23 1.22 0.38

FAM104A 2905 13.20 15.22 17.00 22.76 17.93 9.95 11.22 10.51 9.03 9.33 16.01 4.00 10.02 0.40 0.60 0.76 1.18 0.84 -0.69

FAM104B 1405 29.66 10.74 21.59 14.58 24.94 15.05 18.10 9.51 10.32 11.11 19.43 4.28 12.26 1.27 -0.19 0.82 0.25 1.02 -0.37

FAM105A 7064 0.82 1.96 0.77 0.96 1.35 3.23 0.88 1.26 1.17 2.72 1.51 0.60 1.51 -0.88 0.38 -0.97 -0.65 -0.16 1.09

FAM105B 7896 0.86 1.60 2.36 2.50 3.34 2.72 1.58 2.22 1.95 2.79 2.23 1.16 2.14 -1.31 -0.42 0.14 0.22 0.65 0.28

FAM106A 2281 0.05 0.09 0.10 0.56 0.02 0.04 0.09 0.04 0.00 0.09 0.14 -2.81 0.05 -0.19 0.69 0.85 3.38 -1.29 -1.78

FAM106CP 1759 0.03 0.21 0.11 0.48 0.00 0.03 0.02 0.01 0.04 0.04 0.14 -2.79 0.03 0.27 3.03 2.08 4.20 #NUM! -2.38

FAM107A 3465 1.67 2.71 1.90 0.51 0.06 7.05 11.14 13.12 17.14 9.09 2.31 1.21 12.62 -2.92 -2.22 -2.73 -4.63 -7.76 1.61

FAM107B 3785 4.71 17.78 13.63 7.72 18.41 33.24 10.34 8.76 30.35 20.84 15.92 3.99 17.57 -1.90 0.02 -0.37 -1.19 0.07 1.06

FAM108A1 1731 36.58 34.45 35.95 44.74 33.75 24.91 42.80 32.58 45.13 29.62 35.07 5.13 37.54 -0.04 -0.12 -0.06 0.25 -0.15 -0.49

FAM108B1 3153 1.71 4.18 4.79 4.52 3.11 4.34 4.11 5.89 2.61 6.39 3.78 1.92 4.75 -1.47 -0.18 0.01 -0.07 -0.61 0.20

FAM108C1 2408 10.85 17.03 19.37 16.80 32.93 10.42 19.72 14.52 1.58 12.85 17.90 4.16 12.17 -0.17 0.48 0.67 0.47 1.44 -0.78

FAM109A 3256 0.82 3.61 1.74 1.21 4.58 1.61 2.72 1.85 3.62 2.25 2.26 1.18 2.61 -1.68 0.47 -0.58 -1.11 0.81 -0.49

FAM109B 2369 6.59 6.06 2.92 4.40 5.48 3.28 4.14 2.16 10.29 4.26 4.79 2.26 5.21 0.34 0.22 -0.84 -0.24 0.07 -0.55

FAM110A 1811 11.54 11.53 31.38 28.23 31.00 10.43 11.63 5.47 2.87 7.67 20.68 4.37 6.91 0.74 0.74 2.18 2.03 2.16 -0.99

FAM110B 4368 0.75 2.28 0.61 0.40 0.11 2.56 1.58 1.46 6.74 3.57 1.12 0.16 3.34 -2.16 -0.55 -2.45 -3.06 -4.99 1.20

FAM110C 3963 4.97 5.48 8.42 9.38 8.07 7.84 11.62 12.45 0.13 16.98 7.36 2.88 10.30 -1.05 -0.91 -0.29 -0.13 -0.35 0.09

FAM111A 3799 3.08 8.65 10.68 11.31 6.55 13.04 4.08 3.80 2.88 5.37 8.89 3.15 4.03 -0.39 1.10 1.41 1.49 0.70 0.55

FAM111B 3574 5.47 2.98 15.18 13.27 2.22 3.63 1.00 1.21 0.03 0.22 7.12 2.83 0.62 3.15 2.27 4.62 4.43 1.85 -0.97

FAM113A 1999 9.15 17.69 10.99 16.73 32.18 12.85 7.51 7.31 10.66 10.53 16.60 4.05 9.00 0.02 0.97 0.29 0.89 1.84 -0.37

FAM113B 2091 4.13 17.10 7.99 6.03 6.54 8.59 2.20 1.48 6.28 1.57 8.40 3.07 2.88 0.52 2.57 1.47 1.07 1.18 0.03

FAM114A1 4138 11.17 17.73 10.08 5.94 5.15 12.58 19.34 18.33 17.38 11.50 10.44 3.38 16.64 -0.58 0.09 -0.72 -1.49 -1.69 0.27

FAM114A2 2886 3.26 3.74 3.06 4.48 1.50 6.68 3.05 4.08 6.90 6.24 3.79 1.92 5.07 -0.64 -0.44 -0.73 -0.18 -1.75 0.82

FAM115A 5748 4.15 11.92 8.55 13.00 3.19 8.01 7.59 7.15 9.65 5.12 8.14 3.02 7.38 -0.83 0.69 0.21 0.82 -1.21 -0.02

FAM115C 4903 1.11 3.04 4.67 3.27 1.37 1.29 2.27 3.39 0.73 1.86 2.46 1.30 2.06 -0.89 0.56 1.18 0.66 -0.59 -0.93

FAM116A 4679 1.72 6.23 8.05 7.82 2.92 5.81 3.56 4.82 5.05 6.69 5.43 2.44 5.03 -1.55 0.31 0.68 0.64 -0.78 0.10

FAM116B 2029 4.33 4.26 5.88 4.04 2.71 3.00 3.23 1.75 3.75 2.07 4.04 2.01 2.70 0.68 0.66 1.12 0.58 0.00 -0.43

FAM117A 2385 4.10 8.48 4.39 10.71 3.10 6.99 6.26 5.38 13.71 5.88 6.29 2.65 7.81 -0.93 0.12 -0.83 0.46 -1.33 0.15

FAM117B 5795 1.04 1.49 2.78 1.94 1.00 2.02 1.08 1.91 0.74 1.44 1.71 0.78 1.29 -0.31 0.21 1.11 0.59 -0.36 0.24

FAM118A 3255 11.12 21.52 4.61 22.03 2.94 14.54 14.34 7.12 4.27 12.37 12.79 3.68 9.52 0.22 1.18 -1.05 1.21 -1.69 0.18

FAM118B 2100 5.42 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.42 0.00 0.90 -0.15 2.35 1.20 #NUM! #NUM! #NUM! #NUM! #NUM!

FAM120A 4957 16.88 52.58 40.05 31.68 16.50 21.54 26.65 25.35 16.62 22.56 29.87 4.90 22.80 -0.43 1.21 0.81 0.47 -0.47 -0.47

FAM120AOS 2779 8.56 0.00 9.21 8.02 17.53 12.79 6.96 5.65 12.95 30.46 9.35 3.23 14.01 -0.71 #NUM! -0.60 -0.80 0.32 0.45

FAM120B 3261 4.75 7.15 7.03 8.86 5.79 4.70 6.80 9.78 6.63 8.01 6.38 2.67 7.81 -0.72 -0.13 -0.15 0.18 -0.43 -0.44

FAM120C 8090 1.77 1.57 1.72 3.32 3.51 1.43 1.14 2.56 1.21 1.06 2.22 1.15 1.49 0.25 0.08 0.21 1.15 1.23 -0.64

FAM122A 3646 3.97 5.33 4.96 3.82 3.99 4.43 4.65 3.91 5.20 4.23 4.42 2.14 4.50 -0.18 0.25 0.14 -0.24 -0.17 0.00

FAM122B 4277 2.73 10.37 5.51 5.75 5.71 14.67 4.38 3.84 7.13 7.44 7.45 2.90 5.69 -1.06 0.87 -0.05 0.01 0.00 0.98

FAM122C 2523 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM123A 3198 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.01 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAM123B 8443 0.49 0.99 1.93 0.55 0.83 0.47 1.09 0.91 0.78 0.40 0.88 -0.19 0.80 -0.70 0.32 1.28 -0.54 0.06 -0.89

FAM123C 6252 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -10.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM124A 4916 0.50 2.98 0.45 0.36 0.17 0.95 0.72 0.78 2.22 1.44 0.90 -0.15 1.29 -1.36 1.21 -1.51 -1.82 -2.92 0.07

FAM124B 2693 0.42 0.46 0.11 0.22 0.04 0.36 1.12 0.53 0.64 0.46 0.27 -1.90 0.68 -0.69 -0.58 -2.58 -1.65 -4.08 0.41

FAM125A 1216 20.36 21.81 17.36 15.00 0.00 21.28 16.39 15.89 22.70 19.85 15.97 4.00 18.71 0.12 0.22 -0.11 -0.32 #NUM! 0.41

FAM125B 4818 0.93 2.51 1.52 1.20 1.53 1.71 2.60 2.02 3.21 1.79 1.57 0.65 2.40 -1.37 0.06 -0.66 -1.00 -0.65 0.12

FAM126A 6165 2.63 3.31 3.82 5.03 3.05 5.03 3.46 5.25 3.86 5.53 3.81 1.93 4.53 -0.78 -0.45 -0.24 0.15 -0.57 0.40

FAM126B 9348 1.31 2.33 3.58 2.50 0.40 2.55 1.70 2.05 0.79 1.98 2.11 1.08 1.63 -0.32 0.52 1.14 0.61 -2.01 0.27

FAM127A 1254 52.71 88.43 63.00 60.51 51.53 62.65 104.41 78.80 235.07 71.10 63.14 5.98 122.34 -1.21 -0.47 -0.96 -1.02 -1.25 -0.01

FAM127B 1275 85.96 70.73 69.11 69.42 63.32 44.40 64.37 50.47 0.00 38.04 67.16 6.07 38.22 1.17 0.89 0.85 0.86 0.73 -0.60

FAM127C 2038 8.19 0.00 0.00 11.63 13.19 7.25 10.34 6.29 24.62 3.53 6.71 2.75 11.20 -0.45 #NUM! #NUM! 0.05 0.24 0.11

FAM129A 6926 4.49 6.93 14.80 13.18 3.61 6.71 9.57 9.11 15.34 6.04 8.29 3.05 10.01 -1.16 -0.53 0.56 0.40 -1.47 -0.30

FAM129B 4007 33.82 62.75 80.97 66.87 117.91 28.38 119.18 88.52 35.79 87.69 65.12 6.02 82.80 -1.29 -0.40 -0.03 -0.31 0.51 -1.20

FAM129C 2523 0.13 0.50 0.37 0.09 0.05 0.23 0.06 0.06 0.11 0.08 0.23 -2.13 0.08 0.69 2.66 2.24 0.22 -0.80 -0.01

FAM131A 2566 3.12 3.93 3.68 4.03 18.03 5.81 5.23 7.61 9.20 11.27 6.43 2.69 8.33 -1.41 -1.08 -1.18 -1.05 1.11 -0.15

FAM131B 4392 0.39 1.03 0.27 0.35 0.25 0.34 0.58 0.38 0.00 0.64 0.44 -1.19 0.40 -0.04 1.36 -0.57 -0.20 -0.65 -0.35

FAM131C 1732 1.10 0.13 0.12 0.56 2.20 0.26 0.48 0.35 0.48 0.31 0.73 -0.46 0.40 1.44 -1.62 -1.81 0.46 2.44 -1.49

FAM132A 1055 0.64 5.34 0.10 0.48 0.81 0.75 0.95 0.56 0.15 0.31 1.35 0.44 0.49 0.37 3.43 -2.27 -0.04 0.71 -0.85

FAM133A 3416 0.06 0.04 0.02 0.00 0.00 0.18 0.08 0.00 0.03 0.11 0.05 -4.33 0.05 0.21 -0.46 -1.56 #NUM! #NUM! 1.83

FAM133B 2468 7.99 5.17 6.39 4.85 4.57 8.37 8.10 5.45 4.95 3.91 6.22 2.64 5.60 0.51 -0.12 0.19 -0.21 -0.29 0.43

FAM134A 4625 8.71 39.50 5.79 6.26 12.72 13.09 9.54 7.19 14.29 10.99 14.34 3.84 10.51 -0.27 1.91 -0.86 -0.75 0.28 -0.13

FAM134B 3259 0.73 2.79 0.78 0.70 2.01 4.15 3.25 3.13 5.36 3.26 1.86 0.90 3.75 -2.37 -0.43 -2.26 -2.42 -0.90 1.16

FAM134C 3818 6.26 10.37 7.92 13.96 9.41 6.14 8.87 5.31 7.25 5.99 9.01 3.17 6.85 -0.13 0.60 0.21 1.03 0.46 -0.55

FAM135A 5950 2.83 3.98 11.13 5.23 0.49 3.83 4.83 9.37 1.87 4.48 4.58 2.20 5.14 -0.86 -0.37 1.12 0.03 -3.38 -0.26

FAM135B 6962 0.00 0.01 0.00 0.00 0.00 0.02 0.31 0.00 0.03 0.00 0.01 -7.42 0.08 #NUM! -2.52 #NUM! #NUM! -6.20 1.72

FAM136A 1824 18.92 13.12 17.03 19.92 28.01 13.59 10.03 6.44 9.20 10.44 18.43 4.20 9.03 1.07 0.54 0.92 1.14 1.63 -0.44

FAM138B 1130 0.05 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -6.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.87

FAM138E 1130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM13A 5858 1.45 5.51 2.73 2.41 1.20 4.71 2.18 2.00 5.89 5.93 3.00 1.59 4.00 -1.47 0.46 -0.55 -0.73 -1.74 0.65

FAM13AOS 3210 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM13B 5558 4.08 6.46 3.22 3.58 1.52 7.39 5.23 3.05 6.87 6.46 4.37 2.13 5.40 -0.40 0.26 -0.75 -0.59 -1.83 0.76

FAM13C 3566 1.74 1.96 0.76 0.68 0.09 6.37 5.15 2.86 7.92 7.13 1.93 0.95 5.77 -1.73 -1.56 -2.93 -3.08 -5.93 1.72

FAM149A 2721 1.63 2.44 0.26 1.09 0.56 1.60 2.46 1.68 4.38 2.37 1.26 0.34 2.72 -0.74 -0.16 -3.38 -1.33 -2.27 0.34

FAM149B1 3149 4.01 5.34 6.66 5.46 0.00 7.62 4.89 5.73 5.65 5.85 4.85 2.28 5.53 -0.47 -0.05 0.27 -0.02 #NUM! 0.65

FAM150A 1183 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.04 0.01 -6.99 0.01 #NUM! #NUM! #NUM! #NUM! 2.20 #NUM!

FAM150B 1403 0.18 0.41 1.48 0.00 3.38 0.70 0.43 1.26 2.97 1.30 1.03 0.04 1.49 -3.02 -1.85 -0.02 #NUM! 1.18 -0.55

FAM151A 1998 3.61 1.30 0.95 1.88 2.68 1.29 1.49 0.75 0.33 1.36 1.95 0.97 0.98 1.87 0.40 -0.05 0.93 1.45 -0.60

FAM151B 1707 0.64 0.66 0.79 2.08 0.27 1.07 0.49 0.69 0.48 0.79 0.92 -0.12 0.61 0.07 0.10 0.36 1.76 -1.17 0.22

FAM153A 1798 0.06 0.18 0.00 0.10 0.08 0.02 0.15 0.37 0.12 0.05 0.07 -3.79 0.17 -1.65 0.06 #NUM! -0.79 -1.07 -2.15

FAM153B 2096 0.04 0.24 0.00 0.08 0.07 0.02 0.12 0.29 0.00 0.07 0.07 -3.76 0.12 -1.71 0.98 #NUM! -0.53 -0.76 -1.93

FAM153C 1807 0.06 0.33 0.00 0.13 0.20 0.02 0.32 0.62 0.79 0.09 0.12 -3.01 0.45 -2.81 -0.44 #NUM! -1.84 -1.18 -2.67

FAM154A 1937 0.00 0.00 0.00 0.02 0.01 0.00 0.01 0.02 0.04 0.02 0.01 -7.59 0.02 #NUM! #NUM! #NUM! -0.32 -0.75 #NUM!

FAM154B 3146 0.00 0.19 0.00 0.20 0.00 0.08 0.08 0.00 0.08 0.10 0.08 -3.64 0.07 #NUM! 1.55 #NUM! 1.63 #NUM! 0.08

FAM155A 3859 0.66 1.12 0.20 0.20 0.02 0.30 1.31 1.63 1.05 0.40 0.42 -1.26 1.10 -0.73 0.04 -2.42 -2.43 -5.86 -0.47

FAM155B 4050 0.24 0.14 0.06 1.05 0.01 0.16 0.14 0.06 0.22 0.11 0.28 -1.85 0.13 0.86 0.11 -1.13 3.00 -4.45 -0.76

FAM156A 2339 2.76 7.98 2.15 3.65 1.85 2.72 2.75 2.34 2.43 3.78 3.52 1.81 2.83 -0.03 1.50 -0.40 0.37 -0.61 -0.37

FAM156B 1701 1.68 4.16 1.21 2.51 1.09 0.97 0.94 1.26 2.02 1.43 1.94 0.95 1.41 0.25 1.56 -0.22 0.83 -0.37 -0.99

FAM157A 1275 0.16 0.28 0.13 0.33 0.22 0.13 0.52 0.40 0.02 0.06 0.21 -2.26 0.25 -0.63 0.14 -0.94 0.42 -0.17 -0.65

FAM157B 1278 0.16 0.32 0.13 0.69 0.05 0.04 0.16 0.50 0.04 0.06 0.23 -2.12 0.19 -0.30 0.73 -0.56 1.84 -1.81 -2.61

FAM158A 896 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM159A 698 1.47 1.66 1.45 0.87 6.97 1.69 0.00 0.00 0.00 0.20 2.35 1.23 0.05 4.90 5.07 4.87 4.13 7.14 -0.48

FAM159B 967 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM160A1 4576 0.51 1.38 4.76 3.05 1.04 0.38 2.40 4.06 0.04 1.72 1.85 0.89 2.06 -2.01 -0.58 1.21 0.57 -0.98 -2.30

FAM160A2 3507 3.31 14.84 8.31 7.90 7.52 9.08 5.35 8.17 12.97 9.50 8.49 3.09 9.00 -1.44 0.72 -0.12 -0.19 -0.26 0.10

FAM160B1 5828 1.23 4.49 2.18 3.41 1.33 3.83 3.30 3.15 4.25 4.40 2.75 1.46 3.78 -1.62 0.25 -0.79 -0.15 -1.50 0.48

FAM160B2 3759 5.44 16.07 10.87 14.88 13.54 6.38 13.10 6.71 11.30 6.78 11.20 3.48 9.47 -0.80 0.76 0.20 0.65 0.52 -0.81

FAM161A 3871 0.66 1.16 1.54 1.23 0.42 2.00 0.88 0.94 0.44 1.01 1.17 0.23 0.82 -0.30 0.51 0.91 0.59 -0.95 0.78

FAM161B 3602 0.00 0.00 0.00 0.00 0.00 0.00 2.18 1.98 1.98 2.01 0.00 #NUM! 2.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAM162A 838 170.87 62.30 174.27 72.35 166.62 110.70 287.94 0.00 57.89 165.37 126.18 6.98 127.80 0.42 -1.04 0.45 -0.82 0.38 -0.19

FAM162B 1050 3.88 4.11 2.90 1.70 0.49 12.39 3.69 3.32 21.47 10.75 4.25 2.09 9.81 -1.34 -1.26 -1.76 -2.52 -4.32 1.54

FAM163A 2927 0.00 0.02 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.01 -7.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.47

FAM163B 1131 0.00 0.03 0.36 0.23 0.37 0.02 0.00 0.00 0.07 0.00 0.17 -2.56 0.02 #NUM! 0.61 4.39 3.74 4.40 -2.88

FAM164A 3352 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM164C 2093 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM165B 917 5.76 7.57 3.67 9.43 20.95 15.79 5.61 4.04 20.88 16.12 10.53 3.40 11.66 -1.02 -0.62 -1.67 -0.31 0.84 0.58

FAM166A 1163 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM166B 1011 1.75 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.29 -1.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM167A 4093 1.11 2.29 0.25 0.25 1.57 0.41 1.92 2.22 0.03 0.65 0.98 -0.03 1.20 -0.11 0.93 -2.29 -2.29 0.38 -1.25

FAM167B 969 3.82 5.23 2.26 1.35 6.32 11.02 2.78 2.02 14.27 8.30 5.00 2.32 6.84 -0.84 -0.39 -1.60 -2.35 -0.12 1.14

FAM168A 1834 3.51 5.82 14.14 2.65 7.84 4.27 5.18 4.19 6.46 4.24 6.37 2.67 5.02 -0.51 0.22 1.50 -0.92 0.64 -0.58

FAM168B 5420 4.47 7.12 6.57 3.59 4.72 8.36 9.39 5.86 18.65 12.52 5.81 2.54 11.61 -1.38 -0.70 -0.82 -1.69 -1.30 0.53

FAM169A 5942 0.27 0.53 0.19 0.52 0.00 0.00 0.36 0.55 0.00 0.00 0.25 -2.00 0.23 0.22 1.20 -0.27 1.17 #NUM! #NUM!

FAM169B 3298 0.01 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.02 0.00 0.00 -7.78 0.01 0.59 #NUM! 0.82 0.92 #NUM! #NUM!

FAM170A 1471 0.05 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.01 -6.98 0.02 1.53 #NUM! #NUM! #NUM! #NUM! #NUM!

FAM170B 1426 0.00 0.04 0.00 0.03 0.00 0.00 0.02 0.00 0.02 0.03 0.01 -6.50 0.02 #NUM! 1.18 #NUM! 0.50 #NUM! #NUM!

FAM171A1 3964 1.99 6.22 1.86 0.90 2.29 3.51 2.43 1.84 8.16 4.62 2.79 1.48 4.27 -1.10 0.54 -1.20 -2.24 -0.90 0.33

FAM171A2 2634 0.83 0.93 0.84 3.83 1.38 0.52 2.06 1.64 1.45 1.22 1.39 0.47 1.59 -0.94 -0.78 -0.92 1.27 -0.21 -1.43

FAM171B 3557 0.73 2.09 0.87 0.36 0.05 3.76 1.32 1.66 2.09 3.27 1.31 0.39 2.08 -1.52 0.00 -1.27 -2.53 -5.44 1.52

FAM172A 4720 2.97 3.36 2.12 1.70 0.86 5.41 4.77 3.55 3.25 2.14 2.73 1.45 3.43 -0.21 -0.03 -0.69 -1.02 -2.00 0.98

FAM172BP 5009 0.11 0.09 1.73 0.35 0.98 0.13 0.01 0.00 0.00 0.04 0.57 -0.82 0.01 3.06 2.90 7.09 4.81 6.28 -2.08

FAM173A 876 12.89 9.13 4.36 7.35 41.21 12.76 5.79 3.37 11.47 9.42 14.62 3.87 7.51 0.78 0.28 -0.79 -0.03 2.46 -0.20

FAM173B 1865 3.81 2.03 0.00 2.94 2.52 4.70 2.18 1.91 3.26 3.90 2.67 1.41 2.81 0.44 -0.47 #NUM! 0.06 -0.16 0.82

FAM174A 1260 3.84 6.35 2.88 10.94 28.93 19.11 8.29 9.18 17.96 24.54 12.01 3.59 14.99 -1.97 -1.24 -2.38 -0.45 0.95 0.67

FAM174B 2630 1.33 2.28 1.99 0.78 4.23 4.90 1.01 0.71 3.05 4.06 2.58 1.37 2.21 -0.73 0.05 -0.15 -1.51 0.94 0.92

FAM175A 2835 2.18 1.18 3.05 0.00 2.07 8.24 4.51 4.54 1.61 8.13 2.79 1.48 4.70 -1.10 -1.99 -0.62 #NUM! -1.18 1.56

FAM175B 3008 6.39 4.85 3.77 6.19 2.74 4.76 4.92 4.05 3.49 4.52 4.78 2.26 4.25 0.59 0.19 -0.17 0.54 -0.63 -0.01

FAM176A 1872 1.03 4.83 0.59 0.72 3.44 4.74 1.53 0.26 3.55 2.25 2.56 1.35 1.90 -0.88 1.35 -1.70 -1.39 0.86 0.89

FAM176B 1054 26.70 30.21 12.40 18.23 22.25 32.96 22.53 15.34 54.51 40.82 23.79 4.57 33.30 -0.32 -0.14 -1.42 -0.87 -0.58 0.47

FAM177A1 3276 13.84 8.62 12.99 8.98 22.58 18.97 5.59 8.32 12.28 16.73 14.33 3.84 10.73 0.37 -0.31 0.28 -0.26 1.07 0.40

FAM177B 1345 0.09 0.74 0.10 0.03 0.00 0.60 0.00 0.31 0.08 0.45 0.26 -1.95 0.21 -1.27 1.83 -1.04 -2.94 -5.96 1.21

FAM178A 7291 2.00 3.28 2.33 2.92 1.42 3.26 1.97 1.88 2.20 2.24 2.53 1.34 2.07 -0.05 0.66 0.17 0.50 -0.54 0.37

FAM178B 2691 0.64 0.29 0.25 2.20 0.84 1.16 1.88 1.14 1.34 0.48 0.90 -0.16 1.21 -0.92 -2.06 -2.26 0.86 -0.54 0.37

FAM179A 3564 1.53 0.19 0.43 0.33 0.33 0.69 0.04 0.02 0.68 0.07 0.58 -0.78 0.20 2.93 -0.08 1.09 0.70 0.72 0.24

FAM179B 6257 1.84 2.83 2.30 1.26 1.09 4.14 2.33 1.41 1.58 2.69 2.24 1.17 2.00 -0.12 0.50 0.20 -0.67 -0.88 0.88

FAM180A 1818 0.89 1.02 2.97 0.21 0.59 1.34 1.06 1.71 2.45 1.35 1.17 0.23 1.64 -0.88 -0.69 0.85 -2.95 -1.47 0.20

FAM180B 1437 0.00 0.08 0.00 0.18 0.00 0.07 0.00 0.02 0.58 0.07 0.06 -4.17 0.17 #NUM! -1.01 #NUM! 0.12 #NUM! 0.36

FAM181A 1848 0.00 0.00 0.07 0.00 0.00 0.25 0.00 0.00 0.03 0.03 0.05 -4.22 0.01 #NUM! #NUM! 2.23 #NUM! #NUM! 2.24

FAM181B 1875 0.40 0.58 0.02 2.94 2.10 0.42 0.67 0.08 1.33 0.80 1.08 0.11 0.72 -0.85 -0.31 -5.37 2.03 1.55 -1.37

FAM182A 5111 0.46 0.04 0.03 0.25 0.02 0.34 0.07 0.06 0.06 0.15 0.19 -2.41 0.09 2.43 -1.21 -1.72 1.58 -2.41 0.85

FAM182B 5481 1.74 0.10 0.06 2.22 0.09 0.37 0.36 1.17 0.08 1.27 0.76 -0.39 0.72 1.26 -2.87 -3.52 1.62 -2.95 -1.06

FAM183A 530 7.50 1.19 0.91 0.65 1.12 11.87 3.98 1.80 0.13 3.57 3.88 1.95 2.37 1.66 -0.99 -1.37 -1.86 -1.08 1.61

FAM183B 1647 0.00 0.02 0.00 0.02 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -7.29 0.00 #NUM! 1.94 #NUM! 2.26 #NUM! #NUM!

FAM184A 4057 0.10 0.90 0.67 0.45 2.08 4.27 0.43 0.60 0.52 1.67 1.41 0.50 0.81 -3.01 0.16 -0.26 -0.85 1.37 1.60

FAM184B 3855 2.11 2.15 0.00 2.90 1.01 1.09 4.59 1.17 1.72 1.67 1.54 0.63 2.29 -0.12 -0.09 #NUM! 0.34 -1.17 -0.50

FAM185A 2296 2.08 2.36 1.65 2.71 2.44 2.15 1.59 1.22 1.75 2.46 2.23 1.16 1.76 0.25 0.42 -0.09 0.63 0.47 -0.06

FAM186A 7265 0.01 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.92 0.00 4.52 6.09 #NUM! #NUM! 0.09 -4.24

FAM186B 3106 0.04 1.03 0.10 0.30 0.07 0.15 0.08 0.17 0.14 0.11 0.28 -1.83 0.12 -1.46 3.07 -0.31 1.26 -0.91 -0.91

FAM187B 1179 0.00 0.00 0.00 0.00 0.00 0.04 0.05 0.00 0.02 0.10 0.01 -7.10 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

FAM188A 2375 4.20 4.33 5.46 6.40 4.33 11.93 5.89 4.85 15.24 11.52 6.11 2.61 9.37 -1.16 -1.11 -0.78 -0.55 -1.12 0.97

FAM188B 2750 0.00 4.12 3.33 2.23 2.45 2.06 0.00 2.28 0.00 0.00 2.36 1.24 0.57 #NUM! 2.85 2.55 1.97 2.11 -0.20

FAM189A1 4718 0.04 0.13 0.01 0.26 0.01 0.05 0.07 0.04 0.08 0.10 0.08 -3.59 0.07 -0.70 0.80 -2.28 1.84 -3.70 -0.79

FAM189A2 2423 1.92 2.54 1.69 0.86 0.65 2.17 6.19 4.18 2.38 3.45 1.64 0.71 4.05 -1.07 -0.67 -1.26 -2.24 -2.65 0.41

FAM189B 3209 6.87 8.84 12.67 11.30 14.16 4.78 7.92 6.41 9.47 4.68 9.77 3.29 7.12 -0.05 0.31 0.83 0.67 0.99 -1.03

FAM18A 3339 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM18B1 1821 8.06 7.23 7.39 7.32 24.96 25.88 7.69 8.98 17.34 40.64 13.47 3.75 18.66 -1.21 -1.37 -1.34 -1.35 0.42 0.94

FAM18B2 4244 3.53 2.15 3.33 2.05 6.51 0.00 1.76 5.34 4.22 0.00 2.93 1.55 2.83 0.32 -0.40 0.24 -0.46 1.20 #NUM!

FAM18B2-CDRT4 2926 1.83 2.69 1.23 3.00 3.02 2.44 1.40 0.00 2.42 0.00 2.37 1.24 0.96 0.94 1.49 0.37 1.65 1.66 0.05

FAM190A 6205 0.09 0.63 0.24 0.59 0.01 0.47 0.28 0.80 0.45 0.71 0.34 -1.57 0.56 -2.60 0.16 -1.24 0.07 -5.31 0.47

FAM190B 7676 4.34 6.53 7.49 8.82 2.37 6.31 7.34 7.94 5.39 4.95 5.98 2.58 6.40 -0.56 0.03 0.23 0.46 -1.43 0.08

FAM192A 2865 23.50 19.77 11.78 33.09 23.61 17.66 13.83 12.90 16.79 13.45 21.57 4.43 14.24 0.72 0.47 -0.27 1.22 0.73 -0.29

FAM193A 4742 2.02 6.98 9.50 4.76 2.57 3.93 6.03 6.28 4.37 3.87 4.96 2.31 5.14 -1.35 0.44 0.89 -0.11 -1.00 -0.34

FAM193B 4620 12.38 9.08 5.29 32.80 10.04 5.67 8.75 4.44 7.11 6.66 12.54 3.65 6.74 0.88 0.43 -0.35 2.28 0.57 -1.15

FAM194A 2067 0.03 0.39 0.00 0.30 0.01 0.10 0.00 0.04 0.00 0.00 0.14 -2.86 0.01 1.40 5.27 #NUM! 4.90 0.30 -0.51

FAM194B 2421 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAM195A 928 11.84 6.96 5.53 6.94 58.30 6.24 6.40 4.74 7.84 5.81 15.97 4.00 6.20 0.93 0.17 -0.16 0.16 3.23 -1.36

FAM195B 1252 22.04 32.80 23.71 19.65 56.80 50.69 20.42 14.64 84.49 36.48 34.28 5.10 39.01 -0.82 -0.25 -0.72 -0.99 0.54 0.56

FAM196A 4407 0.02 0.15 0.03 0.49 0.00 0.00 0.09 0.07 0.02 0.07 0.12 -3.11 0.06 -1.38 1.27 -0.83 3.00 #NUM! #NUM!

FAM196B 3548 0.12 0.13 0.03 0.10 0.00 0.02 0.02 0.00 0.00 0.02 0.07 -3.91 0.01 3.33 3.49 1.13 3.11 #NUM! -1.77

FAM198A 3449 0.53 1.95 0.33 0.06 0.19 1.78 1.51 1.41 8.10 3.06 0.81 -0.31 3.52 -2.72 -0.85 -3.42 -5.94 -4.25 1.14

FAM198B 4854 5.14 13.57 5.46 5.50 1.13 20.49 7.71 10.62 21.69 15.63 8.55 3.10 13.91 -1.44 -0.04 -1.35 -1.34 -3.62 1.26

FAM199X 7626 1.35 3.68 3.61 2.56 3.00 6.45 2.51 2.34 3.07 4.53 3.44 1.78 3.11 -1.20 0.24 0.21 -0.28 -0.06 0.91

FAM19A1 1937 0.00 0.03 0.00 0.00 0.03 0.03 0.03 0.00 0.03 0.07 0.02 -6.06 0.03 #NUM! 0.00 #NUM! #NUM! -0.11 0.90

FAM19A2 4069 0.08 0.94 0.23 0.17 0.10 1.30 0.27 0.37 0.38 3.21 0.47 -1.09 1.06 -3.82 -0.16 -2.18 -2.68 -3.48 1.47

FAM19A3 1144 0.20 0.03 0.10 0.14 0.18 0.23 0.03 0.06 0.19 0.05 0.15 -2.75 0.08 1.31 -1.47 0.33 0.84 1.21 0.66

FAM19A4 2248 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.00 -9.13 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

FAM19A5 2652 2.32 8.82 0.31 1.10 0.06 3.66 1.38 1.14 11.62 2.78 2.71 1.44 4.23 -0.87 1.06 -3.78 -1.95 -6.20 0.43

FAM200A 2548 1.97 1.85 2.00 2.19 1.05 1.97 1.85 1.17 1.51 1.38 1.84 0.88 1.48 0.41 0.33 0.44 0.57 -0.50 0.10

FAM200B 4395 36.04 0.65 6.64 1.65 0.00 4.92 4.09 3.60 4.37 2.26 8.32 3.06 3.58 3.33 -2.45 0.89 -1.12 #NUM! -0.76

FAM201A 1741 0.24 0.39 0.08 0.24 0.83 0.39 0.10 0.35 0.03 0.25 0.36 -1.46 0.18 0.41 1.12 -1.27 0.42 2.19 0.11

FAM203A 2441 4.59 4.05 12.22 5.71 42.46 2.98 4.72 2.05 5.31 3.43 12.00 3.59 3.88 0.24 0.06 1.66 0.56 3.45 -2.01

FAM204A 2766 4.43 3.38 2.76 4.97 5.12 20.45 3.83 3.76 17.07 10.11 6.85 2.78 8.69 -0.97 -1.36 -1.66 -0.81 -0.76 1.58

FAM20A 4285 5.46 10.17 5.26 9.51 1.08 8.71 0.00 4.65 9.55 10.71 6.70 2.74 6.23 -0.19 0.71 -0.24 0.61 -2.53 0.38

FAM20B 5950 4.40 6.57 5.82 6.38 4.42 9.64 5.30 5.43 8.09 7.54 6.20 2.63 6.59 -0.58 0.00 -0.18 -0.05 -0.58 0.64

FAM20C 2768 8.28 9.91 7.70 17.37 23.51 10.41 5.35 4.22 21.46 11.43 12.86 3.68 10.61 -0.36 -0.10 -0.46 0.71 1.15 -0.31



FAM21A 4735 4.60 12.68 9.33 9.42 2.35 6.96 6.74 9.71 7.35 7.06 7.56 2.92 7.72 -0.75 0.72 0.27 0.29 -1.72 -0.12

FAM21B 4328 4.91 9.93 9.31 8.23 3.91 9.13 6.87 7.50 8.63 8.16 7.57 2.92 7.79 -0.67 0.35 0.26 0.08 -0.99 0.27

FAM21C 4654 6.06 11.28 10.76 10.69 4.48 15.45 7.98 9.74 10.19 10.04 9.79 3.29 9.49 -0.65 0.25 0.18 0.17 -1.08 0.66

FAM22A 3308 0.65 1.80 0.67 1.52 1.38 0.73 1.55 0.33 1.55 0.59 1.13 0.17 1.00 -0.63 0.84 -0.58 0.60 0.45 -0.62

FAM22D 5543 0.32 1.88 0.50 1.07 0.00 0.16 0.74 0.47 1.10 0.51 0.65 -0.61 0.71 -1.16 1.41 -0.50 0.60 #NUM! -2.01

FAM22F 2561 0.08 3.38 0.17 0.82 0.17 0.13 0.71 0.10 0.10 0.05 0.79 -0.34 0.24 -1.64 3.84 -0.49 1.79 -0.44 -2.59

FAM22G 4194 0.08 2.61 1.23 0.77 0.63 0.30 1.66 0.31 0.13 0.00 0.94 -0.09 0.52 -2.73 2.31 1.23 0.56 0.27 -1.64

FAM24B 788 1.20 0.38 1.30 1.04 9.08 3.80 0.79 0.21 0.70 0.69 2.80 1.48 0.60 1.00 -0.64 1.12 0.80 3.93 0.44

FAM24B-CUZD1 2630 0.00 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.16 0.02 -5.67 0.04 #NUM! 1.59 #NUM! #NUM! #NUM! #NUM!

FAM25A 362 381.51 135.88 75.56 107.14 21.22 0.00 407.77 205.83 0.25 189.00 120.22 6.91 200.71 0.93 -0.56 -1.41 -0.91 -3.24 #NUM!

FAM26D 1311 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

FAM26E 3556 0.52 0.44 0.26 0.18 0.23 1.30 0.72 0.71 1.83 1.08 0.49 -1.04 1.08 -1.07 -1.29 -2.07 -2.62 -2.25 1.41

FAM26F 1109 4.41 6.97 5.78 2.59 103.27 18.07 0.00 0.66 0.00 3.28 23.51 4.56 0.99 2.16 2.82 2.55 1.39 6.71 -0.38

FAM27A 703 1.92 2.09 1.44 1.39 6.96 1.56 0.97 1.48 2.10 1.69 2.56 1.36 1.56 0.30 0.42 -0.11 -0.17 2.16 -0.71

FAM27B 703 2.50 3.14 1.90 1.80 7.46 1.62 1.16 2.05 2.34 2.08 3.07 1.62 1.91 0.39 0.72 -0.01 -0.08 1.97 -0.93

FAM27L 609 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM32A 1464 50.71 41.45 95.26 67.30 68.76 45.26 31.15 23.93 50.40 31.45 61.46 5.94 34.23 0.57 0.28 1.48 0.98 1.01 -0.44

FAM35A 3417 4.76 5.50 4.58 5.54 5.73 8.20 3.93 0.00 4.65 4.96 5.72 2.52 3.38 0.49 0.70 0.44 0.71 0.76 0.52

FAM35B 3290 0.87 1.62 1.00 1.77 0.78 1.72 0.79 1.16 1.22 1.28 1.29 0.37 1.11 -0.35 0.54 -0.15 0.67 -0.51 0.41

FAM35B2 3294 1.09 1.62 1.08 1.96 1.05 2.11 0.86 1.23 1.51 1.55 1.48 0.57 1.29 -0.25 0.33 -0.26 0.60 -0.30 0.51

FAM36A 2632 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM38A 7833 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM38B 9733 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM3A 3080 22.02 16.08 14.87 24.89 22.90 10.96 15.58 13.74 18.31 15.36 18.62 4.22 15.75 0.48 0.03 -0.08 0.66 0.54 -0.76

FAM3B 1384 2.47 2.55 34.22 0.03 0.61 18.14 7.50 8.61 0.11 11.75 9.67 3.27 6.99 -1.50 -1.45 2.29 -7.88 -3.51 0.91

FAM3C 2552 13.75 17.47 29.78 21.86 12.62 47.57 9.18 9.23 24.53 27.96 23.84 4.58 17.73 -0.37 -0.02 0.75 0.30 -0.49 1.00

FAM3D 1322 13.11 8.13 0.29 1.29 0.10 1.49 49.45 33.07 0.12 18.03 4.07 2.02 25.17 -0.94 -1.63 -6.46 -4.29 -7.93 -1.45

FAM40A 3290 3.55 11.26 9.51 11.53 11.43 8.00 7.48 6.60 10.59 7.63 9.21 3.20 8.07 -1.18 0.48 0.24 0.51 0.50 -0.20

FAM40B 5115 1.25 1.36 2.44 1.53 1.24 0.78 0.09 0.18 0.06 0.17 1.43 0.52 0.12 3.35 3.47 4.31 3.64 3.34 -0.87

FAM41C 1779 0.11 0.27 0.20 0.27 0.55 1.19 0.63 0.51 0.43 1.05 0.43 -1.21 0.65 -2.51 -1.27 -1.70 -1.28 -0.24 1.46

FAM43A 3182 5.78 12.11 3.34 9.76 16.34 5.53 14.32 13.07 4.54 12.45 8.81 3.14 11.10 -0.94 0.13 -1.73 -0.19 0.56 -0.67

FAM43B 2640 0.27 0.23 0.06 0.04 0.04 0.18 0.27 0.16 1.27 0.28 0.14 -2.88 0.50 -0.89 -1.12 -3.03 -3.67 -3.68 0.42

FAM45A 2192 0.00 1.68 0.00 1.69 0.96 0.00 0.00 1.42 1.29 0.00 0.72 -0.47 0.68 #NUM! 1.31 #NUM! 1.32 0.50 #NUM!

FAM45B 2508 0.71 0.31 0.16 0.28 0.22 0.44 0.42 0.33 0.35 0.39 0.35 -1.50 0.37 0.94 -0.28 -1.21 -0.40 -0.72 0.30

FAM46A 5617 3.20 4.36 4.33 5.58 2.25 5.40 6.77 5.21 5.66 4.48 4.19 2.07 5.53 -0.79 -0.34 -0.35 0.01 -1.30 0.37

FAM46B 2391 10.29 12.25 10.30 20.73 8.10 11.09 33.89 68.83 16.56 31.43 12.13 3.60 37.68 -1.87 -1.62 -1.87 -0.86 -2.22 -0.13

FAM46C 5720 1.91 2.21 3.38 1.58 1.08 7.04 1.24 2.42 3.88 4.09 2.87 1.52 2.91 -0.61 -0.40 0.22 -0.88 -1.43 1.30

FAM47A 2584 0.00 0.02 0.00 0.01 0.00 0.00 0.46 0.01 0.00 0.00 0.01 -7.47 0.12 #NUM! -2.49 #NUM! -3.17 #NUM! #NUM!

FAM47B 2122 0.00 0.00 0.00 0.00 0.00 0.00 0.40 0.00 0.00 0.00 0.00 #NUM! 0.10 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAM47C 3308 0.01 0.00 0.00 0.01 0.00 0.00 0.44 0.01 0.00 0.00 0.00 -8.39 0.11 -3.82 #NUM! #NUM! -3.50 #NUM! #NUM!

FAM47E 1564 0.00 1.71 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.28 -1.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM48A 3003 5.65 17.98 19.51 18.65 2.60 12.92 9.38 9.67 8.20 7.05 12.89 3.69 8.58 -0.60 1.07 1.19 1.12 -1.72 0.00

FAM48B1 2664 0.06 0.03 0.00 0.01 0.00 0.00 0.00 0.01 0.11 0.03 0.02 -5.86 0.04 0.66 -0.34 #NUM! -1.60 #NUM! -4.88

FAM48B2 2454 0.05 0.01 0.00 0.00 0.00 0.00 0.01 0.02 0.06 0.01 0.01 -6.52 0.03 1.10 -1.22 #NUM! #NUM! #NUM! #NUM!

FAM49A 4702 1.89 4.55 2.15 3.43 1.19 5.32 4.90 5.43 10.75 3.98 3.09 1.63 6.26 -1.73 -0.46 -1.55 -0.87 -2.40 0.79

FAM49B 2219 26.43 27.55 39.59 119.99 52.14 37.18 12.27 14.85 12.39 20.52 50.48 5.66 15.01 0.82 0.88 1.40 3.00 1.80 -0.44

FAM50A 1357 19.12 23.86 29.53 14.41 77.35 52.07 20.83 13.21 35.45 27.06 36.06 5.17 24.14 -0.34 -0.02 0.29 -0.74 1.68 0.53

FAM50B 1618 6.77 1.48 1.15 0.48 7.33 2.93 3.21 3.26 5.00 3.46 3.36 1.75 3.73 0.86 -1.33 -1.70 -2.96 0.97 -0.20

FAM53A 2807 0.24 0.23 0.08 0.19 2.27 2.24 0.19 0.00 2.00 0.16 0.87 -0.20 0.59 -1.31 -1.37 -2.92 -1.62 1.95 1.36

FAM53B 5740 5.27 4.71 2.79 5.19 2.48 0.00 1.20 2.90 4.22 2.51 3.41 1.77 2.71 0.96 0.80 0.04 0.94 -0.13 #NUM!

FAM53C 4419 5.14 5.47 7.38 7.54 9.98 6.75 6.91 7.49 10.56 9.96 7.04 2.82 8.73 -0.76 -0.67 -0.24 -0.21 0.19 -0.06

FAM54A 1811 3.22 1.06 3.78 2.58 2.88 1.58 0.65 0.36 0.08 0.32 2.52 1.33 0.36 3.18 1.58 3.41 2.86 3.02 -0.67

FAM54B 2120 15.40 13.28 11.83 7.71 8.50 18.81 12.84 10.04 35.27 18.99 12.59 3.65 19.28 -0.32 -0.54 -0.70 -1.32 -1.18 0.58

FAM55A 1953 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.68 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM55B 1778 0.02 0.09 0.00 0.00 0.00 0.01 0.03 0.06 0.03 0.01 0.02 -5.61 0.03 -1.13 1.46 #NUM! #NUM! #NUM! -0.59

FAM55C 8929 0.60 0.60 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.07 0.20 -2.32 0.52 0.22 0.21 #NUM! #NUM! #NUM! #NUM!

FAM55D 2179 0.11 0.00 0.00 0.06 0.02 0.00 0.00 0.03 0.02 0.00 0.03 -4.91 0.01 3.05 #NUM! #NUM! 2.16 0.76 #NUM!

FAM57A 2096 16.40 11.46 20.30 38.91 27.06 6.97 16.74 13.54 6.74 19.19 20.18 4.34 14.06 0.22 -0.29 0.53 1.47 0.95 -1.53

FAM57B 1943 0.00 0.14 0.05 0.09 0.47 0.01 0.03 0.00 0.00 0.02 0.13 -2.96 0.01 #NUM! 3.43 1.92 2.75 5.15 -3.35

FAM58A 1308 13.80 6.11 9.44 9.72 21.40 12.26 7.59 4.10 13.42 8.75 12.12 3.60 8.47 0.70 -0.47 0.16 0.20 1.34 0.02

FAM59A 7051 1.59 3.41 6.25 5.94 0.61 1.90 5.69 7.92 1.48 3.38 3.28 1.72 4.62 -1.54 -0.44 0.44 0.36 -2.92 -0.79

FAM59B 5169 1.30 1.48 1.82 1.63 3.01 1.18 1.24 1.03 2.10 0.60 1.74 0.80 1.24 0.07 0.25 0.55 0.39 1.28 -0.56

FAM5B 3617 0.09 0.01 0.00 0.01 0.00 0.02 0.02 0.02 0.19 0.00 0.02 -5.51 0.06 0.58 -2.00 #NUM! -2.67 #NUM! -0.18

FAM5C 2884 0.09 0.01 0.00 0.00 0.00 0.02 0.00 0.03 0.01 0.01 0.02 -5.58 0.01 2.85 -0.47 #NUM! #NUM! #NUM! 0.21

FAM60A 3134 8.02 14.16 18.29 13.57 14.83 23.08 11.83 21.07 16.85 33.70 15.33 3.94 20.86 -1.38 -0.56 -0.19 -0.62 -0.49 0.59

FAM63A 2851 3.80 7.42 2.81 8.34 4.66 6.57 12.53 9.23 9.56 6.22 5.60 2.49 9.39 -1.31 -0.34 -1.74 -0.17 -1.01 0.23

FAM63B 5013 0.80 2.11 1.91 1.62 0.26 3.79 1.87 1.39 1.86 2.41 1.75 0.81 1.88 -1.23 0.17 0.02 -0.22 -2.88 1.12

FAM64A 1563 2.06 1.93 4.46 2.88 9.97 4.22 0.00 1.22 0.00 0.74 4.25 2.09 0.49 2.08 1.98 3.19 2.56 4.35 -0.01

FAM65A 4249 3.08 16.25 8.03 14.08 24.11 14.59 13.24 13.17 30.65 15.00 13.36 3.74 18.01 -2.55 -0.15 -1.17 -0.36 0.42 0.13

FAM65B 5471 1.18 4.72 3.00 3.00 1.68 4.01 3.34 3.91 2.96 3.45 2.93 1.55 3.41 -1.53 0.47 -0.19 -0.19 -1.03 0.45

FAM65C 4292 1.57 3.91 1.09 1.68 0.41 3.41 2.38 2.71 11.43 4.60 2.01 1.01 5.28 -1.75 -0.43 -2.28 -1.65 -3.70 0.76

FAM66A 775 0.60 0.44 1.72 0.04 0.24 0.27 0.32 0.21 0.00 0.55 0.55 -0.86 0.27 1.14 0.71 2.66 -2.69 -0.20 -1.05

FAM66B 1432 0.83 0.99 0.41 0.56 0.36 0.18 0.40 0.67 0.52 0.39 0.55 -0.85 0.49 0.76 1.00 -0.27 0.19 -0.47 -1.65

FAM66C 3266 0.11 0.18 0.07 0.17 0.09 0.45 0.10 0.20 1.19 1.80 0.18 -2.51 0.82 -2.97 -2.22 -3.64 -2.26 -3.19 1.34

FAM66D 1071 0.24 0.18 0.30 0.24 0.31 0.40 0.37 0.39 0.46 0.36 0.28 -1.85 0.40 -0.73 -1.13 -0.41 -0.74 -0.37 0.54

FAM66E 1434 0.19 0.37 0.24 0.29 0.12 0.11 0.34 0.52 0.35 0.33 0.22 -2.18 0.38 -0.98 -0.07 -0.68 -0.39 -1.65 -1.02

FAM69A 2599 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM69B 2334 1.76 2.92 1.01 0.83 0.00 3.29 2.46 1.36 7.40 4.09 1.64 0.71 3.83 -1.12 -0.39 -1.92 -2.20 #NUM! 1.01

FAM69C 2048 0.03 0.07 0.03 0.00 0.07 0.16 0.17 0.01 0.21 0.27 0.06 -4.04 0.17 -2.64 -1.31 -2.41 #NUM! -1.15 1.44

FAM70A 3512 1.35 1.46 0.88 1.73 1.84 7.28 4.67 4.58 3.32 6.11 2.42 1.28 4.67 -1.79 -1.68 -2.41 -1.43 -1.34 1.59

FAM70B 1047 7.45 7.72 4.62 1.86 5.76 11.12 5.62 5.94 11.34 9.12 6.42 2.68 8.01 -0.10 -0.05 -0.79 -2.11 -0.47 0.79

FAM71A 2332 0.00 0.05 0.03 0.03 0.00 0.01 0.02 0.04 0.01 0.06 0.02 -5.74 0.03 #NUM! 0.56 -0.22 -0.12 #NUM! -0.89

FAM71C 1808 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM71D 1790 0.00 0.00 0.04 0.00 0.00 0.05 0.00 0.02 0.00 0.00 0.02 -6.05 0.00 #NUM! #NUM! 3.21 #NUM! #NUM! 1.85

FAM71E1 1329 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM71E2 3209 0.00 0.03 0.75 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.14 -2.88 0.00 #NUM! 5.18 9.69 #NUM! #NUM! -2.23

FAM71F1 1734 0.03 0.02 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM71F2 1333 0.14 0.97 0.43 0.28 0.00 0.05 0.33 0.11 0.02 0.13 0.31 -1.69 0.15 -0.15 2.68 1.52 0.87 #NUM! -2.71

FAM72A 1881 2.00 1.71 4.26 3.43 2.50 3.73 0.59 1.12 1.53 0.75 2.94 1.56 1.00 1.01 0.78 2.10 1.78 1.33 0.34

FAM72B 2374 2.11 2.94 4.13 3.11 2.07 3.07 0.62 0.97 1.13 0.67 2.91 1.54 0.85 1.32 1.79 2.28 1.87 1.29 0.08

FAM72D 2393 1.91 1.85 4.11 3.81 2.31 3.48 0.59 1.01 0.00 0.78 2.91 1.54 0.59 1.68 1.64 2.79 2.68 1.96 0.26

FAM73A 5292 0.59 2.00 1.64 1.56 0.71 2.18 1.54 1.71 1.34 1.93 1.45 0.53 1.63 -1.46 0.29 0.01 -0.06 -1.21 0.59

FAM73B 3597 4.39 3.77 2.78 4.33 7.35 4.41 5.50 2.51 4.31 4.03 4.51 2.17 4.09 0.10 -0.11 -0.56 0.08 0.85 -0.03

FAM74A2 1790 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.03 0.02 0.01 0.00 -8.36 0.02 -1.10 -0.65 #NUM! #NUM! #NUM! #NUM!

FAM74A3 1883 0.01 0.06 0.00 0.02 0.00 0.06 0.00 0.03 0.02 0.02 0.03 -5.31 0.02 -0.50 1.79 #NUM! -0.24 #NUM! 1.26

FAM74A4 1860 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.01 -6.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

FAM75A6 4214 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 -8.38 0.02 -1.29 -0.51 #NUM! #NUM! #NUM! #NUM!

FAM75C1 3779 0.03 0.03 0.02 0.01 0.00 0.01 0.00 0.02 0.00 0.00 0.01 -6.09 0.01 2.36 2.42 1.65 0.75 #NUM! -0.69

FAM75C2 3761 0.05 0.04 0.00 0.00 0.00 0.03 0.00 0.02 0.00 0.01 0.02 -5.69 0.01 2.86 2.67 #NUM! #NUM! #NUM! 0.50

FAM75D1 4833 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAM75D5 4878 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -9.82 0.00 #NUM! #NUM! #NUM! 2.32 #NUM! #NUM!

FAM76A 3462 1.96 3.18 2.38 3.18 1.04 5.41 3.06 2.87 4.35 3.18 2.86 1.52 3.36 -0.78 -0.08 -0.50 -0.08 -1.70 0.92

FAM76B 3958 1.09 1.80 1.93 2.51 2.04 4.19 1.55 1.62 1.90 3.26 2.26 1.18 2.08 -0.93 -0.21 -0.11 0.27 -0.03 0.89

FAM78A 3957 1.08 3.39 2.57 1.59 1.14 1.37 1.05 0.57 0.79 0.70 1.86 0.89 0.78 0.48 2.12 1.72 1.03 0.55 -0.44

FAM78B 1481 0.33 0.61 0.20 1.14 0.57 1.07 0.66 0.45 1.54 1.05 0.65 -0.61 0.92 -1.50 -0.60 -2.19 0.30 -0.69 0.71

FAM7A3 1162 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM81A 3468 1.76 0.79 2.90 0.39 0.99 1.31 0.19 0.18 0.00 0.38 1.36 0.44 0.19 3.22 2.07 3.94 1.04 2.39 -0.05

FAM81B 1563 0.00 3.17 0.00 0.02 0.01 0.00 0.00 0.00 0.02 0.04 0.53 -0.91 0.01 #NUM! 7.73 #NUM! 0.60 -1.42 #NUM!

FAM82A1 2000 2.04 3.00 1.00 0.98 0.91 3.77 1.66 1.16 0.00 0.00 1.95 0.96 0.71 1.53 2.09 0.50 0.47 0.37 0.95

FAM82A2 2251 6.98 11.09 10.30 10.09 10.23 14.38 8.99 10.19 14.19 13.22 10.51 3.39 11.65 -0.74 -0.07 -0.18 -0.21 -0.19 0.45

FAM82B 3064 11.64 6.76 14.15 9.98 6.50 7.50 5.81 6.04 7.39 6.20 9.42 3.24 6.36 0.87 0.09 1.15 0.65 0.03 -0.33

FAM83A 2946 33.58 19.32 56.24 49.52 82.02 3.93 10.23 29.79 0.14 29.01 40.77 5.35 17.29 0.96 0.16 1.70 1.52 2.25 -3.38

FAM83B 3167 3.30 6.24 28.06 19.18 2.36 3.05 10.08 25.17 0.01 5.73 10.36 3.37 10.25 -1.64 -0.72 1.45 0.90 -2.12 -1.77

FAM83C 3191 5.19 4.34 10.94 8.93 1.60 2.50 11.09 39.69 0.04 16.15 5.58 2.48 16.74 -1.69 -1.95 -0.61 -0.91 -3.39 -1.16

FAM83D 2445 14.41 6.63 14.54 11.04 13.54 9.09 6.00 3.84 1.15 2.82 11.54 3.53 3.45 2.06 0.94 2.07 1.68 1.97 -0.35

FAM83E 2011 0.97 8.89 3.52 0.15 0.04 0.86 1.86 1.36 0.00 1.16 2.40 1.27 1.09 -0.17 3.02 1.68 -2.83 -4.84 -1.49

FAM83F 2134 4.43 1.52 3.87 5.23 4.64 1.14 3.94 3.15 0.01 4.78 3.47 1.80 2.97 0.58 -0.97 0.38 0.82 0.65 -1.61

FAM83G 2930 2.99 9.60 24.12 38.77 14.64 1.53 29.61 22.49 1.04 20.61 15.28 3.93 18.44 -2.62 -0.94 0.39 1.07 -0.33 -3.32

FAM83H 5604 5.18 17.03 47.32 34.72 47.81 3.60 23.06 25.26 0.15 8.72 25.94 4.70 14.30 -1.46 0.25 1.73 1.28 1.74 -2.85

FAM84A 6366 14.15 10.68 34.65 18.71 6.05 2.78 9.22 13.01 1.95 8.66 14.50 3.86 8.21 0.78 0.38 2.08 1.19 -0.44 -2.38

FAM84B 5503 2.14 2.81 6.35 8.68 3.85 2.63 4.81 3.94 2.43 3.79 4.41 2.14 3.74 -0.81 -0.41 0.76 1.21 0.04 -0.74

FAM86A 2374 7.68 6.68 4.08 6.93 7.58 4.47 4.13 2.67 5.01 3.21 6.24 2.64 3.76 1.03 0.83 0.12 0.88 1.01 -0.48

FAM86B1 2458 0.53 1.27 1.50 0.81 0.97 0.97 0.41 0.13 2.98 0.83 1.01 0.01 1.09 -1.03 0.23 0.47 -0.42 -0.16 -0.06

FAM86B2 1268 0.31 0.70 1.07 0.43 0.95 1.02 0.00 0.31 1.77 0.94 0.75 -0.42 0.75 -1.27 -0.11 0.50 -0.81 0.34 0.45

FAM86C1 2127 2.98 2.47 5.18 3.69 3.19 1.21 2.75 1.50 1.95 1.27 3.12 1.64 1.87 0.68 0.40 1.47 0.98 0.77 -1.37

FAM86C2P 1859 2.86 1.59 2.02 4.88 3.30 1.56 1.58 1.29 1.36 1.13 2.70 1.43 1.34 1.09 0.25 0.59 1.86 1.30 -0.80

FAM86DP 2527 0.88 3.04 3.43 3.29 1.33 0.97 2.22 1.22 2.92 1.48 2.16 1.11 1.96 -1.15 0.64 0.81 0.75 -0.56 -1.15

FAM86EP 3428 0.58 1.14 0.68 0.57 2.51 0.75 1.12 0.60 1.02 0.63 1.04 0.05 0.84 -0.55 0.44 -0.31 -0.56 1.57 -0.47

FAM86FP 2143 0.13 0.41 0.65 2.26 0.84 0.62 0.51 0.95 0.38 1.58 0.82 -0.29 0.85 -2.75 -1.07 -0.39 1.40 -0.03 -0.40

FAM86HP 2116 0.48 1.98 1.20 2.83 2.42 0.97 1.61 0.61 0.83 1.31 1.65 0.72 1.09 -1.19 0.86 0.14 1.38 1.15 -0.76

FAM89A 1516 1.11 5.69 4.58 6.78 3.69 7.40 1.97 4.04 14.24 9.72 4.87 2.28 7.49 -2.76 -0.40 -0.71 -0.14 -1.02 0.60

FAM89B 1477 36.07 30.96 22.71 36.94 35.67 29.82 38.37 22.57 46.94 34.08 32.03 5.00 35.49 0.02 -0.20 -0.64 0.06 0.01 -0.10

FAM8A1 4762 3.51 6.35 3.51 3.86 1.62 8.52 6.18 5.22 8.29 8.97 4.56 2.19 7.17 -1.03 -0.17 -1.03 -0.89 -2.14 0.90

FAM90A1 2516 0.12 0.10 0.51 0.35 0.51 0.11 0.21 0.19 0.35 0.19 0.29 -1.81 0.24 -1.02 -1.21 1.12 0.58 1.12 -1.33

FAM90A10 1395 0.03 0.00 0.07 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.02 -5.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.49

FAM90A20 1395 0.01 0.02 0.00 0.00 0.00 0.03 0.00 0.07 0.00 0.00 0.01 -6.50 0.02 -0.88 0.31 -2.04 #NUM! #NUM! 1.42

FAM90A25P 2042 0.02 0.15 0.08 0.11 0.12 0.08 0.11 0.05 0.00 0.05 0.09 -3.45 0.05 -1.52 1.48 0.48 1.01 1.18 -0.26

FAM90A7 1957 0.07 0.02 0.02 0.03 0.00 0.00 0.01 0.01 0.00 0.01 0.02 -5.42 0.01 3.13 1.32 1.65 2.02 #NUM! #NUM!

FAM91A1 5347 2.82 7.51 11.86 17.52 4.46 10.18 4.16 7.08 4.37 8.90 9.06 3.18 6.13 -1.12 0.29 0.95 1.52 -0.46 0.17

FAM92A1 1135 7.41 5.22 5.12 1.21 6.79 11.52 5.00 3.73 8.49 6.23 6.21 2.63 5.86 0.34 -0.17 -0.20 -2.28 0.21 0.89

FAM92A3 2475 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FAM92B 1897 0.03 0.09 0.00 0.00 0.04 0.60 0.03 0.01 0.53 0.01 0.13 -2.98 0.15 -2.34 -0.75 #NUM! #NUM! -1.85 2.25

FAM95B1 1543 0.60 0.29 0.37 0.25 0.01 0.71 2.67 0.95 0.05 0.61 0.37 -1.42 1.07 -0.85 -1.88 -1.53 -2.07 -6.82 0.94

FAM96A 1108 32.02 14.99 23.97 20.52 42.68 44.16 7.32 8.20 19.40 18.80 29.72 4.89 13.43 1.25 0.16 0.84 0.61 1.67 0.57

FAM96B 862 87.98 67.92 57.08 82.37 229.05 104.46 59.51 43.36 104.55 85.45 104.81 6.71 73.22 0.27 -0.11 -0.36 0.17 1.65 0.00

FAM98A 2745 8.99 9.51 20.76 9.16 6.10 7.89 9.19 9.26 10.25 9.05 10.40 3.38 9.44 -0.07 0.01 1.14 -0.04 -0.63 -0.40

FAM98B 1556 4.01 4.49 8.78 5.31 3.75 12.62 5.30 5.15 7.06 10.14 6.49 2.70 6.91 -0.79 -0.62 0.34 -0.38 -0.88 0.96

FAM98C 1291 10.40 9.87 6.60 17.48 11.19 13.64 12.62 7.27 10.34 12.34 11.53 3.53 10.64 -0.03 -0.11 -0.69 0.72 0.07 0.24

FAM9B 1064 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 -7.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FAM9C 1255 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.12 0.02 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FAN1 4901 1.59 2.29 1.95 2.88 1.12 2.26 2.03 1.78 2.38 2.46 2.01 1.01 2.16 -0.44 0.08 -0.15 0.41 -0.95 0.17

FANCA 5460 2.29 6.55 3.67 9.51 6.33 3.51 2.01 1.93 1.82 10.54 5.31 2.41 4.08 -0.83 0.69 -0.15 1.22 0.63 -0.60

FANCB 3008 0.40 0.39 0.88 1.00 0.40 0.85 0.20 0.21 0.02 0.14 0.65 -0.61 0.14 1.51 1.46 2.65 2.84 1.52 0.38

FANCC 4612 2.23 3.18 5.93 4.18 4.18 1.75 2.63 3.78 0.00 1.57 3.57 1.84 1.99 0.16 0.67 1.57 1.07 1.07 -1.03

FANCD2 5204 1.13 4.94 6.10 7.15 0.85 0.89 3.45 2.17 0.23 0.53 3.51 1.81 1.60 -0.50 1.63 1.93 2.16 -0.90 -1.98

FANCE 2565 3.24 2.56 10.29 11.03 14.07 4.86 2.97 3.29 2.50 3.85 7.68 2.94 3.15 0.04 -0.30 1.71 1.81 2.16 -0.66

FANCF 3309 1.92 2.77 1.66 0.71 4.52 2.02 1.80 0.75 1.41 1.52 2.27 1.18 1.37 0.49 1.02 0.28 -0.95 1.73 -0.17

FANCG 2649 9.04 0.00 0.00 6.26 27.81 0.00 4.28 3.29 2.64 2.75 7.19 2.85 3.24 1.48 #NUM! #NUM! 0.95 3.10 #NUM!

FANCI 4749 7.19 4.57 10.10 10.69 5.26 6.04 2.35 2.91 0.00 1.56 7.31 2.87 1.70 2.08 1.42 2.57 2.65 1.62 -0.27

FANCL 1753 12.01 12.66 16.14 16.68 24.95 27.77 4.69 9.99 9.13 11.80 18.37 4.20 8.90 0.43 0.51 0.86 0.91 1.49 0.60

FANCM 7144 0.32 0.81 1.64 1.53 0.97 1.36 1.67 0.68 0.54 0.24 1.10 0.14 0.78 -1.27 0.05 1.07 0.97 0.32 0.30

FANK1 1395 0.00 0.00 0.21 4.41 2.78 2.92 0.00 0.00 1.11 2.27 1.72 0.78 0.84 #NUM! #NUM! -2.00 2.39 1.72 0.76

FAP 2788 15.66 57.01 7.78 7.11 0.68 54.16 4.00 4.48 11.53 20.09 23.73 4.57 10.03 0.64 2.51 -0.37 -0.50 -3.89 1.19

FAR1 5292 5.10 6.77 14.67 4.08 3.70 11.39 6.42 8.19 4.11 11.51 7.62 2.93 7.56 -0.57 -0.16 0.96 -0.89 -1.03 0.58

FAR2 2235 1.68 0.00 2.00 1.83 0.21 3.10 2.01 0.00 2.88 1.79 1.47 0.55 1.67 0.01 #NUM! 0.26 0.13 -3.02 1.08

FARP1 5028 4.08 14.64 9.95 5.84 6.04 7.09 8.11 4.04 25.19 5.94 7.94 2.99 10.82 -1.41 0.44 -0.12 -0.89 -0.84 -0.16

FARP2 4061 1.12 5.53 3.20 2.50 0.00 1.85 2.35 3.98 2.31 2.18 2.37 1.24 2.70 -1.27 1.03 0.24 -0.11 #NUM! -0.36

FARS2 1841 8.33 11.16 6.61 6.67 21.17 9.37 11.00 8.45 11.88 9.98 10.55 3.40 10.33 -0.31 0.11 -0.64 -0.63 1.04 -0.17

FARSA 1853 22.78 22.33 37.84 19.22 60.89 13.99 17.60 15.77 20.77 15.29 29.51 4.88 17.36 0.39 0.36 1.12 0.15 1.81 -1.08

FARSB 2233 13.66 12.07 8.65 7.64 10.81 17.70 14.56 13.11 13.30 13.90 11.75 3.56 13.72 -0.01 -0.19 -0.66 -0.84 -0.34 0.59

FAS 2755 6.70 0.00 11.05 16.85 0.00 0.00 0.00 15.90 0.00 0.00 5.77 2.53 3.97 0.75 #NUM! 1.47 2.08 #NUM! #NUM!

FAS-AS1 1554 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.01 -6.37 0.02 2.18 #NUM! #NUM! #NUM! #NUM! #NUM!

FASLG 1909 0.58 1.29 2.10 0.26 1.00 1.13 0.34 0.29 0.04 0.55 1.06 0.09 0.31 0.94 2.08 2.78 -0.23 1.71 0.09

FASN 8481 3.68 14.92 60.05 50.63 22.71 4.75 24.06 14.78 4.76 15.03 26.12 4.71 14.66 -1.99 0.03 2.03 1.79 0.63 -2.46

FASTK 1866 24.70 22.59 27.50 19.91 48.31 31.98 20.50 12.58 26.11 18.86 29.16 4.87 19.51 0.34 0.21 0.49 0.03 1.31 0.13

FASTKD1 3020 3.71 2.77 3.78 2.92 2.75 14.23 2.53 3.50 2.46 5.68 5.03 2.33 3.54 0.07 -0.36 0.09 -0.28 -0.37 1.50

FASTKD2 6945 2.70 4.40 4.64 1.92 1.47 5.83 5.44 5.88 5.91 7.59 3.50 1.81 6.20 -1.20 -0.49 -0.42 -1.69 -2.07 0.74

FASTKD3 2451 2.10 1.87 2.17 2.27 2.18 4.38 1.28 1.83 1.79 1.51 2.50 1.32 1.60 0.39 0.23 0.44 0.50 0.44 0.81

FASTKD5 2875 3.84 4.79 6.08 5.11 3.70 2.77 3.96 4.26 2.71 3.21 4.38 2.13 3.54 0.12 0.44 0.78 0.53 0.07 -0.66

FAT1 14773 1.59 56.78 10.22 16.35 7.27 2.89 3.89 6.23 3.18 3.29 15.85 3.99 4.15 -1.38 3.77 1.30 1.98 0.81 -2.46

FAT2 14565 8.03 2.13 11.46 68.62 4.36 10.58 4.41 5.63 0.01 6.06 17.53 4.13 4.03 1.00 -0.92 1.51 4.09 0.12 -0.73

FAT3 19048 0.02 0.56 2.49 0.02 0.00 0.06 1.70 0.07 0.24 0.06 0.53 -0.92 0.52 -4.46 0.12 2.26 -4.84 -8.59 -3.08

FAT4 16114 0.36 3.87 0.99 0.41 0.03 1.00 1.67 2.01 0.88 1.22 1.11 0.15 1.45 -2.02 1.42 -0.55 -1.81 -5.37 -0.15

FATE1 1071 0.00 0.03 0.03 0.00 0.03 0.17 0.03 0.03 0.05 0.02 0.04 -4.53 0.03 #NUM! -0.20 0.02 #NUM! -0.32 1.99

FAU 579 489.54 254.50 330.29 289.78 1768.77 1402.82 340.63 300.44 1343.07 1258.48 755.95 9.56 810.65 -0.73 -1.67 -1.30 -1.48 1.13 0.89

FBF1 3862 2.10 3.08 2.49 3.13 2.40 1.99 4.67 0.00 1.36 0.00 2.53 1.34 1.51 0.48 1.03 0.73 1.06 0.67 -0.35

FBL 1171 116.45 89.66 152.42 144.24 174.76 129.46 97.16 102.11 26.47 134.77 134.50 7.07 90.13 0.37 -0.01 0.76 0.68 0.96 -0.06

FBLIM1 3363 10.22 23.93 19.46 61.62 20.23 18.85 12.92 9.21 47.06 25.54 25.72 4.68 23.68 -1.21 0.01 -0.28 1.38 -0.23 -0.45

FBLL1 1064 0.06 0.32 0.27 0.65 0.13 0.57 0.36 0.15 1.63 0.46 0.33 -1.59 0.65 -3.51 -1.03 -1.27 -0.01 -2.29 0.78

FBLN1 2947 140.47 351.80 50.26 120.97 67.40 371.92 484.04 391.75 1104.27 595.22 183.80 7.52 643.82 -2.20 -0.87 -3.68 -2.41 -3.26 1.02

FBLN2 4591 14.21 65.05 18.86 17.95 23.11 47.18 42.61 44.82 51.52 52.50 31.06 4.96 47.86 -1.75 0.44 -1.34 -1.41 -1.05 0.60

FBLN5 2637 21.34 47.74 13.40 6.85 9.52 53.40 31.88 23.07 75.45 73.03 25.38 4.67 50.86 -1.25 -0.09 -1.92 -2.89 -2.42 1.07

FBLN7 2329 1.63 4.39 1.07 1.27 11.02 5.89 2.46 3.49 2.96 8.15 4.21 2.07 4.27 -1.39 0.04 -1.99 -1.75 1.37 0.48

FBN1 11695 2.85 25.45 8.23 6.31 0.74 10.46 13.85 15.26 46.27 11.00 9.01 3.17 21.59 -2.92 0.24 -1.39 -1.77 -4.87 0.22

FBN2 10724 0.13 1.47 0.60 2.52 3.73 1.45 0.70 0.18 0.88 0.69 1.65 0.72 0.61 -2.27 1.26 -0.04 2.04 2.61 -0.18

FBN3 8967 0.00 0.01 0.00 0.01 0.02 0.02 0.00 0.00 0.04 0.02 0.01 -6.66 0.02 #NUM! -0.78 #NUM! -1.10 0.28 1.33

FBP1 1647 1.93 28.06 5.98 4.14 8.08 6.81 4.30 1.83 2.63 2.96 9.17 3.20 2.93 -0.60 3.26 1.03 0.50 1.46 -0.43

FBP2 1332 0.00 0.56 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.04 0.09 -3.42 0.01 #NUM! 5.33 #NUM! #NUM! #NUM! #NUM!

FBRS 2811 5.94 29.75 29.75 40.92 16.40 9.42 30.36 28.75 18.41 12.90 22.03 4.46 22.61 -1.93 0.40 0.40 0.86 -0.46 -1.23

FBRSL1 4563 3.43 12.92 13.95 13.10 10.14 3.30 9.79 13.26 6.16 4.27 9.47 3.24 8.37 -1.29 0.63 0.74 0.65 0.28 -1.52

FBXL12 1876 5.41 10.70 15.15 13.49 10.06 6.54 8.16 7.09 15.09 8.00 10.22 3.35 9.58 -0.82 0.16 0.66 0.49 0.07 -0.64

FBXL13 3116 0.00 0.40 0.00 0.00 0.05 0.71 0.68 0.00 0.00 0.00 0.19 -2.37 0.17 #NUM! 1.22 #NUM! #NUM! -1.90 1.89

FBXL14 2111 4.59 4.03 8.78 4.98 7.59 5.44 5.65 3.90 3.26 8.33 5.90 2.56 5.29 -0.21 -0.39 0.73 -0.09 0.52 -0.12

FBXL15 2383 4.67 6.88 1.63 3.01 22.66 10.72 3.38 1.85 16.39 9.54 8.26 3.05 7.79 -0.74 -0.18 -2.26 -1.37 1.54 0.38

FBXL16 3543 0.76 2.17 1.25 4.66 3.74 0.62 6.82 3.53 0.05 0.94 2.20 1.14 2.83 -1.90 -0.38 -1.18 0.72 0.40 -1.84

FBXL17 5212 1.24 3.27 2.18 3.02 1.66 3.82 3.22 3.49 3.96 4.26 2.53 1.34 3.73 -1.59 -0.19 -0.77 -0.30 -1.17 0.59

FBXL18 8253 1.03 0.95 1.78 1.64 0.59 0.18 1.59 0.63 0.75 0.27 1.03 0.04 0.81 0.34 0.23 1.14 1.02 -0.46 -2.50

FBXL19 3814 0.00 1.92 6.70 11.27 9.32 0.00 0.00 0.00 1.88 0.00 4.87 2.28 0.47 #NUM! 2.03 3.83 4.59 4.31 #NUM!

FBXL19-AS1 3951 0.11 0.39 0.16 0.00 0.21 0.10 0.27 0.21 0.13 0.13 0.16 -2.63 0.19 -0.83 1.07 -0.22 #NUM! 0.16 -0.72

FBXL2 3000 0.62 2.45 0.46 0.00 0.66 1.13 1.03 0.00 2.54 1.21 0.89 -0.17 1.19 -0.95 1.04 -1.37 #NUM! -0.86 0.35



FBXL20 10381 0.75 2.37 0.91 2.46 1.07 1.19 1.37 1.56 1.15 1.04 1.46 0.54 1.28 -0.78 0.89 -0.50 0.94 -0.25 -0.30

FBXL21 1794 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.03 0.00 -7.69 0.01 #NUM! 1.30 #NUM! #NUM! #NUM! 1.48

FBXL22 1570 0.47 0.00 0.00 0.21 0.17 0.00 3.34 0.15 5.44 0.00 0.14 -2.82 2.23 -2.26 #NUM! #NUM! -3.40 -3.68 #NUM!

FBXL3 3572 8.88 10.63 13.82 11.29 4.57 14.91 10.11 12.10 12.92 15.87 10.68 3.42 12.75 -0.52 -0.26 0.12 -0.18 -1.48 0.48

FBXL4 2777 1.90 2.10 3.41 3.27 2.39 3.73 2.21 2.59 2.86 2.95 2.80 1.48 2.65 -0.48 -0.34 0.36 0.30 -0.15 0.41

FBXL5 3644 18.30 22.47 25.77 16.02 10.72 27.33 21.49 24.64 44.43 28.70 20.10 4.33 29.81 -0.70 -0.41 -0.21 -0.90 -1.48 0.44

FBXL6 1799 6.53 6.12 7.83 18.66 32.53 5.72 3.66 1.66 4.39 3.51 12.90 3.69 3.30 0.98 0.89 1.25 2.50 3.30 -1.17

FBXL7 4562 1.92 6.20 1.64 1.06 0.25 5.04 6.04 5.59 16.19 6.16 2.69 1.43 8.50 -2.15 -0.45 -2.37 -3.01 -5.10 0.91

FBXL8 1618 0.00 0.00 0.47 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FBXO10 4592 1.96 1.76 1.13 0.96 1.10 1.18 1.81 1.24 2.34 0.00 1.35 0.43 1.35 0.55 0.39 -0.25 -0.49 -0.29 -0.19

FBXO11 4070 3.98 11.59 22.98 14.68 4.30 14.78 12.24 12.98 8.50 16.93 12.05 3.59 12.66 -1.67 -0.13 0.86 0.21 -1.56 0.29

FBXO15 1767 0.19 0.08 0.06 0.22 0.12 0.23 0.00 0.07 0.13 0.16 0.15 -2.73 0.09 1.15 -0.11 -0.62 1.36 0.48 0.59

FBXO16 1292 0.65 0.64 0.16 0.14 0.13 0.66 0.41 0.47 0.82 0.54 0.40 -1.34 0.56 0.22 0.19 -1.82 -1.98 -2.15 0.74

FBXO17 2215 5.25 7.71 0.69 16.43 4.21 7.08 6.66 4.67 15.95 9.13 6.90 2.79 9.10 -0.79 -0.24 -3.73 0.85 -1.11 0.04

FBXO18 3727 8.24 12.80 13.64 18.89 16.83 16.11 10.84 9.70 34.39 18.49 14.42 3.85 18.35 -1.16 -0.52 -0.43 0.04 -0.13 0.16

FBXO2 1724 3.43 4.02 3.68 0.94 44.37 11.32 4.96 3.02 2.88 5.83 11.29 3.50 4.17 -0.28 -0.05 -0.18 -2.14 3.41 0.00

FBXO21 4248 5.01 7.35 5.65 5.77 5.69 6.89 5.77 6.54 7.72 8.74 6.06 2.60 7.20 -0.52 0.03 -0.35 -0.32 -0.34 0.19

FBXO22 3497 9.02 3.04 3.96 0.00 9.21 3.66 2.10 2.17 3.07 4.03 4.82 2.27 2.84 1.67 0.10 0.48 #NUM! 1.70 -0.40

FBXO22OS 448 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FBXO24 2292 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FBXO25 2529 9.25 4.38 7.45 4.87 14.18 13.35 6.52 7.02 9.80 8.39 8.91 3.16 7.93 0.22 -0.86 -0.09 -0.70 0.84 0.58

FBXO27 2338 4.01 2.55 1.76 13.84 4.76 4.94 3.53 4.97 3.67 4.51 5.31 2.41 4.17 -0.06 -0.71 -1.24 1.73 0.19 -0.11

FBXO28 5457 4.00 5.61 6.06 5.77 3.74 6.54 4.92 5.30 5.30 6.49 5.29 2.40 5.50 -0.46 0.03 0.14 0.07 -0.56 0.31

FBXO3 2408 6.55 8.47 10.56 7.81 5.44 13.28 8.63 12.67 9.21 20.54 8.69 3.12 12.76 -0.96 -0.59 -0.27 -0.71 -1.23 0.61

FBXO30 4420 1.08 1.62 3.08 2.89 1.33 3.18 1.94 1.26 4.00 3.87 2.20 1.14 2.77 -1.35 -0.77 0.16 0.06 -1.06 0.53

FBXO31 3636 3.62 7.18 4.65 4.07 6.60 4.36 5.48 3.42 9.91 8.10 5.08 2.34 6.73 -0.89 0.09 -0.53 -0.73 -0.03 -0.22

FBXO32 1530 6.99 5.20 2.88 8.84 11.82 4.76 4.00 2.47 8.49 4.42 6.75 2.75 4.85 0.53 0.10 -0.75 0.87 1.29 -0.50

FBXO33 5149 1.53 2.23 2.25 2.09 1.36 4.84 2.40 3.58 2.79 5.51 2.38 1.25 3.57 -1.23 -0.68 -0.66 -0.77 -1.40 1.02

FBXO34 3468 8.05 10.14 12.73 10.68 8.21 9.79 8.77 12.91 7.37 13.71 9.93 3.31 10.69 -0.41 -0.08 0.25 0.00 -0.38 -0.02

FBXO36 2832 0.65 0.00 0.22 0.37 0.51 0.99 1.04 1.33 1.20 0.00 0.46 -1.13 0.89 -0.46 #NUM! -2.02 -1.28 -0.81 1.12

FBXO38 4413 3.02 9.40 4.79 9.58 2.36 5.61 4.68 6.12 9.43 6.03 5.79 2.53 6.56 -1.12 0.52 -0.46 0.54 -1.48 -0.05

FBXO39 1673 0.03 0.22 0.39 0.85 0.30 0.28 0.11 0.68 0.06 0.00 0.35 -1.53 0.21 -2.65 0.06 0.90 2.01 0.50 -0.31

FBXO4 1745 3.68 5.55 7.03 5.78 5.45 7.78 2.62 2.44 5.70 4.55 5.88 2.56 3.83 -0.05 0.53 0.88 0.59 0.51 0.41

FBXO40 5722 0.02 0.00 0.00 0.01 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -7.31 0.01 1.30 #NUM! #NUM! 0.31 -1.12 #NUM!

FBXO41 6939 0.67 1.02 2.26 1.21 1.29 0.31 0.43 0.21 0.27 0.24 1.13 0.17 0.29 1.21 1.82 2.97 2.07 2.16 -1.85

FBXO42 3011 6.50 5.50 6.45 8.95 4.80 5.05 5.38 6.44 7.63 5.36 6.21 2.63 6.20 0.07 -0.17 0.06 0.53 -0.37 -0.30

FBXO43 3349 0.24 0.14 0.08 0.12 0.11 0.36 0.03 0.06 0.03 0.04 0.18 -2.51 0.04 2.55 1.82 1.04 1.55 1.44 1.04

FBXO44 3320 3.68 3.52 2.73 2.90 0.00 5.45 2.54 2.01 6.36 5.44 3.05 1.61 4.09 -0.15 -0.21 -0.58 -0.49 #NUM! 0.84

FBXO45 5743 1.83 2.18 2.94 11.55 6.42 3.02 2.79 2.58 1.83 3.32 4.66 2.22 2.63 -0.52 -0.27 0.16 2.13 1.29 -0.62

FBXO46 2990 3.98 9.27 14.60 13.96 5.43 3.87 8.57 10.42 4.96 5.81 8.52 3.09 7.44 -0.90 0.32 0.97 0.91 -0.45 -1.14

FBXO47 2302 0.00 0.02 0.00 0.03 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -6.57 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.04

FBXO48 2732 0.69 0.53 0.36 0.96 0.37 0.59 0.53 0.62 0.28 0.52 0.58 -0.78 0.49 0.50 0.13 -0.44 0.97 -0.41 0.01

FBXO5 2269 4.55 3.30 8.00 6.45 3.31 6.09 2.42 2.33 1.71 2.37 5.29 2.40 2.21 1.04 0.58 1.86 1.55 0.59 0.21

FBXO6 1565 9.25 6.96 16.84 9.84 16.38 10.42 3.77 2.94 5.76 6.20 11.62 3.54 4.67 0.99 0.58 1.85 1.08 1.81 -0.16

FBXO7 2153 45.60 35.23 43.88 42.19 23.10 35.87 31.54 28.38 43.44 33.87 37.64 5.23 34.31 0.41 0.04 0.35 0.30 -0.57 -0.07

FBXO8 2564 3.78 4.40 2.71 5.77 6.76 9.84 4.83 5.57 13.04 14.43 5.54 2.47 9.46 -1.32 -1.11 -1.80 -0.72 -0.48 0.83

FBXO9 4688 25.36 9.96 7.39 9.29 13.20 6.76 10.22 4.78 6.67 6.35 11.99 3.58 7.01 1.86 0.51 0.08 0.41 0.91 -0.83

FBXW10 3449 0.05 0.29 0.32 0.00 0.02 0.10 0.50 0.00 0.00 0.18 0.13 -2.95 0.17 -1.77 0.73 0.89 #NUM! -3.28 -0.36

FBXW11 4575 4.11 6.99 4.74 6.29 5.41 8.70 6.25 6.50 10.20 11.00 6.04 2.59 8.49 -1.05 -0.28 -0.84 -0.43 -0.65 0.53

FBXW12 1647 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FBXW2 9186 2.70 4.78 5.66 4.99 5.31 5.58 3.52 3.01 5.43 4.70 4.84 2.27 4.17 -0.62 0.20 0.44 0.26 0.35 0.21

FBXW4 2303 7.98 18.31 8.73 17.01 31.18 16.30 12.03 12.55 18.47 17.09 16.59 4.05 15.03 -0.91 0.28 -0.78 0.18 1.05 -0.02

FBXW4P1 2256 0.06 0.36 0.47 0.74 0.00 0.00 0.28 0.76 0.44 0.97 0.27 -1.88 0.61 -3.34 -0.75 -0.39 0.27 #NUM! #NUM!

FBXW5 2387 28.67 33.85 69.41 33.86 85.62 25.04 24.53 16.01 48.24 25.46 46.07 5.53 28.56 0.01 0.24 1.28 0.25 1.58 -0.88

FBXW7 3896 2.52 4.25 6.70 7.48 3.03 4.90 6.26 11.95 2.87 7.63 4.81 2.27 7.18 -1.51 -0.76 -0.10 0.06 -1.25 0.03

FBXW8 4871 1.74 3.14 4.10 4.96 1.96 1.52 2.43 2.09 2.73 1.76 2.90 1.54 2.25 -0.37 0.48 0.86 1.14 -0.20 -0.94

FBXW9 1750 3.90 3.63 4.40 3.00 10.41 2.61 2.99 2.27 4.47 2.95 4.66 2.22 3.17 0.30 0.20 0.47 -0.08 1.71 -0.84

FCAMR 2783 0.09 0.01 0.03 0.00 0.07 0.00 0.00 0.00 0.01 0.01 0.03 -4.89 0.01 3.80 1.24 2.47 #NUM! 3.46 #NUM!

FCAR 1671 0.24 1.26 1.27 1.02 2.17 1.02 0.62 0.66 2.34 0.46 1.16 0.22 1.02 -2.06 0.30 0.31 0.00 1.09 -0.19

FCER1A 1191 7.24 4.88 1.57 0.61 0.19 5.02 5.66 10.09 6.96 6.86 3.25 1.70 7.39 -0.03 -0.60 -2.24 -3.59 -5.29 0.63

FCER1G 591 141.50 146.81 145.86 105.67 188.19 156.36 49.97 58.06 111.47 58.41 147.40 7.20 69.48 1.03 1.08 1.07 0.60 1.44 0.09

FCER2 1624 0.25 0.37 0.98 0.53 0.05 0.47 0.05 0.18 0.27 0.17 0.44 -1.17 0.17 0.57 1.13 2.55 1.66 -1.65 0.10

FCF1 2409 13.49 17.31 16.27 15.58 13.08 13.86 10.34 12.46 11.92 13.15 14.93 3.90 11.97 0.17 0.53 0.44 0.38 0.13 -0.11

FCGBP 16407 0.93 1.05 0.58 0.55 5.36 0.77 0.75 1.18 0.10 0.88 1.54 0.62 0.73 0.36 0.53 -0.32 -0.40 2.89 -0.99

FCGR1A 2268 1.74 49.41 22.41 1.95 13.10 6.27 2.74 0.53 5.18 4.39 15.81 3.98 3.21 -0.88 3.95 2.80 -0.72 2.03 -1.33

FCGR1B 1139 1.38 4.40 5.14 2.01 4.23 4.49 3.80 0.64 3.92 2.46 3.61 1.85 2.70 -0.97 0.70 0.93 -0.43 0.64 0.32

FCGR1C 1338 0.94 2.77 3.43 0.96 4.01 4.01 1.95 0.17 3.26 2.22 2.69 1.43 1.90 -1.02 0.55 0.85 -0.98 1.08 0.58

FCGR2A 2429 17.82 55.10 18.36 34.04 87.64 35.13 9.40 15.02 0.00 16.50 41.35 5.37 10.23 0.80 2.43 0.84 1.73 3.10 -0.24

FCGR2B 2174 7.34 0.00 6.76 0.00 0.00 10.13 3.85 4.81 0.00 8.02 4.04 2.01 4.17 0.82 #NUM! 0.70 #NUM! #NUM! 1.33

FCGR2C 1510 8.45 22.74 9.29 10.03 0.00 15.43 3.96 6.42 0.00 10.17 10.99 3.46 5.14 0.72 2.15 0.85 0.97 #NUM! 0.49

FCGR3A 2406 8.39 20.18 26.25 17.26 33.77 45.10 3.36 3.34 21.25 12.26 25.16 4.65 10.05 -0.26 1.01 1.38 0.78 1.75 0.84

FCGR3B 2300 11.47 4.96 8.79 9.28 22.08 0.00 5.58 5.17 8.51 3.64 9.43 3.24 5.72 1.00 -0.21 0.62 0.70 1.95 #NUM!

FCGRT 1893 48.54 71.76 27.85 21.32 36.91 93.63 54.67 45.99 183.51 98.22 50.00 5.64 95.60 -0.98 -0.41 -1.78 -2.16 -1.37 0.91

FCHO1 3235 2.20 3.53 6.62 1.67 15.08 2.81 0.79 0.56 1.14 0.42 5.32 2.41 0.73 1.60 2.28 3.19 1.20 4.37 -0.92

FCHO2 4994 1.48 4.65 3.15 4.78 2.02 11.26 4.58 6.46 4.38 6.47 4.56 2.19 5.47 -1.89 -0.24 -0.80 -0.19 -1.44 1.31

FCHSD1 4333 3.10 5.53 2.68 9.01 4.71 4.09 3.21 2.92 3.51 3.50 4.85 2.28 3.29 -0.08 0.75 -0.30 1.46 0.52 -0.25

FCHSD2 4507 3.61 7.44 12.60 4.77 11.41 10.65 6.47 7.40 9.52 9.12 8.41 3.07 8.13 -1.17 -0.13 0.63 -0.77 0.49 0.34

FCN1 1313 4.32 7.53 8.23 5.85 8.22 9.92 5.98 3.64 27.98 3.36 7.34 2.88 10.24 -1.25 -0.44 -0.31 -0.81 -0.32 0.43

FCN2 943 0.00 0.00 0.00 0.00 2.31 0.20 0.00 0.00 0.00 0.13 0.42 -1.26 0.03 #NUM! #NUM! #NUM! #NUM! 6.11 -1.06

FCN3 1059 0.91 0.27 0.38 0.52 1.02 0.99 0.29 0.36 0.71 0.33 0.68 -0.55 0.42 1.11 -0.65 -0.15 0.30 1.27 0.53

FCRL1 3116 0.03 0.30 0.48 0.11 0.01 0.38 0.03 0.04 0.02 0.05 0.22 -2.20 0.03 -0.35 3.15 3.82 1.65 -2.10 0.81

FCRL2 2592 0.58 0.13 0.18 0.08 0.02 0.47 0.02 0.05 0.00 0.02 0.24 -2.04 0.02 4.67 2.57 3.00 1.78 -0.23 0.94

FCRL3 3019 0.18 1.73 1.32 0.21 0.24 0.89 0.06 0.04 0.03 0.06 0.76 -0.39 0.05 1.92 5.16 4.77 2.10 2.32 0.21

FCRL4 3459 0.04 0.02 0.10 0.00 0.11 0.02 0.00 0.00 0.01 0.00 0.05 -4.37 0.00 4.50 3.76 5.86 #NUM! 6.08 -1.28

FCRL5 5395 2.12 1.89 1.95 2.10 0.04 0.77 0.28 0.70 0.11 0.17 1.48 0.56 0.31 2.75 2.59 2.63 2.73 -3.15 -0.94

FCRL6 1943 0.32 2.44 1.55 0.38 0.32 1.41 0.60 0.29 0.37 0.27 1.07 0.10 0.38 -0.24 2.68 2.02 0.01 -0.25 0.39

FCRLA 2375 1.07 0.53 0.95 0.07 0.96 0.96 0.21 0.07 0.10 0.08 0.76 -0.40 0.12 3.20 2.18 3.04 -0.83 3.05 0.35

FCRLB 1794 0.58 0.78 0.22 1.06 1.55 0.38 0.16 0.16 0.53 0.17 0.76 -0.39 0.25 1.19 1.62 -0.20 2.06 2.61 -0.99

FDFT1 2115 106.86 0.00 148.11 43.53 0.00 83.49 76.82 51.57 52.41 81.55 63.67 5.99 65.59 0.70 #NUM! 1.18 -0.59 #NUM! 0.39

FDPS 1555 101.44 57.85 98.44 49.51 147.95 76.01 56.99 24.28 49.67 51.23 88.53 6.47 45.54 1.16 0.35 1.11 0.12 1.70 -0.22

FDPSL2A 4981 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FDX1 3236 2.17 2.68 1.59 0.97 9.34 8.47 2.05 2.07 7.18 7.79 4.20 2.07 4.77 -1.14 -0.83 -1.59 -2.29 0.97 1.01

FDX1L 852 13.41 9.22 14.68 0.00 28.42 10.02 6.59 4.05 15.34 6.26 12.63 3.66 8.06 0.73 0.19 0.87 #NUM! 1.82 -0.33

FDXACB1 3053 0.00 0.33 0.27 0.00 0.00 0.41 0.00 0.00 0.37 0.52 0.17 -2.56 0.22 #NUM! 0.58 0.29 #NUM! #NUM! 1.29

FDXR 1936 8.96 6.87 9.34 8.22 11.74 5.91 5.37 5.71 3.19 6.36 8.50 3.09 5.16 0.80 0.41 0.86 0.67 1.19 -0.53

FECH 7295 1.50 5.88 2.20 1.36 1.26 6.75 1.55 0.84 3.13 3.56 3.16 1.66 2.27 -0.59 1.37 -0.05 -0.74 -0.85 1.10

FEM1A 3844 6.19 4.07 9.97 8.32 13.14 2.90 5.83 5.51 5.14 4.57 7.43 2.89 5.26 0.24 -0.37 0.92 0.66 1.32 -1.36

FEM1B 2583 6.46 10.18 19.96 26.10 8.08 9.84 7.38 28.54 8.34 14.45 13.44 3.75 14.68 -1.19 -0.53 0.44 0.83 -0.86 -0.45

FEM1C 5813 1.89 4.48 3.89 6.38 1.35 6.63 4.32 11.54 4.55 9.50 4.10 2.04 7.48 -1.98 -0.74 -0.94 -0.23 -2.46 0.69

FEN1 2308 7.87 4.90 0.00 11.72 44.29 12.75 1.83 1.80 2.47 0.00 13.59 3.76 1.53 2.37 1.69 #NUM! 2.94 4.86 -0.09

FER 2950 0.52 1.23 2.27 2.12 2.88 2.67 1.27 2.96 0.67 2.25 1.95 0.96 1.79 -1.79 -0.55 0.34 0.25 0.69 0.46

FER1L4 6598 2.12 7.10 0.57 1.69 1.50 1.16 1.38 0.87 0.17 0.19 2.35 1.24 0.65 1.70 3.45 -0.20 1.37 1.20 -1.03

FER1L5 6477 0.00 0.11 0.01 0.00 0.00 0.02 0.09 0.30 0.03 0.05 0.03 -5.27 0.12 #NUM! -0.06 -3.10 #NUM! -4.86 -0.10

FER1L6 6051 0.05 3.30 0.00 0.00 0.00 0.00 0.00 0.02 0.03 0.00 0.56 -0.84 0.01 1.99 8.01 -1.37 #NUM! #NUM! #NUM!

FERMT1 5167 7.30 13.93 23.06 18.92 7.67 3.54 5.40 6.61 0.41 3.30 12.40 3.63 3.93 0.89 1.83 2.55 2.27 0.97 -1.81

FERMT2 3372 4.65 26.50 5.94 4.19 3.35 32.22 20.88 14.19 71.50 40.02 12.81 3.68 36.65 -2.98 -0.47 -2.63 -3.13 -3.45 1.33

FERMT3 2570 8.51 17.87 18.94 12.49 21.13 17.44 6.14 3.62 15.66 5.14 16.06 4.01 7.64 0.16 1.23 1.31 0.71 1.47 0.12

FES 2783 1.89 5.47 4.36 1.93 5.38 7.73 3.37 3.39 13.66 8.80 4.46 2.16 7.31 -1.95 -0.42 -0.74 -1.92 -0.44 0.79

FETUB 1640 0.29 0.21 0.00 0.02 0.06 0.20 1.31 2.09 0.00 0.30 0.13 -2.94 0.93 -1.65 -2.15 #NUM! -5.42 -3.85 0.59

FEV 1901 0.00 0.00 0.05 0.00 0.00 0.03 0.02 0.04 0.03 0.02 0.01 -6.28 0.03 #NUM! #NUM! 0.91 #NUM! #NUM! 1.00

FEZ1 1836 4.23 4.26 3.18 4.42 18.70 10.87 4.61 3.31 26.98 10.10 7.61 2.93 11.25 -1.41 -1.40 -1.82 -1.35 0.73 0.51

FEZ2 2110 9.97 11.39 16.33 12.53 12.71 28.46 9.63 11.02 41.20 30.16 15.23 3.93 23.00 -1.21 -1.01 -0.49 -0.88 -0.86 0.90

FEZF1 2105 0.15 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.03 -5.11 0.00 5.71 #NUM! #NUM! #NUM! #NUM! -0.24

FEZF2 2095 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FFAR1 923 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FFAR2 2069 1.02 0.90 0.52 0.95 6.37 0.92 0.43 0.60 1.93 0.49 1.78 0.83 0.86 0.25 0.07 -0.74 0.14 2.89 -0.95

FFAR3 1709 0.02 0.03 0.22 0.25 1.18 1.60 0.00 0.92 0.96 1.20 0.55 -0.86 0.77 -5.52 -4.52 -1.83 -1.61 0.62 1.54

FGA 2210 0.00 0.00 0.00 0.02 0.18 0.01 0.00 0.00 0.00 0.00 0.03 -4.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.39

FGB 3628 0.00 0.01 0.01 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -7.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FGD1 4291 2.84 7.25 8.70 15.54 12.17 3.13 5.21 3.62 5.03 2.26 8.27 3.05 4.03 -0.50 0.85 1.11 1.95 1.59 -1.40

FGD2 3045 2.03 4.20 2.78 3.20 2.24 3.45 5.94 4.03 1.38 1.95 2.98 1.58 3.32 -0.71 0.34 -0.26 -0.06 -0.57 0.21

FGD3 3470 2.50 6.08 7.43 6.53 4.09 4.93 3.72 2.45 1.72 1.39 5.26 2.40 2.32 0.11 1.39 1.68 1.50 0.82 -0.09

FGD4 8312 1.09 1.78 2.43 4.00 0.42 1.44 2.04 2.08 0.65 1.52 1.86 0.90 1.57 -0.52 0.18 0.63 1.35 -1.91 -0.37

FGD5 5897 1.43 5.42 1.94 0.78 0.00 4.52 3.37 4.16 8.82 5.37 2.35 1.23 5.43 -1.93 0.00 -1.48 -2.80 #NUM! 0.94

FGD6 9288 1.60 3.52 6.48 9.05 0.94 2.29 3.30 3.83 1.12 1.54 3.98 1.99 2.45 -0.61 0.53 1.40 1.89 -1.38 -0.80

FGF1 4072 0.60 1.17 0.21 0.35 0.25 2.28 0.53 0.94 0.88 1.11 0.81 -0.30 0.86 -0.53 0.44 -2.05 -1.29 -1.77 1.49

FGF10 627 0.97 1.78 2.60 0.14 0.05 3.93 4.31 6.14 2.73 3.24 1.58 0.66 4.10 -2.09 -1.20 -0.66 -4.83 -6.28 1.32

FGF11 2763 5.39 3.83 14.90 13.11 7.43 1.53 10.37 7.33 3.01 3.72 7.70 2.94 6.11 -0.18 -0.67 1.29 1.10 0.28 -2.33

FGF12 6174 0.08 0.15 2.87 0.04 0.00 0.17 1.95 0.11 0.30 0.30 0.55 -0.86 0.66 -3.13 -2.16 2.11 -4.00 -7.23 -1.71

FGF13 2705 0.64 1.66 0.53 0.27 0.25 5.68 1.52 1.60 5.27 6.68 1.50 0.59 3.77 -2.56 -1.18 -2.84 -3.83 -3.91 1.92

FGF14 2831 0.24 0.41 0.00 0.27 0.00 0.00 2.40 3.36 0.25 2.11 0.15 -2.69 2.03 -3.06 -2.29 #NUM! -2.91 #NUM! #NUM!

FGF16 624 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.26 0.00 0.00 #NUM! 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FGF17 1238 0.00 0.19 0.00 0.12 0.04 0.23 0.23 0.10 0.04 0.16 0.10 -3.34 0.13 #NUM! 0.57 #NUM! -0.11 -1.55 1.23

FGF18 1999 0.28 1.61 0.32 0.05 0.03 2.47 0.12 0.45 2.31 2.55 0.79 -0.34 1.35 -2.29 0.25 -2.07 -4.70 -5.71 1.64

FGF19 2157 0.01 0.09 0.18 0.02 0.02 0.07 0.16 0.08 0.00 0.01 0.06 -3.95 0.06 -2.29 0.53 1.53 -1.96 -1.38 0.05

FGF2 6774 0.51 1.21 0.50 0.18 0.15 5.31 1.34 0.97 3.72 5.77 1.31 0.39 2.95 -2.54 -1.28 -2.55 -4.02 -4.33 2.02

FGF20 1016 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FGF21 940 0.00 0.00 0.30 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FGF22 513 0.00 0.00 0.00 0.10 0.00 0.00 0.73 0.00 0.40 0.00 0.02 -5.94 0.28 #NUM! #NUM! #NUM! -1.54 #NUM! #NUM!

FGF23 3018 0.00 0.04 0.25 0.02 0.00 0.00 1.48 0.07 0.00 0.00 0.05 -4.25 0.39 #NUM! -3.15 -0.64 -4.14 #NUM! #NUM!

FGF3 1548 0.00 0.09 0.26 0.02 0.00 0.00 0.53 0.07 0.00 0.00 0.06 -4.01 0.15 #NUM! -0.72 0.77 -2.72 #NUM! #NUM!

FGF4 1220 0.00 0.07 0.11 0.00 0.00 0.00 0.20 0.20 0.00 0.00 0.03 -5.01 0.10 #NUM! -0.45 0.18 #NUM! #NUM! #NUM!

FGF5 5399 0.56 1.86 1.31 1.52 0.33 0.41 1.12 0.88 0.17 0.26 1.00 0.00 0.61 -0.13 1.61 1.11 1.32 -0.89 -1.30

FGF6 744 0.00 0.51 0.69 0.06 0.00 0.00 0.90 0.28 0.00 0.00 0.21 -2.26 0.29 #NUM! 0.78 1.24 -2.37 #NUM! #NUM!

FGF7 3936 4.50 12.75 6.62 1.60 0.06 90.46 4.77 24.22 35.26 45.02 19.33 4.27 27.32 -2.60 -1.10 -2.05 -4.09 -8.89 2.23

FGF8 1036 0.00 0.00 0.00 0.05 0.23 0.00 0.00 0.00 0.07 0.00 0.05 -4.46 0.02 #NUM! #NUM! #NUM! 1.52 3.78 #NUM!

FGF9 4545 0.01 0.22 0.00 0.01 0.00 0.28 0.23 0.35 0.34 0.52 0.09 -3.55 0.36 -5.98 -0.74 #NUM! -4.65 #NUM! 1.69

FGFBP1 1219 155.15 93.99 192.06 187.21 5.55 122.81 420.80 782.85 0.77 720.23 126.13 6.98 481.16 -1.63 -2.36 -1.32 -1.36 -6.44 -0.04

FGFBP2 1188 0.45 0.41 0.36 0.16 0.47 0.24 1.30 0.75 1.49 0.04 0.35 -1.52 0.90 -0.98 -1.13 -1.33 -2.49 -0.93 -0.52

FGFBP3 2564 0.85 0.51 0.17 0.20 0.29 0.40 0.49 0.23 0.51 0.51 0.40 -1.31 0.43 0.97 0.23 -1.35 -1.15 -0.58 0.00

FGFR1 5963 6.13 19.41 5.72 4.45 2.22 17.60 19.95 22.60 44.63 32.23 9.26 3.21 29.85 -2.28 -0.62 -2.38 -2.75 -3.75 0.93

FGFR1OP 1902 3.69 4.71 5.42 8.08 5.38 7.27 2.88 5.99 3.32 4.92 5.76 2.53 4.28 -0.21 0.14 0.34 0.92 0.33 0.34

FGFR1OP2 3030 9.68 8.72 18.32 16.78 7.46 19.35 8.23 12.04 9.01 18.14 13.39 3.74 11.86 -0.29 -0.44 0.63 0.50 -0.67 0.53

FGFR2 4657 4.48 9.21 3.50 3.46 1.54 8.57 15.30 19.43 4.68 21.78 5.13 2.36 15.30 -1.77 -0.73 -2.13 -2.14 -3.31 0.74

FGFR3 4310 14.68 9.08 24.76 9.85 0.84 10.27 22.57 14.27 0.80 11.09 11.58 3.53 12.18 0.27 -0.42 1.02 -0.31 -3.85 -0.17

FGFR4 3084 0.40 5.39 1.52 1.46 1.99 0.30 1.58 0.72 1.67 0.38 1.84 0.88 1.09 -1.44 2.31 0.48 0.43 0.87 -2.62

FGFRL1 3215 1.25 8.51 5.89 3.11 7.14 3.50 3.59 3.90 6.23 3.93 4.90 2.29 4.41 -1.82 0.95 0.42 -0.51 0.69 -0.48

FGG 1665 0.00 0.07 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.02 -5.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FGGY 2102 5.34 2.18 8.91 2.78 10.69 3.72 1.67 3.11 7.02 4.12 5.60 2.49 3.98 0.42 -0.87 1.16 -0.52 1.42 -0.59

FGL1 1500 0.00 0.00 0.00 0.00 3.23 0.00 0.00 0.00 0.00 0.00 0.54 -0.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FGL2 4268 3.49 9.71 12.17 4.00 2.57 17.91 6.10 4.73 13.02 9.83 8.31 3.05 8.42 -1.27 0.21 0.53 -1.07 -1.71 1.11

FGR 2501 4.25 6.19 5.07 4.51 7.63 6.18 8.46 3.91 10.46 3.94 5.64 2.50 6.69 -0.66 -0.11 -0.40 -0.57 0.19 0.13

FH 1877 23.74 18.21 23.84 23.99 43.74 27.96 16.06 12.27 28.52 24.09 26.91 4.75 20.24 0.23 -0.15 0.24 0.25 1.11 0.06

FHAD1 5090 1.15 1.61 2.07 0.07 0.58 0.83 0.20 0.39 0.78 0.40 1.05 0.07 0.44 1.38 1.86 2.23 -2.67 0.39 -0.35

FHDC1 6480 0.45 1.39 1.03 8.70 1.36 0.93 3.43 2.57 0.33 1.78 2.31 1.21 2.03 -2.17 -0.54 -0.98 2.10 -0.58 -1.31

FHIT 1122 1.14 2.53 0.62 0.84 2.49 2.98 2.62 1.83 4.28 4.91 1.77 0.82 3.41 -1.59 -0.43 -2.46 -2.02 -0.46 0.76

FHL1 2906 15.08 38.27 5.82 5.00 2.51 76.39 161.58 50.18 716.42 115.27 23.85 4.58 260.86 -4.11 -2.77 -5.48 -5.70 -6.70 1.68

FHL2 1907 28.43 67.22 16.86 41.02 115.77 113.45 33.63 55.81 140.05 84.05 63.79 6.00 78.39 -1.46 -0.22 -2.22 -0.93 0.56 0.83

FHL3 1738 7.63 19.00 13.71 23.59 20.44 12.89 14.98 6.90 34.92 18.41 16.21 4.02 18.80 -1.30 0.01 -0.46 0.33 0.12 -0.33

FHL5 2135 0.52 0.64 0.47 0.31 0.11 2.02 2.41 1.26 6.75 1.29 0.68 -0.56 2.93 -2.48 -2.20 -2.65 -3.22 -4.76 1.57

FHOD1 3865 2.15 5.76 2.70 9.43 15.44 7.00 2.42 2.28 5.87 4.53 7.08 2.82 3.78 -0.82 0.61 -0.48 1.32 2.03 -0.02

FHOD3 4942 0.00 5.05 0.94 0.00 4.39 3.89 0.84 2.02 5.82 4.38 2.38 1.25 3.26 #NUM! 0.63 -1.79 #NUM! 0.43 0.71

FIBCD1 3257 1.54 0.13 21.44 0.51 2.23 0.14 0.05 0.02 0.00 0.08 4.33 2.11 0.04 5.33 1.80 9.13 3.73 5.87 -4.94

FIBIN 3024 7.59 6.96 1.61 1.22 0.37 9.09 13.66 8.81 38.54 18.69 4.47 2.16 19.93 -1.39 -1.52 -3.63 -4.03 -5.75 1.02

FIBP 1450 38.74 29.56 32.53 28.01 59.79 29.70 24.60 24.91 31.92 22.12 36.39 5.19 25.89 0.58 0.19 0.33 0.11 1.21 -0.29

FICD 1651 2.08 2.11 1.26 1.09 0.46 0.00 1.59 0.52 2.50 0.70 1.17 0.22 1.33 0.65 0.67 -0.08 -0.28 -1.53 #NUM!

FIG4 3123 6.88 4.90 4.64 5.66 1.84 5.21 4.66 3.69 4.19 4.14 4.85 2.28 4.17 0.72 0.23 0.16 0.44 -1.18 0.10

FIGF 2084 0.00 0.55 0.00 0.00 0.00 2.80 2.22 0.00 8.87 1.85 0.56 -0.84 3.24 #NUM! -2.55 #NUM! #NUM! #NUM! 2.33

FIGLA 722 0.00 0.00 0.00 0.00 0.00 0.04 0.05 0.05 0.04 0.04 0.01 -7.21 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

FIGN 4535 0.08 0.27 0.25 0.41 0.24 0.22 0.39 0.22 0.71 0.14 0.24 -2.03 0.37 -2.20 -0.46 -0.54 0.16 -0.58 -0.19

FIGNL1 3544 2.51 2.00 6.89 4.23 1.71 3.28 1.41 1.68 0.85 1.93 3.44 1.78 1.47 0.77 0.45 2.23 1.53 0.22 -0.07

FIGNL2 4711 0.10 0.43 0.05 0.08 0.07 0.16 0.24 0.18 0.15 0.31 0.15 -2.74 0.22 -1.07 0.97 -2.09 -1.40 -1.59 0.09

FILIP1 4629 0.14 0.30 0.92 0.21 0.02 0.77 1.65 0.58 3.55 0.63 0.39 -1.35 1.60 -3.52 -2.41 -0.80 -2.93 -6.26 0.97

FILIP1L 4211 7.78 15.12 12.70 7.30 1.02 23.08 36.21 9.15 50.65 15.02 11.17 3.48 27.76 -1.84 -0.88 -1.13 -1.93 -4.77 1.05

FIP1L1 2458 8.01 15.61 34.59 22.60 14.60 14.47 12.06 14.97 12.47 12.45 18.31 4.19 12.99 -0.70 0.27 1.41 0.80 0.17 -0.34

FIS1 785 65.21 49.49 45.04 39.02 140.35 127.90 58.15 38.61 214.89 131.68 77.84 6.28 110.83 -0.77 -1.16 -1.30 -1.51 0.34 0.72

FITM1 1064 0.18 0.00 0.22 0.54 0.14 0.11 0.35 0.19 0.11 0.10 0.20 -2.34 0.19 -0.03 #NUM! 0.21 1.53 -0.39 -0.89

FITM2 958 1.55 2.07 1.52 1.10 1.71 0.90 1.36 1.21 1.82 1.28 1.48 0.56 1.42 0.13 0.54 0.10 -0.37 0.27 -0.71

FIZ1 2679 2.08 6.21 11.38 6.92 5.72 2.90 4.75 3.51 4.57 2.42 5.87 2.55 3.81 -0.87 0.70 1.58 0.86 0.59 -1.02

FJX1 2701 2.11 6.20 2.87 6.70 13.87 3.90 2.19 6.91 6.20 5.80 5.94 2.57 5.28 -1.32 0.23 -0.88 0.34 1.39 -0.61

FKBP10 2888 14.44 32.03 15.91 10.48 53.77 28.00 24.67 15.76 68.87 28.91 25.77 4.69 34.55 -1.26 -0.11 -1.12 -1.72 0.64 0.12

FKBP11 986 36.63 43.32 23.23 17.37 39.45 32.04 15.01 0.00 37.67 0.00 32.01 5.00 13.17 1.48 1.72 0.82 0.40 1.58 0.00

FKBP14 2247 2.31 2.92 2.88 3.06 1.59 3.55 2.64 2.87 3.32 3.66 2.72 1.44 3.12 -0.43 -0.10 -0.11 -0.03 -0.97 0.38

FKBP15 4336 6.06 14.16 12.25 19.53 10.44 5.88 7.02 7.88 6.17 6.45 11.39 3.51 6.88 -0.18 1.04 0.83 1.51 0.60 -0.95

FKBP1A 1643 181.97 182.81 187.28 180.66 163.47 190.99 130.94 126.95 201.67 137.81 181.19 7.50 149.34 0.29 0.29 0.33 0.27 0.13 0.08

FKBP1AP1 1662 0.06 0.10 0.18 0.10 0.03 0.11 0.02 0.27 0.11 0.12 0.10 -3.34 0.13 -1.21 -0.32 0.50 -0.35 -2.01 0.17

FKBP1A-SDCBP2 1689 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FKBP1B 1016 3.12 2.76 11.03 2.36 4.32 6.10 3.21 2.49 4.77 5.01 4.95 2.31 3.87 -0.31 -0.49 1.51 -0.71 0.16 0.30

FKBP2 747 74.86 52.74 68.71 48.80 0.00 98.35 67.95 41.07 60.22 63.08 57.24 5.84 58.08 0.37 -0.14 0.24 -0.25 #NUM! 0.78

FKBP3 1353 38.08 24.16 24.05 30.78 124.29 74.71 23.72 20.25 35.44 42.41 52.68 5.72 30.46 0.32 -0.33 -0.34 0.02 2.03 0.50

FKBP4 3757 20.87 19.58 42.65 49.09 152.06 48.45 61.84 22.89 38.56 68.33 55.45 5.79 47.91 -1.20 -1.29 -0.17 0.04 1.67 -0.19

FKBP5 7384 4.43 11.65 20.65 13.01 9.23 12.61 8.65 12.68 6.62 5.49 11.93 3.58 8.36 -0.92 0.48 1.30 0.64 0.14 0.08

FKBP6 1570 1.56 0.87 0.70 0.97 5.40 0.47 0.39 0.46 0.13 0.15 1.66 0.73 0.28 2.45 1.61 1.29 1.77 4.25 -1.81

FKBP7 2904 4.28 6.96 1.75 5.88 1.09 10.39 4.72 3.63 9.06 10.18 5.06 2.34 6.90 -0.69 0.01 -1.98 -0.23 -2.66 1.04

FKBP8 1787 80.38 88.46 97.50 50.31 172.53 88.17 106.10 99.30 199.51 113.27 96.22 6.59 129.55 -0.69 -0.55 -0.41 -1.36 0.41 -0.13

FKBP9 3491 11.37 21.66 16.88 15.65 20.74 28.59 23.75 18.65 43.53 21.40 19.15 4.26 26.83 -1.24 -0.31 -0.67 -0.78 -0.37 0.58

FKBP9L 2561 2.40 4.97 5.38 3.69 11.35 8.55 6.29 4.68 19.39 8.90 6.06 2.60 9.82 -2.03 -0.98 -0.87 -1.41 0.21 0.50

FKBPL 1357 4.25 2.78 1.89 3.09 9.61 3.46 2.95 1.90 2.20 3.16 4.18 2.06 2.55 0.74 0.13 -0.43 0.28 1.91 -0.27

FKRP 3474 1.25 0.00 3.66 6.05 2.45 2.54 0.00 0.00 0.00 0.00 2.66 1.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.07

FKSG29 608 0.00 0.00 0.00 0.15 0.00 0.00 0.00 0.06 0.00 0.05 0.03 -5.32 0.03 #NUM! #NUM! #NUM! 2.46 #NUM! #NUM!



FKSG43 1800 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FKSG83 1165 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FKTN 7456 1.59 2.62 1.59 2.06 1.50 2.14 1.56 1.83 0.81 1.69 1.92 0.94 1.47 0.11 0.83 0.11 0.49 0.03 0.16

FLAD1 2260 22.59 18.77 20.12 24.57 29.83 12.67 11.29 9.23 0.00 8.61 21.42 4.42 7.28 1.63 1.37 1.47 1.75 2.03 -0.76

FLCN 3723 1.32 7.01 6.26 5.86 7.43 5.61 4.14 3.29 7.38 6.49 5.58 2.48 5.33 -2.01 0.40 0.23 0.14 0.48 0.01

FLG 12747 0.64 0.10 0.40 0.01 0.00 0.07 3.76 0.15 0.02 0.18 0.20 -2.30 1.03 -0.68 -3.30 -1.38 -6.38 #NUM! -1.59

FLG2 9170 0.00 0.00 0.01 0.00 0.00 0.01 0.08 0.03 0.00 0.03 0.00 -8.25 0.03 #NUM! -3.65 -1.84 #NUM! #NUM! 1.15

FLI1 4049 4.26 15.02 6.25 3.59 2.23 10.03 4.99 6.78 9.90 8.34 6.90 2.79 7.50 -0.82 1.00 -0.26 -1.06 -1.75 0.54

FLII 4176 13.77 40.27 31.42 37.10 59.02 19.59 25.68 23.82 39.61 22.15 33.53 5.07 27.82 -1.01 0.53 0.18 0.42 1.09 -0.78

FLJ10038 5944 0.00 1.06 0.00 0.64 0.44 1.23 0.54 0.42 1.17 1.32 0.56 -0.83 0.86 #NUM! 0.30 #NUM! -0.42 -0.98 1.13

FLJ10661 1643 0.59 2.29 2.08 3.47 1.39 2.13 3.05 0.84 1.34 1.73 1.99 0.99 1.74 -1.56 0.40 0.26 1.00 -0.32 0.09

FLJ11235 1406 0.00 0.00 0.00 0.00 1.09 0.00 0.00 0.00 1.02 0.00 0.18 -2.46 0.26 #NUM! #NUM! #NUM! #NUM! 2.10 #NUM!

FLJ12334 3030 0.00 0.66 0.11 0.10 0.02 0.38 0.17 0.13 0.01 0.14 0.21 -2.24 0.11 #NUM! 2.57 0.03 -0.16 -2.17 0.83

FLJ12825 3942 0.06 0.00 0.00 0.01 0.15 0.09 0.00 0.02 0.04 0.03 0.05 -4.25 0.02 1.35 #NUM! #NUM! -1.49 2.73 0.82

FLJ13197 2368 0.00 0.00 0.00 0.00 3.92 0.00 0.00 0.00 0.00 0.00 0.65 -0.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ13224 1630 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ14107 1839 0.12 0.47 0.19 0.28 0.01 0.03 0.24 0.24 0.00 0.01 0.18 -2.44 0.12 -0.04 1.92 0.65 1.20 -3.13 -2.81

FLJ14186 4818 0.26 4.59 2.06 4.41 0.45 0.56 2.36 2.15 0.65 0.48 2.05 1.04 1.41 -2.43 1.70 0.55 1.65 -1.65 -1.88

FLJ16341 1705 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FLJ16779 7650 0.04 0.19 0.01 0.02 0.03 0.05 0.01 0.00 0.06 0.03 0.06 -4.11 0.02 0.71 2.93 -1.06 0.04 0.44 -0.12

FLJ20021 810 7.53 9.79 0.00 4.41 11.53 7.81 4.04 7.41 9.18 7.47 6.85 2.78 7.02 0.10 0.48 #NUM! -0.67 0.72 0.19

FLJ20518 2107 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 -8.18 0.01 #NUM! 0.48 #NUM! #NUM! #NUM! #NUM!

FLJ21408 631 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ22184 4518 0.03 4.12 0.13 0.14 1.26 0.10 0.47 0.16 0.04 0.09 0.96 -0.06 0.19 -2.73 4.44 -0.58 -0.47 2.73 -3.26

FLJ22536 1904 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ22763 1952 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ23152 1322 0.13 0.09 0.00 0.06 0.06 0.40 0.00 0.09 0.00 0.27 0.12 -3.02 0.09 0.56 -0.01 #NUM! -0.69 -0.54 1.71

FLJ23867 2717 0.00 0.00 3.22 10.94 7.43 0.00 13.51 7.57 0.00 4.88 3.60 1.85 6.49 #NUM! #NUM! -1.01 0.75 0.19 #NUM!

FLJ25363 1493 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ26484 2265 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ26850 1451 0.00 0.00 0.14 0.00 0.04 0.00 0.02 0.02 0.12 0.05 0.03 -5.08 0.05 #NUM! #NUM! 1.40 #NUM! -0.52 #NUM!

FLJ27352 782 0.00 1.67 0.94 1.12 1.07 0.00 1.58 1.23 0.00 0.00 0.80 -0.32 0.70 #NUM! 1.25 0.43 0.67 0.60 #NUM!

FLJ27354 789 0.29 0.71 1.08 0.00 0.31 1.99 0.00 0.72 1.57 1.56 0.73 -0.45 0.96 -1.73 -0.45 0.17 #NUM! -1.65 1.45

FLJ30403 1701 0.63 0.96 0.48 0.69 0.08 0.24 0.89 0.32 0.28 0.14 0.51 -0.96 0.41 0.63 1.23 0.24 0.75 -2.35 -1.08

FLJ30679 1980 0.04 0.00 0.00 0.00 0.05 0.01 0.00 0.01 0.00 0.00 0.02 -5.83 0.00 3.57 #NUM! #NUM! #NUM! 3.88 -0.53

FLJ30838 4313 0.01 0.09 0.00 0.01 0.24 0.07 0.00 0.01 0.11 0.00 0.07 -3.85 0.03 -2.29 1.61 #NUM! -1.96 3.06 -0.01

FLJ31306 2498 5.76 14.98 10.48 11.69 4.12 12.11 8.26 7.67 5.29 10.70 9.86 3.30 7.98 -0.47 0.91 0.39 0.55 -0.96 0.30

FLJ31485 3678 0.93 2.26 0.36 2.16 4.61 7.86 2.74 3.79 5.03 11.00 3.03 1.60 5.64 -2.59 -1.32 -3.96 -1.38 -0.29 1.38

FLJ31662 2755 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ31813 2177 0.10 0.00 0.00 0.46 0.00 0.48 0.00 0.00 0.45 0.00 0.17 -2.52 0.11 -0.19 #NUM! #NUM! 2.05 #NUM! 1.47

FLJ32063 3397 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ32224 1138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ33065 2125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ33360 2419 0.01 0.06 0.01 0.03 0.01 0.02 0.07 0.03 0.01 0.06 0.02 -5.45 0.04 -1.99 0.33 -1.77 -0.66 -2.09 -0.23

FLJ33630 2977 4.94 0.00 3.56 3.71 8.50 2.82 2.71 4.96 5.93 6.03 3.92 1.97 4.91 0.01 #NUM! -0.46 -0.40 0.79 -0.48

FLJ34208 1141 0.13 0.70 2.10 1.71 5.48 0.82 0.08 0.33 0.55 0.22 1.82 0.87 0.29 -1.14 1.26 2.84 2.55 4.23 -1.15

FLJ34503 2006 0.00 0.04 0.06 0.03 0.00 0.01 0.00 0.10 0.00 0.02 0.03 -5.31 0.03 #NUM! 0.47 1.10 0.21 #NUM! -1.08

FLJ34690 2767 0.00 0.04 0.00 0.00 0.00 0.00 0.05 0.05 0.07 0.03 0.01 -7.19 0.05 #NUM! -0.25 #NUM! #NUM! #NUM! #NUM!

FLJ35024 928 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ35390 2159 3.41 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.57 -0.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ35776 1023 4.97 7.23 4.11 1.50 12.25 7.95 3.05 3.76 8.83 4.86 6.34 2.66 5.12 -0.04 0.50 -0.32 -1.77 1.26 0.33

FLJ35946 2053 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ36000 3798 0.00 0.04 0.02 0.01 0.00 0.03 0.08 0.04 0.10 0.06 0.02 -6.01 0.07 #NUM! -0.99 -2.12 -3.01 #NUM! 1.10

FLJ36031 4426 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ36644 2442 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ36777 2140 0.05 0.06 0.07 0.00 0.04 0.19 0.07 0.04 0.33 0.20 0.07 -3.87 0.16 -1.63 -1.30 -1.08 #NUM! -2.14 1.45

FLJ37035 2527 0.38 0.00 0.00 0.42 3.00 0.00 0.40 0.00 0.00 0.98 0.63 -0.66 0.35 0.15 #NUM! #NUM! 0.27 3.12 #NUM!

FLJ37201 3662 0.00 0.10 0.02 0.04 0.03 0.11 0.01 0.01 0.03 0.06 0.05 -4.38 0.03 #NUM! 1.92 -0.66 0.45 0.02 1.20

FLJ37453 2732 1.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.58 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ37505 2020 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FLJ38109 3487 0.10 0.97 0.00 0.82 0.05 0.03 0.11 0.18 0.04 0.02 0.33 -1.61 0.09 0.16 3.45 #NUM! 3.21 -0.83 -3.30

FLJ39051 753 3.44 0.00 1.10 1.62 8.05 2.43 1.12 1.32 2.48 1.16 2.77 1.47 1.52 1.18 #NUM! -0.47 0.09 2.40 -0.19

FLJ39080 2125 0.00 0.00 0.00 0.01 0.03 1.02 0.01 0.00 0.01 0.04 0.18 -2.50 0.01 #NUM! #NUM! #NUM! -0.74 1.08 2.53

FLJ39534 2540 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ39582 2632 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ39639 2443 0.23 1.28 0.30 0.74 1.19 1.05 0.85 0.72 1.04 1.26 0.80 -0.33 0.97 -2.07 0.40 -1.71 -0.39 0.30 0.40

FLJ39653 2547 0.72 1.54 0.80 1.45 0.38 0.82 1.36 1.55 0.66 0.87 0.95 -0.07 1.11 -0.62 0.47 -0.46 0.39 -1.54 -0.22

FLJ39739 1065 5.53 14.60 13.02 7.96 24.31 15.35 4.82 4.90 7.24 5.22 13.46 3.75 5.55 0.00 1.40 1.23 0.52 2.13 0.19

FLJ40292 1761 0.00 0.06 0.07 0.04 0.00 0.10 0.00 0.05 0.04 0.05 0.05 -4.45 0.04 #NUM! 0.85 1.07 0.17 #NUM! 1.08

FLJ40434 925 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ40852 2262 0.81 0.69 0.53 0.44 0.82 0.99 0.00 0.68 0.37 0.00 0.71 -0.49 0.26 1.62 1.39 1.03 0.76 1.65 0.47

FLJ41200 2330 0.00 0.27 0.71 0.01 0.00 0.16 0.01 0.02 0.27 0.11 0.19 -2.38 0.10 #NUM! 1.35 2.77 -2.84 #NUM! -0.25

FLJ41278 3181 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.00 0.01 0.01 0.01 -7.64 0.00 #NUM! #NUM! #NUM! #NUM! 2.14 1.54

FLJ41350 1332 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.02 0.02 -5.97 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

FLJ41941 2379 0.08 0.02 0.00 0.01 0.00 0.02 0.00 0.00 0.02 0.01 0.02 -5.47 0.01 3.44 1.63 #NUM! 0.96 #NUM! -0.19

FLJ42280 2707 0.01 0.00 0.07 0.01 0.00 0.00 0.00 0.02 0.00 0.02 0.02 -6.02 0.01 -0.16 #NUM! 2.65 0.17 #NUM! #NUM!

FLJ42289 3176 0.22 0.16 0.58 0.39 0.49 0.23 0.19 0.07 0.16 0.22 0.34 -1.54 0.16 0.40 -0.01 1.84 1.25 1.58 -0.60

FLJ42351 514 0.08 0.89 0.00 0.29 0.42 0.33 0.08 0.00 0.27 0.06 0.34 -1.58 0.10 -0.42 3.11 #NUM! 1.51 2.05 -0.01

FLJ42392 2551 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ42393 2266 0.11 0.18 0.04 0.28 0.11 0.07 0.53 0.02 0.04 0.10 0.13 -2.91 0.17 -0.69 0.05 -2.05 0.72 -0.63 -0.86

FLJ42627 7148 0.54 1.85 0.45 1.08 0.26 0.49 1.49 0.68 0.35 0.47 0.78 -0.36 0.75 -0.47 1.31 -0.72 0.54 -1.52 -0.67

FLJ42709 3380 2.08 2.99 1.39 0.76 0.21 9.04 1.72 1.74 0.00 7.41 2.75 1.46 2.72 -0.38 0.14 -0.97 -1.84 -3.69 1.72

FLJ42875 3722 0.09 0.68 0.41 0.62 0.37 1.50 0.22 0.08 1.69 0.63 0.61 -0.71 0.65 -2.93 0.06 -0.66 -0.08 -0.84 1.30

FLJ42969 1948 0.04 0.06 0.00 0.37 0.07 0.06 0.12 0.16 0.00 0.10 0.10 -3.33 0.09 -1.16 -0.74 #NUM! 1.97 -0.53 -0.69

FLJ43315 2521 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ43390 6636 0.00 0.00 0.00 0.00 0.00 0.02 0.10 0.00 0.43 0.01 0.00 -7.75 0.14 #NUM! -5.03 #NUM! #NUM! -5.23 2.12

FLJ43663 2964 1.26 4.37 3.26 2.07 0.00 7.15 2.52 4.61 3.28 7.83 3.02 1.59 4.56 -1.86 -0.06 -0.49 -1.14 #NUM! 1.24

FLJ43681 2256 0.33 0.39 0.25 0.54 0.36 0.47 0.51 0.59 0.23 0.54 0.39 -1.36 0.47 -0.52 -0.28 -0.88 0.20 -0.39 0.28

FLJ43826 3580 0.00 0.00 0.00 0.01 0.02 0.00 0.03 0.01 0.00 0.00 0.00 -7.83 0.01 #NUM! -3.37 #NUM! -0.35 0.47 #NUM!

FLJ43860 4167 0.00 0.70 0.00 0.00 0.01 0.29 0.00 0.00 0.38 0.00 0.16 -2.60 0.09 #NUM! 2.87 #NUM! #NUM! -4.03 0.80

FLJ43879 3489 0.00 0.04 0.00 0.00 0.00 0.01 0.04 0.03 0.00 0.01 0.01 -6.86 0.02 #NUM! 1.14 #NUM! #NUM! #NUM! -0.38

FLJ44054 2928 0.00 0.00 0.00 0.01 0.88 0.02 0.00 0.00 0.02 0.00 0.15 -2.73 0.01 #NUM! #NUM! #NUM! 0.92 7.19 -3.25

FLJ44511 3506 0.06 0.05 0.04 0.00 0.28 0.08 0.05 0.04 0.00 0.10 0.09 -3.54 0.05 0.34 0.14 -0.12 #NUM! 2.58 -0.13

FLJ44635 2269 0.32 0.81 0.81 0.24 0.47 0.81 0.26 0.72 0.00 0.76 0.58 -0.79 0.43 -0.45 0.90 0.90 -0.85 0.11 0.49

FLJ45079 4704 0.01 0.02 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -7.19 0.00 1.18 3.17 #NUM! 2.50 #NUM! #NUM!

FLJ45244 830 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FLJ45340 10263 0.81 6.49 3.89 4.48 0.69 1.16 2.93 2.06 0.74 1.12 2.92 1.54 1.71 -1.09 1.92 1.18 1.39 -1.32 -1.33

FLJ45445 4874 0.57 2.75 0.40 1.73 1.17 0.32 0.60 1.79 0.13 0.20 1.16 0.21 0.68 -0.26 2.02 -0.76 1.34 0.79 -1.87

FLJ45983 2214 0.00 0.40 0.00 0.04 0.36 0.24 0.05 0.00 0.00 0.11 0.17 -2.53 0.04 #NUM! 3.31 #NUM! 0.04 3.13 0.47

FLJ46257 4185 0.00 0.00 0.09 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.02 -5.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.79

FLJ46361 3743 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FLJ46906 1022 3.64 0.00 0.00 0.00 2.10 1.46 2.00 0.00 1.50 0.00 1.20 0.26 0.87 2.06 #NUM! #NUM! #NUM! 1.26 0.28

FLJ90757 4421 0.86 2.53 0.99 1.24 1.51 1.19 2.01 1.27 2.55 1.92 1.39 0.47 1.94 -1.17 0.39 -0.97 -0.64 -0.35 -0.22

FLNA 8557 28.16 284.29 110.66 364.76 300.30 212.83 410.68 61.04 1017.06 237.05 216.83 7.76 431.46 -3.94 -0.60 -1.96 -0.24 -0.52 -0.03

FLNB 9560 5.69 26.51 68.34 57.44 66.49 17.33 14.20 19.10 33.45 13.08 40.30 5.33 19.96 -1.81 0.41 1.78 1.53 1.74 -1.22

FLNC 9149 0.67 4.68 4.77 0.28 0.31 2.98 13.06 1.12 101.59 7.06 2.28 1.19 30.71 -5.51 -2.71 -2.69 -6.76 -6.64 0.38

FLOT1 1839 46.07 69.96 57.98 63.20 100.60 115.43 49.04 0.00 160.80 87.28 75.54 6.24 74.28 -0.69 -0.09 -0.36 -0.23 0.44 0.61

FLOT2 2659 24.23 34.03 32.59 37.11 50.91 32.85 17.17 30.79 39.29 26.37 35.29 5.14 28.41 -0.23 0.26 0.20 0.39 0.84 -0.10

FLRT1 3252 0.05 0.32 0.08 0.04 0.00 0.17 0.50 0.43 0.89 0.26 0.11 -3.19 0.52 -3.42 -0.68 -2.78 -3.67 #NUM! 0.63

FLRT2 7185 1.53 3.57 0.95 2.38 0.13 2.14 3.57 6.62 3.07 2.23 1.78 0.83 3.87 -1.34 -0.11 -2.03 -0.70 -4.87 0.26

FLRT3 4024 3.34 2.55 0.91 4.16 0.14 1.08 2.18 3.71 0.57 3.23 2.03 1.02 2.42 0.46 0.07 -1.42 0.78 -4.11 -0.91

FLT1 7123 1.37 4.65 6.48 2.81 2.95 11.83 4.30 9.09 13.70 17.57 5.02 2.33 11.16 -3.03 -1.26 -0.78 -1.99 -1.92 1.24

FLT3 3848 0.15 1.18 3.52 3.06 0.02 0.53 3.54 1.31 0.17 0.17 1.41 0.49 1.30 -3.12 -0.14 1.44 1.24 -6.09 -1.42

FLT3LG 1125 11.68 13.16 21.82 10.06 10.28 21.12 14.87 9.20 16.51 12.56 14.69 3.88 13.28 -0.19 -0.01 0.72 -0.40 -0.37 0.52

FLT4 5857 0.90 3.02 3.57 0.98 0.59 5.19 4.92 2.58 4.47 3.61 2.37 1.25 3.89 -2.12 -0.37 -0.12 -1.98 -2.73 1.13

FLVCR1 5947 0.50 2.43 1.73 1.62 1.77 1.81 0.96 0.90 0.61 1.27 1.64 0.72 0.94 -0.89 1.38 0.89 0.79 0.92 0.14

FLVCR2 3669 0.00 2.39 1.76 0.61 1.89 1.17 2.03 1.88 2.18 0.85 1.30 0.38 1.74 #NUM! 0.46 0.02 -1.51 0.13 -0.16

FLYWCH1 5009 3.24 2.21 3.98 9.14 6.38 4.18 4.57 3.28 7.17 5.10 4.85 2.28 5.03 -0.63 -1.19 -0.34 0.86 0.34 -0.22

FLYWCH2 1044 28.10 20.48 11.51 22.53 31.72 21.15 18.84 14.50 21.43 17.47 22.58 4.50 18.06 0.64 0.18 -0.65 0.32 0.81 -0.09

FMN1 12355 0.28 2.22 1.04 0.80 0.16 0.46 1.37 2.50 0.00 0.95 0.83 -0.28 1.21 -2.11 0.88 -0.21 -0.59 -2.94 -0.86

FMN2 6440 0.01 0.07 0.02 0.00 0.00 0.09 0.10 0.14 0.20 0.14 0.03 -4.93 0.15 -3.62 -1.12 -2.59 #NUM! -5.99 1.47

FMNL1 3973 6.70 7.24 12.88 9.30 11.05 7.95 3.94 5.41 6.63 3.95 9.19 3.20 4.98 0.43 0.54 1.37 0.90 1.15 -0.21

FMNL2 5575 2.49 6.43 4.62 7.01 3.17 5.98 3.21 4.24 3.37 5.64 4.95 2.31 4.11 -0.73 0.64 0.17 0.77 -0.38 0.27

FMNL3 11192 1.54 4.92 5.74 4.92 2.32 3.08 1.96 1.87 2.84 2.03 3.75 1.91 2.17 -0.50 1.18 1.40 1.18 0.10 -0.29

FMO1 2134 43.21 5.75 3.05 3.41 0.13 17.10 0.62 1.16 4.13 2.86 12.11 3.60 2.19 4.30 1.39 0.48 0.64 -4.12 0.50

FMO2 5181 13.64 4.90 0.36 0.06 0.00 3.45 6.56 7.53 1.27 6.09 3.74 1.90 5.36 1.35 -0.13 -3.88 -6.58 -10.18 -0.12

FMO3 2107 0.86 1.11 0.58 0.10 0.05 1.57 0.14 0.39 0.69 0.59 0.71 -0.49 0.45 0.93 1.29 0.37 -2.18 -3.20 1.15

FMO4 2148 5.80 2.22 1.62 2.23 0.74 1.83 1.38 2.48 1.80 1.42 2.41 1.27 1.77 1.71 0.33 -0.13 0.33 -1.26 -0.39

FMO5 2632 0.28 1.78 0.30 0.32 0.23 1.43 1.27 0.31 1.20 0.94 0.72 -0.47 0.93 -1.72 0.94 -1.62 -1.51 -2.02 0.98

FMO6P 2125 0.13 0.05 0.00 0.00 0.00 0.39 0.00 0.03 0.00 0.00 0.09 -3.40 0.01 4.30 2.99 #NUM! #NUM! #NUM! 2.04

FMO9P 1390 0.08 0.00 0.50 0.03 0.08 0.59 0.09 0.09 0.00 0.22 0.21 -2.23 0.10 -0.24 #NUM! 2.32 -1.90 -0.34 1.47

FMOD 3005 33.00 42.10 12.61 13.42 3.50 48.62 48.86 29.01 102.69 50.87 25.54 4.67 57.86 -0.81 -0.46 -2.20 -2.11 -4.05 0.93

FMR1 4411 3.71 9.22 9.04 10.12 4.24 16.12 5.18 7.71 6.06 9.81 8.74 3.13 7.19 -0.95 0.36 0.33 0.49 -0.76 0.88

FMR1-AS1 3026 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FMR1NB 1021 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FN1 8815 8.38 171.18 79.30 33.81 40.56 83.77 64.84 20.04 1097.04 35.08 69.50 6.12 304.25 -5.18 -0.83 -1.94 -3.17 -2.91 0.27

FN3K 1433 0.46 5.42 3.49 1.41 9.33 6.89 3.29 3.63 8.32 6.88 4.50 2.17 5.53 -3.59 -0.03 -0.66 -1.97 0.75 0.62

FN3KRP 1844 8.61 12.33 10.48 16.62 36.68 28.37 5.63 5.98 26.06 18.97 18.85 4.24 14.16 -0.72 -0.20 -0.43 0.23 1.37 0.59

FNBP1 5457 5.46 12.99 16.39 8.66 4.38 11.19 11.28 8.95 24.20 11.58 9.84 3.30 14.00 -1.36 -0.11 0.23 -0.69 -1.68 0.19

FNBP1L 5371 3.86 8.27 15.13 6.98 2.85 10.66 5.58 7.85 4.69 8.28 7.96 2.99 6.60 -0.77 0.32 1.20 0.08 -1.21 0.42

FNBP4 4127 8.24 19.08 17.43 19.62 6.54 11.54 9.68 13.53 8.94 11.96 13.74 3.78 11.03 -0.42 0.79 0.66 0.83 -0.75 -0.25

FNDC1 6578 0.90 8.10 1.90 3.02 0.54 1.25 1.07 2.46 1.63 4.08 2.62 1.39 2.31 -1.36 1.81 -0.28 0.39 -2.09 -1.06

FNDC3A 6303 3.49 12.46 5.84 5.05 0.81 11.38 6.80 7.80 6.29 10.40 6.50 2.70 7.82 -1.16 0.67 -0.42 -0.63 -3.28 0.81

FNDC3B 7027 4.64 14.84 21.10 14.43 31.57 9.96 5.78 6.83 6.76 8.41 16.09 4.01 6.95 -0.58 1.10 1.60 1.05 2.18 -0.69

FNDC4 1697 3.18 3.55 2.60 0.86 3.68 7.59 3.77 2.80 6.39 8.35 3.58 1.84 5.33 -0.75 -0.59 -1.03 -2.63 -0.53 1.09

FNDC5 3035 0.24 0.21 0.41 0.00 0.07 0.51 0.27 0.07 2.25 0.83 0.24 -2.05 0.86 -1.82 -2.02 -1.06 #NUM! -3.55 1.08

FNDC7 3064 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.01 -7.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.52

FNDC8 1369 2.22 0.48 1.74 1.06 0.06 0.41 0.84 0.62 0.02 0.72 1.00 -0.01 0.55 2.01 -0.18 1.66 0.95 -3.21 -1.29

FNDC9 2126 0.00 0.01 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.02 -5.50 0.00 #NUM! 2.30 5.53 #NUM! #NUM! #NUM!

FNIP1 6655 0.62 2.97 1.37 2.93 0.66 3.49 1.91 2.84 1.95 2.78 2.01 1.00 2.37 -1.94 0.32 -0.79 0.31 -1.85 0.80

FNIP2 5801 1.00 3.57 5.30 3.08 0.75 5.17 3.54 3.91 3.11 5.76 3.15 1.65 4.08 -2.02 -0.19 0.38 -0.41 -2.44 0.72

FNTA 1710 28.59 20.22 36.12 16.70 41.66 38.19 23.63 17.65 44.57 39.18 30.25 4.92 31.25 -0.13 -0.63 0.21 -0.90 0.41 0.34

FNTB 2836 6.36 9.58 10.93 13.21 0.00 0.00 6.98 11.12 0.00 4.02 6.68 2.74 5.53 0.20 0.79 0.98 1.26 #NUM! #NUM!

FOLH1 2737 0.35 0.25 0.44 0.41 0.58 1.04 1.06 0.15 0.79 0.70 0.51 -0.97 0.67 -0.95 -1.41 -0.60 -0.73 -0.22 1.02

FOLH1B 1992 0.17 0.06 0.17 0.20 0.16 0.54 0.91 0.03 0.37 0.32 0.22 -2.20 0.41 -1.27 -2.70 -1.24 -1.04 -1.33 1.32

FOLR1 1213 0.56 1.92 0.08 0.17 8.41 0.14 0.07 0.08 0.35 4.44 1.88 0.91 1.23 -1.14 0.64 -3.99 -2.90 2.77 -3.70

FOLR2 1145 10.64 27.99 10.08 12.68 36.38 44.23 11.32 17.54 33.35 25.56 23.67 4.56 21.94 -1.04 0.35 -1.12 -0.79 0.73 0.90

FOLR3 858 0.23 0.00 0.13 2.17 0.00 0.00 0.00 0.09 0.49 0.05 0.42 -1.25 0.16 0.54 #NUM! -0.22 3.80 #NUM! #NUM!

FOLR4 753 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.27 0.04 0.01 -7.20 0.08 #NUM! #NUM! #NUM! #NUM! -0.91 #NUM!

FONG 966 1.16 0.43 0.84 0.45 1.43 0.57 0.27 0.43 0.44 0.64 0.82 -0.29 0.45 1.38 -0.06 0.92 0.01 1.68 -0.52

FOPNL 2250 10.23 11.10 7.80 13.89 12.49 15.07 13.19 13.77 9.17 12.21 11.76 3.56 12.09 -0.24 -0.12 -0.63 0.20 0.05 0.36

FOS 2158 27.16 94.31 514.70 303.65 848.63 1155.87 642.44 190.77 772.98 1329.59 490.72 8.94 733.95 -4.76 -2.96 -0.51 -1.27 0.21 1.24

FOSB 3776 0.22 12.74 101.65 194.65 5.47 266.23 89.66 144.47 69.37 168.40 96.83 6.60 117.98 -9.06 -3.21 -0.21 0.72 -4.43 1.46

FOSL1 1668 4.77 98.63 311.57 96.45 223.31 47.99 164.61 526.80 16.67 170.15 130.45 7.03 219.56 -5.53 -1.15 0.50 -1.19 0.02 -1.44

FOSL2 4015 13.53 50.65 97.38 41.38 53.75 60.04 38.79 78.39 87.00 71.98 52.79 5.72 69.04 -2.35 -0.45 0.50 -0.74 -0.36 0.19

FOXA1 3124 4.50 14.70 13.23 2.81 4.70 6.71 6.53 18.43 0.01 4.03 7.77 2.96 7.25 -0.69 1.02 0.87 -1.37 -0.62 -0.21

FOXA2 2428 0.01 2.27 0.16 0.10 0.01 0.00 0.29 0.01 0.02 0.07 0.42 -1.24 0.10 -3.15 4.52 0.66 -0.01 -3.25 #NUM!

FOXA3 2046 0.07 4.53 0.21 0.07 0.00 0.23 0.04 0.00 0.01 0.11 0.85 -0.23 0.04 0.72 6.76 2.32 0.72 #NUM! -1.89

FOXB1 1459 0.00 0.08 0.16 0.05 0.00 0.02 0.00 0.00 0.00 0.00 0.05 -4.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.57

FOXC1 3452 2.35 8.44 3.54 8.08 5.69 13.82 3.14 11.31 10.92 9.14 6.99 2.80 8.63 -1.88 -0.03 -1.29 -0.09 -0.60 0.98

FOXC2 1683 0.43 3.77 0.27 2.27 0.00 2.15 0.48 0.19 5.43 0.88 1.48 0.57 1.74 -2.01 1.11 -2.68 0.38 #NUM! 0.54

FOXD1 2272 0.78 0.12 0.08 2.54 13.87 2.80 0.18 0.02 0.60 0.39 3.37 1.75 0.30 1.40 -1.31 -1.83 3.10 5.55 -0.27

FOXD2 4675 0.20 0.71 1.06 0.42 0.29 0.20 0.11 0.05 0.23 0.17 0.48 -1.06 0.14 0.52 2.33 2.91 1.56 1.03 -1.27

FOXD3 2078 0.94 0.28 1.30 0.70 1.18 2.03 0.60 0.04 3.42 0.51 1.07 0.10 1.14 -0.28 -2.04 0.19 -0.72 0.05 0.92

FOXD4 2208 0.16 0.55 0.57 0.10 0.04 0.24 0.10 0.11 0.03 0.07 0.28 -1.86 0.08 1.02 2.81 2.86 0.37 -0.88 -0.22

FOXD4L1 2067 0.00 0.05 0.05 0.02 0.00 0.01 0.02 0.10 0.00 0.00 0.02 -5.36 0.03 -3.47 0.86 0.87 -0.23 #NUM! -0.95

FOXD4L3 2218 0.14 0.17 0.10 0.16 0.02 0.16 0.04 0.04 0.01 0.01 0.13 -2.98 0.02 2.56 2.85 2.17 2.79 -0.03 0.37

FOXD4L5 3109 0.05 0.11 0.09 0.03 0.01 0.03 0.04 0.06 0.01 0.01 0.05 -4.20 0.03 0.71 2.00 1.73 0.27 -1.05 -0.82

FOXD4L6 2725 0.10 0.11 0.10 0.11 0.02 0.10 0.02 0.05 0.01 0.00 0.09 -3.47 0.02 2.16 2.34 2.22 2.28 -0.28 0.15

FOXE1 3473 5.09 4.19 26.95 9.82 1.56 0.94 3.36 6.98 0.00 2.12 8.09 3.02 3.12 0.71 0.43 3.11 1.66 -1.00 -3.11

FOXE3 2000 0.00 0.00 0.13 0.05 0.64 0.48 0.01 0.00 0.01 0.01 0.22 -2.20 0.01 #NUM! #NUM! 3.77 2.46 6.07 1.16

FOXF1 2579 1.02 5.27 2.33 0.94 0.41 7.85 7.95 10.70 10.42 9.45 2.97 1.57 9.63 -3.24 -0.87 -2.05 -3.35 -4.56 1.40

FOXF2 2187 1.55 0.24 0.16 2.54 11.41 1.13 0.55 0.38 0.39 0.99 2.84 1.50 0.58 1.43 -1.29 -1.85 2.14 4.31 -1.33

FOXG1 2600 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -7.45 0.00 #NUM! 3.30 #NUM! -1.18 #NUM! #NUM!

FOXH1 2193 0.70 2.02 0.81 1.65 2.14 1.04 0.00 0.00 0.58 0.96 1.39 0.48 0.38 0.87 2.40 1.07 2.10 2.48 -0.42

FOXI1 2296 0.02 0.00 0.00 0.00 0.32 0.82 0.00 0.00 0.00 0.01 0.19 -2.37 0.00 3.09 #NUM! #NUM! #NUM! 6.85 2.08

FOXI2 3178 0.00 0.11 0.00 0.01 0.00 0.20 0.07 0.04 0.21 0.12 0.05 -4.26 0.11 #NUM! -0.03 #NUM! -3.40 #NUM! 1.91

FOXI3 1263 0.00 0.00 0.00 0.09 0.22 0.06 0.00 0.00 0.00 0.02 0.06 -4.05 0.00 #NUM! #NUM! #NUM! 4.22 5.52 0.00

FOXJ1 2666 0.00 18.72 0.23 0.10 8.31 1.62 0.12 0.06 0.00 0.16 4.83 2.27 0.08 #NUM! 7.79 1.46 0.25 6.62 -1.57

FOXJ2 5499 2.08 6.16 5.52 6.69 4.90 5.56 5.37 5.61 9.30 5.62 5.15 2.36 6.48 -1.64 -0.07 -0.23 0.05 -0.40 0.11

FOXJ3 5367 2.63 7.47 9.58 8.04 5.97 8.71 5.35 6.69 6.44 8.18 7.07 2.82 6.67 -1.34 0.16 0.52 0.27 -0.16 0.30

FOXK1 11191 1.28 3.08 5.73 2.68 3.97 1.13 3.14 2.43 1.87 2.23 2.98 1.57 2.41 -0.92 0.35 1.25 0.15 0.72 -1.39

FOXK2 5262 6.12 10.31 23.16 16.04 12.28 6.35 7.95 7.11 7.41 6.70 12.38 3.63 7.29 -0.25 0.50 1.67 1.14 0.75 -0.96

FOXL1 3207 0.26 1.57 0.05 1.76 4.77 1.25 0.15 0.03 0.82 0.26 1.61 0.69 0.31 -0.25 2.32 -2.70 2.49 3.93 -0.36

FOXL2 2917 1.12 2.67 0.36 1.25 3.01 1.21 0.85 1.10 0.76 3.23 1.60 0.68 1.49 -0.40 0.84 -2.04 -0.25 1.02 -0.41

FOXM1 3641 8.86 9.38 32.01 18.54 20.60 0.00 3.36 5.19 0.00 0.00 14.90 3.90 2.14 2.05 2.13 3.90 3.12 3.27 #NUM!

FOXN1 2697 2.86 3.49 6.78 28.47 2.50 1.88 9.09 7.03 0.00 3.12 7.66 2.94 4.81 -0.75 -0.46 0.50 2.56 -0.95 -2.03

FOXN2 5472 2.17 3.27 9.94 4.19 1.62 4.26 2.06 3.34 1.83 2.76 4.24 2.08 2.50 -0.20 0.39 1.99 0.75 -0.62 0.01

FOXN3 7907 6.66 11.50 10.12 9.17 3.41 10.89 14.58 15.69 13.07 10.83 8.63 3.11 13.55 -1.02 -0.24 -0.42 -0.56 -1.99 0.34

FOXN4 3356 0.02 0.14 0.00 0.00 0.05 0.03 0.18 0.05 0.43 0.04 0.04 -4.64 0.17 -3.48 -0.32 #NUM! #NUM! -1.77 -0.22

FOXO1 5738 3.21 12.69 4.38 9.50 0.78 7.77 9.79 14.62 8.95 8.69 6.39 2.68 10.51 -1.71 0.27 -1.26 -0.15 -3.75 0.28

FOXO3 7341 2.84 6.45 7.38 7.48 2.43 6.10 5.94 6.81 5.19 8.02 5.45 2.45 6.49 -1.19 -0.01 0.18 0.21 -1.42 0.16

FOXO3B 7259 0.00 0.00 0.00 0.00 0.00 0.00 0.15 0.37 0.00 0.00 0.00 #NUM! 0.13 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FOXO4 3365 2.44 6.01 2.37 2.82 3.98 5.72 6.03 5.59 10.19 6.86 3.89 1.96 7.17 -1.55 -0.26 -1.60 -1.35 -0.85 0.56

FOXP1 6222 3.70 17.41 6.99 7.94 1.96 15.36 11.38 13.35 6.09 9.30 8.89 3.15 10.03 -1.44 0.79 -0.52 -0.34 -2.36 0.79

FOXP2 6448 0.78 1.04 0.85 0.36 0.03 1.91 2.69 4.89 1.47 2.23 0.83 -0.28 2.82 -1.85 -1.44 -1.74 -2.98 -6.71 1.21

FOXP3 2397 2.25 7.83 9.41 4.59 0.00 7.27 0.00 0.00 0.00 0.00 5.22 2.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.48

FOXP4 5965 0.61 5.50 18.39 1.56 2.39 0.60 0.00 4.87 2.36 3.51 4.84 2.27 2.69 -2.14 1.03 2.78 -0.78 -0.17 -3.02

FOXQ1 2338 11.68 19.05 16.86 4.56 22.18 9.02 5.50 35.86 0.05 8.18 13.89 3.80 12.40 -0.09 0.62 0.44 -1.44 0.84 -0.62

FOXRED1 2106 9.51 5.65 4.07 5.02 7.70 5.33 3.37 3.15 5.79 4.08 6.21 2.64 4.10 1.21 0.46 -0.01 0.29 0.91 -0.22



FOXRED2 5019 7.09 4.83 9.94 10.76 5.13 4.21 3.69 2.99 2.66 1.87 6.99 2.81 2.80 1.34 0.79 1.83 1.94 0.87 -0.73

FOXS1 1353 0.68 4.90 1.01 0.72 1.25 2.67 1.41 0.49 4.15 2.44 1.87 0.90 2.12 -1.64 1.21 -1.08 -1.56 -0.76 0.51

FP588 5245 0.07 0.27 0.00 0.02 0.02 0.07 0.19 0.09 0.00 0.12 0.07 -3.74 0.10 -0.54 1.43 #NUM! -2.02 -2.44 -0.12

FPGS 2487 9.19 17.29 18.92 19.77 43.68 11.44 7.91 4.84 0.00 10.35 20.05 4.33 5.78 0.67 1.58 1.71 1.78 2.92 -0.81

FPGT 4499 2.27 1.38 1.49 1.80 0.97 4.16 1.12 1.19 2.08 2.69 2.01 1.01 1.77 0.36 -0.36 -0.25 0.03 -0.87 1.05

FPGT-TNNI3K 3328 0.00 0.00 0.00 0.00 0.00 0.00 0.26 0.00 0.78 0.00 0.00 #NUM! 0.26 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FPR1 1371 10.11 16.30 20.69 12.91 30.05 18.73 6.19 9.71 31.36 7.75 18.13 4.18 13.75 -0.44 0.24 0.59 -0.09 1.13 0.05

FPR2 2019 0.80 1.50 1.36 1.01 6.62 1.12 0.35 0.57 2.05 0.44 2.07 1.05 0.85 -0.09 0.81 0.67 0.24 2.95 -0.88

FPR3 2517 4.29 11.99 11.73 6.54 8.20 8.51 2.48 4.99 5.46 3.08 8.54 3.09 4.00 0.10 1.58 1.55 0.71 1.04 -0.01

FRA10AC1 3089 2.84 4.03 1.46 2.38 5.55 6.24 2.89 4.43 3.08 5.26 3.75 1.91 3.91 -0.46 0.04 -1.43 -0.72 0.50 0.73

FRAS1 15643 0.34 0.82 1.63 0.44 0.17 1.22 1.45 1.43 0.74 0.35 0.77 -0.38 1.00 -1.54 -0.28 0.71 -1.19 -2.58 0.66

FRAT1 2651 1.13 1.36 0.35 1.38 1.84 1.39 0.85 0.58 0.76 0.61 1.24 0.31 0.70 0.68 0.95 -0.99 0.97 1.40 0.17

FRAT2 2222 6.37 5.31 2.86 4.80 14.69 4.49 3.47 3.48 1.82 3.87 6.42 2.68 3.16 1.01 0.75 -0.14 0.60 2.22 -0.52

FREM1 10086 0.63 0.87 0.12 0.21 0.01 0.98 1.03 1.07 7.97 0.92 0.47 -1.09 2.75 -2.12 -1.66 -4.51 -3.70 -7.57 1.05

FREM2 16179 0.01 0.02 0.00 0.00 0.00 0.06 0.07 0.10 0.02 0.09 0.02 -5.90 0.07 -3.47 -1.48 #NUM! -4.14 -5.15 1.93

FREM3 6643 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -8.31 0.00 2.07 1.52 #NUM! #NUM! #NUM! #NUM!

FRG1 1053 22.21 19.29 22.24 22.37 21.90 29.12 17.42 12.19 21.71 24.64 22.85 4.51 18.99 0.23 0.02 0.23 0.24 0.21 0.35

FRG1B 978 6.36 6.75 7.67 6.20 4.33 6.00 6.26 7.13 10.32 6.43 6.22 2.64 7.53 -0.25 -0.16 0.03 -0.28 -0.80 -0.05

FRG2C 2069 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.01 -7.55 0.02 #NUM! 1.09 #NUM! #NUM! #NUM! #NUM!

FRK 2864 1.29 1.25 3.69 1.14 0.50 1.05 0.34 0.77 0.72 1.06 1.49 0.57 0.72 0.83 0.79 2.35 0.65 -0.54 -0.49

FRMD1 3028 0.04 0.00 0.00 0.00 0.00 0.00 0.04 0.01 0.01 0.02 0.01 -7.34 0.02 0.95 #NUM! #NUM! #NUM! #NUM! #NUM!

FRMD3 2529 0.28 2.50 0.26 0.64 0.13 1.49 1.30 1.32 2.58 1.50 0.88 -0.18 1.67 -2.59 0.58 -2.68 -1.39 -3.64 0.75

FRMD4A 6804 1.81 5.15 2.57 6.70 1.59 3.58 3.30 4.09 3.71 2.59 3.57 1.83 3.42 -0.92 0.59 -0.41 0.97 -1.10 0.01

FRMD4B 5261 5.30 13.06 14.62 37.25 1.17 6.65 19.23 31.42 2.91 10.40 13.01 3.70 15.99 -1.59 -0.29 -0.13 1.22 -3.78 -0.97

FRMD5 2261 0.01 0.63 1.25 0.34 0.57 0.35 0.08 0.02 0.24 0.04 0.53 -0.93 0.10 -2.80 2.72 3.71 1.83 2.58 -0.58

FRMD6 5050 8.99 14.91 40.79 21.12 6.78 14.48 15.19 16.33 15.72 24.74 17.84 4.16 18.00 -1.00 -0.27 1.18 0.23 -1.41 -0.30

FRMD7 3227 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.03 0.07 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

FRMD8 3774 4.62 5.85 11.54 9.69 10.76 9.59 9.68 6.97 6.39 10.06 8.68 3.12 8.28 -0.84 -0.50 0.48 0.23 0.38 0.15

FRMPD1 4933 0.06 0.09 0.01 0.09 0.04 0.02 0.10 0.01 0.00 0.02 0.05 -4.22 0.03 0.97 1.55 -2.39 1.52 0.46 -1.22

FRMPD2 5024 0.00 0.10 0.00 0.11 0.08 0.08 0.04 0.06 0.00 0.03 0.06 -4.08 0.03 #NUM! 1.58 #NUM! 1.74 1.25 0.37

FRMPD2P1 1947 0.00 0.35 0.00 0.20 0.12 0.08 0.05 0.09 0.00 0.02 0.13 -2.99 0.04 #NUM! 3.17 #NUM! 2.38 1.65 -0.65

FRMPD4 8477 0.01 0.00 0.00 0.00 0.01 0.01 0.02 0.00 0.01 0.01 0.01 -7.60 0.01 0.12 -1.47 -1.24 -1.13 -0.33 0.03

FRRS1 2678 2.48 1.68 4.39 5.99 0.75 2.25 2.03 3.99 0.83 3.25 2.92 1.55 2.52 -0.03 -0.59 0.80 1.25 -1.74 -0.38

FRS2 6882 2.68 4.04 5.88 4.59 1.02 3.93 4.11 3.93 2.39 3.47 3.69 1.88 3.47 -0.37 0.22 0.76 0.40 -1.76 0.09

FRS3 2200 1.06 2.19 1.61 2.17 3.92 1.46 1.08 0.64 4.18 1.63 2.07 1.05 1.88 -0.82 0.22 -0.22 0.21 1.06 -0.50

FRY 10718 3.37 2.10 2.59 1.09 0.24 8.81 1.72 0.23 11.37 6.09 3.03 1.60 4.85 -0.53 -1.21 -0.91 -2.15 -4.32 1.54

FRYL 11706 4.02 8.29 7.31 12.12 3.90 8.31 4.89 7.03 2.10 6.59 7.33 2.87 5.15 -0.36 0.69 0.50 1.23 -0.40 0.18

FRZB 2775 12.24 10.62 4.71 7.09 0.89 74.38 4.65 7.69 35.66 44.75 18.32 4.20 23.19 -0.92 -1.13 -2.30 -1.71 -4.71 2.02

FSCN1 2819 49.80 42.64 92.54 194.19 124.86 24.21 53.99 40.70 21.35 46.68 88.04 6.46 40.68 0.29 0.07 1.19 2.26 1.62 -1.86

FSCN2 1762 0.12 0.45 0.04 0.02 0.28 0.04 0.16 0.13 1.07 0.13 0.16 -2.67 0.37 -1.67 0.27 -3.25 -4.15 -0.44 -1.91

FSCN3 1911 0.00 0.06 0.02 0.00 0.00 0.00 0.02 0.01 0.00 0.04 0.01 -6.31 0.02 #NUM! 1.83 0.06 #NUM! #NUM! #NUM!

FSD1 1865 0.15 0.55 0.93 0.32 0.46 0.26 0.35 0.15 0.17 0.19 0.45 -1.16 0.22 -0.53 1.36 2.11 0.57 1.09 -0.76

FSD1L 4310 0.10 0.17 0.46 0.29 0.62 0.53 0.17 0.16 0.18 0.58 0.36 -1.47 0.27 -1.45 -0.66 0.74 0.07 1.17 0.56

FSD2 2493 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.12 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FSIP1 2813 0.05 0.37 0.07 0.00 0.20 0.28 0.08 0.09 0.06 0.15 0.16 -2.64 0.09 -0.98 1.96 -0.51 #NUM! 1.05 0.82

FSIP2 21054 0.01 0.09 0.00 0.01 0.00 0.03 0.06 0.08 0.00 0.03 0.03 -5.32 0.04 -1.59 1.03 -4.00 -2.58 #NUM! 0.47

FST 2098 0.36 2.24 1.88 4.27 1.44 13.67 1.54 2.04 3.81 6.75 3.98 1.99 3.54 -3.29 -0.66 -0.91 0.27 -1.29 1.78

FSTL1 3840 32.76 107.28 35.32 22.12 67.86 135.52 68.58 43.53 135.03 145.70 66.81 6.06 98.21 -1.58 0.13 -1.48 -2.15 -0.53 1.02

FSTL3 2525 5.21 38.76 12.58 12.34 53.29 17.70 11.92 10.18 33.53 33.16 23.31 4.54 22.20 -2.09 0.80 -0.82 -0.85 1.26 -0.40

FSTL4 5382 1.86 1.61 0.45 0.26 0.08 0.30 0.24 0.47 0.02 0.13 0.76 -0.39 0.22 3.09 2.89 1.06 0.24 -1.36 -1.34

FSTL5 4867 0.21 0.04 0.01 0.01 0.00 0.05 0.00 0.02 0.01 0.05 0.05 -4.25 0.02 3.32 1.05 -1.73 -0.62 -6.44 -0.16

FTCD 1921 0.09 0.00 0.00 0.07 0.08 0.05 0.09 0.00 0.17 0.10 0.05 -4.35 0.09 -0.01 #NUM! #NUM! -0.29 -0.11 0.07

FTH1 1245 1513.50 1739.46 2150.45 2026.92 5078.47 4356.25 1599.56 1004.46 1879.69 1483.26 2810.84 11.46 1491.74 0.02 0.22 0.53 0.44 1.77 0.63

FTH1P3 954 0.82 0.80 0.64 1.05 1.26 0.86 0.40 0.42 0.80 0.35 0.90 -0.15 0.49 0.73 0.70 0.38 1.09 1.35 -0.08

FTHL17 830 0.00 0.12 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FTL 889 2339.40 2575.71 2727.86 2490.69 2082.38 3101.03 1261.45 1394.64 2668.06 1708.42 2552.85 11.32 1758.14 0.41 0.55 0.63 0.50 0.24 0.28

FTLP10 1501 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FTO 4313 9.17 13.65 5.26 9.86 5.86 7.67 7.94 9.63 12.72 8.12 8.58 3.10 9.60 -0.07 0.51 -0.87 0.04 -0.71 -0.16

FTSJ1 2051 17.16 23.56 14.24 14.77 35.80 18.28 13.41 8.86 13.82 12.89 20.63 4.37 12.25 0.49 0.94 0.22 0.27 1.55 -0.17

FTSJ2 1605 13.34 8.66 18.93 13.26 23.79 9.71 7.03 4.55 8.79 6.92 14.61 3.87 6.82 0.97 0.34 1.47 0.96 1.80 -0.59

FTSJ3 3586 6.04 10.53 22.74 9.61 18.29 11.45 7.81 6.80 15.30 10.97 13.11 3.71 10.22 -0.76 0.04 1.15 -0.09 0.84 -0.20

FTSJD1 4184 3.23 4.39 2.19 6.67 2.15 4.32 3.90 2.38 2.10 4.10 3.83 1.94 3.12 0.05 0.49 -0.51 1.10 -0.54 0.17

FTSJD2 4137 3.87 8.53 7.24 16.78 16.13 10.15 5.76 5.17 12.97 7.53 10.45 3.39 7.86 -1.02 0.12 -0.12 1.09 1.04 -0.04

FTX 2356 0.89 0.00 0.70 0.58 0.19 1.90 0.00 1.03 0.65 1.05 0.71 -0.50 0.68 0.39 #NUM! 0.03 -0.22 -1.85 1.42

FUBP1 2884 14.25 28.73 31.53 42.95 25.14 42.26 13.95 23.31 17.59 20.99 30.81 4.95 18.96 -0.41 0.60 0.73 1.18 0.41 0.46

FUBP3 3175 8.55 17.24 23.46 16.94 13.03 15.31 12.44 12.39 14.13 14.01 15.75 3.98 13.24 -0.63 0.38 0.83 0.36 -0.02 -0.04

FUCA1 2133 8.96 17.46 12.28 5.38 25.91 21.81 6.11 3.82 11.68 14.12 15.30 3.94 8.93 0.00 0.97 0.46 -0.73 1.54 0.51

FUCA2 2548 19.36 15.99 14.31 26.74 60.14 29.11 13.11 9.83 30.84 21.34 27.61 4.79 18.78 0.04 -0.23 -0.39 0.51 1.68 0.08

FUK 3923 1.03 7.32 0.97 3.04 3.70 3.77 2.03 1.48 3.47 2.16 3.31 1.72 2.29 -1.15 1.68 -1.23 0.41 0.69 0.19

FUNDC1 1170 10.84 6.06 4.58 5.89 27.97 23.88 5.27 5.36 9.32 12.67 13.20 3.72 8.16 0.41 -0.43 -0.83 -0.47 1.78 0.85

FUNDC2 2981 14.85 9.91 8.16 5.53 48.69 41.01 8.64 8.19 77.55 40.86 21.36 4.42 33.81 -1.19 -1.77 -2.05 -2.61 0.53 0.94

FUNDC2P2 1519 0.02 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.05 0.03 0.01 -6.53 0.02 0.37 #NUM! #NUM! #NUM! #NUM! 1.90

FURIN 4180 13.46 25.12 19.83 33.75 104.30 10.78 22.17 19.42 18.24 19.93 34.54 5.11 19.94 -0.57 0.33 -0.01 0.76 2.39 -1.68

FUS 5119 28.66 56.50 62.11 73.13 293.59 111.18 39.05 33.98 94.62 59.20 104.20 6.70 56.71 -0.98 -0.01 0.13 0.37 2.37 0.09

FUT1 4246 0.65 0.64 1.19 5.02 0.28 0.67 1.04 0.76 0.61 1.21 1.41 0.49 0.91 -0.49 -0.50 0.39 2.47 -1.70 -1.07

FUT10 3549 1.12 1.87 0.94 0.56 0.77 1.57 1.42 0.90 1.67 1.68 1.14 0.19 1.41 -0.34 0.40 -0.59 -1.33 -0.88 0.47

FUT11 2069 0.00 4.18 0.00 3.74 8.63 0.00 4.36 3.55 2.63 0.00 2.76 1.46 2.63 #NUM! 0.67 #NUM! 0.50 1.71 #NUM!

FUT2 3099 10.96 17.86 15.51 8.25 1.66 2.38 9.49 12.70 0.10 4.65 9.44 3.24 6.73 0.70 1.41 1.20 0.29 -2.02 -1.99

FUT3 2607 4.15 7.32 6.87 3.12 37.91 0.85 15.45 14.27 0.02 8.47 10.04 3.33 9.55 -1.20 -0.38 -0.48 -1.62 1.99 -3.56

FUT4 6063 0.31 0.77 1.64 0.77 1.12 0.71 0.57 0.31 1.23 0.75 0.89 -0.17 0.71 -1.21 0.11 1.20 0.11 0.65 -0.32

FUT5 1988 0.00 0.00 0.02 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 -7.85 0.02 -1.95 #NUM! 0.28 #NUM! #NUM! #NUM!

FUT6 3137 2.54 1.77 0.00 0.23 0.00 0.06 4.16 2.49 0.02 2.16 0.77 -0.38 2.21 0.20 -0.32 #NUM! -3.24 #NUM! -3.64

FUT7 2428 0.32 0.00 0.48 0.21 0.21 0.42 0.14 0.05 0.25 0.13 0.27 -1.87 0.14 1.22 #NUM! 1.80 0.60 0.59 0.62

FUT8 5179 4.35 8.79 3.66 4.27 4.12 5.85 3.15 2.66 4.27 3.84 5.17 2.37 3.48 0.32 1.34 0.07 0.29 0.24 0.18

FUT9 12815 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 -9.38 0.00 0.30 #NUM! 0.52 -0.82 #NUM! 1.37

FUZ 1762 5.22 0.00 0.00 0.00 0.00 5.73 5.80 0.00 0.00 5.10 1.82 0.87 2.73 0.94 #NUM! #NUM! #NUM! #NUM! 1.65

FXC1 2861 5.26 9.74 10.44 4.86 0.00 9.75 8.15 7.69 0.00 17.53 6.67 2.74 8.34 -0.67 0.22 0.32 -0.78 #NUM! 0.55

FXN 7176 1.35 2.42 3.37 3.50 5.44 2.21 1.70 1.70 3.17 2.24 3.05 1.61 2.20 -0.71 0.14 0.61 0.67 1.31 -0.47

FXR1 8911 12.42 15.04 15.19 23.36 5.26 33.57 13.52 19.94 15.85 27.40 17.47 4.13 19.18 -0.63 -0.35 -0.34 0.28 -1.87 0.94

FXR2 3016 8.39 10.87 18.39 0.00 26.57 8.54 8.62 8.88 16.04 9.45 12.13 3.60 10.74 -0.36 0.02 0.78 #NUM! 1.31 -0.51

FXYD1 558 27.85 25.68 6.67 2.74 2.09 84.28 73.03 51.27 433.31 137.35 24.88 4.64 173.74 -2.64 -2.76 -4.70 -5.99 -6.38 1.76

FXYD2 591 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FXYD3 1588 692.97 257.17 1086.82 410.88 2753.74 210.80 212.58 91.02 1.98 254.68 902.07 9.82 140.06 2.31 0.88 2.96 1.55 4.30 -2.10

FXYD4 787 0.00 0.00 0.00 0.07 0.56 0.00 0.00 0.00 0.05 0.09 0.10 -3.26 0.03 #NUM! #NUM! #NUM! 1.02 3.99 #NUM!

FXYD5 1608 102.19 172.42 281.18 284.94 727.26 213.29 143.95 118.36 189.16 168.99 296.88 8.21 155.11 -0.60 0.15 0.86 0.88 2.23 -0.48

FXYD6 2229 6.64 12.74 6.18 3.22 1.59 41.83 19.46 7.78 110.95 38.69 12.03 3.59 44.22 -2.74 -1.80 -2.84 -3.78 -4.80 1.80

FXYD6-FXYD2 1184 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

FXYD7 713 0.33 0.78 0.28 0.06 0.22 2.64 1.85 1.22 0.93 0.00 0.72 -0.47 1.00 -1.59 -0.36 -1.83 -4.06 -2.18 1.88

FYB 4876 12.80 17.79 18.67 16.14 1.09 15.50 5.22 4.59 1.67 2.23 13.66 3.77 3.43 1.90 2.38 2.45 2.23 -1.66 0.18

FYCO1 8521 2.23 8.29 8.49 5.95 0.83 4.00 8.17 5.15 8.98 6.30 4.97 2.31 7.15 -1.68 0.21 0.25 -0.27 -3.11 -0.31

FYN 2650 9.42 23.71 14.89 8.38 9.19 16.66 21.52 11.96 20.83 13.10 13.71 3.78 16.85 -0.84 0.49 -0.18 -1.01 -0.87 0.28

FYTTD1 3824 14.07 13.70 17.69 21.31 9.00 25.42 13.80 16.61 17.54 26.40 16.87 4.08 18.59 -0.40 -0.44 -0.07 0.20 -1.05 0.59

FZD1 4350 3.65 10.88 5.56 3.84 3.62 7.56 12.82 11.69 6.85 7.93 5.85 2.55 9.82 -1.43 0.15 -0.82 -1.36 -1.44 0.37

FZD10 3288 2.24 3.49 0.85 5.15 18.33 8.74 6.76 34.07 2.22 23.60 6.47 2.69 16.66 -2.90 -2.25 -4.29 -1.69 0.14 0.43

FZD2 3834 2.23 3.44 1.40 2.33 3.07 1.41 1.11 0.63 1.67 1.11 2.31 1.21 1.13 0.98 1.60 0.31 1.04 1.44 -0.71

FZD3 13804 0.18 0.40 0.10 0.30 0.19 0.70 0.40 0.26 2.47 0.52 0.31 -1.68 0.91 -2.35 -1.20 -3.18 -1.61 -2.23 1.17

FZD4 7394 2.33 2.84 1.18 1.44 0.85 0.00 0.00 0.00 0.00 0.00 1.44 0.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

FZD5 6584 0.45 2.32 0.85 0.57 0.91 0.70 0.98 0.51 2.93 0.64 0.97 -0.05 1.26 -1.50 0.88 -0.58 -1.14 -0.47 -0.47

FZD6 3806 23.17 6.53 14.45 37.39 17.27 19.50 6.10 9.80 5.84 12.62 19.72 4.30 8.59 1.43 -0.40 0.75 2.12 1.01 -0.02

FZD7 3851 0.88 4.26 3.07 1.57 1.45 8.74 7.67 4.60 19.04 12.60 3.33 1.74 10.98 -3.63 -1.36 -1.84 -2.81 -2.92 1.39

FZD8 3186 1.16 2.40 1.19 0.57 1.49 1.16 0.54 0.63 3.58 1.13 1.33 0.41 1.47 -0.34 0.71 -0.31 -1.37 0.02 -0.19

FZD9 2342 0.34 0.02 0.51 2.38 1.36 0.05 0.13 0.17 0.24 0.12 0.78 -0.36 0.17 1.04 -2.87 1.60 3.82 3.02 -3.95

FZR1 3615 4.64 10.50 27.08 22.49 60.67 5.34 11.68 18.57 12.85 17.61 21.79 4.45 15.18 -1.71 -0.53 0.84 0.57 2.00 -2.03

G0S2 978 13.14 23.42 36.51 43.98 2962.56 88.13 11.07 22.50 59.54 31.76 527.96 9.04 31.22 -1.25 -0.41 0.23 0.49 6.57 -2.58

G2E3 5581 1.43 2.08 3.29 2.88 0.81 2.93 1.80 2.16 0.99 2.02 2.24 1.16 1.74 -0.28 0.26 0.92 0.73 -1.11 0.39

G3BP1 2855 19.16 18.81 26.65 37.63 40.15 28.79 16.90 22.60 25.37 33.05 28.53 4.83 24.48 -0.35 -0.38 0.12 0.62 0.71 0.01

G3BP2 4410 9.95 17.86 25.18 12.38 18.35 22.41 11.91 14.74 21.89 30.04 17.69 4.14 19.65 -0.98 -0.14 0.36 -0.67 -0.10 0.34

G6PC 3096 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -9.13 0.00 #NUM! #NUM! #NUM! 2.51 #NUM! #NUM!

G6PC2 3096 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.01 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

G6PC3 1848 18.05 24.46 16.52 21.92 50.80 19.63 13.65 10.53 26.96 14.69 25.23 4.66 16.46 0.13 0.57 0.01 0.41 1.63 -0.36

G6PD 2395 36.78 25.55 38.65 44.05 21.31 20.63 28.59 23.72 15.49 13.23 31.16 4.96 20.26 0.86 0.34 0.93 1.12 0.07 -0.59

GAA 3782 11.61 18.20 14.57 51.28 69.79 15.20 12.36 10.36 22.70 9.84 30.11 4.91 13.81 -0.25 0.40 0.08 1.89 2.34 -0.99

GAB1 7926 1.07 3.10 6.60 4.27 0.93 3.66 4.58 6.39 3.00 4.00 3.27 1.71 4.49 -2.07 -0.54 0.56 -0.07 -2.26 0.16

GAB2 6118 0.82 5.15 3.38 1.51 2.82 3.23 4.63 4.33 9.84 4.77 2.82 1.50 5.89 -2.84 -0.19 -0.80 -1.96 -1.06 0.19

GAB3 4756 0.66 2.30 1.22 1.33 0.28 1.25 0.90 0.78 1.13 0.60 1.17 0.23 0.85 -0.37 1.44 0.52 0.65 -1.60 0.09

GAB4 2630 0.00 0.00 0.08 0.01 0.00 0.00 0.00 0.00 0.03 0.00 0.02 -5.97 0.01 #NUM! #NUM! 3.63 0.92 #NUM! #NUM!

GABARAP 924 335.36 315.21 259.25 268.44 348.00 425.37 269.36 293.16 442.74 381.29 325.27 8.35 346.64 -0.05 -0.14 -0.42 -0.37 0.01 0.39

GABARAPL1 1885 12.19 14.98 12.72 12.45 62.81 64.35 13.69 30.11 47.07 83.71 29.92 4.90 43.64 -1.84 -1.54 -1.78 -1.81 0.53 1.11

GABARAPL2 1031 23.26 24.77 11.20 22.53 85.75 101.42 23.28 17.22 119.51 96.32 44.82 5.49 64.08 -1.46 -1.37 -2.52 -1.51 0.42 1.18

GABARAPL3 1889 0.00 0.01 0.00 0.00 0.11 0.10 0.00 0.00 0.05 0.17 0.04 -4.67 0.05 #NUM! -1.90 #NUM! -3.57 1.06 1.39

GABBR1 4547 1.76 10.42 3.76 6.60 1.57 6.53 7.29 8.09 11.94 8.26 5.11 2.35 8.90 -2.33 0.23 -1.24 -0.43 -2.50 0.35

GABBR2 5802 0.00 0.02 0.06 0.01 0.01 0.07 0.00 0.02 0.00 0.01 0.03 -5.22 0.01 #NUM! 1.90 3.30 -0.09 0.49 1.32

GABPA 5182 0.00 4.66 3.89 6.56 0.00 11.86 4.10 5.09 3.40 8.69 4.49 2.17 5.32 #NUM! -0.19 -0.45 0.30 #NUM! 1.40

GABPB1 3069 2.80 3.30 10.44 3.71 4.25 5.71 2.34 4.98 2.99 7.77 5.04 2.33 4.52 -0.69 -0.45 1.21 -0.28 -0.09 0.18

GABPB2 1953 1.91 0.00 2.84 2.22 1.94 3.25 2.62 3.25 1.51 2.28 2.03 1.02 2.41 -0.34 #NUM! 0.24 -0.12 -0.31 0.68

GABRA1 4412 0.00 0.00 0.00 0.00 0.00 0.02 0.02 0.01 0.00 0.00 0.00 -8.23 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GABRA2 2784 0.00 0.23 0.00 0.00 0.00 0.24 0.18 0.00 0.17 0.25 0.08 -3.67 0.15 #NUM! 0.61 #NUM! #NUM! #NUM! 1.63

GABRA3 2785 0.47 0.48 0.86 0.01 0.35 0.07 0.43 0.80 0.04 0.16 0.37 -1.43 0.36 0.39 0.42 1.26 -4.90 -0.03 -2.45

GABRA4 11987 0.00 0.01 0.01 0.00 0.00 0.01 0.01 0.01 0.01 0.00 0.00 -7.80 0.01 -1.17 -0.45 -0.80 #NUM! #NUM! 1.22

GABRA5 2910 0.08 0.11 0.00 0.00 0.00 0.01 0.06 0.05 0.00 0.02 0.03 -4.94 0.03 1.21 1.73 #NUM! #NUM! -4.82 -1.95

GABRA6 2519 0.00 0.00 0.00 0.19 0.00 0.01 0.00 0.32 0.00 0.00 0.03 -4.93 0.08 #NUM! #NUM! #NUM! 1.21 #NUM! -1.81

GABRB1 2226 0.00 0.00 0.00 0.00 0.00 0.01 0.04 0.00 0.00 0.00 0.00 -9.13 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GABRB2 7409 0.01 0.06 0.00 0.01 0.00 0.06 0.13 0.08 0.03 0.03 0.02 -5.38 0.07 -2.69 -0.19 #NUM! -2.36 #NUM! 1.35

GABRB3 5783 0.03 0.32 0.05 0.07 0.00 0.40 0.19 0.16 0.27 0.39 0.15 -2.78 0.25 -3.20 0.34 -2.23 -1.93 -5.88 1.45

GABRD 1942 0.17 0.30 0.15 0.39 1.33 0.65 0.22 0.03 0.64 0.30 0.50 -1.00 0.30 -0.81 0.00 -1.00 0.39 2.15 0.39

GABRE 3167 25.34 39.69 4.42 56.53 1.60 12.67 13.47 12.88 3.47 7.75 23.37 4.55 9.39 1.43 2.08 -1.09 2.59 -2.56 -0.88

GABRG1 6769 0.00 0.00 0.00 0.02 0.00 0.02 0.00 0.00 0.02 0.02 0.01 -7.11 0.01 #NUM! -1.39 -1.16 0.94 #NUM! 1.19

GABRG2 4077 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.00 -7.90 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GABRG3 2031 0.14 0.44 0.06 0.00 0.00 0.53 0.04 0.33 0.00 0.34 0.19 -2.37 0.18 -0.40 1.29 -1.49 #NUM! #NUM! 1.44

GABRP 3310 25.03 15.27 1.08 0.26 0.09 57.96 2.52 5.84 0.13 4.88 16.61 4.05 3.34 2.90 2.19 -1.63 -3.68 -5.23 1.80

GABRQ 2000 1.55 1.09 2.48 1.93 0.14 1.26 2.33 2.89 1.56 1.06 1.41 0.50 1.96 -0.34 -0.85 0.34 -0.02 -3.80 -0.16

GABRR1 3161 0.55 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.01 0.04 0.09 -3.42 0.02 5.07 #NUM! -0.73 #NUM! #NUM! #NUM!

GABRR2 1631 0.15 0.17 0.02 0.13 0.01 0.00 0.00 0.07 0.06 0.00 0.08 -3.64 0.03 2.22 2.38 -0.72 1.96 -2.64 #NUM!

GABRR3 1404 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GAD1 3488 0.62 1.74 1.27 3.92 2.66 0.89 0.36 0.65 0.10 0.96 1.85 0.89 0.52 0.26 1.75 1.30 2.92 2.36 -1.06

GAD2 2824 0.00 0.03 0.09 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.02 -5.52 0.01 #NUM! 2.52 3.91 #NUM! #NUM! -1.16

GADD45A 1398 10.02 37.21 34.32 32.35 96.27 183.88 11.36 48.63 91.28 115.11 65.67 6.04 66.60 -2.73 -0.84 -0.96 -1.04 0.53 1.49

GADD45B 1393 7.18 32.64 32.00 27.89 88.79 375.21 8.59 54.61 310.31 357.04 93.95 6.55 182.64 -4.67 -2.48 -2.51 -2.71 -1.04 2.00

GADD45G 1087 1.73 3.69 1.74 0.94 9.21 21.83 3.69 0.67 37.10 16.47 6.52 2.70 14.48 -3.07 -1.97 -3.06 -3.95 -0.65 1.74

GADD45GIP1 744 58.50 30.77 51.13 24.84 157.79 50.06 32.74 23.95 70.27 54.14 62.18 5.96 45.27 0.37 -0.56 0.18 -0.87 1.80 -0.31

GADL1 3655 0.00 0.00 0.00 0.00 0.01 0.01 0.03 0.00 0.01 0.01 0.00 -8.86 0.01 #NUM! #NUM! #NUM! #NUM! -0.86 1.54

GAGE1 3157 0.02 0.00 0.01 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -7.68 0.01 0.93 #NUM! 0.53 #NUM! #NUM! -3.24

GAGE10 549 0.00 0.06 0.08 0.00 0.00 0.87 0.00 0.21 0.00 0.00 0.17 -2.57 0.05 #NUM! 0.22 0.63 #NUM! #NUM! 2.36

GAK 4549 5.66 20.89 20.78 15.67 12.55 8.10 16.37 12.52 10.26 9.20 13.94 3.80 12.09 -1.09 0.79 0.78 0.37 0.05 -0.78

GAL 778 0.08 0.04 0.00 0.69 45.12 0.88 0.00 0.17 0.15 0.58 7.80 2.96 0.23 -1.42 -2.39 #NUM! 1.62 7.64 -3.14

GAL3ST1 1791 0.06 5.85 0.07 0.00 0.07 0.33 0.33 0.19 0.00 0.00 1.06 0.09 0.13 -1.07 5.49 -0.84 #NUM! -0.85 -1.71

GAL3ST2 1449 0.00 0.06 1.17 0.00 0.00 0.05 0.00 0.00 0.00 0.05 0.21 -2.23 0.01 #NUM! 2.31 6.60 #NUM! #NUM! -2.04

GAL3ST3 3335 0.06 0.36 0.01 0.00 0.01 0.06 0.11 0.00 2.61 0.11 0.08 -3.59 0.71 -3.48 -0.96 -6.26 #NUM! -6.58 -0.58

GAL3ST4 2561 4.52 6.97 10.65 7.18 8.13 4.67 6.78 5.88 8.97 2.74 7.02 2.81 6.09 -0.43 0.19 0.80 0.24 0.42 -0.59

GALC 3897 3.35 10.27 4.52 5.08 4.82 8.19 2.91 4.21 5.34 7.12 6.04 2.59 4.90 -0.55 1.07 -0.12 0.05 -0.02 0.44

GALE 1647 15.08 16.32 11.85 16.48 34.39 16.09 16.28 10.81 4.94 12.95 18.37 4.20 11.24 0.42 0.54 0.08 0.55 1.61 -0.19

GALK1 1361 8.68 0.00 5.41 0.00 18.85 12.59 6.30 4.37 16.15 10.85 7.59 2.92 9.42 -0.12 #NUM! -0.80 #NUM! 1.00 0.73

GALK2 3208 3.86 3.66 3.46 3.23 5.63 11.99 1.39 2.49 13.16 5.96 5.31 2.41 5.75 -0.57 -0.65 -0.73 -0.83 -0.03 1.18

GALM 2483 3.35 6.69 7.57 3.40 5.67 0.00 1.80 2.34 7.57 4.57 4.45 2.15 4.07 -0.28 0.72 0.90 -0.26 0.48 #NUM!

GALNS 2380 4.49 8.76 6.74 10.17 6.67 7.52 6.72 5.63 9.33 4.95 7.39 2.89 6.66 -0.57 0.40 0.02 0.61 0.00 0.03

GALNT1 3852 22.20 22.60 15.56 22.59 12.13 19.63 17.29 24.84 9.33 21.65 19.12 4.26 18.28 0.28 0.31 -0.23 0.31 -0.59 0.04

GALNT10 5966 1.71 6.58 6.10 9.46 3.15 2.53 2.45 2.36 4.03 2.68 4.92 2.30 2.88 -0.75 1.19 1.08 1.71 0.13 -0.96

GALNT11 2732 12.11 11.34 9.07 7.06 6.93 24.48 9.51 10.71 18.56 15.74 11.83 3.56 13.63 -0.17 -0.26 -0.59 -0.95 -0.98 1.05

GALNT12 2752 2.21 19.71 4.40 6.04 6.65 2.35 3.94 3.55 2.05 3.01 6.89 2.79 3.14 -0.51 2.65 0.49 0.95 1.08 -1.55

GALNT13 5674 0.09 0.15 0.01 0.02 0.00 0.07 0.15 0.13 0.11 0.09 0.06 -4.13 0.12 -0.31 0.38 -4.48 -2.79 #NUM! 0.33

GALNT14 2762 4.80 0.75 1.30 7.79 6.50 1.33 1.12 0.94 0.28 0.66 3.74 1.90 0.75 2.67 -0.01 0.78 3.37 3.11 -1.50

GALNT2 4463 8.00 18.10 11.51 27.35 63.74 9.56 10.60 8.59 17.06 10.94 23.04 4.53 11.80 -0.56 0.62 -0.04 1.21 2.43 -1.27

GALNT3 3280 10.41 16.08 22.37 8.42 10.32 8.11 8.22 16.85 0.45 12.06 12.62 3.66 9.40 0.15 0.77 1.25 -0.16 0.14 -0.64

GALNT4 5408 0.44 9.03 2.47 1.27 0.48 1.57 1.03 0.80 0.77 1.22 2.54 1.35 0.95 -1.13 3.24 1.38 0.41 -0.98 -0.70

GALNT5 3131 0.24 6.85 1.40 0.00 0.07 0.27 7.32 13.37 0.04 3.23 1.47 0.56 5.99 -4.62 0.19 -2.10 #NUM! -6.40 -2.45

GALNT6 4520 1.05 6.80 5.23 13.60 2.73 2.77 0.74 0.96 0.39 1.24 5.36 2.42 0.83 0.33 3.03 2.65 4.03 1.71 -0.95

GALNT7 4339 1.85 9.73 8.84 4.52 3.36 6.42 1.67 2.11 2.55 4.20 5.79 2.53 2.63 -0.51 1.89 1.75 0.78 0.35 0.15

GALNT8 2135 0.00 0.03 0.01 0.00 0.01 0.10 0.00 0.06 0.00 0.10 0.03 -5.27 0.04 #NUM! -0.72 -1.49 #NUM! -1.82 1.99

GALNT9 2680 0.02 0.29 0.05 0.00 0.84 0.14 0.18 0.00 1.79 0.20 0.22 -2.16 0.54 -4.76 -0.90 -3.53 #NUM! 0.64 -0.67

GALNTL1 4309 0.56 1.61 0.28 0.31 0.04 1.90 2.47 1.60 7.13 2.45 0.79 -0.35 3.41 -2.60 -1.08 -3.59 -3.46 -6.34 1.28

GALNTL2 4641 0.21 1.42 0.51 0.18 0.14 1.94 0.79 3.06 2.22 2.50 0.73 -0.45 2.14 -3.38 -0.60 -2.08 -3.56 -3.93 1.41

GALNTL4 2531 3.71 5.17 4.50 2.95 11.39 7.14 2.74 4.17 14.65 7.56 5.81 2.54 7.28 -0.97 -0.49 -0.70 -1.30 0.65 0.30

GALNTL6 2850 0.43 0.36 0.00 0.00 1.01 0.55 0.30 0.69 0.04 0.93 0.39 -1.35 0.49 -0.19 -0.46 #NUM! #NUM! 1.04 0.48

GALP 938 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GALR1 2787 0.00 0.01 0.01 0.00 0.00 0.02 0.00 0.00 0.02 0.01 0.01 -7.32 0.01 #NUM! 0.63 0.86 #NUM! #NUM! 1.42

GALR2 1309 0.34 0.25 0.11 0.25 0.23 0.10 0.27 0.18 0.06 0.09 0.21 -2.24 0.15 1.15 0.72 -0.52 0.75 0.60 -1.11

GALR3 1157 0.00 0.00 0.03 0.13 0.00 0.00 0.00 0.03 0.02 0.02 0.03 -5.24 0.02 #NUM! #NUM! 0.80 2.89 #NUM! #NUM!

GALT 1347 10.33 10.64 6.61 8.90 20.46 15.80 8.46 7.22 15.54 10.96 12.12 3.60 10.54 -0.03 0.01 -0.67 -0.24 0.96 0.38

GAMT 1086 14.09 7.03 7.17 21.70 6.52 8.20 15.25 15.41 8.68 10.26 10.79 3.43 12.40 0.18 -0.82 -0.79 0.81 -0.93 -0.39

GAN 4544 0.78 0.86 0.64 0.92 0.21 0.63 2.44 3.84 0.34 2.17 0.67 -0.57 2.20 -1.50 -1.35 -1.77 -1.26 -3.37 -0.09

GANAB 3921 34.26 66.54 132.42 61.21 108.04 67.54 47.92 47.87 84.94 49.47 78.33 6.29 57.55 -0.75 0.21 1.20 0.09 0.91 -0.21

GANC 4603 1.84 5.38 2.84 5.46 1.45 0.00 3.76 4.44 1.63 0.00 2.83 1.50 2.46 -0.42 1.13 0.21 1.15 -0.76 #NUM!

GAP43 2143 0.11 0.20 0.21 0.06 0.00 1.09 0.12 0.08 0.37 0.62 0.28 -1.85 0.30 -1.39 -0.61 -0.51 -2.29 #NUM! 1.97

GAPDH 1310 2501.76 1136.21 2856.70 1994.40 6777.80 999.83 1532.84 1412.67 1001.41 886.42 2711.12 11.40 1208.34 1.05 -0.09 1.24 0.72 2.49 -1.44

GAPDHS 1492 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GAPT 2216 1.85 1.78 2.37 0.44 0.03 1.84 0.67 0.60 0.40 0.36 1.38 0.47 0.51 1.87 1.81 2.22 -0.22 -3.89 0.41

GAPVD1 6906 3.43 7.93 7.27 9.24 2.81 3.58 6.02 7.09 3.74 4.25 5.71 2.51 5.28 -0.62 0.59 0.46 0.81 -0.91 -0.67

GAR1 1280 5.40 8.06 10.36 6.48 14.46 13.15 5.86 5.86 12.48 14.83 9.65 3.27 9.76 -0.85 -0.28 0.09 -0.59 0.57 0.45

GARNL3 3752 1.76 2.47 0.61 1.82 0.82 3.71 2.36 1.56 2.52 2.69 1.86 0.90 2.28 -0.38 0.11 -1.91 -0.33 -1.47 0.99

GARS 2759 25.41 28.82 150.92 34.11 25.93 18.83 57.65 47.60 17.16 28.35 47.33 5.56 37.69 -0.57 -0.39 2.00 -0.14 -0.54 -1.33



GART 3552 11.80 14.88 25.39 38.66 30.47 12.43 9.38 11.31 10.31 12.35 22.27 4.48 10.84 0.12 0.46 1.23 1.83 1.49 -0.84

GAS1 2844 4.47 5.28 2.35 6.26 40.47 6.07 5.20 2.97 15.04 3.84 10.82 3.44 6.76 -0.60 -0.36 -1.53 -0.11 2.58 -0.83

GAS2 2240 0.03 0.00 0.06 0.02 0.09 0.64 0.24 0.23 0.31 0.78 0.14 -2.85 0.39 -3.86 #NUM! -2.63 -4.53 -2.15 2.20

GAS2L1 2963 8.13 8.35 17.52 10.51 5.12 5.54 17.36 11.66 11.96 6.39 9.20 3.20 11.84 -0.54 -0.50 0.57 -0.17 -1.21 -0.73

GAS2L2 3025 0.00 0.06 0.04 0.00 0.06 0.02 0.01 0.00 0.01 0.01 0.03 -5.10 0.01 #NUM! 3.35 2.77 #NUM! 3.25 -0.92

GAS2L3 2341 0.98 1.20 3.40 2.18 0.24 0.66 0.72 0.68 0.37 0.32 1.44 0.53 0.52 0.91 1.20 2.70 2.06 -1.13 -1.13

GAS5 651 37.07 25.43 32.37 36.25 289.72 272.12 51.69 72.62 191.45 245.15 115.49 6.85 140.23 -1.92 -2.46 -2.12 -1.95 1.05 1.24

GAS6 2523 33.46 41.44 26.26 37.60 114.65 71.80 90.56 47.23 521.51 131.79 54.20 5.76 197.77 -2.56 -2.25 -2.91 -2.39 -0.79 0.41

GAS7 8211 2.23 8.76 3.27 3.18 0.66 5.85 12.63 10.36 19.34 5.94 3.99 2.00 12.07 -2.44 -0.46 -1.88 -1.92 -4.19 0.55

GAS8 3267 2.45 4.41 1.14 4.26 4.26 2.98 2.96 2.02 3.08 3.18 3.25 1.70 2.81 -0.20 0.65 -1.31 0.60 0.60 -0.12

GAST 440 0.36 0.38 0.97 2.60 5.24 0.23 0.00 0.28 0.00 0.00 1.63 0.70 0.07 2.34 2.42 3.78 5.21 6.22 -2.82

GATA1 1501 0.15 0.95 1.10 0.22 0.14 0.12 1.07 0.37 0.29 0.17 0.45 -1.16 0.47 -1.63 1.01 1.22 -1.12 -1.73 -1.93

GATA2 3484 2.12 9.82 4.40 2.17 4.66 8.90 6.75 7.50 12.63 17.13 5.34 2.42 11.00 -2.38 -0.16 -1.32 -2.34 -1.24 0.74

GATA3 3070 3.69 8.06 3.23 5.24 4.09 8.45 7.14 2.28 0.15 3.16 5.46 2.45 3.18 0.21 1.34 0.02 0.72 0.36 0.63

GATA4 3419 0.00 0.01 0.00 0.00 0.12 0.45 0.00 0.08 0.00 0.00 0.10 -3.37 0.02 #NUM! -1.34 #NUM! #NUM! 2.65 2.22

GATA5 2595 0.10 0.56 0.01 0.00 0.00 0.06 0.56 0.00 5.12 0.24 0.12 -3.03 1.48 -3.85 -1.41 -6.94 #NUM! #NUM! -0.95

GATA6 3494 0.43 2.52 0.81 1.31 2.25 1.86 0.53 0.65 2.25 1.04 1.53 0.61 1.12 -1.39 1.18 -0.47 0.23 1.01 0.29

GATAD1 3955 3.69 11.10 9.03 9.98 9.52 7.82 6.66 7.51 5.97 7.10 8.52 3.09 6.81 -0.88 0.70 0.41 0.55 0.48 -0.12

GATAD2A 5689 4.30 10.54 17.89 11.57 12.56 4.65 10.44 9.93 6.63 8.35 10.25 3.36 8.84 -1.04 0.25 1.02 0.39 0.51 -1.14

GATAD2B 7480 2.43 6.23 5.39 5.76 2.39 3.68 4.94 4.25 3.21 2.96 4.31 2.11 3.84 -0.66 0.70 0.49 0.59 -0.68 -0.23

GATC 4346 0.00 6.93 0.00 7.44 7.94 7.91 0.00 0.00 5.85 0.00 5.04 2.33 1.46 #NUM! 2.24 #NUM! 2.35 2.44 0.65

GATM 2602 15.95 11.39 3.64 12.42 5.98 10.44 12.77 14.71 6.02 11.91 9.97 3.32 11.35 0.49 0.00 -1.64 0.13 -0.92 0.07

GATS 4074 1.52 5.73 2.76 0.00 0.00 5.69 2.27 2.54 6.01 4.26 2.62 1.39 3.77 -1.31 0.60 -0.45 #NUM! #NUM! 1.12

GATSL2 990 1.01 4.82 0.94 4.64 1.41 0.55 12.05 0.80 10.60 2.97 2.23 1.16 6.61 -2.70 -0.45 -2.82 -0.51 -2.23 -2.03

GATSL3 1644 9.00 8.31 5.99 9.26 1.69 4.41 24.75 18.84 6.95 13.23 6.44 2.69 15.94 -0.82 -0.94 -1.41 -0.78 -3.24 -0.55

GBA 2583 19.18 23.11 15.84 26.91 29.48 18.67 12.38 14.72 8.32 9.98 22.20 4.47 11.35 0.76 1.03 0.48 1.25 1.38 -0.25

GBA2 3639 4.52 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.75 -0.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GBA3 2147 0.01 0.00 0.04 0.06 0.00 0.10 0.00 0.00 0.01 0.02 0.04 -4.76 0.01 0.53 -1.64 2.53 3.13 #NUM! 1.50

GBAP1 2036 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GBAS 2019 26.66 26.40 26.25 40.20 13.70 32.19 20.69 20.05 24.40 24.14 27.57 4.78 22.32 0.26 0.24 0.23 0.85 -0.70 0.22

GBE1 3118 2.45 4.52 7.12 5.61 7.03 12.01 4.05 5.87 9.18 10.75 6.46 2.69 7.46 -1.61 -0.72 -0.07 -0.41 -0.09 0.90

GBF1 6450 4.43 13.54 12.07 15.28 7.64 5.17 9.89 11.73 10.80 5.85 9.69 3.28 9.57 -1.11 0.50 0.33 0.67 -0.33 -0.90

GBGT1 1949 1.54 4.11 1.83 1.24 3.94 4.93 1.82 1.24 0.00 0.00 2.93 1.55 0.76 1.01 2.42 1.26 0.69 2.36 0.75

GBP1 3050 8.23 37.62 136.78 77.62 24.63 75.56 8.27 21.77 29.77 42.54 60.07 5.91 25.59 -1.64 0.56 2.42 1.60 -0.05 0.33

GBP1P1 1234 0.00 5.45 17.12 0.00 5.06 9.90 0.00 0.00 1.90 0.00 6.26 2.65 0.48 #NUM! 3.52 5.17 #NUM! 3.41 0.66

GBP2 2595 22.46 44.28 99.64 55.98 45.45 92.72 22.25 32.79 53.87 63.76 60.09 5.91 43.17 -0.94 0.04 1.21 0.38 0.07 0.63

GBP3 3051 4.72 26.95 0.00 0.00 0.00 26.48 3.93 0.00 0.00 0.00 9.69 3.28 0.98 2.26 4.78 #NUM! #NUM! #NUM! 1.45

GBP4 6160 4.03 20.37 49.86 7.10 6.68 8.47 2.85 4.88 4.38 3.67 16.09 4.01 3.94 0.03 2.37 3.66 0.85 0.76 -0.92

GBP5 4065 2.18 0.00 0.00 0.00 0.00 0.00 0.71 0.00 1.32 0.00 0.36 -1.46 0.51 2.10 #NUM! #NUM! #NUM! #NUM! #NUM!

GBP6 4867 14.64 10.92 38.64 19.67 0.89 4.87 43.29 73.26 0.08 31.41 14.94 3.90 37.01 -1.34 -1.76 0.06 -0.91 -5.37 -1.62

GBP7 2454 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GBX1 1324 0.00 0.00 0.00 3.25 0.02 0.78 0.00 0.00 0.00 0.00 0.68 -0.57 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.21

GBX2 1335 0.02 0.00 1.12 0.14 0.18 0.08 0.00 0.02 0.02 0.02 0.26 -1.97 0.01 0.56 #NUM! 6.25 3.21 3.63 -1.75

GCA 3241 2.32 2.22 2.49 1.36 7.70 12.62 1.33 1.04 9.19 7.87 4.78 2.26 4.86 -1.07 -1.13 -0.97 -1.84 0.66 1.40

GCAT 1656 1.79 2.20 4.36 5.50 4.53 3.33 3.01 3.08 3.92 3.43 3.62 1.86 3.36 -0.91 -0.61 0.37 0.71 0.43 -0.12

GCC1 4152 2.24 2.54 5.47 2.74 3.21 2.93 2.25 1.66 1.98 3.33 3.19 1.67 2.30 -0.04 0.14 1.25 0.25 0.48 -0.12

GCC2 6998 2.85 8.96 5.13 11.38 2.72 4.62 6.27 6.94 2.38 3.92 5.94 2.57 4.88 -0.77 0.88 0.07 1.22 -0.84 -0.36

GCDH 1839 4.22 4.64 6.85 3.45 11.40 5.41 3.96 3.35 7.20 5.96 5.99 2.58 5.12 -0.28 -0.14 0.42 -0.57 1.15 -0.15

GCET2 3355 0.98 2.88 2.77 6.71 0.87 1.26 0.42 3.94 0.10 0.62 2.58 1.37 1.27 -0.37 1.18 1.13 2.40 -0.54 -1.03

GCFC1 4028 2.60 8.03 8.41 24.98 1.67 6.90 4.14 6.01 3.01 9.24 8.76 3.13 5.60 -1.11 0.52 0.59 2.16 -1.75 -0.35

GCGR 2051 0.08 0.04 0.02 0.00 0.00 0.00 0.25 0.12 0.16 0.00 0.02 -5.47 0.13 -0.75 -1.75 -3.11 #NUM! #NUM! #NUM!

GCH1 2941 4.03 5.32 8.90 2.61 8.48 11.40 2.25 2.39 3.93 10.81 6.79 2.76 4.85 -0.27 0.13 0.88 -0.89 0.81 0.75

GCHFR 713 36.02 30.26 13.64 1.62 52.62 24.90 7.81 5.34 0.00 7.81 26.51 4.73 5.24 2.78 2.53 1.38 -1.69 3.33 -0.09

GCK 2741 1.66 0.17 4.17 2.58 0.10 0.00 0.69 0.63 2.80 1.28 1.45 0.53 1.35 0.30 -3.03 1.63 0.93 -3.71 #NUM!

GCKR 2197 0.25 0.30 0.06 0.00 0.07 0.11 0.16 0.10 0.10 0.17 0.13 -2.94 0.13 0.92 1.18 -1.18 #NUM! -0.92 -0.27

GCLC 3823 5.83 4.43 5.11 6.30 3.42 7.80 7.20 8.41 4.28 7.24 5.48 2.45 6.78 -0.22 -0.61 -0.41 -0.11 -0.99 0.51

GCLM 3074 2.03 1.99 6.48 3.70 4.28 4.78 1.83 1.81 1.55 2.96 3.88 1.95 2.03 -0.01 -0.03 1.67 0.86 1.07 0.30

GCM1 2780 0.00 0.03 0.02 0.00 0.05 0.02 0.00 0.00 0.00 0.00 0.02 -5.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.27

GCM2 2379 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.01 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GCN1L1 8699 3.01 8.99 16.10 12.09 14.76 4.51 6.69 5.75 13.39 5.07 9.91 3.31 7.72 -1.36 0.22 1.06 0.65 0.93 -1.14

GCNT1 5984 1.13 0.88 2.37 0.83 2.37 1.01 0.49 0.30 0.57 0.98 1.43 0.52 0.59 0.95 0.58 2.02 0.50 2.02 -0.50

GCNT2 4691 1.58 2.16 1.78 0.11 0.10 1.40 0.37 0.57 0.65 1.04 1.19 0.25 0.66 1.27 1.72 1.44 -2.63 -2.79 0.23

GCNT3 2240 0.74 6.09 3.44 0.14 1.04 0.10 5.34 1.47 0.01 3.78 1.92 0.94 2.65 -1.84 1.20 0.37 -4.27 -1.35 -4.32

GCNT4 3436 0.43 1.02 0.58 1.95 0.14 0.42 1.70 0.92 0.67 1.28 0.76 -0.40 1.14 -1.40 -0.17 -0.97 0.77 -3.08 -0.84

GCNT7 2064 0.00 0.00 0.00 0.12 0.00 0.00 0.00 0.11 0.00 0.00 0.02 -5.59 0.03 #NUM! #NUM! #NUM! 2.22 #NUM! #NUM!

GCOM1 4676 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GCSH 1538 14.34 7.35 5.03 5.23 25.33 18.07 6.69 6.53 14.18 17.50 12.56 3.65 11.23 0.35 -0.61 -1.16 -1.10 1.17 0.53

GDA 5430 1.47 2.44 0.00 0.27 0.33 0.06 0.01 0.03 0.01 0.03 0.76 -0.39 0.02 6.25 6.98 -3.79 3.77 4.07 -3.73

GDAP1 3899 1.20 1.14 2.37 1.91 0.89 2.01 0.57 0.96 1.86 1.97 1.59 0.67 1.34 -0.16 -0.24 0.82 0.51 -0.59 0.34

GDAP1L1 2244 0.02 0.09 0.02 0.04 0.01 0.27 0.02 0.06 0.11 0.22 0.08 -3.71 0.10 -2.35 -0.17 -2.08 -1.40 -3.31 1.84

GDAP2 8885 1.77 1.80 3.02 2.07 1.21 2.84 1.61 1.85 2.85 0.98 2.12 1.08 1.82 -0.04 -0.02 0.73 0.19 -0.59 0.42

GDE1 2960 18.79 18.78 10.64 25.60 24.89 14.32 14.28 8.42 27.60 10.63 18.84 4.24 15.23 0.30 0.30 -0.52 0.75 0.71 -0.40

GDEP 2091 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GDF10 2658 0.19 0.95 0.45 0.05 0.01 1.44 0.25 0.44 0.66 0.94 0.51 -0.96 0.57 -1.58 0.73 -0.35 -3.50 -5.92 1.49

GDF11 4260 0.00 1.96 0.00 0.71 0.00 1.95 1.00 0.00 4.01 1.57 0.77 -0.38 1.65 #NUM! 0.25 #NUM! -1.21 #NUM! 1.34

GDF15 1220 1.47 14.01 2.31 1.08 37.02 41.26 0.64 2.00 14.06 37.47 16.19 4.02 13.54 -3.20 0.05 -2.55 -3.65 1.45 1.35

GDF3 1224 0.02 0.10 0.17 0.00 0.00 0.48 0.08 0.29 0.30 0.25 0.13 -2.96 0.23 -3.26 -1.24 -0.44 #NUM! #NUM! 1.91

GDF5 2383 0.00 0.07 0.20 0.00 0.00 0.10 0.02 0.01 0.40 0.08 0.06 -4.03 0.13 -6.16 -0.93 0.62 #NUM! #NUM! 0.70

GDF6 3716 0.01 0.08 0.03 0.64 1.88 0.38 0.37 0.26 0.41 0.38 0.50 -0.99 0.35 -5.65 -2.19 -3.43 0.84 2.41 -0.41

GDF7 1994 0.23 0.64 0.03 0.02 0.00 0.07 2.34 0.29 3.80 0.72 0.17 -2.59 1.79 -2.94 -1.49 -5.80 -6.70 -9.13 -1.20

GDF9 2020 0.00 0.04 0.05 0.05 0.04 0.09 0.09 0.01 0.08 0.06 0.05 -4.46 0.06 #NUM! -0.55 -0.32 -0.22 -0.65 1.07

GDI1 2505 30.30 45.94 38.95 39.70 47.11 47.17 50.64 31.36 67.56 38.76 41.53 5.38 47.08 -0.64 -0.04 -0.27 -0.25 0.00 0.18

GDI2 2441 74.74 79.14 97.97 96.69 73.34 99.74 70.98 69.97 67.02 88.77 86.94 6.44 74.19 0.01 0.09 0.40 0.38 -0.02 0.20

GDNF 3830 0.10 0.19 0.03 0.10 0.01 1.08 0.19 0.02 0.87 0.29 0.25 -2.01 0.34 -1.78 -0.89 -3.77 -1.80 -5.68 2.11

GDPD1 3296 0.52 0.92 0.78 0.52 0.69 1.16 0.33 0.46 0.42 0.63 0.76 -0.39 0.46 0.18 0.99 0.76 0.16 0.58 0.60

GDPD2 2443 0.13 4.50 0.15 22.68 0.00 0.02 0.16 0.20 0.12 0.00 4.58 2.20 0.12 0.10 5.22 0.33 7.55 #NUM! -7.63

GDPD3 1115 8.02 9.49 1.13 0.00 0.00 0.00 24.71 17.86 0.00 10.69 3.11 1.64 13.32 -0.73 -0.49 -3.56 #NUM! #NUM! #NUM!

GDPD4 2545 0.00 0.01 0.09 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.02 -5.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.06

GDPD5 3193 1.23 2.50 1.41 1.84 7.18 2.36 1.66 1.63 3.60 2.13 2.75 1.46 2.26 -0.88 0.15 -0.68 -0.30 1.67 -0.22

GEM 2195 6.43 25.44 19.40 16.16 4.73 251.58 11.77 61.74 71.05 134.77 53.96 5.75 69.83 -3.44 -1.46 -1.85 -2.11 -3.88 2.22

GEMC1 3624 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GEMIN4 3757 3.58 5.39 10.32 7.95 12.52 2.39 4.34 5.95 3.85 5.11 7.02 2.81 4.81 -0.43 0.16 1.10 0.72 1.38 -1.56

GEMIN5 5404 1.45 3.30 3.00 3.19 2.87 3.45 2.66 2.90 3.46 2.54 2.88 1.52 2.89 -0.99 0.19 0.05 0.14 -0.01 0.26

GEMIN6 705 10.00 6.05 7.70 6.25 40.27 11.79 5.00 3.32 10.73 8.86 13.68 3.77 6.98 0.52 -0.21 0.14 -0.16 2.53 -0.21

GEMIN7 1647 5.12 5.15 5.31 9.79 13.95 5.39 4.38 2.06 7.42 7.70 7.45 2.90 5.39 -0.07 -0.07 -0.02 0.86 1.37 -0.47

GEMIN8 3259 3.90 4.78 1.84 4.53 8.26 5.68 3.48 5.96 5.60 3.83 4.83 2.27 4.72 -0.28 0.02 -1.36 -0.06 0.81 0.23

GEMIN8P4 1715 0.74 0.30 0.79 1.32 1.57 0.54 0.22 0.23 0.17 0.31 0.88 -0.19 0.23 1.65 0.37 1.75 2.50 2.75 -0.71

GEN1 6367 2.11 1.37 5.64 3.94 0.78 1.33 0.94 1.39 0.17 0.41 2.53 1.34 0.73 1.54 0.91 2.96 2.44 0.10 -0.92

geneLength 0 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GET4 2106 8.65 13.89 15.36 12.39 24.80 8.81 9.23 5.49 12.95 9.15 13.98 3.81 9.20 -0.09 0.59 0.74 0.43 1.43 -0.67

GFAP 3097 0.00 0.02 0.00 0.00 0.03 0.29 0.08 0.01 2.19 0.09 0.06 -4.13 0.59 #NUM! -5.12 #NUM! #NUM! -4.22 2.36

GFER 2447 5.02 6.25 2.90 5.09 15.00 3.85 2.40 1.88 7.42 3.14 6.35 2.67 3.71 0.43 0.75 -0.36 0.45 2.01 -0.72

GFI1 2802 0.58 1.92 2.01 0.52 2.51 1.29 0.25 0.30 0.07 0.57 1.47 0.56 0.30 0.97 2.69 2.75 0.80 3.07 -0.19

GFI1B 1801 0.25 0.14 0.15 0.00 0.17 0.24 0.28 0.15 0.23 0.06 0.16 -2.66 0.18 0.45 -0.41 -0.32 #NUM! -0.06 0.63

GFM1 3468 6.22 0.00 15.02 7.14 0.00 14.13 4.94 5.00 8.95 11.68 7.08 2.82 7.64 -0.30 #NUM! 0.97 -0.10 #NUM! 1.00

GFM2 3111 0.00 0.00 2.93 7.34 0.00 0.00 0.00 4.56 0.00 0.00 1.71 0.78 1.14 #NUM! #NUM! 1.36 2.69 #NUM! #NUM!

GFOD1 3032 1.61 1.95 3.07 2.95 3.71 1.09 3.44 3.78 1.38 2.39 2.39 1.26 2.75 -0.78 -0.50 0.16 0.10 0.43 -1.14

GFOD2 5309 3.77 6.19 3.41 5.43 8.80 6.95 14.13 11.10 8.03 12.01 5.76 2.53 11.32 -1.59 -0.87 -1.73 -1.06 -0.36 0.27

GFPT1 8642 1.68 6.64 8.33 4.43 3.37 6.87 2.83 3.65 4.72 5.84 5.22 2.38 4.26 -1.34 0.64 0.97 0.06 -0.34 0.40

GFPT2 3011 1.21 6.17 2.33 6.03 10.65 7.85 3.28 4.84 10.31 14.13 5.71 2.51 8.14 -2.75 -0.40 -1.81 -0.43 0.39 0.46

GFRA1 9580 0.28 0.91 0.37 0.07 0.00 3.49 2.53 1.98 3.07 6.48 0.85 -0.23 3.52 -3.67 -1.94 -3.24 -5.59 -10.41 2.03

GFRA2 3376 0.54 1.39 0.48 0.33 0.13 0.68 2.16 1.60 3.16 0.58 0.59 -0.75 1.88 -1.79 -0.43 -1.97 -2.49 -3.84 0.20

GFRA3 1980 0.98 1.24 0.27 0.07 0.04 4.78 3.15 0.40 23.73 2.07 1.23 0.30 7.34 -2.90 -2.57 -4.78 -6.68 -7.53 1.96

GFRA4 1517 0.00 0.02 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 -8.22 0.02 #NUM! -0.06 #NUM! #NUM! #NUM! #NUM!

GFRAL 1911 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GGA1 3231 4.75 16.51 12.14 9.39 12.44 7.32 9.95 14.16 10.98 8.17 10.43 3.38 10.81 -1.19 0.61 0.17 -0.20 0.20 -0.51

GGA2 5973 4.58 8.88 7.43 10.77 13.67 9.53 5.09 5.83 8.33 7.64 9.14 3.19 6.72 -0.55 0.40 0.14 0.68 1.02 0.06

GGA3 4091 3.84 12.14 11.93 7.64 6.70 4.44 6.89 7.18 5.62 5.02 7.78 2.96 6.18 -0.69 0.97 0.95 0.31 0.12 -0.81

GGCT 1217 31.89 16.11 43.47 29.04 80.22 56.13 20.71 17.18 18.19 54.12 42.81 5.42 27.55 0.21 -0.77 0.66 0.08 1.54 0.39

GGCX 3247 2.34 0.00 4.11 0.00 6.52 7.59 0.00 0.00 5.85 9.31 3.43 1.78 3.79 -0.70 #NUM! 0.12 #NUM! 0.78 1.15

GGH 1505 18.12 6.93 11.23 11.13 24.90 17.46 4.85 4.06 3.31 13.53 14.96 3.90 6.44 1.49 0.11 0.80 0.79 1.95 0.22

GGN 2168 0.14 0.71 0.45 1.06 0.23 0.25 0.40 0.39 0.18 0.39 0.47 -1.08 0.34 -1.30 1.06 0.41 1.64 -0.56 -0.90

GGNBP1 999 0.00 0.00 0.09 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.03 -4.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GGNBP2 2869 8.54 11.83 17.03 14.34 9.02 16.33 11.47 9.35 14.29 14.37 12.85 3.68 12.37 -0.53 -0.06 0.46 0.21 -0.46 0.35

GGPS1 2921 9.70 8.53 6.75 6.44 5.61 12.12 7.27 6.76 7.92 9.33 8.19 3.03 7.82 0.31 0.13 -0.21 -0.28 -0.48 0.57

GGT1 2431 0.97 6.92 0.00 3.96 2.95 1.20 4.25 2.62 0.70 0.00 2.67 1.41 1.89 -0.96 1.87 #NUM! 1.07 0.64 -1.15

GGT3P 2036 0.43 1.40 1.17 0.82 0.79 0.37 0.87 1.19 0.21 0.24 0.83 -0.27 0.63 -0.53 1.16 0.90 0.39 0.34 -1.15

GGT5 2500 8.39 27.71 7.23 8.95 4.29 29.75 12.78 11.74 56.54 20.58 14.39 3.85 25.41 -1.60 0.13 -1.81 -1.51 -2.57 1.05

GGT6 2635 3.59 5.89 26.91 5.06 1.20 4.87 15.21 12.06 0.00 5.54 7.92 2.99 8.20 -1.19 -0.48 1.71 -0.70 -2.78 -0.70

GGT7 2640 4.66 9.94 4.81 3.69 2.33 10.07 3.71 4.10 6.52 5.93 5.92 2.57 5.06 -0.12 0.97 -0.07 -0.46 -1.12 0.77

GGT8P 2484 0.09 0.22 0.04 0.07 0.02 0.00 0.18 0.00 0.00 0.00 0.07 -3.81 0.05 0.91 2.23 -0.28 0.56 -1.19 #NUM!

GGTA1P 1755 6.72 7.14 3.86 2.24 3.21 30.66 4.78 8.17 16.85 18.16 8.97 3.17 11.99 -0.83 -0.75 -1.64 -2.42 -1.90 1.77

GGTLC1 1066 0.00 0.08 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GGTLC2 855 0.70 2.31 2.50 1.72 1.93 0.95 1.86 1.11 0.23 0.66 1.68 0.75 0.97 -0.46 1.26 1.37 0.83 1.00 -0.82

GH1 822 0.00 0.00 0.00 0.00 0.00 0.15 0.08 0.29 0.11 0.08 0.02 -5.35 0.14 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GHDC 2743 5.96 6.43 4.37 5.80 8.19 6.88 4.69 4.52 11.29 8.05 6.27 2.65 7.14 -0.26 -0.15 -0.71 -0.30 0.20 0.13

GHITM 2449 59.68 35.76 25.62 36.59 98.18 74.22 37.01 34.41 77.35 77.62 55.01 5.78 56.60 0.08 -0.66 -1.14 -0.63 0.79 0.43

GHR 4777 1.58 1.45 0.74 2.35 0.03 2.22 3.09 3.67 1.64 3.11 1.39 0.48 2.88 -0.87 -0.99 -1.97 -0.29 -6.68 0.67

GHRHR 1607 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GHRL 1374 0.49 0.00 0.00 0.17 0.18 1.09 0.08 0.41 0.00 0.00 0.32 -1.64 0.12 2.00 #NUM! #NUM! 0.49 0.58 1.76

GHRLOS 1725 0.22 0.00 0.28 0.60 0.04 0.26 0.32 0.23 0.00 0.00 0.23 -2.11 0.14 0.68 #NUM! 1.04 2.13 -1.83 0.15

GHRLOS2 1345 0.13 0.00 0.54 1.15 0.10 0.14 0.41 0.45 0.19 0.34 0.34 -1.54 0.35 -1.41 #NUM! 0.64 1.73 -1.77 -1.26

GHSR 3014 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.00 -8.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.54

GIGYF1 6329 2.36 10.11 6.28 7.79 6.15 6.88 10.91 3.28 9.70 4.46 6.60 2.72 7.09 -1.58 0.51 -0.18 0.14 -0.20 0.06

GIGYF2 7959 2.78 6.84 4.88 3.98 1.86 4.79 6.22 7.69 5.06 5.09 4.19 2.07 6.01 -1.11 0.19 -0.30 -0.60 -1.69 0.20

GIMAP1 4430 1.05 1.41 0.88 0.32 1.10 2.08 1.27 0.75 2.37 2.33 1.14 0.19 1.68 -0.68 -0.25 -0.93 -2.39 -0.61 0.87

GIMAP1-GIMAP5 2262 1.79 2.20 1.33 0.38 1.19 2.76 1.05 0.00 5.26 3.93 1.61 0.68 2.56 -0.52 -0.22 -0.94 -2.76 -1.11 0.78

GIMAP2 1523 2.97 6.63 3.79 1.59 5.59 13.72 1.89 1.42 6.43 6.94 5.71 2.51 4.17 -0.49 0.67 -0.14 -1.39 0.42 1.26

GIMAP4 1983 13.07 19.34 15.24 4.61 4.06 25.54 7.29 6.57 21.47 16.90 13.64 3.77 13.06 0.00 0.57 0.22 -1.50 -1.69 0.90

GIMAP5 1895 6.08 8.55 7.55 2.24 9.13 11.15 5.10 4.88 19.01 13.80 7.45 2.90 10.70 -0.81 -0.32 -0.50 -2.25 -0.23 0.58

GIMAP6 3660 4.64 6.68 3.79 1.37 4.60 7.29 2.83 3.58 9.26 9.95 4.73 2.24 6.40 -0.47 0.06 -0.76 -2.22 -0.48 0.63

GIMAP7 1242 10.75 13.44 6.51 2.01 2.29 16.40 6.69 3.77 7.26 10.83 8.57 3.10 7.14 0.59 0.91 -0.13 -1.83 -1.64 0.94

GIMAP8 3952 2.13 2.39 0.68 0.65 0.84 2.32 2.27 1.30 3.03 2.05 1.50 0.59 2.16 -0.02 0.14 -1.68 -1.73 -1.36 0.63

GIN1 3549 1.18 0.78 0.60 1.34 0.83 1.67 0.71 0.50 1.21 1.12 1.07 0.09 0.89 0.41 -0.17 -0.55 0.60 -0.09 0.65

GINS1 3289 2.59 4.93 3.92 5.04 8.92 4.75 0.83 1.17 0.22 0.80 5.02 2.33 0.75 1.78 2.71 2.38 2.74 3.56 -0.08

GINS2 1196 20.89 9.22 7.61 25.29 71.82 15.48 2.60 2.78 0.62 2.91 25.05 4.65 2.23 3.23 2.05 1.77 3.51 5.01 -0.70

GINS3 2414 12.67 4.39 4.55 10.52 9.37 4.64 5.21 10.86 1.70 6.34 7.69 2.94 6.03 1.07 -0.46 -0.40 0.80 0.64 -0.73

GINS4 3841 2.35 1.05 3.59 1.83 3.03 1.62 0.00 0.91 0.40 0.31 2.24 1.17 0.41 2.54 1.37 3.15 2.18 2.90 -0.47

GIP 711 0.05 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.02 -5.85 0.01 2.19 #NUM! 2.44 #NUM! #NUM! #NUM!

GIPC1 1947 54.79 53.91 88.27 58.38 233.65 27.77 76.52 58.60 41.05 57.64 86.13 6.43 58.45 -0.09 -0.12 0.59 0.00 2.00 -1.63

GIPC2 2838 1.19 0.76 2.09 0.08 1.84 2.23 1.38 1.26 2.58 2.85 1.37 0.45 2.02 -0.76 -1.41 0.05 -4.61 -0.13 0.71

GIPC3 4317 0.44 0.93 0.50 0.30 0.38 0.91 1.02 0.68 4.60 0.85 0.58 -0.79 1.79 -2.04 -0.94 -1.83 -2.56 -2.24 0.66

GIPR 2024 0.15 2.05 0.16 0.00 0.31 0.13 0.38 0.31 0.01 0.09 0.47 -1.09 0.20 -0.42 3.37 -0.28 #NUM! 0.67 -1.85

GIT1 3778 9.98 15.58 15.48 26.11 19.61 9.45 15.29 13.57 13.80 9.05 16.04 4.00 12.93 -0.37 0.27 0.26 1.01 0.60 -0.76

GIT2 5643 5.34 14.53 13.39 8.96 5.48 11.41 7.35 5.70 7.99 6.98 9.85 3.30 7.00 -0.39 1.05 0.94 0.36 -0.35 0.21

GJA1 3130 138.80 113.29 39.02 175.95 15.66 157.28 132.30 212.90 79.85 189.24 106.67 6.74 153.57 -0.15 -0.44 -1.98 0.20 -3.29 0.56

GJA10 1632 0.02 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 -7.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GJA3 5219 0.63 0.10 0.12 0.10 0.02 0.12 0.18 0.34 0.01 0.09 0.18 -2.47 0.16 2.01 -0.59 -0.43 -0.65 -2.75 -0.63

GJA4 1710 4.96 7.13 19.39 2.59 2.06 33.95 3.25 5.63 51.34 29.93 11.68 3.55 22.54 -2.18 -1.66 -0.22 -3.12 -3.45 1.54

GJA5 3177 1.28 1.72 2.33 0.42 0.24 5.85 0.79 1.35 9.34 3.03 1.98 0.98 3.63 -1.50 -1.07 -0.64 -3.12 -3.91 1.57

GJA8 1377 0.00 0.02 0.00 0.00 0.00 0.00 0.04 0.04 0.00 0.00 0.00 -8.14 0.02 #NUM! -0.04 #NUM! #NUM! #NUM! #NUM!

GJA9-MYCBP 5271 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GJB1 1674 0.25 11.33 0.00 0.00 0.00 0.14 0.02 0.00 0.02 0.37 1.95 0.97 0.10 1.28 6.81 #NUM! #NUM! #NUM! -3.82

GJB2 2347 202.29 276.63 71.56 714.98 8.23 32.63 981.35 442.78 1.26 486.28 217.72 7.77 477.92 -1.24 -0.79 -2.74 0.58 -5.86 -2.74

GJB3 2220 28.20 19.13 102.61 63.76 87.50 13.01 34.40 34.00 0.20 23.96 52.37 5.71 23.14 0.29 -0.27 2.15 1.46 1.92 -2.01

GJB4 2840 4.96 2.83 0.00 6.91 23.16 2.16 1.36 0.00 0.02 2.09 6.67 2.74 0.87 2.52 1.71 #NUM! 2.99 4.74 -1.63

GJB5 1299 33.54 16.04 83.72 56.39 48.34 8.88 24.65 36.89 0.10 28.19 41.15 5.36 22.46 0.58 -0.49 1.90 1.33 1.11 -2.21

GJB6 2178 102.21 65.66 3.96 0.00 0.62 9.81 0.00 0.00 0.22 0.00 30.38 4.92 0.05 10.88 10.24 6.19 #NUM! 3.51 -1.63

GJB7 2298 0.09 0.01 0.03 0.01 0.72 0.08 0.00 0.02 0.00 0.01 0.16 -2.66 0.01 3.49 0.50 1.72 0.82 6.41 -0.93

GJC1 7644 0.61 1.74 0.63 0.82 2.73 1.84 2.14 0.74 9.00 2.15 1.40 0.48 3.51 -2.51 -1.01 -2.47 -2.10 -0.36 0.40

GJC2 2411 0.65 0.94 0.21 0.31 0.96 1.23 1.25 0.51 2.85 1.49 0.72 -0.48 1.52 -1.22 -0.70 -2.85 -2.29 -0.67 0.78

GJC3 1131 0.24 0.14 0.00 0.17 0.00 0.07 0.06 0.11 0.14 0.28 0.10 -3.29 0.15 0.71 -0.12 #NUM! 0.19 #NUM! -0.55

GJD2 966 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GJD3 4042 3.05 4.35 2.41 1.98 2.87 1.82 2.21 2.38 2.13 2.58 2.75 1.46 2.33 0.39 0.90 0.05 -0.23 0.30 -0.59

GJD4 1580 0.00 0.00 0.00 0.00 0.00 0.11 0.00 0.02 0.03 0.03 0.02 -5.78 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GK 4590 0.96 3.95 4.33 3.98 5.50 4.84 1.10 1.99 1.12 2.39 3.93 1.97 1.65 -0.78 1.26 1.39 1.27 1.74 0.30

GK2 1899 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GK3P 2232 0.07 0.03 0.18 0.26 0.09 0.07 0.03 0.00 0.01 0.01 0.12 -3.08 0.01 2.66 1.30 3.96 4.52 2.96 -0.67

GK5 10938 0.54 1.68 1.41 1.46 0.85 1.51 0.91 0.96 0.49 1.20 1.24 0.31 0.89 -0.71 0.91 0.66 0.71 -0.07 0.28

GKAP1 1891 1.15 1.80 1.57 2.77 2.27 6.61 2.16 1.38 2.91 3.39 2.69 1.43 2.46 -1.10 -0.45 -0.65 0.17 -0.12 1.29

GKN1 820 0.08 0.00 0.00 0.00 0.37 0.00 0.04 0.00 0.00 0.00 0.07 -3.75 0.01 2.93 #NUM! #NUM! #NUM! 5.14 #NUM!

GKN2 826 0.00 0.00 0.00 0.00 0.11 0.04 0.00 0.04 0.00 0.00 0.02 -5.33 0.01 #NUM! #NUM! #NUM! #NUM! 3.44 0.52

GLA 1418 10.48 7.51 7.87 10.35 35.60 21.58 5.23 5.61 13.17 24.70 15.57 3.96 12.18 -0.22 -0.70 -0.63 -0.23 1.55 0.47

GLB1 2588 10.37 16.87 20.69 16.66 17.67 10.62 6.27 9.27 19.16 10.68 15.48 3.95 11.34 -0.13 0.57 0.87 0.55 0.64 -0.54

GLB1L 2505 2.18 2.66 0.71 0.61 0.00 1.79 1.88 1.24 0.00 1.92 1.33 0.41 1.26 0.79 1.08 -0.82 -1.04 #NUM! 0.43

GLB1L2 3178 0.76 1.73 1.43 1.44 4.80 0.93 3.91 0.71 7.60 1.83 1.85 0.89 3.51 -2.21 -1.02 -1.29 -1.29 0.45 -0.99

GLB1L3 2959 0.08 0.13 0.04 0.02 0.04 0.10 0.00 0.40 0.61 0.26 0.07 -3.87 0.32 -1.98 -1.35 -2.93 -3.82 -3.14 0.58

GLCCI1 4762 1.12 2.76 2.08 1.43 1.03 2.71 0.93 1.07 0.00 0.00 1.86 0.89 0.50 1.17 2.46 2.06 1.52 1.04 0.55

GLCE 5043 3.56 3.37 2.34 3.92 2.52 4.23 2.69 4.29 2.84 3.61 3.32 1.73 3.36 0.08 0.00 -0.52 0.22 -0.41 0.35

GLDC 3820 0.10 0.28 0.23 0.17 8.89 0.10 0.01 0.06 0.07 0.05 1.63 0.70 0.05 1.05 2.58 2.31 1.88 7.57 -4.08

GLDN 5084 0.04 0.14 0.12 0.03 0.00 0.50 0.19 0.56 0.25 0.26 0.14 -2.86 0.31 -2.95 -1.15 -1.40 -3.62 -6.05 1.85

GLE1 3350 7.80 9.06 11.72 13.63 15.31 9.10 6.38 6.97 7.37 5.46 11.10 3.47 6.54 0.25 0.47 0.84 1.06 1.23 -0.29

GLG1 9448 6.02 23.16 9.32 13.93 19.13 10.84 13.54 15.81 17.02 15.66 13.73 3.78 15.51 -1.36 0.58 -0.74 -0.15 0.30 -0.34

GLI1 3618 0.00 4.13 0.00 0.00 0.00 0.00 1.55 1.82 1.16 1.11 0.69 -0.54 1.41 #NUM! 1.55 #NUM! #NUM! #NUM! #NUM!

GLI2 6780 0.18 3.06 0.25 0.26 0.13 0.36 0.88 0.47 1.01 0.72 0.70 -0.51 0.77 -2.13 1.99 -1.65 -1.58 -2.61 -0.96

GLI3 8228 0.83 3.08 3.30 9.92 1.28 1.84 4.58 4.40 2.64 2.28 3.37 1.75 3.48 -2.07 -0.17 -0.07 1.51 -1.44 -0.88

GLI4 1363 4.43 6.19 3.83 6.95 13.43 3.26 3.26 6.55 5.73 2.31 6.35 2.67 4.46 -0.01 0.47 -0.22 0.64 1.59 -0.96

GLIPR1 3924 7.61 10.35 11.50 12.42 8.08 15.91 3.19 4.94 6.66 8.83 10.98 3.46 5.91 0.37 0.81 0.96 1.07 0.45 0.54

GLIPR1L1 975 0.00 0.37 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -4.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GLIPR1L2 1745 0.27 0.37 0.36 0.22 0.07 0.40 0.30 0.58 1.39 0.54 0.28 -1.82 0.70 -1.36 -0.92 -0.97 -1.66 -3.38 0.51



GLIPR2 1900 6.28 14.12 16.50 7.24 9.52 25.77 10.29 5.72 63.77 25.56 13.24 3.73 26.34 -2.07 -0.90 -0.67 -1.86 -1.47 0.96

GLIS1 2816 15.92 2.80 0.54 1.78 0.04 1.90 4.31 1.93 3.16 2.75 3.83 1.94 3.04 2.39 -0.12 -2.50 -0.77 -6.43 -1.01

GLIS2 3705 1.88 15.17 6.15 3.85 3.88 5.04 5.49 3.17 8.80 12.01 6.00 2.58 7.37 -1.97 1.04 -0.26 -0.94 -0.93 -0.25

GLIS3 7656 1.28 3.34 0.56 0.51 0.13 1.31 0.98 0.76 1.77 1.27 1.19 0.25 1.20 0.10 1.48 -1.11 -1.22 -3.18 0.14

GLMN 2042 1.52 1.40 2.45 1.62 2.74 4.77 1.38 1.86 1.23 2.39 2.42 1.27 1.72 -0.17 -0.29 0.51 -0.09 0.68 0.98

GLO1 2071 51.29 39.03 35.21 85.04 52.19 58.68 40.72 40.60 33.47 54.91 53.57 5.74 42.42 0.27 -0.12 -0.27 1.00 0.30 0.13

GLOD4 1863 21.20 21.89 23.61 20.77 35.47 25.88 14.81 16.61 26.11 25.75 24.80 4.63 20.82 0.03 0.07 0.18 0.00 0.77 0.06

GLOD5 747 0.00 0.84 0.16 0.06 0.08 0.08 0.10 0.00 0.00 0.04 0.20 -2.30 0.03 #NUM! 4.66 2.29 0.79 1.35 -1.36

GLP1R 3123 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.07 0.00 0.00 -8.08 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GLP2R 1662 0.00 0.08 0.00 0.00 0.77 0.13 0.40 0.10 1.28 0.07 0.16 -2.60 0.46 #NUM! -2.45 #NUM! #NUM! 0.73 -0.30

GLRA1 1835 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.17 0.00 4.11 #NUM! #NUM! #NUM! #NUM! #NUM!

GLRA3 3637 0.01 0.01 0.07 0.00 0.03 0.00 0.02 0.01 0.03 0.00 0.02 -5.77 0.01 -1.03 -1.03 2.20 #NUM! 0.87 #NUM!

GLRA4 1837 0.00 0.28 0.00 0.19 0.00 0.00 0.05 0.02 0.00 0.00 0.08 -3.67 0.02 #NUM! 4.03 #NUM! 3.44 #NUM! #NUM!

GLRB 3076 0.36 1.17 0.02 0.35 1.91 2.88 0.60 1.16 0.96 3.71 1.11 0.16 1.61 -2.14 -0.46 -6.16 -2.22 0.24 1.37

GLRX 1661 23.41 30.86 18.26 17.12 31.63 41.00 17.54 31.19 32.30 16.62 27.05 4.76 24.41 -0.06 0.34 -0.42 -0.51 0.37 0.60

GLRX2 1170 6.02 4.94 5.30 6.76 25.62 16.10 3.91 2.37 9.21 6.92 10.79 3.43 5.60 0.10 -0.18 -0.08 0.27 2.19 0.58

GLRX3 1365 39.14 23.11 22.14 43.52 74.40 43.98 22.36 22.70 28.28 39.61 41.05 5.36 28.24 0.47 -0.29 -0.35 0.62 1.40 0.10

GLRX5 1182 19.72 22.75 26.99 24.01 49.47 29.80 16.88 14.83 29.47 25.14 28.79 4.85 21.58 -0.13 0.08 0.32 0.15 1.20 0.05

GLS 4348 3.38 0.00 5.83 3.69 6.15 20.49 4.52 4.40 12.39 14.88 6.59 2.72 9.05 -1.42 #NUM! -0.63 -1.29 -0.56 1.64

GLS2 2636 2.09 0.75 3.74 0.59 2.52 2.40 1.34 1.00 0.00 1.07 2.01 1.01 0.85 1.29 -0.18 2.13 -0.53 1.57 0.25

GLT1D1 2721 0.23 0.40 0.30 0.34 0.28 0.51 0.67 0.14 3.13 0.35 0.34 -1.54 1.07 -2.19 -1.44 -1.85 -1.64 -1.96 0.58

GLT25D1 3593 15.48 32.86 22.61 19.70 72.27 17.30 14.08 11.67 28.42 14.33 30.04 4.91 17.13 -0.15 0.94 0.40 0.20 2.08 -0.80

GLT25D2 5182 0.06 0.35 0.16 0.04 0.03 0.84 0.31 0.15 1.10 0.61 0.25 -2.02 0.54 -3.07 -0.63 -1.80 -3.64 -4.29 1.76

GLT8D1 2347 0.00 0.00 0.00 0.00 12.05 0.00 0.00 0.00 0.00 0.00 2.01 1.01 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GLT8D2 1906 11.54 13.30 5.19 5.28 2.50 24.23 8.94 6.73 30.44 25.64 10.34 3.37 17.94 -0.64 -0.43 -1.79 -1.76 -2.84 1.23

GLTP 2371 55.82 54.00 102.76 61.10 20.38 28.00 204.13 197.77 15.04 84.71 53.68 5.75 125.41 -1.17 -1.22 -0.29 -1.04 -2.62 -0.94

GLTPD1 2193 7.20 8.69 12.50 12.70 10.08 5.89 15.90 7.42 7.66 6.81 9.51 3.25 9.45 -0.39 -0.12 0.40 0.43 0.09 -0.69

GLTPD2 1239 0.17 3.54 0.55 0.17 0.00 0.44 0.95 0.59 0.32 0.45 0.81 -0.30 0.58 -1.78 2.62 -0.06 -1.80 #NUM! -0.89

GLTSCR1 5741 0.39 4.13 4.36 4.99 1.65 2.15 3.03 2.80 2.99 1.32 2.94 1.56 2.54 -2.71 0.70 0.78 0.98 -0.62 -0.45

GLTSCR2 1523 97.33 155.22 79.98 81.08 106.53 288.28 167.28 192.27 310.91 341.31 134.74 7.07 252.94 -1.38 -0.70 -1.66 -1.64 -1.25 1.10

GLUD1 3486 16.39 21.51 25.59 21.41 24.19 29.50 23.81 23.72 42.61 70.32 23.10 4.53 40.11 -1.29 -0.90 -0.65 -0.91 -0.73 0.35

GLUD2 2348 0.13 0.05 0.01 0.11 0.08 0.22 0.16 0.09 0.37 0.45 0.10 -3.35 0.27 -1.07 -2.36 -5.30 -1.30 -1.82 1.15

GLUL 4737 216.14 158.37 107.30 61.66 83.27 148.49 167.57 238.71 156.79 232.23 129.20 7.01 198.82 0.12 -0.33 -0.89 -1.69 -1.26 0.20

GLYAT 2068 0.00 0.00 0.00 0.07 0.00 0.02 0.05 0.00 0.00 0.00 0.01 -6.08 0.01 #NUM! #NUM! #NUM! 2.28 #NUM! 0.62

GLYATL1 2364 0.00 0.04 0.00 0.00 0.00 0.11 0.05 0.04 0.01 0.00 0.02 -5.35 0.03 #NUM! 0.57 #NUM! #NUM! #NUM! 2.14

GLYATL2 1386 0.00 0.42 0.02 0.10 0.00 2.33 0.00 0.11 0.74 0.24 0.48 -1.06 0.27 #NUM! 0.64 -3.46 -1.36 #NUM! 2.28

GLYATL3 2130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GLYCTK 3800 0.48 2.81 0.53 0.90 0.96 0.79 0.00 0.34 0.70 0.00 1.08 0.11 0.26 0.89 3.43 1.03 1.78 1.87 -0.45

GLYR1 3747 8.22 20.25 12.65 20.06 15.31 15.12 13.42 14.32 21.36 15.57 15.27 3.93 16.17 -0.98 0.33 -0.35 0.31 -0.08 -0.01

GM2A 3690 44.13 25.84 26.57 58.65 53.03 23.46 37.79 34.50 10.23 21.49 38.61 5.27 26.00 0.76 -0.01 0.03 1.17 1.03 -0.72

GMCL1 2402 2.18 3.08 5.52 2.78 2.65 6.23 2.15 1.99 3.47 4.60 3.74 1.90 3.05 -0.48 0.01 0.86 -0.13 -0.20 0.74

GMCL1L 2923 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GMDS 1698 5.49 14.60 7.46 5.88 27.75 11.73 5.05 7.25 9.62 8.82 12.15 3.60 7.69 -0.48 0.93 -0.04 -0.39 1.85 -0.05

GMEB1 2694 1.74 3.06 6.75 4.03 3.50 3.19 2.47 5.27 2.86 3.16 3.71 1.89 3.44 -0.99 -0.17 0.97 0.23 0.02 -0.22

GMEB2 4210 2.05 5.35 5.48 6.72 5.92 2.22 3.37 3.87 2.64 3.45 4.62 2.21 3.33 -0.70 0.68 0.72 1.01 0.83 -1.06

GMFB 4125 2.86 4.44 4.28 3.80 9.04 12.70 3.58 3.04 8.31 10.99 6.19 2.63 6.48 -1.18 -0.54 -0.60 -0.77 0.48 1.04

GMFG 674 23.15 26.26 30.26 14.27 45.05 95.29 11.93 15.24 63.40 40.10 39.05 5.29 32.67 -0.50 -0.32 -0.11 -1.20 0.46 1.29

GMIP 3532 2.24 10.81 8.16 5.20 7.54 3.13 2.59 2.18 2.61 1.84 6.18 2.63 2.30 -0.04 2.23 1.83 1.18 1.71 -0.98

GMNN 1215 21.74 8.18 20.39 18.27 39.72 20.97 4.13 5.33 3.71 7.86 21.54 4.43 5.26 2.05 0.64 1.96 1.80 2.92 -0.04

GMPPA 1845 22.34 22.74 13.40 12.28 15.54 13.39 15.23 11.68 19.78 9.70 16.62 4.05 14.10 0.66 0.69 -0.07 -0.20 0.14 -0.31

GMPPB 1664 3.88 5.94 0.00 4.70 12.14 5.17 4.39 5.36 9.58 6.56 5.31 2.41 6.47 -0.74 -0.12 #NUM! -0.46 0.91 -0.04

GMPR 1515 1.63 2.05 0.80 1.21 11.43 4.47 0.84 0.80 6.31 2.83 3.60 1.85 2.70 -0.73 -0.39 -1.76 -1.15 2.08 0.31

GMPR2 1956 23.67 0.00 0.00 0.00 40.30 21.78 0.00 0.00 0.00 23.88 14.29 3.84 5.97 1.99 #NUM! #NUM! #NUM! 2.75 0.61

GMPS 2457 16.70 21.61 32.66 52.07 52.22 21.71 14.62 17.15 11.24 21.57 32.83 5.04 16.14 0.05 0.42 1.02 1.69 1.69 -0.60

GNA11 1615 6.72 12.95 0.00 0.00 8.98 6.48 11.82 7.96 18.49 11.29 5.85 2.55 12.39 -0.88 0.06 #NUM! #NUM! -0.46 0.15

GNA12 4398 5.75 11.11 11.87 9.99 10.26 8.44 11.00 7.11 28.61 11.52 9.57 3.26 14.56 -1.34 -0.39 -0.29 -0.54 -0.51 -0.18

GNA13 6311 7.03 11.82 15.70 10.13 4.84 20.75 7.00 10.85 9.06 20.10 11.71 3.55 11.75 -0.74 0.01 0.42 -0.21 -1.28 0.83

GNA14 2492 0.76 2.50 0.88 0.19 0.17 3.68 3.20 2.34 8.84 4.37 1.36 0.45 4.68 -2.62 -0.91 -2.41 -4.63 -4.78 1.43

GNA15 2132 32.71 22.88 75.91 62.28 54.65 10.84 32.13 38.68 5.84 28.01 43.21 5.43 26.17 0.32 -0.19 1.54 1.25 1.06 -1.99

GNAI1 3318 7.22 7.04 14.16 15.43 11.91 10.59 9.50 11.19 15.50 13.30 11.06 3.47 12.37 -0.78 -0.81 0.20 0.32 -0.05 -0.06

GNAI2 2200 72.36 158.57 141.39 144.02 105.96 126.31 113.70 88.88 207.73 113.16 124.77 6.96 130.87 -0.85 0.28 0.11 0.14 -0.30 0.02

GNAI3 4730 12.59 10.73 16.75 14.55 17.91 27.64 11.93 13.91 17.53 35.16 16.69 4.06 19.63 -0.64 -0.87 -0.23 -0.43 -0.13 0.73

GNAL 4027 0.58 3.14 0.44 4.34 1.23 0.00 2.62 4.30 2.17 2.67 1.62 0.70 2.94 -2.35 0.09 -2.74 0.56 -1.26 #NUM!

GNAO1 6229 0.30 1.03 0.79 0.48 0.63 0.86 1.12 0.56 4.64 0.74 0.68 -0.55 1.76 -2.54 -0.77 -1.16 -1.86 -1.49 0.33

GNAQ 2215 5.78 12.13 11.87 9.21 3.23 9.63 8.52 10.03 9.18 8.88 8.64 3.11 9.15 -0.66 0.41 0.38 0.01 -1.50 0.16

GNAS 3784 261.04 550.13 381.61 390.50 477.59 529.25 483.04 412.33 614.18 453.25 431.68 8.75 490.70 -0.91 0.16 -0.36 -0.33 -0.04 0.29

GNAS-AS1 1158 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.02 0.01 -6.27 0.01 #NUM! 2.73 #NUM! #NUM! #NUM! #NUM!

GNAT1 3617 0.00 0.01 0.02 0.00 0.00 0.03 0.03 0.01 0.00 0.00 0.01 -6.82 0.01 #NUM! -0.52 0.71 #NUM! #NUM! 1.70

GNAT2 1384 0.00 0.02 0.02 0.00 0.02 0.09 0.11 0.26 0.04 0.07 0.03 -5.25 0.12 #NUM! -2.48 -2.26 #NUM! -2.59 1.81

GNAT3 1065 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GNAZ 3225 0.42 3.57 0.27 0.67 0.12 1.61 2.12 0.55 7.98 1.83 1.11 0.15 3.12 -2.90 0.19 -3.54 -2.22 -4.67 0.54

GNB1 3180 49.83 79.55 95.10 79.72 67.29 107.80 66.66 65.65 103.55 78.10 79.88 6.32 78.49 -0.66 0.02 0.28 0.02 -0.22 0.43

GNB1L 1537 1.86 1.91 1.39 3.83 5.14 0.82 0.00 0.00 4.05 3.02 2.49 1.32 1.77 0.07 0.11 -0.34 1.11 1.54 -1.60

GNB2 1681 69.46 99.29 140.28 126.52 327.09 115.20 110.37 90.30 194.12 109.19 146.31 7.19 125.99 -0.86 -0.34 0.15 0.01 1.38 -0.34

GNB2L1 1125 1119.46 830.91 551.70 856.93 1707.91 1058.10 972.58 853.95 980.00 1017.43 1020.83 10.00 955.99 0.23 -0.20 -0.79 -0.16 0.84 0.05

GNB3 1923 0.84 0.00 1.17 1.70 0.68 1.25 0.88 0.64 0.42 1.12 0.94 -0.09 0.77 0.14 #NUM! 0.61 1.15 -0.18 0.41

GNB4 6428 3.37 5.68 5.67 5.01 6.20 10.48 2.89 3.89 7.67 5.87 6.07 2.60 5.08 -0.59 0.16 0.16 -0.02 0.29 0.79

GNB5 3084 3.94 4.71 4.77 4.90 3.53 11.33 3.65 3.95 9.74 10.74 5.53 2.47 7.02 -0.83 -0.58 -0.56 -0.52 -0.99 1.04

GNE 5329 1.70 7.00 4.59 1.18 1.28 3.85 5.10 5.14 5.74 5.58 3.27 1.71 5.39 -1.66 0.38 -0.23 -2.19 -2.07 0.24

GNG10 1269 40.53 40.37 26.20 23.27 81.38 116.99 22.43 27.13 92.45 88.85 54.79 5.78 57.71 -0.51 -0.52 -1.14 -1.31 0.50 1.09

GNG11 964 20.02 15.31 7.20 4.62 11.80 86.96 20.00 14.28 173.32 81.56 24.32 4.60 72.29 -1.85 -2.24 -3.33 -3.97 -2.61 1.84

GNG12 4427 28.89 33.06 46.22 34.04 12.99 45.27 34.68 44.90 36.94 48.61 33.41 5.06 41.28 -0.52 -0.32 0.16 -0.28 -1.67 0.44

GNG13 1001 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GNG2 3875 2.82 7.52 6.81 2.70 1.95 12.78 3.92 2.78 8.58 6.33 5.76 2.53 5.40 -0.94 0.48 0.33 -1.00 -1.47 1.15

GNG3 914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GNG4 5123 0.07 0.57 0.19 1.10 0.71 1.53 0.45 0.43 1.80 1.25 0.70 -0.52 0.98 -3.84 -0.78 -2.39 0.16 -0.47 1.14

GNG5 823 128.60 105.14 164.67 160.32 288.72 183.35 80.61 16.69 67.74 121.62 171.80 7.42 71.66 0.84 0.55 1.20 1.16 2.01 0.09

GNG7 4264 0.56 1.30 0.41 0.38 0.17 1.21 1.36 0.84 2.34 1.25 0.67 -0.58 1.45 -1.38 -0.16 -1.81 -1.95 -3.08 0.85

GNG8 213 0.00 1.96 3.65 0.00 0.00 3.69 3.32 0.00 4.27 1.00 1.55 0.63 2.15 #NUM! -0.13 0.76 #NUM! #NUM! 1.25

GNGT1 628 0.00 0.00 0.07 0.00 0.26 0.49 0.00 0.00 0.00 0.00 0.14 -2.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.84

GNGT2 1057 1.52 0.00 0.00 1.23 4.73 3.84 1.15 0.00 0.00 0.00 1.89 0.92 0.29 2.40 #NUM! #NUM! 2.10 4.04 1.02

GNL1 7925 6.88 4.94 6.14 5.51 24.17 22.51 4.95 17.37 12.80 18.96 11.69 3.55 13.52 -0.97 -1.45 -1.14 -1.29 0.84 0.95

GNL2 2419 16.86 15.88 29.17 33.26 11.67 21.66 17.31 18.50 8.48 18.92 21.42 4.42 15.80 0.09 0.01 0.88 1.07 -0.44 0.02

GNL3 2159 19.49 36.82 43.73 33.70 20.94 35.74 25.63 30.16 28.42 67.41 31.74 4.99 37.90 -0.96 -0.04 0.21 -0.17 -0.86 0.17

GNL3L 8690 1.76 5.83 5.33 3.81 1.57 1.50 3.32 2.92 1.51 1.29 3.30 1.72 2.26 -0.36 1.37 1.24 0.75 -0.53 -1.14

GNLY 995 10.62 6.84 13.60 4.30 402.33 9.99 7.51 2.03 3.46 2.51 74.61 6.22 3.88 1.45 0.82 1.81 0.15 6.70 -2.90

GNMT 1091 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GNN 4516 0.07 0.00 0.03 0.18 0.05 0.24 0.07 0.05 0.06 0.09 0.10 -3.38 0.07 0.10 #NUM! -1.38 1.37 -0.38 1.33

GNPAT 2687 11.96 14.51 11.32 9.15 8.02 16.12 15.47 7.36 15.42 14.89 11.85 3.57 13.29 -0.15 0.13 -0.23 -0.54 -0.73 0.44

GNPDA1 2311 12.87 14.77 10.94 14.87 21.69 20.15 7.83 7.21 18.01 15.39 15.88 3.99 12.11 0.09 0.29 -0.15 0.30 0.84 0.34

GNPDA2 1939 4.51 4.61 4.37 2.63 4.91 8.68 3.47 2.12 7.86 6.95 4.95 2.31 5.10 -0.18 -0.14 -0.22 -0.96 -0.06 0.81

GNPNAT1 3945 4.60 6.67 8.26 6.15 12.05 5.30 3.94 3.48 3.61 5.53 7.17 2.84 4.14 0.15 0.69 1.00 0.57 1.54 -0.44

GNPTAB 5644 6.03 7.51 8.92 8.41 4.51 18.41 5.36 7.80 2.85 5.55 8.96 3.16 5.39 0.16 0.48 0.73 0.64 -0.26 1.04

GNPTG 1255 36.95 53.78 24.97 47.65 53.48 47.73 29.53 26.52 57.54 41.92 44.09 5.46 38.88 -0.07 0.47 -0.64 0.29 0.46 0.11

GNRH1 2166 0.81 0.80 0.69 0.83 0.20 0.74 0.94 0.55 0.14 1.14 0.68 -0.56 0.69 0.22 0.22 -0.01 0.27 -1.81 0.13

GNRH2 423 0.00 0.00 0.00 0.00 0.00 0.00 0.25 0.00 0.10 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GNRHR 5843 0.17 0.19 0.23 0.09 0.00 0.04 1.10 0.48 0.01 0.12 0.12 -3.06 0.43 -1.37 -1.18 -0.89 -2.25 #NUM! -1.50

GNRHR2 6257 4.08 6.11 4.82 5.09 4.81 6.68 4.42 4.24 4.15 4.50 5.26 2.40 4.33 -0.09 0.50 0.15 0.23 0.15 0.34

GNS 5144 12.07 34.14 22.79 20.44 14.59 33.15 13.64 15.40 33.54 26.83 22.87 4.52 22.35 -0.89 0.61 0.03 -0.13 -0.62 0.54

GOLGA1 4899 3.90 7.37 6.71 10.43 2.66 3.60 5.20 6.45 2.95 3.25 5.78 2.53 4.46 -0.19 0.73 0.59 1.23 -0.75 -0.68

GOLGA2 4304 6.81 20.71 18.16 17.84 15.48 11.88 22.21 21.80 18.45 17.74 15.15 3.92 20.05 -1.56 0.05 -0.14 -0.17 -0.37 -0.35

GOLGA2B 2453 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GOLGA3 9252 1.57 7.49 5.98 1.39 4.29 6.00 5.21 4.25 4.77 4.25 4.45 2.15 4.62 -1.56 0.70 0.37 -1.74 -0.11 0.43

GOLGA4 7886 4.20 13.04 15.43 15.03 0.94 4.51 14.41 18.14 1.31 3.93 8.86 3.15 9.45 -1.17 0.46 0.71 0.67 -3.34 -0.97

GOLGA5 2891 12.07 16.97 14.25 16.37 8.07 13.82 10.18 12.58 12.12 10.70 13.59 3.76 11.40 0.08 0.57 0.32 0.52 -0.50 0.02

GOLGA6A 3176 0.03 0.06 0.00 0.05 0.01 0.02 0.02 0.04 0.01 0.02 0.03 -5.29 0.02 0.21 1.38 #NUM! 1.01 -1.82 -0.54

GOLGA6B 3178 0.01 0.05 0.00 0.04 0.00 0.00 0.01 0.02 0.00 0.02 0.02 -5.75 0.01 -0.05 1.71 #NUM! 1.65 -1.68 -2.04

GOLGA6C 5379 0.01 0.03 0.00 0.03 0.01 0.07 0.01 0.01 0.01 0.02 0.03 -5.19 0.01 0.12 1.56 -2.61 1.60 -0.03 1.39

GOLGA6D 3449 0.01 0.02 0.00 0.02 0.00 0.02 0.01 0.01 0.00 0.01 0.01 -6.26 0.01 0.66 1.37 -1.22 1.48 -1.11 0.89

GOLGA6L1 3822 0.08 0.09 0.02 0.52 0.00 0.01 0.05 0.12 0.00 0.00 0.12 -3.08 0.04 0.83 1.06 -0.83 3.61 #NUM! -4.31

GOLGA6L10 3548 0.68 1.25 0.52 1.37 0.21 0.85 1.53 1.71 0.40 1.15 0.81 -0.30 1.20 -0.82 0.06 -1.22 0.19 -2.49 0.07

GOLGA6L5 7309 0.00 1.38 0.26 1.28 0.22 1.03 1.83 1.57 0.55 1.21 0.69 -0.53 1.29 #NUM! 0.09 -2.32 -0.01 -2.58 0.57

GOLGA6L6 4091 0.06 0.08 0.03 0.36 0.00 0.01 0.03 0.06 0.00 0.00 0.09 -3.50 0.02 1.21 1.70 0.14 3.86 #NUM! -3.98

GOLGA6L9 4375 1.33 4.36 1.10 2.62 0.46 3.08 2.74 2.87 0.60 1.71 2.16 1.11 1.98 -0.58 1.14 -0.85 0.40 -2.10 0.51

GOLGA7 2042 36.47 26.47 27.84 19.29 23.39 37.65 20.99 22.90 27.10 26.97 28.52 4.83 24.49 0.57 0.11 0.19 -0.34 -0.07 0.40

GOLGA7B 2894 0.20 0.59 0.12 10.75 0.74 0.34 0.74 0.83 0.07 0.55 2.12 1.08 0.55 -1.45 0.10 -2.25 4.29 0.42 -2.66

GOLGA8A 6526 1.13 7.80 5.02 8.51 2.50 5.88 1.25 4.81 1.10 9.35 5.14 2.36 4.13 -1.87 0.92 0.28 1.04 -0.72 0.19

GOLGA8B 6519 1.84 7.35 3.80 6.02 1.02 6.08 4.64 3.67 1.41 6.73 4.35 2.12 4.11 -1.16 0.84 -0.11 0.55 -2.01 0.48

GOLGA8C 5282 0.01 0.03 0.01 0.02 0.02 0.02 0.01 0.04 0.01 0.01 0.02 -5.94 0.02 -0.75 0.72 -0.52 0.10 0.19 -0.01

GOLGA8DP 5339 0.04 0.11 0.02 0.04 0.03 0.06 0.03 0.10 0.06 0.09 0.05 -4.37 0.07 -0.98 0.59 -1.80 -0.91 -1.41 0.42

GOLGA8E 5269 0.01 0.09 0.03 0.04 0.02 0.04 0.04 0.10 0.00 0.00 0.04 -4.73 0.03 -2.23 1.48 -0.06 0.12 -0.99 0.24

GOLGA8G 5282 0.00 0.06 0.00 0.00 0.05 0.02 0.01 0.00 0.00 0.01 0.02 -5.62 0.00 #NUM! 3.64 #NUM! #NUM! 3.34 -0.19

GOLGA8IP 1899 0.20 1.00 0.33 0.41 0.09 0.26 0.52 0.59 0.00 0.00 0.38 -1.40 0.28 -0.50 1.84 0.26 0.54 -1.69 -0.57

GOLGB1 11185 8.37 24.79 11.30 26.49 12.36 17.27 15.44 13.40 8.12 11.41 16.76 4.07 12.09 -0.53 1.04 -0.10 1.13 0.03 0.04

GOLIM4 2838 6.13 14.38 16.85 10.86 3.34 12.73 8.77 7.18 6.76 7.37 10.72 3.42 7.52 -0.29 0.94 1.16 0.53 -1.17 0.25

GOLM1 3100 9.61 38.94 9.12 7.57 42.28 23.97 10.16 7.15 15.85 14.67 21.91 4.45 11.96 -0.32 1.70 -0.39 -0.66 1.82 0.13

GOLPH3 2676 17.81 26.55 39.58 22.45 22.72 33.37 26.91 22.20 38.30 30.82 27.08 4.76 29.56 -0.73 -0.15 0.42 -0.40 -0.38 0.30

GOLPH3L 3208 9.50 13.64 6.11 11.19 6.25 8.28 6.10 6.83 6.38 6.07 9.16 3.20 6.35 0.58 1.10 -0.05 0.82 -0.02 -0.15

GOLT1A 883 0.04 2.41 1.99 0.81 11.54 1.05 0.00 0.04 0.09 0.32 2.97 1.57 0.11 -1.65 4.42 4.14 2.85 6.68 -1.50

GOLT1B 3272 4.91 5.36 5.43 5.79 5.40 13.93 3.96 3.61 10.77 10.79 6.80 2.77 7.28 -0.57 -0.44 -0.42 -0.33 -0.43 1.03

GON4L 7637 5.71 10.43 13.84 8.73 9.62 8.40 7.22 5.92 7.97 5.84 9.45 3.24 6.74 -0.24 0.63 1.04 0.37 0.51 -0.17

GOPC 4640 4.37 6.27 7.94 9.69 8.81 9.25 4.35 5.07 6.57 7.85 7.72 2.95 5.96 -0.45 0.07 0.41 0.70 0.56 0.26

GORAB 2587 2.53 5.15 3.69 3.10 0.68 6.09 2.15 2.00 2.31 3.45 3.54 1.82 2.48 0.03 1.05 0.57 0.32 -1.86 0.78

GORASP1 3057 7.72 17.63 13.44 16.45 11.19 9.58 11.69 11.21 21.33 13.01 12.67 3.66 14.31 -0.89 0.30 -0.09 0.20 -0.35 -0.40

GORASP2 3191 36.08 43.22 40.25 56.37 25.58 22.38 32.90 26.29 35.97 23.14 37.32 5.22 29.57 0.29 0.55 0.44 0.93 -0.21 -0.74

GOSR1 5246 7.70 10.99 31.58 26.13 8.28 8.06 8.03 7.02 5.84 5.93 15.46 3.95 6.70 0.20 0.71 2.24 1.96 0.30 -0.94

GOSR2 3319 11.46 9.81 36.87 18.09 12.76 9.92 8.12 12.22 12.37 8.64 16.49 4.04 10.34 0.15 -0.08 1.83 0.81 0.30 -0.73

GOT1 2140 20.43 7.64 13.93 14.60 25.33 14.39 12.30 16.75 10.89 10.98 16.05 4.00 12.73 0.68 -0.74 0.13 0.20 0.99 -0.16

GOT2 2473 59.56 33.42 28.12 59.09 44.52 23.66 33.21 39.48 22.54 28.44 41.40 5.37 30.92 0.95 0.11 -0.14 0.93 0.53 -0.81

GP1BA 2501 0.14 0.51 0.30 0.33 0.29 0.16 0.28 0.95 0.00 0.08 0.29 -1.79 0.33 -1.23 0.64 -0.12 0.03 -0.17 -0.86

GP2 2448 0.00 0.01 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -7.09 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GP5 3493 0.00 0.10 0.02 0.05 0.00 0.01 0.06 0.02 0.04 0.02 0.03 -5.10 0.04 #NUM! 1.44 -1.04 0.39 #NUM! -1.15

GP6 2268 0.09 2.73 0.00 0.16 0.00 0.13 0.23 0.11 0.12 0.11 0.52 -0.95 0.14 -0.72 4.27 #NUM! 0.22 #NUM! -2.01

GP9 858 0.26 0.00 0.00 0.05 0.07 0.00 0.39 0.00 0.42 0.00 0.06 -4.00 0.20 0.35 #NUM! #NUM! -2.12 -1.56 #NUM!

GPA33 2793 0.21 11.45 0.86 0.02 1.02 0.18 0.04 0.01 0.02 0.04 2.29 1.20 0.03 2.99 8.77 5.04 -0.14 5.28 -3.64

GPAA1 2105 22.18 20.43 16.36 25.42 96.40 20.08 21.61 8.24 28.60 13.58 33.48 5.07 18.01 0.30 0.18 -0.14 0.50 2.42 -0.74

GPAM 6390 1.10 0.90 0.56 1.06 0.44 1.61 0.63 0.34 1.02 0.76 0.95 -0.08 0.69 0.69 0.40 -0.29 0.63 -0.64 0.77

GPANK1 2793 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPAT2 2840 0.43 0.54 1.35 0.61 0.78 1.77 0.84 0.88 4.84 1.78 0.91 -0.13 2.09 -2.29 -1.94 -0.63 -1.78 -1.42 0.95

GPATCH1 3390 2.74 3.79 3.69 7.92 3.09 2.62 3.53 3.84 2.08 2.73 3.98 1.99 3.05 -0.16 0.32 0.28 1.38 0.02 -0.60

GPATCH2 2336 3.48 4.93 6.64 5.10 2.71 6.62 3.18 5.60 3.95 3.84 4.91 2.30 4.14 -0.25 0.25 0.68 0.30 -0.61 0.43

GPATCH3 2145 2.71 3.52 4.79 6.67 4.60 4.34 2.89 2.34 4.97 2.20 4.44 2.15 3.10 -0.19 0.18 0.63 1.10 0.57 -0.03

GPATCH4 2172 11.24 9.80 16.99 7.04 6.80 9.27 9.59 6.04 7.10 7.55 10.19 3.35 7.57 0.57 0.37 1.17 -0.10 -0.16 -0.14

GPATCH8 7054 3.01 10.20 14.73 12.87 3.72 5.74 7.05 9.14 4.04 5.33 8.38 3.07 6.39 -1.09 0.68 1.21 1.01 -0.78 -0.54

GPBAR1 2023 0.35 0.61 0.41 0.00 0.50 0.60 0.80 0.30 0.00 0.00 0.41 -1.28 0.27 0.37 1.15 0.60 #NUM! 0.86 0.54

GPBP1 4633 12.75 26.31 26.82 33.18 7.82 32.06 16.60 15.54 9.40 31.43 23.16 4.53 18.24 -0.52 0.53 0.56 0.86 -1.22 0.47

GPBP1L1 3754 18.79 25.87 25.67 36.42 17.29 28.43 20.73 27.97 16.09 23.59 25.41 4.67 22.10 -0.23 0.23 0.22 0.72 -0.35 0.16

GPC1 3686 21.94 26.72 22.89 35.50 51.16 15.87 38.25 33.75 19.90 24.00 29.01 4.86 28.98 -0.40 -0.12 -0.34 0.29 0.82 -0.87

GPC2 2666 0.22 0.30 1.39 2.14 1.06 1.68 0.11 0.11 0.30 0.32 1.13 0.18 0.21 0.08 0.50 2.73 3.35 2.33 0.57

GPC3 2398 1.69 0.70 0.40 3.19 25.62 8.42 3.37 2.19 9.39 4.67 6.67 2.74 4.91 -1.54 -2.81 -3.62 -0.62 2.38 0.34

GPC4 3714 0.65 1.82 2.28 0.77 3.84 3.97 1.96 1.43 7.79 4.38 2.22 1.15 3.89 -2.58 -1.09 -0.77 -2.34 -0.02 0.84

GPC5 2904 0.08 0.04 0.02 0.00 0.03 0.08 0.01 0.02 0.00 0.06 0.04 -4.59 0.02 1.84 0.67 -0.10 #NUM! 0.16 0.99

GPC6 7114 0.70 2.06 1.09 0.49 0.09 0.88 0.95 0.25 3.79 0.97 0.88 -0.18 1.49 -1.08 0.47 -0.45 -1.59 -4.10 -0.01

GPCPD1 5478 4.14 7.52 5.42 17.45 2.82 11.52 4.27 6.94 5.18 10.40 8.14 3.03 6.70 -0.69 0.17 -0.31 1.38 -1.25 0.50

GPCRLTM7 2073 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GPD1 2909 0.12 1.88 0.21 0.10 0.06 0.11 0.10 0.09 0.07 0.09 0.41 -1.28 0.09 0.47 4.44 1.25 0.27 -0.52 -1.97

GPD1L 4068 3.24 5.83 5.77 2.12 2.05 6.87 6.08 6.45 10.16 8.95 4.31 2.11 7.91 -1.29 -0.44 -0.46 -1.90 -1.95 0.67

GPD2 6046 6.02 8.06 22.09 5.90 5.27 9.87 5.01 10.24 2.71 7.33 9.54 3.25 6.32 -0.07 0.35 1.81 -0.10 -0.26 0.05

GPER 2981 1.86 0.66 0.71 0.60 0.80 0.87 1.68 0.41 3.67 0.93 0.92 -0.12 1.67 0.15 -1.33 -1.24 -1.47 -1.06 -0.08

GPHA2 774 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPHN 4318 1.42 3.91 6.75 2.20 0.61 3.05 3.94 4.50 2.79 3.95 2.99 1.58 3.80 -1.41 0.04 0.83 -0.78 -2.64 0.03

GPI 4275 57.95 54.09 106.19 66.99 1002.87 50.24 56.60 61.80 23.74 54.71 223.06 7.80 49.21 0.24 0.14 1.11 0.44 4.35 -2.15

GPIHBP1 2296 0.22 0.74 0.80 0.10 0.03 1.73 0.91 1.85 6.07 4.30 0.61 -0.72 3.28 -3.87 -2.16 -2.03 -4.98 -6.63 1.52

GPKOW 2975 4.55 5.37 10.41 8.33 10.99 10.05 10.29 6.78 7.50 6.24 8.29 3.05 7.70 -0.76 -0.52 0.43 0.11 0.51 0.28

GPLD1 3489 0.14 0.38 0.16 0.21 0.02 0.17 0.55 0.00 0.23 0.31 0.18 -2.47 0.27 -0.98 0.49 -0.78 -0.35 -3.69 -0.06

GPM6A 3614 0.21 0.25 0.09 0.00 0.01 4.54 1.42 1.28 10.19 6.48 0.85 -0.24 4.85 -4.56 -4.27 -5.69 #NUM! -9.18 2.42

GPM6B 3219 5.09 5.03 2.79 2.50 4.59 9.88 6.59 3.68 16.20 8.60 4.98 2.32 8.77 -0.78 -0.80 -1.65 -1.81 -0.93 0.99

GPN1 1849 14.35 10.73 23.55 15.87 30.80 17.59 8.15 9.29 14.81 16.13 18.82 4.23 12.09 0.25 -0.17 0.96 0.39 1.35 -0.10

GPN2 1510 6.83 6.62 8.32 8.79 10.31 7.20 5.26 4.69 10.58 5.97 8.01 3.00 6.63 0.04 0.00 0.33 0.41 0.64 -0.15

GPN3 1626 7.36 4.63 0.00 0.00 0.00 0.00 0.00 4.18 0.00 12.79 2.00 1.00 4.24 0.80 0.13 #NUM! #NUM! #NUM! #NUM!

GPNMB 2775 118.19 105.65 155.82 122.16 13.84 282.82 125.64 150.10 104.35 207.18 133.08 7.06 146.82 -0.31 -0.47 0.09 -0.27 -3.41 1.09

GPR1 2330 0.83 1.21 0.38 0.66 0.16 0.65 2.82 3.90 2.38 2.51 0.65 -0.62 2.90 -1.81 -1.26 -2.92 -2.14 -4.15 0.01

GPR101 1527 0.04 0.02 0.00 0.05 0.00 0.00 0.02 0.04 0.00 0.00 0.02 -5.87 0.01 1.38 0.39 #NUM! 1.71 #NUM! #NUM!

GPR107 7096 3.23 7.29 6.46 8.42 7.27 5.70 5.81 6.05 6.98 6.41 6.40 2.68 6.31 -0.97 0.21 0.03 0.42 0.20 -0.17

GPR108 2076 21.33 15.83 0.00 29.26 74.55 17.62 46.15 16.84 29.11 19.99 26.43 4.72 28.02 -0.39 -0.82 #NUM! 0.06 1.41 -0.58

GPR110 3095 4.35 3.53 1.48 2.32 0.44 1.28 0.34 0.71 0.00 0.79 2.23 1.16 0.46 3.24 2.94 1.69 2.33 -0.06 -0.80

GPR111 5135 0.10 0.05 0.00 0.11 0.00 0.07 0.06 0.43 0.00 0.50 0.06 -4.18 0.25 -1.37 -2.17 #NUM! -1.16 #NUM! 0.35

GPR112 9931 0.01 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -7.71 0.00 2.05 #NUM! #NUM! 2.38 #NUM! #NUM!

GPR113 4411 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR114 3848 0.79 1.31 1.61 0.29 1.16 1.37 0.36 0.24 0.10 0.14 1.09 0.13 0.21 1.90 2.63 2.93 0.44 2.45 0.33

GPR115 3180 4.02 3.16 3.15 11.42 3.83 5.23 3.40 9.51 0.01 6.23 5.13 2.36 4.79 -0.25 -0.60 -0.60 1.25 -0.32 0.03

GPR116 5822 1.65 4.36 3.55 1.74 2.86 12.41 3.38 3.54 11.06 8.05 4.43 2.15 6.51 -1.98 -0.58 -0.87 -1.90 -1.19 1.49

GPR119 1193 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GPR12 4863 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GPR123 4298 0.02 0.01 0.02 0.11 0.85 0.03 0.06 0.02 0.00 0.00 0.17 -2.52 0.02 0.36 -0.64 0.17 2.51 5.49 -2.45

GPR124 6050 9.99 22.35 9.43 7.32 2.36 11.52 26.43 14.54 44.86 18.84 10.49 3.39 26.16 -1.39 -0.23 -1.47 -1.84 -3.47 0.13

GPR125 4576 3.74 10.18 3.15 5.24 2.21 6.13 3.78 2.80 6.53 3.56 5.11 2.35 4.17 -0.16 1.29 -0.40 0.33 -0.92 0.26

GPR126 6980 2.24 2.52 4.64 2.66 5.90 5.36 3.81 5.36 0.81 2.83 3.89 1.96 3.20 -0.52 -0.35 0.54 -0.27 0.88 0.46

GPR128 3157 0.06 0.48 0.02 0.00 0.01 0.01 0.00 0.01 0.00 0.00 0.10 -3.38 0.00 4.45 7.49 2.87 #NUM! 1.54 -3.70

GPR132 3652 0.62 5.57 3.06 1.50 2.32 1.62 1.78 1.74 0.60 0.75 2.45 1.29 1.22 -0.98 2.19 1.33 0.31 0.93 -0.59



GPR133 5392 0.52 2.90 0.63 0.09 0.11 1.43 4.58 4.73 3.43 4.31 0.95 -0.08 4.26 -3.05 -0.56 -2.75 -5.57 -5.25 0.59

GPR135 1834 0.02 0.56 0.09 0.32 0.24 0.49 0.52 0.39 0.00 0.49 0.29 -1.80 0.35 -4.51 0.70 -1.96 -0.10 -0.53 0.76

GPR137 1946 8.32 10.92 17.43 20.48 17.01 9.32 7.62 5.29 9.41 5.67 13.91 3.80 7.00 0.25 0.64 1.32 1.55 1.28 -0.58

GPR137B 2046 5.73 13.30 8.27 9.82 8.75 17.65 7.05 7.20 7.91 10.91 10.59 3.40 8.27 -0.53 0.69 0.00 0.25 0.08 0.74

GPR137C 3908 0.30 0.54 0.44 0.34 0.31 1.06 0.06 0.08 0.30 0.46 0.50 -1.00 0.22 0.42 1.27 0.96 0.62 0.44 1.09

GPR139 1238 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.97 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GPR141 918 0.03 1.12 0.81 0.09 0.79 1.04 0.00 0.14 0.45 0.45 0.65 -0.63 0.26 -2.93 2.11 1.63 -1.59 1.61 0.69

GPR142 1389 0.00 0.13 0.06 0.08 0.04 0.02 0.02 0.17 0.07 0.15 0.06 -4.17 0.10 #NUM! 0.33 -0.72 -0.29 -1.43 -1.62

GPR143 1711 2.58 2.91 1.66 2.59 2.95 3.33 0.87 1.15 0.00 1.36 2.67 1.42 0.84 1.61 1.79 0.98 1.62 1.81 0.32

GPR144 2892 0.56 0.00 0.32 2.28 4.31 0.02 0.02 0.14 0.00 0.08 1.25 0.32 0.06 3.23 #NUM! 2.43 5.25 6.18 -6.28

GPR146 1776 3.02 3.04 1.22 0.46 0.00 2.63 2.34 2.39 6.76 3.27 1.73 0.79 3.69 -0.29 -0.28 -1.60 -3.01 #NUM! 0.61

GPR149 2323 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.02 0.00 -9.20 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GPR15 1083 0.56 1.12 0.07 0.21 0.00 0.56 0.38 0.57 0.05 0.30 0.42 -1.25 0.32 0.80 1.80 -2.30 -0.62 #NUM! 0.41

GPR150 1305 0.07 0.04 0.05 0.50 1.66 0.02 0.05 0.05 0.02 0.02 0.39 -1.35 0.03 1.04 0.47 0.69 3.96 5.68 -4.33

GPR151 1260 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GPR152 1429 0.00 0.02 0.02 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.02 -5.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.00

GPR153 4099 5.99 9.56 11.22 5.58 2.16 2.52 13.30 8.90 5.17 6.95 6.17 2.63 8.58 -0.52 0.16 0.39 -0.62 -1.99 -1.29

GPR155 7473 0.65 1.66 1.01 1.65 0.99 1.43 1.26 1.12 1.33 0.89 1.23 0.30 1.15 -0.83 0.53 -0.19 0.52 -0.22 0.22

GPR156 4200 0.02 0.04 0.06 0.09 0.39 0.14 0.08 0.02 0.19 0.05 0.12 -3.05 0.09 -2.22 -1.22 -0.58 -0.01 2.17 0.17

GPR157 1153 2.73 4.26 2.81 7.52 1.14 4.00 10.42 10.47 1.54 6.25 3.74 1.90 7.17 -1.39 -0.75 -1.35 0.07 -2.66 0.10

GPR158 6663 0.16 0.01 0.01 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.03 -4.95 0.00 6.47 2.63 2.27 #NUM! #NUM! -1.69

GPR160 2021 3.29 3.25 5.30 0.96 3.31 3.59 0.69 0.72 1.07 1.16 3.28 1.71 0.91 1.86 1.84 2.54 0.07 1.86 0.13

GPR161 2733 2.52 2.06 1.63 1.75 5.55 1.97 2.30 1.83 5.29 1.84 2.58 1.37 2.81 -0.16 -0.45 -0.78 -0.69 0.98 -0.39

GPR162 2516 0.33 1.83 0.43 0.46 0.31 1.58 0.66 0.34 3.30 1.31 0.82 -0.28 1.40 -2.09 0.38 -1.70 -1.61 -2.20 0.94

GPR17 2609 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR171 1862 0.89 3.27 2.78 0.93 0.84 4.62 1.18 1.06 0.45 1.33 2.22 1.15 1.01 -0.18 1.70 1.47 -0.11 -0.26 1.06

GPR172A 1952 9.81 13.61 19.95 15.25 59.01 10.29 7.15 5.39 14.47 9.08 21.32 4.41 9.02 0.12 0.59 1.14 0.76 2.71 -1.05

GPR172B 2429 0.83 0.55 2.56 9.64 3.09 0.68 0.36 0.22 0.07 0.57 2.89 1.53 0.30 1.46 0.87 3.09 5.00 3.35 -2.09

GPR173 4265 0.21 1.06 0.09 0.17 0.06 0.40 0.45 0.38 0.80 0.44 0.33 -1.60 0.52 -1.32 1.04 -2.60 -1.65 -3.05 0.26

GPR174 1258 0.32 0.00 1.41 0.70 0.19 1.59 0.07 0.26 0.23 0.36 0.70 -0.51 0.23 0.51 #NUM! 2.62 1.62 -0.23 1.18

GPR176 2816 2.97 3.06 10.98 1.85 2.76 5.97 2.50 1.92 5.71 4.58 4.60 2.20 3.68 -0.31 -0.27 1.58 -0.99 -0.42 0.38

GPR179 7980 0.00 0.01 0.00 0.02 0.01 0.01 0.00 0.01 0.00 0.02 0.01 -7.20 0.01 #NUM! -0.17 #NUM! 1.49 0.33 -0.28

GPR18 1676 1.34 1.29 1.33 0.00 0.49 0.00 0.18 0.52 0.07 0.56 0.74 -0.43 0.33 2.00 1.95 2.00 #NUM! 0.55 #NUM!

GPR180 8895 1.34 0.80 1.82 1.41 1.70 1.97 0.61 0.48 0.98 0.97 1.51 0.59 0.76 0.82 0.08 1.26 0.89 1.17 0.39

GPR182 1620 0.80 0.25 0.08 0.02 0.05 0.24 0.23 0.16 0.38 0.07 0.24 -2.05 0.21 1.92 0.25 -1.33 -3.23 -2.08 -0.03

GPR183 1801 5.17 18.83 25.61 12.21 3.51 34.72 5.72 30.89 11.41 19.14 16.67 4.06 16.79 -1.70 0.17 0.61 -0.46 -2.26 1.06

GPR19 1743 1.35 0.55 0.75 0.48 1.04 0.69 0.08 0.10 0.11 0.05 0.81 -0.30 0.09 3.97 2.66 3.11 2.48 3.59 -0.22

GPR20 1528 0.47 0.36 0.07 0.07 0.14 0.18 0.28 0.24 2.09 0.43 0.21 -2.23 0.76 -0.71 -1.08 -3.54 -3.44 -2.46 -0.25

GPR21 1050 0.00 0.00 0.07 0.04 0.00 0.13 0.39 0.06 0.20 0.02 0.04 -4.70 0.17 #NUM! #NUM! -1.32 -2.23 #NUM! 1.71

GPR22 2976 1.66 0.68 0.04 0.03 0.02 0.78 2.11 0.68 1.94 1.06 0.54 -0.90 1.45 0.20 -1.10 -5.12 -5.43 -6.44 0.55

GPR25 1086 1.13 1.87 3.96 0.39 1.03 0.67 0.65 0.36 0.07 0.07 1.51 0.59 0.29 1.98 2.70 3.79 0.44 1.85 -1.18

GPR26 10316 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.11 0.00 #NUM! 3.36 #NUM! #NUM! 0.27 #NUM!

GPR27 1128 0.80 0.00 0.00 2.86 4.45 0.00 0.00 0.00 0.00 2.17 1.35 0.43 0.54 0.57 #NUM! #NUM! 2.40 3.04 #NUM!

GPR3 2145 0.17 0.84 0.44 0.11 0.57 2.11 0.38 1.89 0.83 1.99 0.71 -0.50 1.27 -2.93 -0.60 -1.54 -3.49 -1.17 1.58

GPR31 960 0.06 0.07 0.15 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.05 -4.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.88

GPR33 1077 0.00 0.14 0.03 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GPR34 1938 3.30 4.64 2.84 2.59 3.78 8.96 1.83 1.85 2.88 3.73 4.35 2.12 2.57 0.36 0.85 0.14 0.01 0.56 1.04

GPR35 2293 0.91 7.67 1.81 0.90 0.00 0.00 0.00 0.00 0.00 0.00 1.88 0.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GPR37 3058 0.29 0.10 4.55 0.67 1.04 0.29 0.26 0.05 0.46 0.18 1.16 0.21 0.24 0.26 -1.28 4.25 1.49 2.11 -1.99

GPR37L1 2459 0.24 0.17 0.83 0.07 0.76 0.06 0.07 0.08 0.36 0.00 0.35 -1.49 0.13 0.96 0.48 2.72 -0.88 2.59 -2.63

GPR39 2821 0.48 1.15 2.37 0.53 1.73 0.21 0.18 0.16 0.06 0.09 1.08 0.11 0.12 1.97 3.23 4.27 2.12 3.82 -2.38

GPR4 3057 1.01 3.81 3.15 1.15 1.97 4.20 1.92 4.07 9.98 7.53 2.55 1.35 5.87 -2.54 -0.62 -0.90 -2.35 -1.57 0.72

GPR44 2910 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR45 1725 0.00 0.00 0.02 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GPR50 2020 0.00 0.04 0.00 0.00 0.00 0.81 0.00 0.03 0.00 0.00 0.14 -2.82 0.01 #NUM! 2.57 #NUM! #NUM! #NUM! 2.51

GPR52 1472 0.00 0.04 0.05 0.02 0.04 0.00 0.00 0.00 0.00 0.02 0.02 -5.37 0.00 #NUM! 3.31 3.53 2.63 3.20 #NUM!

GPR55 3828 0.10 0.26 0.10 0.08 0.32 0.18 0.17 0.01 0.22 0.07 0.17 -2.54 0.12 -0.30 1.18 -0.29 -0.60 1.44 0.09

GPR56 4058 26.95 50.41 21.57 44.64 49.29 20.40 17.83 23.18 15.95 17.68 35.54 5.15 18.66 0.53 1.43 0.21 1.26 1.40 -0.80

GPR6 1645 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.43

GPR61 2823 0.00 0.00 0.02 0.01 0.02 0.01 0.01 0.03 0.01 0.00 0.01 -6.65 0.01 #NUM! #NUM! 0.91 0.02 0.59 -0.27

GPR62 2206 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR63 2198 0.03 0.13 0.23 0.12 0.02 0.28 0.42 0.33 1.15 0.72 0.14 -2.86 0.66 -4.26 -2.29 -1.48 -2.41 -5.03 1.03

GPR64 4895 0.08 0.24 0.08 0.40 0.21 0.94 1.64 0.09 0.20 0.23 0.32 -1.63 0.54 -2.72 -1.20 -2.82 -0.43 -1.38 1.54

GPR65 4522 0.88 1.45 1.21 0.79 0.92 2.17 0.43 0.52 0.63 0.76 1.24 0.31 0.59 0.59 1.31 1.05 0.43 0.66 0.81

GPR68 2880 19.72 7.05 4.42 5.38 22.03 1.99 2.00 4.55 2.65 3.18 10.10 3.34 3.09 2.67 1.19 0.51 0.80 2.83 -2.34

GPR75 2159 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR75-ASB3 2007 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPR77 1287 0.14 0.71 0.56 0.00 0.74 0.08 0.75 2.02 0.64 0.43 0.37 -1.43 0.96 -2.82 -0.43 -0.78 #NUM! -0.37 -2.23

GPR78 1955 0.15 0.31 0.11 0.95 0.42 0.13 0.49 0.21 0.00 0.41 0.34 -1.54 0.28 -0.84 0.15 -1.30 1.78 0.60 -1.44

GPR82 3349 0.15 0.32 0.26 0.11 0.25 0.25 0.14 0.03 0.03 0.07 0.22 -2.17 0.07 1.14 2.25 1.93 0.68 1.89 0.16

GPR83 4300 0.04 0.03 0.01 0.07 0.01 0.03 0.02 0.06 0.05 0.01 0.03 -5.02 0.04 0.24 -0.24 -2.34 0.93 -2.66 0.04

GPR84 1525 1.30 3.76 2.12 1.82 3.86 1.69 0.37 0.72 0.13 0.21 2.42 1.28 0.36 1.85 3.39 2.56 2.34 3.42 -0.52

GPR85 4951 0.10 1.00 0.14 0.09 0.30 0.79 0.06 0.23 0.48 0.52 0.40 -1.31 0.32 -1.65 1.63 -1.25 -1.89 -0.08 0.98

GPR87 1521 43.50 10.00 56.30 113.30 76.88 20.84 43.96 83.97 0.12 27.62 53.47 5.74 38.92 0.16 -1.96 0.53 1.54 0.98 -1.36

GPR88 3465 0.00 0.12 0.04 0.00 0.01 0.11 0.01 0.00 0.15 0.09 0.05 -4.41 0.06 #NUM! 1.01 -0.49 #NUM! -3.13 1.18

GPR89A 2030 6.73 8.63 5.59 8.24 6.35 9.16 4.84 5.03 6.14 7.94 7.45 2.90 5.99 0.17 0.53 -0.10 0.46 0.08 0.30

GPR89B 2150 4.92 6.20 4.07 6.22 3.03 5.61 3.39 3.83 4.19 5.90 5.01 2.32 4.32 0.19 0.52 -0.09 0.52 -0.51 0.16

GPR89C 1569 4.43 5.72 3.64 5.51 4.91 7.47 3.23 3.52 4.48 6.27 5.28 2.40 4.37 0.02 0.39 -0.27 0.33 0.17 0.50

GPR97 2676 1.13 1.12 2.34 2.37 3.99 1.86 0.82 0.53 1.52 0.56 2.13 1.09 0.86 0.39 0.38 1.45 1.47 2.22 -0.20

GPR98 19333 0.03 0.29 0.42 0.00 0.62 1.04 0.08 0.60 0.01 0.27 0.40 -1.32 0.24 -3.15 0.25 0.82 -7.21 1.37 1.38

GPRASP1 5997 0.42 2.17 0.00 0.40 0.07 3.25 2.31 1.81 4.67 5.85 1.05 0.07 3.66 -3.13 -0.76 #NUM! -3.18 -5.71 1.63

GPRASP2 3946 0.44 1.47 1.49 0.00 0.00 4.32 0.80 0.98 0.00 0.00 1.29 0.36 0.45 0.00 1.72 1.74 #NUM! #NUM! 1.75

GPRC5A 2856 7.86 40.91 8.12 4.35 242.59 19.36 12.09 95.28 4.35 73.58 53.87 5.75 46.32 -2.56 -0.18 -2.51 -3.41 2.39 -1.48

GPRC5B 2870 1.74 4.03 3.74 1.05 1.83 7.58 3.28 2.92 13.09 8.62 3.33 1.73 6.98 -2.00 -0.79 -0.90 -2.74 -1.93 1.19

GPRC5C 2389 10.20 8.66 0.40 4.20 16.24 10.44 6.87 2.73 10.35 7.70 8.36 3.06 6.91 0.56 0.32 -4.12 -0.72 1.23 0.32

GPRC5D 1038 0.47 0.92 0.14 0.18 0.08 0.15 0.80 1.01 0.08 0.26 0.32 -1.63 0.54 -0.20 0.78 -1.96 -1.54 -2.72 -1.08

GPRC6A 2860 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.01 0.01 -7.21 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GPRIN1 4208 0.59 2.81 2.80 5.58 4.83 0.49 0.30 0.11 0.68 0.25 2.85 1.51 0.33 0.82 3.07 3.06 4.06 3.85 -2.55

GPRIN2 1823 0.39 0.74 0.83 0.54 8.22 0.47 0.87 1.77 0.05 0.59 1.86 0.90 0.82 -1.09 -0.15 0.01 -0.60 3.32 -2.00

GPRIN3 6352 0.20 4.52 2.15 1.06 0.20 1.32 0.41 1.02 0.35 0.51 1.57 0.65 0.57 -1.49 2.98 1.91 0.89 -1.55 -0.26

GPS1 2363 38.30 37.41 47.80 42.90 60.32 29.50 27.46 24.57 39.26 22.87 42.71 5.42 28.54 0.42 0.39 0.74 0.59 1.08 -0.53

GPS2 1181 40.76 42.79 57.84 43.02 62.77 39.92 46.60 32.76 42.51 25.69 47.85 5.58 36.89 0.14 0.21 0.65 0.22 0.77 -0.26

GPSM1 3651 1.74 8.41 1.88 4.29 9.61 4.31 4.77 4.81 8.93 4.93 5.04 2.33 5.86 -1.76 0.52 -1.64 -0.45 0.71 -0.23

GPSM2 3039 12.81 5.77 19.45 25.14 1.81 8.91 9.05 13.89 1.78 4.34 12.32 3.62 7.26 0.82 -0.33 1.42 1.79 -2.01 -0.47

GPSM3 1472 0.00 23.80 12.28 4.43 0.00 4.61 9.52 0.00 0.00 0.00 7.52 2.91 2.38 #NUM! 3.32 2.37 0.90 #NUM! -0.70

GPT 1896 0.32 0.00 0.38 0.09 2.50 1.56 0.50 0.28 0.00 0.58 0.81 -0.31 0.34 -0.09 #NUM! 0.14 -1.90 2.87 0.95

GPT2 3963 1.84 2.12 3.34 1.77 6.71 3.06 2.27 2.16 1.34 2.06 3.14 1.65 1.96 -0.09 0.11 0.77 -0.15 1.78 -0.04

GPX1 1200 266.91 303.66 415.09 277.85 618.39 240.86 152.71 152.58 220.00 174.88 353.79 8.47 175.04 0.61 0.79 1.25 0.67 1.82 -0.55

GPX2 1024 79.75 52.64 111.45 15.03 2.54 43.06 42.50 32.47 0.00 39.52 50.74 5.67 28.62 1.48 0.88 1.96 -0.93 -3.49 -0.24

GPX3 1779 81.83 105.29 15.08 225.39 134.33 80.06 312.30 311.40 206.94 176.44 107.00 6.74 251.77 -1.62 -1.26 -4.06 -0.16 -0.91 -0.42

GPX4 1031 169.50 200.75 154.44 213.32 257.21 259.53 129.94 145.76 217.27 213.46 209.12 7.71 176.61 -0.06 0.18 -0.19 0.27 0.54 0.31

GPX6 1712 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GPX7 1246 11.71 9.78 3.98 5.61 15.01 10.37 5.26 3.77 14.86 6.18 9.41 3.23 7.52 0.64 0.38 -0.92 -0.42 1.00 0.14

GPX8 3750 6.36 9.52 3.24 6.56 4.88 7.93 5.43 3.52 9.47 5.75 6.42 2.68 6.04 0.07 0.66 -0.90 0.12 -0.31 0.31

GRAMD1A 2672 9.51 32.73 14.54 13.16 104.71 16.89 8.04 15.35 29.11 17.68 31.92 5.00 17.55 -0.88 0.90 -0.27 -0.42 2.58 -0.92

GRAMD1B 2761 0.12 1.31 0.69 0.27 2.14 0.40 0.07 0.30 0.28 0.37 0.82 -0.29 0.26 -1.15 2.36 1.42 0.06 3.06 -1.03

GRAMD1C 3770 2.16 1.05 1.00 9.12 2.73 3.20 1.98 2.11 0.44 1.86 3.21 1.68 1.60 0.44 -0.60 -0.67 2.51 0.77 0.00

GRAMD2 3318 0.86 0.45 0.79 0.71 1.90 0.92 0.54 0.65 0.21 0.38 0.94 -0.10 0.45 0.95 0.01 0.82 0.67 2.09 -0.03

GRAMD3 2977 4.33 6.74 3.40 8.34 5.56 10.32 4.50 4.92 9.01 8.37 6.45 2.69 6.70 -0.63 0.01 -0.98 0.32 -0.27 0.68

GRAMD4 4337 3.80 5.34 6.58 8.24 7.06 4.56 4.26 5.17 2.43 4.54 5.93 2.57 4.10 -0.11 0.38 0.68 1.01 0.79 -0.38

GRAP 2089 2.29 3.17 0.00 0.00 0.00 3.84 0.00 0.00 2.88 0.00 1.55 0.63 0.72 1.66 2.14 #NUM! #NUM! #NUM! 1.31

GRAP2 1552 1.73 4.37 3.32 1.06 1.05 2.57 1.81 0.90 1.34 1.02 2.35 1.23 1.27 0.45 1.78 1.39 -0.26 -0.28 0.13

GRAPL 967 0.31 4.49 0.72 1.17 3.33 0.92 0.48 0.30 1.29 0.49 1.82 0.87 0.64 -1.03 2.82 0.17 0.87 2.38 -0.99

GRASP 1950 1.46 5.98 4.61 3.29 1.57 20.76 6.35 13.43 38.23 26.99 6.28 2.65 21.25 -3.86 -1.83 -2.20 -2.69 -3.76 1.73

GRB10 5040 2.91 7.01 3.11 3.77 5.75 6.08 5.45 5.11 9.66 7.02 4.77 2.25 6.81 -1.22 0.04 -1.13 -0.85 -0.24 0.35

GRB14 2402 0.00 0.21 1.24 0.14 0.85 0.16 0.14 0.05 3.66 0.07 0.43 -1.20 0.98 #NUM! -2.19 0.34 -2.79 -0.20 -1.43

GRB2 3303 13.45 25.99 28.79 31.43 40.63 26.45 18.25 16.27 41.32 22.78 27.79 4.80 24.65 -0.87 0.08 0.22 0.35 0.72 -0.07

GRB7 2285 11.01 0.00 25.06 39.19 32.75 18.71 25.82 31.42 0.89 24.72 21.12 4.40 20.71 -0.91 #NUM! 0.27 0.92 0.66 -0.17

GREB1 8482 0.72 8.37 0.30 2.05 2.34 1.59 9.19 6.24 6.22 2.16 2.56 1.36 5.95 -3.04 0.49 -4.31 -1.54 -1.35 -0.69

GREB1L 6052 0.18 1.23 0.06 0.10 0.23 0.01 0.75 1.56 0.05 0.08 0.30 -1.73 0.61 -1.75 1.01 -3.37 -2.60 -1.40 -4.76

GREM1 4150 25.62 64.34 21.29 9.21 4.58 90.78 50.43 30.91 68.05 129.68 35.97 5.17 69.77 -1.45 -0.12 -1.71 -2.92 -3.93 1.34

GREM2 4199 0.17 0.31 0.01 0.05 0.00 0.65 0.14 0.19 0.82 0.38 0.20 -2.33 0.38 -1.13 -0.30 -4.71 -3.02 #NUM! 1.71

GRHL1 3610 7.31 13.60 19.85 38.74 3.44 12.65 43.70 37.65 0.23 38.80 15.93 3.99 30.09 -2.04 -1.15 -0.60 0.36 -3.13 -0.33

GRHL2 5231 4.52 5.53 10.66 14.48 3.75 7.99 6.82 10.04 0.03 5.36 7.82 2.97 5.56 -0.30 -0.01 0.94 1.38 -0.57 0.03

GRHL3 2879 12.75 23.79 22.40 49.71 0.69 6.31 79.16 83.49 0.11 28.73 19.28 4.27 47.87 -1.91 -1.01 -1.10 0.05 -6.11 -1.61

GRHPR 1235 44.36 44.46 35.57 34.56 89.04 46.40 46.47 39.39 73.21 49.56 49.06 5.62 52.16 -0.23 -0.23 -0.55 -0.59 0.77 -0.08

GRIA1 5747 0.07 0.13 0.04 0.02 0.00 0.02 0.07 0.04 0.07 0.06 0.05 -4.41 0.06 0.26 1.14 -0.71 -1.42 #NUM! -1.26

GRIA2 5755 0.02 0.15 0.01 0.06 0.00 0.04 0.11 0.05 0.02 0.15 0.05 -4.37 0.08 -2.11 0.87 -2.89 -0.46 #NUM! -0.17

GRIA3 5195 0.83 1.44 0.16 0.26 0.05 1.08 1.94 3.46 0.62 1.45 0.63 -0.66 1.87 -1.17 -0.38 -3.55 -2.85 -5.33 0.76

GRIA4 5621 0.01 0.02 0.00 0.00 0.00 0.00 0.02 0.00 0.01 0.01 0.00 -7.79 0.01 -0.46 0.75 #NUM! #NUM! #NUM! #NUM!

GRID1 5849 0.89 1.56 0.46 0.97 1.14 0.68 2.42 1.01 4.88 1.65 0.95 -0.07 2.49 -1.48 -0.67 -2.44 -1.36 -1.12 -0.48

GRID2 3282 0.01 0.02 0.00 0.00 0.00 0.03 0.07 0.25 0.02 0.18 0.01 -6.65 0.13 -4.03 -2.61 -8.20 #NUM! -6.94 1.53

GRID2IP 4632 0.03 0.05 0.23 0.40 0.14 0.13 0.38 0.10 0.13 0.13 0.16 -2.61 0.18 -2.72 -1.86 0.34 1.13 -0.39 -0.32

GRIK1 3489 0.02 1.82 0.00 0.00 0.00 0.00 0.50 0.59 0.27 0.00 0.31 -1.71 0.34 -4.24 2.42 #NUM! #NUM! #NUM! #NUM!

GRIK1-AS1 1103 0.08 0.00 0.06 0.00 0.00 0.02 0.03 0.25 0.00 0.00 0.03 -5.13 0.07 0.23 #NUM! -0.12 #NUM! #NUM! -0.25

GRIK2 4724 0.20 0.97 0.07 0.12 0.01 0.69 0.69 1.10 0.75 0.85 0.34 -1.54 0.85 -2.06 0.20 -3.60 -2.86 -6.45 1.01

GRIK3 9225 0.03 0.05 0.03 0.08 0.01 0.10 0.31 0.04 0.96 0.09 0.05 -4.32 0.35 -3.68 -2.92 -3.77 -2.08 -4.68 1.06

GRIK4 2871 0.09 0.03 0.02 0.01 0.05 0.06 0.20 0.07 0.25 0.09 0.05 -4.46 0.15 -0.71 -2.47 -2.83 -3.73 -1.57 0.52

GRIK5 3555 0.33 1.18 0.30 0.29 0.15 0.62 1.07 0.15 2.34 1.00 0.48 -1.07 1.14 -1.81 0.04 -1.92 -1.98 -2.91 0.37

GRIN1 4400 0.03 0.03 0.03 0.08 1.70 0.00 0.00 0.00 0.00 0.00 0.31 -1.68 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GRIN2A 14706 0.10 0.25 0.76 0.31 0.00 0.05 0.84 0.67 0.11 0.11 0.24 -2.03 0.43 -2.16 -0.82 0.81 -0.51 -7.80 -2.33

GRIN2B 5941 0.00 0.00 0.02 0.00 0.00 0.01 0.01 0.00 0.01 0.01 0.00 -7.83 0.01 #NUM! #NUM! 0.93 #NUM! #NUM! 1.37

GRIN2C 4298 0.34 0.35 0.10 0.93 5.39 1.04 0.16 0.02 0.56 0.22 1.36 0.44 0.24 0.50 0.52 -1.28 1.95 4.49 -0.39

GRIN2D 5109 1.13 0.69 6.52 0.50 0.38 0.25 0.37 0.13 0.16 0.06 1.58 0.66 0.18 2.65 1.93 5.18 1.47 1.08 -2.64

GRIN3A 7771 0.16 0.15 0.11 0.02 0.04 0.15 0.15 0.13 0.24 0.22 0.11 -3.25 0.18 -0.21 -0.34 -0.74 -3.17 -2.22 0.55

GRIN3B 3270 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GRINA 1986 58.72 85.93 65.47 53.60 306.56 52.85 62.83 59.00 126.58 58.02 103.86 6.70 76.61 -0.38 0.17 -0.23 -0.52 2.00 -0.97

GRINL1A 4329 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GRIP1 5060 0.81 1.21 0.18 2.03 0.23 0.84 1.48 1.73 0.11 1.11 0.88 -0.18 1.10 -0.45 0.13 -2.61 0.88 -2.24 -0.07

GRIP2 7977 0.00 0.00 0.00 0.00 0.00 0.47 0.37 0.36 0.34 0.65 0.08 -3.66 0.43 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

GRIPAP1 3260 3.45 8.96 9.60 12.00 11.33 12.91 5.79 5.63 8.59 8.23 9.71 3.28 7.06 -1.03 0.34 0.44 0.76 0.68 0.41

GRK1 2100 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.01 0.00 0.01 -7.43 0.00 #NUM! #NUM! #NUM! #NUM! 2.08 1.97

GRK4 2321 1.09 1.09 2.14 0.98 1.94 1.23 0.81 1.48 1.04 1.24 1.41 0.50 1.14 -0.07 -0.06 0.90 -0.22 0.76 -0.20

GRK5 2575 3.37 14.55 2.74 2.69 7.63 9.87 6.54 4.57 18.92 14.05 6.81 2.77 11.02 -1.71 0.40 -2.01 -2.03 -0.53 0.54

GRK6 2952 7.01 9.97 6.27 9.88 11.91 7.68 9.14 7.18 10.03 9.53 8.79 3.14 8.97 -0.35 0.15 -0.52 0.14 0.41 -0.19

GRK7 1746 0.00 0.00 0.00 0.08 0.13 0.00 0.02 0.06 0.00 0.04 0.04 -4.81 0.03 #NUM! #NUM! #NUM! 1.41 2.15 #NUM!

GRM1 6939 0.01 0.01 0.00 0.00 0.01 0.01 0.00 0.01 0.02 0.00 0.00 -7.71 0.01 0.12 0.12 #NUM! #NUM! 0.02 0.53

GRM2 3389 0.05 0.19 0.23 0.11 0.09 0.29 0.47 0.26 0.37 0.15 0.16 -2.65 0.31 -2.70 -0.75 -0.44 -1.53 -1.75 0.87

GRM3 4260 0.00 0.13 1.90 0.29 0.00 0.00 2.33 1.07 0.02 0.00 0.39 -1.37 0.85 #NUM! -2.68 1.15 -1.54 #NUM! #NUM!

GRM4 3884 0.04 0.07 0.02 0.07 0.08 0.11 0.20 0.02 0.05 0.04 0.06 -3.97 0.08 -1.10 -0.11 -1.91 -0.14 0.09 0.79

GRM5 7927 0.07 0.01 0.03 0.01 0.11 0.10 0.00 0.00 0.00 0.02 0.06 -4.17 0.01 3.62 1.23 2.26 1.14 4.33 0.91

GRM6 6143 0.00 0.12 0.00 0.01 0.00 0.03 0.05 0.03 0.01 0.02 0.03 -5.23 0.03 -2.74 2.13 #NUM! -2.41 #NUM! 0.13

GRM7 4239 0.10 0.24 0.05 0.02 0.01 0.12 0.09 0.33 0.18 0.21 0.09 -3.48 0.20 -1.04 0.23 -1.98 -3.09 -3.88 0.38

GRM8 3873 0.07 0.06 0.20 0.09 0.06 0.18 0.04 0.03 0.03 0.05 0.11 -3.19 0.04 0.81 0.68 2.36 1.21 0.70 0.75

GRN 2323 161.79 196.20 179.40 599.99 359.90 105.82 218.23 167.43 130.99 102.51 267.18 8.06 154.79 0.06 0.34 0.21 1.95 1.22 -1.34

GRP 863 0.39 2.65 0.23 1.54 8.16 1.98 0.04 0.00 0.17 0.18 2.49 1.32 0.10 2.00 4.76 1.24 3.98 6.38 -0.33

GRPEL1 1519 11.48 7.37 16.45 6.81 45.40 15.56 8.47 10.71 14.70 22.97 17.18 4.10 14.21 -0.31 -0.95 0.21 -1.06 1.68 -0.14

GRPEL2 4105 4.31 6.42 4.15 4.81 4.03 3.20 5.71 8.20 1.07 10.62 4.49 2.17 6.40 -0.57 0.00 -0.63 -0.41 -0.67 -0.49

GRPR 2681 0.00 0.05 0.07 0.04 0.00 0.07 0.22 0.00 0.03 0.11 0.04 -4.73 0.09 #NUM! -0.85 -0.36 -1.26 #NUM! 0.88

GRRP1 1568 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GRSF1 6646 15.34 5.67 24.37 13.40 23.04 25.04 4.96 4.88 15.20 26.71 17.81 4.15 12.94 0.25 -1.19 0.91 0.05 0.83 0.49

GRTP1 1423 8.99 0.00 0.00 0.00 8.58 0.00 0.00 4.66 9.36 5.98 2.93 1.55 5.00 0.85 #NUM! #NUM! #NUM! 0.78 #NUM!

GRWD1 2456 6.33 10.51 14.30 9.57 9.41 6.95 7.41 5.51 11.43 8.56 9.51 3.25 8.23 -0.38 0.35 0.80 0.22 0.19 -0.45

GRXCR2 747 0.00 0.05 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.01 -7.04 0.01 #NUM! 1.96 #NUM! #NUM! #NUM! #NUM!

GSC 1217 0.12 0.05 0.03 1.19 0.23 0.65 0.00 0.05 0.17 0.10 0.38 -1.40 0.08 0.60 -0.70 -1.48 3.86 1.50 0.78

GSC2 618 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GSDMA 2164 0.45 1.62 0.23 5.43 3.38 0.07 0.86 0.44 0.21 0.05 1.86 0.90 0.39 0.21 2.05 -0.73 3.80 3.11 -4.82

GSDMB 1646 4.75 28.08 7.05 6.31 10.19 11.69 2.50 1.90 1.80 1.90 11.35 3.50 2.03 1.23 3.79 1.80 1.64 2.33 0.04

GSDMC 2731 5.75 3.46 6.22 33.19 19.13 4.83 3.59 3.08 0.04 8.03 12.10 3.60 3.69 0.64 -0.09 0.75 3.17 2.38 -1.32

GSDMD 2326 9.51 17.86 18.21 23.09 146.02 40.09 7.88 5.65 42.30 27.48 42.46 5.41 20.83 -1.13 -0.22 -0.19 0.15 2.81 -0.08

GSG1 2761 0.08 0.29 0.19 0.12 0.03 0.00 0.15 0.18 0.02 0.00 0.12 -3.06 0.09 -0.05 1.76 1.12 0.49 -1.47 #NUM!

GSG1L 4922 0.01 0.00 0.00 0.01 0.00 0.02 0.01 0.00 0.01 0.02 0.01 -7.33 0.01 -0.99 #NUM! #NUM! 0.22 #NUM! 1.57

GSG2 2797 0.34 1.12 2.95 3.05 1.33 0.00 0.00 0.35 0.00 0.00 1.47 0.55 0.09 1.94 3.67 5.07 5.12 3.92 #NUM!

GSK3A 2200 15.25 30.84 39.96 81.58 23.00 19.98 23.87 21.23 32.95 20.79 35.10 5.13 24.71 -0.70 0.32 0.69 1.72 -0.10 -0.81

GSK3B 7134 3.66 6.64 9.12 12.46 7.54 5.24 5.74 9.60 2.77 6.91 7.44 2.90 6.26 -0.77 0.09 0.54 0.99 0.27 -0.51

GSN 2797 50.95 133.70 92.38 67.62 155.49 233.61 243.18 188.73 926.79 346.08 122.29 6.93 426.19 -3.06 -1.67 -2.21 -2.66 -1.45 0.93

GSPT1 7190 21.60 16.47 19.56 19.33 17.91 11.00 24.44 26.90 13.22 16.02 17.64 4.14 20.15 0.10 -0.29 -0.04 -0.06 -0.17 -0.68

GSPT2 2861 0.73 1.36 1.94 0.35 0.19 1.83 1.29 0.67 1.96 1.99 1.07 0.09 1.48 -1.02 -0.12 0.39 -2.07 -2.99 0.78

GSR 3174 8.94 12.88 11.77 5.82 10.54 17.22 11.04 15.30 8.17 16.01 11.19 3.48 12.63 -0.50 0.03 -0.10 -1.12 -0.26 0.62

GSS 1918 30.00 22.57 44.38 23.78 62.16 21.26 14.53 14.80 13.58 15.62 34.02 5.09 14.63 1.04 0.62 1.60 0.70 2.09 -0.68

GSTA1 1276 0.49 0.28 0.33 0.00 0.09 0.43 6.69 1.31 1.33 17.83 0.27 -1.90 6.79 -3.80 -4.60 -4.38 #NUM! -6.30 0.67

GSTA2 1320 0.07 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.06 0.00 0.01 -6.50 0.02 1.61 #NUM! #NUM! #NUM! #NUM! #NUM!

GSTA3 915 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.04 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GSTA4 1352 17.13 12.24 5.46 4.66 1.50 20.21 28.31 26.12 21.72 38.39 10.20 3.35 28.63 -0.74 -1.23 -2.39 -2.62 -4.25 0.99

GSTA7P 5697 0.03 0.04 0.00 0.04 0.00 0.00 0.00 0.00 0.01 0.00 0.02 -5.81 0.00 3.33 3.52 #NUM! 3.66 #NUM! #NUM!

GSTCD 4063 2.02 1.71 4.46 5.57 0.76 2.63 1.19 2.45 1.10 1.35 2.86 1.51 1.52 0.41 0.17 1.55 1.87 -1.01 -0.12

GSTK1 1226 188.59 137.41 119.39 125.65 133.68 114.10 76.70 87.80 106.34 102.95 136.47 7.09 93.45 1.01 0.56 0.35 0.43 0.52 -0.26

GSTM1 1266 0.50 0.89 0.13 38.06 0.02 0.53 0.00 19.09 0.00 0.00 6.69 2.74 4.77 -3.25 -2.42 -5.23 3.00 -7.78 -3.67

GSTM2 1478 8.12 17.17 2.23 0.00 1.27 16.17 17.53 24.43 39.09 5.26 7.50 2.91 21.58 -1.41 -0.33 -3.27 #NUM! -4.08 1.11

GSTM3 4144 4.80 3.96 0.87 4.24 6.10 18.04 8.04 6.21 64.06 24.28 6.33 2.66 25.65 -2.42 -2.70 -4.88 -2.60 -2.07 1.51

GSTM4 1441 13.12 9.85 4.00 13.56 2.55 11.20 9.50 15.75 0.00 8.74 9.05 3.18 8.50 0.63 0.21 -1.09 0.67 -1.74 0.31

GSTM5 1583 6.94 3.71 1.20 1.50 0.11 12.09 15.28 22.00 57.58 17.07 4.26 2.09 27.98 -2.01 -2.92 -4.54 -4.22 -8.04 1.51

GSTO1 1070 22.78 25.57 14.19 67.74 363.13 86.59 19.66 18.18 96.12 96.82 96.67 6.59 57.70 -1.34 -1.17 -2.02 0.23 2.65 -0.16

GSTO2 1546 19.50 9.71 5.93 16.58 16.50 4.77 15.14 13.09 0.74 10.41 12.16 3.60 9.85 0.99 -0.02 -0.73 0.75 0.74 -1.35

GSTP1 986 1140.89 407.29 901.70 1467.45 5502.11 535.53 791.41 649.31 322.38 497.02 1659.16 10.70 565.03 1.01 -0.47 0.67 1.38 3.28 -1.63

GSTT1 1076 25.38 31.38 11.73 0.00 0.00 27.29 25.78 0.06 0.03 31.35 15.96 4.00 14.30 0.83 1.13 -0.29 #NUM! #NUM! 0.77

GSTT2 1136 0.92 0.15 0.03 0.55 0.11 0.76 0.38 0.32 1.21 0.79 0.42 -1.25 0.67 0.45 -2.21 -4.42 -0.30 -2.59 0.86

GSTT2B 1108 0.00 0.13 0.00 0.00 0.10 0.27 0.24 0.22 0.00 0.69 0.08 -3.57 0.29 #NUM! -1.10 #NUM! #NUM! -1.55 1.70

GSTTP1 721 0.00 0.00 0.17 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.03 -5.17 0.01 #NUM! #NUM! 3.79 #NUM! #NUM! #NUM!

GSTTP2 2070 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!



GSTZ1 1485 8.41 6.82 7.57 7.24 14.46 7.29 8.48 6.32 5.74 7.47 8.63 3.11 7.00 0.26 -0.04 0.11 0.05 1.05 -0.24

GSX2 1212 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -7.05 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GTDC1 2707 5.06 5.46 4.87 3.46 3.70 8.08 3.82 4.22 4.98 6.23 5.10 2.35 4.81 0.07 0.18 0.02 -0.48 -0.38 0.66

GTF2A1 1736 3.25 6.61 15.95 9.00 2.55 6.96 4.68 7.20 3.41 5.34 7.38 2.88 5.16 -0.67 0.36 1.63 0.80 -1.02 -0.09

GTF2A1L 1692 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GTF2A2 1582 46.57 77.74 102.96 164.55 52.81 36.70 22.20 27.33 61.21 39.22 80.22 6.33 37.49 0.31 1.05 1.46 2.13 0.49 -1.13

GTF2B 1651 11.38 9.63 12.54 15.77 14.46 27.32 10.80 13.78 13.16 25.74 15.18 3.92 15.87 -0.48 -0.72 -0.34 -0.01 -0.13 0.85

GTF2E1 3033 2.50 2.29 2.93 4.17 3.41 2.40 1.38 0.95 2.13 1.58 2.95 1.56 1.51 0.73 0.60 0.96 1.47 1.17 -0.30

GTF2E2 1560 11.51 8.57 20.34 5.60 24.80 22.32 7.90 9.36 25.75 21.68 15.52 3.96 16.17 -0.49 -0.92 0.33 -1.53 0.62 0.52

GTF2F1 2551 11.71 18.00 29.06 37.51 59.34 20.40 21.05 20.85 29.85 25.18 29.34 4.87 24.23 -1.05 -0.43 0.26 0.63 1.29 -0.52

GTF2F2 1469 8.36 8.34 6.19 14.72 10.30 23.58 6.56 10.21 16.53 21.67 11.91 3.57 13.75 -0.72 -0.72 -1.15 0.10 -0.42 0.98

GTF2H1 3515 9.37 7.37 15.13 5.41 5.94 10.94 7.73 7.74 8.46 10.20 9.03 3.17 8.53 0.13 -0.21 0.83 -0.66 -0.52 0.28

GTF2H2 1951 1.99 4.85 4.02 3.63 7.27 7.49 3.82 3.69 5.41 4.84 4.88 2.29 4.44 -1.16 0.13 -0.14 -0.29 0.71 0.62

GTF2H2B 4374 1.37 2.47 2.05 2.21 2.56 4.37 2.95 2.17 3.13 2.63 2.51 1.33 2.72 -0.99 -0.14 -0.41 -0.30 -0.09 0.80

GTF2H2C 2106 0.61 0.78 0.87 0.78 0.63 0.94 1.12 0.44 0.79 0.62 0.77 -0.38 0.74 -0.29 0.08 0.23 0.08 -0.23 0.29

GTF2H2D 1842 1.33 3.94 2.50 2.27 5.71 6.00 2.90 2.34 4.33 3.74 3.62 1.86 3.33 -1.32 0.24 -0.41 -0.55 0.78 0.73

GTF2H3 1505 7.62 5.44 12.60 8.28 4.95 5.98 3.99 6.14 4.43 6.15 7.48 2.90 5.18 0.56 0.07 1.28 0.68 -0.07 -0.32

GTF2H4 1736 10.25 10.17 10.77 0.00 21.72 7.43 5.45 5.50 8.98 6.30 10.06 3.33 6.56 0.64 0.63 0.72 #NUM! 1.73 -0.44

GTF2H5 7503 3.03 1.25 1.38 1.61 4.81 37.16 1.73 1.21 42.75 45.91 8.21 3.04 22.90 -2.92 -4.20 -4.05 -3.83 -2.25 2.18

GTF2I 4529 18.56 35.47 31.72 40.41 15.25 40.86 28.16 32.58 27.42 28.44 30.38 4.92 29.15 -0.65 0.28 0.12 0.47 -0.93 0.43

GTF2IP1 3638 12.06 15.46 6.83 8.47 0.00 0.00 9.39 12.40 0.00 0.00 7.14 2.84 5.45 1.15 1.50 0.33 0.64 #NUM! #NUM!

GTF2IRD1 3522 6.08 9.30 19.47 15.21 13.69 5.64 11.18 9.10 3.18 8.47 11.57 3.53 7.98 -0.39 0.22 1.29 0.93 0.78 -1.04

GTF2IRD2 3551 1.51 5.93 1.27 2.44 1.89 0.00 3.31 3.61 6.28 4.20 2.17 1.12 4.35 -1.53 0.45 -1.78 -0.83 -1.21 #NUM!

GTF2IRD2B 3595 1.49 6.33 1.30 3.49 2.08 0.00 3.99 3.64 7.28 4.63 2.45 1.29 4.88 -1.71 0.37 -1.91 -0.48 -1.23 #NUM!

GTF2IRD2P1 3010 0.33 2.31 0.21 0.77 0.37 1.79 1.29 1.05 2.90 1.96 0.96 -0.05 1.80 -2.46 0.36 -3.07 -1.23 -2.29 0.89

GTF3A 1404 45.57 57.11 78.14 70.03 56.61 73.09 37.79 33.40 53.56 54.11 63.42 5.99 44.72 0.03 0.35 0.81 0.65 0.34 0.20

GTF3C1 7124 2.95 16.13 8.68 14.10 7.99 5.31 16.12 24.52 14.05 12.66 9.19 3.20 16.83 -2.51 -0.06 -0.96 -0.26 -1.08 -0.79

GTF3C2 3935 14.08 10.75 18.57 14.99 20.52 6.65 8.20 8.82 6.45 6.33 14.26 3.83 7.45 0.92 0.53 1.32 1.01 1.46 -1.10

GTF3C3 4162 5.67 5.03 9.68 16.41 3.82 5.79 4.25 4.89 3.95 5.00 7.73 2.95 4.52 0.33 0.15 1.10 1.86 -0.24 -0.42

GTF3C4 3866 1.55 5.76 4.04 3.63 5.36 2.01 2.42 2.73 1.98 2.72 3.73 1.90 2.46 -0.67 1.22 0.71 0.56 1.12 -0.89

GTF3C5 2457 17.44 16.76 24.04 29.42 39.74 23.45 12.86 12.50 14.81 13.26 25.14 4.65 13.36 0.38 0.33 0.85 1.14 1.57 -0.10

GTF3C6 957 38.97 19.76 36.34 22.99 46.02 49.92 19.96 13.36 31.29 29.52 35.67 5.16 23.53 0.73 -0.25 0.63 -0.03 0.97 0.49

GTPBP1 5074 3.44 12.35 14.99 17.51 8.14 7.38 8.80 18.70 9.07 13.85 10.64 3.41 12.61 -1.87 -0.03 0.25 0.47 -0.63 -0.53

GTPBP10 7550 1.22 1.70 9.87 1.84 1.53 1.98 1.20 0.97 1.26 1.45 3.02 1.60 1.22 -0.01 0.48 3.02 0.60 0.33 -0.61

GTPBP2 2996 7.71 12.05 15.00 20.93 37.95 10.03 11.01 12.95 15.38 13.07 17.28 4.11 13.10 -0.77 -0.12 0.19 0.68 1.53 -0.78

GTPBP3 2708 1.69 4.22 3.56 2.57 11.96 2.66 2.07 1.96 3.55 2.06 4.44 2.15 2.41 -0.51 0.81 0.56 0.10 2.31 -0.74

GTPBP4 2537 6.39 9.39 19.84 14.36 14.38 12.46 6.97 10.52 13.49 20.26 12.80 3.68 12.81 -1.00 -0.45 0.63 0.16 0.17 -0.04

GTPBP5 2949 1.34 5.00 4.28 5.22 9.82 4.09 2.39 1.58 6.59 3.44 4.96 2.31 3.50 -1.39 0.52 0.29 0.58 1.49 -0.28

GTPBP6 1877 0.98 3.88 1.56 1.48 1.51 1.98 2.13 1.64 2.47 1.71 1.90 0.93 1.99 -1.03 0.97 -0.35 -0.43 -0.40 0.06

GTPBP8 1364 6.58 3.38 5.76 6.15 9.59 7.24 3.04 2.36 3.91 4.96 6.45 2.69 3.57 0.88 -0.08 0.69 0.79 1.43 0.17

GTSE1 3128 3.39 4.02 8.04 6.15 2.70 3.05 1.19 1.32 0.13 0.44 4.56 2.19 0.77 2.13 2.38 3.38 2.99 1.80 -0.58

GTSF1 822 0.68 0.98 1.13 0.15 0.44 1.74 0.34 0.08 0.25 0.42 0.85 -0.23 0.27 1.31 1.84 2.05 -0.85 0.70 1.03

GTSF1L 842 0.00 0.19 0.14 0.05 0.00 0.10 0.00 0.00 0.08 0.00 0.08 -3.65 0.02 #NUM! 3.36 2.84 1.35 #NUM! 0.33

GUCA1A 1918 0.00 0.10 0.03 0.00 0.00 0.03 0.05 0.03 0.06 0.02 0.03 -5.22 0.04 #NUM! 1.32 -0.26 #NUM! #NUM! -0.08

GUCA1B 2287 0.11 1.15 0.10 0.79 0.23 0.00 0.65 0.33 0.37 0.24 0.40 -1.34 0.40 -1.89 1.53 -2.02 0.99 -0.77 #NUM!

GUCA1C 925 0.00 0.07 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.02 -5.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GUCA2A 575 0.00 0.00 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.28 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GUCA2B 597 0.00 0.19 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GUCY1A2 2954 0.78 2.04 0.37 0.71 0.09 1.36 1.96 1.38 2.92 1.75 0.89 -0.16 2.00 -1.35 0.03 -2.45 -1.49 -4.47 0.60

GUCY1A3 9328 1.14 2.05 2.55 1.10 0.27 6.21 2.94 1.58 6.70 3.45 2.22 1.15 3.67 -1.69 -0.84 -0.52 -1.74 -3.76 1.48

GUCY1B2 3025 0.00 0.17 0.00 1.56 0.00 0.19 0.05 0.00 0.00 0.01 0.32 -1.64 0.01 #NUM! 3.72 #NUM! 6.88 #NUM! -0.74

GUCY1B3 3266 2.18 4.40 10.45 2.09 0.82 10.53 4.62 3.39 13.13 8.43 5.08 2.34 7.39 -1.76 -0.75 0.50 -1.83 -3.17 1.05

GUCY2C 3850 0.00 0.00 0.00 0.00 1.11 0.60 0.00 0.00 0.15 0.00 0.28 -1.81 0.04 #NUM! #NUM! #NUM! #NUM! 4.85 1.07

GUCY2D 3641 0.90 1.44 0.03 0.75 1.22 0.02 1.26 0.43 0.00 0.04 0.73 -0.46 0.43 1.06 1.74 -3.68 0.79 1.50 -5.26

GUCY2E 2799 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

GUCY2F 3698 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.04 0.01 0.02 0.00 -7.73 0.02 #NUM! 0.63 #NUM! #NUM! #NUM! #NUM!

GUCY2GP 2974 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GUF1 4230 4.04 5.30 5.91 3.89 1.63 4.81 3.81 3.73 2.65 3.77 4.26 2.09 3.49 0.21 0.60 0.76 0.16 -1.10 0.17

GUK1 1155 162.23 136.11 119.39 100.98 274.61 171.05 124.77 95.15 193.21 172.13 160.73 7.33 146.32 0.15 -0.10 -0.29 -0.53 0.91 0.09

GULP1 3464 1.88 2.61 0.56 1.50 0.15 11.09 4.15 3.79 9.63 10.57 2.96 1.57 7.03 -1.91 -1.43 -3.65 -2.23 -5.55 1.90

GUSB 2321 10.55 26.77 23.36 31.04 106.19 30.51 10.49 7.93 21.50 13.83 38.07 5.25 13.44 -0.35 0.99 0.80 1.21 2.98 -0.32

GUSBP1 4245 5.58 12.16 14.75 15.91 2.73 5.84 11.91 7.86 7.18 4.94 9.50 3.25 7.97 -0.51 0.61 0.89 1.00 -1.55 -0.70

GUSBP11 3442 12.21 0.00 3.17 2.93 0.34 1.72 8.67 2.54 3.03 3.20 3.39 1.76 4.36 1.49 #NUM! -0.46 -0.57 -3.70 -0.98

GUSBP2 1200 0.44 1.07 0.61 1.67 0.44 0.99 0.89 0.95 0.63 1.84 0.87 -0.20 1.08 -1.29 -0.01 -0.82 0.64 -1.30 0.18

GUSBP3 1469 2.96 6.07 5.73 6.95 0.76 1.49 4.81 2.29 2.33 1.22 3.99 2.00 2.66 0.15 1.19 1.10 1.38 -1.81 -1.42

GUSBP4 770 2.33 5.21 2.97 2.49 1.08 2.60 1.80 0.98 2.73 1.38 2.78 1.47 1.72 0.44 1.60 0.79 0.53 -0.68 -0.09

GUSBP5 1989 0.08 0.06 0.00 0.21 0.14 0.08 0.14 0.08 0.21 0.11 0.10 -3.39 0.14 -0.73 -1.31 #NUM! 0.60 0.05 -0.17

GUSBP9 610 1.94 16.93 4.48 6.77 0.60 3.07 7.24 5.26 3.10 2.34 5.63 2.49 4.48 -1.21 1.92 0.00 0.59 -2.90 -0.88

GVINP1 8741 0.23 5.67 1.23 0.50 3.07 9.31 0.35 0.17 0.14 2.64 3.34 1.74 0.83 -1.82 2.78 0.57 -0.74 1.89 1.48

GXYLT1 7509 0.45 0.85 1.00 1.33 0.66 1.95 0.97 0.69 0.81 1.26 1.04 0.05 0.93 -1.06 -0.14 0.10 0.51 -0.51 0.91

GXYLT2 1547 0.50 3.17 0.00 3.42 0.14 2.11 1.99 2.01 3.28 2.29 1.56 0.64 2.39 -2.24 0.41 #NUM! 0.52 -4.05 0.44

GYG1 2051 11.20 15.33 12.21 16.09 24.93 24.21 10.22 8.56 51.29 21.84 17.33 4.12 22.98 -1.04 -0.58 -0.91 -0.51 0.12 0.48

GYG2 3411 0.36 2.47 0.17 0.08 0.12 1.33 0.70 0.35 5.06 1.26 0.75 -0.41 1.84 -2.37 0.42 -3.46 -4.55 -3.95 0.82

GYG2P1 824 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

GYLTL1B 2539 4.28 2.58 14.40 10.54 19.18 4.69 4.21 3.73 0.13 2.93 9.28 3.21 2.75 0.64 -0.09 2.39 1.94 2.80 -0.98

GYPA 2660 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 -7.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

GYPB 527 0.25 0.00 0.00 0.09 0.00 0.00 0.08 0.31 0.13 0.00 0.06 -4.12 0.13 0.96 #NUM! #NUM! -0.46 #NUM! #NUM!

GYPC 1075 28.53 39.95 22.84 14.25 14.69 59.60 36.82 24.71 140.15 47.27 29.98 4.91 62.24 -1.13 -0.64 -1.45 -2.13 -2.08 0.99

GYPE 1783 0.09 0.20 0.06 0.06 0.03 0.41 0.09 0.17 0.26 0.20 0.14 -2.82 0.18 -1.05 0.15 -1.63 -1.53 -2.54 1.55

GYS1 3635 6.27 13.77 14.59 18.86 17.46 5.99 12.00 13.25 10.80 5.52 12.82 3.68 10.39 -0.73 0.41 0.49 0.86 0.75 -1.10

GYS2 3132 1.40 1.34 0.04 0.17 0.00 0.19 7.93 7.53 0.02 2.19 0.52 -0.94 4.42 -1.66 -1.72 -6.81 -4.71 #NUM! -1.44

GZF1 4752 1.93 2.86 2.50 3.74 2.50 5.17 1.93 3.13 4.13 5.81 3.12 1.64 3.75 -0.96 -0.39 -0.59 0.00 -0.58 0.73

GZMA 913 9.94 12.91 19.26 5.72 116.95 25.63 5.36 6.08 5.75 6.30 31.73 4.99 5.87 0.76 1.14 1.71 -0.04 4.32 -0.31

GZMB 941 6.70 9.22 52.42 7.46 61.65 17.84 3.22 1.55 3.29 4.16 25.88 4.69 3.05 1.13 1.59 4.10 1.29 4.34 -0.54

GZMH 1046 2.77 5.01 11.30 5.77 10.79 7.81 2.49 2.86 4.90 2.57 7.24 2.86 3.21 -0.21 0.64 1.82 0.85 1.75 0.11

GZMK 1074 6.26 23.33 10.22 5.55 31.19 30.29 4.51 6.51 3.68 6.71 17.81 4.15 5.35 0.23 2.12 0.93 0.05 2.54 0.77

GZMM 947 2.88 5.89 5.66 1.49 2.41 8.58 1.69 1.24 2.36 0.00 4.48 2.17 1.32 1.12 2.16 2.10 0.17 0.86 0.94

H19 2322 21.96 98.26 87.61 11.21 1.56 42.36 202.09 33.43 25.55 42.89 43.83 5.45 75.99 -1.79 0.37 0.21 -2.76 -5.61 -0.05

H1F0 2336 57.26 89.60 73.94 65.22 71.70 109.97 103.19 84.34 68.62 117.17 77.95 6.28 93.33 -0.70 -0.06 -0.34 -0.52 -0.38 0.50

H1FNT 1300 0.00 0.00 0.10 0.06 0.00 0.02 0.02 0.00 0.00 0.00 0.03 -5.05 0.01 #NUM! #NUM! 4.16 3.26 #NUM! -0.62

H1FOO 1067 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.05 0.00 0.01 -7.40 0.01 #NUM! #NUM! #NUM! 1.52 #NUM! #NUM!

H1FX 1524 46.32 104.29 81.78 134.30 293.34 126.77 83.25 74.86 83.20 76.31 131.13 7.03 79.40 -0.78 0.39 0.04 0.76 1.89 -0.05

H2AFB1 517 0.04 0.10 0.00 0.05 0.05 0.09 0.00 0.07 0.00 0.11 0.05 -4.22 0.04 -0.22 1.22 #NUM! 0.12 0.07 0.67

H2AFB3 539 0.09 0.35 46.65 0.11 0.00 0.07 64.42 0.15 0.00 0.23 7.88 2.98 16.20 -7.51 -5.54 1.53 -7.17 #NUM! -6.72

H2AFJ 3699 9.74 8.88 5.19 15.35 15.70 9.00 9.32 6.43 15.10 11.24 10.64 3.41 10.52 -0.11 -0.25 -1.02 0.54 0.58 -0.24

H2AFV 3755 32.63 23.53 44.08 36.57 158.18 94.93 14.12 17.68 28.87 29.79 64.99 6.02 22.61 0.53 0.06 0.96 0.69 2.81 0.55

H2AFX 1651 38.78 19.79 45.21 36.73 61.20 16.42 19.43 13.69 7.90 11.77 36.36 5.18 13.20 1.56 0.58 1.78 1.48 2.21 -1.15

H2AFY 1940 108.07 111.98 70.68 142.30 151.79 93.59 82.74 76.37 44.21 73.21 113.07 6.82 69.13 0.64 0.70 0.03 1.04 1.13 -0.27

H2AFY2 2181 11.12 11.50 12.62 17.16 22.81 18.38 8.23 8.48 11.66 12.24 15.60 3.96 10.15 0.13 0.18 0.31 0.76 1.17 0.24

H2AFZ 951 182.62 75.59 131.67 130.97 565.27 247.48 49.28 57.12 214.86 135.00 222.27 7.80 114.07 0.68 -0.59 0.21 0.20 2.31 0.16

H2BFM 1893 0.00 0.02 0.05 0.00 0.00 0.00 0.04 0.02 0.02 0.00 0.01 -6.30 0.02 #NUM! 0.43 1.50 #NUM! #NUM! #NUM!

H2BFWT 912 0.04 0.00 0.29 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -4.14 0.00 5.62 #NUM! 8.67 4.05 #NUM! #NUM!

H2BFXP 829 0.27 1.61 0.21 0.52 0.00 1.87 0.47 0.72 0.82 2.87 0.75 -0.42 1.22 -2.18 0.40 -2.56 -1.24 #NUM! 1.33

H3F3A 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

H3F3B 2753 248.45 124.62 335.94 172.41 609.00 369.02 173.57 127.09 385.60 792.23 309.91 8.28 369.62 -0.57 -1.57 -0.14 -1.10 0.72 0.25

H3F3C 1071 0.58 0.32 0.41 0.99 2.25 1.15 0.59 0.57 1.63 2.44 0.95 -0.07 1.31 -1.18 -2.02 -1.69 -0.40 0.78 0.28

H6PD 9117 2.16 8.61 4.82 4.46 5.02 3.62 5.98 4.52 8.52 4.87 4.78 2.26 5.97 -1.47 0.53 -0.31 -0.42 -0.25 -0.40

HAAO 1301 5.52 8.20 7.93 2.23 2.42 8.24 6.73 4.17 14.98 8.39 5.76 2.53 8.57 -0.63 -0.06 -0.11 -1.94 -1.82 0.52

HABP2 3019 0.02 1.26 0.00 0.19 0.00 0.08 0.00 0.02 0.03 0.01 0.26 -1.95 0.02 0.15 6.30 #NUM! 3.55 #NUM! -1.61

HABP4 2708 1.58 3.86 2.30 1.31 1.33 7.31 3.87 2.98 11.00 9.85 2.95 1.56 6.92 -2.13 -0.84 -1.59 -2.40 -2.38 1.31

HACE1 4576 1.25 1.51 2.25 1.24 0.67 3.75 1.70 2.26 2.57 3.38 1.78 0.83 2.48 -0.99 -0.72 -0.14 -1.00 -1.89 1.08

HACL1 2037 3.15 5.40 6.70 6.94 3.74 5.08 2.98 3.55 6.72 5.90 5.17 2.37 4.79 -0.60 0.17 0.49 0.53 -0.36 -0.03

HADH 2037 20.80 15.69 15.70 29.50 19.92 26.73 12.31 15.72 79.51 18.09 21.39 4.42 31.41 -0.59 -1.00 -1.00 -0.09 -0.66 0.32

HADHA 3048 36.91 41.92 63.34 46.68 106.47 44.58 44.70 44.06 56.82 47.39 56.65 5.82 48.25 -0.39 -0.20 0.39 -0.05 1.14 -0.35

HADHB 2196 32.02 24.20 37.28 27.79 87.70 49.86 26.58 24.74 55.46 45.55 43.14 5.43 38.08 -0.25 -0.65 -0.03 -0.45 1.20 0.21

HAGH 1648 11.85 11.68 7.41 18.53 35.94 16.90 8.87 7.20 20.09 11.63 17.05 4.09 11.95 -0.01 -0.03 -0.69 0.63 1.59 -0.01

HAGHL 1379 2.46 1.90 0.82 1.85 15.00 2.15 0.49 0.56 1.00 0.85 4.03 2.01 0.73 1.76 1.39 0.17 1.34 4.37 -0.91

HAL 3139 0.11 0.22 0.10 0.40 0.30 0.14 0.36 0.19 0.14 0.05 0.21 -2.23 0.19 -0.77 0.28 -0.92 1.11 0.70 -0.59

HAMP 430 2.65 1.70 3.21 1.89 1.45 1.90 0.00 0.11 0.73 0.25 2.13 1.09 0.27 3.27 2.63 3.55 2.78 2.40 -0.17

HAND1 1749 0.00 0.00 0.00 0.00 0.00 0.06 0.02 0.00 0.01 0.00 0.01 -6.74 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

HAND2 2368 2.88 6.48 1.06 1.07 0.19 9.93 6.04 5.89 15.35 12.64 3.60 1.85 9.98 -1.79 -0.62 -3.23 -3.22 -5.70 1.46

HAO2 1696 0.00 0.02 0.05 0.00 0.00 0.08 0.00 0.00 0.00 0.04 0.02 -5.33 0.01 #NUM! 0.95 2.17 #NUM! #NUM! 1.76

HAP1 3944 1.07 0.30 1.06 2.11 0.97 1.66 0.26 0.43 0.26 0.39 1.19 0.25 0.33 1.67 -0.18 1.66 2.66 1.53 0.48

HAPLN1 4678 0.59 0.05 0.99 0.31 0.37 0.33 0.01 0.00 0.01 0.02 0.44 -1.18 0.01 5.80 2.21 6.53 4.86 5.09 -0.42

HAPLN2 1795 0.11 0.51 0.00 0.00 0.01 0.07 0.57 0.06 1.08 0.05 0.12 -3.09 0.44 -2.01 0.21 #NUM! #NUM! -4.92 -0.77

HAPLN3 1893 11.45 13.08 25.23 11.75 38.19 17.37 3.02 4.08 0.00 10.03 19.51 4.29 4.28 1.42 1.61 2.56 1.46 3.16 -0.17

HAPLN4 3461 0.05 0.26 0.04 0.27 0.05 0.13 0.41 0.24 0.49 0.18 0.13 -2.90 0.33 -2.62 -0.33 -2.88 -0.30 -2.72 -0.08

HAR1A 2794 0.20 0.11 0.09 0.06 0.12 0.19 0.12 0.07 0.37 0.19 0.13 -2.94 0.19 0.12 -0.70 -1.06 -1.64 -0.58 0.57

HAR1B 896 0.00 0.29 0.37 0.13 0.20 0.25 0.15 0.00 0.00 0.14 0.21 -2.28 0.07 #NUM! 1.98 2.36 0.87 1.43 0.25

HARBI1 1530 1.47 1.07 1.24 1.80 2.18 0.70 0.53 0.80 0.86 0.85 1.41 0.49 0.76 0.95 0.49 0.72 1.25 1.52 -1.01

HARS 1981 14.84 16.15 13.54 25.91 36.92 27.50 20.31 16.63 29.42 24.70 22.48 4.49 22.77 -0.62 -0.50 -0.75 0.19 0.70 0.29

HARS2 2508 4.34 4.91 2.81 5.80 11.53 10.03 3.67 2.57 10.44 7.21 6.57 2.72 5.97 -0.46 -0.28 -1.09 -0.04 0.95 0.61

HAS1 2116 0.00 0.12 1.30 0.19 0.30 1.41 0.03 0.09 2.64 1.03 0.55 -0.85 0.95 #NUM! -3.01 0.46 -2.30 -1.64 1.35

HAS2 3275 0.90 2.04 11.93 1.33 0.51 10.20 1.96 2.50 2.36 5.86 4.49 2.17 3.17 -1.82 -0.64 1.91 -1.25 -2.62 1.19

HAS2-AS1 2300 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HAS3 4288 5.47 27.09 130.00 76.36 27.34 3.52 15.17 117.83 0.00 68.11 44.97 5.49 50.28 -3.20 -0.89 1.37 0.60 -0.88 -3.67

HAT1 1682 29.80 18.66 34.99 44.61 32.71 37.25 15.44 15.16 25.55 28.25 33.00 5.04 21.10 0.50 -0.18 0.73 1.08 0.63 0.17

HAUS1 1185 14.57 7.64 11.31 14.12 12.66 26.55 5.50 5.19 11.54 11.17 14.48 3.86 8.35 0.80 -0.13 0.44 0.76 0.60 0.88

HAUS2 3953 4.46 4.42 8.85 4.73 2.58 4.47 3.85 3.58 4.00 3.96 4.92 2.30 3.85 0.21 0.20 1.20 0.30 -0.58 -0.14

HAUS3 5620 0.00 0.47 1.29 0.00 0.84 1.22 0.73 0.00 0.46 1.02 0.64 -0.65 0.55 #NUM! -0.24 1.22 #NUM! 0.60 0.94

HAUS4 1657 11.49 9.43 7.16 6.99 55.75 26.01 6.38 6.29 16.73 17.56 19.47 4.28 11.74 -0.03 -0.32 -0.71 -0.75 2.25 0.42

HAUS5 4309 2.33 4.54 6.12 9.07 16.48 2.54 2.20 2.45 1.92 2.87 6.84 2.77 2.36 -0.02 0.94 1.37 1.94 2.80 -1.43

HAUS6 6334 1.80 2.57 3.22 2.75 1.34 2.88 1.40 1.51 1.21 1.39 2.43 1.28 1.38 0.39 0.90 1.22 1.00 -0.04 0.25

HAUS7 1892 5.27 0.00 5.53 1.65 8.06 10.53 3.52 0.87 7.71 6.77 5.17 2.37 4.72 0.16 #NUM! 0.23 -1.52 0.77 1.03

HAUS8 1468 4.89 3.66 9.94 5.14 12.63 7.78 2.14 2.25 2.20 3.28 7.34 2.88 2.47 0.99 0.57 2.01 1.06 2.36 0.08

HAVCR1 1841 0.00 0.09 0.10 0.16 0.00 0.02 0.02 0.00 0.00 0.00 0.06 -4.04 0.00 #NUM! 4.44 4.66 5.34 #NUM! -1.71

HAVCR2 2338 2.86 4.45 11.53 4.55 10.38 7.41 1.02 1.44 2.57 2.57 6.86 2.78 1.90 0.59 1.23 2.60 1.26 2.45 0.11

HAX1 1196 63.64 44.82 43.36 46.90 80.78 74.82 39.61 35.14 74.83 54.76 59.05 5.88 51.08 0.32 -0.19 -0.24 -0.12 0.66 0.34

HBA1 576 1543.16 24.96 48.45 64.59 362.53 35.40 636.72 55.56 395.62 6.28 346.52 8.44 273.55 2.50 -3.45 -2.50 -2.08 0.41 -3.29

HBA2 622 1078.54 11.63 58.17 101.40 481.28 41.79 402.43 73.64 634.18 11.83 295.47 8.21 280.52 1.94 -4.59 -2.27 -1.47 0.78 -2.82

HBB 626 3417.91 21.73 162.35 201.40 4966.95 331.10 958.68 203.44 4852.62 111.67 1516.91 10.57 1531.61 1.16 -6.14 -3.24 -2.93 1.70 -2.20

HBBP1 660 0.00 0.00 0.51 0.00 0.00 0.00 0.90 0.00 0.04 0.04 0.08 -3.56 0.25 #NUM! #NUM! 1.04 #NUM! -5.91 #NUM!

HBD 774 0.00 0.00 0.00 0.00 5.38 0.00 0.00 0.00 4.48 0.00 0.90 -0.16 1.12 #NUM! #NUM! #NUM! #NUM! 2.27 #NUM!

HBE1 816 0.50 0.39 0.81 0.94 0.04 0.14 1.23 0.00 0.15 0.10 0.47 -1.09 0.37 0.44 0.08 1.14 1.35 -3.33 -1.77

HBEGF 2381 3.56 42.95 47.79 129.20 150.33 38.81 33.94 144.14 52.75 60.54 68.77 6.10 72.84 -4.35 -0.76 -0.61 0.83 1.05 -0.83

HBG1 584 0.00 0.38 0.00 0.28 48.91 0.14 0.00 0.00 49.60 0.08 8.29 3.05 12.42 #NUM! -5.02 #NUM! -5.47 1.98 -5.92

HBG2 583 0.00 0.44 0.00 0.56 86.42 0.25 0.87 0.23 79.60 0.13 14.61 3.87 20.21 #NUM! -5.54 #NUM! -5.17 2.10 -5.89

HBM 524 1.87 0.00 0.00 0.20 3.44 0.00 0.94 0.16 3.32 0.06 0.92 -0.12 1.12 0.73 #NUM! #NUM! -2.51 1.62 #NUM!

HBP1 2858 9.58 11.64 7.97 10.44 7.36 22.80 12.29 25.11 21.97 34.68 11.63 3.54 23.51 -1.30 -1.01 -1.56 -1.17 -1.68 0.97

HBQ1 653 0.49 0.00 0.00 0.95 12.18 0.00 0.76 0.22 0.38 0.00 2.27 1.18 0.34 0.54 #NUM! #NUM! 1.48 5.16 #NUM!

HBS1L 7163 13.44 3.17 5.79 4.59 5.16 9.68 5.38 3.29 1.54 13.98 6.97 2.80 6.05 1.15 -0.93 -0.06 -0.40 -0.23 0.47

HBXIP 855 67.89 45.97 54.90 47.44 156.20 115.45 42.38 44.05 75.58 92.26 81.31 6.35 63.57 0.09 -0.47 -0.21 -0.42 1.30 0.51

HBZ 589 0.21 0.00 0.56 0.00 0.07 0.29 0.00 0.00 0.62 0.78 0.19 -2.42 0.35 -0.74 #NUM! 0.67 #NUM! -2.39 0.63

HCAR1 2977 0.04 0.14 0.00 0.03 0.00 0.10 0.09 0.10 0.06 0.05 0.05 -4.22 0.08 -0.78 0.90 #NUM! -1.19 #NUM! 0.92

HCAR2 2082 11.47 3.38 33.21 33.51 78.06 15.40 2.22 5.34 2.32 9.78 29.17 4.87 4.92 1.22 -0.54 2.76 2.77 3.99 -0.92

HCAR3 2152 0.00 0.76 9.80 0.00 44.03 4.54 0.50 0.00 0.80 0.82 9.86 3.30 0.53 #NUM! 0.51 4.20 #NUM! 6.37 -1.12

HCCS 2365 7.13 8.82 8.68 8.96 23.39 9.35 4.77 5.38 6.84 6.84 11.05 3.47 5.96 0.26 0.57 0.54 0.59 1.97 -0.24

HCFC1 8436 2.46 13.32 19.95 10.75 5.96 4.44 12.28 6.88 12.20 2.88 9.48 3.25 8.56 -1.80 0.64 1.22 0.33 -0.52 -1.09

HCFC1R1 1000 82.08 78.47 44.32 57.37 97.35 62.17 77.27 55.79 120.94 57.80 70.29 6.14 77.95 0.07 0.01 -0.81 -0.44 0.32 -0.18

HCFC2 5743 1.19 2.46 3.43 2.38 0.82 3.41 3.82 3.24 4.02 3.84 2.28 1.19 3.73 -1.65 -0.60 -0.12 -0.65 -2.19 0.58

HCG11 5688 0.90 1.32 0.53 1.30 1.51 1.77 1.71 0.66 1.91 1.61 1.22 0.29 1.47 -0.70 -0.16 -1.48 -0.18 0.03 0.53

HCG18 6814 2.88 4.12 3.69 2.20 1.61 3.16 3.44 2.91 2.35 2.29 2.94 1.56 2.75 0.07 0.58 0.42 -0.32 -0.77 0.10

HCG22 5670 8.20 3.04 0.03 0.16 0.00 0.25 54.32 43.04 0.15 19.34 1.95 0.96 29.21 -1.83 -3.26 -9.85 -7.53 -12.76 -2.96

HCG26 1180 0.33 2.71 1.21 1.95 0.91 2.56 0.47 0.66 1.37 1.36 1.61 0.69 0.97 -1.57 1.49 0.32 1.02 -0.09 0.67

HCG27 1742 0.34 0.78 1.12 0.72 0.20 1.06 1.53 0.73 0.91 0.87 0.70 -0.51 1.01 -1.58 -0.38 0.14 -0.49 -2.33 0.59

HCG4 2083 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HCG4B 1060 0.24 0.15 0.01 0.04 0.19 0.12 0.12 0.06 0.05 0.00 0.13 -3.00 0.06 2.06 1.39 -2.35 -0.67 1.77 -0.01

HCG9 670 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HCK 2234 10.16 9.69 19.71 8.41 25.12 10.75 4.06 4.70 12.08 5.10 13.97 3.80 6.49 0.65 0.58 1.60 0.38 1.95 -0.38

HCLS1 2050 11.54 21.14 23.98 10.97 20.34 35.47 6.05 7.32 20.16 13.39 20.57 4.36 11.73 -0.02 0.85 1.03 -0.10 0.79 0.79

HCN1 5386 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -8.81 0.00 #NUM! 1.65 #NUM! 0.40 #NUM! 0.04

HCN2 3459 0.12 0.00 0.27 1.05 0.17 0.08 0.00 0.08 0.03 0.07 0.28 -1.83 0.04 1.37 #NUM! 2.60 4.57 1.89 -1.79

HCN3 3717 0.55 1.84 1.40 0.00 1.26 1.10 1.35 1.24 0.59 0.84 1.03 0.04 1.01 -0.87 0.87 0.48 #NUM! 0.32 0.10

HCN4 7245 0.00 0.00 0.02 0.00 0.01 0.04 0.00 0.00 0.04 0.01 0.01 -6.48 0.01 #NUM! #NUM! 0.67 #NUM! -0.97 1.84

HCP5 2547 16.58 27.94 29.75 12.31 72.10 34.82 4.04 9.20 14.36 14.22 32.25 5.01 10.45 0.67 1.42 1.51 0.24 2.79 0.11

HCP5P10 1916 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HCRT 577 0.00 0.07 0.00 0.08 0.00 0.06 0.00 0.13 0.00 0.00 0.03 -4.88 0.03 #NUM! 1.00 #NUM! 1.28 #NUM! 0.71

HCRTR1 2001 0.01 0.05 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.02 -5.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.30

HCRTR2 1834 0.00 0.00 0.02 0.00 0.00 0.03 0.00 0.00 0.03 0.01 0.01 -7.07 0.01 #NUM! #NUM! 0.86 #NUM! #NUM! 1.85

HCST 524 17.55 26.48 31.45 20.00 40.60 59.92 13.10 9.41 28.14 24.01 32.67 5.03 18.67 -0.09 0.50 0.75 0.10 1.12 0.88

HDAC1 2091 40.40 43.40 30.07 44.83 48.27 65.46 26.52 27.79 44.75 43.79 45.41 5.50 35.71 0.18 0.28 -0.25 0.33 0.44 0.53

HDAC10 2720 3.18 7.64 4.97 8.86 6.28 3.44 4.32 2.59 4.72 2.57 5.73 2.52 3.55 -0.16 1.11 0.49 1.32 0.82 -0.74

HDAC11 2918 3.00 2.95 2.57 4.18 3.78 3.07 4.27 3.45 8.06 4.35 3.26 1.70 5.03 -0.74 -0.77 -0.97 -0.27 -0.41 -0.09

HDAC2 6684 19.23 14.00 9.50 8.03 31.18 36.17 5.47 14.12 30.21 22.05 19.69 4.30 17.96 0.10 -0.36 -0.92 -1.16 0.80 0.88

HDAC3 1965 19.75 15.94 13.68 22.23 38.30 18.03 13.51 13.58 21.42 20.07 21.32 4.41 17.14 0.20 -0.11 -0.33 0.38 1.16 -0.24

HDAC4 8980 0.66 1.84 2.20 1.38 0.32 0.91 2.14 1.41 2.61 1.75 1.22 0.29 1.98 -1.57 -0.10 0.15 -0.52 -2.62 -0.43

HDAC5 5327 7.62 8.28 12.69 10.99 7.51 22.81 17.63 17.65 18.40 17.06 11.65 3.54 17.69 -1.21 -1.10 -0.48 -0.69 -1.24 0.97

HDAC6 4099 5.42 14.12 11.94 9.07 13.80 8.89 8.32 7.27 11.83 6.70 10.54 3.40 8.53 -0.66 0.73 0.48 0.09 0.69 -0.25

HDAC7 4301 6.66 36.06 11.12 15.42 48.48 32.38 26.21 12.52 30.63 34.10 25.02 4.64 25.87 -1.96 0.48 -1.22 -0.75 0.91 0.37

HDAC8 2422 12.92 4.50 20.00 5.35 7.17 8.21 4.89 2.45 6.17 5.50 9.69 3.28 4.75 1.44 -0.08 2.07 0.17 0.59 -0.24

HDAC9 4659 1.36 1.83 1.09 0.83 0.52 3.30 2.49 1.37 4.97 3.26 1.49 0.57 3.02 -1.16 -0.73 -1.47 -1.86 -2.54 1.15

HDC 2646 1.62 1.85 0.76 2.27 0.05 4.25 0.46 1.15 4.54 5.03 1.80 0.85 2.80 -0.78 -0.60 -1.88 -0.30 -5.89 1.24

HDDC2 1615 36.75 21.49 32.12 24.78 28.34 41.09 24.43 20.33 38.97 44.69 30.76 4.94 32.10 0.20 -0.58 0.00 -0.37 -0.18 0.42

HDDC3 1064 15.10 0.00 7.96 7.43 27.20 9.31 5.29 0.00 0.00 8.74 11.17 3.48 3.51 2.11 #NUM! 1.18 1.08 2.95 -0.26

HDGF 2397 97.20 120.24 82.13 132.63 295.96 104.06 84.89 86.64 69.96 86.79 138.71 7.12 82.07 0.24 0.55 0.00 0.69 1.85 -0.41

HDGFL1 1073 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 -6.74 0.01 3.18 #NUM! #NUM! #NUM! #NUM! #NUM!

HDGFRP2 2344 8.57 13.07 22.51 21.75 49.01 14.82 12.10 10.06 19.94 14.50 21.62 4.43 14.15 -0.72 -0.11 0.67 0.62 1.79 -0.55

HDGFRP3 1973 16.10 12.60 23.57 11.09 11.21 29.44 16.01 14.54 26.93 26.67 17.34 4.12 21.04 -0.39 -0.74 0.16 -0.92 -0.91 0.76

HDHD1 2224 5.67 7.43 5.47 5.33 8.88 7.64 3.69 2.85 5.28 2.84 6.74 2.75 3.67 0.63 1.02 0.58 0.54 1.28 0.18

HDHD2 2245 8.19 6.08 6.20 8.49 2.58 13.86 6.18 5.63 10.03 10.12 7.57 2.92 7.99 0.04 -0.40 -0.37 0.09 -1.63 0.87



HDHD3 1787 13.92 33.96 13.24 18.08 24.15 10.27 10.73 6.30 9.78 9.80 18.94 4.24 9.15 0.60 1.89 0.53 0.98 1.40 -0.88

HDLBP 6516 44.59 74.23 53.91 43.50 50.83 33.42 53.30 71.03 50.09 43.54 50.08 5.65 54.49 -0.29 0.45 -0.02 -0.32 -0.10 -0.58

HDX 6335 0.11 1.06 0.10 0.08 0.01 0.88 0.40 1.31 0.66 1.04 0.37 -1.43 0.85 -2.98 0.31 -3.08 -3.41 -6.20 1.23

HEATR1 8497 8.67 12.90 8.57 6.63 2.66 5.88 4.73 5.87 3.33 7.07 7.55 2.92 5.25 0.72 1.30 0.71 0.34 -0.98 -0.36

HEATR2 3424 12.93 8.90 10.63 6.32 18.20 4.84 5.99 6.18 8.69 4.94 10.30 3.36 6.45 1.00 0.46 0.72 -0.03 1.50 -1.09

HEATR3 2625 3.20 4.08 3.06 4.70 3.72 3.58 2.57 2.02 4.00 3.47 3.72 1.90 3.01 0.08 0.44 0.02 0.64 0.30 -0.06

HEATR4 3551 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HEATR5A 7856 1.42 4.12 2.42 2.13 0.00 2.66 3.10 3.58 0.00 1.11 2.12 1.09 1.95 -0.46 1.08 0.31 0.13 #NUM! 0.33

HEATR5B 6792 3.65 3.65 6.78 4.18 1.13 9.79 4.00 4.48 3.15 3.39 4.86 2.28 3.76 -0.04 -0.04 0.85 0.15 -1.73 1.01

HEATR6 3935 1.18 1.55 2.89 4.20 1.64 0.89 1.83 1.78 1.42 0.54 2.06 1.04 1.39 -0.24 0.15 1.05 1.59 0.23 -1.21

HEATR7A 5363 2.82 5.40 7.42 6.81 10.51 3.31 4.84 3.42 2.92 2.60 6.04 2.60 3.44 -0.29 0.65 1.11 0.98 1.61 -0.87

HEATR7B2 5307 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.03 0.26 0.00 0.01 -7.39 0.07 #NUM! -2.35 #NUM! #NUM! #NUM! 1.84

HEATR8 4404 0.00 0.43 0.00 0.00 0.00 0.00 0.00 0.28 0.00 0.00 0.07 -3.81 0.07 #NUM! 2.60 #NUM! #NUM! #NUM! #NUM!

HEATR8-TTC4 6472 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HEBP1 1221 19.25 11.14 18.35 19.34 49.27 36.84 19.27 15.50 54.13 42.83 25.70 4.68 32.93 -0.77 -1.56 -0.84 -0.77 0.58 0.52

HEBP2 1282 64.73 65.41 46.30 60.35 88.87 59.65 87.88 72.77 53.02 131.29 64.22 6.00 86.24 -0.41 -0.40 -0.90 -0.51 0.04 -0.11

HECA 5621 3.11 6.00 7.46 9.17 2.83 10.17 6.97 12.10 6.05 13.91 6.46 2.69 9.76 -1.65 -0.70 -0.39 -0.09 -1.78 0.66

HECTD1 9134 3.64 19.39 9.39 17.05 2.20 26.45 15.39 16.81 6.45 11.71 13.02 3.70 12.59 -1.79 0.62 -0.42 0.44 -2.51 1.02

HECTD2 4826 0.66 1.97 1.15 1.98 0.54 4.72 1.79 2.29 3.67 2.33 1.84 0.88 2.52 -1.93 -0.36 -1.13 -0.35 -2.22 1.36

HECTD3 3628 7.45 15.06 12.36 16.23 10.88 13.00 10.40 7.42 12.76 5.49 12.50 3.64 9.02 -0.28 0.74 0.45 0.85 0.27 0.06

HECW1 6839 0.09 0.48 0.17 0.06 0.09 0.28 0.06 0.03 0.02 0.09 0.19 -2.36 0.05 0.89 3.24 1.73 0.24 0.83 0.54

HECW2 6926 0.91 0.82 2.00 0.62 0.25 0.99 1.62 2.09 0.43 0.73 0.93 -0.10 1.22 -0.42 -0.58 0.72 -0.97 -2.31 0.09

HEG1 9156 3.07 8.35 5.54 10.01 10.01 9.46 8.00 7.74 8.17 11.39 7.74 2.95 8.83 -1.52 -0.08 -0.67 0.18 0.18 0.29

HELB 3368 0.38 0.75 1.18 1.01 0.12 0.62 0.15 0.45 0.17 0.28 0.68 -0.56 0.26 0.54 1.52 2.17 1.94 -1.17 -0.11

HELLS 3165 2.22 1.63 2.81 10.55 4.39 3.33 0.91 1.10 0.28 1.12 4.16 2.06 0.85 1.38 0.94 1.72 3.63 2.37 -0.32

HELQ 3596 2.07 1.66 2.48 2.61 3.61 3.55 0.84 1.17 2.40 2.87 2.67 1.41 1.82 0.19 -0.13 0.45 0.52 0.99 0.41

HELT 984 0.00 0.00 0.00 0.00 1.03 0.00 0.00 0.00 0.00 0.00 0.17 -2.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HELZ 13847 0.86 3.52 3.63 5.77 1.56 2.59 1.81 3.35 1.36 1.90 2.99 1.58 2.10 -1.29 0.74 0.79 1.46 -0.43 -0.21

HEMGN 2210 0.18 0.03 0.00 0.00 0.00 0.02 0.04 0.01 0.03 0.01 0.04 -4.74 0.02 2.88 0.07 #NUM! #NUM! -5.21 -0.76

HEMK1 5862 1.12 2.59 1.12 2.33 4.47 1.81 1.22 0.99 2.80 2.24 2.24 1.16 1.81 -0.70 0.52 -0.69 0.37 1.30 -0.30

HENMT1 1890 5.81 3.95 4.19 3.79 20.53 13.03 0.56 0.43 2.24 1.89 8.55 3.10 1.28 2.18 1.63 1.71 1.57 4.00 0.61

HEPACAM 3563 0.00 0.01 0.00 0.00 0.00 0.05 0.08 0.00 0.55 0.02 0.01 -6.49 0.16 #NUM! -3.47 #NUM! #NUM! #NUM! 2.22

HEPACAM2 2110 0.05 0.00 0.00 0.03 0.00 0.14 0.07 0.01 0.01 0.04 0.04 -4.76 0.03 0.62 #NUM! #NUM! -0.05 #NUM! 1.89

HEPH 4509 2.86 16.89 1.42 1.90 1.02 7.37 3.73 3.42 22.30 7.18 5.24 2.39 9.16 -1.68 0.88 -2.69 -2.27 -3.16 0.49

HEPHL1 5951 3.22 4.28 0.21 9.42 3.66 0.20 0.90 8.55 0.00 0.17 3.50 1.81 2.41 0.42 0.83 -3.53 1.97 0.60 -4.14

HEPN1 1428 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HERC1 15216 4.65 5.18 7.01 3.66 0.49 2.30 2.63 4.48 3.63 13.80 3.88 1.96 6.13 -0.40 -0.25 0.19 -0.75 -3.64 -0.75

HERC2 15334 0.95 4.36 4.98 5.25 1.78 8.11 4.02 3.71 4.38 3.13 4.24 2.08 3.81 -2.01 0.20 0.39 0.46 -1.10 0.94

HERC2P2 6075 4.23 11.39 11.01 20.67 0.75 14.71 12.57 11.16 7.73 11.31 10.46 3.39 10.69 -1.34 0.09 0.04 0.95 -3.84 0.49

HERC2P3 4292 1.31 2.34 3.21 4.61 0.22 1.98 2.60 3.19 3.78 2.99 2.28 1.19 3.14 -1.26 -0.42 0.03 0.55 -3.81 -0.20

HERC2P4 1176 2.97 8.16 6.24 6.86 0.76 2.13 6.04 4.60 0.55 1.71 4.52 2.18 3.23 -0.12 1.34 0.95 1.09 -2.09 -1.09

HERC2P7 1779 0.47 1.91 0.37 2.05 0.31 1.39 0.78 0.48 0.59 0.95 1.08 0.11 0.70 -0.57 1.44 -0.93 1.54 -1.19 0.36

HERC2P9 2962 8.02 16.53 12.89 19.33 1.13 10.68 10.38 10.30 9.25 8.91 11.43 3.51 9.71 -0.28 0.77 0.41 0.99 -3.11 -0.10

HERC3 4894 1.11 5.85 4.04 6.27 2.28 8.00 2.82 6.70 6.13 8.06 4.59 2.20 5.93 -2.42 -0.02 -0.55 0.08 -1.38 0.80

HERC4 4531 1.65 3.84 4.44 6.82 6.29 9.36 3.04 3.93 3.82 7.13 5.40 2.43 4.48 -1.44 -0.22 -0.01 0.61 0.49 0.79

HERC5 3525 1.55 2.81 5.88 6.29 5.57 8.09 1.35 1.37 4.08 5.25 5.03 2.33 3.01 -0.96 -0.10 0.97 1.06 0.89 0.68

HERC6 3903 8.49 7.80 9.62 38.81 4.03 8.48 6.49 6.44 4.05 11.35 12.87 3.69 7.08 0.26 0.14 0.44 2.45 -0.81 -0.60

HERPUD1 2198 26.54 36.56 17.18 17.04 31.15 38.04 16.09 18.92 29.74 40.20 27.75 4.79 26.24 0.02 0.48 -0.61 -0.62 0.25 0.45

HERPUD2 2932 6.38 9.23 13.95 11.00 6.76 9.40 10.30 11.70 9.68 7.75 9.45 3.24 9.86 -0.63 -0.10 0.50 0.16 -0.54 -0.01

HES1 1475 143.88 68.54 83.67 91.08 177.24 103.72 68.64 61.08 26.01 104.36 111.35 6.80 65.02 1.15 0.08 0.36 0.49 1.45 -0.10

HES2 4273 10.83 4.47 8.63 25.94 6.18 12.36 5.27 4.74 0.02 5.50 11.40 3.51 3.88 1.48 0.20 1.15 2.74 0.67 0.12

HES4 1053 11.53 13.91 13.14 19.98 50.11 17.16 9.95 14.62 28.00 25.35 20.97 4.39 19.48 -0.76 -0.49 -0.57 0.04 1.36 -0.29

HES5 1319 0.75 0.13 0.08 0.11 0.52 0.64 0.21 0.02 0.14 0.32 0.37 -1.42 0.17 2.12 -0.37 -1.11 -0.62 1.58 0.78

HES6 1386 2.67 2.42 1.06 0.92 35.61 7.59 0.67 0.36 4.52 5.79 8.38 3.07 2.84 -0.09 -0.23 -1.42 -1.62 3.65 -0.14

HES7 1699 0.02 0.13 0.08 0.11 4.22 0.15 0.02 0.05 0.15 0.26 0.78 -0.35 0.12 -2.83 0.19 -0.59 -0.17 5.16 -2.43

HESX1 1182 0.10 0.18 0.18 0.19 0.21 1.31 0.03 0.26 0.31 0.74 0.36 -1.47 0.33 -1.72 -0.90 -0.90 -0.81 -0.66 1.86

HEXA 2437 32.06 28.53 21.69 22.32 47.41 37.95 16.43 11.32 57.70 25.73 31.66 4.98 27.80 0.21 0.04 -0.36 -0.32 0.77 0.26

HEXB 1919 30.79 46.38 24.67 37.52 58.02 89.12 31.97 26.14 51.06 72.67 47.75 5.58 45.46 -0.56 0.03 -0.88 -0.28 0.35 0.90

HEXDC 2272 4.08 12.42 6.64 6.09 16.57 10.99 5.26 3.68 7.94 8.33 9.46 3.24 6.30 -0.63 0.98 0.08 -0.05 1.39 0.22

HEXIM1 4785 5.95 9.70 9.61 8.36 12.14 8.22 7.35 5.01 7.37 8.11 9.00 3.17 6.96 -0.22 0.48 0.47 0.27 0.80 -0.13

HEXIM2 1330 3.48 0.00 2.29 0.00 7.37 0.00 2.37 1.43 0.00 0.00 2.19 1.13 0.95 1.87 #NUM! 1.27 #NUM! 2.95 #NUM!

HEY1 2331 2.24 0.59 1.49 0.88 1.67 5.86 0.23 1.14 6.55 2.51 2.12 1.08 2.61 -0.22 -2.15 -0.81 -1.57 -0.64 1.47

HEY2 2672 1.76 0.90 2.67 0.88 0.51 2.62 1.52 0.85 3.53 1.86 1.56 0.64 1.94 -0.14 -1.11 0.46 -1.13 -1.92 0.75

HEYL 4131 1.28 6.74 1.86 2.67 1.48 7.96 3.06 1.93 21.65 7.26 3.67 1.87 8.48 -2.73 -0.33 -2.19 -1.67 -2.52 1.12

HFE 2222 1.66 1.69 1.38 2.38 2.85 1.84 1.43 1.52 2.76 2.35 1.97 0.98 2.01 -0.28 -0.25 -0.54 0.24 0.50 -0.09

HFE2 2234 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.00 -8.47 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

HFM1 4936 0.05 0.16 0.02 0.04 0.03 0.96 0.10 0.07 0.19 0.90 0.21 -2.26 0.31 -2.73 -1.01 -3.69 -3.00 -3.64 2.20

HGC6.3 1016 0.00 0.09 0.15 0.00 0.00 0.05 0.00 0.03 0.13 0.00 0.05 -4.34 0.04 #NUM! 1.17 1.91 #NUM! #NUM! 0.08

HGD 2012 0.18 7.31 0.00 0.17 0.05 0.04 0.09 0.14 0.07 0.27 1.29 0.37 0.14 0.33 5.70 #NUM! 0.29 -1.47 -5.17

HGF 2820 0.84 4.51 2.55 3.33 0.18 6.09 5.28 3.45 2.68 5.49 2.92 1.54 4.23 -2.33 0.09 -0.73 -0.34 -4.52 1.06

HGFAC 2038 0.00 0.11 0.05 0.08 0.20 0.13 0.06 0.07 0.06 0.26 0.09 -3.40 0.11 #NUM! -0.05 -1.24 -0.40 0.85 0.45

HGS 2986 34.33 29.98 37.69 62.04 43.74 17.48 24.74 20.70 21.72 17.20 37.55 5.23 21.09 0.70 0.51 0.84 1.56 1.05 -1.10

HGSNAT 5228 9.10 28.56 12.38 15.93 13.97 11.83 16.65 15.42 18.74 12.28 15.29 3.93 15.77 -0.79 0.86 -0.35 0.01 -0.18 -0.37

HHAT 3641 1.48 2.47 2.42 0.78 1.25 2.01 1.44 1.78 1.47 2.19 1.74 0.80 1.72 -0.22 0.52 0.49 -1.15 -0.46 0.21

HHATL 1875 0.00 0.00 0.00 0.02 0.00 0.06 0.02 0.05 0.72 0.13 0.01 -6.34 0.23 #NUM! #NUM! #NUM! -3.62 #NUM! 2.17

HHEX 1772 5.91 10.43 3.13 1.39 5.39 6.79 2.54 1.15 6.81 4.12 5.51 2.46 3.65 0.69 1.51 -0.22 -1.40 0.56 0.30

HHIP 3555 0.00 1.34 0.02 0.00 0.00 0.08 0.00 0.00 0.00 0.10 0.24 -2.06 0.02 #NUM! 5.76 -0.52 #NUM! #NUM! -1.52

HHIPL1 3462 0.40 0.75 0.38 0.40 1.26 0.68 0.52 0.24 3.17 0.54 0.65 -0.63 1.12 -1.48 -0.58 -1.56 -1.49 0.18 0.08

HHIPL2 2582 0.00 0.02 0.01 0.12 0.04 0.02 0.20 0.00 0.08 0.03 0.03 -4.86 0.08 #NUM! -1.87 -2.65 0.63 -0.97 -0.92

HHLA1 4105 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HHLA2 2689 0.06 8.14 0.37 0.12 0.04 0.12 0.97 0.74 0.08 0.12 1.47 0.56 0.48 -3.12 4.09 -0.38 -2.00 -3.50 -3.63

HHLA3 915 8.36 5.32 12.33 13.70 28.19 10.07 6.52 7.11 7.16 7.28 13.00 3.70 7.02 0.25 -0.40 0.81 0.97 2.01 -0.37

HIAT1 2664 9.58 18.27 24.48 15.88 15.00 28.81 15.56 18.80 26.70 33.78 18.67 4.22 23.71 -1.31 -0.38 0.05 -0.58 -0.66 0.63

HIATL1 3312 16.71 4.67 19.27 22.76 21.51 19.19 16.49 18.82 14.80 19.48 17.35 4.12 17.40 -0.06 -1.90 0.15 0.39 0.31 0.15

HIATL2 802 11.50 15.13 13.66 17.77 9.79 8.55 7.54 14.86 4.90 8.13 12.73 3.67 8.86 0.38 0.77 0.62 1.00 0.14 -0.58

HIBADH 2012 17.49 13.06 14.52 8.24 27.58 32.08 11.41 9.82 37.97 23.14 18.83 4.23 20.59 -0.24 -0.66 -0.50 -1.32 0.42 0.77

HIBCH 1958 7.89 6.65 8.75 6.10 7.05 13.27 9.44 9.07 7.59 18.18 8.28 3.05 11.07 -0.49 -0.73 -0.34 -0.86 -0.65 0.68

HIC1 3174 2.06 14.47 3.99 0.00 1.09 5.85 6.80 5.06 14.66 12.99 4.58 2.19 9.87 -2.26 0.55 -1.31 #NUM! -3.17 0.35

HIC2 6812 0.33 0.76 1.67 0.53 0.13 0.34 0.77 0.73 0.46 0.94 0.63 -0.67 0.72 -1.12 0.08 1.21 -0.45 -2.50 -0.90

HIF1A 4082 44.57 92.72 123.46 134.77 8.92 49.46 54.08 141.58 13.73 55.18 75.65 6.24 66.14 -0.57 0.49 0.90 1.03 -2.89 -0.61

HIF1AN 6928 3.01 3.02 3.10 5.07 3.94 3.49 3.73 2.57 4.85 3.09 3.61 1.85 3.56 -0.24 -0.24 -0.20 0.51 0.15 -0.05

HIF3A 5899 0.06 0.66 0.16 0.05 0.02 0.41 2.19 1.47 2.69 0.28 0.23 -2.14 1.66 -4.83 -1.33 -3.37 -5.03 -6.07 0.85

HIGD1A 2952 32.96 29.22 25.01 22.31 23.90 33.82 38.82 45.25 35.72 66.83 27.87 4.80 46.66 -0.50 -0.68 -0.90 -1.06 -0.97 0.28

HIGD1B 654 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 15.17 0.00 0.00 #NUM! 3.79 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HIGD1C 294 0.24 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HIGD2A 628 183.85 110.52 96.27 70.48 141.79 118.62 104.38 98.67 124.12 85.63 120.26 6.91 103.20 0.83 0.10 -0.10 -0.55 0.46 -0.02

HIGD2B 1210 0.01 0.03 0.00 0.00 0.02 0.07 0.03 0.01 0.00 0.05 0.02 -5.56 0.02 -2.00 0.34 #NUM! #NUM! 0.22 1.72

HILS1 1083 0.00 0.04 0.00 0.04 0.08 0.15 0.00 0.00 0.17 0.03 0.05 -4.26 0.05 #NUM! -0.50 #NUM! -0.19 0.69 1.55

HINFP 2319 2.85 4.24 2.67 3.09 4.42 3.81 2.84 1.90 7.22 3.61 3.52 1.81 3.89 -0.45 0.12 -0.54 -0.33 0.18 0.12

HINT1 971 388.86 259.30 275.04 271.13 731.31 297.56 203.79 147.53 247.36 324.59 370.53 8.53 230.82 0.75 0.17 0.25 0.23 1.66 -0.32

HINT2 652 22.75 27.50 23.68 18.71 92.83 34.67 20.78 13.97 29.35 19.23 36.69 5.20 20.83 0.13 0.40 0.18 -0.16 2.16 -0.08

HINT3 3396 3.19 3.67 3.34 3.37 5.29 12.70 3.22 3.02 8.10 12.46 5.26 2.40 6.70 -1.07 -0.87 -1.01 -0.99 -0.34 1.27

HIP1 7239 2.02 4.93 7.59 2.89 1.49 3.76 4.39 3.54 4.56 3.48 3.78 1.92 3.99 -0.98 0.30 0.93 -0.47 -1.42 -0.01

HIP1R 4473 1.87 8.26 6.07 8.70 11.31 5.39 7.42 4.55 3.31 4.47 6.93 2.79 4.94 -1.40 0.74 0.30 0.82 1.20 -0.36

HIPK1 8155 2.34 12.03 21.27 10.01 3.65 9.21 10.93 14.02 0.00 9.21 9.75 3.29 8.54 -1.87 0.49 1.32 0.23 -1.23 -0.08

HIPK2 15245 0.71 2.27 3.66 2.49 0.36 1.13 4.93 3.08 1.28 1.28 1.77 0.82 2.64 -1.89 -0.22 0.47 -0.09 -2.89 -0.65

HIPK3 4743 4.87 10.65 30.04 6.73 5.45 19.69 11.77 18.91 23.92 16.43 12.91 3.69 17.76 -1.87 -0.74 0.76 -1.40 -1.70 0.61

HIPK4 2467 0.00 0.16 0.00 0.03 0.03 0.04 0.09 0.03 0.00 0.00 0.04 -4.52 0.03 #NUM! 2.39 #NUM! -0.19 -0.03 -0.18

HIRA 4013 3.77 5.08 3.61 7.42 3.10 4.74 4.45 3.02 5.28 4.08 4.62 2.21 4.21 -0.16 0.27 -0.22 0.82 -0.44 0.04

HIRIP3 2389 4.23 4.97 4.45 6.65 9.33 6.44 3.72 4.53 5.46 3.74 6.01 2.59 4.36 -0.04 0.19 0.03 0.61 1.10 0.10

HIST1H1A 781 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HIST1H1B 790 0.00 0.08 0.15 0.57 0.08 0.40 0.09 0.00 0.00 0.00 0.21 -2.23 0.02 #NUM! 1.96 2.76 4.72 1.82 0.89

HIST1H1C 732 17.91 31.83 16.41 20.49 65.75 61.16 11.95 16.41 20.10 49.50 35.59 5.15 24.49 -0.45 0.38 -0.58 -0.26 1.42 0.78

HIST1H1D 777 0.21 0.17 0.40 0.16 0.55 0.85 0.31 0.35 0.04 0.56 0.39 -1.36 0.32 -0.58 -0.87 0.35 -0.98 0.80 1.12

HIST1H1E 785 0.54 1.54 1.53 1.26 0.81 0.00 0.88 0.34 0.11 0.00 0.95 -0.08 0.33 0.70 2.21 2.20 1.93 1.29 #NUM!

HIST1H1T 725 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

HIST1H2AB 477 0.00 0.09 0.21 0.00 0.16 0.15 0.00 0.00 0.00 0.07 0.10 -3.30 0.02 #NUM! 2.39 3.58 #NUM! 3.19 0.56

HIST1H2AC 546 18.58 28.08 8.45 21.16 8.16 14.21 14.18 16.58 11.75 17.16 16.44 4.04 14.92 0.32 0.91 -0.82 0.50 -0.87 -0.21

HIST1H2AD 460 0.00 0.97 0.00 0.00 0.00 0.00 0.64 0.67 0.00 0.00 0.16 -2.63 0.33 #NUM! 1.57 #NUM! #NUM! #NUM! #NUM!

HIST1H2AE 564 1.00 4.50 0.56 2.44 4.06 10.21 1.05 2.98 0.93 11.12 3.79 1.92 4.02 -2.01 0.16 -2.85 -0.72 0.01 1.43

HIST1H2AG 498 1.74 0.83 2.24 1.54 1.03 0.74 0.26 0.00 0.33 0.45 1.35 0.44 0.26 2.75 1.68 3.11 2.57 1.99 -0.87

HIST1H2AH 439 0.00 0.32 0.73 0.51 0.30 0.27 0.21 0.00 0.09 0.00 0.35 -1.50 0.07 #NUM! 2.10 3.29 2.78 2.00 -0.41

HIST1H2AI 469 0.33 0.45 0.97 0.63 0.00 0.00 0.00 0.66 0.01 0.16 0.40 -1.34 0.21 0.66 1.14 2.23 1.60 #NUM! #NUM!

HIST1H2AJ 439 0.75 0.05 0.03 0.38 0.00 0.23 0.00 0.00 0.01 0.01 0.24 -2.05 0.01 6.87 3.05 2.24 5.89 #NUM! -0.06

HIST1H2AK 460 0.54 0.65 0.22 0.24 0.23 0.51 0.29 0.00 0.88 0.29 0.40 -1.33 0.36 0.56 0.83 -0.71 -0.63 -0.69 0.37

HIST1H2AL 470 0.36 0.09 0.21 0.45 0.24 0.23 0.38 0.09 0.00 0.23 0.26 -1.92 0.17 1.03 -0.89 0.30 1.38 0.44 -0.20

HIST1H2AM 487 2.30 1.52 1.92 1.60 0.70 0.65 0.44 0.62 0.07 0.41 1.45 0.53 0.38 2.58 1.99 2.33 2.06 0.88 -1.15

HIST1H2BB 431 0.18 0.00 0.00 0.13 0.11 0.10 0.00 0.00 0.00 0.00 0.09 -3.51 0.00 8.55 #NUM! #NUM! 8.08 7.87 0.18

HIST1H2BC 438 7.66 3.11 5.56 4.53 2.54 0.00 3.43 4.94 1.36 4.34 3.90 1.96 3.52 1.12 -0.18 0.66 0.36 -0.47 #NUM!

HIST1H2BD 829 8.55 12.25 9.90 22.54 27.21 27.53 7.97 9.72 6.00 20.55 18.00 4.17 11.06 -0.37 0.15 -0.16 1.03 1.30 0.61

HIST1H2BE 435 0.44 0.85 0.82 0.49 0.00 0.37 0.33 0.20 0.00 1.16 0.50 -1.01 0.42 0.07 1.00 0.97 0.23 #NUM! -0.43

HIST1H2BF 430 0.94 1.33 0.13 0.27 0.48 0.00 0.33 0.22 0.18 0.66 0.52 -0.93 0.35 1.43 1.94 -1.46 -0.35 0.45 #NUM!

HIST1H2BG 445 2.74 5.78 0.47 0.87 3.79 0.00 0.89 0.60 1.19 7.74 2.28 1.19 2.60 0.07 1.15 -2.46 -1.58 0.54 #NUM!

HIST1H2BH 425 3.08 3.82 0.39 5.15 2.91 0.00 1.23 1.02 0.19 0.68 2.56 1.36 0.78 1.98 2.29 -1.01 2.72 1.90 #NUM!

HIST1H2BI 437 0.00 0.00 0.12 0.44 0.30 0.00 0.11 0.00 0.00 0.09 0.14 -2.81 0.05 #NUM! #NUM! 1.35 3.18 2.62 #NUM!

HIST1H2BJ 481 0.00 0.00 6.24 0.00 0.00 0.00 3.06 0.00 0.00 0.00 1.04 0.06 0.77 #NUM! #NUM! 3.03 #NUM! #NUM! #NUM!

HIST1H2BK 863 47.09 51.75 123.21 45.54 92.86 96.21 42.95 45.04 55.80 60.87 76.11 6.25 51.16 -0.12 0.02 1.27 -0.17 0.86 0.34

HIST1H2BL 453 0.58 0.27 1.09 0.49 0.38 0.69 0.03 0.35 0.00 0.29 0.58 -0.78 0.17 1.76 0.69 2.68 1.53 1.15 0.24

HIST1H2BM 446 0.04 0.21 0.00 1.02 0.36 0.59 0.03 0.00 0.08 0.22 0.37 -1.44 0.08 -1.23 1.31 #NUM! 3.61 2.10 0.67

HIST1H2BN 449 0.63 0.43 0.00 0.58 1.47 0.90 0.25 0.41 0.63 0.61 0.67 -0.58 0.47 0.42 -0.15 #NUM! 0.28 1.63 0.43

HIST1H2BO 467 1.09 1.66 0.18 0.83 2.27 2.02 0.11 0.28 1.26 1.23 1.34 0.42 0.72 0.59 1.20 -2.00 0.20 1.65 0.59

HIST1H3A 469 0.00 0.28 0.86 0.00 0.00 0.38 0.00 0.00 0.00 0.00 0.26 -1.97 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.59

HIST1H3B 472 0.62 0.28 0.75 0.22 0.08 0.38 0.65 0.09 0.00 0.00 0.39 -1.36 0.19 1.73 0.59 2.00 0.27 -1.20 -0.03

HIST1H3C 459 0.56 0.49 0.22 0.12 0.94 0.80 0.68 0.10 0.08 0.07 0.52 -0.94 0.23 1.25 1.07 -0.07 -0.99 2.00 0.61

HIST1H3D 864 0.75 0.36 0.22 1.11 2.44 0.83 0.25 0.21 0.26 0.00 0.95 -0.07 0.18 2.03 0.98 0.25 2.60 3.74 -0.20

HIST1H3E 462 0.18 0.66 0.42 0.60 0.60 0.00 0.10 0.48 0.16 0.37 0.41 -1.28 0.28 -0.59 1.27 0.61 1.13 1.12 #NUM!

HIST1H3F 466 0.09 0.00 0.33 0.00 0.41 0.25 0.00 0.10 0.00 0.02 0.18 -2.48 0.03 1.60 #NUM! 3.45 #NUM! 3.80 0.45

HIST1H3G 467 0.75 0.67 0.22 0.69 2.65 1.25 0.00 0.28 0.00 0.22 1.04 0.05 0.13 2.59 2.41 0.79 2.45 4.40 0.27

HIST1H3H 473 2.14 1.35 1.01 1.25 3.06 0.00 0.62 0.93 0.42 1.28 1.47 0.55 0.81 1.39 0.73 0.31 0.62 1.91 #NUM!

HIST1H3I 477 0.00 0.18 0.73 0.22 0.32 0.22 0.46 0.09 0.00 0.14 0.28 -1.84 0.17 #NUM! 0.09 2.09 0.36 0.89 -0.32

HIST1H3J 478 0.35 0.27 0.00 0.50 0.56 0.18 0.18 0.00 0.00 0.14 0.31 -1.70 0.08 2.11 1.77 #NUM! 2.62 2.79 -0.78

HIST1H4A 372 0.00 0.00 0.17 0.00 0.00 0.12 0.00 0.00 0.00 0.00 0.05 -4.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.29

HIST1H4B 357 0.00 0.00 0.74 0.58 0.14 0.16 0.16 0.00 0.00 0.24 0.27 -1.89 0.10 #NUM! #NUM! 2.91 2.55 0.45 -0.77

HIST1H4C 390 2.88 0.68 9.03 0.64 0.45 0.16 0.53 0.81 0.11 0.10 2.31 1.21 0.39 2.90 0.81 4.55 0.73 0.24 -3.86

HIST1H4D 367 0.14 0.00 0.00 0.73 0.13 0.48 0.30 0.00 0.60 0.00 0.25 -2.03 0.23 -0.67 #NUM! #NUM! 1.68 -0.82 0.96

HIST1H4E 377 0.00 1.17 0.49 0.34 0.44 0.68 0.00 0.00 0.46 0.39 0.52 -0.94 0.21 #NUM! 2.45 1.21 0.69 1.06 0.39

HIST1H4F 368 0.42 0.15 0.35 0.18 0.00 0.12 0.74 0.00 0.00 0.00 0.20 -2.30 0.19 1.18 -0.27 0.90 -0.04 #NUM! -0.78

HIST1H4H 374 0.90 1.73 0.94 1.19 1.01 1.63 0.69 0.93 0.96 1.50 1.23 0.30 1.02 -0.19 0.76 -0.12 0.22 -0.02 0.41

HIST1H4I 370 2.09 0.00 0.88 0.00 0.00 0.00 0.29 1.50 0.48 0.00 0.50 -1.01 0.57 1.88 #NUM! 0.64 #NUM! #NUM! #NUM!

HIST1H4J 356 0.79 1.29 0.00 0.99 0.85 0.60 0.28 0.26 0.16 0.27 0.75 -0.41 0.24 1.72 2.42 #NUM! 2.03 1.81 -0.32

HIST1H4K 354 0.65 0.63 0.00 0.81 1.82 0.99 0.28 0.30 0.39 0.15 0.82 -0.29 0.28 1.21 1.16 #NUM! 1.53 2.69 0.28

HIST1H4L 364 0.00 0.00 0.00 0.18 0.00 0.12 0.15 0.00 0.00 0.00 0.05 -4.29 0.04 #NUM! #NUM! #NUM! 2.28 #NUM! 1.25

HIST2H2AB 448 0.01 0.10 0.23 0.25 0.00 0.00 0.00 0.00 0.00 0.08 0.10 -3.35 0.02 -1.93 2.40 3.59 3.67 #NUM! #NUM!

HIST2H2AC 437 1.74 2.04 6.32 2.53 0.00 0.00 1.42 0.80 1.08 0.00 2.11 1.07 0.83 1.08 1.31 2.94 1.62 #NUM! #NUM!

HIST2H2BA 515 0.21 1.79 0.66 1.00 0.40 1.86 0.26 0.83 0.44 2.64 0.99 -0.02 1.04 -2.28 0.77 -0.66 -0.07 -1.37 0.91

HIST2H2BC 582 2.28 4.71 3.05 2.87 0.00 0.00 0.90 1.84 1.00 0.00 2.15 1.11 0.93 1.29 2.33 1.71 1.62 #NUM! #NUM!

HIST2H2BE 2223 2.16 14.53 2.99 3.85 6.74 26.75 5.34 6.33 6.52 20.29 9.50 3.25 9.62 -2.15 0.59 -1.69 -1.32 -0.51 1.49

HIST2H2BF 1875 0.47 2.82 0.00 1.18 0.26 4.86 1.64 0.50 0.77 2.45 1.60 0.68 1.34 -1.53 1.07 #NUM! -0.18 -2.35 1.60

HIST2H3D 457 0.37 0.23 0.02 0.12 0.34 0.30 0.30 0.23 0.57 0.38 0.23 -2.11 0.37 0.03 -0.67 -4.02 -1.63 -0.10 0.38

HIST3H2A 496 6.07 8.12 4.80 3.93 19.87 10.39 5.58 6.42 3.47 12.80 8.86 3.15 7.07 -0.22 0.20 -0.56 -0.85 1.49 0.23

HIST3H2BB 452 0.71 0.54 0.46 0.37 0.87 0.49 0.40 1.08 0.17 0.00 0.57 -0.80 0.41 0.80 0.39 0.17 -0.15 1.09 -0.23

HIST3H3 481 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HIST4H4 412 0.00 0.48 0.27 0.00 0.00 0.50 0.24 0.12 0.87 1.08 0.21 -2.25 0.58 #NUM! -0.26 -1.08 #NUM! #NUM! 1.26

HIVEP1 8891 1.24 5.24 7.58 4.39 0.79 2.43 7.99 10.69 0.90 5.41 3.61 1.85 6.25 -2.34 -0.25 0.28 -0.51 -2.99 -0.57

HIVEP2 9732 1.24 5.38 12.48 9.24 1.34 3.44 4.28 12.41 2.82 6.92 5.52 2.46 6.61 -2.41 -0.30 0.92 0.48 -2.30 -0.68

HIVEP3 8875 0.88 3.20 3.38 3.34 1.22 3.11 1.02 1.09 1.13 1.84 2.52 1.33 1.27 -0.53 1.33 1.41 1.39 -0.06 0.30

HJURP 3065 3.57 2.19 4.27 4.64 3.10 3.76 0.99 1.51 0.16 0.64 3.59 1.84 0.82 2.11 1.41 2.37 2.49 1.91 0.07

HK1 3979 18.50 28.72 57.30 41.41 49.11 22.15 45.53 43.98 62.79 40.22 36.20 5.18 48.13 -1.38 -0.74 0.25 -0.22 0.03 -0.71

HK2 7109 2.67 7.55 17.36 11.40 33.32 1.81 5.14 5.46 0.59 10.20 12.35 3.63 5.35 -1.00 0.50 1.70 1.09 2.64 -2.77

HK3 3080 0.39 0.76 0.86 1.10 4.47 1.27 0.25 0.17 3.45 0.91 1.48 0.56 1.19 -1.63 -0.65 -0.47 -0.11 1.91 -0.22

HKDC1 3719 0.08 4.28 0.89 0.32 0.17 0.04 0.00 0.01 0.21 0.05 0.96 -0.05 0.07 0.36 6.02 3.75 2.26 1.36 -4.47

HKR1 2952 4.62 10.92 7.99 2.81 3.84 6.35 6.06 4.91 9.20 6.55 6.09 2.61 6.68 -0.53 0.71 0.26 -1.25 -0.80 0.06

HLA-A 1574 596.41 1148.86 1352.03 420.06 1198.17 712.19 182.09 257.93 1105.41 683.22 904.62 9.82 557.16 0.10 1.04 1.28 -0.41 1.10 -0.35

HLA-B 1578 911.09 770.97 0.00 996.90 1884.03 1696.50 311.41 502.53 1207.51 784.21 1043.25 10.03 701.41 0.38 0.14 #NUM! 0.51 1.43 0.70

HLA-C 1543 668.35 1048.92 0.00 536.96 1333.56 1006.62 264.30 0.00 706.72 377.84 765.73 9.58 337.21 0.99 1.64 #NUM! 0.67 1.98 0.39

HLA-DMA 1122 0.00 0.00 0.00 0.00 144.14 0.00 0.00 0.00 75.24 0.00 24.02 4.59 18.81 #NUM! #NUM! #NUM! #NUM! 2.94 #NUM!

HLA-DMB 1412 0.00 0.00 0.00 0.00 62.51 0.00 0.00 0.00 34.40 0.00 10.42 3.38 8.60 #NUM! #NUM! #NUM! #NUM! 2.86 #NUM!

HLA-DOA 3485 0.00 0.00 0.00 0.00 0.00 0.00 2.66 0.00 0.00 0.00 0.00 #NUM! 0.67 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HLA-DOB 1388 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-DPA1 1157 115.35 128.40 91.56 50.37 159.60 233.06 22.62 39.88 95.78 114.77 129.72 7.02 68.26 0.76 0.91 0.42 -0.44 1.23 0.85

HLA-DPB1 4055 37.21 0.00 0.00 0.00 33.52 55.38 0.00 0.00 28.72 46.22 21.02 4.39 18.73 0.99 #NUM! #NUM! #NUM! 0.84 1.40

HLA-DPB2 805 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -7.96 0.00 #NUM! 3.18 #NUM! #NUM! #NUM! #NUM!

HLA-DQA1 1542 16.14 16.89 73.64 0.00 0.00 220.93 6.04 0.00 0.00 79.39 54.60 5.77 21.36 -0.40 -0.34 1.79 #NUM! #NUM! 2.02

HLA-DQA2 1152 14.56 0.00 0.00 0.00 111.30 0.00 0.00 0.00 0.00 0.00 20.98 4.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HLA-DQB1 1241 0.00 111.12 63.84 0.00 40.65 122.56 6.74 0.00 0.00 53.64 56.36 5.82 15.10 #NUM! 2.88 2.08 #NUM! 1.43 1.12

HLA-DQB2 1122 11.22 25.17 0.00 1.59 29.82 0.00 8.42 27.76 0.00 0.00 11.30 3.50 9.04 0.31 1.48 #NUM! -2.51 1.72 #NUM!

HLA-DRA 1312 0.00 620.56 0.00 0.00 1071.35 1278.65 101.78 0.00 764.78 555.66 495.09 8.95 355.55 #NUM! 0.80 #NUM! #NUM! 1.59 1.37

HLA-DRB1 1229 59.39 327.72 223.86 37.71 180.53 515.42 31.85 28.86 0.00 258.25 224.10 7.81 79.74 -0.43 2.04 1.49 -1.08 1.18 1.20

HLA-DRB3 1158 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-DRB4 1193 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-DRB5 1171 21.38 0.00 230.50 0.00 409.72 0.00 7.94 0.00 231.05 0.00 110.27 6.78 59.75 -1.48 #NUM! 1.95 #NUM! 2.78 #NUM!

HLA-DRB6 1235 13.85 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.31 1.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HLA-E 2679 236.71 392.79 336.16 268.17 522.42 541.11 169.14 150.29 523.16 451.74 382.89 8.58 323.58 -0.45 0.28 0.06 -0.27 0.69 0.50

HLA-F 1591 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-F-AS1 1914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-G 1578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-H 1839 153.86 0.00 0.00 0.00 0.00 0.00 0.00 56.33 0.00 0.00 25.64 4.68 14.08 3.45 #NUM! #NUM! #NUM! #NUM! #NUM!

HLA-J 1580 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLA-L 4622 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HLCS 6010 1.39 2.17 3.42 6.85 2.27 1.71 1.21 1.19 1.93 1.45 2.97 1.57 1.44 -0.05 0.59 1.24 2.25 0.65 -0.80



HLF 5607 1.11 1.08 0.46 0.45 0.08 2.75 1.85 2.00 3.29 3.81 0.99 -0.02 2.74 -1.30 -1.35 -2.56 -2.61 -5.07 1.48

HLTF 5351 5.08 5.20 5.31 9.10 4.64 10.46 2.72 3.09 2.87 3.33 6.63 2.73 3.00 0.76 0.79 0.82 1.60 0.63 0.66

HLX 2308 1.81 3.69 3.29 2.22 6.93 2.77 1.49 4.48 7.57 2.38 3.45 1.79 3.98 -1.14 -0.11 -0.28 -0.84 0.80 -0.32

HM13 2011 139.66 111.47 76.30 92.31 141.04 60.89 62.93 51.98 80.29 39.07 103.61 6.70 58.57 1.25 0.93 0.38 0.66 1.27 -0.77

HMBOX1 3233 1.89 2.86 2.41 1.94 0.56 1.14 2.64 2.62 0.55 0.87 1.80 0.85 1.67 0.18 0.78 0.53 0.22 -1.58 -0.65

HMBS 1526 7.98 3.59 3.82 4.10 14.59 4.92 3.53 3.29 8.05 4.15 6.50 2.70 4.76 0.75 -0.41 -0.32 -0.21 1.62 -0.40

HMCN1 18212 0.83 7.83 1.18 0.59 0.01 1.05 2.56 2.24 1.12 1.04 1.91 0.94 1.74 -1.07 2.17 -0.56 -1.56 -7.24 -0.87

HMCN2 15670 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HMG20A 3898 4.12 9.50 10.27 8.22 4.09 7.27 5.93 6.78 9.05 6.28 7.25 2.86 7.01 -0.77 0.44 0.55 0.23 -0.78 0.00

HMG20B 1584 38.19 35.59 44.36 62.97 229.59 27.74 34.29 30.19 58.90 32.84 73.07 6.19 39.05 -0.03 -0.13 0.18 0.69 2.56 -1.40

HMGA1 2198 88.44 93.15 233.45 235.43 286.95 61.87 113.65 107.66 10.20 94.16 166.55 7.38 81.42 0.12 0.19 1.52 1.53 1.82 -1.43

HMGA1P7 2200 0.00 0.10 0.01 0.16 0.28 0.08 0.05 0.02 0.01 0.02 0.11 -3.25 0.02 #NUM! 2.12 -0.72 2.71 3.57 -0.48

HMGA2 4150 0.14 0.12 0.69 0.21 0.52 0.46 0.07 0.25 0.06 0.15 0.36 -1.48 0.13 0.13 -0.15 2.40 0.69 1.97 0.37

HMGB1 3428 132.10 126.12 127.40 163.04 89.98 186.40 116.72 121.90 173.63 161.75 137.50 7.10 143.50 -0.12 -0.19 -0.17 0.18 -0.67 0.44

HMGB2 1527 35.22 35.61 88.99 99.40 186.39 189.90 39.61 26.24 31.42 58.03 105.92 6.73 38.82 -0.14 -0.12 1.20 1.36 2.26 0.84

HMGB3 3556 12.72 5.80 9.14 6.58 84.25 37.12 2.34 2.31 2.23 2.84 25.94 4.70 2.43 2.39 1.26 1.91 1.44 5.11 0.52

HMGB3P1 888 0.04 0.00 0.00 0.04 0.03 0.01 0.00 0.04 0.00 0.00 0.02 -5.64 0.01 1.83 #NUM! -1.74 2.16 1.54 -1.37

HMGB4 2352 0.11 0.20 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HMGCL 1617 8.94 10.92 8.26 9.81 11.35 16.92 7.96 7.25 20.94 12.30 11.03 3.46 12.11 -0.44 -0.15 -0.55 -0.30 -0.09 0.62

HMGCLL1 2571 0.04 0.02 0.04 0.00 0.00 0.25 0.16 0.07 0.90 0.35 0.06 -4.10 0.37 -3.09 -4.09 -3.28 #NUM! #NUM! 2.08

HMGCR 4589 3.64 7.23 13.74 14.22 3.88 9.02 22.25 52.45 3.67 39.34 8.62 3.11 29.43 -3.01 -2.02 -1.10 -1.05 -2.92 0.06

HMGCS1 3510 11.60 14.85 122.64 19.07 7.81 15.34 99.17 103.35 7.67 182.41 31.88 4.99 98.15 -3.08 -2.72 0.32 -2.36 -3.65 -1.06

HMGCS2 2477 0.13 1.81 0.00 0.00 0.00 0.27 0.99 0.27 0.01 0.14 0.37 -1.44 0.35 -1.44 2.36 #NUM! #NUM! #NUM! -0.46

HMGN1 1313 86.40 83.00 103.41 162.87 191.05 206.94 46.52 43.15 73.89 125.49 138.95 7.12 72.26 0.26 0.20 0.52 1.17 1.40 0.57

HMGN2 1989 141.89 109.04 136.55 156.77 307.71 344.39 80.78 81.67 167.26 143.07 199.39 7.64 118.19 0.26 -0.12 0.21 0.41 1.38 0.79

HMGN2P46 1927 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HMGN3 1484 64.27 26.99 47.09 37.54 71.06 91.25 37.01 29.82 56.84 79.67 56.37 5.82 50.83 0.34 -0.91 -0.11 -0.44 0.48 0.69

HMGN4 1980 16.98 19.57 19.79 19.05 26.76 38.87 15.68 13.70 45.91 34.78 23.50 4.55 27.52 -0.70 -0.49 -0.48 -0.53 -0.04 0.73

HMGN5 2126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HMGXB3 5422 4.65 10.12 7.62 10.14 9.48 0.00 5.33 5.42 8.64 0.00 7.00 2.81 4.85 -0.06 1.06 0.65 1.06 0.97 #NUM!

HMGXB4 4264 7.60 8.42 12.96 11.23 2.55 5.32 7.79 10.98 4.13 4.79 8.02 3.00 6.92 0.14 0.28 0.90 0.70 -1.44 -0.59

HMHA1 4349 0.00 8.40 8.05 6.06 10.09 5.68 2.76 1.99 3.48 2.62 6.38 2.67 2.71 #NUM! 1.63 1.57 1.16 1.90 -0.17

HMHB1 397 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HMMR 3144 4.79 2.15 3.81 7.26 1.59 2.87 1.51 2.03 0.07 0.36 3.74 1.90 0.99 2.27 1.11 1.94 2.87 0.67 -0.38

HMOX1 1606 14.02 21.06 31.34 10.48 23.97 21.30 27.81 32.09 15.04 27.16 20.36 4.35 25.53 -0.86 -0.28 0.30 -1.28 -0.09 0.07

HMOX2 1872 28.06 19.29 13.34 25.08 63.12 16.06 24.59 18.28 24.74 18.65 27.49 4.78 21.56 0.38 -0.16 -0.69 0.22 1.55 -0.78

HMP19 2356 0.00 0.00 0.00 0.00 0.03 0.02 0.00 0.00 0.01 0.01 0.01 -6.83 0.00 #NUM! #NUM! #NUM! #NUM! 2.71 1.21

HMSD 640 4.92 1.65 0.00 0.14 2.38 1.49 0.18 0.18 0.60 0.23 1.76 0.82 0.30 4.05 2.47 #NUM! -1.04 3.00 -0.24

HMX1 1896 0.00 0.01 0.00 0.00 0.00 0.23 0.00 0.00 0.00 0.01 0.04 -4.62 0.00 #NUM! 2.30 #NUM! #NUM! #NUM! 2.50

HMX2 1628 0.02 0.00 0.00 0.00 0.55 0.17 0.05 0.00 0.00 0.01 0.12 -3.04 0.02 0.01 #NUM! #NUM! #NUM! 5.00 0.45

HMX3 1074 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.01 -6.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

HN1 1696 53.92 37.26 57.57 65.71 187.16 32.96 36.76 37.92 0.00 42.53 72.43 6.18 29.30 0.88 0.35 0.97 1.17 2.68 -1.14

HN1L 3705 26.02 16.01 16.91 28.84 50.19 18.70 17.06 13.62 8.50 12.42 26.11 4.71 12.90 1.01 0.31 0.39 1.16 1.96 -0.48

HNF1A 3241 0.00 3.56 1.65 0.00 0.84 0.00 0.00 0.71 0.00 0.00 1.01 0.01 0.18 #NUM! 4.33 3.23 #NUM! 2.25 #NUM!

HNF1A-AS1 2455 0.06 0.00 0.00 0.06 0.00 0.01 0.01 0.02 0.00 0.01 0.02 -5.47 0.01 2.58 #NUM! #NUM! 2.54 #NUM! -1.23

HNF1B 2842 0.00 3.39 0.00 0.04 0.00 0.03 0.01 0.04 0.00 0.10 0.58 -0.79 0.04 #NUM! 6.52 #NUM! -0.03 #NUM! -4.09

HNF4A 3239 0.32 11.61 0.01 0.01 0.02 0.01 0.05 0.03 0.00 0.06 2.00 1.00 0.03 3.25 8.41 -1.83 -1.73 -0.57 -8.07

HNF4G 4101 0.11 1.52 0.68 0.01 0.35 0.08 0.01 0.04 0.03 0.09 0.46 -1.13 0.04 1.32 5.14 3.98 -2.44 3.01 -2.46

HNMT 3373 4.83 8.10 2.24 1.57 2.64 16.00 5.12 2.54 14.00 13.52 5.90 2.56 8.79 -0.86 -0.12 -1.97 -2.48 -1.73 1.44

HNRNPA0 2983 15.54 27.49 23.10 35.10 74.84 53.04 23.92 24.38 53.01 52.40 38.19 5.25 38.43 -1.31 -0.48 -0.73 -0.13 0.96 0.47

HNRNPA1 1941 160.00 173.78 102.54 89.91 371.55 459.93 157.82 98.75 198.67 395.04 226.28 7.82 212.57 -0.41 -0.29 -1.05 -1.24 0.81 1.02

HNRNPA1L2 2365 2.39 4.16 3.87 3.68 3.83 5.45 3.56 2.58 4.45 5.64 3.90 1.96 4.06 -0.76 0.04 -0.07 -0.14 -0.08 0.48

HNRNPA1P10 1354 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HNRNPA2B1 3702 47.23 92.09 109.90 83.41 98.35 271.07 68.92 56.85 88.10 118.91 117.01 6.87 83.20 -0.82 0.15 0.40 0.00 0.24 1.21

HNRNPA3 5808 5.84 20.83 20.95 85.78 50.38 51.66 25.24 19.45 34.90 54.23 39.24 5.29 33.45 -2.52 -0.68 -0.67 1.36 0.59 0.40

HNRNPA3P1 3006 0.01 0.02 0.02 0.09 0.07 0.10 0.00 0.00 0.02 0.06 0.05 -4.31 0.02 -1.20 -0.24 -0.21 2.27 1.90 0.96

HNRNPAB 1837 56.06 80.14 67.86 143.08 235.68 81.88 55.53 66.97 81.20 75.21 110.78 6.79 69.73 -0.31 0.20 -0.04 1.04 1.76 -0.44

HNRNPC 3252 209.55 202.28 276.46 67.57 226.52 168.11 148.98 107.47 324.79 325.69 191.75 7.58 226.73 -0.11 -0.16 0.29 -1.75 0.00 -0.19

HNRNPD 2257 45.50 77.79 167.55 93.14 313.02 145.22 63.15 46.02 92.49 142.15 140.37 7.13 85.95 -0.92 -0.14 0.96 0.12 1.86 0.05

HNRNPF 2773 65.90 70.45 146.58 96.96 136.72 101.88 45.31 57.17 70.28 78.86 103.08 6.69 62.90 0.07 0.16 1.22 0.62 1.12 -0.02

HNRNPH1 2274 34.36 58.58 69.70 102.78 64.12 102.39 49.43 95.46 61.28 101.25 71.99 6.17 76.85 -1.16 -0.39 -0.14 0.42 -0.26 0.51

HNRNPH2 2392 0.00 18.57 17.50 16.19 0.00 0.00 12.24 18.16 0.00 0.00 8.71 3.12 7.60 #NUM! 1.29 1.20 1.09 #NUM! #NUM!

HNRNPH3 2427 22.71 28.12 37.98 50.12 31.58 75.75 27.62 29.89 43.31 86.20 41.04 5.36 46.76 -1.04 -0.73 -0.30 0.10 -0.57 0.88

HNRNPK 2995 133.62 161.45 427.68 287.03 269.27 178.59 122.82 164.01 173.96 195.02 242.94 7.92 163.95 -0.30 -0.02 1.38 0.81 0.72 -0.44

HNRNPKP3 1882 0.01 0.05 0.00 0.03 0.05 0.10 0.00 0.00 0.05 0.05 0.04 -4.70 0.03 -1.62 0.76 -2.82 -0.10 0.94 1.32

HNRNPL 2129 49.97 77.04 112.73 117.09 148.88 107.83 68.62 91.51 107.10 92.98 102.26 6.68 90.05 -0.85 -0.23 0.32 0.38 0.73 0.08

HNRNPM 2553 11.85 20.03 42.06 38.90 108.74 76.09 21.79 20.38 66.26 65.08 49.61 5.63 43.38 -1.87 -1.12 -0.04 -0.16 1.33 0.62

HNRNPR 2760 20.63 30.54 49.43 47.21 30.71 71.52 26.81 40.03 34.88 49.25 41.67 5.38 37.74 -0.87 -0.31 0.39 0.32 -0.30 0.78

HNRNPU 6846 12.52 12.85 124.62 44.62 60.35 33.92 42.79 18.51 25.80 38.47 48.15 5.59 31.39 -1.33 -1.29 1.99 0.51 0.94 -0.51

HNRNPUL1 4201 35.05 59.66 62.04 101.08 28.93 40.00 46.97 37.31 57.13 34.75 54.46 5.77 44.04 -0.33 0.44 0.49 1.20 -0.61 -0.45

HNRNPUL2 5156 8.09 19.29 30.10 26.55 17.90 27.36 18.67 13.50 20.94 15.88 21.55 4.43 17.25 -1.09 0.16 0.80 0.62 0.05 0.34

HNRNPUL2-BSCL2 4014 0.00 0.00 11.84 0.00 7.39 0.00 0.00 4.60 0.00 0.00 3.21 1.68 1.15 #NUM! #NUM! 3.36 #NUM! 2.68 #NUM!

HNRPDL 4262 15.60 27.88 98.31 42.39 59.07 83.80 22.58 26.47 53.30 75.04 54.51 5.77 44.34 -1.51 -0.67 1.15 -0.07 0.41 0.62

HNRPLL 3053 3.76 6.25 13.82 7.73 8.43 14.97 5.98 6.23 12.92 16.88 9.16 3.20 10.50 -1.48 -0.75 0.40 -0.44 -0.32 0.71

HOGA1 2501 0.29 0.18 0.25 0.79 0.80 0.17 0.37 0.22 0.33 0.21 0.41 -1.28 0.28 0.02 -0.67 -0.17 1.47 1.49 -1.27

HOMER1 4228 1.06 2.11 2.24 3.92 1.55 2.95 1.88 2.97 0.40 2.49 2.30 1.20 1.94 -0.87 0.12 0.21 1.02 -0.32 0.36

HOMER2 2005 9.05 5.82 12.59 28.09 7.60 1.93 19.81 16.60 0.26 8.81 10.85 3.44 11.37 -0.33 -0.97 0.15 1.30 -0.58 -2.49

HOMER3 1991 16.93 23.46 23.29 12.69 42.43 17.43 9.65 9.90 18.25 12.44 22.70 4.50 12.56 0.43 0.90 0.89 0.01 1.76 -0.38

HOMEZ 3741 2.94 3.29 7.72 5.66 4.97 1.53 3.44 2.12 1.67 2.26 4.35 2.12 2.37 0.31 0.47 1.70 1.25 1.07 -1.51

HOOK1 5865 1.34 2.01 5.51 6.69 1.68 4.84 2.01 3.82 0.03 2.89 3.68 1.88 2.19 -0.71 -0.12 1.33 1.61 -0.38 0.40

HOOK2 2628 4.77 8.29 11.78 10.82 9.87 4.54 12.06 8.71 2.87 6.83 8.35 3.06 7.62 -0.67 0.12 0.63 0.51 0.37 -0.88

HOOK3 14460 1.05 4.17 2.97 1.64 0.57 2.58 3.15 3.91 2.11 4.20 2.16 1.11 3.34 -1.67 0.32 -0.17 -1.03 -2.56 0.25

HOPX 1682 207.44 71.99 14.99 29.93 11.10 77.17 293.18 265.65 76.36 266.99 68.77 6.10 225.54 -0.12 -1.65 -3.91 -2.91 -4.34 0.17

HORMAD1 1898 0.00 0.85 3.23 2.63 0.03 0.00 0.00 0.10 0.04 0.39 1.12 0.17 0.13 #NUM! 2.67 4.60 4.31 -2.30 #NUM!

HORMAD2 1909 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 0.01 -7.41 0.00 #NUM! #NUM! #NUM! #NUM! 3.39 -3.97

HOTAIR 2337 0.09 0.05 0.00 0.39 0.29 0.60 0.10 0.00 0.17 0.04 0.24 -2.07 0.08 0.26 -0.74 #NUM! 2.35 1.92 1.34

HOTTIP 3772 1.17 7.00 0.20 0.21 0.00 0.57 4.94 1.88 2.44 0.00 1.53 0.61 2.32 -0.99 1.60 -3.50 -3.48 #NUM! -1.43

HOXA1 2561 1.71 0.68 0.92 2.18 1.59 0.39 0.30 0.25 0.07 0.27 1.24 0.32 0.22 2.93 1.59 2.03 3.28 2.82 -1.68

HOXA10 2648 3.49 14.93 2.87 3.38 1.65 9.87 6.01 2.40 14.40 13.70 6.03 2.59 9.13 -1.39 0.71 -1.67 -1.43 -2.46 0.71

HOXA10-HOXA9 2110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HOXA11 2653 3.99 7.75 0.22 0.58 0.15 2.01 1.77 1.64 3.71 4.72 2.45 1.29 2.96 0.43 1.39 -3.73 -2.35 -4.30 -0.29

HOXA11-AS1 1628 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HOXA13 2514 7.90 11.43 0.42 0.48 0.03 1.88 7.91 5.04 12.85 6.01 3.69 1.88 7.95 -0.01 0.52 -4.25 -4.04 -8.06 -0.97

HOXA2 1791 0.19 0.36 0.18 0.02 0.07 0.00 0.16 0.17 0.67 0.00 0.14 -2.87 0.25 -0.44 0.51 -0.47 -3.69 -1.80 #NUM!

HOXA3 3396 0.41 1.44 0.72 0.57 3.11 0.63 0.68 0.95 1.29 0.61 1.14 0.19 0.88 -1.12 0.71 -0.30 -0.62 1.82 -0.87

HOXA4 1728 1.22 1.21 2.22 4.77 2.00 1.42 0.90 1.32 2.62 1.03 2.14 1.10 1.47 -0.26 -0.29 0.60 1.70 0.44 -0.59

HOXA5 1657 2.46 1.11 0.00 1.12 1.59 2.34 0.00 0.31 1.23 0.91 1.44 0.52 0.61 2.01 0.86 #NUM! 0.88 1.37 0.70

HOXA6 802 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HOXA7 2018 12.43 4.40 9.79 10.38 7.20 3.85 7.41 4.54 3.25 1.60 8.01 3.00 4.20 1.57 0.07 1.22 1.31 0.78 -1.06

HOXA9 2076 3.53 7.65 0.46 1.02 0.00 0.00 1.48 2.44 0.00 4.90 2.11 1.08 2.21 0.68 1.79 -2.25 -1.11 #NUM! #NUM!

HOXB1 1014 0.33 0.18 0.04 0.00 0.00 0.05 0.19 0.27 0.00 0.00 0.10 -3.32 0.11 1.53 0.67 -1.70 #NUM! #NUM! -0.93

HOXB13 3047 1.06 4.31 0.13 0.00 0.63 0.72 5.24 3.68 0.02 2.12 1.14 0.19 2.76 -1.38 0.64 -4.39 #NUM! -2.12 -0.66

HOXB13-AS1 564 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HOXB2 1614 15.07 15.43 9.26 1.65 7.40 32.19 16.21 7.75 23.45 21.51 13.50 3.76 17.23 -0.19 -0.16 -0.90 -3.38 -1.22 1.25

HOXB3 3627 2.76 9.55 0.00 0.65 0.00 6.57 2.33 1.65 2.42 0.00 3.26 1.70 1.60 0.79 2.58 #NUM! -1.30 #NUM! 1.01

HOXB4 2042 3.17 0.00 1.29 1.94 1.68 0.00 1.95 1.51 4.23 1.87 1.35 0.43 2.39 0.41 #NUM! -0.89 -0.30 -0.51 #NUM!

HOXB5 1830 0.62 0.00 0.00 0.34 0.00 0.00 0.64 0.26 0.00 0.00 0.16 -2.64 0.22 1.46 #NUM! #NUM! 0.62 #NUM! #NUM!

HOXB6 1686 0.84 0.00 0.00 0.86 2.17 6.85 0.47 0.46 0.00 0.00 1.79 0.84 0.23 1.85 #NUM! #NUM! 1.89 3.22 1.94

HOXB7 1377 14.47 11.76 9.97 10.26 17.77 12.92 5.60 3.56 5.33 4.54 12.86 3.68 4.76 1.60 1.31 1.07 1.11 1.90 0.01

HOXB8 1834 0.23 2.95 0.14 0.13 0.44 3.76 0.38 0.25 1.21 1.68 1.28 0.35 0.88 -1.95 1.75 -2.63 -2.72 -0.99 1.56

HOXB9 2711 0.86 4.67 2.80 0.14 2.25 4.55 0.30 0.24 0.77 0.85 2.54 1.35 0.54 0.67 3.12 2.38 -1.96 2.06 0.84

HOXC10 2017 3.75 0.06 0.07 0.07 1.33 3.35 0.15 0.03 0.74 0.23 1.44 0.52 0.28 3.72 -2.34 -2.12 -2.02 2.22 1.22

HOXC11 2100 1.54 0.20 0.00 1.41 3.32 0.59 0.00 0.01 0.36 0.05 1.17 0.23 0.10 3.87 0.94 #NUM! 3.74 4.98 -1.00

HOXC12 849 0.00 0.00 0.00 0.00 3.42 0.26 0.00 0.00 0.00 0.00 0.61 -0.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.22

HOXC13 2435 2.07 0.12 0.38 3.66 3.02 0.77 0.00 0.00 0.02 0.05 1.67 0.74 0.02 6.98 2.92 4.54 7.81 7.53 -1.12

HOXC4 2300 0.96 0.16 0.45 1.77 1.15 1.25 0.11 0.02 0.22 0.16 0.96 -0.06 0.13 2.94 0.37 1.83 3.82 3.19 0.39

HOXC5 1641 0.51 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.18 0.00 0.08 -3.56 0.05 3.33 #NUM! #NUM! #NUM! #NUM! #NUM!

HOXC6 2072 1.51 0.14 0.16 2.09 2.09 0.00 0.17 0.03 0.70 0.13 1.00 0.00 0.26 2.55 -0.87 -0.66 3.02 3.03 #NUM!

HOXC8 2290 0.48 0.11 0.03 0.74 0.78 0.73 0.01 0.00 0.17 0.08 0.48 -1.06 0.06 2.92 0.73 -1.21 3.53 3.61 0.61

HOXC9 1640 1.17 0.04 0.09 1.65 1.54 0.79 0.04 0.02 0.24 0.18 0.88 -0.19 0.12 3.29 -1.70 -0.48 3.79 3.69 -0.16

HOXD1 1991 1.94 0.00 1.74 0.00 0.49 0.00 0.00 0.00 0.00 0.00 0.69 -0.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HOXD10 1814 7.48 0.00 7.42 16.79 4.48 9.07 6.47 4.57 8.66 6.15 7.54 2.91 6.46 0.21 #NUM! 0.20 1.38 -0.53 0.27

HOXD11 1463 0.00 0.00 0.00 15.75 10.48 0.00 8.43 0.00 8.39 5.82 4.37 2.13 5.66 #NUM! #NUM! #NUM! 1.48 0.89 #NUM!

HOXD12 813 0.16 0.16 0.00 0.00 0.04 0.00 0.61 0.08 0.00 0.30 0.06 -4.06 0.25 -0.63 -0.60 #NUM! #NUM! -2.74 #NUM!

HOXD13 2341 3.54 3.61 0.72 3.80 5.70 5.25 13.27 4.18 21.86 8.90 3.77 1.91 12.05 -1.77 -1.74 -4.07 -1.67 -1.08 0.48

HOXD3 2319 0.00 0.00 0.00 0.00 0.00 0.00 0.79 0.00 0.00 0.88 0.00 #NUM! 0.42 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HOXD4 1298 2.83 1.13 0.44 0.00 0.38 0.00 1.17 0.86 0.00 0.00 0.80 -0.33 0.51 2.48 1.16 -0.20 #NUM! -0.41 #NUM!

HOXD8 2599 3.86 2.58 3.37 8.78 3.75 9.17 5.64 4.93 16.43 8.15 5.25 2.39 8.79 -1.19 -1.77 -1.38 0.00 -1.23 0.80

HOXD9 1902 4.41 8.68 6.31 10.00 5.36 4.48 5.92 6.58 12.50 7.55 6.54 2.71 8.14 -0.88 0.09 -0.37 0.30 -0.60 -0.55

HP 1461 1.09 0.44 0.11 0.03 1.72 2.93 0.05 0.00 4.11 11.11 1.05 0.08 3.82 -1.80 -3.11 -5.18 -7.02 -1.15 1.47

HP1BP3 3938 13.67 39.32 38.76 46.44 13.53 47.11 31.59 37.10 36.10 35.60 33.14 5.05 35.10 -1.36 0.16 0.14 0.40 -1.37 0.51

HPCA 1440 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HPCAL1 1920 13.79 23.36 17.04 20.14 51.94 19.24 12.50 12.49 35.32 17.58 24.25 4.60 19.47 -0.50 0.26 -0.19 0.05 1.42 -0.33

HPCAL4 4277 0.07 0.10 0.08 0.21 0.14 0.12 0.03 0.02 0.05 0.04 0.12 -3.08 0.04 0.89 1.43 1.11 2.57 1.92 -0.01

HPD 1916 0.10 0.40 0.19 0.00 0.43 0.25 0.31 0.12 4.05 0.15 0.23 -2.13 1.16 -3.51 -1.51 -2.62 #NUM! -1.43 0.11

HPDL 1803 1.07 4.21 1.58 2.51 12.53 0.66 0.58 0.51 0.37 0.56 3.76 1.91 0.51 1.09 3.06 1.65 2.31 4.63 -2.51

HPGD 2787 5.44 23.07 1.54 0.67 1.71 14.95 23.68 34.31 11.72 45.87 7.90 2.98 28.90 -2.41 -0.32 -4.23 -5.44 -4.08 0.92

HPGDS 1615 2.34 1.80 1.18 0.68 0.49 5.86 1.84 6.07 3.87 3.60 2.06 1.04 3.84 -0.71 -1.09 -1.70 -2.50 -2.98 1.51

HPN 2389 0.00 0.00 0.00 0.00 0.00 0.26 0.38 0.17 0.26 0.19 0.04 -4.51 0.25 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

HPR 1245 0.00 0.19 0.00 0.07 0.00 0.00 0.05 0.00 0.40 0.22 0.04 -4.50 0.17 #NUM! 0.18 #NUM! -1.18 #NUM! #NUM!

HPRT1 1435 16.13 9.72 15.86 14.19 62.13 29.15 4.25 4.77 13.66 18.75 24.53 4.62 10.36 0.64 -0.09 0.62 0.45 2.58 0.25

HPS1 3729 2.99 7.18 0.00 14.43 7.48 2.94 10.89 7.87 4.55 5.26 5.84 2.55 7.14 -1.25 0.01 #NUM! 1.02 0.07 -0.99

HPS3 4451 3.13 4.22 3.91 5.08 0.00 4.65 1.72 2.91 3.14 3.03 3.50 1.81 2.70 0.21 0.64 0.53 0.91 #NUM! 0.41

HPS4 4539 6.40 7.19 6.66 8.33 2.52 3.96 6.58 5.05 3.72 4.63 5.84 2.55 5.00 0.36 0.52 0.42 0.74 -0.99 -0.56

HPS5 4880 2.20 6.02 4.36 3.25 3.70 4.65 2.32 4.12 2.91 3.79 4.03 2.01 3.28 -0.58 0.87 0.41 -0.01 0.17 0.21

HPS6 2690 4.72 3.19 2.39 6.56 12.38 1.81 4.42 1.73 3.71 2.61 5.18 2.37 3.12 0.60 0.03 -0.38 1.07 1.99 -1.52

HPSE 4668 1.80 2.26 4.11 4.88 8.78 3.22 2.02 2.15 0.72 2.74 4.18 2.06 1.91 -0.08 0.24 1.11 1.35 2.20 -0.38

HPSE2 4419 1.51 5.33 1.52 0.35 0.00 9.50 7.06 8.36 7.29 27.03 3.04 1.60 12.44 -3.04 -1.22 -3.03 -5.14 #NUM! 1.65

HPVC1 1198 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HPX 1635 0.00 0.12 0.10 0.00 0.03 0.11 0.25 0.00 0.34 0.24 0.06 -4.05 0.21 #NUM! -0.77 -1.03 #NUM! -2.68 0.82

HR 5528 6.04 6.46 5.55 13.82 7.07 5.28 12.32 8.32 0.47 7.06 7.37 2.88 7.04 -0.22 -0.12 -0.34 0.97 0.01 -0.48

HRAS 1251 17.00 14.15 41.41 25.21 95.68 35.29 27.88 16.07 27.42 30.92 38.12 5.25 25.57 -0.59 -0.85 0.70 -0.02 1.90 -0.11

HRASLS 1075 4.73 0.26 2.38 0.68 0.53 0.77 0.45 0.29 0.53 0.16 1.56 0.64 0.36 3.73 -0.46 2.74 0.93 0.57 -1.02

HRASLS2 785 0.00 0.69 0.48 0.45 1.09 0.43 0.24 0.69 0.08 0.53 0.52 -0.93 0.39 #NUM! 0.84 0.31 0.24 1.49 -0.28

HRASLS5 3097 0.01 0.44 0.07 0.02 0.00 0.17 0.14 0.07 0.95 0.13 0.12 -3.08 0.32 -5.24 0.46 -2.20 -3.91 #NUM! 0.48

HRC 2430 0.26 0.54 0.29 0.33 0.09 0.87 0.84 0.46 3.53 1.28 0.40 -1.33 1.53 -2.56 -1.49 -2.39 -2.23 -4.01 1.13

HRCT1 971 0.16 1.89 0.08 0.13 0.97 0.46 0.38 0.37 2.90 0.71 0.62 -0.70 1.09 -2.74 0.79 -3.82 -3.03 -0.17 -0.43

HRG 1964 0.00 0.03 0.02 0.00 0.03 0.00 0.03 0.01 0.00 0.00 0.01 -6.40 0.01 #NUM! 1.37 0.59 #NUM! 1.26 #NUM!

HRH1 4578 1.12 5.32 2.15 4.28 3.50 6.38 4.14 5.71 10.69 11.20 3.79 1.92 7.93 -2.83 -0.58 -1.89 -0.89 -1.18 0.75

HRH2 3095 0.86 1.89 1.63 1.21 2.67 1.95 0.98 0.36 3.67 0.62 1.70 0.77 1.40 -0.70 0.43 0.22 -0.21 0.92 0.20

HRH3 2680 0.06 0.00 0.00 0.00 0.01 0.01 0.02 0.00 0.00 0.00 0.01 -6.27 0.01 3.51 #NUM! #NUM! #NUM! 0.83 -0.57

HRH4 3686 0.00 0.00 0.04 0.07 0.03 0.01 0.01 0.00 0.00 0.01 0.03 -5.24 0.00 #NUM! #NUM! 3.65 4.19 3.28 -1.02

HRK 716 1.96 0.00 1.11 1.11 2.78 0.17 0.00 0.10 0.00 0.08 1.19 0.25 0.05 5.44 #NUM! 4.61 4.63 5.95 -2.80

HRNR 9623 0.01 0.01 0.04 0.02 0.00 0.02 0.05 0.04 0.00 0.05 0.02 -5.95 0.03 -2.15 -1.61 0.22 -1.09 #NUM! 0.36

HRSP12 1011 7.58 2.82 3.95 4.22 21.27 17.04 4.57 2.72 7.25 10.20 9.48 3.24 6.18 0.29 -1.13 -0.65 -0.55 1.78 0.85

HS1BP3 2403 5.01 6.39 3.55 6.38 15.55 7.41 5.77 4.82 20.42 6.82 7.38 2.88 9.46 -0.92 -0.56 -1.41 -0.57 0.72 0.00

HS2ST1 6770 1.96 3.34 2.96 1.90 2.58 7.00 2.22 2.76 3.97 5.30 3.29 1.72 3.56 -0.87 -0.09 -0.27 -0.91 -0.47 1.09

HS3ST1 1965 6.07 14.76 3.53 11.96 7.06 4.47 3.17 15.46 7.31 9.47 7.98 3.00 8.85 -0.54 0.74 -1.33 0.43 -0.33 -0.83

HS3ST2 1968 0.38 0.61 0.69 0.26 0.03 0.94 0.06 0.16 0.43 1.35 0.48 -1.05 0.50 -0.40 0.28 0.47 -0.92 -4.25 0.95

HS3ST3A1 2546 0.80 1.64 10.17 0.80 0.18 2.15 1.98 1.41 2.01 2.84 2.62 1.39 2.06 -1.37 -0.33 2.30 -1.36 -3.53 -0.29

HS3ST3B1 2032 0.64 1.89 11.18 0.63 0.31 1.25 1.52 1.44 0.84 1.56 2.65 1.41 1.34 -1.06 0.50 3.06 -1.09 -2.09 -1.09

HS3ST4 3203 0.30 0.12 0.12 0.00 0.01 0.19 0.42 0.07 0.00 0.10 0.13 -2.99 0.15 1.02 -0.29 -0.27 -7.19 -4.23 0.63

HS3ST5 2744 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.02 0.00 0.00 -8.95 0.00 #NUM! #NUM! #NUM! 1.51 #NUM! #NUM!

HS3ST6 1063 5.00 1.84 0.47 0.43 0.24 0.60 15.24 9.00 0.00 1.34 1.43 0.52 6.39 -0.35 -1.79 -3.77 -3.90 -4.75 -1.26

HS6ST1 3966 15.22 10.82 14.62 20.03 15.74 10.08 9.65 12.60 4.82 6.62 14.42 3.85 8.42 0.85 0.36 0.80 1.25 0.90 -0.52

HS6ST2 4576 0.08 0.83 2.38 1.26 4.92 0.85 0.05 0.03 0.90 0.68 1.72 0.78 0.42 -2.36 0.99 2.51 1.59 3.56 -1.01

HS6ST3 7817 0.01 0.03 0.00 0.12 0.00 0.05 0.01 0.01 0.05 0.14 0.04 -4.77 0.05 -2.43 -0.79 -3.79 1.22 -8.57 0.56

HSBP1 1919 142.35 45.15 33.43 59.49 218.74 120.18 92.12 41.51 51.47 60.08 103.22 6.69 61.29 1.22 -0.44 -0.87 -0.04 1.84 0.22

HSBP1L1 766 15.47 33.70 28.24 36.32 49.17 19.26 21.30 9.42 11.52 14.24 30.36 4.92 14.12 0.13 1.25 1.00 1.36 1.80 -0.66

HSCB 1106 7.50 6.51 10.99 7.64 7.34 17.25 4.31 4.06 12.31 11.41 9.54 3.25 8.02 -0.10 -0.30 0.45 -0.07 -0.13 0.85

HSD11B1 1479 1.03 2.81 1.86 1.19 1.96 5.97 1.91 1.55 3.88 3.66 2.47 1.30 2.75 -1.42 0.03 -0.56 -1.21 -0.49 1.27

HSD11B1L 1677 2.86 2.29 0.94 2.11 0.00 0.00 1.12 0.00 0.00 0.00 1.37 0.45 0.28 3.35 3.03 1.75 2.92 #NUM! #NUM!

HSD11B2 1939 4.73 12.15 1.59 3.98 12.52 3.28 7.84 5.34 7.35 5.96 6.38 2.67 6.62 -0.49 0.87 -2.06 -0.74 0.92 -0.96

HSD17B1 2248 5.12 7.63 3.13 3.12 11.90 2.64 3.53 2.68 5.67 4.09 5.59 2.48 3.99 0.36 0.94 -0.35 -0.35 1.58 -1.08

HSD17B10 963 58.63 42.09 55.49 48.68 104.31 69.40 38.58 29.50 65.87 50.09 63.10 5.98 46.01 0.35 -0.13 0.27 0.08 1.18 0.14

HSD17B11 1892 14.19 19.02 5.59 4.53 6.92 49.63 23.91 12.68 37.80 49.66 16.64 4.06 31.01 -1.13 -0.71 -2.47 -2.78 -2.16 1.58

HSD17B12 2556 9.67 20.25 24.70 26.09 22.83 31.64 13.47 21.62 25.69 36.45 22.53 4.49 24.31 -1.33 -0.26 0.02 0.10 -0.09 0.49

HSD17B13 2395 0.36 0.53 0.13 0.10 0.03 0.00 6.27 2.19 1.46 3.14 0.19 -2.39 3.26 -3.20 -2.62 -4.66 -4.97 -6.99 #NUM!

HSD17B14 1277 4.02 6.66 2.81 1.49 2.84 14.98 4.78 4.09 16.93 13.02 5.47 2.45 9.70 -1.27 -0.54 -1.79 -2.71 -1.77 1.45

HSD17B2 1451 0.90 2.01 0.05 1.55 0.59 0.52 0.02 0.08 0.00 0.00 0.94 -0.09 0.03 5.14 6.30 0.88 5.93 4.54 -0.84

HSD17B3 1134 0.00 0.74 4.66 0.43 0.05 0.21 5.83 3.73 0.19 0.24 1.02 0.02 2.50 #NUM! -1.75 0.90 -2.54 -5.67 -2.30

HSD17B4 2899 15.46 19.45 16.22 17.80 19.57 37.20 19.48 21.97 26.05 33.64 20.95 4.39 25.29 -0.71 -0.38 -0.64 -0.51 -0.37 0.83

HSD17B6 1512 3.69 7.11 1.52 3.22 2.67 13.11 5.86 0.36 72.36 17.22 5.22 2.38 23.95 -2.70 -1.75 -3.98 -2.89 -3.17 1.33

HSD17B7 1533 3.46 5.06 5.12 4.71 4.15 5.88 4.71 1.94 1.51 4.13 4.73 2.24 3.07 0.17 0.72 0.74 0.62 0.43 0.31

HSD17B7P2 1418 0.29 1.56 0.87 1.12 0.04 1.59 1.31 1.16 0.59 1.40 0.91 -0.14 1.11 -1.95 0.49 -0.36 0.01 -4.81 0.80

HSD17B8 989 18.96 13.43 15.99 12.59 22.29 10.16 12.66 9.98 6.61 11.97 15.57 3.96 10.30 0.88 0.38 0.63 0.29 1.11 -0.62

HSD3B1 1689 0.02 0.08 0.40 0.08 0.02 0.00 0.26 0.48 0.00 0.00 0.10 -3.32 0.18 -3.47 -1.14 1.12 -1.14 -3.57 #NUM!

HSD3B2 1807 0.00 0.10 0.50 0.16 0.00 0.00 0.63 0.54 0.00 0.00 0.13 -2.97 0.29 #NUM! -1.58 0.77 -0.84 #NUM! #NUM!

HSD3B7 2233 8.30 17.65 9.25 12.57 31.63 7.23 4.74 4.46 7.19 4.74 14.44 3.85 5.28 0.65 1.74 0.81 1.25 2.58 -1.00

HSD3BP4 8697 0.03 0.03 0.07 0.03 0.00 0.01 0.05 0.04 0.00 0.00 0.03 -5.20 0.02 0.13 0.41 1.51 0.46 #NUM! -2.42

HSD52 1043 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.03 0.13 0.02 0.00 #NUM! 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HSDL1 3668 2.63 3.53 1.38 2.82 3.90 155.02 2.45 2.25 5.57 4.89 28.21 4.82 3.79 -0.53 -0.10 -1.46 -0.43 0.04 2.46

HSDL2 3393 13.39 11.05 11.92 9.40 8.25 13.60 12.47 12.48 9.62 11.31 11.27 3.49 11.47 0.22 -0.05 0.06 -0.29 -0.48 0.27

HSF1 2166 16.91 24.58 38.48 37.56 94.71 22.19 26.14 25.21 47.57 26.42 39.07 5.29 31.34 -0.89 -0.35 0.30 0.26 1.60 -0.82

HSF2 2697 1.98 7.69 3.22 3.52 3.58 5.91 2.31 4.13 6.14 5.80 4.32 2.11 4.60 -1.22 0.74 -0.51 -0.38 -0.36 0.45

HSF2BP 1916 0.41 0.60 1.04 1.37 4.73 0.44 0.20 0.13 0.31 0.22 1.43 0.52 0.22 0.92 1.47 2.27 2.67 4.46 -1.69

HSF4 2622 0.00 0.00 0.25 0.00 0.00 1.77 0.00 0.00 0.00 0.00 0.34 -1.57 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.40

HSF5 4107 0.05 0.03 0.10 0.04 0.00 0.12 0.03 0.01 0.02 0.02 0.06 -4.11 0.02 1.49 0.81 2.53 1.14 #NUM! 1.08

HSFX2 1966 0.24 0.00 0.00 0.29 0.00 0.66 0.39 0.20 0.00 0.00 0.20 -2.33 0.15 0.69 #NUM! #NUM! 0.95 #NUM! 1.74

HSH2D 2369 0.00 5.78 0.00 4.35 5.52 0.00 0.00 0.00 0.00 0.00 2.61 1.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!



HSP90AA1 3887 123.43 168.40 274.30 290.13 120.24 429.37 157.03 133.75 172.77 501.77 234.31 7.87 241.33 -0.97 -0.52 0.18 0.27 -1.01 0.87

HSP90AA4P 1257 0.00 0.20 0.42 0.11 0.22 0.00 0.17 0.18 0.11 0.09 0.16 -2.66 0.14 -5.76 0.54 1.59 -0.38 0.63 #NUM!

HSP90AA6P 306 0.29 0.10 1.97 0.70 0.71 3.70 0.00 1.55 1.08 1.45 1.24 0.32 1.02 -1.81 -3.34 0.95 -0.54 -0.53 1.57

HSP90AB1 2567 151.84 200.73 236.00 306.77 645.75 373.13 223.37 251.40 403.22 515.37 319.04 8.32 348.34 -1.20 -0.80 -0.56 -0.18 0.89 0.23

HSP90AB2P 4889 6.04 22.70 17.64 16.23 0.78 4.73 12.31 14.19 1.16 2.86 11.35 3.50 7.63 -0.34 1.57 1.21 1.09 -3.29 -1.26

HSP90AB3P 1794 0.17 0.22 0.26 0.33 1.68 0.87 0.15 0.24 0.78 1.51 0.59 -0.77 0.67 -2.02 -1.63 -1.37 -1.01 1.32 0.57

HSP90AB4P 1518 0.52 0.22 0.18 0.28 0.08 0.04 0.22 0.05 0.04 0.16 0.22 -2.18 0.11 2.19 0.92 0.65 1.31 -0.43 -2.47

HSP90B1 2780 96.25 162.70 163.55 153.90 27.32 225.04 107.29 109.22 133.14 175.42 138.13 7.11 131.27 -0.45 0.31 0.32 0.23 -2.26 0.70

HSP90B3P 1362 0.00 0.02 0.05 0.09 0.16 0.19 0.01 0.13 0.12 0.14 0.08 -3.57 0.10 #NUM! -2.24 -1.02 -0.18 0.65 1.16

HSPA12A 5739 0.61 2.18 0.46 2.39 0.31 3.25 2.03 1.15 6.12 2.64 1.53 0.62 2.99 -2.30 -0.45 -2.68 -0.32 -3.29 1.08

HSPA12B 3178 1.35 3.56 1.15 0.67 0.57 4.07 4.19 2.04 8.94 5.00 1.90 0.92 5.04 -1.91 -0.50 -2.13 -2.91 -3.14 1.10

HSPA13 4001 2.35 5.93 5.50 5.57 7.13 14.15 2.50 3.89 8.33 11.27 6.77 2.76 6.50 -1.47 -0.13 -0.24 -0.22 0.13 1.06

HSPA14 1810 7.36 7.98 12.37 11.93 17.61 10.44 6.30 4.98 7.74 7.71 11.28 3.50 6.68 0.14 0.26 0.89 0.84 1.40 -0.11

HSPA1A 2445 21.67 37.29 94.87 0.00 84.05 320.12 122.18 24.99 511.48 164.99 93.00 6.54 205.91 -3.25 -2.47 -1.12 #NUM! -1.29 1.78

HSPA1B 2551 12.17 28.73 69.43 58.36 185.43 308.62 133.44 23.41 372.66 329.22 110.46 6.79 214.68 -4.14 -2.90 -1.63 -1.88 -0.21 1.48

HSPA1L 2550 0.24 0.00 0.00 0.43 0.00 0.00 0.65 0.00 0.00 0.71 0.11 -3.16 0.34 -0.49 #NUM! #NUM! 0.34 #NUM! #NUM!

HSPA2 2802 21.11 10.57 12.81 30.12 76.36 19.99 19.58 15.28 25.16 13.72 28.49 4.83 18.43 0.20 -0.80 -0.53 0.71 2.05 -0.51

HSPA4 3385 8.07 15.17 16.58 20.03 16.36 19.20 17.29 17.36 13.39 24.91 15.90 3.99 18.24 -1.18 -0.27 -0.14 0.14 -0.16 0.27

HSPA4L 3284 2.30 3.61 18.67 7.36 7.72 4.17 6.11 12.96 0.48 7.40 7.31 2.87 6.74 -1.55 -0.90 1.47 0.13 0.20 -0.81

HSPA5 3973 33.94 89.36 75.97 70.95 316.63 175.54 71.90 39.68 103.98 241.28 127.07 6.99 114.21 -1.75 -0.35 -0.59 -0.69 1.47 0.47

HSPA6 2664 1.75 2.15 2.65 4.66 17.58 43.61 4.45 1.53 119.97 45.94 12.07 3.59 42.97 -4.62 -4.32 -4.02 -3.20 -1.29 1.85

HSPA7 2493 2.03 0.00 0.00 4.12 0.00 27.69 3.35 3.04 80.40 39.17 5.64 2.50 31.49 -3.96 #NUM! #NUM! -2.94 #NUM! 2.30

HSPA8 2276 384.52 284.70 544.03 388.99 245.54 374.01 270.60 188.33 375.43 451.69 370.30 8.53 321.51 0.26 -0.18 0.76 0.27 -0.39 0.01

HSPA9 3506 26.13 26.31 33.13 60.10 94.53 70.63 27.90 34.20 52.97 69.67 51.81 5.70 46.18 -0.82 -0.81 -0.48 0.38 1.03 0.45

HSPB1 914 4223.96 1508.78 6202.23 7179.00 3628.28 2079.84 6495.71 6109.98 2437.64 3284.65 4137.02 12.01 4582.00 -0.12 -1.60 0.44 0.65 -0.34 -0.99

HSPB11 601 64.78 26.33 40.46 86.10 145.23 76.42 22.02 18.27 42.98 33.70 73.22 6.19 29.24 1.15 -0.15 0.47 1.56 2.31 0.06

HSPB2 858 9.76 0.00 4.06 2.73 2.26 16.23 0.00 11.84 0.00 0.00 5.84 2.55 2.96 1.72 #NUM! 0.46 -0.12 -0.39 1.47

HSPB2-C11orf52 1555 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HSPB3 787 1.21 0.51 0.94 0.11 0.04 0.22 0.04 0.13 12.51 0.17 0.50 -0.99 3.21 -1.41 -2.65 -1.77 -4.93 -6.37 -1.21

HSPB6 1457 38.48 149.39 23.30 15.38 1.05 99.25 203.89 163.29 437.91 118.21 54.48 5.77 230.83 -2.58 -0.63 -3.31 -3.91 -7.77 0.87

HSPB7 2908 3.56 8.32 0.48 0.47 0.33 6.89 9.36 1.54 44.95 9.15 3.34 1.74 16.25 -2.19 -0.97 -5.08 -5.11 -5.61 1.04

HSPB8 2056 9.48 26.97 6.66 25.32 34.74 36.69 125.97 186.83 273.16 106.89 23.31 4.54 173.21 -4.19 -2.68 -4.70 -2.77 -2.32 0.65

HSPB9 616 0.00 0.24 0.07 0.15 0.16 0.25 0.18 0.12 0.36 0.19 0.15 -2.78 0.21 #NUM! 0.18 -1.61 -0.53 -0.39 0.80

HSPBAP1 1958 6.16 3.91 2.52 8.89 8.95 7.45 1.72 1.65 3.70 3.73 6.31 2.66 2.70 1.19 0.53 -0.10 1.72 1.73 0.24

HSPBP1 1925 12.80 14.42 23.00 21.09 40.41 15.31 12.29 10.41 17.36 13.15 21.17 4.40 13.30 -0.06 0.12 0.79 0.66 1.60 -0.47

HSPC072 1397 0.10 0.17 0.20 0.00 0.02 0.00 0.00 0.04 0.09 0.00 0.08 -3.63 0.03 1.63 2.32 2.54 #NUM! -0.79 #NUM!

HSPC159 3842 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HSPD1 2339 26.08 24.93 44.64 44.84 130.48 108.99 27.18 27.71 88.28 151.53 63.33 5.98 73.67 -1.50 -1.56 -0.72 -0.72 0.82 0.78

HSPE1 965 81.91 35.21 58.55 54.20 388.89 180.10 28.95 28.10 128.46 184.42 133.14 7.06 92.48 -0.18 -1.39 -0.66 -0.77 2.07 0.44

HSPE1-MOBKL3 4279 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HSPG2 14294 11.49 47.47 28.94 56.17 45.82 13.88 23.08 10.81 162.28 8.62 33.96 5.09 51.20 -2.16 -0.11 -0.82 0.13 -0.16 -1.29

HSPH1 3680 8.04 22.75 24.39 40.57 11.37 34.89 16.50 21.67 50.25 89.27 23.67 4.56 44.42 -2.47 -0.97 -0.86 -0.13 -1.97 0.56

HTA 1114 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HTATIP2 1719 17.66 10.11 16.57 13.00 143.58 33.15 9.63 12.53 15.93 22.49 39.01 5.29 15.14 0.22 -0.58 0.13 -0.22 3.25 -0.23

HTATSF1 3037 7.70 11.12 11.84 8.71 8.91 34.35 8.43 7.57 17.57 18.17 13.77 3.78 12.94 -0.75 -0.22 -0.13 -0.57 -0.54 1.32

HTN3 601 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HTR1B 1173 0.00 0.15 0.06 0.06 0.00 0.00 0.19 0.03 0.24 0.10 0.05 -4.44 0.14 #NUM! 0.13 -1.23 -1.14 #NUM! #NUM!

HTR1D 2857 0.00 0.72 0.02 0.16 0.85 0.09 0.00 0.03 0.02 0.03 0.31 -1.70 0.02 #NUM! 5.11 0.07 2.98 5.34 -1.77

HTR1E 2067 0.09 0.01 0.00 0.00 0.00 0.00 0.00 0.01 0.05 0.09 0.02 -5.82 0.04 1.34 -1.46 #NUM! #NUM! #NUM! #NUM!

HTR1F 3178 0.07 0.07 0.07 0.12 0.01 0.13 0.08 0.04 0.16 0.16 0.08 -3.67 0.11 -0.74 -0.57 -0.70 0.18 -3.83 0.73

HTR2A 3564 0.11 0.08 0.08 0.05 0.00 0.15 0.56 0.20 1.18 0.09 0.08 -3.67 0.51 -2.17 -2.67 -2.72 -3.43 #NUM! 0.97

HTR2B 2240 3.47 0.00 1.04 1.40 0.01 4.61 0.38 1.40 0.70 4.78 1.75 0.81 1.82 0.94 #NUM! -0.80 -0.38 -7.33 1.39

HTR2C 4774 0.07 0.00 0.00 0.01 0.01 0.03 0.17 0.01 0.14 0.20 0.02 -5.57 0.13 -0.86 -5.62 -5.87 -3.22 -4.40 0.51

HTR3A 2343 0.03 0.24 0.03 0.02 1.20 0.46 0.04 0.59 0.02 0.01 0.33 -1.60 0.17 -2.61 0.53 -2.38 -3.28 2.84 0.49

HTR3B 1847 0.00 0.00 0.00 0.00 0.00 0.00 0.14 0.72 0.00 0.02 0.00 #NUM! 0.22 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

HTR3C 1745 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.01 0.01 -6.92 0.01 #NUM! 1.80 #NUM! #NUM! #NUM! #NUM!

HTR3E 1927 0.12 0.07 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

HTR4 2985 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.07 0.00 0.01 -7.55 0.02 #NUM! #NUM! #NUM! -0.64 #NUM! 1.97

HTR6 1984 0.07 0.06 0.01 0.00 0.00 0.00 0.01 0.01 0.00 0.00 0.02 -5.53 0.01 3.28 2.96 -0.40 #NUM! #NUM! #NUM!

HTR7 3378 0.11 0.27 0.10 5.02 0.16 0.40 0.12 0.23 0.14 0.48 1.01 0.01 0.24 -1.20 0.14 -1.22 4.37 -0.61 -1.33

HTR7P1 4389 0.34 0.55 0.17 0.80 0.18 0.56 0.53 0.42 0.80 0.37 0.43 -1.22 0.53 -0.66 0.05 -1.68 0.60 -1.58 0.38

HTRA1 2138 35.30 76.90 23.59 30.62 67.05 126.29 49.73 39.73 110.44 124.38 59.96 5.91 81.07 -1.20 -0.08 -1.78 -1.40 -0.27 1.07

HTRA2 2550 6.34 0.00 5.26 0.00 19.85 10.89 3.52 0.00 11.28 8.74 7.06 2.82 5.89 0.11 #NUM! -0.16 #NUM! 1.75 0.63

HTRA3 2589 3.17 24.23 5.39 4.85 17.40 28.75 9.55 7.59 29.16 33.46 13.97 3.80 19.94 -2.65 0.28 -1.89 -2.04 -0.20 1.04

HTRA4 2130 0.03 0.42 0.32 0.06 0.25 0.42 0.00 0.03 0.05 0.12 0.25 -2.00 0.05 -0.79 3.17 2.76 0.47 2.44 0.74

HTT 13481 1.28 2.99 6.30 3.52 3.81 1.84 4.52 3.58 3.53 3.04 3.29 1.72 3.67 -1.51 -0.30 0.78 -0.06 0.06 -0.84

HULC 500 0.00 0.44 0.31 0.64 0.00 0.07 0.00 0.00 0.00 0.07 0.24 -2.03 0.02 #NUM! 4.71 4.17 5.24 #NUM! -1.75

HUNK 7385 0.13 0.82 0.37 1.29 0.51 0.67 0.44 0.52 0.79 0.85 0.63 -0.66 0.65 -2.35 0.34 -0.80 0.99 -0.35 0.08

HUS1 3033 2.92 3.03 6.14 5.12 4.62 4.58 3.79 3.53 3.68 5.36 4.40 2.14 4.09 -0.49 -0.43 0.59 0.32 0.18 0.06

HUS1B 1026 0.09 0.12 0.00 0.04 0.00 0.36 0.09 0.24 0.26 0.26 0.10 -3.30 0.22 -1.28 -0.84 #NUM! -2.53 #NUM! 1.84

HUWE1 14734 4.10 19.61 26.05 64.00 9.04 7.53 24.20 30.10 23.70 7.36 21.72 4.44 21.34 -2.38 -0.12 0.29 1.58 -1.24 -1.53

HVCN1 1736 4.19 8.06 5.83 5.67 2.23 6.17 3.35 3.22 7.58 3.40 5.36 2.42 4.39 -0.07 0.88 0.41 0.37 -0.98 0.20

HYAL1 2518 8.73 5.37 14.63 22.19 3.09 2.92 8.08 7.18 3.77 5.00 9.49 3.25 6.01 0.54 -0.16 1.28 1.89 -0.96 -1.70

HYAL2 2413 17.08 34.91 23.24 10.78 22.24 33.78 22.29 23.70 44.82 42.95 23.67 4.57 33.44 -0.97 0.06 -0.53 -1.63 -0.59 0.51

HYAL3 1945 1.92 0.00 2.12 0.00 9.07 0.96 2.34 2.70 1.40 0.00 2.35 1.23 1.61 0.25 #NUM! 0.39 #NUM! 2.49 -1.28

HYAL4 2411 0.21 0.01 0.03 0.04 0.07 0.03 0.00 0.01 0.01 0.05 0.07 -3.93 0.02 3.49 -0.76 0.47 1.15 1.95 -1.16

HYDIN 15729 0.08 0.35 0.05 0.06 0.01 0.12 0.25 0.36 0.10 0.12 0.11 -3.18 0.21 -1.39 0.75 -2.07 -1.81 -4.78 0.12

HYI 1133 10.77 6.91 0.00 6.23 115.35 23.64 12.80 6.70 24.46 19.68 27.15 4.76 15.91 -0.56 -1.20 #NUM! -1.35 2.86 -0.20

HYLS1 2073 3.65 0.97 1.60 0.96 2.03 1.71 1.55 0.99 1.43 1.44 1.82 0.87 1.35 1.43 -0.48 0.25 -0.49 0.59 -0.09

HYMAI 5005 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

HYOU1 4622 9.44 21.13 19.54 17.72 20.26 12.91 17.01 13.75 22.15 12.55 16.83 4.07 16.36 -0.79 0.37 0.26 0.11 0.31 -0.38

IAH1 951 26.27 15.13 29.81 19.27 61.01 44.58 16.18 13.11 51.08 33.40 32.68 5.03 28.44 -0.11 -0.91 0.07 -0.56 1.10 0.45

IAPP 1992 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IARS 4510 17.05 17.53 150.06 17.15 37.03 17.20 21.07 18.39 11.93 18.41 42.67 5.42 17.45 -0.03 0.01 3.10 -0.03 1.09 -1.31

IARS2 3549 11.89 17.38 19.56 13.46 18.26 20.37 13.90 12.99 22.57 18.45 16.82 4.07 16.98 -0.51 0.03 0.20 -0.33 0.11 0.28

IBA57 7921 0.61 0.78 0.74 0.70 0.58 0.55 1.43 0.59 0.52 0.61 0.66 -0.60 0.79 -0.38 -0.01 -0.10 -0.17 -0.45 -0.26

IBSP 1595 0.04 0.00 0.27 0.04 1.30 0.00 0.02 0.00 0.02 0.00 0.28 -1.86 0.01 2.05 #NUM! 4.98 2.38 7.25 #NUM!

IBTK 5775 2.89 5.39 4.05 4.50 2.19 11.47 4.28 5.87 3.19 10.92 5.08 2.35 6.07 -1.07 -0.17 -0.58 -0.43 -1.47 1.17

ICA1 2396 2.87 7.95 3.78 1.62 12.18 7.86 4.65 5.63 4.90 5.01 6.04 2.60 5.05 -0.81 0.66 -0.42 -1.64 1.27 0.38

ICA1L 7996 0.34 0.78 0.53 0.40 0.05 0.58 0.40 1.74 0.56 0.67 0.45 -1.16 0.84 -1.31 -0.11 -0.66 -1.07 -4.12 0.37

ICAM1 3249 7.62 41.07 85.17 26.14 141.53 127.76 9.18 25.00 49.67 62.66 71.55 6.16 36.63 -2.26 0.17 1.22 -0.49 1.95 0.84

ICAM2 1352 9.87 13.14 8.74 3.34 5.64 26.28 6.52 8.48 42.86 25.52 11.17 3.48 20.85 -1.08 -0.67 -1.25 -2.64 -1.89 1.23

ICAM3 1796 13.96 9.22 9.36 7.79 11.27 11.75 5.12 4.20 6.50 7.79 10.56 3.40 5.90 1.24 0.64 0.66 0.40 0.93 0.15

ICAM4 1420 1.24 0.37 0.00 0.00 0.00 0.00 0.12 0.07 0.00 0.33 0.27 -1.90 0.13 3.27 1.52 #NUM! #NUM! #NUM! #NUM!

ICAM5 3005 0.07 0.17 0.09 0.56 1.19 0.33 0.37 0.30 0.26 0.26 0.40 -1.32 0.30 -2.07 -0.82 -1.68 0.93 2.00 -0.30

ICK 6238 2.25 3.17 3.10 3.04 0.73 3.38 3.13 3.32 2.85 2.33 2.61 1.38 2.91 -0.37 0.12 0.09 0.06 -2.00 0.37

ICMT 4815 19.65 15.46 19.13 14.78 16.89 17.28 12.05 10.96 16.42 0.00 17.20 4.10 9.86 1.00 0.65 0.96 0.58 0.78 0.01

ICOS 2652 1.30 1.64 3.20 1.36 0.63 6.13 0.33 1.10 0.10 1.19 2.38 1.25 0.68 0.93 1.27 2.23 0.99 -0.11 1.37

ICOSLG 3239 1.85 3.95 5.30 6.57 3.15 3.63 3.57 2.10 2.90 3.97 4.08 2.03 3.13 -0.76 0.33 0.76 1.07 0.01 -0.17

ICT1 888 25.63 26.98 28.80 21.23 38.65 17.30 13.67 9.30 19.57 14.42 26.43 4.72 14.24 0.85 0.92 1.02 0.58 1.44 -0.61

ID1 1234 348.84 105.79 126.69 176.15 766.08 210.56 107.55 129.51 61.16 250.61 289.02 8.18 137.21 1.35 -0.38 -0.12 0.36 2.48 -0.46

ID2 1402 38.21 59.35 34.53 56.24 27.80 185.77 23.19 83.50 114.44 193.95 66.98 6.07 103.77 -1.44 -0.81 -1.59 -0.88 -1.90 1.47

ID3 1288 36.29 33.18 47.14 64.49 253.40 132.17 27.45 42.39 179.58 103.54 94.44 6.56 88.24 -1.28 -1.41 -0.90 -0.45 1.52 0.48

ID4 2389 2.74 4.19 2.31 2.36 2.11 23.48 14.01 32.61 27.85 23.13 6.20 2.63 24.40 -3.15 -2.54 -3.40 -3.37 -3.53 1.92

IDAS 2104 0.18 0.04 0.39 0.20 0.75 0.10 0.00 0.00 0.01 0.00 0.28 -1.85 0.00 5.99 3.77 7.10 6.09 8.04 -1.44

IDE 5896 5.11 6.48 4.41 8.27 2.10 5.16 6.02 6.81 3.43 4.98 5.25 2.39 5.31 -0.06 0.29 -0.27 0.64 -1.34 -0.03

IDH1 2339 18.97 22.86 21.25 17.05 24.66 34.79 15.71 17.30 17.07 24.27 23.26 4.54 18.59 0.03 0.30 0.19 -0.12 0.41 0.58

IDH2 1740 60.78 46.93 96.10 76.41 144.74 53.91 54.84 42.56 76.82 39.64 79.81 6.32 53.47 0.18 -0.19 0.85 0.52 1.44 -0.57

IDH3A 2701 25.12 13.79 16.62 14.73 12.30 18.10 17.43 22.27 20.40 17.94 16.78 4.07 19.51 0.36 -0.50 -0.23 -0.41 -0.67 0.11

IDH3B 1645 34.21 27.52 26.85 26.13 43.45 42.72 22.62 23.13 42.57 40.67 33.48 5.07 32.25 0.09 -0.23 -0.26 -0.30 0.43 0.35

IDH3G 1723 65.63 43.00 43.91 30.76 45.09 40.57 35.56 31.46 39.40 25.43 44.83 5.49 32.96 0.99 0.38 0.41 -0.10 0.45 -0.14

IDI1 2150 20.00 17.36 43.13 32.95 21.79 42.95 28.78 46.26 16.22 100.94 29.70 4.89 48.05 -1.26 -1.47 -0.16 -0.54 -1.14 0.53

IDI2 1359 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IDI2-AS1 1324 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IDO1 1944 28.05 17.05 69.04 1.79 25.65 15.53 0.67 1.28 0.85 2.02 26.18 4.71 1.20 4.54 3.82 5.84 0.57 4.41 -0.75

IDO2 2294 0.11 0.27 0.11 0.01 0.07 0.13 0.00 0.00 0.00 0.08 0.12 -3.10 0.02 2.47 3.82 2.52 -0.37 1.78 0.19

IDS 5876 20.06 29.14 19.22 35.28 7.24 28.66 19.84 24.04 15.52 14.11 23.27 4.54 18.38 0.13 0.67 0.06 0.94 -1.34 0.30

IDUA 2203 8.77 13.83 7.27 3.12 10.54 5.46 8.19 5.34 9.31 4.61 8.17 3.03 6.86 0.35 1.01 0.08 -1.14 0.62 -0.58

IER2 2088 16.18 47.85 157.88 46.74 254.35 111.81 75.06 49.16 83.68 174.00 105.80 6.73 95.48 -2.56 -1.00 0.73 -1.03 1.41 0.08

IER3 1254 36.52 143.30 101.48 52.56 1237.37 294.87 154.58 778.39 146.35 364.22 311.02 8.28 360.89 -3.30 -1.33 -1.83 -2.78 1.78 -0.08

IER3IP1 1491 36.21 16.87 22.94 21.73 26.22 47.61 13.32 13.59 26.02 32.96 28.60 4.84 21.47 0.75 -0.35 0.10 0.02 0.29 0.74

IER5 2350 13.30 19.87 25.35 19.77 95.13 59.39 16.62 9.86 14.29 38.12 38.80 5.28 19.72 -0.57 0.01 0.36 0.00 2.27 0.61

IER5L 2724 12.30 29.91 7.79 18.86 42.02 32.80 12.96 10.40 36.09 30.16 23.95 4.58 22.40 -0.86 0.42 -1.52 -0.25 0.91 0.45

IFFO1 2816 1.60 5.64 3.80 2.35 2.85 7.62 3.67 1.80 14.58 4.90 3.98 1.99 6.24 -1.96 -0.14 -0.72 -1.41 -1.13 0.94

IFFO2 5835 1.86 16.02 5.25 22.90 2.36 5.97 29.94 78.50 6.56 29.46 9.06 3.18 36.12 -4.28 -1.17 -2.78 -0.66 -3.94 -0.60

IFI16 2750 54.58 61.14 90.64 0.00 64.48 31.43 32.50 27.15 0.00 49.37 50.38 5.65 27.25 1.00 1.17 1.73 #NUM! 1.24 -0.68

IFI27 665 458.23 268.08 357.29 1278.03 4812.98 1023.22 48.24 239.24 310.85 1025.19 1366.31 10.42 405.88 0.18 -0.60 -0.18 1.65 3.57 -0.42

IFI27L1 732 0.00 7.84 6.17 0.00 0.00 0.00 6.93 5.02 0.00 0.00 2.34 1.22 2.99 #NUM! 1.39 1.05 #NUM! #NUM! #NUM!

IFI27L2 469 0.00 62.30 55.42 0.00 219.83 0.00 66.87 59.60 148.68 114.16 56.26 5.81 97.33 #NUM! -0.64 -0.81 #NUM! 1.18 #NUM!

IFI30 1051 136.23 191.25 323.21 113.04 362.69 207.73 20.92 35.52 94.06 55.39 222.36 7.80 51.47 1.40 1.89 2.65 1.13 2.82 -0.10

IFI35 1260 14.65 24.80 27.13 29.28 114.43 33.65 7.74 6.85 29.02 17.15 40.66 5.35 15.19 -0.05 0.71 0.84 0.95 2.91 -0.27

IFI44 1742 16.16 10.48 20.09 46.27 43.31 56.50 2.58 4.98 10.80 28.85 32.13 5.01 11.80 0.45 -0.17 0.77 1.97 1.88 0.81

IFI44L 5889 3.77 5.20 8.42 16.66 3.92 15.02 0.91 1.25 3.10 8.23 8.83 3.14 3.37 0.16 0.62 1.32 2.30 0.22 0.77

IFI6 860 215.62 131.13 215.99 1068.85 406.89 278.67 29.65 16.40 77.29 122.26 386.19 8.59 61.40 1.81 1.09 1.81 4.12 2.73 -0.47

IFIH1 3434 3.50 6.75 15.82 10.14 5.69 9.86 2.46 3.46 2.27 5.68 8.62 3.11 3.47 0.01 0.96 2.19 1.55 0.71 0.19

IFIT1 1876 8.36 4.33 5.79 17.10 15.29 24.08 2.93 2.63 11.80 21.03 12.49 3.64 9.60 -0.20 -1.15 -0.73 0.83 0.67 0.95

IFIT1B 1972 0.15 0.00 0.00 0.00 0.03 0.00 0.07 0.00 0.06 0.00 0.03 -5.07 0.03 2.19 #NUM! #NUM! #NUM! -0.37 #NUM!

IFIT2 3505 2.24 2.30 1.57 3.29 7.26 5.54 1.56 0.79 2.54 3.18 3.70 1.89 2.02 0.15 0.19 -0.36 0.71 1.85 0.58

IFIT3 2552 7.83 10.07 8.20 26.14 14.63 15.55 3.40 2.87 6.43 9.74 13.74 3.78 5.61 0.48 0.84 0.55 2.22 1.38 0.18

IFIT5 4034 2.91 3.49 2.72 8.68 6.55 5.04 2.56 2.34 4.08 4.96 4.90 2.29 3.49 -0.26 0.00 -0.36 1.32 0.91 0.04

IFITM1 733 774.18 684.53 615.77 305.24 1519.54 600.63 291.69 325.14 537.41 595.52 749.98 9.55 437.44 0.82 0.65 0.49 -0.52 1.80 -0.32

IFITM10 3721 0.00 0.00 0.00 0.48 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IFITM2 738 256.20 293.89 0.00 0.00 724.09 354.37 145.08 170.60 630.37 301.56 271.43 8.08 311.90 -0.28 -0.09 #NUM! #NUM! 1.22 0.38

IFITM3 678 1732.84 1505.07 1220.20 1256.14 3697.33 1429.29 796.77 836.77 2230.98 1072.88 1806.81 10.82 1234.35 0.49 0.29 -0.02 0.03 1.58 -0.34

IFITM4P 342 0.04 0.17 0.02 0.15 0.00 0.00 0.20 0.00 0.00 0.00 0.06 -3.97 0.05 -0.26 1.77 -1.26 1.61 #NUM! #NUM!

IFITM5 733 0.00 0.00 0.00 0.06 0.04 0.00 0.00 0.00 0.00 0.00 0.02 -5.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IFLTD1 1285 0.00 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.09 0.02 0.00 -10.22 0.03 #NUM! #NUM! #NUM! #NUM! -2.68 #NUM!

IFNA1 876 0.02 0.02 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.01 -7.33 0.02 -0.07 -0.05 #NUM! #NUM! #NUM! #NUM!

IFNA2 1143 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IFNA21 1024 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IFNA22P 876 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

IFNA4 982 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

IFNA6 570 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

IFNAR1 6099 4.98 10.45 11.42 14.70 5.03 10.02 6.33 5.56 6.26 6.79 9.43 3.24 6.24 -0.32 0.74 0.87 1.24 -0.31 0.09

IFNAR2 2898 7.68 0.00 16.17 0.00 0.00 8.84 0.00 0.00 0.00 9.00 5.45 2.45 2.25 1.77 #NUM! 2.85 #NUM! #NUM! 0.70

IFNB1 840 0.00 0.00 0.05 0.00 0.00 0.03 0.00 0.00 0.00 0.03 0.01 -6.26 0.01 #NUM! #NUM! 2.54 #NUM! #NUM! 1.35

IFNE 1501 0.13 0.50 0.41 0.95 0.13 0.14 0.81 0.35 0.00 0.14 0.38 -1.41 0.33 -1.27 0.63 0.32 1.54 -1.37 -1.48

IFNG 1240 0.48 0.37 2.34 0.15 0.66 5.84 0.61 0.22 0.36 2.39 1.64 0.71 0.90 -0.89 -1.28 1.39 -2.55 -0.45 1.83

IFNGR1 2138 63.47 55.30 56.18 67.99 75.02 60.57 26.88 38.36 34.34 49.83 63.09 5.98 37.35 0.77 0.57 0.59 0.86 1.01 -0.06

IFNGR2 2234 42.34 56.57 90.51 210.28 56.24 72.26 34.82 29.78 33.86 45.68 88.03 6.46 36.03 0.23 0.65 1.33 2.54 0.64 -0.28

IFNK 1140 0.00 0.00 0.00 0.07 27.11 0.00 0.00 0.00 0.02 0.00 4.53 2.18 0.01 #NUM! #NUM! #NUM! 3.52 12.20 #NUM!

IFNW1 1514 0.00 0.02 0.02 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.01 -6.71 0.00 #NUM! 2.19 2.41 #NUM! #NUM! 0.78

IFRD1 3514 2.78 4.12 15.83 8.75 13.01 5.44 6.43 16.74 7.05 16.97 8.32 3.06 11.79 -2.08 -1.52 0.42 -0.43 0.14 -0.61

IFRD2 2129 7.92 9.27 14.43 10.35 18.11 8.26 7.44 7.07 13.83 11.38 11.39 3.51 9.93 -0.33 -0.10 0.54 0.06 0.87 -0.46

IFT122 4182 5.67 4.96 5.88 5.00 8.15 4.58 5.90 2.22 4.31 3.43 5.71 2.51 3.97 0.52 0.32 0.57 0.34 1.04 -0.32

IFT140 5277 1.61 5.39 1.96 1.64 2.79 2.77 5.05 1.89 3.56 2.55 2.69 1.43 3.26 -1.02 0.72 -0.73 -1.00 -0.23 0.04

IFT172 5430 1.21 2.89 0.00 1.70 5.41 3.14 2.52 2.67 0.00 2.41 2.39 1.26 1.90 -0.65 0.61 #NUM! -0.16 1.51 0.39

IFT20 1016 13.90 10.03 12.31 12.47 22.97 31.73 10.25 7.98 28.29 0.00 17.23 4.11 11.63 0.26 -0.21 0.08 0.10 0.98 0.88

IFT27 1099 7.71 12.33 5.91 12.35 14.05 14.21 6.39 3.80 19.04 10.92 11.09 3.47 10.04 -0.38 0.30 -0.76 0.30 0.49 0.36

IFT43 865 14.30 16.22 8.90 21.91 41.01 23.75 10.94 10.38 38.50 22.83 21.02 4.39 20.66 -0.53 -0.35 -1.21 0.08 0.99 0.18

IFT46 1875 10.03 6.23 6.76 4.55 4.63 8.25 7.36 9.22 11.60 8.65 6.74 2.75 9.21 0.12 -0.56 -0.45 -1.02 -0.99 0.29

IFT52 1675 14.27 16.91 7.33 6.79 12.90 31.85 9.95 7.52 26.76 20.50 15.01 3.91 16.18 -0.18 0.06 -1.14 -1.25 -0.33 1.09

IFT57 3223 5.86 6.52 7.43 6.21 7.73 17.73 8.38 5.10 19.85 16.71 8.58 3.10 12.51 -1.09 -0.94 -0.75 -1.01 -0.70 1.05

IFT74 2183 3.28 4.48 3.69 3.18 0.00 4.92 4.44 6.18 2.82 3.35 3.26 1.70 4.20 -0.36 0.09 -0.19 -0.40 #NUM! 0.60

IFT80 4542 2.73 4.22 0.00 0.00 1.61 7.87 0.00 2.35 1.60 4.06 2.74 1.45 2.00 0.44 1.07 #NUM! #NUM! -0.32 1.52

IFT81 3160 1.56 2.77 1.99 1.55 1.05 5.16 1.08 1.51 2.23 2.93 2.35 1.23 1.94 -0.31 0.52 0.04 -0.32 -0.89 1.14

IFT88 3171 1.09 2.38 1.03 3.20 1.10 3.66 1.96 1.57 2.03 3.56 2.08 1.05 2.28 -1.07 0.07 -1.15 0.49 -1.05 0.82

IGBP1 1679 31.11 28.72 16.77 19.78 30.35 51.54 36.40 32.55 48.18 49.63 29.71 4.89 41.69 -0.42 -0.54 -1.31 -1.08 -0.46 0.79

IGDCC3 4491 0.09 0.08 0.00 0.01 0.00 0.06 0.15 0.06 0.05 0.14 0.04 -4.67 0.10 -0.20 -0.30 #NUM! -3.78 -6.79 0.64

IGDCC4 6485 0.41 2.10 1.21 0.54 0.06 1.50 2.64 1.10 3.03 1.32 0.97 -0.04 2.02 -2.31 0.06 -0.74 -1.91 -5.20 0.63

IGF1 7370 17.92 27.71 2.89 4.83 0.22 20.69 17.04 9.89 22.26 17.21 12.38 3.63 16.60 0.11 0.74 -2.52 -1.78 -6.24 0.74

IGF1R 11242 2.17 5.84 4.82 9.33 9.43 3.53 5.82 5.24 3.09 5.04 5.85 2.55 4.80 -1.14 0.28 0.01 0.96 0.97 -0.73

IGF2 5182 10.84 21.59 2.38 5.66 1.29 0.00 8.11 2.22 4.68 6.04 6.96 2.80 5.26 1.04 2.04 -1.14 0.11 -2.03 #NUM!

IGF2AS 2881 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IGF2BP1 8769 0.00 0.08 0.01 0.05 0.51 0.25 0.01 0.00 0.00 0.00 0.15 -2.72 0.00 #NUM! 4.40 1.89 3.83 7.07 0.72

IGF2BP2 3676 1.34 5.98 13.71 17.29 6.06 2.83 4.49 2.79 1.20 2.95 7.87 2.98 2.86 -1.09 1.07 2.26 2.60 1.09 -1.47

IGF2BP3 4168 1.52 0.27 25.29 7.85 2.45 1.48 0.45 0.32 0.00 0.12 6.48 2.70 0.22 2.77 0.30 6.83 5.14 3.47 -2.13

IGF2R 9093 1.73 10.77 10.92 14.08 5.82 3.87 9.52 8.67 23.23 14.01 7.86 2.98 13.86 -3.00 -0.36 -0.34 0.02 -1.25 -1.02

IGFALS 2282 0.05 0.08 0.03 0.02 0.06 0.02 0.04 0.00 0.01 0.02 0.04 -4.50 0.02 1.50 2.09 0.73 -0.17 1.72 -0.93

IGFBP1 1660 0.00 0.03 0.00 0.00 0.00 0.07 0.00 0.00 0.01 0.00 0.02 -5.79 0.00 #NUM! 3.19 #NUM! #NUM! #NUM! 2.04

IGFBP2 1439 100.26 75.25 133.00 59.72 13.22 36.00 42.09 35.48 80.91 59.69 69.58 6.12 54.54 0.88 0.46 1.29 0.13 -2.04 -0.95

IGFBP3 2638 92.93 149.45 44.99 14.39 110.07 214.29 44.43 51.59 131.06 387.71 104.35 6.71 153.70 -0.73 -0.04 -1.77 -3.42 -0.48 1.04

IGFBP4 2246 234.33 372.23 83.78 86.17 163.95 487.36 256.49 268.86 1257.75 702.95 237.97 7.89 621.51 -1.41 -0.74 -2.89 -2.85 -1.92 1.03

IGFBP5 6333 65.21 168.60 13.02 25.63 1.69 120.09 242.27 345.89 284.90 81.65 65.71 6.04 238.68 -1.87 -0.50 -4.20 -3.22 -7.14 0.87

IGFBP6 980 42.75 46.21 30.27 12.53 13.05 85.50 208.68 134.12 124.98 185.02 38.38 5.26 163.20 -1.93 -1.82 -2.43 -3.70 -3.64 1.16

IGFBP7 1124 550.65 1039.73 210.58 299.46 822.79 1425.31 426.74 480.10 2615.60 997.58 724.75 9.50 1130.00 -1.04 -0.12 -2.42 -1.92 -0.46 0.98

IGFBPL1 1093 0.14 0.72 0.03 0.03 10.18 2.18 0.09 0.00 0.92 0.11 2.22 1.15 0.28 -1.03 1.36 -3.12 -3.02 5.18 -0.02

IGFL1 771 206.70 8.47 24.71 30.55 461.56 3.73 47.16 5.78 0.23 7.99 122.62 6.94 15.29 3.76 -0.85 0.69 1.00 4.92 -5.04

IGFL2 906 0.25 0.73 0.14 0.22 0.00 1.65 0.21 0.11 0.00 0.10 0.50 -1.00 0.10 1.27 2.83 0.45 1.12 #NUM! 1.73

IGFL3 662 0.26 0.11 0.00 0.47 0.15 0.00 0.00 0.00 0.00 0.00 0.16 -2.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IGFL4 573 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IGFLR1 1217 5.19 0.00 0.00 0.00 0.00 12.15 0.00 2.71 4.55 0.00 2.89 1.53 1.82 1.52 #NUM! #NUM! #NUM! #NUM! 2.07

IGFN1 11810 0.01 0.09 0.01 0.08 0.00 0.16 0.02 0.01 0.06 0.10 0.06 -4.09 0.05 -2.89 0.99 -1.75 0.71 -4.57 1.43

IGHMBP2 3955 2.11 3.06 3.25 3.73 5.55 2.47 2.50 1.85 6.01 3.29 3.36 1.75 3.41 -0.69 -0.16 -0.07 0.13 0.70 -0.44

IGJ 1413 216.95 432.20 55.58 57.78 7.96 197.67 56.40 109.02 31.53 118.74 161.36 7.33 78.92 1.46 2.45 -0.51 -0.45 -3.31 0.29

IGLL1 901 3.06 0.00 5.40 1.34 0.77 2.90 0.07 0.54 0.35 0.81 2.25 1.17 0.44 2.79 #NUM! 3.61 1.60 0.80 0.37

IGLL3P 676 4.26 1.00 4.11 1.37 0.16 1.35 0.18 0.29 0.57 0.58 2.04 1.03 0.40 3.40 1.31 3.35 1.76 -1.32 -0.60

IGLL5 1074 7399.06 2834.11 1377.63 2283.80 233.02 1703.30 166.69 1065.16 286.58 717.55 2638.49 11.37 558.99 3.73 2.34 1.30 2.03 -1.26 -0.63

IGLON5 3100 0.05 0.28 0.07 0.00 0.09 0.10 0.00 0.00 0.05 0.12 0.10 -3.34 0.04 0.20 2.66 0.65 #NUM! 0.98 0.08

IGSF1 4599 0.22 0.09 0.22 0.01 0.03 0.31 0.47 0.06 3.16 0.46 0.15 -2.75 1.04 -2.21 -3.55 -2.21 -6.19 -5.17 1.07



IGSF10 8571 0.19 0.57 0.00 0.07 0.15 0.39 0.31 0.14 0.22 0.34 0.23 -2.15 0.25 -0.42 1.17 #NUM! -1.95 -0.76 0.77

IGSF11 3577 0.06 0.14 0.04 0.02 0.01 0.43 0.23 0.11 0.79 0.22 0.12 -3.10 0.34 -2.46 -1.30 -2.92 -4.14 -5.56 1.89

IGSF21 1961 0.51 1.35 0.40 1.03 2.90 0.99 0.55 0.34 2.94 0.83 1.20 0.26 1.17 -1.20 0.21 -1.55 -0.18 1.31 -0.27

IGSF22 4360 0.00 0.45 0.00 0.00 0.00 0.00 0.00 0.00 0.45 0.10 0.08 -3.73 0.14 #NUM! 1.72 #NUM! #NUM! #NUM! #NUM!

IGSF23 1001 0.00 0.06 0.00 0.00 0.23 0.00 0.00 0.00 0.00 0.00 0.05 -4.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IGSF3 7253 4.55 5.14 13.97 16.52 10.40 8.47 5.39 8.32 1.05 4.20 9.84 3.30 4.74 -0.06 0.12 1.56 1.80 1.13 -0.22

IGSF5 2066 0.04 0.00 0.00 0.00 0.25 0.02 0.11 0.12 0.00 0.03 0.05 -4.24 0.07 -0.73 #NUM! #NUM! #NUM! 1.95 -1.19

IGSF6 1058 6.74 9.77 12.06 0.00 6.62 8.47 2.59 2.11 2.87 1.80 7.28 2.86 2.34 1.53 2.06 2.36 #NUM! 1.50 0.22

IGSF8 2374 7.14 16.11 12.07 31.04 29.05 11.54 8.04 6.48 15.93 11.86 17.82 4.16 10.58 -0.57 0.61 0.19 1.55 1.46 -0.63

IGSF9 4048 1.91 4.00 12.77 18.89 8.63 6.75 5.35 6.62 0.03 3.18 8.82 3.14 3.79 -0.99 0.08 1.75 2.32 1.19 -0.39

IGSF9B 7309 0.02 0.13 0.02 0.03 0.00 0.05 0.29 0.05 1.21 0.10 0.04 -4.54 0.41 -4.56 -1.60 -4.34 -3.75 #NUM! 0.35

IHH 2074 0.00 3.93 0.02 0.03 0.01 0.00 0.00 0.00 0.00 0.02 0.67 -0.59 0.01 #NUM! 9.52 1.53 2.63 1.20 #NUM!

IK 1955 32.68 43.28 26.30 44.80 28.62 55.09 48.48 24.70 48.29 47.44 38.46 5.27 42.22 -0.37 0.04 -0.68 0.09 -0.56 0.52

IKBIP 2935 7.62 6.31 5.03 7.17 16.31 16.73 4.21 3.31 11.43 8.53 9.86 3.30 6.87 0.15 -0.12 -0.45 0.06 1.25 0.76

IKBKAP 6129 4.18 5.39 34.50 4.88 6.80 4.23 4.10 10.74 3.89 5.15 10.00 3.32 5.97 -0.51 -0.15 2.53 -0.29 0.19 -1.24

IKBKB 4187 4.38 7.88 6.97 3.41 6.55 8.85 5.68 6.04 8.08 7.21 6.34 2.66 6.75 -0.62 0.22 0.04 -0.99 -0.04 0.48

IKBKE 3492 4.10 4.70 10.58 4.37 6.85 4.86 2.93 3.75 1.53 1.70 5.91 2.56 2.48 0.72 0.92 2.09 0.82 1.47 -0.28

IKBKG 2279 6.38 8.87 8.95 10.84 14.99 9.24 3.83 4.31 12.15 6.02 9.88 3.30 6.58 -0.04 0.43 0.44 0.72 1.19 -0.10

IKZF1 6217 1.75 6.53 5.95 2.93 1.21 4.45 1.48 1.29 0.87 1.13 3.80 1.93 1.19 0.55 2.45 2.32 1.30 0.03 0.23

IKZF2 9512 0.79 1.83 1.77 1.49 0.27 2.27 1.85 3.70 0.15 2.00 1.40 0.49 1.93 -1.29 -0.07 -0.12 -0.37 -2.85 0.69

IKZF3 2437 0.68 3.77 6.09 0.87 0.58 0.77 0.54 0.70 0.15 0.43 2.13 1.09 0.45 0.58 3.06 3.75 0.94 0.35 -1.46

IKZF4 5506 1.11 3.11 2.93 2.37 0.39 1.61 1.42 1.35 2.04 1.30 1.92 0.94 1.53 -0.46 1.02 0.94 0.63 -1.96 -0.25

IKZF5 1727 4.38 6.45 5.83 7.00 1.68 4.99 5.95 7.28 2.59 4.93 5.06 2.34 5.19 -0.24 0.32 0.17 0.43 -1.63 -0.02

IL10 1629 0.21 1.35 3.69 1.26 1.81 4.09 0.22 0.52 1.73 1.26 2.07 1.05 0.93 -2.18 0.53 1.98 0.43 0.96 0.98

IL10RA 3802 3.49 9.84 14.25 5.48 6.16 8.10 2.90 2.58 4.97 4.02 7.89 2.98 3.62 -0.05 1.44 1.98 0.60 0.77 0.04

IL10RB 1935 15.89 34.91 33.82 45.45 27.83 18.57 12.79 12.75 22.93 17.36 29.41 4.88 16.46 -0.05 1.08 1.04 1.47 0.76 -0.66

IL11 2354 0.05 0.89 1.34 1.22 8.94 1.27 0.06 0.09 0.14 0.40 2.28 1.19 0.17 -1.92 2.37 2.95 2.82 5.69 -0.85

IL11RA 1776 3.74 10.04 1.60 2.99 1.56 8.07 4.30 1.77 12.41 7.40 4.67 2.22 6.47 -0.79 0.63 -2.02 -1.11 -2.05 0.79

IL12A 1450 0.20 0.95 1.18 0.10 1.51 1.19 0.52 0.20 1.05 0.69 0.86 -0.22 0.61 -1.64 0.62 0.95 -2.63 1.30 0.48

IL12B 2347 0.11 0.51 0.28 0.12 0.05 0.46 0.01 0.10 0.01 0.11 0.26 -1.96 0.06 0.94 3.11 2.24 0.95 -0.16 0.85

IL12RB1 2100 1.23 4.17 3.86 2.41 3.45 2.60 0.66 0.37 0.65 0.71 2.95 1.56 0.60 1.05 2.80 2.69 2.02 2.53 -0.18

IL12RB2 4040 2.30 1.25 14.05 2.22 2.79 0.96 0.58 0.30 0.32 0.55 3.93 1.97 0.44 2.40 1.52 5.01 2.35 2.68 -2.03

IL13 1282 0.00 0.07 0.43 0.11 0.15 2.98 0.02 0.02 2.20 2.01 0.62 -0.68 1.06 #NUM! -3.95 -1.32 -3.22 -2.85 2.26

IL13RA1 4006 13.02 30.51 15.29 22.33 21.16 24.86 12.40 16.31 23.20 25.77 21.19 4.41 19.42 -0.58 0.65 -0.34 0.20 0.12 0.23

IL13RA2 1376 0.25 0.27 0.81 0.21 5.33 0.57 4.67 0.15 3.58 0.24 1.24 0.31 2.16 -3.10 -2.98 -1.41 -3.36 1.30 -1.13

IL15 2493 1.81 1.93 3.01 0.80 8.09 5.30 0.79 2.80 2.51 3.26 3.49 1.80 2.34 -0.37 -0.28 0.36 -1.55 1.79 0.60

IL15RA 1853 7.28 16.64 10.32 13.86 57.98 25.13 5.50 6.98 0.00 31.91 21.87 4.45 11.10 -0.61 0.58 -0.10 0.32 2.39 0.20

IL16 8322 2.66 10.63 6.61 2.50 1.76 3.67 3.50 2.87 2.11 2.28 4.64 2.21 2.69 -0.02 1.98 1.30 -0.11 -0.61 -0.34

IL17A 1859 0.58 0.07 0.07 0.06 0.10 0.22 0.19 0.38 0.08 0.41 0.18 -2.45 0.26 1.14 -1.82 -1.92 -2.23 -1.44 0.27

IL17B 711 0.25 0.51 0.12 0.56 0.66 1.11 0.21 0.10 4.03 0.80 0.53 -0.91 1.28 -2.38 -1.35 -3.46 -1.20 -0.96 1.06

IL17C 1048 0.12 0.09 0.03 0.04 0.22 0.00 0.00 0.00 0.00 0.00 0.08 -3.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IL17D 1873 3.93 4.50 1.79 4.74 3.79 6.99 5.38 3.65 7.26 7.27 4.29 2.10 5.89 -0.58 -0.39 -1.72 -0.31 -0.64 0.70

IL17F 808 0.72 0.08 0.05 0.10 0.00 0.00 0.17 0.41 0.00 0.00 0.16 -2.65 0.15 2.31 -0.83 -1.61 -0.52 #NUM! #NUM!

IL17RA 8606 1.86 3.43 3.98 4.62 1.43 1.56 2.82 1.87 1.66 1.73 2.81 1.49 2.02 -0.12 0.77 0.98 1.19 -0.49 -0.85

IL17RB 2072 1.95 11.41 4.87 1.76 2.25 2.10 5.39 14.75 1.25 1.47 4.06 2.02 5.72 -1.56 1.00 -0.23 -1.70 -1.34 -0.95

IL17RC 2641 5.92 11.81 8.19 12.22 7.29 7.76 11.69 8.83 12.39 13.90 8.86 3.15 11.70 -0.98 0.01 -0.52 0.06 -0.68 -0.19

IL17RD 8736 0.53 1.65 3.32 0.44 0.57 1.07 2.17 0.56 4.29 2.25 1.27 0.34 2.32 -2.12 -0.49 0.52 -2.38 -2.01 -0.25

IL17RE 2790 2.31 8.96 4.92 17.47 3.01 1.27 4.51 6.08 2.08 2.51 6.32 2.66 3.79 -0.71 1.24 0.37 2.20 -0.33 -2.32

IL17REL 3635 0.04 0.04 0.27 0.03 0.00 0.02 0.02 0.02 0.00 0.01 0.07 -3.91 0.01 1.56 1.88 4.49 1.16 #NUM! -1.81

IL18 1145 32.41 25.98 10.27 9.98 19.20 24.06 61.50 54.08 3.79 50.23 20.32 4.34 42.40 -0.39 -0.71 -2.05 -2.09 -1.14 0.24

IL18BP 2796 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IL18R1 3522 0.24 1.89 0.80 0.00 1.12 2.03 0.53 0.61 0.51 1.37 1.02 0.02 0.76 -1.63 1.32 0.08 #NUM! 0.57 1.00

IL18RAP 2668 0.53 1.19 1.41 0.31 0.52 0.95 0.38 0.57 0.47 1.03 0.82 -0.29 0.61 -0.22 0.97 1.20 -0.98 -0.22 0.21

IL19 1848 1.32 0.70 0.10 0.54 0.16 0.77 0.00 0.06 0.00 0.12 0.60 -0.73 0.04 4.88 3.97 1.21 3.59 1.87 0.36

IL1A 2943 1.66 0.64 47.11 14.13 74.54 0.91 0.15 0.32 0.05 0.16 23.17 4.53 0.17 3.29 1.91 8.11 6.37 8.77 -4.68

IL1B 1498 7.93 12.41 121.18 29.39 515.47 13.71 2.65 8.29 11.29 4.53 116.68 6.87 6.69 0.25 0.89 4.18 2.14 6.27 -3.09

IL1F10 1366 0.03 0.06 0.18 0.00 0.00 0.00 0.35 0.06 0.00 0.00 0.04 -4.49 0.10 -1.80 -0.78 0.75 #NUM! #NUM! #NUM!

IL1R1 4909 9.58 27.93 10.62 11.36 1.21 36.71 19.72 36.85 27.96 43.13 16.23 4.02 31.91 -1.74 -0.19 -1.59 -1.49 -4.72 1.18

IL1R2 1484 12.55 21.95 6.31 5.75 73.90 5.22 19.13 51.05 1.96 16.82 20.95 4.39 22.24 -0.83 -0.02 -1.82 -1.95 1.73 -2.00

IL1RAP 4965 7.40 5.40 4.13 8.31 6.79 4.81 3.68 8.56 1.96 4.96 6.14 2.62 4.79 0.63 0.17 -0.21 0.80 0.50 -0.35

IL1RAPL1 2679 0.02 0.03 0.02 0.02 0.00 0.13 0.05 0.02 0.00 0.07 0.04 -4.69 0.04 -0.88 -0.33 -0.68 -0.60 -4.20 1.76

IL1RAPL2 2985 0.04 0.07 0.02 0.00 0.00 0.06 0.06 0.04 0.11 0.07 0.03 -4.90 0.07 -0.72 0.02 -1.77 #NUM! -5.59 0.95

IL1RL1 2542 0.26 1.85 1.61 0.68 7.08 2.61 0.28 2.07 1.54 3.29 2.35 1.23 1.79 -2.81 0.05 -0.16 -1.41 1.98 0.15

IL1RL2 1964 1.07 1.19 2.90 2.48 3.42 1.30 3.47 4.56 0.14 2.89 2.06 1.04 2.77 -1.37 -1.21 0.07 -0.16 0.31 -0.67

IL1RN 1973 180.72 112.03 93.94 218.65 183.73 35.82 287.41 683.28 9.00 379.86 137.48 7.10 339.88 -0.91 -1.60 -1.86 -0.64 -0.89 -1.94

IL2 822 0.00 0.04 0.14 0.00 0.00 1.07 0.00 0.00 0.04 0.30 0.21 -2.26 0.08 #NUM! -1.00 0.80 #NUM! #NUM! 2.35

IL20 1252 0.14 2.28 0.20 2.52 28.85 6.62 0.02 1.94 0.46 0.46 6.77 2.76 0.72 -2.34 1.66 -1.89 1.80 5.32 -0.03

IL20RA 3682 9.54 3.84 1.74 4.63 7.51 5.39 5.77 6.16 2.00 4.74 5.44 2.44 4.67 1.03 -0.28 -1.42 -0.01 0.69 -0.01

IL20RB 2171 68.93 9.35 35.96 73.82 77.56 4.47 37.18 28.45 0.25 15.74 45.02 5.49 20.40 1.76 -1.13 0.82 1.86 1.93 -3.33

IL21 706 0.00 0.48 0.56 0.00 0.00 0.25 0.00 0.00 0.00 0.19 0.21 -2.22 0.05 #NUM! 3.35 3.56 #NUM! #NUM! 0.23

IL21R 5006 0.48 1.71 1.80 0.59 0.72 0.60 0.11 0.31 0.26 0.26 0.98 -0.02 0.24 1.01 2.86 2.93 1.32 1.60 -0.70

IL22 1147 0.00 0.05 0.00 0.00 0.00 0.07 0.08 0.00 0.00 0.08 0.02 -5.64 0.04 #NUM! 0.34 #NUM! #NUM! #NUM! 1.76

IL22RA1 2988 1.73 8.63 1.24 6.42 2.32 0.86 4.05 3.53 0.01 1.50 3.53 1.82 2.27 -0.39 1.93 -0.87 1.50 0.03 -2.03

IL22RA2 2910 0.17 0.28 0.11 0.00 0.16 0.82 0.26 0.06 0.01 0.04 0.26 -1.96 0.09 0.90 1.62 0.28 #NUM! 0.83 1.67

IL23A 1049 1.36 0.00 8.68 0.00 48.24 0.00 0.15 0.39 0.00 0.00 9.71 3.28 0.13 3.33 #NUM! 6.01 #NUM! 8.48 #NUM!

IL23R 2826 0.07 0.22 0.07 0.05 0.00 0.05 0.06 0.05 0.00 0.05 0.07 -3.75 0.04 0.71 2.43 0.72 0.24 #NUM! -0.58

IL24 1979 0.00 0.00 0.00 1.24 23.02 0.00 0.00 0.00 0.00 0.00 4.04 2.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IL25 1335 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IL26 1047 0.23 0.18 0.00 0.00 0.13 0.00 0.06 0.12 0.00 0.00 0.09 -3.47 0.04 2.37 1.97 #NUM! #NUM! 1.59 #NUM!

IL27 1044 0.00 0.06 0.14 0.07 0.14 0.03 0.00 0.03 0.10 0.05 0.07 -3.81 0.04 #NUM! 0.39 1.61 0.71 1.59 -1.50

IL27RA 3258 3.79 4.18 3.55 2.21 2.46 3.85 1.84 1.27 3.21 2.49 3.34 1.74 2.20 0.78 0.92 0.69 0.00 0.16 0.21

IL28A 734 0.00 0.00 0.16 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.03 -4.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.24

IL28B 595 0.00 0.00 0.37 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -4.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IL28RA 4563 0.92 2.29 0.49 2.04 1.81 0.90 0.94 1.30 0.12 1.60 1.41 0.49 0.99 -0.11 1.20 -1.02 1.04 0.86 -0.65

IL29 856 0.41 0.08 0.26 0.05 0.03 0.19 0.04 0.04 0.03 0.03 0.17 -2.55 0.04 3.55 1.11 2.91 0.42 -0.02 0.19

IL2RA 3216 0.79 3.92 5.88 1.15 2.55 2.64 1.52 0.40 0.92 0.89 2.82 1.50 0.93 -0.23 2.08 2.66 0.31 1.46 -0.10

IL2RB 4045 2.59 9.82 18.33 3.64 12.00 5.13 2.83 1.89 0.70 2.32 8.58 3.10 1.94 0.42 2.34 3.24 0.91 2.63 -0.74

IL2RG 1560 23.02 46.23 53.70 21.00 34.77 40.68 11.44 10.89 8.88 8.85 36.57 5.19 10.02 1.20 2.21 2.42 1.07 1.80 0.15

IL3 924 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -7.58 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IL31 904 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IL31RA 2393 0.09 0.05 0.05 1.35 0.05 0.00 0.19 0.00 0.14 0.03 0.26 -1.92 0.09 0.00 -0.85 -0.94 3.91 -0.95 #NUM!

IL32 1157 136.84 367.15 378.95 239.72 3811.82 41.33 22.10 19.97 56.64 42.51 829.30 9.70 35.31 1.95 3.38 3.42 2.76 6.75 -4.33

IL33 2718 10.53 31.10 4.44 5.63 95.47 56.92 11.50 12.71 41.16 41.04 34.01 5.09 26.60 -1.34 0.23 -2.58 -2.24 1.84 0.74

IL34 1796 12.05 6.95 9.46 3.36 0.43 9.42 0.00 0.00 0.00 8.05 6.95 2.80 2.01 2.58 1.79 2.23 0.74 -2.24 0.44

IL36A 477 18.62 2.51 0.42 2.10 0.00 0.60 5.86 13.64 0.00 1.12 4.04 2.01 5.15 1.85 -1.04 -3.62 -1.30 #NUM! -2.76

IL36B 1182 1.46 0.07 0.24 0.78 0.00 0.00 0.79 1.09 0.00 0.03 0.42 -1.23 0.48 1.62 -2.79 -0.99 0.71 #NUM! #NUM!

IL36G 1180 9.48 5.06 20.06 38.06 8.25 0.66 0.50 7.56 0.00 1.44 13.59 3.76 2.38 2.00 1.09 3.08 4.00 1.80 -4.37

IL36RN 2717 6.40 5.89 20.14 20.20 0.25 0.35 10.35 9.55 0.03 9.98 8.87 3.15 7.48 -0.23 -0.34 1.43 1.43 -4.90 -4.64

IL37 787 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.09 0.01 -6.79 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

IL3RA 1726 0.46 0.00 0.51 0.34 0.24 0.00 0.74 1.06 0.00 0.00 0.26 -1.96 0.45 0.03 #NUM! 0.18 -0.41 -0.90 #NUM!

IL4 921 0.00 0.00 0.00 0.05 0.03 0.12 0.00 0.00 0.00 0.06 0.03 -4.94 0.01 #NUM! #NUM! #NUM! 1.64 1.10 1.86

IL4I1 2315 0.00 0.00 0.00 0.00 18.39 0.00 0.00 0.00 0.00 0.00 3.07 1.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IL4R 3678 10.54 31.21 14.87 52.29 42.28 16.57 13.48 15.03 21.79 24.58 27.96 4.81 18.72 -0.83 0.74 -0.33 1.48 1.18 -0.75

IL5 816 0.00 0.00 0.23 0.00 0.00 1.24 0.00 0.00 0.14 2.97 0.25 -2.02 0.78 #NUM! #NUM! -1.73 #NUM! #NUM! 2.34

IL5RA 2415 0.41 0.22 0.38 0.12 0.08 0.40 0.16 0.16 0.19 0.17 0.27 -1.90 0.17 1.26 0.35 1.18 -0.46 -1.11 0.57

IL6 1201 0.45 4.81 38.13 6.56 408.34 209.69 1.15 41.41 158.54 106.09 111.33 6.80 76.80 -7.42 -4.00 -1.01 -3.55 2.41 0.91

IL6R 5928 1.79 3.37 2.19 3.05 1.04 2.96 5.59 5.63 3.50 8.05 2.40 1.26 5.69 -1.67 -0.75 -1.38 -0.90 -2.45 0.30

IL6ST 9071 11.14 48.52 16.05 16.23 3.74 28.26 31.35 32.06 35.66 26.83 20.66 4.37 31.48 -1.50 0.62 -0.97 -0.96 -3.07 0.45

IL7 2089 1.52 2.36 3.55 1.67 1.15 2.43 0.48 1.39 1.13 1.80 2.12 1.08 1.20 0.34 0.97 1.57 0.48 -0.06 0.20

IL7R 1809 3.52 16.22 9.81 8.02 1.08 12.44 5.15 4.85 1.24 4.61 8.52 3.09 3.96 -0.17 2.03 1.31 1.02 -1.87 0.55

IL8 1718 33.41 55.25 269.02 81.81 3253.87 130.79 3.45 9.62 20.43 14.83 637.36 9.32 12.08 1.47 2.19 4.48 2.76 8.07 -2.28

IL9R 2175 0.00 0.09 0.07 0.02 0.07 0.07 0.07 0.01 0.01 0.03 0.05 -4.22 0.03 #NUM! 1.66 1.30 -0.92 1.25 0.33

ILDR1 2908 2.08 2.50 3.64 1.39 3.85 1.58 0.30 0.65 0.03 0.63 2.50 1.32 0.40 2.37 2.64 3.18 1.79 3.26 -0.67

ILDR2 8127 0.01 0.07 0.06 0.06 0.02 0.23 0.02 0.03 0.14 0.03 0.07 -3.74 0.05 -2.09 0.30 0.14 0.15 -1.38 1.64

ILF2 1637 96.12 83.04 103.21 84.79 118.64 98.27 50.20 76.53 64.80 123.87 97.35 6.61 78.85 0.29 0.07 0.39 0.10 0.59 0.01

ILF3 6135 13.10 32.96 48.62 41.54 51.59 21.36 21.66 19.14 27.83 27.24 34.86 5.12 23.97 -0.87 0.46 1.02 0.79 1.11 -0.71

ILK 1931 46.02 70.22 60.06 36.85 125.71 63.26 73.01 32.81 419.85 77.24 67.02 6.07 150.73 -1.71 -1.10 -1.33 -2.03 -0.26 -0.08

ILKAP 1480 5.78 8.52 8.82 8.55 14.93 17.50 7.89 13.79 20.87 13.95 10.68 3.42 14.13 -1.29 -0.73 -0.68 -0.72 0.08 0.71

ILVBL 2328 11.28 11.78 9.67 5.56 19.10 7.43 12.06 10.79 17.06 16.60 10.80 3.43 14.13 -0.32 -0.26 -0.55 -1.35 0.43 -0.54

IMMP1L 795 8.43 1.78 2.69 2.05 15.51 29.02 8.39 1.43 17.37 16.28 9.91 3.31 10.87 -0.37 -2.61 -2.01 -2.41 0.51 1.55

IMMP2L 1539 2.67 2.68 1.74 2.59 22.38 8.01 4.03 2.92 13.75 8.80 6.68 2.74 7.38 -1.46 -1.46 -2.08 -1.51 1.60 0.26

IMMT 3018 22.19 16.95 32.65 17.64 19.97 17.72 15.94 17.23 20.24 18.35 21.19 4.40 17.94 0.31 -0.08 0.86 -0.02 0.15 -0.26

IMP3 1255 61.54 24.82 33.72 45.16 132.80 28.86 29.93 19.07 22.64 29.09 54.48 5.77 25.18 1.29 -0.02 0.42 0.84 2.40 -0.92

IMP4 1074 32.22 20.78 35.97 17.50 54.98 21.89 18.06 12.87 29.48 19.20 30.56 4.93 19.90 0.69 0.06 0.85 -0.19 1.47 -0.48

IMP5 2183 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

IMPA1 3597 2.75 2.37 4.33 2.33 2.97 7.59 2.36 2.95 5.17 11.30 3.72 1.90 5.45 -0.99 -1.20 -0.33 -1.23 -0.88 1.03

IMPA2 1537 50.15 32.41 41.15 22.64 73.42 26.70 61.93 38.73 26.26 30.57 41.08 5.36 39.37 0.35 -0.28 0.06 -0.80 0.90 -0.62

IMPACT 3764 4.70 4.55 6.21 10.34 1.34 8.10 3.62 3.49 5.48 6.38 5.87 2.55 4.74 -0.01 -0.06 0.39 1.12 -1.83 0.46

IMPAD1 7239 4.22 9.32 8.70 9.46 6.68 9.97 7.31 7.71 12.10 10.05 8.06 3.01 9.29 -1.14 0.01 -0.09 0.03 -0.48 0.31

IMPDH1 2625 11.99 10.12 17.38 18.47 19.06 7.11 9.22 5.35 15.94 7.79 14.02 3.81 9.57 0.33 0.08 0.86 0.95 0.99 -0.98

IMPDH2 1712 86.00 87.05 82.81 68.85 140.49 64.39 90.00 84.91 96.52 97.83 88.27 6.46 92.32 -0.10 -0.08 -0.16 -0.42 0.61 -0.46

IMPG1 3268 0.00 0.53 0.05 0.32 0.00 0.07 0.00 0.07 0.01 0.46 0.16 -2.63 0.14 #NUM! 1.96 -1.53 1.25 #NUM! -1.18

IMPG2 8365 0.03 0.05 0.08 0.04 0.01 0.09 0.02 0.02 0.03 0.04 0.05 -4.29 0.03 0.26 0.88 1.55 0.45 -1.30 0.83

INA 3245 0.51 0.19 0.05 3.49 0.00 0.20 0.14 0.29 0.03 0.05 0.74 -0.43 0.13 2.02 0.56 -1.41 4.79 #NUM! -1.89

INADL 8505 2.65 4.01 9.71 7.99 10.63 7.39 6.26 9.60 1.09 5.05 7.06 2.82 5.50 -1.05 -0.46 0.82 0.54 0.95 0.07

INCA1 1574 0.91 0.00 0.00 0.60 1.44 2.61 0.00 0.00 0.00 1.56 0.93 -0.11 0.39 1.22 #NUM! #NUM! 0.63 1.89 1.49

INCENP 4146 2.74 4.23 12.86 10.96 4.08 3.26 3.81 5.58 1.39 1.49 6.36 2.67 3.07 -0.17 0.46 2.07 1.84 0.41 -0.96

INE1 1014 0.21 1.17 0.39 0.57 0.28 0.11 0.51 1.15 0.24 0.44 0.46 -1.13 0.58 -1.46 1.00 -0.57 -0.03 -1.05 -2.11

INE2 1874 2.61 4.31 0.00 1.67 0.00 3.28 6.51 4.86 3.84 2.30 1.98 0.98 4.37 -0.74 -0.02 #NUM! -1.39 #NUM! 0.73

INF2 4725 13.83 28.94 10.86 23.12 35.67 7.08 30.90 8.75 18.88 9.04 19.92 4.32 16.89 -0.29 0.78 -0.64 0.45 1.08 -1.49

ING1 2897 0.00 5.55 7.30 5.28 11.46 13.23 4.02 5.93 9.69 12.66 7.13 2.83 8.07 #NUM! -0.54 -0.15 -0.61 0.50 0.89

ING2 1135 5.94 6.31 17.35 8.73 25.63 9.82 7.35 5.22 4.65 9.60 12.30 3.62 6.70 -0.17 -0.09 1.37 0.38 1.94 -0.32

ING3 2221 4.16 4.33 6.83 2.58 3.12 11.72 2.97 3.01 4.29 6.99 5.46 2.45 4.32 -0.05 0.00 0.66 -0.74 -0.47 1.10

ING4 1461 16.47 9.19 5.24 15.42 14.36 19.69 9.84 6.42 21.96 13.61 13.39 3.74 12.96 0.35 -0.50 -1.31 0.25 0.15 0.56

ING5 5233 1.70 3.85 3.24 2.73 1.45 3.85 1.71 3.88 1.50 2.02 2.80 1.49 2.28 -0.42 0.76 0.51 0.26 -0.65 0.46

INGX 1228 0.08 0.13 0.10 0.03 0.11 0.00 0.10 0.01 0.02 0.04 0.08 -3.71 0.04 0.97 1.67 1.22 -0.49 1.40 #NUM!

INHA 1436 0.02 0.70 0.02 0.15 0.41 0.09 0.13 0.06 0.14 0.08 0.23 -2.11 0.10 -2.36 2.78 -2.12 0.56 2.00 -1.41

INHBA 2175 6.42 23.58 8.97 12.22 8.39 9.88 2.03 3.12 1.07 1.73 11.58 3.53 1.99 1.69 3.57 2.18 2.62 2.08 -0.23

INHBB 3218 0.64 4.05 1.00 5.05 2.19 3.66 3.84 9.97 5.33 9.48 2.76 1.47 7.16 -3.48 -0.82 -2.84 -0.50 -1.71 0.41

INHBC 1990 0.00 0.01 0.00 0.02 0.09 0.00 0.00 0.00 0.00 0.00 0.02 -5.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

INHBE 2453 0.01 0.24 0.82 0.07 0.12 0.04 0.14 0.03 0.08 0.06 0.22 -2.20 0.08 -2.85 1.60 3.37 -0.20 0.63 -2.50

INMT 2639 0.00 2.89 0.00 1.03 0.00 1.90 0.00 2.89 0.00 0.00 0.97 -0.04 0.72 #NUM! 2.00 #NUM! 0.52 #NUM! 0.97

INMT-FAM188B 3185 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

INO80 6249 4.31 7.50 8.28 8.31 2.15 6.22 3.77 5.27 3.13 3.70 6.13 2.62 3.97 0.12 0.92 1.06 1.07 -0.88 0.02

INO80B 1266 13.81 12.84 17.37 13.18 35.21 12.78 12.19 11.82 13.89 14.55 17.53 4.13 13.11 0.07 -0.03 0.41 0.01 1.43 -0.46

INO80B-WBP1 2112 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

INO80C 1095 17.23 9.90 15.33 15.70 28.53 17.38 15.32 34.29 11.63 20.61 17.34 4.12 20.46 -0.25 -1.05 -0.42 -0.38 0.48 0.00

INO80D 14136 1.64 1.78 1.26 1.06 1.08 1.56 1.42 2.09 3.18 3.58 1.39 0.48 2.57 -0.65 -0.53 -1.03 -1.28 -1.25 0.16

INO80E 1185 19.11 19.13 14.61 25.71 34.65 16.19 15.68 11.09 21.35 14.29 21.57 4.43 15.60 0.29 0.29 -0.09 0.72 1.15 -0.41

INPP1 2179 25.20 28.17 43.64 16.13 19.90 20.41 31.59 32.65 19.72 29.68 25.57 4.68 28.41 -0.17 -0.01 0.62 -0.82 -0.51 -0.33

INPP4A 6752 1.57 3.55 3.24 8.09 1.69 4.09 1.74 2.18 3.20 2.72 3.70 1.89 2.46 -0.65 0.53 0.40 1.72 -0.55 0.14

INPP4B 4140 1.80 8.36 1.97 1.77 6.89 3.93 3.01 4.03 2.96 2.94 4.12 2.04 3.24 -0.85 1.37 -0.72 -0.87 1.09 -0.07

INPP5A 2938 4.85 8.83 2.76 4.61 4.27 7.72 11.16 5.76 29.44 12.59 5.51 2.46 14.74 -1.60 -0.74 -2.42 -1.68 -1.79 0.49

INPP5B 4469 2.94 5.75 5.54 4.80 2.90 4.51 4.30 3.08 3.48 2.66 4.41 2.14 3.38 -0.20 0.77 0.71 0.51 -0.22 0.03

INPP5D 4928 2.35 10.53 10.30 4.13 5.53 6.41 2.87 3.86 4.41 3.20 6.54 2.71 3.58 -0.61 1.55 1.52 0.21 0.63 -0.03

INPP5E 3396 2.48 4.36 4.65 6.41 11.38 4.64 3.42 0.00 5.38 2.75 5.65 2.50 2.89 -0.22 0.59 0.69 1.15 1.98 -0.29

INPP5F 4955 7.55 6.08 6.54 13.25 6.54 10.55 4.78 4.83 6.07 6.14 8.42 3.07 5.46 0.47 0.16 0.26 1.28 0.26 0.33

INPP5J 2238 0.54 0.85 4.43 0.45 0.53 0.41 0.73 0.00 0.73 1.10 1.20 0.27 0.64 -0.24 0.41 2.79 -0.51 -0.28 -1.54

INPP5K 3391 6.95 7.96 8.67 12.05 19.03 8.04 7.24 6.50 0.00 8.05 10.45 3.39 5.45 0.35 0.55 0.67 1.15 1.81 -0.38

INPPL1 4726 5.27 13.91 11.04 21.90 28.08 6.33 7.29 8.51 20.93 7.67 14.42 3.85 11.10 -1.08 0.33 -0.01 0.98 1.34 -1.19

INS 648 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

INSC 2970 0.05 0.07 0.02 0.01 0.13 0.59 0.09 0.00 0.85 0.24 0.15 -2.78 0.30 -2.68 -2.00 -3.78 -4.68 -1.22 2.03

INSIG1 3020 14.89 17.08 59.46 17.16 13.56 75.28 28.70 89.00 33.86 186.56 32.90 5.04 84.53 -2.51 -2.31 -0.51 -2.30 -2.64 1.19

INSIG2 2592 2.76 2.84 1.94 2.21 13.38 8.86 2.00 1.88 5.97 7.30 5.33 2.41 4.29 -0.64 -0.59 -1.15 -0.96 1.64 0.73

INSL3 810 0.31 0.00 0.00 0.45 0.00 0.52 0.33 0.14 0.08 0.00 0.22 -2.22 0.14 1.20 #NUM! #NUM! 1.73 #NUM! 1.28

INSL4 617 0.00 0.18 0.14 0.00 26.15 0.00 0.00 0.00 0.00 0.14 4.41 2.14 0.04 #NUM! 2.35 1.97 #NUM! 9.53 #NUM!

INSL5 718 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.05 0.00 0.00 0.01 -6.20 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

INSL6 711 0.00 0.00 0.74 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.13 -2.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.64

INSM1 2838 0.00 0.21 0.01 0.05 0.09 0.03 0.01 0.04 0.00 0.02 0.06 -3.96 0.02 #NUM! 3.51 -0.72 1.38 2.28 -0.96

INSM2 3024 0.01 0.05 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

INSR 9059 1.37 9.58 3.96 3.61 3.72 3.86 3.60 3.78 3.60 4.79 4.35 2.12 3.94 -1.53 1.28 0.01 -0.13 -0.08 -0.17

INSRR 4193 0.05 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.11 0.06 0.02 -5.73 0.04 0.24 #NUM! #NUM! 0.55 #NUM! #NUM!

INTS1 7000 12.87 8.27 26.73 13.00 27.61 4.24 11.88 11.15 7.55 6.76 15.45 3.95 9.33 0.46 -0.17 1.52 0.48 1.56 -1.87

INTS10 2539 15.92 12.79 17.27 7.48 25.55 18.21 10.44 8.18 17.34 15.57 16.20 4.02 12.88 0.31 -0.01 0.42 -0.78 0.99 0.17

INTS12 1768 17.04 12.03 16.40 12.30 3.60 11.78 7.72 8.67 9.08 8.94 12.19 3.61 8.61 0.99 0.48 0.93 0.52 -1.26 -0.05

INTS2 6162 1.01 2.37 1.56 2.69 1.34 2.40 1.30 1.96 0.97 1.52 1.90 0.92 1.44 -0.51 0.72 0.12 0.90 -0.10 0.34

INTS3 4538 7.01 8.89 15.07 8.68 11.98 9.71 10.31 10.34 12.53 8.49 10.22 3.35 10.42 -0.57 -0.23 0.53 -0.26 0.20 -0.07

INTS4 3163 3.82 4.50 8.97 8.31 9.31 4.06 3.58 3.91 7.46 3.52 6.50 2.70 4.62 -0.27 -0.04 0.96 0.85 1.01 -0.68

INTS4L1 2552 0.10 0.36 0.17 0.32 0.39 0.36 0.15 0.31 0.56 0.34 0.28 -1.82 0.34 -1.74 0.06 -1.01 -0.10 0.21 0.35

INTS4L2 1722 0.00 0.00 0.00 1.62 0.55 0.00 0.00 0.59 0.60 0.00 0.36 -1.47 0.30 #NUM! #NUM! #NUM! 2.45 0.88 #NUM!

INTS5 3300 5.56 6.05 7.79 0.00 11.04 3.11 5.24 4.23 6.96 3.75 5.59 2.48 5.05 0.14 0.26 0.63 #NUM! 1.13 -0.85

INTS6 7465 1.83 4.87 5.19 13.50 1.21 6.63 3.75 8.43 4.10 5.91 5.54 2.47 5.55 -1.60 -0.19 -0.10 1.28 -2.20 0.26

INTS7 4589 3.71 5.23 7.83 9.24 3.95 4.81 3.18 5.20 1.77 3.20 5.79 2.53 3.34 0.15 0.65 1.23 1.47 0.24 -0.27

INTS8 3393 5.97 7.27 13.67 10.07 3.62 10.72 13.16 6.41 6.51 8.35 8.55 3.10 8.61 -0.53 -0.24 0.67 0.23 -1.25 0.32

INTS9 2764 5.31 4.67 8.46 3.74 7.64 4.53 3.35 3.10 4.65 3.11 5.73 2.52 3.55 0.58 0.40 1.25 0.07 1.11 -0.34

INTU 3275 0.58 2.80 0.83 1.24 0.27 2.23 0.87 1.95 0.72 3.59 1.33 0.41 1.78 -1.62 0.65 -1.10 -0.52 -2.70 0.75

INVS 3880 1.82 3.94 2.78 4.34 2.39 2.43 2.77 2.42 2.78 2.47 2.95 1.56 2.61 -0.52 0.60 0.09 0.73 -0.13 -0.28

IP6K1 4468 2.88 7.91 9.45 7.59 5.32 3.72 9.16 5.48 11.66 6.09 6.14 2.62 8.10 -1.49 -0.03 0.22 -0.09 -0.60 -0.73

IP6K2 2319 37.09 42.38 33.74 34.56 31.18 29.87 48.64 37.33 33.04 37.54 34.80 5.12 39.14 -0.08 0.11 -0.21 -0.18 -0.33 -0.22

IP6K3 2840 0.26 0.25 0.02 0.11 0.02 0.18 0.29 0.01 1.67 0.12 0.14 -2.85 0.52 -1.03 -1.09 -4.54 -2.26 -4.82 0.39

IPCEF1 6858 0.27 0.64 0.77 0.34 0.36 0.97 0.26 0.22 0.00 0.30 0.56 -0.84 0.19 0.48 1.73 1.99 0.84 0.90 0.80

IPMK 6133 1.22 1.50 2.60 2.75 2.36 2.53 1.41 2.63 0.76 2.56 2.16 1.11 1.84 -0.59 -0.29 0.50 0.58 0.36 0.23

IPO11 4480 1.84 2.05 2.70 2.97 0.56 3.84 2.56 2.33 2.47 3.83 2.33 1.22 2.80 -0.61 -0.45 -0.05 0.09 -2.33 0.72

IPO13 4041 6.51 6.74 15.05 12.57 8.33 4.86 7.02 5.85 7.49 4.44 9.01 3.17 6.20 0.07 0.12 1.28 1.02 0.43 -0.89

IPO4 3606 4.54 12.90 16.68 6.99 16.21 5.40 6.99 6.23 0.00 6.12 10.45 3.39 4.83 -0.09 1.42 1.79 0.53 1.75 -0.95

IPO5 6019 11.58 14.88 50.19 13.51 11.03 17.39 12.62 10.75 17.75 21.22 19.76 4.30 15.58 -0.43 -0.07 1.69 -0.21 -0.50 -0.18

IPO7 6209 9.49 16.73 26.27 13.38 9.87 20.72 15.60 19.78 12.79 24.28 16.08 4.01 18.11 -0.93 -0.11 0.54 -0.44 -0.88 0.37

IPO8 5365 3.24 7.80 5.70 9.90 3.45 10.12 5.70 5.52 7.64 7.65 6.70 2.74 6.63 -1.03 0.23 -0.22 0.58 -0.94 0.60

IPO9 11416 4.12 8.04 18.32 10.68 11.65 6.06 3.70 3.79 7.91 7.22 9.81 3.29 5.65 -0.46 0.51 1.70 0.92 1.04 -0.70

IPP 3269 0.00 0.00 1.50 1.37 0.00 0.00 1.83 0.00 1.24 0.00 0.48 -1.06 0.77 #NUM! #NUM! 0.97 0.84 #NUM! #NUM!



IPPK 4401 3.39 6.37 9.80 11.38 13.79 4.09 8.52 18.01 2.77 19.27 8.14 3.02 12.14 -1.84 -0.93 -0.31 -0.09 0.18 -0.99

IPW 4498 0.70 3.04 0.44 0.99 0.04 1.79 1.55 1.73 0.00 0.00 1.16 0.22 0.82 -0.24 1.89 -0.91 0.27 -4.45 0.62

IQCA1 3250 2.23 1.57 0.25 0.93 2.76 1.47 1.27 1.63 0.19 0.36 1.54 0.62 0.86 1.37 0.87 -1.78 0.11 1.68 -0.06

IQCB1 2594 5.58 7.96 9.21 9.39 8.58 8.46 3.72 5.10 3.78 7.48 8.20 3.04 5.02 0.15 0.66 0.88 0.90 0.77 0.05

IQCC 2293 0.82 1.33 1.68 2.24 1.72 1.88 0.37 0.48 0.59 0.00 1.61 0.69 0.36 1.18 1.89 2.22 2.63 2.26 0.22

IQCD 1363 0.56 2.65 0.23 0.35 1.12 1.03 0.16 0.28 0.47 1.60 0.99 -0.02 0.63 -0.18 2.08 -1.47 -0.84 0.83 0.06

IQCE 6861 0.92 3.48 1.23 2.31 1.69 1.28 2.18 1.20 1.80 1.07 1.82 0.86 1.56 -0.76 1.15 -0.35 0.56 0.11 -0.51

IQCF1 745 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

IQCG 2273 3.42 3.06 1.93 5.47 2.70 0.00 0.00 1.35 1.92 2.21 2.76 1.47 1.37 1.32 1.16 0.49 2.00 0.98 #NUM!

IQCH 4254 0.47 0.24 0.27 0.43 0.00 0.00 0.00 0.00 0.00 0.00 0.24 -2.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IQCK 2603 2.26 7.41 2.39 2.94 2.38 7.52 2.33 4.03 4.43 4.44 4.15 2.05 3.81 -0.75 0.96 -0.67 -0.37 -0.68 0.86

IQGAP1 7219 25.59 71.26 94.57 73.43 9.48 34.08 81.73 69.67 40.83 46.60 51.40 5.68 59.71 -1.22 0.26 0.66 0.30 -2.65 -0.59

IQGAP2 5769 0.94 7.33 2.66 3.00 0.24 5.25 1.74 3.15 1.15 1.40 3.24 1.69 1.86 -0.99 1.98 0.52 0.69 -2.93 0.70

IQGAP3 6069 3.20 10.89 5.18 8.19 9.75 7.49 1.39 2.25 0.12 0.55 7.45 2.90 1.08 1.57 3.34 2.26 2.93 3.18 0.01

IQSEC1 7229 2.00 9.49 4.11 5.20 1.16 2.91 5.85 4.86 5.42 5.64 4.14 2.05 5.44 -1.44 0.80 -0.41 -0.07 -2.23 -0.51

IQSEC2 6004 3.67 8.23 6.08 5.33 5.57 8.67 5.90 6.21 9.46 4.51 6.26 2.65 6.52 -0.83 0.34 -0.10 -0.29 -0.23 0.47

IQSEC3 6976 0.15 0.68 0.60 0.10 0.13 0.67 0.59 0.70 5.32 0.63 0.39 -1.37 1.81 -3.62 -1.41 -1.58 -4.25 -3.77 0.79

IQUB 3115 0.03 0.33 0.08 0.00 0.00 0.10 0.08 0.07 0.13 0.08 0.09 -3.47 0.09 -1.40 1.89 -0.18 #NUM! #NUM! 0.10

IRAK1 3589 13.19 23.23 24.22 19.47 34.73 14.50 12.45 10.23 12.60 13.26 21.56 4.43 12.14 0.12 0.94 1.00 0.68 1.52 -0.57

IRAK1BP1 1157 0.95 0.00 2.35 1.06 0.84 0.00 1.56 1.79 0.00 0.00 0.87 -0.21 0.84 0.18 #NUM! 1.49 0.35 0.00 #NUM!

IRAK2 3469 2.80 2.66 12.11 8.48 5.88 3.24 2.54 2.69 2.46 4.92 5.86 2.55 3.15 -0.17 -0.25 1.94 1.43 0.90 -0.86

IRAK3 8351 0.62 1.84 0.78 1.03 0.64 1.82 1.21 1.59 1.52 1.61 1.12 0.16 1.48 -1.26 0.31 -0.93 -0.52 -1.22 0.70

IRAK4 4351 2.70 5.51 5.33 6.00 1.48 5.23 2.94 3.17 3.13 4.00 4.38 2.13 3.31 -0.29 0.74 0.69 0.86 -1.16 0.26

IREB2 6367 3.13 5.64 5.51 6.53 2.83 5.19 4.34 3.91 2.59 4.28 4.81 2.27 3.78 -0.27 0.58 0.55 0.79 -0.41 0.11

IRF1 3567 7.56 37.09 54.53 13.56 67.27 89.44 5.18 9.51 23.12 40.78 44.91 5.49 19.65 -1.38 0.92 1.47 -0.53 1.78 0.99

IRF2 2302 11.91 25.12 25.53 22.26 22.41 23.28 13.90 14.48 20.37 14.83 21.75 4.44 15.90 -0.42 0.66 0.68 0.49 0.50 0.10

IRF2BP1 2630 4.72 9.69 11.65 12.03 6.23 4.35 8.89 7.18 10.46 5.69 8.11 3.02 8.06 -0.77 0.27 0.53 0.58 -0.37 -0.90

IRF2BP2 4677 11.54 49.28 36.57 37.87 29.27 42.82 123.24 89.15 32.44 71.97 34.56 5.11 79.20 -2.78 -0.68 -1.11 -1.06 -1.44 0.31

IRF2BPL 4166 7.05 18.57 15.92 14.02 11.75 10.93 15.68 14.13 16.24 15.57 13.04 3.70 15.40 -1.13 0.27 0.05 -0.14 -0.39 -0.25

IRF3 1684 36.20 20.50 32.91 38.54 24.51 33.79 27.93 14.70 24.22 20.52 31.07 4.96 21.84 0.73 -0.09 0.59 0.82 0.17 0.12

IRF4 5332 2.56 3.28 2.55 0.99 0.27 1.83 1.99 3.02 0.21 1.50 1.91 0.94 1.68 0.61 0.97 0.60 -0.77 -2.61 -0.06

IRF5 2900 3.01 4.79 10.40 13.70 12.06 4.96 2.71 1.46 1.48 1.98 8.15 3.03 1.91 0.66 1.33 2.45 2.85 2.66 -0.72

IRF6 4505 23.38 44.63 72.70 109.12 95.78 38.48 30.66 85.90 0.83 76.23 64.01 6.00 48.40 -1.05 -0.12 0.59 1.17 0.98 -0.73

IRF7 2051 13.66 19.30 30.54 29.41 87.24 21.44 5.45 6.07 10.45 14.43 33.60 5.07 9.10 0.59 1.08 1.75 1.69 3.26 -0.65

IRF8 2678 2.31 11.75 6.83 3.23 4.99 9.01 1.28 1.63 3.48 5.13 6.35 2.67 2.88 -0.32 2.03 1.25 0.17 0.79 0.50

IRF9 1699 39.52 63.22 71.95 92.26 76.44 56.56 16.44 18.87 38.55 45.82 66.66 6.06 29.92 0.40 1.08 1.27 1.62 1.35 -0.24

IRGC 1619 0.00 0.02 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -6.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IRGM 1659 0.00 0.08 0.20 0.13 0.00 0.09 0.04 0.00 0.00 0.07 0.08 -3.59 0.03 #NUM! 1.71 2.93 2.29 #NUM! 0.09

IRGQ 9703 0.47 1.74 1.67 1.70 0.52 1.11 1.57 1.35 1.16 1.65 1.20 0.27 1.43 -1.60 0.28 0.22 0.25 -1.46 -0.12

IRS1 8743 2.24 12.01 2.34 3.94 0.41 2.35 11.76 22.76 7.93 6.01 3.88 1.96 12.12 -2.44 -0.01 -2.38 -1.62 -4.88 -0.72

IRS2 7014 0.40 6.67 3.60 3.33 2.28 4.12 4.56 13.53 1.68 6.25 3.40 1.77 6.51 -4.03 0.04 -0.86 -0.97 -1.51 0.28

IRS4 3881 0.01 0.28 0.00 0.03 0.00 0.06 0.11 0.03 0.09 0.26 0.07 -3.93 0.12 -3.20 1.19 #NUM! -1.87 #NUM! -0.02

IRX1 1858 0.00 0.06 0.02 0.02 0.02 0.16 0.51 0.59 0.09 0.25 0.05 -4.46 0.36 #NUM! -2.58 -4.36 -4.26 -4.10 1.78

IRX2 3070 2.24 3.13 4.39 1.35 10.38 4.02 1.63 1.77 0.08 1.26 4.25 2.09 1.19 0.92 1.40 1.89 0.19 3.13 -0.08

IRX3 2308 12.86 12.71 8.17 29.62 35.26 9.85 8.80 16.84 2.19 7.96 18.08 4.18 8.95 0.52 0.51 -0.13 1.73 1.98 -0.88

IRX4 2229 0.69 2.83 0.37 12.28 10.99 2.35 6.21 6.25 0.01 1.54 4.92 2.30 3.50 -2.34 -0.31 -3.24 1.81 1.65 -1.07

IRX5 2078 3.31 4.29 2.13 8.45 0.85 3.65 4.07 3.28 0.20 1.51 3.78 1.92 2.27 0.55 0.92 -0.09 1.90 -1.42 -0.05

IRX6 2337 1.36 0.18 0.01 0.18 0.02 0.66 0.34 0.54 0.02 0.20 0.40 -1.31 0.27 2.31 -0.59 -4.34 -0.65 -3.67 0.71

ISCA1 2012 11.70 10.81 9.86 7.64 18.70 18.13 8.53 9.15 22.21 16.66 12.81 3.68 14.14 -0.27 -0.39 -0.52 -0.89 0.40 0.50

ISCA2 1061 9.10 0.00 5.94 0.00 39.46 0.00 5.20 3.52 0.00 10.63 9.08 3.18 4.84 0.91 #NUM! 0.30 #NUM! 3.03 #NUM!

ISCU 1189 69.65 64.30 51.72 37.45 75.70 119.48 52.28 44.38 162.50 104.59 69.72 6.12 90.94 -0.38 -0.50 -0.81 -1.28 -0.26 0.78

ISG15 685 91.82 55.03 114.59 128.57 1034.54 247.39 9.78 21.48 78.63 166.39 278.66 8.12 69.07 0.41 -0.33 0.73 0.90 3.90 -0.17

ISG20 974 15.38 21.41 39.67 60.89 149.61 34.64 4.63 10.79 9.14 19.05 53.60 5.74 10.90 0.50 0.97 1.86 2.48 3.78 -0.63

ISG20L2 2051 12.99 28.12 30.25 22.40 20.03 14.33 12.09 13.46 11.80 12.96 21.35 4.42 12.58 0.05 1.16 1.27 0.83 0.67 -0.58

ISL1 2729 1.34 2.86 0.21 0.04 0.02 3.11 5.69 2.95 6.14 3.41 1.26 0.34 4.55 -1.76 -0.67 -4.46 -6.95 -7.96 1.30

ISL2 1836 1.10 0.92 0.46 0.08 1.81 0.24 2.60 0.19 0.11 1.42 0.77 -0.38 1.08 0.03 -0.24 -1.23 -3.80 0.75 -1.66

ISLR 2312 47.67 145.07 28.86 22.23 4.75 87.43 64.47 51.41 124.64 77.58 56.00 5.81 79.52 -0.74 0.87 -1.46 -1.84 -4.07 0.64

ISLR2 4833 0.04 0.74 0.04 0.05 0.01 0.34 0.06 0.04 0.14 0.36 0.20 -2.32 0.15 -2.02 2.32 -2.06 -1.69 -3.70 0.74

ISM1 2610 3.91 10.15 0.55 2.42 0.67 9.42 3.24 2.27 2.20 3.07 4.52 2.18 2.70 0.54 1.91 -2.29 -0.16 -2.00 1.06

ISM2 3006 0.02 0.23 0.20 0.24 0.48 0.20 0.22 0.26 1.55 0.33 0.23 -2.13 0.59 -4.87 -1.35 -1.59 -1.29 -0.29 -0.18

ISOC1 1942 13.52 12.93 9.13 7.84 19.95 22.07 15.37 18.09 44.37 19.20 14.24 3.83 24.26 -0.84 -0.91 -1.41 -1.63 -0.28 0.63

ISOC2 1170 146.79 51.41 122.76 74.82 73.38 29.44 42.38 42.20 36.93 23.73 83.10 6.38 36.31 2.02 0.50 1.76 1.04 1.02 -1.50

ISPD 5524 0.12 0.19 0.04 0.70 0.10 0.41 0.23 0.73 0.50 0.45 0.26 -1.94 0.48 -2.04 -1.33 -3.46 0.56 -2.21 0.65

ISX 3401 0.01 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.01 0.00 -9.60 0.01 0.46 #NUM! #NUM! #NUM! #NUM! #NUM!

ISY1 3844 4.07 2.92 3.59 6.05 7.44 4.01 3.37 2.27 7.23 1.84 4.68 2.23 3.68 0.15 -0.33 -0.03 0.72 1.02 -0.22

ISY1-RAB43 5068 2.20 2.88 4.86 5.17 4.38 3.24 1.99 2.38 5.49 3.31 3.79 1.92 3.29 -0.58 -0.19 0.56 0.65 0.41 -0.23

ISYNA1 2427 14.48 11.19 14.00 9.66 75.60 22.94 8.88 6.90 24.55 19.25 24.64 4.62 14.90 -0.04 -0.41 -0.09 -0.63 2.34 -0.10

ITCH 6379 5.21 9.36 7.85 7.93 4.20 8.23 5.55 7.75 5.71 7.64 7.13 2.83 6.66 -0.35 0.49 0.24 0.25 -0.67 0.21

ITFG1 2261 22.86 24.48 12.73 21.86 12.95 31.83 14.93 18.66 25.00 26.66 21.12 4.40 21.31 0.10 0.20 -0.74 0.04 -0.72 0.59

ITFG2 2379 5.46 8.44 0.00 7.59 0.00 14.35 6.70 4.65 11.49 0.00 5.97 2.58 5.71 -0.07 0.56 #NUM! 0.41 #NUM! 1.26

ITFG3 2970 15.86 20.66 13.19 30.11 28.87 11.10 19.11 13.36 39.38 11.02 19.97 4.32 20.72 -0.38 0.00 -0.65 0.54 0.48 -0.85

ITGA1 4811 1.65 0.00 1.30 0.00 0.00 0.00 0.00 0.00 6.13 0.00 0.49 -1.02 1.53 0.11 #NUM! -0.24 #NUM! #NUM! #NUM!

ITGA10 5189 0.18 1.97 0.19 0.30 0.04 0.73 0.41 0.34 1.31 0.71 0.57 -0.82 0.69 -1.97 1.50 -1.85 -1.21 -4.22 0.36

ITGA11 5035 2.15 10.25 2.63 2.92 0.36 4.58 7.21 3.98 12.75 3.70 3.81 1.93 6.91 -1.68 0.57 -1.39 -1.24 -4.28 0.26

ITGA2 7878 4.80 8.44 6.56 44.42 11.72 7.80 7.44 17.70 1.41 4.91 13.96 3.80 7.86 -0.71 0.10 -0.26 2.50 0.58 -0.84

ITGA2B 3334 0.31 0.32 0.87 1.30 2.12 0.76 1.32 0.13 1.18 0.59 0.95 -0.08 0.80 -1.35 -1.32 0.11 0.70 1.40 -0.32

ITGA3 5044 7.15 38.04 36.37 97.42 73.08 16.30 20.41 8.41 13.37 9.58 44.73 5.48 12.94 -0.86 1.56 1.49 2.91 2.50 -1.46

ITGA4 6082 1.48 11.60 3.79 4.99 0.49 5.95 1.25 1.35 1.04 1.25 4.71 2.24 1.22 0.28 3.25 1.63 2.03 -1.33 0.33

ITGA5 4267 7.84 23.85 20.14 22.14 94.89 31.32 22.72 16.98 103.04 41.52 33.36 5.06 46.06 -2.56 -0.95 -1.19 -1.06 1.04 -0.09

ITGA6 5810 21.37 26.18 29.26 76.06 22.89 25.55 18.60 27.65 17.45 32.68 33.55 5.07 24.10 -0.17 0.12 0.28 1.66 -0.07 -0.39

ITGA7 4150 1.33 3.68 1.29 1.65 1.33 0.00 3.42 2.08 33.45 9.57 1.55 0.63 12.13 -3.19 -1.72 -3.24 -2.88 -3.19 #NUM!

ITGA8 3261 3.14 10.47 1.27 5.07 0.05 15.88 3.41 3.92 6.42 8.07 5.98 2.58 5.46 -0.80 0.94 -2.11 -0.11 -6.92 1.41

ITGA9 3962 0.80 8.25 1.03 0.86 0.75 2.42 3.45 2.65 6.80 4.26 2.35 1.23 4.29 -2.43 0.94 -2.06 -2.31 -2.52 0.04

ITGAD 3912 0.05 0.26 0.28 0.13 0.16 0.21 0.01 0.17 0.02 0.10 0.18 -2.46 0.07 -0.67 1.82 1.93 0.76 1.12 0.21

ITGAE 3878 21.57 14.37 28.10 13.12 35.75 28.84 14.55 10.37 31.23 23.96 23.63 4.56 20.03 0.11 -0.48 0.49 -0.61 0.84 0.29

ITGAL 5226 2.33 8.39 9.74 4.42 4.09 6.11 2.01 1.83 2.33 1.35 5.85 2.55 1.88 0.31 2.16 2.37 1.23 1.12 0.06

ITGAM 4745 1.01 4.05 4.20 3.10 3.27 3.98 1.22 1.28 3.42 1.57 3.27 1.71 1.87 -0.89 1.11 1.16 0.73 0.80 0.28

ITGAV 7047 5.47 16.67 12.95 1.56 5.27 30.13 6.63 8.74 13.95 21.27 12.01 3.59 12.65 -1.21 0.40 0.03 -3.02 -1.26 1.33

ITGAX 4666 1.28 9.21 7.18 8.52 4.65 3.44 1.48 2.33 1.44 1.66 5.71 2.51 1.73 -0.43 2.41 2.05 2.30 1.43 -0.73

ITGB1 3879 47.83 112.25 77.33 105.69 186.31 188.11 61.82 62.00 275.29 238.41 119.59 6.90 159.38 -1.74 -0.51 -1.04 -0.59 0.23 0.65

ITGB1BP1 1930 17.55 12.68 14.55 10.95 31.97 35.20 13.37 12.00 24.94 28.16 20.48 4.36 19.62 -0.16 -0.63 -0.43 -0.84 0.70 0.78

ITGB1BP2 1235 0.43 0.57 0.39 0.20 0.09 0.85 0.37 0.07 3.52 1.46 0.42 -1.24 1.36 -1.64 -1.24 -1.80 -2.76 -3.94 1.01

ITGB1BP3 1142 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.40 0.00 0.01 -7.59 0.10 #NUM! #NUM! -1.67 #NUM! #NUM! #NUM!

ITGB2 2977 20.12 37.09 34.61 36.80 41.54 30.24 8.24 9.54 22.03 14.01 33.40 5.06 13.45 0.58 1.46 1.36 1.45 1.63 -0.14

ITGB3 4894 0.19 0.80 0.19 0.25 1.85 1.62 1.26 0.67 4.02 4.08 0.82 -0.29 2.51 -3.70 -1.65 -3.72 -3.33 -0.44 0.99

ITGB3BP 1136 15.65 7.87 20.21 17.29 17.78 12.02 0.00 9.77 12.21 8.57 15.13 3.92 7.64 1.03 0.04 1.40 1.18 1.22 -0.33

ITGB4 5925 17.19 81.67 142.67 166.05 323.07 22.09 29.81 30.18 17.20 12.37 125.46 6.97 22.39 -0.38 1.87 2.67 2.89 3.85 -2.51

ITGB5 3392 18.11 32.69 19.06 32.89 24.13 36.84 50.18 29.98 76.44 43.12 27.29 4.77 49.93 -1.46 -0.61 -1.39 -0.60 -1.05 0.43

ITGB6 2397 15.64 9.98 13.35 11.31 37.15 17.42 1.48 6.57 0.02 5.48 17.48 4.13 3.39 2.21 1.56 1.98 1.74 3.45 0.00

ITGB7 2798 2.79 6.40 8.93 3.28 5.85 4.12 3.42 1.25 1.50 1.30 5.23 2.39 1.87 0.58 1.78 2.26 0.81 1.65 -0.34

ITGB8 8787 2.22 4.02 14.96 3.95 1.99 4.09 3.73 6.31 1.83 2.06 5.20 2.38 3.48 -0.65 0.21 2.10 0.18 -0.81 -0.35

ITGBL1 2498 1.24 5.74 5.47 1.44 0.09 8.77 5.99 6.49 2.79 11.86 3.79 1.92 6.78 -2.45 -0.24 -0.31 -2.23 -6.23 1.21

ITIH1 2910 0.15 0.20 0.03 0.04 0.00 0.22 0.01 0.01 0.22 0.63 0.11 -3.22 0.22 -0.58 -0.10 -3.05 -2.36 #NUM! 1.06

ITIH2 3198 0.00 2.68 0.04 0.50 0.00 0.00 0.00 0.01 0.00 0.00 0.54 -0.90 0.00 #NUM! 10.33 4.21 7.91 #NUM! #NUM!

ITIH3 3037 0.30 0.42 0.09 0.13 0.18 3.23 0.62 0.11 5.34 0.73 0.73 -0.46 1.70 -2.48 -2.00 -4.22 -3.70 -3.23 2.15

ITIH4 3283 0.00 0.00 0.00 0.72 8.29 0.00 1.31 0.59 0.00 0.00 1.50 0.59 0.47 #NUM! #NUM! #NUM! 0.61 4.13 #NUM!

ITIH5 6765 0.61 1.52 0.87 0.64 0.34 2.83 4.33 2.29 29.82 4.19 1.14 0.18 10.15 -4.05 -2.74 -3.54 -3.98 -4.89 1.32

ITIH5L 4985 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ITK 4366 0.74 4.13 4.05 2.84 0.71 4.34 1.28 1.54 0.94 1.86 2.80 1.49 1.40 -0.93 1.56 1.53 1.02 -0.97 0.63

ITLN1 1209 0.00 0.00 0.06 0.00 0.12 0.02 0.05 0.00 0.70 0.04 0.03 -4.93 0.20 #NUM! #NUM! -1.76 #NUM! -0.78 -0.59

ITLN2 1150 0.00 0.05 0.03 0.07 1.31 0.09 0.11 0.08 0.00 0.04 0.26 -1.96 0.06 #NUM! -0.14 -0.92 0.18 4.51 -1.51

ITM2A 1851 6.79 11.10 6.62 2.06 6.90 39.71 10.31 8.60 109.81 36.72 12.20 3.61 41.36 -2.61 -1.90 -2.64 -4.33 -2.58 1.70

ITM2B 1896 1321.61 538.65 314.11 1298.66 220.63 612.58 565.84 989.31 564.20 623.20 717.71 9.49 685.64 0.95 -0.35 -1.13 0.92 -1.64 -0.23

ITM2C 2123 33.70 57.58 23.39 23.33 31.40 58.15 35.14 19.76 191.08 58.62 37.92 5.25 76.15 -1.18 -0.40 -1.70 -1.71 -1.28 0.62

ITPA 1206 17.04 17.07 16.35 12.12 46.99 41.41 12.27 7.72 30.29 29.70 25.16 4.65 19.99 -0.23 -0.23 -0.29 -0.72 1.23 0.72

ITPK1 3385 9.21 27.79 18.10 18.65 39.12 15.87 14.92 12.52 78.55 18.28 21.46 4.42 31.07 -1.75 -0.16 -0.78 -0.74 0.33 -0.44

ITPK1-AS1 4701 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ITPKA 1864 0.18 2.32 1.95 0.64 0.47 0.86 0.24 0.26 0.92 0.16 1.07 0.10 0.39 -1.14 2.56 2.31 0.70 0.27 -0.31

ITPKB 6162 3.02 11.33 4.20 6.73 2.55 5.30 12.85 8.38 18.49 14.64 5.52 2.47 13.59 -2.17 -0.26 -1.70 -1.01 -2.41 -0.06

ITPKC 3398 7.11 20.67 65.82 56.38 20.58 28.62 29.31 43.96 23.36 48.78 33.20 5.05 36.35 -2.35 -0.81 0.86 0.63 -0.82 -0.21

ITPR1 10197 2.03 2.87 4.64 0.77 2.69 9.43 4.81 2.96 21.40 4.05 3.74 1.90 8.30 -2.03 -1.53 -0.84 -3.43 -1.62 1.33

ITPR2 12568 1.10 3.10 2.74 3.19 0.78 2.76 6.11 5.95 1.02 3.85 2.28 1.19 4.23 -1.94 -0.45 -0.63 -0.41 -2.45 0.28

ITPR3 9047 4.00 17.08 17.05 20.42 25.12 5.18 11.12 9.41 2.66 6.44 14.81 3.89 7.41 -0.89 1.20 1.20 1.46 1.76 -1.51

ITPRIP 4378 4.59 13.76 12.39 26.43 26.51 17.83 13.03 44.30 14.00 25.66 16.92 4.08 24.25 -2.40 -0.82 -0.97 0.12 0.13 0.08

ITPRIPL1 2168 1.07 1.24 1.65 0.36 0.60 0.87 0.85 0.74 0.76 1.20 0.96 -0.05 0.89 0.26 0.47 0.90 -1.30 -0.56 -0.15

ITPRIPL2 7722 4.71 7.01 4.67 7.88 6.19 5.83 5.04 3.91 4.44 8.22 6.05 2.60 5.40 -0.20 0.37 -0.21 0.54 0.20 -0.05

ITSN1 6439 2.73 8.70 5.37 11.12 2.59 5.79 7.08 7.58 8.60 4.95 6.05 2.60 7.05 -1.37 0.30 -0.39 0.66 -1.45 -0.06

ITSN2 6112 7.75 8.50 14.46 10.62 1.67 7.08 10.30 12.85 2.78 3.71 8.35 3.06 7.41 0.06 0.20 0.96 0.52 -2.15 -0.24

IVD 4673 3.52 5.40 4.70 4.49 7.43 5.85 3.77 3.77 9.14 5.91 5.23 2.39 5.65 -0.68 -0.07 -0.27 -0.33 0.40 0.16

IVL 2165 21.34 192.61 143.92 264.02 3.92 8.49 500.52 517.23 0.24 289.66 105.72 6.72 326.91 -3.94 -0.76 -1.18 -0.31 -6.38 -3.64

IVNS1ABP 4205 15.73 33.35 40.03 27.78 27.31 47.18 23.67 45.68 17.61 57.68 31.90 5.00 36.16 -1.20 -0.12 0.15 -0.38 -0.40 0.56

IWS1 3000 8.51 9.58 14.15 12.06 6.61 14.06 9.17 9.92 9.73 12.36 10.83 3.44 10.29 -0.27 -0.10 0.46 0.23 -0.64 0.38

IYD 7531 0.01 1.11 0.00 0.00 0.00 0.01 0.01 0.01 0.00 0.00 0.19 -2.41 0.01 1.38 7.72 #NUM! #NUM! -3.74 -4.96

IZUMO1 1621 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

IZUMO2 819 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.03 0.00 0.01 -6.44 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

IZUMO4 1020 3.17 2.05 1.36 2.12 3.55 1.57 1.08 1.07 1.53 1.12 2.31 1.21 1.20 1.41 0.78 0.18 0.83 1.57 -0.55

JAG1 5988 12.63 22.06 32.56 34.43 9.94 21.98 19.04 19.49 25.62 33.39 22.27 4.48 24.39 -0.95 -0.14 0.42 0.50 -1.29 -0.02

JAG2 5077 1.76 3.06 6.01 8.07 19.83 4.32 4.46 3.18 3.32 3.45 7.18 2.84 3.60 -1.03 -0.23 0.74 1.16 2.46 -0.73

JAGN1 1660 10.67 14.63 12.15 18.01 17.84 10.05 10.59 8.49 15.22 12.81 13.89 3.80 11.78 -0.14 0.31 0.04 0.61 0.60 -0.47

JAK1 5053 17.13 41.45 39.78 25.51 17.89 58.52 35.48 33.33 31.78 36.09 33.38 5.06 34.17 -1.00 0.28 0.22 -0.42 -0.93 0.81

JAK2 5285 1.51 4.32 8.80 1.72 1.30 4.23 7.84 4.96 3.09 4.18 3.65 1.87 5.02 -1.74 -0.22 0.81 -1.54 -1.94 0.21

JAK3 5449 2.19 7.99 11.04 3.37 1.08 4.77 2.12 1.12 1.69 1.64 5.07 2.34 1.64 0.41 2.28 2.75 1.04 -0.60 -0.09

JAKMIP1 3011 0.05 0.64 1.03 0.19 0.50 1.19 0.08 0.09 0.17 0.19 0.60 -0.74 0.13 -1.36 2.28 2.96 0.56 1.92 0.98

JAKMIP2 3357 0.12 0.24 0.26 0.12 0.02 0.24 0.11 0.06 0.08 0.33 0.17 -2.60 0.14 -0.29 0.71 0.83 -0.28 -2.71 0.55

JAKMIP3 6488 0.09 0.08 0.02 0.03 0.06 0.13 0.07 0.05 0.24 0.16 0.07 -3.83 0.13 -0.54 -0.65 -2.49 -1.90 -1.08 0.93

JAM2 1721 7.53 11.64 5.18 3.77 0.28 25.27 13.25 14.94 41.38 24.52 8.94 3.16 23.52 -1.64 -1.02 -2.18 -2.64 -6.41 1.50

JAM3 3668 4.04 13.29 2.73 2.87 1.25 14.04 9.13 6.88 40.68 17.24 6.37 2.67 18.48 -2.19 -0.48 -2.76 -2.69 -3.89 1.14

JARID2 5756 2.51 4.77 9.55 17.16 2.88 3.90 4.21 8.54 2.33 4.54 6.80 2.76 4.90 -0.96 -0.04 0.96 1.81 -0.77 -0.80

JAZF1 3210 5.50 12.20 6.84 7.61 3.25 18.72 22.67 23.63 25.73 21.04 9.02 3.17 23.27 -2.08 -0.93 -1.77 -1.61 -2.84 1.05

JDP2 4007 12.35 7.53 10.32 3.48 34.17 8.68 10.97 13.33 14.75 9.45 12.75 3.67 12.12 0.03 -0.69 -0.23 -1.80 1.50 -0.56

JHDM1D 9178 1.15 4.23 5.17 3.75 1.82 3.76 2.91 6.82 2.39 5.80 3.31 1.73 4.48 -1.96 -0.08 0.21 -0.26 -1.30 0.18

JKAMP 2377 14.40 10.20 11.61 19.75 13.01 14.38 9.11 10.02 10.97 11.87 13.89 3.80 10.49 0.46 -0.04 0.15 0.91 0.31 0.05

JMJD1C 8762 2.92 9.31 6.23 9.80 11.87 32.33 8.19 16.62 13.15 27.94 12.08 3.59 16.47 -2.49 -0.82 -1.40 -0.75 -0.47 1.42

JMJD4 2612 3.18 4.14 4.04 3.58 10.43 3.25 2.22 0.84 4.69 2.64 4.77 2.25 2.60 0.29 0.67 0.64 0.46 2.01 -0.55

JMJD5 2531 1.33 1.53 1.13 1.80 1.76 1.72 0.57 0.62 2.06 0.87 1.54 0.63 1.03 0.37 0.57 0.13 0.81 0.78 0.16

JMJD6 5445 4.93 9.91 14.53 11.07 46.29 20.01 7.81 11.01 20.39 21.45 17.79 4.15 15.17 -1.62 -0.61 -0.06 -0.45 1.61 0.17

JMJD7 1439 7.70 4.59 5.44 8.43 6.70 11.22 10.90 9.23 4.20 11.64 7.34 2.88 8.99 -0.22 -0.97 -0.73 -0.09 -0.42 0.61

JMJD7-PLA2G4B 3379 4.65 1.70 2.85 4.58 0.00 0.00 0.00 2.15 0.00 0.00 2.30 1.20 0.54 3.11 1.66 2.41 3.09 #NUM! #NUM!

JMJD8 2074 33.71 31.57 20.51 23.24 51.45 24.73 36.30 21.22 48.55 28.57 30.87 4.95 33.66 0.00 -0.09 -0.71 -0.53 0.61 -0.32

JMY 9145 0.74 2.77 1.48 1.98 0.97 2.97 3.96 3.41 1.62 3.89 1.82 0.86 3.22 -2.12 -0.22 -1.12 -0.70 -1.73 0.71

JOSD1 3435 9.64 21.57 25.85 17.46 26.39 22.77 12.60 22.70 20.75 23.41 20.61 4.37 19.86 -1.04 0.12 0.38 -0.19 0.41 0.14

JOSD2 788 21.50 15.48 16.54 50.05 43.56 20.57 19.48 11.18 34.70 17.86 27.95 4.80 20.81 0.05 -0.43 -0.33 1.27 1.07 -0.44

JPH1 4373 0.58 0.87 1.30 1.02 1.68 0.44 0.42 0.99 0.50 0.61 0.98 -0.03 0.63 -0.12 0.47 1.04 0.69 1.42 -1.16

JPH2 4802 0.25 1.33 0.09 0.08 4.26 1.72 3.27 0.08 31.53 3.85 1.29 0.37 9.68 -5.26 -2.86 -6.78 -6.86 -1.18 0.41

JPH3 3997 0.21 0.00 0.38 0.27 0.00 0.47 0.34 0.07 0.38 0.26 0.22 -2.18 0.26 -0.30 #NUM! 0.54 0.04 #NUM! 1.08

JPH4 4404 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.54 0.00 0.00 #NUM! 2.39 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

JPX 1696 42.97 2.87 7.54 11.08 55.87 17.61 7.83 4.18 10.21 16.91 22.99 4.52 9.78 2.14 -1.77 -0.37 0.18 2.51 -0.38

JRK 9116 1.05 0.90 0.72 1.44 1.14 1.26 1.03 0.32 1.02 1.30 1.08 0.12 0.92 0.19 -0.03 -0.35 0.65 0.31 0.21

JRKL 3577 1.63 1.74 1.00 1.56 1.50 2.42 1.35 1.01 2.08 2.31 1.64 0.72 1.69 -0.05 0.05 -0.75 -0.11 -0.17 0.56

JSRP1 1145 4.02 0.00 1.16 1.11 0.41 2.04 0.38 0.40 0.34 0.51 1.46 0.54 0.41 3.30 #NUM! 1.51 1.45 0.01 0.49

JTB 1574 62.52 54.70 38.18 40.14 91.24 72.84 32.59 32.13 56.48 54.98 59.93 5.91 44.05 0.51 0.31 -0.21 -0.13 1.05 0.28

JUB 4236 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

JUN 3338 12.45 77.57 113.77 170.38 250.95 320.81 204.60 137.73 390.49 316.77 157.65 7.30 262.40 -4.40 -1.76 -1.21 -0.62 -0.06 1.02

JUNB 1832 111.70 404.72 983.33 255.78 939.23 556.82 455.33 732.18 453.66 878.91 541.93 9.08 630.02 -2.50 -0.64 0.64 -1.30 0.58 0.04

JUND 1890 36.48 144.45 168.97 118.68 108.86 261.97 257.17 412.45 279.72 356.55 139.90 7.13 326.47 -3.16 -1.18 -0.95 -1.46 -1.58 0.90

JUP 3508 130.18 313.08 341.16 760.16 224.39 97.36 502.97 680.46 13.34 215.86 311.06 8.28 353.16 -1.44 -0.17 -0.05 1.11 -0.65 -1.68

KAAG1 1382 0.00 0.04 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.02 0.01 -6.45 0.01 #NUM! 2.25 #NUM! 1.58 #NUM! #NUM!

KAL1 6314 0.59 1.34 0.98 1.22 2.43 2.05 1.14 1.06 0.53 1.11 1.43 0.52 0.96 -0.71 0.48 0.03 0.34 1.34 0.51

KALRN 10835 1.49 13.13 0.55 3.71 0.34 2.81 6.29 9.76 2.32 5.77 3.67 1.88 6.03 -2.01 1.12 -3.45 -0.70 -4.14 -0.39

KANK1 5263 7.60 9.47 2.64 4.74 3.29 5.63 20.57 21.97 24.57 17.32 5.56 2.48 21.11 -1.47 -1.16 -3.00 -2.15 -2.68 0.02

KANK2 5224 8.71 37.35 8.96 7.05 6.16 29.33 39.61 17.84 125.98 53.81 16.26 4.02 59.31 -2.77 -0.67 -2.73 -3.07 -3.27 0.85

KANK3 2801 0.00 0.00 0.00 0.00 0.00 0.00 6.55 0.00 11.35 0.00 0.00 #NUM! 4.48 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KANK4 5477 0.02 0.05 0.01 0.16 0.18 0.85 0.17 0.17 0.36 0.17 0.21 -2.24 0.22 -3.53 -2.21 -4.31 -0.40 -0.29 2.01

KARS 2197 75.37 49.21 54.32 51.77 72.17 48.84 38.37 36.92 45.63 43.96 58.61 5.87 41.22 0.87 0.26 0.40 0.33 0.81 -0.26

KAT2A 3127 9.68 25.10 18.92 13.61 19.65 7.81 11.17 10.94 9.32 9.45 15.80 3.98 10.22 -0.08 1.30 0.89 0.41 0.94 -1.02

KAT2B 4824 3.21 8.07 4.64 11.36 0.59 11.92 11.44 19.16 5.37 10.92 6.63 2.73 11.72 -1.87 -0.54 -1.34 -0.04 -4.30 0.85

KAT5 2347 8.40 15.07 23.25 13.90 13.46 9.92 11.48 14.12 13.16 15.39 14.00 3.81 13.54 -0.69 0.15 0.78 0.04 -0.01 -0.50

KAT6A 9285 3.02 8.35 12.02 5.97 1.16 3.92 8.84 10.18 2.91 6.67 5.74 2.52 7.15 -1.24 0.22 0.75 -0.26 -2.63 -0.55

KAT6B 8550 2.91 5.35 5.05 6.58 0.66 3.62 7.18 9.15 2.48 3.37 4.03 2.01 5.54 -0.93 -0.05 -0.13 0.25 -3.07 -0.15

KAT7 3664 9.45 12.35 15.25 13.16 8.01 8.28 13.41 12.10 13.15 8.10 11.08 3.47 11.69 -0.31 0.08 0.38 0.17 -0.55 -0.42

KAT8 1840 13.35 16.56 8.69 15.28 0.00 15.57 13.91 11.50 18.74 16.94 11.57 3.53 15.27 -0.19 0.12 -0.81 0.00 #NUM! 0.43

KATNA1 2051 4.36 5.72 8.22 8.49 6.07 10.60 6.17 5.06 7.42 8.62 7.24 2.86 6.82 -0.65 -0.25 0.27 0.32 -0.17 0.55

KATNAL1 7536 0.52 1.42 0.82 1.43 0.49 2.28 1.60 1.94 3.65 1.77 1.16 0.21 2.24 -2.10 -0.66 -1.45 -0.65 -2.20 0.98

KATNAL2 2850 2.25 0.40 1.21 0.34 0.06 1.25 0.73 0.95 0.31 0.79 0.92 -0.12 0.70 1.69 -0.80 0.80 -1.03 -3.51 0.45

KATNB1 2661 6.39 7.58 2.96 13.64 11.45 4.86 7.28 5.19 6.35 4.59 7.81 2.97 5.85 0.13 0.37 -0.98 1.22 0.97 -0.68

KAZALD1 2514 1.88 0.79 0.19 0.31 3.10 1.02 1.40 0.48 2.74 1.17 1.21 0.28 1.45 0.37 -0.88 -2.95 -2.23 1.10 -0.25

KAZN 6047 5.67 5.55 7.96 9.83 2.87 7.56 13.91 16.13 2.58 8.32 6.57 2.72 10.23 -0.85 -0.88 -0.36 -0.06 -1.83 0.20

KBTBD10 2472 0.09 0.10 0.06 0.04 0.00 0.14 0.30 0.11 0.42 0.13 0.07 -3.79 0.24 -1.47 -1.30 -1.92 -2.56 #NUM! 0.99

KBTBD11 6717 0.09 1.45 0.19 0.12 1.04 3.17 0.30 0.19 0.32 0.22 1.01 0.01 0.26 -1.50 2.49 -0.44 -1.12 2.01 1.65

KBTBD12 5268 0.01 0.30 0.02 0.01 0.00 0.89 0.12 0.07 0.08 0.20 0.21 -2.28 0.12 -3.59 1.34 -2.37 -3.27 -4.69 2.11

KBTBD13 3123 0.00 0.00 0.00 0.00 0.01 0.04 0.03 0.01 0.32 0.02 0.01 -6.84 0.09 #NUM! #NUM! #NUM! #NUM! -3.58 2.35

KBTBD2 3710 5.41 8.52 17.38 11.34 9.59 23.42 6.77 8.36 15.31 19.27 12.61 3.66 12.43 -1.20 -0.54 0.48 -0.13 -0.37 0.89

KBTBD3 4231 0.56 0.00 0.00 0.00 0.00 0.81 0.48 0.54 0.92 0.98 0.23 -2.13 0.73 -0.39 #NUM! #NUM! #NUM! #NUM! 1.83

KBTBD4 2468 5.67 6.25 5.64 4.92 6.55 6.65 4.30 0.00 7.70 6.14 5.95 2.57 4.54 0.32 0.46 0.31 0.12 0.53 0.16

KBTBD5 2423 0.00 0.00 0.01 0.00 0.01 0.01 0.00 0.00 3.29 0.05 0.01 -7.50 0.83 #NUM! #NUM! -6.00 #NUM! -6.33 0.82

KBTBD6 5228 0.82 1.13 0.66 2.94 1.67 1.29 1.18 0.50 1.45 1.29 1.42 0.51 1.11 -0.42 0.03 -0.74 1.41 0.59 -0.14

KBTBD7 3008 1.03 1.17 0.82 2.31 1.85 1.06 0.82 0.45 0.89 0.95 1.37 0.46 0.78 0.41 0.59 0.07 1.57 1.25 -0.37

KBTBD8 4684 0.18 0.24 1.03 1.15 0.14 0.72 0.17 0.25 0.11 0.59 0.57 -0.80 0.28 -0.67 -0.21 1.87 2.03 -1.01 0.32

KC6 1726 0.00 0.00 0.23 0.00 0.00 0.03 0.89 0.13 0.00 0.11 0.04 -4.54 0.28 #NUM! #NUM! -0.30 #NUM! #NUM! -0.59

KCMF1 7555 6.38 5.13 8.77 23.83 35.16 19.13 6.53 7.04 6.88 7.94 16.40 4.04 7.10 -0.15 -0.47 0.30 1.75 2.31 0.22



KCNA1 7983 0.01 0.04 0.02 0.02 0.00 0.03 0.11 0.04 0.64 0.04 0.02 -5.69 0.21 -4.46 -2.25 -3.50 -3.72 #NUM! 0.53

KCNA10 1959 0.00 0.00 0.00 0.00 0.05 0.01 0.00 0.00 0.00 0.00 0.01 -6.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.19

KCNA2 2267 0.07 0.22 0.07 0.02 0.00 0.07 0.87 0.06 0.03 0.03 0.08 -3.73 0.25 -1.79 -0.17 -1.93 -3.83 #NUM! -0.03

KCNA3 3346 0.45 1.85 1.27 1.01 0.07 1.23 0.75 0.65 0.29 0.43 0.98 -0.03 0.53 -0.24 1.81 1.27 0.93 -3.01 0.32

KCNA4 4179 0.00 0.00 0.00 0.01 0.00 0.02 0.01 0.00 0.04 0.00 0.00 -7.96 0.01 #NUM! #NUM! #NUM! -0.87 #NUM! 2.02

KCNA5 2865 0.01 0.06 0.06 0.02 0.06 0.45 0.13 0.00 1.71 0.34 0.11 -3.18 0.54 -5.88 -3.29 -3.07 -4.55 -3.17 2.02

KCNA6 5982 0.02 0.26 0.04 0.03 0.00 0.16 0.17 0.05 0.09 0.20 0.08 -3.56 0.13 -2.37 1.03 -1.65 -1.96 #NUM! 0.89

KCNA7 4372 0.14 0.26 0.11 0.25 0.00 0.04 0.11 0.08 0.03 0.04 0.14 -2.88 0.06 1.18 2.04 0.77 1.99 #NUM! -1.62

KCNAB1 4518 1.90 0.00 0.80 0.57 0.07 0.00 4.46 0.73 0.00 2.29 0.56 -0.85 1.87 0.02 #NUM! -1.22 -1.72 -4.70 #NUM!

KCNAB2 4298 2.34 8.07 6.27 4.68 4.16 4.91 2.21 1.83 3.14 1.58 5.07 2.34 2.19 0.09 1.88 1.52 1.09 0.92 -0.05

KCNAB3 1608 0.38 1.48 0.55 1.07 0.26 0.70 0.32 0.35 0.14 0.60 0.74 -0.43 0.35 0.13 2.07 0.66 1.61 -0.46 -0.09

KCNB1 3756 0.00 0.13 0.01 0.02 0.01 0.06 0.33 0.09 0.89 0.17 0.04 -4.74 0.37 #NUM! -1.49 -5.52 -4.41 -5.84 0.70

KCNB2 3597 0.02 0.03 1.95 0.00 0.00 0.03 0.27 0.01 0.02 0.07 0.34 -1.56 0.09 -2.09 -1.68 4.39 #NUM! #NUM! -3.72

KCNC1 6807 0.08 0.06 0.01 0.00 0.00 0.01 0.63 0.36 0.14 0.00 0.03 -5.28 0.28 -1.89 -2.18 -5.02 #NUM! #NUM! -1.96

KCNC2 3510 0.02 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -7.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.44

KCNC3 3176 0.18 1.28 2.83 5.61 0.20 0.05 0.64 0.17 0.06 0.03 1.69 0.76 0.23 -0.32 2.49 3.64 4.63 -0.20 -5.05

KCNC4 4445 0.81 1.62 1.99 1.83 1.68 2.00 1.62 2.57 2.37 1.36 1.66 0.73 1.98 -1.29 -0.29 0.01 -0.11 -0.24 0.27

KCND1 4720 0.36 1.78 1.21 0.66 0.11 0.89 0.97 0.50 1.58 0.52 0.83 -0.26 0.89 -1.31 0.99 0.44 -0.42 -3.05 0.10

KCND2 5333 0.95 0.34 0.17 0.16 0.03 0.42 0.24 0.63 1.00 0.30 0.35 -1.53 0.54 0.81 -0.69 -1.64 -1.79 -4.11 0.29

KCND3 2693 1.20 3.93 6.50 4.02 0.06 0.53 2.18 1.78 3.06 2.56 2.71 1.44 2.40 -1.00 0.71 1.44 0.75 -5.21 -2.35

KCNE1 3392 0.01 0.22 0.04 0.08 0.02 0.06 0.07 0.05 0.10 0.13 0.07 -3.81 0.09 -3.41 1.32 -1.18 -0.08 -2.50 -0.28

KCNE1L 1465 0.02 0.14 0.00 0.05 0.05 0.00 0.10 0.10 0.22 0.13 0.04 -4.53 0.14 -2.82 -0.01 #NUM! -1.49 -1.34 #NUM!

KCNE2 809 1.10 0.25 0.10 0.00 0.00 0.39 0.13 0.17 0.07 0.13 0.30 -1.71 0.12 3.14 1.00 -0.37 #NUM! #NUM! 0.35

KCNE3 3070 2.18 3.08 1.69 0.72 1.13 3.65 1.33 0.61 8.84 3.06 2.08 1.05 3.46 -0.67 -0.17 -1.03 -2.26 -1.61 0.81

KCNE4 2976 0.39 0.93 0.60 0.48 0.85 3.80 0.34 0.55 5.95 3.45 1.18 0.23 2.57 -2.71 -1.47 -2.11 -2.42 -1.60 1.69

KCNF1 2304 0.00 0.15 0.04 0.00 0.10 0.03 0.00 0.01 0.00 0.04 0.05 -4.21 0.01 #NUM! 3.61 1.72 #NUM! 2.98 -0.80

KCNG1 2237 0.59 3.06 0.10 2.37 44.84 0.65 1.15 1.24 8.72 1.64 8.60 3.10 3.19 -2.43 -0.06 -5.00 -0.43 3.81 -3.73

KCNG2 1401 0.00 0.08 0.17 0.39 0.26 0.05 0.06 0.10 0.16 0.03 0.16 -2.66 0.09 #NUM! -0.14 0.89 2.08 1.52 -1.56

KCNG3 3854 0.04 0.03 0.00 0.20 0.04 0.06 0.02 0.09 0.01 0.06 0.06 -4.01 0.05 -0.13 -0.71 #NUM! 2.12 -0.22 0.03

KCNG4 2779 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KCNH1 8106 0.06 0.13 0.03 0.00 0.01 0.12 0.15 0.06 1.10 0.30 0.06 -4.11 0.40 -2.66 -1.65 -3.95 #NUM! -4.76 1.00

KCNH2 4307 0.36 1.32 1.28 0.10 0.02 1.58 2.59 0.21 13.36 1.61 0.78 -0.36 4.44 -3.63 -1.75 -1.79 -5.45 -7.59 1.02

KCNH3 3853 0.00 0.41 0.15 0.34 0.00 0.14 0.19 0.15 0.20 0.08 0.17 -2.52 0.15 #NUM! 1.42 -0.04 1.15 #NUM! -0.29

KCNH4 3923 0.19 0.50 0.12 0.47 0.08 0.06 0.03 0.02 0.04 0.04 0.24 -2.07 0.03 2.58 3.96 1.94 3.87 1.32 -1.90

KCNH5 3308 0.00 0.01 0.00 0.00 0.00 0.00 0.03 0.00 0.05 0.03 0.00 -8.60 0.03 #NUM! -1.24 -4.02 #NUM! #NUM! 0.29

KCNH6 3421 0.00 0.04 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.01 -7.42 0.02 #NUM! 0.62 #NUM! #NUM! #NUM! #NUM!

KCNH7 4242 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.00 -8.53 0.01 #NUM! #NUM! 0.24 0.59 #NUM! #NUM!

KCNH8 5106 0.00 0.94 0.02 0.01 0.00 0.12 0.09 0.08 0.10 0.09 0.18 -2.47 0.09 #NUM! 3.42 -2.30 -3.78 #NUM! -0.61

KCNIP1 2053 0.73 1.15 0.22 0.26 0.01 0.89 0.20 0.17 0.00 0.66 0.54 -0.88 0.26 1.53 2.17 -0.20 0.03 -5.44 0.71

KCNIP2 2608 0.78 0.97 0.18 0.39 0.02 0.42 0.59 0.50 0.42 0.46 0.46 -1.11 0.49 0.66 0.98 -1.41 -0.33 -4.74 -0.13

KCNIP3 2928 1.01 1.39 0.22 1.80 0.41 1.28 3.41 1.36 7.24 2.26 1.02 0.03 3.57 -1.83 -1.36 -4.04 -0.98 -3.12 0.33

KCNIP4 2424 0.98 0.00 0.39 0.24 0.22 0.97 1.44 1.21 1.72 0.60 0.47 -1.09 1.24 -0.34 #NUM! -1.66 -2.34 -2.48 1.05

KCNJ1 2749 0.10 0.07 0.01 0.01 0.01 0.02 0.10 0.06 0.00 0.13 0.04 -4.69 0.07 0.53 -0.05 -2.41 -2.31 -2.73 -0.93

KCNJ10 5323 0.05 0.20 0.51 0.02 0.00 0.08 0.03 0.00 0.09 0.03 0.14 -2.81 0.04 0.39 2.45 3.78 -1.02 #NUM! -0.82

KCNJ11 3418 0.17 0.15 0.93 0.04 0.45 0.23 0.12 0.04 0.08 0.15 0.33 -1.60 0.10 0.84 0.66 3.27 -1.41 2.22 -0.53

KCNJ12 5230 0.04 0.04 0.01 0.97 11.55 0.00 0.08 0.05 0.39 0.12 2.10 1.07 0.16 -2.17 -2.05 -3.65 2.60 6.18 #NUM!

KCNJ13 3609 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KCNJ14 3120 0.58 0.34 1.84 0.18 0.08 0.23 0.40 0.00 0.15 0.42 0.54 -0.88 0.24 1.27 0.49 2.93 -0.40 -1.58 -1.23

KCNJ15 2919 7.42 5.38 2.47 27.50 7.94 7.72 10.52 23.33 2.30 9.65 9.74 3.28 11.45 -0.63 -1.09 -2.21 1.26 -0.53 -0.34

KCNJ16 4025 0.01 0.03 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.03 0.01 -6.86 0.01 -0.03 2.29 #NUM! #NUM! -0.12 -0.57

KCNJ18 2197 0.06 0.00 0.20 0.00 28.62 0.00 0.00 0.00 0.00 0.00 4.81 2.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KCNJ2 5397 0.99 0.86 1.29 0.17 0.24 1.79 1.20 0.58 1.16 1.31 0.89 -0.16 1.06 -0.10 -0.30 0.28 -2.62 -2.16 1.01

KCNJ3 2890 0.02 0.08 0.03 0.00 0.00 0.06 0.59 0.72 0.02 0.17 0.03 -4.93 0.37 -4.35 -2.18 -3.54 #NUM! #NUM! 0.97

KCNJ4 2063 0.00 0.01 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.02 0.01 -6.77 0.01 #NUM! 1.30 #NUM! #NUM! 2.78 #NUM!

KCNJ5 2912 0.09 0.66 0.61 0.36 0.15 0.53 0.60 0.39 0.27 0.36 0.40 -1.33 0.41 -2.16 0.70 0.57 -0.20 -1.41 0.40

KCNJ6 2485 0.00 0.05 0.00 0.03 0.00 0.00 0.01 0.00 0.00 0.01 0.01 -6.20 0.01 #NUM! 3.43 #NUM! 2.43 -3.39 #NUM!

KCNJ8 2381 4.05 4.83 1.44 1.90 0.52 6.96 2.95 3.11 14.88 7.41 3.28 1.72 7.09 -0.81 -0.55 -2.30 -1.90 -3.78 1.08

KCNJ9 3029 0.01 0.00 0.00 0.00 0.02 0.01 0.01 0.00 0.00 0.00 0.01 -7.52 0.00 1.93 #NUM! #NUM! #NUM! 2.83 0.49

KCNK1 2161 6.80 17.64 33.42 17.31 28.35 15.23 24.79 48.22 5.66 24.48 19.79 4.31 25.79 -1.92 -0.55 0.37 -0.57 0.14 -0.38

KCNK10 7527 0.18 0.27 0.01 0.08 0.00 0.00 0.37 0.26 0.00 0.14 0.09 -3.46 0.19 -0.09 0.51 -4.03 -1.27 #NUM! #NUM!

KCNK12 1449 0.20 0.44 0.05 0.08 0.02 0.09 0.06 0.12 0.02 0.03 0.15 -2.77 0.06 1.77 2.91 -0.32 0.36 -1.66 -0.65

KCNK13 2517 0.19 0.33 0.22 0.23 1.55 0.26 0.00 0.05 0.11 0.03 0.46 -1.11 0.05 1.93 2.71 2.15 2.17 4.95 -0.83

KCNK15 2550 0.99 2.81 0.48 0.25 9.01 1.08 1.16 0.78 1.63 1.26 2.44 1.29 1.21 -0.29 1.22 -1.33 -2.26 2.90 -1.17

KCNK16 1412 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KCNK17 1741 0.23 0.38 0.19 0.20 0.25 0.16 0.04 0.00 1.76 0.06 0.24 -2.08 0.47 -0.99 -0.29 -1.29 -1.19 -0.88 -0.58

KCNK2 3597 1.56 2.14 0.25 0.36 0.02 1.34 0.80 0.83 0.32 0.42 0.95 -0.08 0.59 1.40 1.85 -1.27 -0.71 -4.72 0.50

KCNK3 3978 0.65 2.82 0.08 0.19 0.26 1.81 0.89 0.34 19.16 2.66 0.97 -0.05 5.76 -3.14 -1.03 -6.24 -4.93 -4.46 0.90

KCNK4 1820 0.00 0.12 0.05 0.08 0.00 0.04 0.00 0.12 0.11 0.02 0.05 -4.35 0.06 #NUM! 0.94 -0.26 0.26 #NUM! -0.28

KCNK5 3800 0.99 1.81 0.63 3.73 3.10 2.04 1.82 3.16 4.77 5.75 2.05 1.03 3.88 -1.97 -1.10 -2.62 -0.06 -0.32 -0.01

KCNK6 2671 3.87 13.44 2.68 5.08 2.65 9.63 11.34 12.29 39.48 12.72 6.22 2.64 18.96 -2.29 -0.50 -2.82 -1.90 -2.84 0.63

KCNK7 1577 0.00 0.77 0.00 0.24 0.24 0.00 5.17 2.94 0.00 2.21 0.21 -2.26 2.58 #NUM! -1.75 #NUM! -3.42 -3.43 #NUM!

KCNK9 1303 0.00 0.11 0.00 0.03 0.00 0.06 0.02 0.00 0.08 0.07 0.03 -4.92 0.04 #NUM! 1.37 #NUM! -0.64 #NUM! 0.82

KCNMA1 11994 1.20 11.03 0.82 0.93 0.58 4.51 11.79 0.62 70.82 11.04 3.18 1.67 23.57 -4.30 -1.10 -4.85 -4.66 -5.34 0.51

KCNMB1 1518 3.88 20.08 2.15 1.49 2.52 13.21 17.78 0.72 158.12 20.22 7.22 2.85 49.21 -3.66 -1.29 -4.52 -5.04 -4.29 0.87

KCNMB2 2543 0.28 0.16 0.25 0.05 0.03 0.61 0.37 0.07 3.41 0.60 0.23 -2.11 1.11 -1.96 -2.79 -2.13 -4.36 -5.21 1.39

KCNMB3 2141 1.00 1.73 1.54 1.57 2.05 0.00 1.09 0.64 1.26 0.00 1.32 0.40 0.75 0.43 1.21 1.05 1.07 1.46 #NUM!

KCNMB4 1631 0.24 0.54 0.38 0.13 0.38 1.38 0.49 0.28 5.49 1.32 0.51 -0.98 1.90 -2.98 -1.81 -2.31 -3.86 -2.33 1.44

KCNN1 2657 0.07 0.26 0.06 0.06 0.06 0.13 0.12 0.22 0.17 0.07 0.11 -3.23 0.14 -1.01 0.88 -1.27 -1.17 -1.33 0.28

KCNN2 2515 0.23 0.23 0.14 0.02 0.20 0.48 0.89 0.22 3.20 0.90 0.22 -2.21 1.30 -2.53 -2.47 -3.24 -5.73 -2.70 1.14

KCNN3 13080 0.65 0.38 0.44 0.28 0.04 0.80 0.86 0.86 1.83 0.93 0.43 -1.21 1.12 -0.78 -1.55 -1.36 -1.99 -4.76 0.89

KCNN4 2240 1.36 18.09 7.30 4.76 10.21 7.98 4.91 2.55 1.20 5.34 8.28 3.05 3.50 -1.36 2.37 1.06 0.44 1.55 -0.05

KCNQ1 3262 0.59 3.54 1.40 4.20 3.89 2.49 0.81 1.37 2.08 1.63 2.69 1.43 1.47 -1.32 1.27 -0.07 1.51 1.40 -0.11

KCNQ1DN 1109 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.01 -6.97 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

KCNQ1OT1 59461 0.17 0.68 0.19 0.26 0.00 0.11 0.23 0.22 0.02 0.05 0.24 -2.08 0.13 0.43 2.39 0.55 0.99 #NUM! -1.06

KCNQ2 3251 0.00 0.00 0.00 0.03 0.83 0.00 0.00 0.00 0.00 0.02 0.14 -2.82 0.00 #NUM! #NUM! #NUM! 2.63 7.66 #NUM!

KCNQ3 11266 0.02 0.22 0.10 0.11 0.05 0.07 0.12 0.25 0.04 0.10 0.09 -3.40 0.13 -2.61 0.78 -0.43 -0.28 -1.29 -0.45

KCNQ4 4116 0.09 0.40 0.15 0.17 0.23 0.18 0.64 0.20 2.54 0.41 0.20 -2.30 0.94 -3.32 -1.26 -2.64 -2.44 -2.05 -0.20

KCNQ5 6652 0.14 0.25 1.10 0.33 0.87 0.37 0.28 0.50 0.00 0.10 0.51 -0.97 0.22 -0.63 0.20 2.32 0.57 1.97 -0.48

KCNRG 1625 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KCNS1 4556 3.50 0.30 0.05 5.41 3.03 1.79 0.18 0.46 0.06 0.13 2.35 1.23 0.21 4.09 0.52 -1.95 4.72 3.88 -0.39

KCNS2 3219 0.16 0.22 0.01 0.01 0.00 0.02 0.01 0.03 0.05 0.03 0.07 -3.85 0.03 2.39 2.84 -1.64 -1.53 #NUM! -1.66

KCNS3 2344 12.86 2.58 9.24 5.20 12.48 8.45 2.68 2.22 6.80 7.40 8.47 3.08 4.78 1.43 -0.89 0.95 0.12 1.39 0.00

KCNT1 4782 0.00 0.00 0.01 0.00 0.01 0.08 0.02 0.05 0.26 0.06 0.02 -6.02 0.10 #NUM! #NUM! -3.95 #NUM! -3.27 2.30

KCNT2 5909 0.02 0.23 0.02 0.04 0.00 0.58 0.10 0.11 0.31 0.23 0.15 -2.76 0.19 -3.12 0.27 -3.63 -2.30 #NUM! 1.98

KCNU1 3756 0.01 0.00 0.00 0.00 0.01 0.01 0.01 0.01 0.00 0.01 0.01 -7.39 0.01 0.13 #NUM! #NUM! #NUM! 0.75 1.18

KCNV1 2944 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.34 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.36

KCNV2 2174 0.00 0.05 0.04 0.00 0.00 0.00 0.01 0.03 0.00 0.01 0.02 -5.99 0.01 #NUM! 2.04 1.85 #NUM! #NUM! #NUM!

KCP 4733 0.84 4.37 4.10 0.00 4.20 1.23 0.64 0.00 0.07 0.46 2.46 1.30 0.29 1.53 3.90 3.80 #NUM! 3.84 -1.00

KCTD1 3438 27.18 13.34 34.64 18.67 5.83 16.92 27.26 22.45 5.15 15.53 19.43 4.28 17.60 0.63 -0.40 0.98 0.09 -1.59 -0.20

KCTD10 4057 6.78 21.25 10.59 12.23 13.62 15.91 15.05 15.46 45.18 22.99 13.40 3.74 24.67 -1.86 -0.21 -1.22 -1.01 -0.86 0.25

KCTD11 3081 7.79 8.01 33.05 23.82 48.57 11.15 15.79 17.15 12.76 29.01 22.06 4.46 18.68 -1.26 -1.22 0.82 0.35 1.38 -0.98

KCTD12 6255 4.75 10.95 7.11 5.53 3.06 24.63 13.56 11.13 28.43 24.00 9.34 3.22 19.28 -2.02 -0.82 -1.44 -1.80 -2.66 1.40

KCTD13 1750 3.59 14.32 4.84 13.73 23.91 7.68 9.85 7.07 9.07 4.89 11.35 3.50 7.72 -1.10 0.89 -0.67 0.83 1.63 -0.56

KCTD14 1688 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KCTD15 4935 9.08 12.86 11.52 28.01 18.56 4.54 14.04 7.88 13.09 8.07 14.09 3.82 10.77 -0.25 0.26 0.10 1.38 0.79 -1.63

KCTD16 5183 0.01 0.07 0.02 0.02 0.02 0.14 0.04 0.01 0.47 0.26 0.05 -4.43 0.20 -3.73 -1.51 -3.50 -3.40 -3.38 1.59

KCTD17 1704 3.02 6.36 2.49 3.83 4.94 6.27 6.72 7.81 15.96 7.49 4.49 2.17 9.50 -1.65 -0.58 -1.93 -1.31 -0.94 0.48

KCTD18 2959 2.74 5.22 3.80 4.24 0.98 4.16 2.80 2.08 3.31 3.88 3.52 1.82 3.02 -0.14 0.79 0.33 0.49 -1.62 0.24

KCTD19 2911 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KCTD2 3714 5.55 7.30 5.42 5.67 5.96 4.17 8.07 5.87 12.09 7.59 5.68 2.51 8.40 -0.60 -0.20 -0.63 -0.57 -0.49 -0.45

KCTD20 5032 6.35 12.20 9.56 9.59 13.63 17.54 9.41 15.40 16.36 20.90 11.48 3.52 15.52 -1.29 -0.35 -0.70 -0.69 -0.19 0.61

KCTD21 3396 2.71 2.97 4.00 2.20 3.25 1.44 4.76 3.65 4.10 2.79 2.76 1.47 3.82 -0.50 -0.36 0.06 -0.80 -0.24 -0.94

KCTD3 3946 8.34 16.72 12.97 6.22 7.79 15.95 18.05 12.59 13.31 22.63 11.33 3.50 16.64 -1.00 0.01 -0.36 -1.42 -1.10 0.49

KCTD4 2133 0.00 0.03 0.02 0.10 0.00 0.01 0.00 0.03 0.06 0.00 0.02 -5.33 0.02 #NUM! 0.32 -0.46 2.23 #NUM! -1.14

KCTD5 2479 8.07 11.05 12.85 26.87 33.76 8.69 9.90 9.95 9.06 7.77 16.88 4.08 9.17 -0.18 0.27 0.49 1.55 1.88 -0.96

KCTD6 1840 2.66 3.41 4.25 3.37 1.45 3.16 6.64 2.92 3.79 6.40 3.05 1.61 4.94 -0.89 -0.53 -0.22 -0.55 -1.77 0.05

KCTD7 5051 0.64 1.86 0.92 0.75 1.00 1.84 1.05 0.97 4.19 2.47 1.17 0.22 2.17 -1.75 -0.22 -1.24 -1.54 -1.11 0.66

KCTD8 2593 0.06 0.03 0.00 0.00 0.00 0.22 0.22 0.06 0.10 0.40 0.05 -4.28 0.20 -1.66 -2.66 #NUM! #NUM! #NUM! 2.07

KCTD9 3417 8.04 7.46 14.15 5.46 12.35 12.77 9.11 14.70 6.99 14.95 10.04 3.33 11.44 -0.51 -0.62 0.31 -1.07 0.11 0.35

KDELC1 2129 4.30 6.37 2.28 0.00 3.43 7.16 0.00 0.00 5.81 4.56 3.92 1.97 2.59 0.73 1.30 -0.19 #NUM! 0.40 0.87

KDELC2 4311 6.68 11.60 8.16 4.95 3.74 18.75 11.38 9.86 12.03 17.60 8.98 3.17 12.72 -0.93 -0.13 -0.64 -1.36 -1.77 1.06

KDELR1 1575 67.80 127.77 80.07 129.48 67.99 62.72 78.69 68.18 81.85 63.00 89.30 6.48 72.93 -0.11 0.81 0.13 0.83 -0.10 -0.51

KDELR2 2874 56.24 61.00 52.19 38.84 72.50 59.12 36.13 31.33 64.23 51.19 56.65 5.82 45.72 0.30 0.42 0.19 -0.24 0.67 0.06

KDELR3 1705 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KDM1A 3125 13.43 21.07 30.11 26.20 21.51 20.49 14.63 13.89 19.33 13.94 22.14 4.47 15.45 -0.20 0.45 0.96 0.76 0.48 -0.11

KDM1B 3875 1.98 4.89 6.80 7.99 2.43 4.10 5.73 5.29 2.55 3.63 4.70 2.23 4.30 -1.12 0.19 0.66 0.89 -0.82 -0.20

KDM2A 7393 4.96 16.29 22.95 29.14 20.54 13.60 17.05 21.30 13.04 16.29 17.92 4.16 16.92 -1.77 -0.05 0.44 0.78 0.28 -0.40

KDM2B 5318 4.47 11.13 7.59 6.79 7.67 6.26 6.91 5.64 4.88 8.16 7.32 2.87 6.40 -0.52 0.80 0.25 0.09 0.26 -0.23

KDM3A 4907 5.82 7.91 8.66 21.24 8.49 9.69 7.46 13.23 6.68 14.04 10.30 3.37 10.36 -0.83 -0.39 -0.26 1.04 -0.29 -0.09

KDM3B 6830 2.74 8.08 6.25 9.09 6.73 7.10 5.89 6.65 16.61 6.43 6.66 2.74 8.89 -1.70 -0.14 -0.51 0.03 -0.40 0.09

KDM4A 4526 3.82 8.57 15.05 8.41 11.92 5.66 4.66 5.89 7.81 4.00 8.91 3.15 5.59 -0.55 0.62 1.43 0.59 1.09 -0.66

KDM4B 5675 2.08 6.36 9.49 5.74 6.17 1.94 8.43 7.20 9.63 4.53 5.30 2.41 7.44 -1.84 -0.23 0.35 -0.37 -0.27 -1.45

KDM4C 4687 2.19 6.33 5.81 5.70 3.23 5.16 7.25 6.11 4.37 5.53 4.74 2.24 5.81 -1.41 0.12 0.00 -0.03 -0.85 0.12

KDM4D 2988 0.44 0.29 0.19 0.57 0.74 0.12 0.14 0.11 0.18 0.12 0.39 -1.35 0.14 1.71 1.11 0.46 2.06 2.44 -1.74

KDM4DL 2339 0.00 0.02 0.00 0.13 0.00 0.00 0.00 0.02 0.00 0.05 0.03 -5.29 0.02 #NUM! 0.40 #NUM! 2.89 #NUM! #NUM!

KDM5A 10835 4.65 6.76 6.36 9.03 2.40 4.59 10.60 4.41 3.25 3.88 5.63 2.49 5.53 -0.25 0.29 0.20 0.71 -1.20 -0.29

KDM5B 6393 4.06 11.63 9.33 12.43 6.40 7.34 7.74 7.00 8.35 9.51 8.53 3.09 8.15 -1.01 0.51 0.20 0.61 -0.35 -0.22

KDM5C 6863 4.18 13.92 13.20 18.70 14.94 9.35 12.10 11.15 14.64 10.39 12.38 3.63 12.07 -1.53 0.21 0.13 0.63 0.31 -0.40

KDM5D 5595 0.00 0.01 0.05 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -6.75 0.00 -2.10 1.22 3.45 #NUM! #NUM! #NUM!

KDM6A 5778 4.27 6.47 6.02 5.33 4.65 7.27 8.63 9.09 3.64 6.51 5.67 2.50 6.97 -0.70 -0.11 -0.21 -0.39 -0.58 0.36

KDM6B 6704 2.78 11.52 18.10 5.51 5.04 9.44 11.20 17.11 8.37 5.31 8.73 3.13 10.50 -1.92 0.13 0.79 -0.93 -1.06 0.11

KDR 6055 1.71 9.63 3.60 2.71 0.82 7.44 6.04 6.32 10.56 9.50 4.32 2.11 8.11 -2.24 0.25 -1.17 -1.58 -3.30 0.79

KDSR 5198 3.15 7.47 8.34 20.72 22.23 15.26 6.57 7.11 10.83 13.72 12.86 3.69 9.56 -1.60 -0.36 -0.20 1.12 1.22 0.25

KEAP1 2606 14.20 12.31 20.71 23.32 40.80 12.73 14.96 10.82 28.99 14.45 20.68 4.37 17.31 -0.29 -0.49 0.26 0.43 1.24 -0.70

KEL 2562 0.27 0.21 0.38 2.34 0.75 3.31 0.84 1.55 0.16 0.46 1.21 0.27 0.75 -1.46 -1.84 -0.98 1.64 -0.01 1.45

KERA 2543 0.00 0.17 0.01 0.00 0.00 0.11 0.03 0.00 0.07 0.04 0.05 -4.36 0.04 #NUM! 2.16 -1.61 #NUM! #NUM! 1.19

KGFLP1 3612 0.89 1.16 0.59 0.81 0.96 1.77 1.48 1.43 0.81 1.13 1.03 0.04 1.21 -0.45 -0.06 -1.03 -0.59 -0.34 0.78

KGFLP2 4723 1.01 0.97 0.36 1.01 0.90 1.67 1.20 1.73 0.62 1.31 0.99 -0.02 1.22 -0.27 -0.32 -1.77 -0.27 -0.44 0.76

KHDC1 1147 0.54 0.00 0.52 0.00 2.14 1.74 0.51 0.52 0.96 0.84 0.82 -0.28 0.71 -0.40 #NUM! -0.44 #NUM! 1.60 1.08

KHDC1L 652 1.06 0.00 0.40 0.00 1.11 0.10 0.12 0.00 0.05 0.00 0.45 -1.17 0.04 4.67 #NUM! 3.26 #NUM! 4.74 -2.20

KHDRBS1 2685 24.66 49.23 60.74 49.47 44.59 81.90 30.69 38.25 43.82 55.07 51.76 5.69 41.96 -0.77 0.23 0.53 0.24 0.09 0.66

KHDRBS2 2336 0.04 0.08 0.04 0.03 0.00 0.15 0.00 0.00 0.06 0.24 0.06 -4.12 0.08 -1.11 0.12 -0.88 -1.26 #NUM! 1.43

KHDRBS3 1963 1.36 3.56 3.51 3.76 0.67 6.93 4.32 2.94 8.50 5.92 3.30 1.72 5.42 -1.99 -0.61 -0.63 -0.53 -3.02 1.07

KHK 2433 1.82 0.80 4.22 0.66 8.84 2.11 0.64 0.78 3.34 1.71 3.08 1.62 1.62 0.17 -1.02 1.38 -1.30 2.45 -0.54

KHNYN 6301 2.65 5.51 6.44 5.61 5.58 4.37 6.25 4.34 6.42 6.79 5.03 2.33 5.95 -1.17 -0.11 0.11 -0.09 -0.09 -0.20

KHSRP 3262 10.05 9.67 0.00 29.34 0.00 3.15 8.79 8.76 0.00 8.29 8.70 3.12 6.46 0.64 0.58 #NUM! 2.18 #NUM! -1.47

KIAA0020 2232 11.43 11.89 25.02 8.59 6.63 13.31 9.81 13.30 5.57 11.16 12.81 3.68 9.96 0.20 0.26 1.33 -0.21 -0.59 0.05

KIAA0040 4721 4.86 13.69 20.34 11.11 6.65 11.07 10.94 10.08 15.98 11.48 11.29 3.50 12.12 -1.32 0.17 0.75 -0.13 -0.87 -0.03

KIAA0087 4320 0.00 0.02 0.00 0.02 0.00 0.02 0.03 0.04 0.00 0.00 0.01 -6.78 0.02 #NUM! 0.38 #NUM! -0.29 #NUM! 0.79

KIAA0090 4253 3.97 8.59 11.85 10.38 10.55 8.38 6.60 5.62 8.73 5.52 8.95 3.16 6.62 -0.74 0.38 0.84 0.65 0.67 -0.10

KIAA0100 7456 11.22 14.68 21.68 6.76 9.86 6.90 11.52 8.81 10.43 14.85 11.85 3.57 11.40 -0.02 0.36 0.93 -0.75 -0.21 -0.78

KIAA0101 1508 92.71 8.26 57.58 100.97 68.76 30.19 4.05 8.00 0.65 5.72 59.74 5.90 4.60 4.33 0.84 3.64 4.45 3.90 -0.98

KIAA0114 855 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA0125 9613 0.00 0.22 0.00 0.60 0.03 0.10 0.04 0.05 0.02 0.01 0.16 -2.66 0.03 #NUM! 3.01 #NUM! 4.43 0.08 -0.72

KIAA0141 4988 9.74 10.78 5.88 11.66 10.56 11.27 9.37 10.49 16.43 11.08 9.98 3.32 11.84 -0.28 -0.14 -1.01 -0.02 -0.17 0.18

KIAA0146 3220 11.16 9.13 13.63 8.53 10.64 13.30 7.45 0.00 0.00 11.71 11.06 3.47 4.79 1.22 0.93 1.51 0.83 1.15 0.27

KIAA0174 2377 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA0182 7395 2.04 7.69 5.90 7.43 4.01 4.22 8.15 7.84 6.75 5.67 5.21 2.38 7.10 -1.80 0.11 -0.27 0.07 -0.82 -0.30

KIAA0195 5472 4.79 11.28 8.20 7.83 6.87 6.40 5.53 4.97 7.26 4.20 7.56 2.92 5.49 -0.20 1.04 0.58 0.51 0.32 -0.24

KIAA0196 4173 8.95 11.10 12.39 34.37 2.69 12.56 7.76 8.69 10.41 8.24 13.68 3.77 8.77 0.03 0.34 0.50 1.97 -1.71 -0.12

KIAA0226 6903 1.08 3.71 3.34 9.65 2.95 2.32 2.59 4.33 2.60 2.35 3.84 1.94 2.97 -1.46 0.32 0.17 1.70 -0.01 -0.73

KIAA0232 7873 1.60 4.42 4.14 1.59 1.05 3.96 6.29 4.55 4.62 7.16 2.80 1.48 5.65 -1.82 -0.36 -0.45 -1.83 -2.42 0.50

KIAA0240 6520 1.59 4.00 3.65 4.55 1.23 3.67 4.17 4.24 3.11 2.87 3.12 1.64 3.60 -1.17 0.15 0.02 0.34 -1.55 0.24

KIAA0247 5393 4.99 17.02 20.53 12.90 14.89 9.14 6.32 9.72 12.30 9.85 13.24 3.73 9.55 -0.94 0.83 1.10 0.43 0.64 -0.53

KIAA0284 6715 2.25 13.19 14.40 13.92 6.22 3.72 8.91 8.92 5.59 4.65 8.95 3.16 7.02 -1.64 0.91 1.04 0.99 -0.17 -1.27

KIAA0317 5445 4.46 6.51 7.99 5.61 3.92 4.34 4.09 3.36 3.59 3.40 5.47 2.45 3.61 0.30 0.85 1.15 0.63 0.12 -0.33

KIAA0319 6896 0.02 0.05 0.59 0.08 0.29 0.07 0.02 0.03 0.02 0.02 0.18 -2.44 0.02 -0.52 1.35 4.79 1.89 3.75 -1.35

KIAA0319L 4822 4.25 10.74 9.65 18.57 9.30 10.69 8.70 8.02 5.42 6.25 10.53 3.40 7.10 -0.74 0.60 0.44 1.39 0.39 0.02

KIAA0355 6683 1.34 5.75 3.81 7.15 4.40 6.87 4.20 6.24 6.89 7.93 4.89 2.29 6.31 -2.23 -0.13 -0.73 0.18 -0.52 0.49

KIAA0368 7391 6.26 27.97 22.74 34.15 12.15 21.89 10.22 13.11 8.56 17.34 20.86 4.38 12.31 -0.98 1.18 0.89 1.47 -0.02 0.07

KIAA0391 2684 13.56 7.18 9.95 10.92 20.41 0.00 8.01 8.28 4.90 11.17 10.34 3.37 8.09 0.75 -0.17 0.30 0.43 1.34 #NUM!

KIAA0408 8124 0.00 0.00 0.00 0.05 0.01 0.12 0.58 0.13 0.45 0.34 0.03 -5.03 0.38 #NUM! #NUM! #NUM! -2.93 -5.08 2.01

KIAA0415 5519 3.78 6.05 7.06 5.39 4.02 7.84 1.62 2.70 6.28 2.14 5.69 2.51 3.19 0.25 0.92 1.15 0.76 0.34 0.46

KIAA0430 7760 4.49 12.68 4.98 8.46 7.79 13.70 7.29 6.87 7.51 6.66 8.68 3.12 7.08 -0.66 0.84 -0.51 0.26 0.14 0.66

KIAA0494 5794 15.82 22.20 25.68 20.30 8.95 11.27 21.57 20.38 23.64 7.88 17.37 4.12 18.37 -0.21 0.27 0.48 0.14 -1.04 -0.62

KIAA0513 7361 0.80 2.24 1.15 78.44 2.10 1.51 2.43 1.39 2.09 2.21 14.37 3.85 2.03 -1.35 0.14 -0.82 5.27 0.05 -3.25

KIAA0528 4430 4.11 6.08 8.51 5.85 0.76 12.81 4.27 4.78 3.93 8.43 6.35 2.67 5.35 -0.38 0.18 0.67 0.13 -2.82 1.01

KIAA0556 6640 2.27 3.47 1.34 3.50 3.00 2.65 3.33 2.30 2.14 1.88 2.71 1.44 2.41 -0.09 0.53 -0.85 0.54 0.31 -0.03

KIAA0564 7169 1.69 3.21 1.68 4.18 0.50 5.22 2.85 2.80 1.31 2.41 2.75 1.46 2.34 -0.47 0.45 -0.48 0.84 -2.23 0.93

KIAA0586 5600 1.15 3.58 2.45 4.66 0.80 1.83 0.00 3.12 0.72 0.89 2.41 1.27 1.18 -0.03 1.60 1.05 1.98 -0.56 -0.40

KIAA0649 4959 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA0664 5252 4.30 11.94 22.59 16.81 22.03 4.39 10.55 9.89 6.59 6.33 13.68 3.77 8.34 -0.96 0.52 1.44 1.01 1.40 -1.64

KIAA0664L3 1789 1.78 2.16 1.81 3.65 1.37 0.00 0.92 0.78 0.73 0.00 1.79 0.84 0.61 1.54 1.83 1.57 2.58 1.17 #NUM!

KIAA0748 2010 1.17 1.78 2.49 1.07 0.18 2.24 0.54 0.46 0.61 0.63 1.49 0.58 0.56 1.07 1.67 2.16 0.94 -1.61 0.59

KIAA0753 4701 0.00 4.13 2.21 4.17 0.00 2.03 2.53 2.32 2.06 2.21 2.09 1.06 2.28 #NUM! 0.86 -0.04 0.87 #NUM! -0.04

KIAA0754 6979 0.16 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KIAA0776 4219 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA0825 7241 0.40 0.69 0.38 0.49 0.13 0.99 0.61 0.49 0.34 0.52 0.51 -0.97 0.49 -0.29 0.49 -0.36 -0.01 -1.97 0.95

KIAA0889 8036 3.97 4.40 7.67 10.59 1.96 3.31 5.27 4.56 4.11 1.68 5.31 2.41 3.90 0.02 0.17 0.97 1.44 -0.99 -0.68

KIAA0895 4471 0.00 0.63 0.00 0.00 0.00 0.00 0.00 0.00 0.54 0.62 0.10 -3.26 0.29 #NUM! 1.12 #NUM! #NUM! #NUM! #NUM!

KIAA0895L 3416 2.99 5.36 1.44 6.12 3.04 4.46 4.32 1.64 1.82 2.83 3.90 1.96 2.65 0.17 1.02 -0.88 1.20 0.19 0.19

KIAA0907 2960 4.27 9.88 6.67 19.69 8.84 15.73 5.91 5.72 7.87 10.72 10.85 3.44 7.56 -0.82 0.39 -0.18 1.38 0.23 0.54

KIAA0913 5851 3.23 10.89 13.33 14.29 9.66 7.16 13.91 10.86 12.88 8.82 9.76 3.29 11.62 -1.85 -0.09 0.20 0.30 -0.27 -0.45

KIAA0922 5034 1.67 3.50 8.56 5.65 2.79 3.01 11.42 4.45 2.96 4.82 4.20 2.07 5.91 -1.82 -0.76 0.53 -0.07 -1.09 -0.48

KIAA0930 6287 9.29 10.30 11.10 17.93 21.03 21.95 8.98 8.28 8.56 12.55 15.27 3.93 9.59 -0.05 0.10 0.21 0.90 1.13 0.52

KIAA0947 7966 4.04 3.22 8.84 3.36 8.61 3.63 3.03 3.45 2.69 7.71 5.28 2.40 4.22 -0.06 -0.39 1.07 -0.33 1.03 -0.54

KIAA1009 5155 1.34 1.80 1.25 2.59 0.21 2.12 1.44 1.47 0.45 0.68 1.55 0.63 1.01 0.41 0.83 0.31 1.36 -2.26 0.45

KIAA1024 6742 0.07 0.18 0.05 0.08 0.06 0.18 0.08 0.06 0.05 0.07 0.10 -3.27 0.07 0.06 1.44 -0.43 0.31 -0.02 0.82

KIAA1033 5823 2.81 6.82 8.18 7.04 3.30 15.03 4.73 5.92 3.35 8.53 7.20 2.85 5.63 -1.00 0.28 0.54 0.32 -0.77 1.06

KIAA1045 5950 0.14 0.10 0.05 0.14 0.32 0.17 0.14 0.05 0.49 0.11 0.15 -2.72 0.20 -0.52 -0.94 -2.12 -0.55 0.66 0.16



KIAA1107 4569 0.22 1.11 0.65 1.67 0.06 0.78 0.47 0.40 0.34 0.19 0.75 -0.42 0.35 -0.68 1.65 0.89 2.25 -2.60 0.06

KIAA1109 15592 2.50 6.50 7.69 7.68 2.80 8.62 7.75 5.04 3.67 15.95 5.97 2.58 8.10 -1.70 -0.32 -0.08 -0.08 -1.53 0.53

KIAA1143 5157 4.43 5.87 6.95 4.49 2.09 13.62 5.08 5.04 4.96 4.85 6.24 2.64 4.98 -0.17 0.24 0.48 -0.15 -1.25 1.13

KIAA1147 7296 4.84 3.35 4.64 5.05 1.50 3.37 3.07 3.44 1.79 2.69 3.79 1.92 2.75 0.82 0.29 0.76 0.88 -0.87 -0.17

KIAA1161 4205 1.36 6.22 4.27 2.28 2.85 0.85 1.69 1.28 1.32 0.92 2.97 1.57 1.30 0.06 2.26 1.71 0.81 1.13 -1.81

KIAA1191 2852 24.53 23.05 19.91 20.48 39.30 33.20 31.23 25.33 38.41 35.24 26.74 4.74 32.55 -0.41 -0.50 -0.71 -0.67 0.27 0.31

KIAA1199 7080 0.74 3.02 2.48 0.83 12.86 1.23 0.73 1.60 4.48 2.23 3.52 1.82 2.26 -1.61 0.42 0.13 -1.44 2.51 -1.52

KIAA1210 7838 0.01 0.01 0.01 0.01 0.01 0.01 0.01 0.00 0.09 0.01 0.01 -6.78 0.03 -1.51 -2.10 -1.28 -1.18 -1.60 -0.67

KIAA1211 7013 0.16 2.76 0.40 0.13 0.20 0.69 1.19 0.05 5.55 0.44 0.73 -0.46 1.81 -3.47 0.61 -2.17 -3.78 -3.18 -0.07

KIAA1217 7773 4.11 14.98 8.71 11.13 0.33 0.00 15.77 12.95 1.82 6.47 6.54 2.71 9.25 -1.17 0.70 -0.09 0.27 -4.81 #NUM!

KIAA1239 7477 0.00 0.06 0.00 0.07 0.00 0.01 0.06 0.11 0.01 0.04 0.02 -5.38 0.05 #NUM! 0.20 #NUM! 0.37 #NUM! -0.69

KIAA1244 14895 0.10 1.82 0.89 0.34 0.30 0.50 0.17 0.90 0.11 0.27 0.66 -0.60 0.36 -1.82 2.33 1.30 -0.11 -0.28 -0.40

KIAA1257 1730 0.56 0.15 1.22 0.08 2.28 0.38 0.17 0.08 0.19 0.17 0.78 -0.36 0.15 1.88 -0.06 2.99 -0.90 3.90 -1.02

KIAA1267 5357 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1274 4601 0.84 2.56 1.15 0.61 1.78 1.67 0.79 0.77 1.91 2.36 1.44 0.52 1.46 -0.79 0.81 -0.34 -1.26 0.29 0.22

KIAA1279 2548 6.10 6.80 7.33 9.28 6.09 10.15 6.61 6.42 9.69 7.58 7.62 2.93 7.57 -0.31 -0.16 -0.05 0.29 -0.32 0.41

KIAA1310 5309 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1324 7032 0.24 0.98 5.00 0.29 0.63 1.37 0.24 0.07 0.20 0.39 1.42 0.50 0.23 0.07 2.11 4.46 0.36 1.48 -0.05

KIAA1324L 6855 0.94 1.29 3.35 0.46 0.03 1.97 1.43 0.53 2.08 1.90 1.34 0.42 1.48 -0.66 -0.20 1.18 -1.70 -5.87 0.56

KIAA1328 4875 0.00 0.00 1.72 0.00 0.00 0.00 1.04 1.56 1.61 0.00 0.29 -1.81 1.05 #NUM! #NUM! 0.71 #NUM! #NUM! #NUM!

KIAA1370 4231 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1377 7043 0.35 1.27 0.14 0.14 2.96 0.69 2.01 1.56 2.94 0.75 0.93 -0.11 1.82 -2.36 -0.51 -3.66 -3.74 0.71 -0.42

KIAA1383 5455 0.17 0.42 0.07 0.08 0.13 0.37 0.16 0.07 0.12 0.16 0.21 -2.27 0.13 0.42 1.74 -0.83 -0.62 0.06 0.84

KIAA1407 3996 1.77 2.92 1.07 4.10 0.00 3.28 1.66 1.49 0.71 1.66 2.19 1.13 1.38 0.36 1.08 -0.37 1.57 #NUM! 0.58

KIAA1409 8471 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1429 6456 2.96 4.15 6.20 5.98 2.66 4.79 4.33 4.11 4.72 4.13 4.46 2.16 4.32 -0.55 -0.06 0.52 0.47 -0.70 0.10

KIAA1430 4892 6.78 12.47 13.36 7.01 3.17 9.23 4.97 12.93 6.87 7.94 8.67 3.12 8.18 -0.27 0.61 0.71 -0.22 -1.37 0.09

KIAA1432 6787 1.97 5.31 7.07 3.39 1.78 3.71 2.86 4.82 3.30 4.88 3.87 1.95 3.96 -1.01 0.42 0.83 -0.23 -1.16 -0.06

KIAA1456 9603 0.05 0.20 0.12 0.10 1.24 0.35 0.15 0.19 0.20 0.23 0.35 -1.53 0.19 -1.91 0.08 -0.64 -0.89 2.68 0.03

KIAA1462 9300 0.50 2.19 1.18 0.63 0.63 2.28 2.53 1.75 4.70 3.29 1.23 0.30 3.07 -2.62 -0.48 -1.38 -2.28 -2.29 0.88

KIAA1467 4725 0.53 0.60 0.79 1.23 0.88 1.24 0.79 1.34 1.34 1.19 0.88 -0.19 1.17 -1.14 -0.96 -0.57 0.08 -0.41 0.50

KIAA1468 5459 1.63 6.96 10.14 8.44 1.53 6.27 5.66 9.43 2.10 7.50 5.83 2.54 6.17 -1.92 0.17 0.72 0.45 -2.01 0.11

KIAA1486 4590 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1522 5422 10.15 19.76 68.31 30.01 36.28 17.35 16.24 15.95 2.16 11.84 30.31 4.92 11.55 -0.19 0.77 2.56 1.38 1.65 -0.81

KIAA1524 4284 3.00 1.80 5.59 6.25 1.27 3.00 0.66 1.30 0.38 0.53 3.49 1.80 0.72 2.06 1.33 2.96 3.12 0.82 -0.22

KIAA1530 4665 0.38 1.29 2.20 1.40 0.79 1.23 1.24 1.48 0.93 1.34 1.21 0.28 1.25 -1.73 0.05 0.82 0.16 -0.65 0.02

KIAA1539 3045 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1543 4201 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1549 12427 0.07 1.28 0.21 0.52 0.41 0.31 0.42 0.41 0.40 0.27 0.47 -1.10 0.37 -2.49 1.78 -0.85 0.47 0.12 -0.59

KIAA1586 2903 1.57 1.74 1.79 1.25 1.59 3.47 1.41 1.26 1.73 2.34 1.90 0.93 1.68 -0.10 0.05 0.09 -0.43 -0.08 0.87

KIAA1598 3950 2.32 5.93 7.94 11.64 4.05 10.21 4.03 5.59 1.90 4.33 7.02 2.81 3.96 -0.77 0.58 1.00 1.55 0.03 0.54

KIAA1609 5031 4.38 3.68 0.90 13.15 10.29 4.08 4.46 5.42 3.22 3.69 6.08 2.60 4.20 0.06 -0.19 -2.22 1.65 1.29 -0.58

KIAA1614 4155 0.36 1.07 0.34 0.49 0.00 0.00 0.93 0.56 1.84 1.12 0.38 -1.40 1.11 -1.62 -0.05 -1.71 -1.17 #NUM! #NUM!

KIAA1644 6741 1.02 3.53 0.38 1.47 0.20 1.53 2.71 1.29 14.20 4.44 1.36 0.44 5.66 -2.47 -0.68 -3.88 -1.95 -4.84 0.17

KIAA1671 10517 2.06 9.67 14.59 7.73 1.58 5.78 12.64 0.00 5.21 5.36 6.90 2.79 5.80 -1.50 0.74 1.33 0.41 -1.88 -0.26

KIAA1683 4421 0.14 1.60 0.86 0.85 0.02 1.07 2.28 0.78 0.85 0.48 0.75 -0.41 1.10 -3.02 0.54 -0.36 -0.37 -5.85 0.50

KIAA1704 1431 4.04 6.63 5.36 12.05 2.39 8.20 5.41 5.27 6.86 8.24 6.45 2.69 6.45 -0.67 0.04 -0.27 0.90 -1.43 0.35

KIAA1715 5765 2.40 3.45 3.73 5.87 2.25 4.30 4.51 5.17 2.63 3.84 3.67 1.87 4.04 -0.75 -0.23 -0.11 0.54 -0.84 0.23

KIAA1731 8044 2.18 2.64 2.58 0.00 6.27 0.00 1.47 8.75 3.32 7.51 2.28 1.19 5.27 -1.27 -1.00 -1.03 #NUM! 0.25 #NUM!

KIAA1737 4397 2.13 4.52 2.58 3.86 1.53 3.73 5.52 5.32 8.33 6.65 3.06 1.61 6.45 -1.60 -0.51 -1.32 -0.74 -2.08 0.28

KIAA1751 4710 0.00 0.03 0.00 0.01 0.02 0.03 0.02 0.06 0.01 0.03 0.02 -6.00 0.03 #NUM! 0.14 #NUM! -2.11 -0.54 1.11

KIAA1755 6412 0.32 3.57 0.32 0.27 0.03 3.96 0.65 0.43 3.82 3.15 1.41 0.50 2.01 -2.66 0.83 -2.63 -2.87 -5.91 1.49

KIAA1797 6117 5.84 6.05 4.29 2.07 3.48 3.58 2.83 2.89 2.95 3.37 4.22 2.08 3.01 0.96 1.01 0.51 -0.54 0.21 -0.24

KIAA1804 5809 0.66 1.36 2.75 2.24 1.14 1.41 0.97 1.44 0.07 1.16 1.60 0.67 0.91 -0.46 0.58 1.59 1.30 0.33 -0.18

KIAA1826 4095 1.67 2.55 1.21 0.87 0.68 3.14 2.62 2.21 4.14 4.11 1.69 0.75 3.27 -0.97 -0.36 -1.44 -1.91 -2.26 0.90

KIAA1841 4592 2.79 2.83 5.98 2.22 1.89 2.66 1.58 1.92 0.56 0.95 3.06 1.61 1.25 1.15 1.17 2.25 0.82 0.59 -0.20

KIAA1875 7119 0.07 0.06 0.10 0.27 0.00 0.03 0.05 0.04 0.03 0.04 0.09 -3.50 0.04 0.81 0.56 1.17 2.69 #NUM! -1.81

KIAA1908 5822 0.22 1.15 0.35 0.23 0.00 0.34 0.43 0.17 0.61 0.40 0.38 -1.39 0.40 -0.87 1.51 -0.18 -0.79 #NUM! -0.16

KIAA1919 3930 0.33 0.62 0.82 0.83 0.72 0.73 0.42 0.52 0.64 0.80 0.67 -0.57 0.60 -0.86 0.05 0.46 0.48 0.28 0.11

KIAA1949 4615 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA1958 2683 0.40 2.11 2.55 0.50 0.60 0.00 1.08 3.02 0.00 0.96 1.03 0.04 1.27 -1.67 0.74 1.01 -1.34 -1.08 #NUM!

KIAA1967 4012 9.11 16.66 26.98 10.27 26.43 12.38 13.70 13.41 23.99 13.64 16.97 4.09 16.19 -0.83 0.04 0.74 -0.66 0.71 -0.46

KIAA1984 1727 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIAA2013 2832 17.83 21.76 18.14 26.78 30.07 15.56 14.98 13.71 53.11 16.51 21.69 4.44 24.58 -0.46 -0.18 -0.44 0.12 0.29 -0.48

KIAA2018 13708 0.72 1.94 2.66 2.55 0.31 3.55 1.62 1.85 0.57 0.92 1.96 0.97 1.24 -0.78 0.64 1.10 1.04 -1.98 0.86

KIAA2022 11727 0.01 0.06 0.02 0.15 0.00 0.18 0.41 0.11 0.08 0.17 0.07 -3.84 0.19 -4.37 -1.77 -3.09 -0.40 #NUM! 1.40

KIAA2026 7204 7.58 9.00 10.74 6.23 1.11 3.07 8.60 9.17 1.65 2.43 6.29 2.65 5.46 0.47 0.72 0.98 0.19 -2.30 -1.04

KIDINS220 7361 5.20 12.84 16.86 12.50 2.47 13.65 7.87 9.59 7.57 8.25 10.59 3.40 8.32 -0.68 0.63 1.02 0.59 -1.75 0.37

KIF11 5101 2.80 3.33 7.36 10.86 2.16 3.70 3.06 2.80 0.13 0.98 5.04 2.33 1.74 0.68 0.93 2.08 2.64 0.31 -0.44

KIF12 2024 0.15 11.38 0.00 0.17 2.09 0.47 0.11 0.12 0.13 0.65 2.38 1.25 0.26 -0.77 5.48 #NUM! -0.57 3.03 -2.33

KIF13A 5950 5.32 9.52 5.85 11.51 6.56 6.40 8.93 8.88 6.50 7.21 7.53 2.91 7.88 -0.57 0.27 -0.43 0.55 -0.26 -0.23

KIF13B 8774 0.83 4.98 2.96 1.80 1.50 1.92 2.24 3.22 2.52 2.43 2.33 1.22 2.60 -1.65 0.94 0.19 -0.53 -0.80 -0.28

KIF14 7293 0.59 1.17 2.99 2.35 1.08 1.47 0.31 0.65 0.01 0.09 1.61 0.68 0.26 1.15 2.15 3.51 3.16 2.03 -0.13

KIF15 4857 0.60 1.94 3.92 2.89 0.39 0.35 0.66 1.02 0.10 0.34 1.68 0.75 0.53 0.19 1.88 2.89 2.45 -0.43 -2.25

KIF16B 5268 2.26 6.38 3.91 3.92 1.24 3.50 2.84 3.76 1.93 3.85 3.54 1.82 3.09 -0.45 1.04 0.34 0.34 -1.32 -0.01

KIF17 3810 1.42 2.96 4.83 0.84 0.57 1.99 2.62 0.40 5.67 2.12 2.10 1.07 2.70 -0.93 0.13 0.84 -1.69 -2.25 -0.08

KIF18A 3463 1.88 0.98 4.94 2.07 0.61 2.40 0.69 1.50 0.02 0.15 2.15 1.10 0.59 1.68 0.74 3.07 1.81 0.06 0.16

KIF18B 2669 1.64 2.81 6.52 5.63 4.32 1.82 2.17 1.23 0.05 0.19 3.79 1.92 0.91 0.85 1.62 2.84 2.63 2.24 -1.06

KIF19 3670 0.05 0.37 0.18 0.08 0.13 0.98 0.25 0.69 1.31 0.77 0.30 -1.75 0.75 -3.91 -1.04 -2.04 -3.22 -2.57 1.72

KIF1A 8843 0.01 0.00 0.00 0.00 0.02 0.42 0.00 0.00 0.04 0.01 0.07 -3.76 0.01 -1.05 -2.05 #NUM! #NUM! 0.66 2.49

KIF1B 10585 1.93 3.84 6.44 8.82 1.54 3.71 7.83 6.90 4.47 5.59 4.38 2.13 6.20 -1.68 -0.69 0.06 0.51 -2.01 -0.24

KIF1C 7935 4.59 26.77 12.53 10.21 11.62 16.70 19.99 14.80 25.43 24.14 13.74 3.78 21.09 -2.20 0.34 -0.75 -1.05 -0.86 0.28

KIF20A 3471 17.94 4.14 10.55 13.65 8.72 4.34 1.71 2.73 0.00 0.75 9.89 3.31 1.30 3.79 1.67 3.02 3.39 2.75 -1.19

KIF20B 6319 2.69 3.02 4.30 6.88 0.81 3.73 1.74 2.43 0.12 0.30 3.57 1.84 1.15 1.23 1.39 1.90 2.58 -0.50 0.06

KIF21A 6653 4.17 5.34 9.25 6.94 3.34 4.12 10.27 11.66 1.52 5.69 5.53 2.47 7.28 -0.80 -0.45 0.35 -0.07 -1.12 -0.42

KIF21B 9895 0.26 1.57 1.05 0.75 1.50 0.40 0.32 0.31 0.18 0.28 0.92 -0.12 0.27 -0.10 2.52 1.94 1.45 2.45 -1.20

KIF22 2097 15.83 0.00 19.15 29.43 40.48 23.86 8.62 9.36 14.80 11.35 21.46 4.42 11.03 0.52 #NUM! 0.80 1.42 1.88 0.15

KIF23 3697 7.25 3.09 13.02 9.70 7.57 4.59 1.73 3.24 1.04 0.87 7.54 2.91 1.72 2.07 0.84 2.92 2.50 2.14 -0.72

KIF24 6237 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIF25 1510 0.02 0.11 0.00 0.03 0.10 0.11 0.00 0.00 0.17 0.03 0.06 -4.02 0.05 -1.47 1.12 #NUM! -0.96 1.01 0.78

KIF26A 6757 0.38 1.44 0.40 1.01 1.10 0.40 1.30 1.24 0.53 1.87 0.79 -0.34 1.24 -1.70 0.23 -1.64 -0.29 -0.17 -0.98

KIF26B 7287 0.13 2.49 1.11 0.94 0.24 0.25 0.11 0.09 0.32 0.52 0.86 -0.22 0.26 -1.06 3.26 2.08 1.84 -0.14 -1.75

KIF27 4653 0.53 1.25 0.66 3.00 0.27 1.84 1.00 1.37 0.92 1.26 1.26 0.33 1.14 -1.10 0.13 -0.78 1.40 -2.06 0.55

KIF2A 3374 3.50 7.18 8.35 9.71 4.09 8.14 5.62 4.82 1.73 5.12 6.83 2.77 4.32 -0.31 0.73 0.95 1.17 -0.08 0.25

KIF2B 2335 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KIF2C 2896 6.93 3.10 16.95 9.66 0.00 7.56 1.54 1.87 0.21 1.27 7.37 2.88 1.22 2.50 1.34 3.79 2.98 #NUM! 0.04

KIF3A 6257 0.63 1.22 1.33 2.36 0.69 1.67 1.60 1.45 0.86 1.17 1.32 0.40 1.27 -1.01 -0.06 0.07 0.89 -0.89 0.34

KIF3B 6135 2.97 13.61 5.94 7.23 4.17 7.66 4.25 4.18 5.32 4.94 6.93 2.79 4.68 -0.65 1.54 0.35 0.63 -0.16 0.14

KIF3C 5431 1.10 2.25 9.15 1.48 4.71 2.60 1.96 2.18 3.56 1.64 3.55 1.83 2.33 -1.08 -0.05 1.97 -0.66 1.01 -0.45

KIF4A 4504 1.60 2.51 7.16 5.76 2.91 3.12 0.79 1.18 0.17 0.46 3.84 1.94 0.65 1.30 1.95 3.47 3.15 2.17 -0.30

KIF4B 4426 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.57 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.70

KIF5A 3897 0.07 0.56 0.02 0.05 0.02 0.22 0.18 0.14 0.17 0.71 0.15 -2.69 0.30 -2.17 0.89 -4.27 -2.58 -3.59 0.48

KIF5B 5905 10.07 20.84 27.19 23.07 9.39 22.40 21.09 18.57 14.95 19.03 18.83 4.23 18.41 -0.87 0.18 0.56 0.33 -0.97 0.25

KIF5C 6927 0.20 1.70 0.31 0.11 0.05 1.69 1.23 1.85 0.70 1.93 0.67 -0.57 1.43 -2.83 0.25 -2.20 -3.76 -4.89 1.32

KIF6 3972 0.00 0.03 0.02 0.00 0.01 0.03 0.01 0.05 0.46 0.04 0.01 -6.30 0.14 #NUM! -2.43 -3.20 #NUM! -4.52 1.18

KIF7 4575 0.79 1.20 0.00 2.26 0.99 3.06 1.37 1.18 2.27 1.84 1.38 0.47 1.67 -1.08 -0.47 #NUM! 0.44 -0.75 1.14

KIF9 3603 0.53 0.00 0.00 0.00 0.00 7.78 0.00 0.00 0.93 1.14 1.39 0.47 0.52 0.03 #NUM! #NUM! #NUM! #NUM! 2.49

KIFAP3 4120 3.69 15.85 6.06 10.03 4.30 18.44 13.36 13.42 14.22 11.27 9.73 3.28 13.07 -1.83 0.28 -1.11 -0.38 -1.60 0.92

KIFC1 2721 5.86 5.17 16.79 14.13 18.76 6.18 2.94 3.64 0.33 0.00 11.15 3.48 1.73 1.76 1.58 3.28 3.03 3.44 -0.85

KIFC2 3309 3.37 6.58 3.36 8.89 5.56 1.96 9.90 6.14 1.39 3.25 4.95 2.31 5.17 -0.62 0.35 -0.62 0.78 0.10 -1.34

KIFC3 3411 3.27 11.79 1.78 17.94 58.11 7.57 5.97 5.84 15.91 10.19 16.74 4.07 9.48 -1.53 0.31 -2.42 0.92 2.62 -1.14

KIN 1906 3.43 3.45 4.94 4.96 1.81 0.00 5.22 2.04 2.75 3.01 3.10 1.63 3.25 0.08 0.08 0.60 0.61 -0.85 #NUM!

KIR2DL1 1598 0.00 0.04 0.00 0.00 0.00 0.03 0.04 0.09 0.00 0.00 0.01 -6.50 0.03 #NUM! 0.14 #NUM! #NUM! #NUM! 1.48

KIR2DL3 1596 0.04 0.04 0.11 0.02 0.00 0.06 0.02 0.10 0.11 0.03 0.04 -4.48 0.06 -0.86 -0.71 0.79 -1.53 #NUM! 0.46

KIR2DL4 1610 0.66 0.39 2.73 0.87 4.86 0.44 0.12 0.20 0.07 0.17 1.66 0.73 0.14 2.24 1.47 4.29 2.65 5.12 -1.91

KIR2DS3 1113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIR2DS4 1586 0.00 0.20 0.23 0.14 0.13 0.08 0.21 0.04 0.02 0.01 0.13 -2.96 0.07 #NUM! 1.53 1.76 0.98 0.87 -0.71

KIR3DL1 1986 0.04 0.05 0.03 0.05 0.01 0.10 0.03 0.03 0.03 0.00 0.05 -4.34 0.02 1.01 1.20 0.66 1.34 -0.67 1.04

KIR3DL2 1877 0.12 0.23 0.10 0.13 0.13 0.17 0.13 0.08 0.01 0.07 0.15 -2.77 0.07 0.69 1.70 0.51 0.87 0.82 0.18

KIR3DL3 1691 0.00 0.00 0.02 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.01 -6.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KIR3DS1 1741 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KIR3DX1 1731 0.00 0.00 0.08 0.02 0.16 0.00 0.02 0.00 0.00 0.00 0.04 -4.53 0.00 #NUM! #NUM! 4.16 2.26 5.29 #NUM!

KIRREL 3628 1.31 6.90 2.67 6.41 4.24 4.69 5.23 3.02 8.22 6.05 4.37 2.13 5.63 -2.10 0.29 -1.07 0.19 -0.41 0.10

KIRREL2 2993 0.01 0.01 0.07 0.79 0.10 0.05 0.03 0.00 0.03 0.01 0.17 -2.54 0.02 -0.73 -0.72 2.09 5.52 2.60 -1.89

KIRREL3 3794 0.11 0.12 0.07 0.06 0.00 0.50 0.08 0.00 0.69 0.06 0.14 -2.81 0.21 -0.90 -0.73 -1.61 -1.77 #NUM! 1.79

KISS1 731 0.00 0.92 0.06 0.06 0.00 0.00 0.00 0.00 0.12 0.00 0.17 -2.53 0.03 #NUM! 4.89 0.85 0.94 #NUM! #NUM!

KISS1R 1650 0.07 0.03 0.30 0.04 2.93 0.11 0.05 0.02 0.02 0.00 0.58 -0.78 0.02 1.66 0.67 3.80 0.99 7.07 -2.46

KIT 5190 2.11 3.63 2.42 1.53 0.04 6.91 3.36 4.18 4.78 5.55 2.77 1.47 4.47 -1.08 -0.30 -0.89 -1.55 -6.91 1.32

KITLG 5460 2.99 2.38 6.28 1.00 1.28 6.68 2.17 2.32 5.41 5.65 3.43 1.78 3.89 -0.38 -0.71 0.69 -1.96 -1.61 0.96

KL 5012 0.22 0.68 0.09 0.14 0.04 1.41 0.34 0.86 0.82 1.56 0.43 -1.22 0.89 -2.04 -0.40 -3.31 -2.66 -4.54 1.72

KLB 6079 0.05 0.04 0.09 0.04 0.00 0.00 0.34 0.17 0.01 0.11 0.04 -4.76 0.16 -1.51 -2.05 -0.82 -2.08 -5.31 #NUM!

KLC1 2624 9.31 22.50 25.54 29.93 30.19 27.69 37.11 24.12 45.82 27.76 24.20 4.60 33.70 -1.86 -0.58 -0.40 -0.17 -0.16 0.19

KLC2 3093 2.25 7.61 9.44 8.72 16.32 0.00 7.49 5.79 9.32 4.54 7.39 2.89 6.79 -1.59 0.17 0.48 0.36 1.27 #NUM!

KLC3 1793 7.52 3.79 6.46 0.00 8.18 2.27 0.00 10.74 0.00 10.88 4.70 2.23 5.40 0.48 -0.51 0.26 #NUM! 0.60 -1.05

KLC4 2674 3.70 10.75 2.98 0.00 5.05 5.37 3.46 3.33 9.41 5.31 4.64 2.21 5.38 -0.54 1.00 -0.85 #NUM! -0.09 0.21

KLF1 1615 0.05 0.07 0.06 0.33 0.24 0.08 2.26 0.00 0.11 0.00 0.14 -2.85 0.59 -3.51 -3.08 -3.28 -0.85 -1.28 -0.86

KLF10 3249 17.63 58.58 26.28 42.16 38.66 68.52 46.42 70.99 42.70 102.33 41.97 5.39 65.61 -1.90 -0.16 -1.32 -0.64 -0.76 0.71

KLF11 4054 4.27 6.06 11.64 6.19 10.04 13.67 7.78 13.87 19.22 16.20 8.65 3.11 14.27 -1.74 -1.23 -0.29 -1.20 -0.51 0.66

KLF12 10923 0.92 1.42 2.91 2.41 0.20 1.29 1.08 1.00 0.72 0.78 1.53 0.61 0.89 0.04 0.67 1.70 1.43 -2.17 -0.24

KLF13 6817 6.73 9.26 10.07 13.57 2.87 4.70 14.42 7.93 7.84 10.48 7.87 2.98 10.17 -0.60 -0.13 -0.01 0.42 -1.82 -0.74

KLF14 1509 0.02 0.10 1.27 0.00 0.09 0.08 0.08 0.02 0.02 0.05 0.26 -1.94 0.04 -1.09 1.24 4.97 #NUM! 1.13 -1.64

KLF15 2539 0.11 0.46 0.01 0.03 2.37 0.69 0.37 0.68 1.13 1.18 0.61 -0.71 0.84 -2.99 -0.87 -6.08 -4.98 1.49 0.17

KLF16 2904 3.27 3.93 11.01 10.21 10.61 3.93 10.41 11.37 9.46 13.03 7.16 2.84 11.07 -1.76 -1.49 -0.01 -0.12 -0.06 -0.87

KLF17 3131 0.01 0.00 0.02 0.00 0.16 0.02 0.01 0.00 0.74 0.07 0.03 -4.85 0.20 -4.61 #NUM! -3.38 #NUM! -0.38 -0.64

KLF2 1655 5.55 26.56 27.67 21.16 12.50 102.18 31.46 21.19 149.96 79.92 32.60 5.03 70.63 -3.67 -1.41 -1.35 -1.74 -2.50 1.65

KLF3 5632 10.30 30.96 72.80 29.43 13.15 19.56 19.34 43.35 12.84 40.83 29.37 4.88 29.09 -1.50 0.09 1.32 0.02 -1.15 -0.59

KLF4 2949 7.88 30.36 50.30 35.08 3.37 93.02 124.78 1250.35 34.60 234.90 36.67 5.20 411.16 -5.70 -3.76 -3.03 -3.55 -6.93 1.34

KLF5 3350 49.33 121.89 343.65 158.49 91.29 34.66 120.13 164.23 1.97 55.91 133.22 7.06 85.56 -0.79 0.51 2.01 0.89 0.09 -1.94

KLF6 4679 10.83 47.29 60.75 126.80 28.73 70.02 66.48 108.11 64.25 70.73 57.40 5.84 77.39 -2.84 -0.71 -0.35 0.71 -1.43 0.29

KLF7 1639 3.83 7.47 6.33 6.89 3.18 4.35 4.65 9.04 6.58 4.24 5.34 2.42 6.13 -0.68 0.29 0.05 0.17 -0.95 -0.29

KLF8 5434 1.45 2.23 1.58 3.80 0.02 1.91 5.90 5.08 1.66 3.51 1.83 0.87 4.04 -1.48 -0.86 -1.35 -0.09 -7.66 0.06

KLF9 5208 1.22 6.45 5.91 3.74 1.75 36.25 3.50 13.20 13.03 30.91 9.22 3.20 15.16 -3.63 -1.23 -1.36 -2.02 -3.11 1.97

KLHDC1 2702 0.59 1.45 0.39 0.69 0.02 2.85 1.29 1.09 1.52 2.16 1.00 0.00 1.52 -1.35 -0.06 -1.94 -1.13 -6.36 1.51

KLHDC10 6438 2.58 4.43 4.91 4.62 3.30 4.29 4.59 3.82 4.08 4.28 4.02 2.01 4.20 -0.70 0.08 0.23 0.14 -0.35 0.09

KLHDC2 1808 11.06 18.69 9.83 13.07 19.36 28.24 12.69 12.54 34.36 27.03 16.71 4.06 21.66 -0.97 -0.21 -1.14 -0.73 -0.16 0.76

KLHDC3 1879 30.79 24.41 23.26 36.05 51.83 28.19 22.84 16.03 44.57 20.69 32.42 5.02 26.03 0.24 -0.09 -0.16 0.47 0.99 -0.20

KLHDC4 1944 3.18 6.02 3.35 2.89 14.03 6.12 2.39 4.31 5.74 5.12 5.93 2.57 4.39 -0.47 0.45 -0.39 -0.60 1.68 0.05

KLHDC5 6477 1.69 4.04 3.30 3.57 1.19 4.21 3.26 2.35 7.91 3.82 3.00 1.59 4.33 -1.36 -0.10 -0.39 -0.28 -1.87 0.49

KLHDC7A 5070 0.05 0.40 0.00 0.01 0.28 0.16 0.06 0.07 0.00 0.12 0.15 -2.74 0.06 -0.31 2.67 #NUM! -3.30 2.16 0.10

KLHDC7B 3008 10.67 7.62 40.83 1.82 3.25 9.43 0.17 0.55 0.28 0.31 12.27 3.62 0.33 5.03 4.54 6.96 2.47 3.31 -0.38

KLHDC8A 2500 0.25 0.14 0.03 0.01 0.15 0.16 0.57 0.38 1.52 0.18 0.12 -3.03 0.66 -1.43 -2.25 -4.72 -5.62 -2.14 0.40

KLHDC8B 1999 9.38 5.82 10.05 12.95 4.55 8.86 7.05 4.93 19.24 13.38 8.60 3.10 11.15 -0.25 -0.94 -0.15 0.22 -1.29 0.04

KLHDC9 1348 1.24 2.05 0.39 0.24 0.00 1.47 0.99 1.10 2.91 1.99 0.90 -0.15 1.75 -0.49 0.23 -2.16 -2.84 #NUM! 0.71

KLHL1 4159 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KLHL10 2009 0.00 0.07 0.02 0.03 0.06 0.01 0.09 0.00 0.19 0.00 0.03 -4.95 0.07 #NUM! -0.02 -2.12 -1.01 -0.12 -1.44

KLHL11 2326 0.22 0.64 0.45 0.32 0.04 0.20 0.34 0.50 0.49 0.41 0.31 -1.68 0.44 -0.99 0.54 0.03 -0.45 -3.34 -0.62

KLHL12 3338 5.01 7.19 6.96 5.38 5.80 10.22 4.70 4.81 7.86 6.48 6.76 2.76 5.96 -0.25 0.27 0.22 -0.15 -0.04 0.60

KLHL13 3991 2.53 2.64 3.48 1.68 1.40 3.91 2.76 2.39 16.84 7.30 2.61 1.38 7.32 -1.53 -1.47 -1.07 -2.13 -2.39 0.58

KLHL14 4261 0.24 0.32 0.16 0.05 0.00 0.26 0.20 0.21 0.52 0.40 0.17 -2.54 0.34 -0.47 -0.09 -1.04 -2.65 #NUM! 0.58

KLHL15 6290 0.47 0.82 1.30 0.49 0.51 3.39 0.67 0.96 2.26 2.91 1.16 0.22 1.70 -1.87 -1.05 -0.39 -1.79 -1.75 1.54

KLHL17 2581 1.56 2.93 1.07 1.62 2.92 2.34 1.30 2.60 2.47 0.00 2.08 1.05 1.59 -0.02 0.88 -0.57 0.03 0.88 0.17

KLHL18 4743 2.01 3.25 3.98 6.38 9.61 2.48 5.15 4.95 4.48 3.92 4.62 2.21 4.63 -1.20 -0.51 -0.22 0.46 1.05 -0.90

KLHL2 3137 1.51 4.69 4.12 7.32 5.56 10.95 1.48 2.05 5.46 5.62 5.69 2.51 3.65 -1.28 0.36 0.17 1.00 0.61 0.94

KLHL20 3505 4.10 8.79 4.32 5.13 1.49 7.66 5.37 5.27 6.73 5.32 5.25 2.39 5.67 -0.47 0.63 -0.39 -0.14 -1.93 0.55

KLHL21 4502 3.23 6.05 17.23 9.40 4.27 8.35 13.16 14.71 12.03 16.70 8.09 3.02 14.15 -2.13 -1.22 0.28 -0.59 -1.73 0.05

KLHL22 2637 7.82 5.99 5.21 7.56 7.11 5.06 4.55 2.83 11.08 4.41 6.46 2.69 5.72 0.45 0.07 -0.13 0.40 0.32 -0.35

KLHL23 4089 0.65 2.98 1.71 0.80 1.96 2.37 0.81 0.56 6.75 2.08 1.75 0.80 2.55 -1.97 0.22 -0.58 -1.67 -0.38 0.44

KLHL24 7331 1.35 2.87 1.67 3.44 2.27 5.33 1.13 2.13 2.68 3.94 2.82 1.50 2.47 -0.87 0.22 -0.56 0.48 -0.12 0.92

KLHL25 3683 1.40 2.00 1.66 3.89 15.14 2.17 2.82 2.43 3.94 5.15 4.38 2.13 3.58 -1.35 -0.84 -1.11 0.12 2.08 -1.01

KLHL26 3122 0.85 2.84 2.49 1.46 1.99 2.06 1.28 1.43 3.91 5.66 1.95 0.96 3.07 -1.85 -0.11 -0.30 -1.07 -0.62 0.08

KLHL28 6568 0.54 2.22 2.98 1.14 0.88 2.41 0.90 1.33 1.14 2.21 1.70 0.76 1.40 -1.38 0.67 1.10 -0.29 -0.67 0.51

KLHL29 5084 0.42 1.76 0.54 1.85 1.59 1.77 1.86 2.12 3.28 3.18 1.32 0.40 2.61 -2.62 -0.57 -2.28 -0.49 -0.72 0.42

KLHL3 6806 0.42 1.36 0.59 0.17 0.09 1.09 1.01 1.13 1.15 1.13 0.62 -0.69 1.10 -1.40 0.30 -0.90 -2.67 -3.60 0.81

KLHL30 3685 0.13 0.23 0.06 0.08 0.28 0.21 0.43 0.11 0.73 0.28 0.16 -2.60 0.39 -1.60 -0.78 -2.74 -2.28 -0.44 0.36

KLHL31 5743 0.12 0.18 0.02 0.11 0.08 0.03 0.06 0.05 0.00 0.03 0.09 -3.48 0.04 1.71 2.32 -0.82 1.53 1.09 -1.71

KLHL32 3807 0.03 0.05 0.00 0.03 0.00 0.07 0.06 0.09 0.06 0.05 0.03 -5.06 0.07 -1.34 -0.28 #NUM! -1.32 #NUM! 1.27

KLHL33 1863 0.09 0.12 0.00 0.04 0.01 0.06 0.06 0.03 0.39 0.08 0.05 -4.21 0.14 -0.67 -0.25 #NUM! -1.92 -3.35 0.27

KLHL34 2840 0.00 0.05 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.01 -6.24 0.00 #NUM! 3.56 3.05 #NUM! #NUM! #NUM!

KLHL35 1952 2.18 0.47 0.70 1.80 54.57 1.49 0.18 0.22 0.28 0.16 10.20 3.35 0.21 3.38 1.16 1.74 3.10 8.03 -2.78

KLHL36 2211 3.70 3.64 3.06 5.52 15.58 3.47 4.04 3.20 4.16 3.97 5.83 2.54 3.84 -0.05 -0.08 -0.33 0.52 2.02 -0.75

KLHL38 1834 0.00 0.00 0.00 0.00 0.07 0.04 0.05 0.00 0.25 0.00 0.02 -5.77 0.08 #NUM! #NUM! #NUM! #NUM! -0.09 1.11

KLHL4 5880 0.04 0.15 0.03 0.02 0.01 0.18 0.33 0.09 1.13 0.23 0.07 -3.78 0.44 -3.35 -1.60 -3.76 -4.34 -5.18 1.30

KLHL5 7728 5.17 5.80 7.18 4.08 3.47 9.28 3.66 2.52 10.62 4.12 5.83 2.54 5.23 -0.02 0.15 0.46 -0.36 -0.59 0.67

KLHL6 6320 0.40 2.01 1.95 0.86 0.45 1.23 0.48 1.40 0.29 0.53 1.15 0.20 0.68 -0.76 1.58 1.53 0.35 -0.58 0.10

KLHL7 3326 5.75 5.03 8.96 7.75 8.49 7.63 4.89 4.99 8.05 11.77 7.27 2.86 7.43 -0.37 -0.56 0.27 0.06 0.19 0.07

KLHL8 4576 1.47 2.50 2.27 2.41 1.73 3.29 2.21 2.89 3.01 2.92 2.28 1.19 2.76 -0.91 -0.14 -0.28 -0.20 -0.67 0.53

KLHL9 4412 4.08 7.16 5.57 3.43 2.67 7.05 7.29 6.06 8.42 8.94 4.99 2.32 7.68 -0.91 -0.10 -0.46 -1.16 -1.53 0.50

KLK1 874 0.51 1.26 1.51 0.05 2.18 2.50 2.62 5.07 0.06 3.73 1.33 0.42 2.87 -2.50 -1.19 -0.92 -5.97 -0.40 0.90

KLK10 3123 80.76 190.00 21.76 47.51 1.25 16.37 205.02 477.51 0.55 93.74 59.61 5.90 194.21 -1.27 -0.03 -3.16 -2.03 -7.28 -1.86

KLK11 1289 79.48 96.36 13.82 1.59 0.19 28.72 238.64 331.88 0.42 197.27 36.69 5.20 192.05 -1.27 -0.99 -3.80 -6.91 -10.01 -0.35

KLK12 1074 17.09 41.10 2.75 0.04 0.04 5.89 14.80 265.21 0.22 68.36 11.15 3.48 87.15 -2.35 -1.08 -4.99 -11.04 -11.20 -0.92

KLK13 1258 137.96 68.19 7.28 0.29 0.04 17.71 134.23 419.95 0.51 78.95 38.58 5.27 158.41 -0.20 -1.22 -4.44 -9.08 -11.84 -1.12

KLK14 1133 0.18 0.98 0.37 0.46 0.10 0.34 2.04 8.36 0.81 0.67 0.41 -1.30 2.97 -4.01 -1.59 -3.00 -2.68 -4.92 -0.24

KLK15 1309 0.00 0.00 0.00 0.00 0.00 0.13 0.03 0.00 0.00 0.00 0.02 -5.58 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

KLK2 2892 0.00 0.04 0.00 0.01 0.00 0.03 0.02 0.00 0.01 0.04 0.01 -6.12 0.02 #NUM! 1.21 #NUM! -0.57 #NUM! 1.28

KLK3 1906 0.00 0.02 0.00 0.00 0.00 0.09 0.00 0.00 0.09 0.00 0.02 -5.69 0.02 #NUM! -0.03 #NUM! #NUM! #NUM! 2.29

KLK4 1347 0.11 1.96 0.00 0.00 0.00 0.36 0.00 0.00 0.47 0.75 0.40 -1.31 0.30 -1.51 2.69 #NUM! #NUM! #NUM! -0.18

KLK5 1570 5.27 6.32 0.89 9.73 0.61 7.12 5.09 8.47 0.24 5.62 4.99 2.32 4.86 0.12 0.38 -2.44 1.00 -2.99 0.51

KLK6 1527 21.73 96.50 0.52 2.16 0.10 10.63 15.81 10.39 0.07 7.41 21.94 4.46 8.42 1.37 3.52 -4.01 -1.96 -6.33 -1.05

KLK7 2104 19.03 25.05 1.21 0.00 0.03 11.06 6.69 19.93 0.01 9.10 9.40 3.23 8.93 1.09 1.49 -2.88 #NUM! -8.39 0.23



KLK8 1148 60.84 16.19 3.72 1.26 0.06 7.38 22.96 28.72 0.10 33.65 14.91 3.90 21.36 1.51 -0.40 -2.52 -4.08 -8.57 -1.01

KLK9 1438 0.77 0.00 0.14 7.11 0.00 0.26 1.88 1.54 0.00 0.42 1.38 0.47 0.96 -0.31 #NUM! -2.78 2.89 #NUM! -2.41

KLKB1 2252 0.08 0.13 0.03 0.02 0.00 0.36 0.09 0.04 0.18 0.22 0.10 -3.28 0.13 -0.65 0.00 -2.23 -3.13 #NUM! 1.80

KLKP1 1146 0.00 0.67 0.00 0.00 0.00 0.02 0.00 0.00 0.05 0.04 0.11 -3.12 0.02 #NUM! 4.89 #NUM! #NUM! #NUM! -2.31

KLLN 4277 0.08 0.32 0.11 0.00 0.08 0.10 0.18 0.00 0.15 0.09 0.12 -3.11 0.11 -0.34 1.58 0.08 #NUM! -0.43 -0.27

KLRAP1 2208 0.07 0.00 0.27 0.31 0.02 1.10 0.19 0.20 0.20 0.53 0.30 -1.76 0.28 -1.92 #NUM! -0.03 0.14 -3.61 1.89

KLRAQ1 3220 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KLRB1 740 9.34 11.75 7.33 2.90 8.00 36.90 5.51 5.35 2.38 12.22 12.71 3.67 6.36 0.55 0.88 0.20 -1.13 0.33 1.54

KLRC1 1617 0.67 0.00 1.90 0.05 8.45 1.26 0.78 0.08 0.13 0.52 2.05 1.04 0.38 0.83 #NUM! 2.34 -2.83 4.49 -0.71

KLRC2 1223 0.19 0.13 0.60 0.06 3.95 1.26 0.31 0.10 0.04 0.26 1.03 0.05 0.18 0.14 -0.38 1.77 -1.53 4.49 0.28

KLRC3 1042 0.39 0.00 0.40 0.41 1.78 0.86 0.31 0.32 0.10 0.14 0.64 -0.64 0.22 0.81 #NUM! 0.86 0.90 3.02 0.43

KLRC4 928 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KLRC4-KLRK1 1947 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KLRD1 3258 0.36 0.82 3.58 0.22 0.98 0.87 0.57 0.30 0.17 0.56 1.14 0.19 0.40 -0.17 1.04 3.16 -0.88 1.29 -0.39

KLRF1 1242 0.66 0.31 0.08 0.18 0.26 1.12 0.57 0.41 0.17 0.78 0.44 -1.20 0.48 0.46 -0.63 -2.53 -1.43 -0.87 1.36

KLRF2 731 0.00 0.00 0.00 0.00 1.02 0.16 0.00 0.00 0.00 0.00 0.20 -2.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.29

KLRG1 1815 0.37 0.00 0.42 0.44 0.39 4.84 0.30 0.33 0.00 0.73 1.08 0.11 0.34 0.13 #NUM! 0.29 0.38 0.20 2.17

KLRG2 1544 0.00 0.27 0.00 1.86 0.00 0.54 0.69 0.72 0.02 0.79 0.45 -1.17 0.56 #NUM! -1.03 #NUM! 1.75 #NUM! 0.27

KLRK1 1606 5.08 6.52 9.86 2.69 2.33 8.00 2.26 0.82 0.47 4.98 5.75 2.52 2.13 1.25 1.61 2.21 0.34 0.13 0.48

KMO 5015 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KNCN 2392 0.01 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KNDC1 6773 0.10 0.42 0.04 0.79 2.20 0.11 0.23 0.10 0.70 0.32 0.61 -0.72 0.34 -1.79 0.31 -3.10 1.23 2.70 -2.48

KNG1 2732 0.01 0.11 0.05 0.07 0.00 0.00 1.56 0.10 0.00 0.00 0.04 -4.68 0.41 -4.95 -1.95 -3.17 -2.62 #NUM! #NUM!

KNTC1 6965 1.70 6.77 13.25 17.11 1.27 3.47 3.21 4.63 0.65 1.16 7.26 2.86 2.41 -0.51 1.49 2.46 2.82 -0.92 -1.07

KPNA1 7012 7.15 7.92 10.63 17.99 10.30 7.01 5.49 7.15 6.94 8.01 10.17 3.35 6.90 0.05 0.20 0.62 1.38 0.58 -0.54

KPNA2 2011 61.44 29.09 95.46 49.83 45.21 34.26 16.63 22.54 13.72 19.38 52.55 5.72 18.07 1.77 0.69 2.40 1.46 1.32 -0.62

KPNA3 4478 3.75 8.19 8.17 9.07 2.81 10.38 9.05 8.33 6.79 8.99 7.06 2.82 8.29 -1.14 -0.02 -0.02 0.13 -1.56 0.56

KPNA4 3816 3.94 8.12 13.29 14.16 7.95 9.89 8.07 9.47 8.76 18.63 9.56 3.26 11.23 -1.51 -0.47 0.24 0.33 -0.50 0.05

KPNA5 2172 1.07 2.26 1.73 0.41 0.29 4.29 1.99 1.77 1.67 2.76 1.68 0.75 2.05 -0.93 0.14 -0.24 -2.31 -2.80 1.35

KPNA6 7373 4.73 9.61 10.56 11.63 8.93 7.25 8.89 10.43 8.58 7.05 8.79 3.14 8.74 -0.89 0.14 0.27 0.41 0.03 -0.28

KPNA7 1689 0.37 2.12 0.21 0.23 0.19 0.25 0.09 0.17 0.00 0.16 0.56 -0.83 0.10 1.83 4.35 1.04 1.14 0.83 -1.19

KPNB1 4205 19.35 36.41 66.12 45.58 20.37 27.04 30.48 29.54 20.86 30.10 35.81 5.16 27.74 -0.52 0.39 1.25 0.72 -0.45 -0.41

KPRP 2523 1.34 0.61 0.16 5.31 0.24 0.14 3.34 3.29 0.00 1.58 1.30 0.38 2.05 -0.62 -1.76 -3.67 1.37 -3.11 -3.22

KPTN 1688 3.18 2.97 0.00 0.00 0.00 0.00 0.00 2.99 2.95 3.47 1.03 0.04 2.35 0.43 0.34 #NUM! #NUM! #NUM! #NUM!

KRAS 5436 2.52 6.00 6.81 8.56 2.29 8.33 4.93 6.43 4.02 8.25 5.75 2.52 5.91 -1.23 0.02 0.20 0.53 -1.37 0.53

KRBA1 4020 1.28 2.01 2.09 2.12 3.86 1.46 2.05 1.20 1.98 1.91 2.14 1.10 1.79 -0.48 0.17 0.23 0.25 1.11 -0.55

KRBA2 1964 0.66 0.59 0.64 0.26 0.37 0.00 0.54 0.66 0.79 0.41 0.42 -1.26 0.60 0.12 -0.04 0.08 -1.19 -0.71 #NUM!

KRBOX1 702 0.20 1.12 0.29 0.19 0.14 2.50 0.83 0.97 5.17 3.21 0.74 -0.43 2.55 -3.68 -1.18 -3.11 -3.76 -4.21 1.76

KRCC1 1774 18.94 8.44 14.91 14.85 9.65 28.71 15.09 13.73 19.15 17.37 15.91 3.99 16.33 0.21 -0.95 -0.13 -0.14 -0.76 0.85

KREMEN1 6152 8.91 4.31 17.21 12.23 1.39 3.27 12.00 10.92 1.54 4.76 7.89 2.98 7.31 0.29 -0.76 1.24 0.74 -2.39 -1.27

KREMEN2 2071 0.42 1.60 15.58 2.53 0.00 2.50 0.68 0.66 0.04 0.56 3.77 1.91 0.48 -0.19 1.72 5.01 2.38 #NUM! -0.60

KRI1 3023 7.33 9.41 24.03 13.76 14.61 6.87 8.66 5.77 7.77 7.56 12.67 3.66 7.44 -0.02 0.34 1.69 0.89 0.97 -0.88

KRIT1 4997 2.82 6.03 7.83 8.75 1.57 6.41 5.12 5.95 2.86 3.91 5.57 2.48 4.46 -0.66 0.43 0.81 0.97 -1.51 0.20

KRR1 3357 11.90 9.68 13.60 13.20 10.41 15.91 12.74 7.92 5.41 13.97 12.45 3.64 10.01 0.25 -0.05 0.44 0.40 0.06 0.35

KRT1 2451 0.00 0.00 0.00 0.00 0.00 395.28 0.00 0.00 1.36 0.00 65.88 6.04 0.34 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

KRT10 2162 14.43 67.19 11.66 12.33 172.40 418.90 138.97 176.65 14.02 136.84 116.15 6.86 116.62 -3.01 -0.80 -3.32 -3.24 0.56 1.85

KRT12 1992 0.01 0.12 0.00 0.07 0.09 0.00 0.00 0.35 0.01 0.45 0.05 -4.32 0.20 -4.30 -0.74 #NUM! -1.44 -1.13 #NUM!

KRT13 1719 7023.60 7775.94 918.97 0.00 156.36 1937.01 0.00 0.00 16.50 0.00 2968.65 11.54 4.12 10.73 10.88 7.80 #NUM! 5.24 -0.62

KRT14 1653 1275.06 798.58 5634.21 0.00 169.25 0.00 0.00 0.00 1.19 0.00 1312.85 10.36 0.30 12.06 11.39 14.21 #NUM! 9.15 #NUM!

KRT15 1861 192.65 163.66 258.17 0.00 21.84 703.87 0.00 0.00 0.86 0.00 223.36 7.80 0.21 9.81 9.58 10.23 #NUM! 6.67 1.66

KRT16 1720 410.66 413.46 846.92 0.00 103.70 0.00 0.00 0.00 1.52 0.00 295.79 8.21 0.38 10.08 10.09 11.12 #NUM! 8.09 #NUM!

KRT16P2 1575 13.43 45.28 13.78 1148.19 23.56 9.27 9.16 64.73 0.04 36.47 208.92 7.71 27.60 -1.04 0.71 -1.00 5.38 -0.23 -4.49

KRT16P3 2051 21.27 31.23 58.14 151.76 16.24 11.30 89.10 0.00 0.14 86.06 48.32 5.59 43.83 -1.04 -0.49 0.41 1.79 -1.43 -2.10

KRT17 1574 254.42 824.98 1479.67 0.00 10537.00 672.18 0.00 0.00 9.21 0.00 2294.71 11.16 2.30 6.79 8.49 9.33 #NUM! 12.16 -1.77

KRT18 1485 0.00 0.00 0.00 0.00 896.95 54.30 0.00 0.00 10.49 0.00 158.54 7.31 2.62 #NUM! #NUM! #NUM! #NUM! 8.42 -1.55

KRT18P55 1950 0.00 0.02 0.02 0.00 0.02 0.00 0.07 0.06 0.00 0.06 0.01 -6.46 0.05 #NUM! -1.38 -0.98 -5.71 -1.05 #NUM!

KRT19 1490 330.89 405.54 1117.30 0.00 1579.09 0.00 0.00 0.00 22.53 0.00 572.14 9.16 5.63 5.88 6.17 7.63 #NUM! 8.13 #NUM!

KRT2 2459 0.02 0.72 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.12 -3.02 0.00 3.18 8.19 #NUM! #NUM! #NUM! #NUM!

KRT20 1805 0.08 0.03 0.00 0.00 0.00 0.03 0.19 0.03 0.00 0.01 0.02 -5.48 0.06 0.41 -0.91 #NUM! #NUM! #NUM! 0.26

KRT222 1735 0.61 0.35 0.04 0.02 0.00 0.66 0.93 0.74 0.76 0.62 0.28 -1.83 0.76 -0.32 -1.11 -4.35 -5.24 #NUM! 1.23

KRT23 2163 6.16 2.30 0.41 12.72 0.70 0.00 8.48 0.00 0.94 3.52 3.71 1.89 3.23 0.93 -0.49 -2.98 1.98 -2.21 #NUM!

KRT24 1897 0.07 0.01 0.00 0.06 0.04 0.03 0.05 1.86 0.01 0.06 0.04 -4.77 0.50 -2.76 -5.66 #NUM! -3.01 -3.57 -0.13

KRT27 1612 0.00 0.18 0.04 0.05 0.03 0.10 0.00 0.00 0.03 0.00 0.07 -3.88 0.01 #NUM! 4.52 2.49 2.80 2.07 0.60

KRT28 1692 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.92 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRT3 2327 0.00 0.00 0.16 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.03 -5.23 0.00 #NUM! #NUM! 5.96 #NUM! #NUM! #NUM!

KRT31 1616 3.88 0.17 0.12 0.00 0.03 4.52 4.52 3.99 0.00 0.00 1.45 0.54 2.13 0.87 -3.62 -4.10 #NUM! -5.95 1.63

KRT32 2005 0.48 0.18 0.02 0.00 0.13 0.00 0.00 0.00 0.05 0.00 0.14 -2.88 0.01 5.33 3.88 0.67 #NUM! 3.45 #NUM!

KRT33A 1252 0.21 0.00 0.03 0.00 0.06 0.29 0.73 1.02 0.00 0.00 0.10 -3.36 0.44 -1.05 #NUM! -3.99 #NUM! -2.83 1.55

KRT33B 1621 0.07 0.00 0.00 0.00 0.02 0.02 1.65 0.39 0.06 0.00 0.02 -5.86 0.53 -2.91 #NUM! #NUM! #NUM! -4.88 -0.16

KRT34 1713 0.94 0.59 0.04 0.00 1.87 0.00 8.59 3.71 7.69 0.00 0.57 -0.80 5.00 -2.41 -3.09 -7.03 #NUM! -1.42 #NUM!

KRT35 1688 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -10.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

KRT36 1688 0.12 0.09 0.16 0.00 0.01 0.12 0.00 0.00 0.05 0.00 0.08 -3.62 0.01 3.40 2.92 3.82 #NUM! -0.44 0.51

KRT37 1718 0.02 0.05 0.00 0.00 0.01 0.06 0.00 0.00 0.13 0.00 0.02 -5.56 0.03 -0.99 0.60 #NUM! #NUM! -2.68 1.43

KRT38 2837 0.03 0.00 0.01 0.00 0.01 0.01 0.00 0.00 0.02 0.00 0.01 -6.76 0.01 2.18 #NUM! 0.56 #NUM! 0.70 -0.17

KRT39 1696 0.05 0.00 0.06 0.00 0.00 0.04 0.05 0.00 0.01 0.00 0.03 -5.32 0.02 1.57 #NUM! 1.80 #NUM! #NUM! 0.79

KRT4 2147 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 4.67 0.00 0.00 #NUM! 1.17 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRT40 1938 0.04 0.00 0.00 0.00 0.00 0.00 0.01 0.02 0.01 0.02 0.01 -7.14 0.02 1.33 #NUM! #NUM! #NUM! #NUM! #NUM!

KRT42P 2864 1.13 0.78 1.05 0.00 0.72 0.00 0.00 0.00 0.01 0.00 0.61 -0.71 0.00 9.11 8.57 9.00 #NUM! 8.46 #NUM!

KRT5 2320 1029.35 1452.63 2180.02 0.00 1458.26 760.76 0.00 0.00 3.04 0.00 1146.84 10.16 0.76 10.40 10.90 11.49 #NUM! 10.91 -0.59

KRT6A 2450 1762.31 3235.25 1680.30 0.00 661.60 575.00 0.00 0.00 5.08 0.00 1319.08 10.37 1.27 10.44 11.31 10.37 #NUM! 9.02 -1.20

KRT6B 2331 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRT6C 2345 554.52 1272.49 0.00 0.00 0.00 0.00 0.00 0.00 0.73 0.00 304.50 8.25 0.18 11.56 12.76 #NUM! #NUM! #NUM! #NUM!

KRT7 1753 0.00 0.00 0.00 0.00 1292.37 0.00 0.00 0.00 0.95 0.00 215.40 7.75 0.24 #NUM! #NUM! #NUM! #NUM! 12.40 #NUM!

KRT71 2283 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 -7.38 0.01 2.76 -3.91 #NUM! #NUM! #NUM! #NUM!

KRT72 2030 0.06 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.01 -6.24 0.00 4.15 -0.30 #NUM! #NUM! 2.58 #NUM!

KRT73 2323 0.00 0.01 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -7.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.16

KRT74 2799 0.00 0.00 0.00 0.00 0.01 0.10 0.00 0.00 0.00 0.00 0.02 -5.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.40

KRT75 2125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRT76 2529 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 -6.76 0.00 3.60 #NUM! -0.04 #NUM! #NUM! #NUM!

KRT77 3305 0.18 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRT78 1785 33.21 9.29 0.51 0.00 0.64 0.70 0.00 0.00 0.00 0.00 7.39 2.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -3.41

KRT79 2144 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRT8 1802 0.00 0.00 809.23 0.00 983.67 53.69 0.00 0.00 2.39 0.00 307.76 8.27 0.60 #NUM! #NUM! 10.40 #NUM! 10.68 -2.52

KRT80 3894 8.90 9.91 5.98 25.46 94.60 9.02 0.00 44.13 0.16 0.00 25.64 4.68 11.07 -0.32 -0.16 -0.89 1.20 3.10 -1.51

KRT81 1926 0.13 0.17 0.40 0.00 0.00 0.61 0.00 0.00 0.12 0.00 0.22 -2.19 0.03 2.20 2.58 3.77 #NUM! #NUM! 1.47

KRT82 2681 0.00 0.01 0.00 0.00 0.04 0.00 0.00 0.00 0.01 0.00 0.01 -6.67 0.00 #NUM! 2.57 -0.60 #NUM! 4.34 #NUM!

KRT83 1875 0.00 0.06 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.02 -5.82 0.00 #NUM! 6.77 #NUM! #NUM! #NUM! 1.42

KRT84 2073 0.00 0.10 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRT85 2491 0.00 0.03 0.00 0.00 0.04 0.02 0.00 0.00 0.21 0.00 0.02 -5.92 0.05 -3.72 -0.69 -5.07 #NUM! -0.49 0.50

KRT86 2091 0.46 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.13 0.00 0.08 -3.72 0.03 3.83 #NUM! #NUM! #NUM! #NUM! #NUM!

KRT8P41 1828 0.00 0.00 0.00 0.02 0.03 0.00 0.00 0.06 0.00 0.00 0.01 -6.57 0.01 #NUM! #NUM! -2.07 0.63 1.21 -2.64

KRT9 2290 0.14 0.14 13.87 0.00 0.20 0.00 0.00 0.00 0.15 0.00 2.39 1.26 0.04 1.95 1.96 8.57 #NUM! 2.45 #NUM!

KRTAP10-2 1071 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP10-4 1382 0.02 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP10-5 918 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -7.44 0.01 #NUM! 1.99 #NUM! #NUM! #NUM! #NUM!

KRTAP10-6 1238 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.91 0.01 #NUM! 2.99 #NUM! -1.39 #NUM! #NUM!

KRTAP10-7 1606 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP10-8 876 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP1-1 903 0.00 0.00 0.00 0.04 0.00 0.00 0.11 0.00 0.00 0.03 0.01 -7.10 0.03 #NUM! #NUM! #NUM! 0.35 #NUM! #NUM!

KRTAP11-1 928 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP1-3 986 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP13-2 849 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP1-5 1193 0.45 0.86 0.15 0.89 0.28 0.40 2.03 0.00 0.78 0.76 0.50 -0.99 0.89 -0.98 -0.04 -2.59 -0.01 -1.67 -0.35

KRTAP16-1 1554 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP17-1 815 0.00 0.00 0.00 0.00 0.00 0.48 0.09 0.00 0.33 0.03 0.08 -3.65 0.11 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

KRTAP19-3 494 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.07 0.00 0.02 -5.85 0.02 #NUM! #NUM! #NUM! 2.55 #NUM! #NUM!

KRTAP19-6 330 0.00 0.21 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP2-1 776 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP21-1 240 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP2-2 714 0.09 0.05 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.04 0.03 -5.02 0.01 3.30 2.34 #NUM! #NUM! #NUM! 0.42

KRTAP23-1 208 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP24-1 1666 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP26-1 1172 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -7.87 0.01 1.97 #NUM! #NUM! #NUM! #NUM! #NUM!

KRTAP3-1 614 0.00 0.00 0.00 0.00 0.00 0.48 0.06 2.24 0.00 0.40 0.08 -3.64 0.68 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

KRTAP3-2 749 0.05 0.00 0.00 0.00 0.00 0.00 1.24 0.00 0.00 0.00 0.01 -6.93 0.31 -2.66 #NUM! #NUM! #NUM! #NUM! #NUM!

KRTAP3-3 754 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP4-1 754 0.63 0.00 0.05 0.00 0.38 0.00 0.05 0.00 0.00 0.00 0.18 -2.49 0.01 5.73 #NUM! 2.17 #NUM! 4.99 #NUM!

KRTAP4-11 1174 0.00 0.08 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.02 -5.93 0.01 #NUM! 3.90 #NUM! #NUM! #NUM! 0.43

KRTAP4-12 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP4-3 962 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP4-4 1099 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP4-5 927 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP4-6 1073 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP4-7 938 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP4-8 1143 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP4-9 1100 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP5-1 942 0.03 0.90 0.08 0.08 0.15 0.00 0.07 0.10 0.03 0.00 0.21 -2.26 0.05 -0.61 4.17 0.63 0.73 1.61 #NUM!

KRTAP5-10 1058 0.03 0.03 0.00 0.00 0.00 0.00 0.12 0.00 0.00 0.02 0.01 -6.71 0.04 -0.33 -0.31 #NUM! #NUM! #NUM! #NUM!

KRTAP5-11 1029 0.00 0.06 0.00 0.00 0.00 0.00 0.09 0.00 0.01 0.00 0.01 -6.63 0.03 #NUM! 1.16 #NUM! #NUM! #NUM! #NUM!

KRTAP5-2 1149 0.16 0.22 0.16 0.03 0.10 0.12 0.34 0.19 0.22 0.24 0.13 -2.93 0.25 -0.63 -0.20 -0.66 -2.88 -1.27 -0.17

KRTAP5-3 899 0.00 0.00 0.00 0.00 0.00 0.03 0.15 0.00 0.00 0.00 0.01 -7.62 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

KRTAP5-4 1359 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP5-5 1128 0.00 0.00 0.00 0.00 0.00 0.00 0.17 0.00 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP5-6 561 0.00 0.21 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.01 0.04 -4.49 0.00 #NUM! 6.82 #NUM! #NUM! #NUM! 0.38

KRTAP5-7 898 0.00 0.00 0.00 0.04 0.00 0.03 0.11 0.04 0.00 0.00 0.01 -6.33 0.04 #NUM! #NUM! #NUM! 0.26 #NUM! 1.29

KRTAP5-8 1198 0.00 0.00 0.00 0.13 0.02 0.04 0.10 0.00 0.00 0.00 0.03 -4.96 0.03 #NUM! #NUM! #NUM! 2.26 -0.17 0.44

KRTAP5-9 1188 0.05 0.00 0.03 0.06 0.07 0.15 0.13 0.03 0.00 0.06 0.06 -4.05 0.05 -0.13 #NUM! -0.89 0.20 0.35 1.33

KRTAP8-1 573 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP9-2 1042 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP9-3 1020 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

KRTAP9-4 990 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTAP9-8 987 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

KRTAP9-9 981 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

KRTCAP2 577 267.09 199.13 146.06 159.20 353.05 192.12 117.96 92.00 201.45 118.53 219.44 7.78 132.48 1.01 0.59 0.14 0.27 1.41 -0.19

KRTCAP3 956 23.19 0.00 0.00 14.31 187.85 0.00 5.40 4.45 0.00 6.39 37.56 5.23 4.06 2.51 #NUM! #NUM! 1.82 5.53 #NUM!

KRTDAP 415 1130.62 847.79 47.60 12.64 0.00 263.74 2956.70 1818.87 0.00 703.12 383.73 8.58 1369.67 -0.28 -0.69 -4.85 -6.76 #NUM! -0.54

KSR1 4552 1.69 12.38 5.59 2.98 1.84 4.36 4.19 5.72 5.08 5.18 4.81 2.26 5.04 -1.58 1.30 0.15 -0.76 -1.46 -0.14

KSR2 17008 0.00 0.04 0.03 0.01 0.00 0.01 0.01 0.00 0.04 0.01 0.02 -5.94 0.02 -3.38 1.31 1.01 -0.25 -2.48 -0.48

KTI12 1712 2.27 2.97 5.21 2.71 7.26 0.00 2.47 1.35 4.02 3.45 3.40 1.77 2.82 -0.32 0.08 0.88 -0.06 1.36 #NUM!

KTN1 4930 26.15 37.23 39.11 44.47 10.26 34.60 34.84 35.99 9.70 21.97 31.97 5.00 25.62 0.03 0.54 0.61 0.80 -1.32 0.11

KY 5718 0.02 0.04 0.00 0.07 0.02 0.00 0.46 0.42 4.18 0.17 0.02 -5.35 1.31 -6.19 -5.02 #NUM! -4.28 -5.96 #NUM!

KYNU 1774 27.86 8.25 11.19 7.68 160.74 5.18 3.63 4.34 2.50 3.79 36.81 5.20 3.57 2.97 1.21 1.65 1.11 5.49 -2.83

L1CAM 5046 0.51 3.70 0.40 1.40 3.65 3.16 2.14 0.48 11.85 1.33 2.14 1.10 3.95 -2.97 -0.09 -3.30 -1.49 -0.11 0.56

L1TD1 4005 0.31 0.24 0.17 0.21 0.05 0.11 0.55 0.22 0.02 0.08 0.18 -2.45 0.22 0.52 0.14 -0.33 -0.05 -2.25 -0.73

L2HGDH 6111 1.67 3.13 3.65 3.35 1.64 1.44 2.85 1.99 0.44 1.14 2.48 1.31 1.60 0.06 0.97 1.19 1.06 0.04 -0.78

L3MBTL1 3376 0.77 1.59 0.40 2.72 0.59 0.35 2.20 1.60 0.91 0.93 1.07 0.10 1.41 -0.88 0.18 -1.81 0.95 -1.26 -1.61

L3MBTL2 3205 8.35 11.05 10.48 8.77 4.25 6.15 6.18 4.77 9.79 5.00 8.18 3.03 6.44 0.38 0.78 0.70 0.45 -0.60 -0.41

L3MBTL3 4217 0.81 2.64 0.93 1.65 0.68 4.39 1.32 2.23 3.13 3.37 1.85 0.89 2.51 -1.63 0.07 -1.44 -0.61 -1.88 1.25

L3MBTL4 3604 0.52 1.79 0.26 5.17 2.22 2.51 2.23 3.53 0.64 3.26 2.08 1.06 2.41 -2.21 -0.43 -3.19 1.10 -0.12 0.27

LACE1 2262 0.70 0.51 0.73 0.77 1.11 1.16 0.62 0.57 0.79 0.81 0.83 -0.27 0.69 0.02 -0.44 0.07 0.15 0.68 0.48

LACTB 2048 4.08 5.35 3.89 4.78 7.69 7.49 2.61 2.25 4.33 5.90 5.55 2.47 3.77 0.11 0.50 0.04 0.34 1.03 0.43

LACTB2 1553 7.54 7.40 9.55 15.42 15.91 8.26 3.21 3.30 3.22 5.41 10.68 3.42 3.78 0.99 0.97 1.34 2.03 2.07 -0.37

LAD1 2869 72.62 122.98 140.50 192.15 93.06 42.67 155.23 161.51 0.20 71.66 110.66 6.79 97.15 -0.42 0.34 0.53 0.98 -0.06 -1.37

LAG3 1995 1.53 3.60 12.60 3.59 5.83 4.48 1.77 1.34 6.61 1.80 5.27 2.40 2.88 -0.91 0.32 2.13 0.32 1.02 -0.23

LAGE3 1816 18.01 6.84 9.04 6.83 24.08 14.09 5.67 3.52 7.77 7.13 13.15 3.72 6.02 1.58 0.18 0.59 0.18 2.00 0.10

LAIR1 2816 5.90 11.70 13.33 7.27 8.38 10.74 2.54 3.82 5.06 4.64 9.55 3.26 4.01 0.56 1.54 1.73 0.86 1.06 0.17

LAIR2 702 1.10 1.82 0.58 0.25 2.34 2.28 0.24 0.37 0.78 0.38 1.39 0.48 0.44 1.31 2.05 0.38 -0.85 2.40 0.71

LAMA1 9657 0.39 1.27 0.15 2.82 1.40 0.17 0.19 0.35 0.11 0.09 1.03 0.04 0.18 1.08 2.78 -0.34 3.94 2.93 -2.60

LAMA2 9708 10.15 15.16 6.41 13.71 0.23 8.53 17.21 14.91 20.20 13.55 9.03 3.17 16.47 -0.70 -0.12 -1.36 -0.26 -6.17 -0.08

LAMA3 10511 31.82 14.79 19.15 24.03 36.27 7.77 10.52 12.84 10.38 8.01 22.31 4.48 10.44 1.61 0.50 0.88 1.20 1.80 -1.52

LAMA4 7287 3.16 17.19 8.54 3.73 2.52 40.11 16.38 3.85 42.81 18.33 12.54 3.65 20.34 -2.68 -0.24 -1.25 -2.45 -3.01 1.68

LAMA5 11426 0.64 26.19 18.96 16.04 7.51 3.97 7.36 7.44 11.13 2.06 12.22 3.61 7.00 -3.45 1.90 1.44 1.20 0.10 -1.62

LAMB1 5866 6.56 43.61 22.46 23.35 33.09 29.41 23.09 19.81 34.13 13.27 26.42 4.72 22.57 -1.78 0.95 -0.01 0.05 0.55 0.16

LAMB2 5817 14.94 25.61 44.73 19.45 10.24 89.09 33.42 25.60 233.04 38.02 34.01 5.09 82.52 -2.47 -1.69 -0.88 -2.09 -3.01 1.39

LAMB2P1 1543 0.26 0.35 0.06 0.46 0.02 0.10 0.58 0.13 0.27 0.25 0.21 -2.27 0.31 -0.27 0.18 -2.26 0.58 -4.18 -1.11

LAMB3 4339 14.25 56.15 122.32 59.06 689.90 22.07 23.63 37.36 0.54 23.00 160.62 7.33 21.14 -0.57 1.41 2.53 1.48 5.03 -2.86

LAMB4 5858 0.14 0.05 0.37 0.07 0.02 0.01 0.24 0.15 0.00 0.01 0.11 -3.19 0.10 0.54 -1.03 1.91 -0.45 -1.99 -3.84

LAMC1 7889 7.72 28.48 14.39 17.46 17.58 24.15 24.79 20.27 43.30 34.66 18.30 4.19 30.76 -1.99 -0.11 -1.10 -0.82 -0.81 0.40

LAMC2 5623 13.68 28.98 59.13 43.19 295.18 7.58 5.37 13.80 0.88 6.48 74.62 6.22 6.63 1.04 2.13 3.16 2.70 5.48 -3.30

LAMC3 6107 3.39 5.41 0.64 3.77 6.65 5.35 3.58 1.71 7.03 6.05 4.20 2.07 4.59 -0.44 0.24 -2.84 -0.28 0.53 0.35

LAMP1 2560 48.02 127.04 147.68 136.98 110.29 102.53 83.48 100.38 122.14 81.09 112.09 6.81 96.77 -1.01 0.39 0.61 0.50 0.19 -0.13

LAMP2 6603 15.59 48.60 27.87 33.88 40.88 59.91 24.10 66.89 29.87 44.29 37.79 5.24 41.29 -1.40 0.24 -0.57 -0.29 -0.01 0.66

LAMP3 3341 7.19 10.14 14.88 29.72 19.04 8.06 0.72 2.92 0.43 2.59 14.84 3.89 1.67 2.11 2.61 3.16 4.16 3.52 -0.88

LAMTOR1 1198 64.88 58.25 51.34 86.04 149.72 49.06 46.39 37.85 73.94 47.22 76.55 6.26 51.35 0.34 0.18 0.00 0.74 1.54 -0.64

LAMTOR2 699 68.81 49.21 49.43 44.32 130.07 66.77 23.01 24.05 58.50 36.42 68.10 6.09 35.49 0.96 0.47 0.48 0.32 1.87 -0.03

LAMTOR3 4280 6.60 6.56 5.55 5.25 27.72 13.98 5.25 5.39 8.94 13.55 10.94 3.45 8.28 -0.33 -0.34 -0.58 -0.66 1.74 0.35

LANCL1 4620 5.00 8.92 4.77 4.78 1.37 11.39 9.10 12.04 10.35 13.82 6.04 2.59 11.33 -1.18 -0.34 -1.25 -1.24 -3.05 0.92

LANCL2 4353 3.21 4.25 5.08 4.11 3.34 3.53 3.21 3.11 4.24 3.64 3.92 1.97 3.55 -0.15 0.26 0.52 0.21 -0.09 -0.15

LANCL3 3342 0.32 0.13 0.29 0.35 0.19 0.26 1.31 0.97 0.19 0.70 0.26 -1.96 0.79 -1.29 -2.62 -1.43 -1.18 -2.07 0.02

LAP3 2100 22.28 35.53 55.18 27.87 49.69 60.37 12.25 14.22 45.32 35.82 41.82 5.39 26.90 -0.27 0.40 1.04 0.05 0.89 0.53

LAPTM4A 1783 156.09 133.48 75.16 116.35 348.60 368.88 180.18 319.90 452.22 478.79 199.76 7.64 357.77 -1.20 -1.42 -2.25 -1.62 -0.04 0.88

LAPTM4B 2242 72.89 31.77 72.19 55.56 98.93 60.27 23.41 23.04 72.86 46.60 65.27 6.03 41.48 0.81 -0.38 0.80 0.42 1.25 -0.11

LAPTM5 2240 51.21 112.95 110.94 59.44 105.21 122.29 26.43 31.47 60.82 40.75 93.67 6.55 39.87 0.36 1.50 1.48 0.58 1.40 0.38

LARGE 4201 2.77 5.77 2.71 4.32 0.52 3.58 4.61 2.21 18.89 4.17 3.28 1.71 7.47 -1.43 -0.37 -1.46 -0.79 -3.83 0.13

LARP1 6644 6.13 20.20 21.67 24.06 20.82 10.21 18.65 18.58 15.38 12.89 17.18 4.10 16.37 -1.42 0.30 0.40 0.56 0.35 -0.75

LARP1B 3979 4.70 5.87 13.22 5.52 5.38 5.22 7.32 6.30 4.45 8.88 6.65 2.73 6.74 -0.52 -0.20 0.97 -0.29 -0.33 -0.35

LARP4 6537 2.85 4.97 7.65 8.00 2.74 6.00 3.25 4.81 2.68 4.84 5.37 2.43 3.89 -0.45 0.35 0.97 1.04 -0.51 0.16

LARP4B 5640 4.77 11.48 16.56 11.48 5.37 5.54 7.76 8.27 3.64 6.80 9.20 3.20 6.61 -0.47 0.79 1.32 0.80 -0.30 -0.73

LARP6 2065 9.61 9.05 7.77 4.94 11.74 14.18 9.34 11.29 35.55 26.92 9.55 3.26 20.77 -1.11 -1.20 -1.42 -2.07 -0.82 0.57

LARP7 2303 25.71 26.55 28.67 25.91 4.08 26.88 27.13 20.51 10.40 12.32 22.97 4.52 17.59 0.55 0.59 0.70 0.56 -2.11 0.23



LARS 4868 5.92 14.24 9.47 10.15 6.23 21.44 9.10 11.98 12.53 17.97 11.24 3.49 12.89 -1.12 0.14 -0.45 -0.34 -1.05 0.93

LARS2 4203 2.10 5.54 5.44 3.89 3.50 1.89 2.59 3.23 5.61 1.99 3.73 1.90 3.35 -0.68 0.72 0.70 0.22 0.06 -0.98

LAS1L 2499 7.42 0.00 13.76 11.55 15.11 11.03 8.21 7.71 9.78 10.31 9.81 3.29 9.00 -0.28 #NUM! 0.61 0.36 0.75 0.17

LASP1 4109 26.55 49.85 48.98 48.63 60.10 26.89 28.66 19.67 29.50 23.11 43.50 5.44 25.24 0.07 0.98 0.96 0.95 1.25 -0.69

LAT 1767 5.15 15.02 9.30 0.00 0.00 5.19 2.56 1.89 0.00 0.00 5.78 2.53 1.11 2.21 3.76 3.07 #NUM! #NUM! -0.15

LAT2 2199 3.33 4.80 5.38 3.49 15.10 7.11 2.30 1.53 4.46 2.64 6.54 2.71 2.73 0.29 0.81 0.98 0.35 2.47 0.12

LATS1 4756 1.90 5.05 6.72 4.85 2.04 3.21 3.89 4.44 2.38 3.23 3.96 1.99 3.48 -0.87 0.54 0.95 0.48 -0.77 -0.30

LATS2 5558 1.03 6.98 2.97 4.42 2.38 8.70 5.48 9.14 11.57 12.28 4.41 2.14 9.62 -3.23 -0.46 -1.70 -1.12 -2.01 0.98

LAX1 3298 1.26 1.65 1.94 1.23 0.12 1.07 0.40 0.48 0.18 0.37 1.21 0.28 0.35 1.83 2.21 2.46 1.79 -1.53 -0.18

LAYN 2066 8.24 5.03 3.38 2.65 3.46 8.94 5.23 2.76 12.41 10.58 5.28 2.40 7.75 0.09 -0.62 -1.20 -1.55 -1.16 0.76

LBH 2956 27.64 25.33 30.87 7.25 23.59 42.01 10.31 10.47 44.05 24.76 26.11 4.71 22.40 0.30 0.18 0.46 -1.63 0.07 0.69

LBP 1823 0.08 0.09 0.04 0.02 0.13 0.26 0.03 0.02 0.55 0.06 0.10 -3.30 0.16 -1.12 -0.85 -2.21 -3.11 -0.37 1.36

LBR 3837 5.10 10.53 7.04 6.75 8.87 30.33 6.33 6.67 33.35 20.58 11.44 3.52 16.73 -1.72 -0.67 -1.25 -1.31 -0.92 1.41

LBX1 1287 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.01 -6.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LBX2 1463 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LCA5 4729 0.50 0.97 0.67 0.63 0.22 3.13 1.38 1.94 1.55 1.54 1.02 0.03 1.60 -1.69 -0.73 -1.26 -1.34 -2.89 1.62

LCA5L 2364 0.32 0.99 0.11 0.00 0.00 0.00 0.11 0.14 0.37 0.00 0.23 -2.09 0.15 1.05 2.69 -0.52 #NUM! #NUM! #NUM!

LCAT 1354 0.00 7.45 0.00 9.11 0.00 0.00 0.00 0.00 0.00 0.00 2.76 1.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCE1A 625 0.11 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCE1B 1197 0.00 0.00 0.00 0.00 0.00 0.11 0.00 0.01 0.00 0.00 0.02 -5.72 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LCE1C 695 1.62 0.00 0.12 0.75 0.59 0.17 0.00 0.00 0.00 0.00 0.54 -0.88 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.66

LCE1D 430 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LCE1E 1210 0.10 0.05 0.09 0.03 0.00 0.15 0.00 0.00 0.00 0.00 0.07 -3.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.12

LCE1F 598 0.12 0.00 0.00 0.15 0.06 0.00 0.00 0.00 0.00 0.00 0.06 -4.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCE2A 592 0.12 0.00 0.00 0.00 6.78 0.00 0.00 0.00 0.30 0.00 1.15 0.20 0.07 0.73 #NUM! #NUM! #NUM! 6.51 #NUM!

LCE2B 619 0.00 0.06 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -6.62 0.01 #NUM! 2.97 #NUM! #NUM! #NUM! #NUM!

LCE3A 270 0.00 1.86 0.00 1.43 1.67 0.24 0.00 2.65 0.00 0.00 0.87 -0.20 0.66 #NUM! 1.49 #NUM! 1.11 1.34 -1.84

LCE3B 288 0.26 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCE3C 425 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 0.00 0.09 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LCE3D 617 159.94 21.07 0.35 65.78 22.87 2.67 164.58 15.97 0.05 7.95 45.45 5.51 47.14 1.76 -1.16 -7.06 0.48 -1.04 -4.09

LCE3E 611 45.64 8.03 1.06 14.64 8.25 1.69 58.00 6.57 0.08 1.58 13.22 3.72 16.56 1.46 -1.04 -3.97 -0.18 -1.01 -2.97

LCE5A 819 0.04 0.04 0.09 0.00 0.00 0.03 0.29 0.28 0.00 0.06 0.04 -4.84 0.16 -2.02 -1.99 -0.77 #NUM! -5.93 -0.03

LCE6A 654 0.33 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -3.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCK 2135 4.19 9.70 12.76 3.91 8.74 11.65 3.85 1.90 1.87 2.49 8.49 3.09 2.53 0.73 1.94 2.34 0.63 1.79 0.46

LCLAT1 5077 3.50 3.63 3.93 6.51 1.42 2.61 3.87 3.98 2.09 2.94 3.60 1.85 3.22 0.12 0.18 0.29 1.02 -1.18 -0.46

LCMT1 1374 20.18 16.53 4.23 24.31 15.92 17.47 12.19 12.53 16.52 14.40 16.44 4.04 13.91 0.54 0.25 -1.72 0.81 0.19 0.09

LCMT2 2860 4.49 2.41 4.52 4.74 2.32 2.01 2.13 1.48 1.85 2.08 3.41 1.77 1.89 1.25 0.36 1.26 1.33 0.30 -0.76

LCN1 786 0.34 0.04 0.00 0.05 0.06 0.00 0.00 0.00 0.05 0.03 0.08 -3.58 0.02 4.07 1.10 #NUM! 1.40 1.68 #NUM!

LCN10 2047 0.34 0.38 0.24 0.09 0.09 0.96 0.86 0.00 0.00 0.00 0.35 -1.52 0.21 0.66 0.83 0.15 -1.33 -1.28 1.46

LCN12 694 0.00 0.70 0.55 0.50 0.00 0.00 0.52 0.31 2.56 1.25 0.29 -1.77 1.16 #NUM! -0.73 -1.07 -1.21 #NUM! #NUM!

LCN15 762 0.00 0.13 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCN2 840 820.27 374.81 314.29 69.79 264.75 72.79 278.85 1281.05 1.00 90.33 319.45 8.32 412.81 0.99 -0.14 -0.39 -2.56 -0.64 -2.13

LCN6 738 1.19 0.92 0.54 0.24 0.00 4.67 2.48 0.67 0.00 0.00 1.26 0.34 0.79 0.60 0.23 -0.53 -1.71 #NUM! 1.89

LCNL1 1851 0.31 0.00 0.05 0.30 0.00 0.16 0.96 0.30 0.63 0.07 0.14 -2.87 0.49 -0.67 #NUM! -3.21 -0.71 #NUM! 0.24

LCOR 10390 0.87 2.63 2.18 2.05 1.01 0.67 1.17 0.94 0.66 0.63 1.57 0.65 0.85 0.04 1.62 1.36 1.27 0.24 -1.22

LCORL 5057 1.03 2.31 3.09 2.07 0.95 2.89 1.59 1.89 0.72 1.48 2.05 1.04 1.42 -0.46 0.70 1.12 0.54 -0.58 0.49

LCP1 3808 19.17 51.74 63.86 36.29 34.59 51.44 16.50 16.05 24.67 18.01 42.85 5.42 18.81 0.03 1.46 1.76 0.95 0.88 0.26

LCP2 2472 8.61 28.85 33.75 11.68 31.30 26.62 4.80 5.66 11.24 8.44 23.47 4.55 7.54 0.19 1.94 2.16 0.63 2.05 0.18

LCT 6274 0.00 0.00 0.66 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 -3.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LCTL 2128 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.16 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LDB1 2305 42.01 52.07 21.74 83.01 48.51 27.59 37.11 41.94 50.10 31.48 45.82 5.52 40.15 0.07 0.37 -0.89 1.05 0.27 -0.73

LDB2 2703 11.65 13.36 5.00 3.25 1.43 25.47 13.67 16.08 42.65 31.45 10.03 3.33 25.97 -1.16 -0.96 -2.38 -3.00 -4.18 1.35

LDB3 5436 0.22 0.28 0.11 0.12 0.64 1.18 1.88 0.17 8.82 1.11 0.42 -1.24 2.99 -3.76 -3.41 -4.77 -4.70 -2.22 1.47

LDHA 2323 323.38 193.37 412.43 255.63 979.01 236.11 174.83 274.84 187.81 276.76 399.99 8.64 228.56 0.50 -0.24 0.85 0.16 2.10 -0.76

LDHAL6A 2583 0.34 0.26 0.17 0.00 0.03 0.04 0.32 0.01 0.00 0.00 0.14 -2.84 0.08 2.05 1.66 1.01 #NUM! -1.58 -1.95

LDHAL6B 1680 0.03 0.00 0.04 0.18 0.03 0.15 0.00 0.11 0.03 0.05 0.07 -3.82 0.05 -0.60 #NUM! -0.37 1.90 -0.70 1.09

LDHB 1539 46.74 29.77 59.21 51.80 153.53 209.40 29.37 26.78 210.97 207.67 91.74 6.52 118.70 -1.34 -2.00 -1.00 -1.20 0.37 1.19

LDHC 1318 0.38 0.00 0.28 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 -3.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LDHD 2096 1.82 1.84 0.00 0.12 0.28 0.00 1.70 0.00 1.09 0.00 0.68 -0.57 0.70 1.38 1.40 #NUM! -2.51 -1.33 #NUM!

LDLR 5292 4.85 27.94 119.61 30.92 44.58 20.03 54.20 134.26 33.84 70.18 41.32 5.37 73.12 -3.91 -1.39 0.71 -1.24 -0.71 -1.04

LDLRAD1 785 0.00 0.00 0.00 0.00 0.00 0.29 0.00 0.17 0.00 0.07 0.05 -4.37 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LDLRAD2 4012 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LDLRAD3 2969 2.21 4.68 2.31 3.81 4.11 5.18 0.00 5.82 4.06 4.40 3.72 1.89 3.57 -0.69 0.39 -0.63 0.09 0.20 0.48

LDLRAP1 2935 8.60 11.22 12.94 26.64 8.64 16.14 8.60 8.82 4.97 7.21 14.03 3.81 7.40 0.22 0.60 0.81 1.85 0.22 0.20

LDOC1 1388 6.12 23.16 4.35 2.93 0.66 11.31 15.18 15.16 30.21 13.51 8.09 3.02 18.51 -1.60 0.32 -2.09 -2.66 -4.81 0.48

LDOC1L 5355 1.66 5.00 6.45 3.28 2.29 3.10 3.61 2.42 6.15 5.31 3.63 1.86 4.37 -1.40 0.19 0.56 -0.42 -0.93 -0.23

LEAP2 707 0.24 0.69 0.23 0.06 0.45 0.00 0.22 0.31 0.00 0.00 0.28 -1.85 0.13 0.86 2.38 0.79 -1.12 1.75 #NUM!

LECT1 1538 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.12 0.05 0.00 -10.35 0.06 #NUM! #NUM! #NUM! #NUM! -3.65 #NUM!

LECT2 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LEF1 3620 3.71 8.95 15.51 4.16 0.99 14.76 7.29 6.27 6.72 7.84 8.01 3.00 7.03 -0.92 0.35 1.14 -0.76 -2.83 0.88

LEFTY1 1644 0.53 5.95 0.03 0.04 0.19 0.89 0.05 0.02 0.45 0.00 1.27 0.35 0.13 2.01 5.50 -2.12 -1.60 0.55 -0.52

LEFTY2 2187 4.97 14.05 0.27 0.20 0.01 8.30 0.17 0.03 2.92 10.95 4.63 2.21 3.52 0.50 2.00 -3.71 -4.16 -8.17 0.84

LEKR1 1976 0.17 0.12 0.07 0.16 0.30 0.24 0.06 0.20 0.15 0.35 0.18 -2.50 0.19 -0.18 -0.63 -1.51 -0.24 0.69 0.44

LEMD1 967 2.57 2.65 0.58 0.47 6.89 0.37 0.00 0.04 0.00 0.77 2.26 1.17 0.20 3.67 3.71 1.52 1.20 5.09 -2.62

LEMD2 2957 8.22 11.72 9.56 19.35 16.98 8.68 9.32 6.54 11.38 9.48 12.42 3.63 9.18 -0.16 0.35 0.06 1.08 0.89 -0.52

LEMD3 4798 2.68 4.55 5.91 6.31 3.16 5.45 4.29 4.98 4.50 6.80 4.67 2.22 5.14 -0.94 -0.18 0.20 0.30 -0.70 0.22

LENEP 671 0.00 0.17 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.03 -5.16 0.01 #NUM! 3.82 #NUM! #NUM! #NUM! #NUM!

LENG1 906 6.52 0.00 0.00 0.00 0.00 11.56 7.55 0.00 14.06 9.53 3.01 1.59 7.79 -0.26 #NUM! #NUM! #NUM! #NUM! 1.94

LENG8 3970 5.48 30.83 19.75 49.15 6.85 8.89 17.91 14.36 10.68 10.84 20.16 4.33 13.45 -1.29 1.20 0.55 1.87 -0.97 -1.18

LENG9 1930 2.53 0.00 10.78 0.00 6.04 2.60 0.00 0.00 3.21 2.88 3.66 1.87 1.52 0.74 #NUM! 2.83 #NUM! 1.99 -0.49

LEO1 2162 9.31 8.09 14.20 17.25 1.61 10.31 11.32 10.99 2.09 7.15 10.13 3.34 7.89 0.24 0.04 0.85 1.13 -2.30 0.03

LEP 3444 0.05 0.03 4.26 0.01 0.00 0.01 0.02 0.02 0.02 0.01 0.73 -0.46 0.02 1.48 0.89 8.02 -0.78 #NUM! -5.76

LEPR 5142 0.00 0.00 0.00 0.00 0.00 11.74 2.61 2.70 9.83 11.95 1.96 0.97 6.77 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LEPRE1 2715 6.94 13.87 9.32 11.53 12.17 13.05 7.89 3.79 17.65 8.25 11.15 3.48 9.40 -0.44 0.56 -0.01 0.30 0.37 0.23

LEPREL1 3715 4.60 11.01 6.79 1.42 27.84 4.69 16.74 14.92 54.62 8.32 9.39 3.23 23.65 -2.36 -1.10 -1.80 -4.06 0.24 -1.00

LEPREL2 2656 3.11 6.35 2.70 10.12 1.99 8.52 6.51 2.98 35.97 13.11 5.46 2.45 14.64 -2.24 -1.21 -2.44 -0.53 -2.88 0.64

LEPREL4 2619 4.77 9.02 6.18 6.82 20.45 5.18 4.06 2.28 0.00 3.71 8.74 3.13 2.51 0.92 1.84 1.30 1.44 3.02 -0.75

LEPROT 4777 20.51 20.87 12.28 16.60 10.86 31.40 13.62 15.47 23.16 23.49 18.75 4.23 18.94 0.12 0.14 -0.63 -0.19 -0.80 0.74

LEPROTL1 2721 14.11 14.24 11.82 6.43 15.54 20.13 7.05 7.17 19.02 15.60 13.71 3.78 12.21 0.21 0.22 -0.05 -0.92 0.35 0.55

LETM1 5462 2.27 4.87 11.35 3.80 6.22 1.93 5.59 4.99 2.16 3.72 5.07 2.34 4.12 -0.86 0.24 1.46 -0.12 0.60 -1.39

LETM2 1854 2.06 1.58 2.19 3.77 9.41 1.56 1.52 1.56 0.79 1.81 3.43 1.78 1.42 0.54 0.16 0.62 1.41 2.73 -1.13

LETMD1 2133 8.73 8.07 5.81 8.57 13.63 22.03 8.84 9.43 20.29 20.16 11.14 3.48 14.68 -0.75 -0.86 -1.34 -0.78 -0.11 0.98

LFNG 2384 3.35 6.09 3.64 2.02 11.75 7.68 6.98 2.65 10.40 5.26 5.75 2.52 6.32 -0.92 -0.05 -0.80 -1.64 0.89 0.42

LGALS1 586 1046.30 955.40 633.78 782.94 1739.14 1461.51 866.96 606.18 3529.60 1258.64 1103.18 10.11 1565.34 -0.58 -0.71 -1.30 -1.00 0.15 0.41

LGALS12 1823 0.16 0.18 0.79 0.08 0.27 0.52 0.03 0.07 0.65 0.39 0.33 -1.58 0.29 -0.84 -0.66 1.47 -1.88 -0.06 0.64

LGALS17A 1130 0.00 0.35 2.80 0.13 0.96 0.68 0.00 0.00 0.05 0.00 0.82 -0.29 0.01 #NUM! 4.90 7.91 3.52 6.37 -0.27

LGALS2 543 8.33 15.83 7.60 0.00 1.26 20.55 4.16 2.67 0.00 0.00 8.93 3.16 1.71 2.29 3.21 2.15 #NUM! -0.44 1.20

LGALS3 1973 195.43 258.87 88.27 102.18 387.33 335.27 206.41 171.15 259.57 423.65 227.89 7.83 265.20 -0.44 -0.03 -1.59 -1.38 0.55 0.56

LGALS3BP 2277 145.53 291.29 175.75 341.37 671.65 139.35 115.26 117.75 216.24 122.01 294.16 8.20 142.81 0.03 1.03 0.30 1.26 2.23 -1.08

LGALS4 1291 0.16 123.71 0.45 0.54 0.00 0.52 0.17 0.16 0.32 0.00 20.90 4.39 0.16 -0.03 9.57 1.48 1.74 #NUM! -5.34

LGALS7 515 173.15 51.02 19.50 54.54 0.38 163.84 135.12 31.92 0.18 78.50 77.07 6.27 61.43 1.49 -0.27 -1.66 -0.17 -7.35 1.09

LGALS7B 506 60.25 65.48 55.83 150.93 0.12 75.60 59.91 85.69 0.11 27.10 68.03 6.09 43.20 0.48 0.60 0.37 1.80 -8.55 0.15

LGALS8 6281 8.60 11.94 10.01 9.78 3.72 8.44 7.23 6.75 2.63 4.89 8.75 3.13 5.37 0.68 1.15 0.90 0.86 -0.53 -0.05

LGALS9 1835 21.42 51.96 53.97 19.67 46.08 48.18 7.12 8.23 22.56 19.24 40.21 5.33 14.29 0.58 1.86 1.92 0.46 1.69 0.26

LGALS9B 1243 1.76 9.26 2.03 19.21 2.67 2.52 7.64 0.00 0.26 0.00 6.24 2.64 1.98 -0.16 2.23 0.04 3.28 0.44 -1.31

LGALS9C 1743 3.62 6.98 1.94 53.29 1.57 2.12 6.37 13.21 0.26 10.52 11.59 3.53 7.59 -1.07 -0.12 -1.97 2.81 -2.28 -2.45

LGI1 2366 0.01 0.00 0.00 0.00 0.00 0.04 0.04 0.00 0.04 0.00 0.01 -6.95 0.02 -1.25 #NUM! #NUM! #NUM! #NUM! 2.32

LGI2 6339 0.25 1.09 0.31 0.14 0.02 1.34 0.39 0.28 1.89 1.17 0.52 -0.93 0.93 -1.90 0.23 -1.59 -2.77 -5.95 1.36

LGI3 3285 0.15 0.64 0.09 0.07 0.47 0.11 1.96 1.35 1.34 0.88 0.25 -1.97 1.38 -3.18 -1.12 -3.88 -4.29 -1.56 -1.27

LGI4 2906 3.20 3.56 2.84 1.97 0.00 9.84 12.76 6.26 31.07 10.83 3.57 1.83 15.23 -2.25 -2.10 -2.43 -2.95 #NUM! 1.46

LGMN 2191 29.89 59.78 67.13 62.58 73.85 57.10 44.72 39.38 51.77 45.40 58.39 5.87 45.32 -0.60 0.40 0.57 0.47 0.70 -0.03

LGR4 5248 6.44 11.11 4.55 2.09 2.42 4.79 7.49 7.72 3.17 6.17 5.23 2.39 6.14 0.07 0.86 -0.43 -1.55 -1.34 -0.13

LGR5 2880 0.88 0.19 0.03 0.20 0.04 0.85 0.14 0.14 0.08 0.23 0.36 -1.46 0.15 2.56 0.38 -2.20 0.41 -2.06 1.22

LGR6 3458 0.40 2.93 0.05 0.15 0.78 2.29 4.32 1.80 0.75 1.35 1.10 0.14 2.06 -2.35 0.51 -5.49 -3.75 -1.40 1.06

LGSN 5634 0.00 0.00 0.00 0.01 4.56 0.00 0.00 0.01 0.00 0.00 0.76 -0.39 0.00 #NUM! 0.98 #NUM! 1.32 10.84 #NUM!

LHB 523 0.15 0.00 0.00 0.28 0.00 0.00 0.00 0.31 0.13 0.00 0.07 -3.79 0.11 0.43 #NUM! #NUM! 1.36 #NUM! #NUM!

LHCGR 3093 0.00 0.34 2.08 0.00 0.00 0.01 0.70 0.01 0.00 0.00 0.40 -1.31 0.18 #NUM! 0.93 3.55 #NUM! #NUM! -5.75

LHFP 2180 11.89 22.39 7.11 9.88 4.86 60.41 16.95 10.93 62.88 57.87 19.42 4.28 37.16 -1.64 -0.73 -2.39 -1.91 -2.93 1.64

LHFPL1 1765 0.00 0.02 0.00 0.02 0.00 0.22 0.10 0.05 0.04 0.08 0.04 -4.57 0.07 #NUM! -2.07 #NUM! -1.75 #NUM! 2.37

LHFPL2 5061 3.18 9.60 8.62 8.46 4.50 9.92 5.37 4.23 17.52 10.61 7.38 2.88 9.43 -1.57 0.03 -0.13 -0.16 -1.07 0.43

LHFPL3 3191 0.49 1.29 0.01 0.08 0.00 0.04 0.52 1.64 0.05 0.05 0.32 -1.65 0.56 -0.21 1.19 -5.87 -2.75 -8.07 -2.93

LHFPL4 4895 0.01 0.03 0.01 0.57 0.00 0.01 0.02 0.02 0.01 0.01 0.10 -3.26 0.01 -0.26 1.06 -1.04 5.51 #NUM! -3.49

LHFPL5 2147 0.01 0.03 0.00 0.00 0.08 0.01 0.00 0.01 0.00 0.01 0.02 -5.50 0.01 1.13 2.13 #NUM! #NUM! 3.85 -0.99

LHPP 1703 17.81 12.21 5.71 9.18 21.23 10.53 21.21 14.66 16.76 11.00 12.78 3.68 15.91 0.16 -0.38 -1.48 -0.79 0.42 -0.28

LHX1 3431 0.00 0.00 0.05 0.47 0.02 0.07 0.00 0.00 0.00 0.15 0.10 -3.29 0.04 #NUM! #NUM! 0.47 3.60 -0.85 -0.60

LHX2 2416 4.99 0.14 1.91 0.95 2.26 1.23 0.05 0.00 0.00 0.03 1.92 0.94 0.02 8.08 2.97 6.69 5.69 6.94 -0.63

LHX3 2419 0.00 0.00 0.31 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.06 -4.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.51

LHX4 1909 0.15 0.00 0.11 0.44 0.27 0.00 0.00 0.29 0.18 0.34 0.16 -2.64 0.20 -0.46 #NUM! -0.88 1.12 0.40 #NUM!

LHX5 2084 0.03 0.00 3.00 1.08 0.93 0.00 0.00 0.00 0.00 0.00 0.84 -0.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LHX6 3603 1.33 1.61 1.19 0.49 0.00 1.30 1.86 1.92 2.35 2.07 0.99 -0.02 2.05 -0.63 -0.35 -0.78 -2.08 #NUM! 0.40

LHX8 2393 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -8.35 0.01 #NUM! #NUM! 1.21 #NUM! #NUM! #NUM!

LHX9 2515 0.03 0.01 3.82 0.02 0.00 0.00 0.03 0.00 0.00 0.00 0.65 -0.63 0.01 1.64 0.65 8.83 0.98 #NUM! #NUM!

LIAS 1743 5.34 3.05 2.19 2.14 3.61 4.32 3.16 3.24 3.30 4.50 3.44 1.78 3.55 0.59 -0.22 -0.70 -0.73 0.02 0.33

LIF 3935 0.48 4.71 4.46 3.03 14.34 22.22 0.61 16.83 14.05 19.96 8.21 3.04 12.86 -4.75 -1.45 -1.53 -2.09 0.16 1.44

LIFR 10258 0.76 1.92 1.32 0.25 0.40 5.45 2.49 2.80 7.49 6.74 1.69 0.75 4.88 -2.68 -1.34 -1.88 -4.28 -3.61 1.69

LIG1 3083 4.53 9.06 11.49 15.71 10.09 9.54 2.77 6.96 2.31 5.43 10.07 3.33 4.37 0.05 1.05 1.39 1.85 1.21 -0.08

LIG3 3722 2.42 6.69 10.00 6.28 5.48 4.10 3.57 5.04 5.07 4.55 5.83 2.54 4.56 -0.91 0.55 1.13 0.46 0.27 -0.51

LIG4 4115 0.75 1.98 3.04 2.23 0.51 1.84 1.03 1.45 0.68 1.12 1.73 0.79 1.07 -0.51 0.89 1.51 1.06 -1.06 0.09

LILRA1 1910 0.50 0.76 0.00 0.63 0.48 0.00 0.41 0.47 0.00 0.20 0.39 -1.35 0.27 0.89 1.49 #NUM! 1.21 0.82 #NUM!

LILRA2 1774 0.84 0.88 0.00 1.22 1.77 0.00 0.92 0.49 2.36 0.52 0.78 -0.35 1.07 -0.35 -0.29 #NUM! 0.18 0.72 #NUM!

LILRA3 1651 0.06 0.08 0.10 0.00 3.95 0.00 0.02 0.04 1.06 0.09 0.70 -0.52 0.30 -2.45 -1.92 -1.55 #NUM! 3.72 #NUM!

LILRA4 1725 0.08 1.36 0.00 0.23 0.02 0.00 0.00 0.04 0.22 0.17 0.28 -1.83 0.11 -0.41 3.65 #NUM! 1.06 -2.18 #NUM!

LILRA5 1365 1.07 1.62 2.79 2.42 7.87 2.03 0.87 1.54 6.90 0.79 2.97 1.57 2.52 -1.24 -0.64 0.14 -0.06 1.64 -0.55

LILRA6 3930 0.35 1.07 2.02 2.11 1.18 0.68 0.38 0.62 1.97 0.40 1.24 0.31 0.84 -1.26 0.35 1.27 1.33 0.49 -0.86

LILRB1 2971 2.16 5.70 5.29 3.78 0.00 0.00 0.90 0.83 1.52 0.89 2.82 1.50 1.04 1.06 2.46 2.35 1.87 #NUM! #NUM!

LILRB2 2940 1.61 5.78 7.04 4.24 4.97 3.18 1.93 1.97 4.36 1.29 4.47 2.16 2.39 -0.57 1.27 1.56 0.83 1.06 -0.49

LILRB3 2843 1.40 1.79 3.78 2.13 3.06 0.98 1.15 0.61 3.73 0.45 2.19 1.13 1.48 -0.09 0.27 1.35 0.52 1.05 -1.15

LILRB4 2097 4.91 12.79 16.47 7.89 20.44 7.24 0.79 1.16 2.51 1.62 11.62 3.54 1.52 1.69 3.07 3.44 2.38 3.75 -0.68

LILRB5 2282 0.27 4.18 0.00 1.64 0.00 2.05 0.75 2.13 0.00 0.00 1.35 0.44 0.72 -1.40 2.53 #NUM! 1.18 #NUM! 0.59

LILRP2 5287 0.00 0.02 0.00 0.06 0.00 0.02 0.00 0.01 0.01 0.00 0.02 -5.86 0.00 -2.56 2.37 #NUM! 3.88 #NUM! 0.31

LIMA1 3748 25.48 35.05 35.47 89.01 22.82 41.33 25.25 42.30 20.77 45.21 41.53 5.38 33.38 -0.39 0.07 0.09 1.41 -0.55 -0.01

LIMCH1 6182 1.15 4.27 5.16 0.81 5.86 3.52 3.44 5.27 4.16 4.18 3.46 1.79 4.26 -1.88 0.00 0.28 -2.39 0.46 0.02

LIMD1 6284 0.82 3.55 3.94 3.29 1.04 1.23 1.63 2.24 1.17 1.36 2.31 1.21 1.60 -0.97 1.15 1.30 1.04 -0.62 -0.91

LIMD2 3232 9.56 14.34 15.97 10.16 8.53 13.75 4.98 3.55 9.29 5.04 12.05 3.59 5.72 0.74 1.33 1.48 0.83 0.58 0.19

LIME1 1206 8.33 30.51 10.25 9.40 0.00 12.67 6.44 5.01 0.00 5.44 11.86 3.57 4.22 0.98 2.85 1.28 1.15 #NUM! 0.10

LIMK1 3398 7.45 16.29 19.60 24.97 20.61 11.06 14.81 10.06 8.58 11.34 16.66 4.06 11.20 -0.59 0.54 0.81 1.16 0.88 -0.59

LIMK2 3848 12.50 22.08 28.58 23.49 25.76 12.33 10.51 14.09 6.95 17.48 20.79 4.38 12.26 0.03 0.85 1.22 0.94 1.07 -0.75

LIMS1 4690 4.90 13.15 9.36 10.82 9.32 19.21 7.98 8.35 14.19 13.87 11.13 3.48 11.10 -1.18 0.24 -0.25 -0.04 -0.25 0.79

LIMS2 2352 6.46 19.45 4.88 3.44 2.34 17.82 39.24 10.13 136.71 23.17 9.07 3.18 52.31 -3.02 -1.43 -3.42 -3.93 -4.48 0.98

LIMS3-LOC440895 3219 0.00 1.74 5.50 0.00 0.00 0.00 0.00 0.85 0.00 0.00 1.21 0.27 0.21 #NUM! 3.04 4.70 #NUM! #NUM! #NUM!

LIN28A 4014 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.94

LIN28B 5504 0.00 0.00 0.01 0.22 0.00 0.07 0.00 0.00 0.00 0.01 0.05 -4.33 0.00 #NUM! 1.29 1.52 6.87 #NUM! 0.40

LIN37 929 9.08 0.00 9.51 10.40 49.68 0.00 15.74 5.97 9.39 8.83 13.11 3.71 9.98 -0.14 #NUM! -0.07 0.06 2.32 #NUM!

LIN52 1798 3.64 6.13 6.84 6.69 5.28 7.30 2.99 3.82 4.46 3.40 5.98 2.58 3.67 -0.01 0.74 0.90 0.87 0.53 0.29

LIN54 6127 1.58 2.25 5.36 4.04 0.97 2.38 1.90 2.01 0.94 1.20 2.76 1.47 1.51 0.06 0.57 1.83 1.42 -0.64 -0.22

LIN7A 1235 1.13 1.75 0.56 1.09 0.22 2.15 1.63 1.66 2.09 1.57 1.15 0.20 1.74 -0.62 0.01 -1.64 -0.67 -2.97 0.90

LIN7B 755 14.19 5.51 5.24 9.23 1.17 7.70 7.51 5.84 7.97 6.36 7.17 2.84 6.92 1.04 -0.33 -0.40 0.42 -2.57 0.10

LIN7C 4866 2.47 4.16 4.71 2.51 2.17 5.72 3.91 5.65 3.20 5.14 3.62 1.86 4.48 -0.86 -0.11 0.07 -0.83 -1.04 0.66

LIN9 3340 2.77 2.74 3.25 3.38 1.58 3.81 1.34 1.12 1.10 1.16 2.92 1.55 1.18 1.23 1.22 1.47 1.52 0.42 0.38

LINGO1 2932 0.40 1.59 1.17 1.73 0.83 1.25 1.50 1.15 3.70 0.89 1.16 0.22 1.81 -2.19 -0.19 -0.63 -0.06 -1.12 0.11

LINGO2 2792 0.01 0.04 0.01 0.01 0.12 0.05 0.26 0.00 0.47 0.05 0.04 -4.60 0.20 -4.36 -2.27 -4.13 -4.03 -0.69 0.39

LINGO3 2130 0.14 0.29 0.15 0.08 0.36 0.08 0.08 0.18 0.11 0.05 0.18 -2.44 0.11 0.45 1.48 0.50 -0.40 1.76 -1.23

LINGO4 2606 0.00 0.08 0.02 0.00 0.04 0.01 0.02 0.00 0.00 0.00 0.03 -5.29 0.01 #NUM! 3.93 2.16 #NUM! 2.83 -1.51

LINS 2512 10.99 7.71 5.80 17.44 2.96 4.84 5.37 4.40 2.52 3.38 8.29 3.05 3.92 1.49 0.98 0.57 2.15 -0.41 -0.78

LIPA 2669 23.85 23.75 23.44 44.70 32.46 37.54 11.14 15.65 29.95 31.87 30.96 4.95 22.15 0.11 0.10 0.08 1.01 0.55 0.28

LIPC 1614 0.22 0.25 0.21 0.11 0.00 0.34 0.64 0.32 0.28 0.27 0.19 -2.41 0.38 -0.78 -0.61 -0.84 -1.78 #NUM! 0.85

LIPE 3806 0.00 1.58 15.79 3.89 2.51 2.22 2.74 3.93 1.97 0.00 4.33 2.11 2.16 #NUM! -0.45 2.87 0.85 0.22 -0.97

LIPF 1537 0.00 0.00 0.00 0.00 0.00 0.02 0.25 0.18 0.02 0.03 0.00 -8.44 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LIPG 4143 1.18 2.27 9.02 5.29 3.29 1.33 0.18 4.76 0.19 2.42 3.73 1.90 1.89 -0.68 0.26 2.26 1.49 0.80 -1.49

LIPH 2478 0.58 5.12 0.10 1.33 2.47 0.63 1.39 2.19 0.03 0.59 1.71 0.77 1.05 -0.85 2.29 -3.37 0.34 1.23 -1.43

LIPI 1636 0.00 0.57 0.00 1.14 0.02 0.25 0.00 0.11 0.00 0.93 0.33 -1.60 0.26 #NUM! 1.13 #NUM! 2.14 -4.02 -0.39

LIPJ 1496 0.00 0.10 0.00 0.05 0.07 0.00 0.04 0.00 0.00 0.03 0.04 -4.80 0.02 #NUM! 2.43 #NUM! 1.43 2.00 #NUM!

LIPK 1200 1.43 1.16 0.00 2.20 0.11 0.29 1.89 3.68 0.00 0.66 0.86 -0.21 1.56 -0.12 -0.43 #NUM! 0.50 -3.77 -1.59

LIPM 1484 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LIPN 1197 1.18 0.95 0.61 0.37 0.09 0.29 1.09 2.39 0.22 0.92 0.58 -0.78 1.15 0.04 -0.28 -0.92 -1.63 -3.65 -0.99

LIPT1 1690 3.26 0.00 2.54 3.02 1.40 0.00 0.00 2.44 2.16 0.00 1.70 0.77 1.15 1.50 #NUM! 1.14 1.39 0.28 #NUM!

LIPT2 960 2.77 1.53 1.52 0.97 3.47 0.54 0.78 0.46 0.64 0.57 1.80 0.85 0.61 2.18 1.32 1.31 0.67 2.50 -1.73

LITAF 2642 70.03 84.96 95.65 84.02 74.67 135.21 42.30 60.05 105.46 140.94 90.76 6.50 87.19 -0.32 -0.04 0.13 -0.05 -0.22 0.58

LIX1 3979 0.01 0.00 0.00 0.00 0.01 0.01 0.06 0.00 0.90 0.00 0.00 -7.96 0.24 -5.21 #NUM! #NUM! #NUM! -5.30 1.51

LIX1L 1467 2.84 9.38 4.00 2.72 0.00 0.00 4.54 5.39 15.40 9.44 3.16 1.66 8.69 -1.62 0.11 -1.12 -1.68 #NUM! #NUM!

LLGL1 4225 4.58 9.65 10.94 10.50 9.87 4.12 6.46 5.49 7.71 4.52 8.28 3.05 6.04 -0.40 0.68 0.86 0.80 0.71 -1.01

LLGL2 3590 8.08 24.34 11.85 8.40 22.25 7.41 16.95 13.06 1.52 10.83 13.72 3.78 10.59 -0.39 1.20 0.16 -0.33 1.07 -0.89

LLPH 1234 17.91 10.22 15.98 14.68 24.15 0.00 10.81 7.57 11.27 16.12 13.82 3.79 11.44 0.65 -0.16 0.48 0.36 1.08 #NUM!

LMAN1 4848 11.17 24.00 25.47 23.87 7.95 27.13 12.60 17.30 12.24 23.15 19.93 4.32 16.32 -0.55 0.56 0.64 0.55 -1.04 0.44

LMAN1L 1795 0.00 0.02 0.37 0.00 0.00 0.00 0.05 0.08 0.88 0.00 0.06 -3.97 0.25 #NUM! -3.98 0.53 #NUM! #NUM! #NUM!

LMAN2 1853 55.84 61.21 38.44 95.20 157.14 58.21 51.88 22.83 54.19 46.88 77.67 6.28 43.95 0.35 0.48 -0.19 1.12 1.84 -0.42

LMAN2L 2458 4.98 4.26 3.30 8.17 13.00 7.49 3.76 3.09 12.42 7.06 6.87 2.78 6.58 -0.40 -0.63 -1.00 0.31 0.98 0.13

LMBR1 4909 4.47 6.27 8.95 6.81 5.59 7.24 3.22 4.65 6.81 7.64 6.56 2.71 5.58 -0.32 0.17 0.68 0.29 0.00 0.14

LMBR1L 2358 4.07 6.31 3.16 9.82 4.21 7.41 4.78 3.83 10.19 9.03 5.83 2.54 6.96 -0.78 -0.14 -1.14 0.50 -0.72 0.35

LMBRD1 2308 11.08 16.47 14.49 12.38 12.96 35.96 15.38 20.73 28.38 35.01 17.22 4.11 24.88 -1.17 -0.59 -0.78 -1.01 -0.94 1.06

LMBRD2 3237 0.83 1.73 2.71 1.86 0.33 2.76 1.01 1.30 1.22 1.30 1.70 0.77 1.21 -0.55 0.52 1.16 0.62 -1.89 0.70

LMCD1 1754 5.16 15.71 15.29 5.66 7.57 69.10 10.51 7.76 47.30 61.01 19.75 4.30 31.64 -2.62 -1.01 -1.05 -2.48 -2.06 1.81

LMF1 2927 4.11 4.27 2.56 1.73 4.45 3.53 4.69 4.27 8.74 3.32 3.44 1.78 5.26 -0.36 -0.30 -1.04 -1.60 -0.24 0.04

LMF2 2617 38.29 38.53 45.57 37.74 0.00 20.65 20.43 16.29 24.90 16.88 30.13 4.91 19.63 0.96 0.97 1.22 0.94 #NUM! -0.55

LMLN 7154 1.01 1.80 0.91 1.65 0.35 1.09 0.93 1.37 0.36 0.47 1.13 0.18 0.78 0.37 1.20 0.21 1.07 -1.15 -0.06

LMNA 3243 57.98 139.08 200.34 198.02 238.59 413.25 220.40 219.53 423.51 444.45 207.88 7.70 326.97 -2.50 -1.23 -0.71 -0.72 -0.45 0.99

LMNB1 3420 3.55 8.64 14.27 18.09 27.12 29.34 3.02 4.25 4.32 7.94 16.83 4.07 4.89 -0.46 0.82 1.55 1.89 2.47 0.80

LMNB2 4653 8.52 6.17 31.23 23.89 16.22 5.30 7.71 6.46 5.31 5.73 15.22 3.93 6.30 0.43 -0.03 2.31 1.92 1.36 -1.52

LMO1 1274 0.02 0.30 3.45 0.32 3.15 0.22 2.44 0.54 0.04 0.04 1.24 0.31 0.76 -5.06 -1.35 2.18 -1.27 2.04 -2.50

LMO2 2303 7.96 5.78 3.89 3.25 6.14 24.24 7.04 6.71 40.40 28.64 8.54 3.09 20.70 -1.38 -1.84 -2.41 -2.67 -1.75 1.50



LMO3 3727 1.69 3.12 0.16 0.41 0.03 6.40 2.75 0.49 12.06 5.74 1.97 0.98 5.26 -1.64 -0.76 -5.00 -3.69 -7.35 1.70

LMO4 5415 13.69 20.23 49.12 19.58 4.64 18.62 15.00 26.04 19.84 32.12 20.98 4.39 23.25 -0.76 -0.20 1.08 -0.25 -2.33 -0.17

LMO7 7253 4.11 37.84 0.00 14.35 5.07 0.00 29.51 28.70 0.64 3.18 10.23 3.35 15.51 -1.92 1.29 #NUM! -0.11 -1.61 #NUM!

LMOD1 3967 5.12 16.70 2.77 1.90 1.09 23.41 38.14 8.55 231.12 40.04 8.50 3.09 79.46 -3.95 -2.25 -4.84 -5.39 -6.19 1.46

LMOD2 2181 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LMOD3 4099 0.01 0.04 0.00 0.02 0.00 0.05 0.05 0.01 0.00 0.03 0.02 -5.68 0.02 -1.73 0.81 #NUM! 0.19 #NUM! 1.36

LMTK2 8961 0.80 3.46 3.59 1.21 1.47 1.18 3.21 2.93 0.90 1.65 1.95 0.96 2.17 -1.45 0.67 0.72 -0.84 -0.57 -0.73

LMTK3 4972 1.65 6.02 3.17 2.09 2.26 1.19 2.40 2.96 0.07 0.48 2.73 1.45 1.48 0.16 2.02 1.10 0.50 0.61 -1.20

LMX1A 3555 0.00 0.02 0.00 0.02 0.00 0.05 0.02 0.14 0.00 0.16 0.01 -6.17 0.08 #NUM! -2.39 #NUM! -2.06 #NUM! 1.79

LMX1B 5816 0.00 0.00 0.07 0.58 0.15 0.07 0.00 0.00 0.02 0.00 0.15 -2.77 0.01 #NUM! #NUM! 3.83 6.84 4.91 -0.99

LNP1 2233 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LNPEP 4470 1.11 2.65 2.76 4.28 0.91 3.24 1.76 2.26 2.50 2.68 2.49 1.32 2.30 -1.05 0.20 0.26 0.89 -1.33 0.38

LNX1 3170 3.95 5.07 6.76 1.96 2.76 6.07 3.28 3.74 1.48 4.11 4.43 2.15 3.15 0.32 0.69 1.10 -0.69 -0.19 0.46

LNX2 4804 1.79 6.17 8.25 9.80 0.00 3.56 3.88 14.72 0.00 6.22 4.93 2.30 6.20 -1.80 -0.01 0.41 0.66 #NUM! -0.47

LOC100009676 2788 1.22 1.21 2.57 0.00 0.00 0.00 1.94 1.63 0.00 0.00 0.83 -0.26 0.89 0.45 0.44 1.52 #NUM! #NUM! #NUM!

LOC100093631 3470 33.84 51.25 40.43 64.59 38.65 102.01 50.59 45.75 69.59 68.77 55.13 5.78 58.68 -0.79 -0.20 -0.54 0.14 -0.60 0.89

LOC100101266 1255 0.02 0.14 0.00 0.03 0.00 0.18 0.10 0.05 0.00 0.17 0.06 -3.99 0.08 -1.76 0.84 #NUM! -1.43 #NUM! 1.54

LOC100124692 3538 0.00 5.34 0.00 0.00 0.00 0.02 0.02 0.01 0.00 0.00 0.89 -0.16 0.01 #NUM! 9.45 #NUM! #NUM! #NUM! -5.88

LOC100125556 2068 1.70 1.13 1.12 4.67 1.62 0.85 0.85 0.64 0.54 0.45 1.85 0.89 0.62 1.46 0.87 0.86 2.91 1.38 -1.12

LOC100126784 3667 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100127888 1440 0.00 3.80 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.63 -0.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100127983 1053 1.23 2.47 0.71 0.62 0.11 6.37 4.49 3.84 18.77 6.64 1.92 0.94 8.43 -2.78 -1.77 -3.57 -3.78 -6.30 1.73

LOC100128023 1146 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128054 1408 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128071 716 0.84 0.00 0.72 1.85 7.01 0.00 0.00 0.64 0.00 0.00 1.74 0.80 0.16 2.39 #NUM! 2.17 3.53 5.45 #NUM!

LOC100128076 2012 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.02 0.00 0.01 -7.30 0.01 #NUM! #NUM! #NUM! #NUM! 2.66 #NUM!

LOC100128081 1194 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128098 574 0.00 0.00 0.00 0.00 0.00 0.00 0.43 0.00 0.12 0.00 0.00 #NUM! 0.14 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100128164 6057 0.01 0.01 0.00 0.00 0.00 0.03 0.01 0.01 0.16 0.01 0.01 -7.07 0.05 -2.46 -2.47 #NUM! #NUM! #NUM! 1.90

LOC100128191 3161 0.00 0.00 0.00 3.08 0.00 0.00 0.00 0.00 0.00 0.00 0.51 -0.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100128239 2299 0.12 0.07 0.04 0.03 0.02 0.33 0.07 0.01 0.45 0.23 0.10 -3.30 0.19 -0.71 -1.44 -2.22 -2.70 -3.13 1.69

LOC100128252 1837 3.80 2.88 0.97 0.91 0.29 8.61 7.01 5.14 15.53 12.43 2.91 1.54 10.03 -1.40 -1.80 -3.37 -3.47 -5.11 1.57

LOC100128288 2129 0.20 0.61 0.25 0.43 0.21 0.40 0.44 0.37 0.37 0.28 0.35 -1.50 0.37 -0.89 0.74 -0.53 0.24 -0.78 0.19

LOC100128292 3031 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.44 0.00 0.00 #NUM! 0.11 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100128338 2743 3.45 4.84 11.81 7.31 15.49 2.68 8.02 7.70 0.02 3.71 7.60 2.93 4.86 -0.49 0.00 1.28 0.59 1.67 -1.51

LOC100128361 2497 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128398 1897 0.00 2.05 0.08 0.13 0.96 0.50 0.48 0.79 0.48 0.42 0.62 -0.69 0.54 #NUM! 1.92 -2.67 -2.08 0.83 -0.32

LOC100128505 1756 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128542 486 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128554 2644 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -9.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC100128573 525 0.00 0.23 0.27 0.19 0.14 0.00 0.00 0.00 0.06 0.00 0.14 -2.86 0.02 #NUM! 3.85 4.05 3.54 3.08 #NUM!

LOC100128593 2702 0.00 0.03 0.03 0.00 0.00 0.00 0.12 0.16 0.00 1.21 0.01 -6.60 0.37 #NUM! -3.45 -3.75 #NUM! #NUM! #NUM!

LOC100128640 2517 0.06 0.32 0.12 0.00 0.96 0.22 0.19 0.28 0.71 0.44 0.28 -1.82 0.41 -2.67 -0.34 -1.70 #NUM! 1.25 -0.34

LOC100128675 3681 0.00 0.00 0.57 0.44 0.00 0.00 0.11 0.00 0.00 0.00 0.17 -2.58 0.03 #NUM! #NUM! 4.36 3.98 #NUM! #NUM!

LOC100128788 1371 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100128822 1438 2.55 1.70 1.44 1.69 3.22 2.48 1.86 1.98 5.73 2.81 2.18 1.13 3.09 -0.28 -0.86 -1.10 -0.87 0.06 0.19

LOC100128881 1753 0.00 0.00 0.00 0.00 10.75 0.00 0.00 0.00 0.00 0.00 1.79 0.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100129034 5714 3.84 4.25 0.00 0.00 11.35 6.49 2.37 1.29 5.65 6.14 4.32 2.11 3.86 -0.01 0.14 #NUM! #NUM! 1.55 0.59

LOC100129046 1562 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100129055 2799 0.00 0.00 0.00 0.01 0.00 0.01 0.02 0.01 0.03 0.03 0.00 -8.20 0.02 #NUM! #NUM! #NUM! -0.84 #NUM! 1.30

LOC100129083 729 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100129138 1224 0.05 0.00 0.06 0.00 0.12 0.05 0.01 0.17 0.37 0.15 0.05 -4.45 0.18 -1.87 #NUM! -1.63 #NUM! -0.55 0.06

LOC100129148 463 0.00 3.73 0.00 4.40 0.00 4.08 1.93 0.00 2.98 4.20 2.03 1.02 2.28 #NUM! 0.71 #NUM! 0.95 #NUM! 1.00

LOC100129196 2065 0.98 1.37 0.86 3.67 0.87 1.25 0.93 1.08 1.47 1.21 1.50 0.58 1.17 -0.26 0.22 -0.44 1.65 -0.43 -0.26

LOC100129250 1013 20.53 0.00 20.49 8.37 0.00 0.00 12.47 0.00 14.27 0.00 8.23 3.04 6.68 1.62 #NUM! 1.62 0.32 #NUM! #NUM!

LOC100129269 1542 0.44 0.44 6.93 1.60 0.20 0.43 0.48 0.22 0.00 0.28 1.67 0.74 0.25 0.83 0.84 4.81 2.70 -0.27 -1.98

LOC100129316 5249 0.00 0.01 0.01 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.01 -7.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.04

LOC100129361 1944 7.68 9.28 17.90 17.60 10.51 12.83 6.22 6.70 12.95 6.76 12.63 3.66 8.16 -0.09 0.18 1.13 1.11 0.37 0.02

LOC100129387 4139 1.35 1.87 1.01 1.81 0.81 1.27 1.12 0.74 1.57 1.31 1.35 0.44 1.18 0.19 0.66 -0.23 0.62 -0.54 -0.09

LOC100129407 471 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.07 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100129480 1084 1.01 2.31 0.72 2.11 0.85 0.48 0.88 0.77 0.00 0.54 1.25 0.32 0.55 0.88 2.07 0.39 1.94 0.63 -1.36

LOC100129515 632 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100129518 1718 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100129520 2982 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100129534 2248 0.18 0.57 0.06 0.36 0.36 0.46 0.39 0.28 0.26 0.25 0.33 -1.59 0.29 -0.70 0.95 -2.38 0.30 0.29 0.48

LOC100129550 5904 0.98 1.00 0.60 1.41 0.82 1.13 0.79 0.53 0.55 0.52 0.99 -0.01 0.59 0.72 0.75 0.01 1.25 0.46 0.19

LOC100129636 1062 0.00 0.00 0.00 0.33 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -4.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100129716 2502 0.66 0.00 0.00 0.25 0.03 0.15 0.09 0.61 0.19 0.00 0.18 -2.47 0.22 1.56 #NUM! #NUM! 0.14 -2.89 -0.27

LOC100129726 1698 0.00 0.22 0.06 0.00 0.02 0.06 0.02 0.02 0.06 0.03 0.06 -4.07 0.03 #NUM! 2.86 0.96 #NUM! -0.95 0.00

LOC100129794 1819 0.46 0.55 0.19 0.42 0.66 1.14 0.46 0.00 1.38 1.41 0.57 -0.81 0.81 -0.83 -0.56 -2.07 -0.94 -0.29 1.00

LOC100129827 624 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100129858 2017 0.03 0.14 0.11 2.14 4.09 3.60 0.12 0.10 2.63 2.67 1.68 0.75 1.38 -5.51 -3.34 -3.63 0.63 1.57 1.10

LOC100129917 1700 0.00 0.00 0.00 0.27 0.00 0.71 0.00 1.15 0.00 0.00 0.16 -2.62 0.29 #NUM! #NUM! #NUM! -0.11 #NUM! 2.13

LOC100129931 4300 6.34 5.67 2.89 4.37 3.17 5.22 8.42 3.51 5.35 4.74 4.61 2.20 5.51 0.20 0.04 -0.93 -0.33 -0.80 0.18

LOC100129935 1831 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100129961 1422 0.92 1.31 0.00 0.74 0.42 0.98 1.02 0.00 0.45 0.80 0.73 -0.45 0.57 0.71 1.21 #NUM! 0.39 -0.42 0.42

LOC100130000 1731 0.32 4.85 0.53 1.38 0.11 0.54 0.53 0.37 0.12 0.30 1.29 0.37 0.33 -0.04 3.87 0.68 2.06 -1.58 -1.26

LOC100130015 1391 2.86 3.86 1.00 0.00 2.55 1.53 0.00 2.47 1.98 2.33 1.97 0.98 1.70 0.76 1.19 -0.76 #NUM! 0.59 -0.36

LOC100130093 2400 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130148 3024 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130238 3895 0.14 0.00 0.05 0.10 2.57 0.22 0.05 0.03 0.07 0.03 0.52 -0.96 0.04 1.68 #NUM! 0.32 1.20 5.87 -1.21

LOC100130264 1789 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100130275 1312 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130298 528 0.46 0.16 1.02 0.40 0.07 1.60 0.24 0.00 0.60 0.12 0.62 -0.69 0.24 0.93 -0.59 2.07 0.70 -1.78 1.37

LOC100130301 658 0.47 0.21 0.24 0.00 0.06 0.58 0.00 0.12 0.58 0.43 0.26 -1.95 0.28 0.72 -0.44 -0.24 #NUM! -2.20 1.16

LOC100130331 3236 0.00 0.03 0.05 0.02 0.09 0.07 0.03 0.03 0.07 0.07 0.04 -4.54 0.05 -3.52 -0.95 0.03 -1.16 0.81 0.63

LOC100130386 2579 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130417 496 0.08 0.43 0.00 0.00 0.00 0.00 0.52 0.00 0.51 0.25 0.09 -3.54 0.32 -1.97 0.45 #NUM! #NUM! #NUM! #NUM!

LOC100130522 3352 0.09 0.70 0.51 0.72 0.35 0.78 0.87 0.86 0.83 1.95 0.52 -0.93 1.13 -3.63 -0.70 -1.14 -0.66 -1.70 0.58

LOC100130557 3182 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130581 3024 0.58 0.95 0.22 0.43 0.70 0.43 0.52 0.31 0.66 0.31 0.55 -0.85 0.45 0.37 1.08 -1.04 -0.05 0.65 -0.35

LOC100130691 5223 4.26 0.00 1.13 0.00 0.04 0.00 1.20 0.69 0.14 0.81 0.91 -0.14 0.71 2.59 #NUM! 0.67 #NUM! -4.27 #NUM!

LOC100130705 3803 0.35 0.00 0.82 0.00 1.67 0.39 0.00 0.00 0.11 0.00 0.54 -0.89 0.03 3.68 #NUM! 4.91 #NUM! 5.94 -0.46

LOC100130776 1567 9.57 7.28 7.62 11.19 38.40 6.78 7.04 5.35 12.50 7.73 13.47 3.75 8.15 0.23 -0.16 -0.10 0.46 2.24 -0.99

LOC100130855 1788 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130872 5001 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130890 1928 0.00 0.00 0.65 0.37 0.00 3.17 0.00 0.45 0.00 2.46 0.70 -0.52 0.73 #NUM! #NUM! -0.16 -0.97 #NUM! 2.18

LOC100130894 2228 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130932 934 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100130950 1746 0.00 0.86 0.47 1.29 1.18 0.35 0.68 0.00 0.47 1.03 0.69 -0.53 0.54 #NUM! 0.66 -0.23 1.24 1.12 -1.00

LOC100130954 2638 0.05 0.18 0.05 0.09 0.01 0.02 0.08 0.09 0.00 0.03 0.07 -3.91 0.05 0.15 1.89 0.06 0.86 -3.26 -1.55

LOC100130987 850 0.26 1.84 0.62 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.46 -1.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100131060 1123 0.00 1.08 6.61 0.19 6.81 1.72 1.99 2.41 0.28 0.18 2.74 1.45 1.21 #NUM! -0.17 2.45 -2.64 2.49 -0.67

LOC100131067 2740 1.33 2.34 1.10 1.79 1.16 2.71 1.64 1.75 4.31 2.80 1.74 0.80 2.63 -0.98 -0.16 -1.26 -0.56 -1.18 0.64

LOC100131138 374 1.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100131176 799 1.73 0.00 0.16 1.31 0.04 0.00 2.58 0.00 0.00 0.00 0.54 -0.89 0.64 1.42 #NUM! -2.00 1.02 -3.84 #NUM!

LOC100131193 2386 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100131257 21017 0.07 0.16 0.12 0.15 0.01 0.03 0.10 0.06 0.01 0.03 0.09 -3.49 0.05 0.59 1.67 1.22 1.62 -2.57 -1.83

LOC100131320 2474 0.00 0.08 0.00 0.08 0.00 0.14 0.12 0.06 0.03 0.18 0.05 -4.34 0.10 #NUM! -0.27 #NUM! -0.38 #NUM! 1.49

LOC100131347 2305 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100131366 1573 0.00 0.27 0.06 0.00 0.19 0.03 0.21 0.13 0.19 0.18 0.09 -3.44 0.18 #NUM! 0.63 -1.47 #NUM! 0.07 -1.54

LOC100131434 2347 1.46 0.00 0.00 0.00 0.22 0.00 0.00 1.50 0.25 0.00 0.28 -1.84 0.44 1.74 #NUM! #NUM! #NUM! -1.02 #NUM!

LOC100131496 2253 0.00 0.00 0.00 0.00 0.17 0.00 0.00 0.00 0.00 0.01 0.03 -5.16 0.00 #NUM! #NUM! #NUM! #NUM! 6.11 #NUM!

LOC100131532 2828 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100131551 3021 0.11 0.42 0.03 0.06 0.52 0.05 1.70 2.54 0.02 0.27 0.20 -2.35 1.13 -3.43 -1.45 -5.20 -4.36 -1.13 -1.84

LOC100131564 4033 1.49 3.13 0.00 0.00 0.00 0.00 1.89 1.56 0.00 0.00 0.77 -0.38 0.86 0.79 1.86 #NUM! #NUM! #NUM! #NUM!

LOC100131691 2620 0.00 1.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100131726 1175 0.00 1.31 2.27 0.00 0.00 0.00 0.00 1.78 0.00 0.00 0.60 -0.74 0.44 #NUM! 1.56 2.35 #NUM! #NUM! #NUM!

LOC100131825 3294 1.40 1.23 0.89 0.02 0.00 8.28 0.00 4.98 21.36 6.42 1.97 0.98 8.19 -2.55 -2.74 -3.19 -8.67 #NUM! 2.07

LOC100132062 4370 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100132077 2162 0.18 0.00 0.41 2.09 0.60 0.50 0.42 1.00 0.78 0.48 0.63 -0.66 0.67 -1.90 #NUM! -0.69 1.65 -0.15 -0.34

LOC100132111 761 1.27 1.88 5.68 3.60 1.59 0.00 0.99 0.83 0.19 0.54 2.34 1.23 0.64 0.99 1.56 3.16 2.50 1.32 #NUM!

LOC100132163 1332 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100132215 2069 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100132247 3827 15.53 66.76 35.18 51.96 2.90 10.29 50.65 38.34 3.07 6.43 30.44 4.93 24.62 -0.67 1.44 0.51 1.08 -3.08 -1.56

LOC100132273 1678 2.22 0.00 1.15 1.76 0.00 0.00 0.00 2.06 0.00 0.00 0.86 -0.23 0.52 2.10 #NUM! 1.15 1.77 #NUM! #NUM!

LOC100132287 4370 0.94 3.29 0.29 2.00 1.81 0.02 1.39 2.60 0.06 0.33 1.39 0.48 1.09 -0.21 1.59 -1.92 0.87 0.73 -6.09

LOC100132352 1287 6.89 9.76 3.70 3.13 3.59 8.88 5.65 2.53 5.31 6.49 5.99 2.58 4.99 0.46 0.97 -0.43 -0.67 -0.48 0.57

LOC100132354 2282 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.09 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100132356 1796 2.01 2.27 0.92 1.34 0.00 0.00 1.36 0.95 0.00 0.00 1.09 0.12 0.58 1.80 1.98 0.67 1.22 #NUM! #NUM!

LOC100132526 3377 0.01 0.10 0.00 0.09 0.00 0.08 0.10 0.02 0.08 0.06 0.05 -4.43 0.06 -3.00 0.70 #NUM! 0.50 #NUM! 0.82

LOC100132707 1714 1.20 2.79 0.00 0.00 0.00 2.30 2.34 1.84 1.14 1.18 1.05 0.07 1.63 -0.44 0.78 #NUM! #NUM! #NUM! 1.13

LOC100132724 2445 0.00 0.08 0.06 0.07 0.02 0.02 0.01 0.01 0.01 0.01 0.04 -4.57 0.01 -1.61 2.79 2.53 2.63 0.72 -1.12

LOC100132774 1574 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100132831 1980 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100132832 2332 1.51 7.20 6.97 7.91 0.00 0.00 0.00 3.46 0.76 0.00 3.93 1.98 1.06 0.52 2.77 2.72 2.91 #NUM! #NUM!

LOC100132891 4802 1.00 2.70 0.58 1.87 0.00 2.36 0.99 1.99 2.24 3.17 1.42 0.51 2.10 -1.06 0.37 -1.86 -0.16 #NUM! 0.73

LOC100132963 1028 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100133050 701 0.21 0.31 0.19 0.39 0.03 0.13 0.40 0.11 0.21 0.12 0.21 -2.25 0.21 -0.01 0.58 -0.12 0.89 -2.68 -0.65

LOC100133091 2712 0.67 1.41 2.18 2.69 0.00 0.94 0.75 0.72 0.00 1.30 1.31 0.39 0.69 -0.06 1.02 1.65 1.96 #NUM! -0.48

LOC100133161 4614 0.24 1.35 0.32 0.76 0.39 0.11 0.49 0.69 0.07 0.07 0.53 -0.92 0.33 -0.46 2.03 -0.03 1.21 0.26 -2.32

LOC100133308 1858 0.00 0.00 0.04 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.01 -6.83 0.00 #NUM! #NUM! 3.70 #NUM! #NUM! 0.58

LOC100133315 1262 0.61 1.14 0.00 2.45 1.20 1.56 0.15 0.53 0.51 0.79 1.16 0.21 0.49 0.30 1.20 #NUM! 2.31 1.28 0.43

LOC100133331 4273 1.41 9.58 4.14 6.28 2.74 1.32 4.02 5.45 0.83 0.86 4.25 2.09 2.79 -0.99 1.78 0.57 1.17 -0.03 -1.69

LOC100133445 963 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100133461 1047 0.00 0.06 0.00 0.00 0.00 0.00 0.06 0.00 0.03 0.00 0.01 -6.65 0.02 #NUM! 1.44 #NUM! #NUM! #NUM! #NUM!

LOC100133545 1904 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100133612 1965 0.00 0.04 0.02 0.12 0.03 0.00 0.06 0.06 0.11 0.00 0.03 -4.85 0.06 #NUM! -0.43 -1.79 1.12 -1.12 #NUM!

LOC100133669 709 3.41 1.38 0.91 0.91 0.00 0.00 1.80 0.00 0.00 0.00 1.10 0.14 0.45 2.92 1.61 1.01 1.02 #NUM! #NUM!

LOC100133920 2024 0.14 0.07 0.12 0.40 0.21 0.33 0.59 0.10 0.08 0.17 0.21 -2.25 0.23 -0.75 -1.69 -1.00 0.77 -0.13 0.64

LOC100133957 1525 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100133985 661 0.74 0.43 0.75 0.33 3.02 0.41 0.61 0.93 0.32 0.38 0.95 -0.07 0.56 0.40 -0.37 0.42 -0.75 2.43 -1.20

LOC100133991 1260 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100134229 2398 1.34 2.80 3.09 4.03 8.42 2.21 1.61 0.00 2.03 2.95 3.65 1.87 1.65 -0.29 0.76 0.91 1.29 2.35 -0.72

LOC100134259 1210 0.24 0.78 0.26 0.24 0.16 0.00 0.18 0.22 0.50 0.47 0.28 -1.83 0.34 -0.49 1.19 -0.41 -0.48 -1.11 #NUM!

LOC100134317 611 0.24 0.60 0.66 0.00 0.00 0.47 0.60 0.70 1.52 0.83 0.33 -1.60 0.91 -1.90 -0.60 -0.48 #NUM! #NUM! 0.53

LOC100134368 1613 0.27 0.29 0.02 0.16 0.00 0.00 0.17 0.11 0.00 0.00 0.12 -3.03 0.07 1.95 2.05 -1.73 1.18 #NUM! #NUM!

LOC100134713 1648 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100134868 1568 0.54 0.40 0.07 0.27 1.51 0.69 0.43 0.75 1.82 0.47 0.58 -0.78 0.87 -0.67 -1.13 -3.54 -1.66 0.80 0.25

LOC100144602 1198 0.10 0.10 0.03 0.06 0.00 0.13 0.00 0.00 0.54 0.18 0.07 -3.81 0.18 -0.84 -0.83 -2.61 -1.51 #NUM! 0.89

LOC100144603 628 2.57 0.82 0.41 2.66 2.60 0.69 1.25 0.77 0.65 0.55 1.62 0.70 0.80 1.67 0.03 -0.99 1.73 1.69 -1.23

LOC100144604 1762 0.02 0.00 0.00 0.02 0.00 0.04 0.00 0.00 0.00 0.04 0.01 -6.28 0.01 0.71 #NUM! #NUM! 1.04 #NUM! 1.69

LOC100170939 1010 0.00 0.00 0.00 0.00 0.39 0.98 0.00 0.00 1.53 0.00 0.23 -2.13 0.38 #NUM! #NUM! #NUM! #NUM! 0.03 2.10

LOC100188947 1038 0.81 0.57 0.60 1.32 0.89 0.00 4.65 2.58 0.37 2.42 0.70 -0.52 2.50 -1.62 -2.13 -2.07 -0.92 -1.50 #NUM!

LOC100188949 1589 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100189589 2148 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100190938 3272 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100190939 1581 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100190940 3528 0.00 0.54 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.09 -3.44 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.82

LOC100190986 2453 2.94 0.00 0.00 0.00 0.08 0.68 11.11 7.80 0.10 0.36 0.62 -0.70 4.84 -0.72 #NUM! #NUM! #NUM! -5.94 0.14

LOC100192204 626 0.00 0.00 0.00 0.00 0.01 0.01 0.06 0.06 0.00 0.00 0.00 -8.06 0.03 #NUM! #NUM! #NUM! #NUM! -1.41 1.46

LOC100192378 1724 0.16 0.20 0.19 0.00 0.00 1.47 0.42 0.23 1.05 1.31 0.34 -1.57 0.75 -2.21 -1.94 -1.98 #NUM! #NUM! 2.13

LOC100192426 616 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.80 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100216001 1394 0.49 0.45 0.05 1.47 0.12 0.04 2.19 2.03 0.45 0.00 0.44 -1.20 1.17 -1.24 -1.38 -4.60 0.33 -3.34 -3.60

LOC100216545 3615 0.00 0.00 0.00 0.88 1.11 0.62 0.00 0.56 1.41 1.35 0.43 -1.20 0.83 #NUM! #NUM! #NUM! 0.09 0.42 0.50

LOC100233156 1631 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100233209 2502 14.10 0.00 2.26 0.00 0.00 3.72 0.00 0.00 0.99 6.02 3.35 1.74 1.75 3.01 #NUM! 0.37 #NUM! #NUM! 0.15

LOC100240734 502 0.00 0.26 0.00 0.42 0.00 0.07 0.00 0.00 0.00 0.00 0.13 -2.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.81

LOC100240735 917 0.35 0.14 0.12 0.00 0.03 0.67 0.07 0.04 0.38 0.06 0.22 -2.20 0.14 1.34 0.04 -0.16 #NUM! -2.29 1.62

LOC100268168 1594 0.12 0.31 0.21 0.30 0.60 0.23 0.00 0.00 0.00 0.17 0.30 -1.76 0.04 1.53 2.86 2.27 2.83 3.81 -0.35

LOC100270710 704 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100270746 954 0.46 0.45 0.37 0.38 2.39 1.65 0.10 0.19 2.31 0.98 0.95 -0.07 0.90 -0.97 -1.01 -1.28 -1.23 1.42 0.80

LOC100270804 2034 0.43 0.57 0.06 0.14 0.03 0.31 0.09 0.11 0.23 0.22 0.26 -1.96 0.16 1.43 1.83 -1.34 -0.24 -2.67 0.27

LOC100271702 2352 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.09 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100271722 1625 1.56 1.71 0.33 1.01 0.60 1.46 1.80 1.30 4.11 1.46 1.11 0.15 2.16 -0.48 -0.34 -2.73 -1.10 -1.85 0.40

LOC100271831 411 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100271832 1392 0.00 0.00 0.00 0.00 0.00 0.04 0.02 0.00 0.00 0.00 0.01 -7.38 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC100271836 5052 0.00 0.00 0.00 0.00 0.95 2.86 0.00 3.02 1.08 3.09 0.64 -0.65 1.80 #NUM! #NUM! #NUM! #NUM! -0.92 2.17

LOC100271874 1050 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100272146 3216 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100272216 2049 1.92 4.17 1.79 3.71 0.23 0.38 2.58 1.46 0.31 0.16 2.03 1.02 1.13 0.77 1.89 0.66 1.71 -2.30 -2.44

LOC100272217 2159 0.13 0.19 0.10 0.22 0.26 0.36 0.12 0.10 0.63 0.45 0.21 -2.25 0.33 -1.36 -0.77 -1.65 -0.55 -0.32 0.76

LOC100272228 3285 0.65 4.22 0.00 4.81 0.13 0.00 0.89 1.05 0.00 0.00 1.64 0.71 0.49 0.42 3.12 #NUM! 3.31 -1.86 #NUM!

LOC100286793 1195 6.70 6.96 14.49 2.94 21.05 13.40 3.75 3.96 3.06 4.26 10.92 3.45 3.76 0.83 0.89 1.95 -0.36 2.49 0.29

LOC100286844 3109 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.21 0.12 0.00 #NUM! 0.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100286922 1053 0.04 0.00 0.03 0.00 0.00 0.00 0.06 0.03 0.00 0.00 0.01 -6.33 0.02 0.78 #NUM! 0.59 #NUM! #NUM! #NUM!

LOC100286979 1771 0.00 0.00 0.00 0.61 0.00 0.00 0.00 0.62 0.34 0.60 0.10 -3.29 0.39 #NUM! #NUM! #NUM! 0.64 #NUM! #NUM!

LOC100287042 2597 0.00 0.61 0.00 0.00 0.00 0.00 0.20 0.00 0.00 0.00 0.10 -3.31 0.05 #NUM! 3.59 #NUM! #NUM! #NUM! #NUM!

LOC100287114 1067 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100287177 960 0.00 0.00 0.00 0.00 22.10 0.00 0.00 0.00 0.00 0.00 3.68 1.88 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100287216 2810 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100287482 1068 0.18 0.33 0.31 0.26 3.93 0.59 0.19 0.27 0.03 0.36 0.93 -0.10 0.21 -0.25 0.64 0.57 0.30 4.23 -0.66

LOC100287632 722 0.00 0.00 0.06 0.02 0.00 0.00 0.00 0.00 0.04 0.00 0.01 -6.29 0.01 #NUM! #NUM! 2.44 0.94 #NUM! #NUM!

LOC100287718 1073 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100287722 1734 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100287814 612 0.24 0.00 0.36 0.00 0.00 0.37 0.00 0.13 0.16 0.25 0.16 -2.61 0.13 0.87 #NUM! 1.45 #NUM! #NUM! 1.18

LOC100287846 3510 0.06 0.09 0.17 0.01 0.05 0.07 0.05 0.05 0.15 0.07 0.07 -3.75 0.08 -0.44 0.14 1.03 -3.12 -0.73 -0.04

LOC100287879 2129 0.00 0.08 0.00 0.00 0.00 0.00 0.09 0.05 0.00 0.02 0.01 -6.29 0.04 #NUM! 0.89 #NUM! #NUM! #NUM! #NUM!

LOC100287902 1459 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100288069 1371 0.78 7.05 3.84 6.05 1.28 1.40 2.00 5.50 0.80 1.71 3.40 1.77 2.50 -1.68 1.49 0.62 1.27 -0.97 -1.28



LOC100288123 1698 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100288346 713 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100288428 2147 0.09 0.00 0.19 0.06 0.01 0.00 0.08 0.08 0.09 0.00 0.06 -4.07 0.06 0.53 #NUM! 1.65 0.05 -2.38 #NUM!

LOC100288570 858 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100288615 1567 2.27 6.64 2.86 4.43 0.54 3.81 3.49 2.32 1.69 4.53 3.43 1.78 3.01 -0.41 1.14 -0.07 0.56 -2.47 0.15

LOC100288637 5762 0.45 0.75 0.00 0.53 0.16 0.64 0.34 0.47 0.09 0.21 0.42 -1.24 0.28 0.70 1.43 #NUM! 0.94 -0.77 0.60

LOC100288748 2183 0.44 0.41 0.17 0.08 0.31 0.24 0.00 0.00 0.00 0.09 0.27 -1.86 0.02 4.27 4.16 2.94 1.78 3.78 -0.20

LOC100288778 1238 3.08 5.09 7.85 3.18 5.74 4.52 3.33 1.62 4.88 4.41 4.91 2.30 3.56 -0.21 0.52 1.14 -0.16 0.69 -0.12

LOC100288797 701 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100288814 645 0.00 0.06 0.07 0.00 0.00 0.00 0.06 0.00 0.00 0.04 0.02 -5.63 0.03 #NUM! 1.15 1.35 #NUM! #NUM! #NUM!

LOC100288842 583 0.71 0.13 0.45 0.00 0.64 0.44 0.00 0.32 0.00 0.56 0.40 -1.34 0.22 1.69 -0.74 1.04 #NUM! 1.54 0.15

LOC100288911 733 1.84 1.21 1.79 1.07 6.23 3.13 1.09 1.02 7.15 3.30 2.55 1.35 3.14 -0.77 -1.37 -0.81 -1.55 0.99 0.30

LOC100288974 818 0.00 0.00 0.12 0.17 0.00 0.16 0.08 0.11 0.20 0.34 0.07 -3.75 0.18 #NUM! #NUM! -0.66 -0.11 #NUM! 1.11

LOC100289019 3842 0.34 4.93 0.69 2.83 0.73 0.23 0.00 1.78 0.16 0.36 1.62 0.70 0.57 -0.76 3.11 0.26 2.31 0.34 -2.84

LOC100289187 1133 0.00 0.87 0.00 0.20 0.25 0.82 0.00 0.00 0.00 0.00 0.36 -1.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.20

LOC100289230 1876 0.15 0.63 0.15 0.00 0.30 0.80 0.25 0.22 0.51 0.45 0.34 -1.56 0.36 -1.28 0.83 -1.21 #NUM! -0.25 1.23

LOC100289255 1551 0.02 9.47 0.59 0.16 0.14 0.74 2.83 27.49 0.00 9.15 1.85 0.89 9.87 -9.06 -0.06 -4.07 -5.92 -6.16 -1.32

LOC100289341 1872 0.44 0.77 0.72 0.00 2.38 0.00 0.48 0.58 0.00 0.47 0.72 -0.48 0.38 0.21 1.01 0.92 #NUM! 2.64 #NUM!

LOC100289361 640 0.57 0.18 0.21 0.07 3.13 1.00 0.36 0.06 0.95 1.49 0.86 -0.22 0.72 -0.32 -2.01 -1.80 -3.30 2.13 0.21

LOC100289373 1821 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100289473 747 0.00 0.18 0.00 0.68 0.00 0.00 0.00 0.18 0.00 0.00 0.14 -2.81 0.05 #NUM! 1.99 #NUM! 3.88 #NUM! #NUM!

LOC100289511 1431 0.00 0.00 1.77 5.74 0.00 0.00 0.00 5.10 0.00 0.00 1.25 0.32 1.27 #NUM! #NUM! 0.47 2.17 #NUM! #NUM!

LOC100289650 1873 0.01 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100289656 895 0.04 0.57 0.17 0.03 0.09 0.27 0.20 0.02 0.24 0.37 0.19 -2.37 0.21 -2.54 1.48 -0.30 -2.62 -1.26 0.47

LOC100292680 2244 0.00 0.53 0.04 0.09 0.15 0.23 0.05 0.02 0.00 0.06 0.17 -2.52 0.03 #NUM! 3.97 0.34 1.44 2.19 0.42

LOC100293516 3356 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100294145 3690 3.80 3.14 3.50 3.67 1.79 4.82 1.66 1.18 1.44 1.94 3.45 1.79 1.56 1.29 1.01 1.17 1.24 0.20 0.48

LOC100294362 3699 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100302401 2456 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100302640 615 0.00 0.00 0.00 0.00 1.79 0.80 0.38 0.00 1.38 0.00 0.43 -1.21 0.44 #NUM! #NUM! #NUM! #NUM! 2.02 0.89

LOC100302650 1667 0.00 0.00 0.00 0.00 0.00 41.53 0.00 9.16 20.37 19.65 6.92 2.79 12.29 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC100303728 3115 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100303749 769 0.00 0.04 0.00 0.22 0.00 0.00 0.05 0.00 0.01 0.00 0.04 -4.53 0.01 #NUM! 1.69 #NUM! 3.99 #NUM! #NUM!

LOC100306951 570 0.00 0.00 0.00 0.00 21.28 0.00 0.00 0.00 0.00 0.00 3.55 1.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100306975 2328 0.00 0.01 0.00 0.00 0.01 0.01 0.01 0.02 0.06 0.01 0.01 -7.53 0.03 #NUM! -1.20 #NUM! #NUM! -1.30 0.90

LOC100329108 1135 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100329109 1000 1.62 2.39 1.43 1.52 1.09 2.99 0.00 2.93 0.00 2.81 1.84 0.88 1.43 0.18 0.74 -0.01 0.09 -0.40 0.70

LOC100329135 2835 0.00 0.00 0.00 0.00 0.00 0.01 0.04 0.00 0.00 0.00 0.00 -9.33 0.01 -3.54 #NUM! #NUM! #NUM! #NUM! 2.44

LOC100335030 3162 0.02 0.00 0.19 0.03 0.11 0.18 0.04 0.03 0.07 0.10 0.09 -3.50 0.06 -1.82 -4.41 1.72 -0.91 0.83 1.03

LOC100379224 3361 1.02 4.49 2.03 2.42 0.48 3.40 1.58 0.91 1.65 1.86 2.31 1.21 1.50 -0.56 1.58 0.44 0.69 -1.65 0.56

LOC100422737 1387 0.00 0.08 0.02 0.10 0.00 0.02 0.00 0.00 0.00 0.00 0.04 -4.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.08

LOC100498859 791 0.00 0.17 0.00 0.00 0.08 0.22 0.00 0.00 0.00 0.00 0.08 -3.70 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.49

LOC100499177 2318 12.55 18.09 19.78 7.97 7.23 18.79 7.42 14.78 3.91 0.00 14.07 3.81 6.53 0.94 1.47 1.60 0.29 0.15 0.42

LOC100499183 993 0.37 0.13 0.00 0.04 0.36 0.00 0.00 0.00 0.32 0.10 0.15 -2.74 0.11 1.82 0.25 #NUM! -1.43 1.78 #NUM!

LOC100499194 2316 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100499227 1156 0.18 0.31 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.10 -3.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100499405 2469 1.19 1.08 0.63 0.50 0.17 2.95 0.00 0.85 0.00 2.97 1.09 0.12 0.96 0.31 0.18 -0.61 -0.92 -2.45 1.44

LOC100499466 11210 2.12 4.26 2.96 3.43 1.64 4.03 2.78 1.92 3.63 2.95 3.07 1.62 2.82 -0.41 0.59 0.07 0.28 -0.79 0.39

LOC100499467 2275 4.34 11.04 9.10 11.95 1.98 7.60 2.07 4.92 0.46 1.09 7.67 2.94 2.14 1.02 2.37 2.09 2.48 -0.11 -0.01

LOC100499484 3218 0.00 0.00 0.27 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.06 -4.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100499489 2516 0.54 1.25 0.50 0.50 0.76 0.88 1.29 0.38 3.36 1.03 0.74 -0.44 1.51 -1.48 -0.27 -1.60 -1.61 -1.00 0.25

LOC100500938 800 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505478 731 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505545 1200 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505619 1658 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505622 701 0.20 0.00 0.18 0.13 0.14 0.39 0.16 0.10 0.18 0.00 0.17 -2.53 0.11 0.87 #NUM! 0.71 0.21 0.35 1.18

LOC100505658 2477 0.02 0.02 0.00 0.00 0.00 0.02 0.02 0.00 0.00 0.01 0.01 -6.59 0.01 1.46 1.46 #NUM! #NUM! #NUM! 0.87

LOC100505687 1644 0.34 1.64 0.26 0.23 1.08 2.40 0.38 0.16 2.08 1.36 0.99 -0.01 0.99 -1.55 0.73 -1.92 -2.14 0.12 1.27

LOC100505702 4300 0.71 0.78 0.64 0.88 0.28 0.96 3.06 2.25 0.36 0.91 0.71 -0.50 1.64 -1.21 -1.08 -1.36 -0.90 -2.57 0.45

LOC100505715 2206 0.09 0.53 0.09 0.05 0.00 0.20 0.21 0.08 0.13 0.42 0.16 -2.67 0.21 -1.26 1.35 -1.26 -2.16 #NUM! 0.31

LOC100505716 2124 0.00 0.00 0.00 0.27 0.00 0.13 0.00 0.00 0.00 0.00 0.07 -3.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.98

LOC100505746 2425 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505768 919 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.04 0.00 0.00 0.01 -6.59 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC100505776 3123 0.01 0.00 0.00 0.07 0.00 0.00 0.00 0.03 0.02 0.02 0.01 -6.17 0.02 -0.69 #NUM! #NUM! 2.23 #NUM! #NUM!

LOC100505783 1743 1.88 1.51 0.95 2.21 3.40 8.87 1.77 2.05 9.23 5.93 3.14 1.65 4.75 -1.33 -1.65 -2.32 -1.10 -0.48 1.50

LOC100505795 1963 0.07 0.44 0.02 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.09 -3.52 0.00 4.30 6.95 2.21 #NUM! #NUM! #NUM!

LOC100505817 1181 0.00 0.03 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100505826 2129 0.14 0.04 0.03 0.10 0.12 0.15 0.03 0.04 0.09 0.08 0.10 -3.39 0.06 1.23 -0.64 -1.00 0.69 1.00 0.62

LOC100505832 3558 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505841 441 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505875 1011 0.30 2.48 0.14 0.23 0.00 1.15 7.28 0.87 10.36 0.87 0.72 -0.48 4.85 -4.00 -0.97 -5.09 -4.41 #NUM! 0.68

LOC100505876 3335 6.93 9.85 12.01 10.00 3.23 9.86 9.36 8.22 5.31 8.72 8.65 3.11 7.90 -0.19 0.32 0.60 0.34 -1.29 0.19

LOC100505893 628 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100505912 898 0.00 0.29 0.21 0.00 0.03 0.00 0.15 0.00 0.03 0.06 0.09 -3.49 0.06 #NUM! 2.28 1.82 #NUM! -0.85 #NUM!

LOC100505918 2442 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.79 0.00 #NUM! 4.30 #NUM! #NUM! 2.20 #NUM!

LOC100505964 2416 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100506012 1257 0.46 0.00 0.14 0.00 0.00 0.00 0.35 0.00 0.00 0.00 0.10 -3.33 0.09 2.40 #NUM! 0.70 #NUM! #NUM! #NUM!

LOC100506023 5619 0.04 1.02 0.07 0.06 0.59 0.12 0.15 0.10 0.00 0.87 0.32 -1.65 0.28 -2.95 1.86 -1.92 -2.16 1.07 -1.42

LOC100506046 702 4.72 5.12 4.38 5.68 0.00 0.00 0.00 3.38 0.00 0.00 3.32 1.73 0.85 2.48 2.60 2.37 2.75 #NUM! #NUM!

LOC100506071 1991 0.47 0.00 0.37 0.07 2.43 2.16 0.00 3.54 4.16 6.57 0.91 -0.13 3.57 -2.93 #NUM! -3.28 -5.69 -0.55 1.24

LOC100506085 4365 0.03 0.01 0.00 0.01 0.00 0.01 0.02 0.01 0.00 0.00 0.01 -6.81 0.01 1.74 -0.58 #NUM! -0.25 #NUM! 0.23

LOC100506421 2874 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC100506451 977 1.21 0.00 0.00 0.45 0.24 1.98 0.59 0.00 0.00 0.92 0.65 -0.63 0.38 1.68 #NUM! #NUM! 0.26 -0.64 1.61

LOC100506462 943 0.20 0.62 0.04 0.13 0.38 0.35 0.11 0.17 0.33 0.00 0.29 -1.81 0.15 0.42 2.03 -1.93 -0.25 1.31 0.30

LOC100506548 3881 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100506710 4382 3.59 11.02 7.56 5.77 4.10 11.87 6.28 6.64 6.55 9.64 7.32 2.87 7.28 -1.02 0.60 0.06 -0.33 -0.83 0.70

LOC100506730 2490 0.27 1.20 0.53 1.28 0.37 1.02 1.22 1.15 0.63 0.95 0.78 -0.36 0.99 -1.88 0.27 -0.90 0.38 -1.41 0.39

LOC100506835 1974 0.03 0.00 0.05 0.02 0.00 0.29 0.01 0.01 0.55 0.17 0.06 -3.96 0.19 -2.76 #NUM! -1.94 -3.43 #NUM! 2.18

LOC100506844 711 2.10 1.20 0.00 0.62 6.81 7.46 1.54 1.56 12.20 6.09 3.03 1.60 5.35 -1.35 -2.15 #NUM! -3.12 0.35 1.30

LOC100506866 4607 0.80 2.36 0.46 8.45 0.34 0.00 0.98 2.76 0.57 0.00 2.07 1.05 1.08 -0.44 1.13 -1.24 2.97 -1.65 #NUM!

LOC100506874 2689 0.34 0.00 0.04 0.72 0.12 0.35 0.00 1.23 0.64 0.54 0.26 -1.93 0.60 -0.81 #NUM! -3.81 0.26 -2.31 0.40

LOC100506895 2935 0.00 0.00 0.00 0.07 0.11 0.00 0.00 0.00 0.00 0.00 0.03 -5.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100506930 1749 9.55 6.43 16.96 0.32 84.35 5.72 5.00 0.00 6.26 7.15 20.56 4.36 4.60 1.05 0.48 1.88 -3.85 4.20 -1.85

LOC100506939 2268 0.73 2.86 0.38 0.51 0.20 3.01 0.00 0.00 3.28 2.75 1.28 0.36 1.51 -1.05 0.92 -1.99 -1.57 -2.95 1.23

LOC100506963 1084 0.00 0.00 0.00 0.00 0.00 6.08 0.00 0.00 5.88 0.00 1.01 0.02 1.47 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC100506994 2690 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507003 1557 0.00 0.00 0.13 0.02 0.00 0.06 0.00 0.00 0.00 0.00 0.04 -4.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.83

LOC100507032 3497 0.10 0.25 0.07 0.08 0.08 0.28 0.09 0.10 0.30 0.22 0.15 -2.78 0.18 -0.77 0.51 -1.36 -1.08 -1.22 0.96

LOC100507034 4093 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507050 2820 0.10 0.85 0.18 0.56 1.50 0.71 0.09 0.10 0.29 0.67 0.65 -0.62 0.29 -1.47 1.56 -0.70 0.96 2.38 0.12

LOC100507053 4827 3.75 1.87 2.27 0.77 0.48 1.13 0.48 0.50 0.00 1.28 1.71 0.77 0.56 2.73 1.73 2.01 0.45 -0.24 -0.60

LOC100507055 885 0.04 0.07 0.09 0.00 0.00 0.41 0.00 0.04 0.86 0.00 0.10 -3.30 0.22 -2.63 -1.60 -1.39 #NUM! #NUM! 2.02

LOC100507062 2555 0.69 0.00 0.00 0.00 0.03 0.00 0.00 1.32 0.41 0.00 0.12 -3.06 0.43 0.67 #NUM! #NUM! #NUM! -3.88 #NUM!

LOC100507064 2073 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507086 1703 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507091 2191 0.00 0.11 0.07 0.20 0.00 0.00 0.13 0.04 0.00 0.00 0.06 -3.96 0.04 #NUM! 1.41 0.79 2.27 #NUM! #NUM!

LOC100507127 3087 0.00 0.14 0.00 0.11 2.44 0.14 0.04 0.09 0.02 0.03 0.47 -1.09 0.04 #NUM! 1.71 #NUM! 1.38 5.88 -1.72

LOC100507140 2050 0.03 0.03 0.00 0.02 0.07 0.00 0.04 0.01 0.00 0.02 0.02 -5.43 0.02 0.47 0.47 #NUM! -0.20 1.85 #NUM!

LOC100507156 4374 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507173 2785 0.00 0.28 0.03 0.01 0.52 0.86 0.02 0.00 0.04 0.25 0.28 -1.82 0.08 #NUM! 1.83 -1.21 -2.69 2.75 1.60

LOC100507178 4800 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507194 1472 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100507203 2522 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100507206 2261 0.02 0.08 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.02 -5.80 0.01 1.40 3.21 #NUM! #NUM! #NUM! #NUM!

LOC100507217 1787 21.93 17.13 0.00 15.05 47.74 95.73 11.46 13.84 30.52 67.37 32.93 5.04 30.80 -0.49 -0.85 #NUM! -1.03 0.63 1.54

LOC100507246 2538 24.65 24.19 39.64 49.77 37.74 23.55 25.96 42.15 20.01 29.61 33.26 5.06 29.43 -0.26 -0.28 0.43 0.76 0.36 -0.50

LOC100507266 2481 0.00 0.46 0.55 0.22 0.50 0.00 0.25 0.21 0.00 1.08 0.29 -1.80 0.38 #NUM! 0.26 0.51 -0.82 0.39 #NUM!

LOC100507331 1476 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507334 882 0.27 3.40 4.36 0.97 0.19 1.40 4.72 0.00 0.00 0.36 1.77 0.82 1.27 -2.24 1.42 1.78 -0.39 -2.72 -0.34

LOC100507341 797 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507362 2817 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100507391 3647 0.00 0.01 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 -8.71 0.00 #NUM! 1.93 #NUM! #NUM! #NUM! #NUM!

LOC100507421 10558 0.00 0.12 0.43 0.01 0.01 0.10 0.08 0.05 0.10 0.21 0.11 -3.17 0.11 #NUM! 0.14 2.00 -3.59 -3.60 -0.17

LOC100507433 2788 0.00 0.00 0.00 0.06 0.05 0.00 0.00 0.00 0.20 0.00 0.02 -5.68 0.05 #NUM! #NUM! #NUM! 0.36 0.08 #NUM!

LOC100507463 1498 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507466 1507 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507537 795 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC100507547 1143 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100507557 4103 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.38 0.00 0.00 #NUM! 0.10 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC100507582 994 0.00 0.00 0.00 0.35 0.14 0.00 0.33 0.13 0.45 0.84 0.08 -3.60 0.44 #NUM! #NUM! #NUM! -0.31 -1.60 #NUM!

LOC100507588 1256 0.60 0.66 0.36 0.82 7.13 0.32 2.81 2.75 5.26 2.10 1.65 0.72 3.23 -2.42 -2.30 -3.18 -1.98 1.14 -2.36

LOC100507629 1639 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 -8.43 0.00 #NUM! 2.31 #NUM! #NUM! #NUM! #NUM!

LOC100507632 2531 0.23 0.22 0.05 0.03 0.00 0.30 0.00 0.41 0.72 0.34 0.14 -2.85 0.37 -0.70 -0.72 -2.89 -3.79 #NUM! 1.13

LOC100507634 2048 0.08 0.19 0.11 0.45 0.22 0.16 0.13 0.12 0.00 0.00 0.20 -2.30 0.06 0.37 1.60 0.82 2.87 1.86 -0.31

LOC100507651 2485 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC100509575 1463 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC100526820 903 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC100527964 2673 0.43 0.00 0.60 0.88 0.40 0.00 0.58 0.32 0.81 0.61 0.39 -1.38 0.58 -0.44 #NUM! 0.05 0.61 -0.53 #NUM!

LOC100616530 600 1.34 1.17 2.87 6.25 0.29 0.69 0.63 0.24 0.33 0.53 2.10 1.07 0.44 1.62 1.42 2.72 3.84 -0.59 -1.60

LOC100616668 4374 0.00 0.00 0.30 0.00 0.00 0.00 0.00 0.12 0.27 0.00 0.05 -4.35 0.10 #NUM! #NUM! 1.60 #NUM! #NUM! #NUM!

LOC100628307 1625 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC113230 1329 3.34 9.34 1.90 0.74 1.82 0.74 14.62 2.20 0.87 1.91 2.98 1.57 4.90 -0.55 0.93 -1.37 -2.73 -1.43 -2.00

LOC115110 2216 0.38 4.28 0.37 0.37 0.50 0.78 0.35 0.26 0.18 0.40 1.11 0.16 0.30 0.36 3.85 0.33 0.32 0.76 -0.52

LOC116437 2505 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC121952 2312 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC126536 3350 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC127841 1290 0.09 0.05 0.05 0.00 0.19 0.08 0.00 0.00 0.02 0.00 0.08 -3.72 0.00 4.18 3.19 3.41 #NUM! 5.25 0.05

LOC139201 2539 0.02 0.02 0.09 0.03 0.00 0.06 0.24 0.06 0.03 0.04 0.04 -4.74 0.09 -2.13 -2.12 -0.09 -1.57 -7.98 0.79

LOC143188 3235 0.33 0.27 0.03 0.15 0.00 0.18 0.22 0.34 0.19 0.11 0.16 -2.64 0.22 0.60 0.33 -2.91 -0.48 #NUM! 0.17

LOC143666 2078 0.35 0.20 0.25 0.18 0.99 0.45 0.73 0.20 0.66 0.69 0.40 -1.31 0.57 -0.69 -1.53 -1.22 -1.65 0.80 0.15

LOC144438 4024 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC144481 574 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC144486 2568 0.09 0.17 0.05 0.04 0.15 0.22 0.02 0.08 0.09 0.11 0.12 -3.07 0.08 0.28 1.11 -0.66 -0.97 0.92 0.88

LOC144571 2187 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC144742 2291 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC145474 1859 0.03 0.18 0.53 0.19 0.03 0.03 0.17 0.12 0.00 0.00 0.16 -2.61 0.07 -1.30 1.29 2.84 1.35 -1.40 -2.64

LOC145663 1424 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC145783 3017 2.96 1.64 1.91 0.00 2.62 3.52 1.85 1.86 4.83 2.62 2.11 1.08 2.79 0.08 -0.77 -0.54 #NUM! -0.09 0.74

LOC145820 2684 0.14 0.12 0.16 0.02 0.02 0.50 0.28 0.20 1.08 0.29 0.16 -2.65 0.46 -1.69 -1.96 -1.57 -4.85 -4.86 1.66

LOC145837 1705 0.00 0.16 0.00 0.06 0.03 0.03 0.00 0.02 0.03 0.03 0.05 -4.40 0.02 #NUM! 3.19 #NUM! 1.78 0.76 -0.73

LOC145845 2987 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 -7.08 0.01 #NUM! 2.91 #NUM! #NUM! #NUM! #NUM!

LOC146336 2948 0.05 0.30 0.01 0.03 0.00 1.56 0.01 0.03 0.00 0.01 0.32 -1.63 0.01 1.82 4.53 -0.29 1.40 #NUM! 2.26

LOC146880 2891 5.42 16.62 10.16 13.88 7.22 4.53 3.18 5.25 1.98 0.00 9.64 3.27 2.60 1.06 2.68 1.97 2.42 1.47 -1.09

LOC147646 1403 0.75 0.13 0.92 0.17 0.10 0.21 0.07 0.02 0.06 0.02 0.38 -1.39 0.04 4.17 1.67 4.45 1.99 1.29 -0.85

LOC147670 2542 0.09 0.39 0.32 0.22 0.24 0.21 0.31 0.19 0.00 0.00 0.24 -2.03 0.13 -0.52 1.62 1.35 0.83 0.94 -0.20

LOC147727 2032 2.32 6.56 1.80 2.24 4.95 7.35 4.04 2.70 8.91 9.12 4.20 2.07 6.19 -1.41 0.08 -1.78 -1.47 -0.32 0.81

LOC147804 2939 0.56 3.45 4.95 1.31 0.43 1.01 0.55 0.00 0.76 0.93 1.95 0.97 0.56 0.00 2.62 3.14 1.22 -0.37 -0.94

LOC148145 3444 0.11 0.05 0.00 0.00 0.00 0.07 0.15 0.13 0.08 0.04 0.04 -4.73 0.10 0.09 -1.13 #NUM! #NUM! #NUM! 0.97

LOC148189 2085 0.94 2.14 0.36 0.08 0.09 2.16 2.06 2.24 4.92 4.28 0.96 -0.06 3.37 -1.85 -0.66 -3.23 -5.49 -5.28 1.17

LOC148413 1766 0.00 3.52 5.91 5.21 6.56 0.00 2.83 0.00 4.38 0.00 3.53 1.82 1.80 #NUM! 0.97 1.71 1.53 1.86 #NUM!

LOC148696 4241 0.00 0.03 0.01 0.01 0.00 0.00 0.02 0.01 0.00 0.00 0.01 -6.83 0.01 #NUM! 2.01 0.91 0.01 #NUM! #NUM!

LOC148709 2321 0.45 0.22 0.55 0.03 0.06 0.15 0.10 0.07 0.04 0.05 0.25 -2.02 0.07 2.78 1.75 3.07 -1.01 -0.03 -0.72

LOC148824 1931 0.00 0.03 0.10 0.05 0.00 0.00 0.00 0.07 0.03 0.00 0.03 -5.07 0.02 #NUM! 0.23 2.04 0.97 #NUM! #NUM!

LOC149086 2133 0.00 0.00 0.00 0.03 0.00 0.02 0.00 0.08 0.00 0.00 0.01 -6.79 0.02 #NUM! #NUM! #NUM! 0.72 #NUM! 1.30

LOC149134 1123 0.00 0.65 0.09 0.10 0.30 0.44 0.20 0.05 0.48 0.63 0.26 -1.92 0.34 #NUM! 0.93 -1.86 -1.76 -0.20 0.74

LOC149773 2099 0.00 0.00 0.09 0.00 0.17 0.02 0.11 0.00 0.15 0.02 0.05 -4.40 0.07 #NUM! #NUM! 0.39 #NUM! 1.29 -1.06

LOC149837 3591 0.01 0.46 0.08 0.03 0.06 0.15 0.24 0.11 0.48 0.21 0.13 -2.91 0.26 -5.16 0.83 -1.61 -3.25 -2.09 0.21

LOC150197 2206 0.01 0.01 0.00 0.00 0.05 0.02 0.00 0.00 0.00 0.02 0.02 -6.03 0.00 1.30 1.30 #NUM! #NUM! 3.20 0.49

LOC150381 1651 0.95 0.70 0.93 1.09 1.74 1.84 0.40 0.83 1.59 1.50 1.21 0.27 1.08 -0.19 -0.63 -0.21 0.01 0.69 0.61

LOC150568 1524 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC150622 11868 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -10.65 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC150776 3798 4.05 7.37 9.69 6.94 11.41 7.20 5.11 4.44 7.46 5.80 7.78 2.96 5.70 -0.49 0.37 0.77 0.28 1.00 -0.11

LOC150935 1019 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC151009 2204 0.40 1.88 0.49 0.82 11.93 3.06 0.68 1.25 0.71 2.41 3.10 1.63 1.26 -1.68 0.57 -1.38 -0.62 3.24 -0.02

LOC151162 5251 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC151171 2420 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC151174 864 0.15 0.12 0.00 0.10 0.08 0.30 0.12 0.04 0.69 0.41 0.12 -3.02 0.32 -1.05 -1.45 #NUM! -1.72 -2.01 1.28

LOC151300 1562 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.36 0.00 #NUM! 3.99 #NUM! #NUM! #NUM! #NUM!

LOC151484 1893 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -8.36 0.00 #NUM! #NUM! #NUM! 2.51 #NUM! #NUM!

LOC151534 2449 1.07 4.21 2.21 1.56 3.67 2.03 1.16 0.76 2.17 0.94 2.46 1.30 1.26 -0.23 1.74 0.81 0.31 1.54 -0.28

LOC152217 1391 8.00 6.26 8.44 12.38 33.18 7.28 6.52 3.84 13.41 6.00 12.59 3.65 7.44 0.10 -0.25 0.18 0.73 2.16 -0.79

LOC152225 2051 0.03 0.04 0.00 0.00 0.10 0.02 0.00 0.00 0.02 0.01 0.03 -4.99 0.01 1.63 2.22 #NUM! #NUM! 3.53 -0.44

LOC152742 1998 0.01 0.00 0.00 0.00 0.00 0.04 0.01 0.00 0.00 0.05 0.01 -6.89 0.02 -0.17 #NUM! #NUM! #NUM! #NUM! 2.12

LOC153684 2261 2.04 2.75 1.56 1.70 0.07 1.02 1.05 1.28 0.54 0.87 1.52 0.61 0.94 1.13 1.55 0.74 0.86 -3.80 -0.58

LOC153910 2293 0.00 0.00 0.01 0.00 0.03 0.00 0.00 0.00 0.07 0.00 0.01 -7.00 0.02 #NUM! #NUM! -0.40 #NUM! 0.86 #NUM!

LOC154092 1717 0.33 0.06 0.32 0.32 1.13 0.07 0.20 0.50 0.05 0.19 0.37 -1.44 0.23 0.48 -2.01 0.43 0.46 2.26 -2.45

LOC154449 1330 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC154761 2579 2.84 7.52 9.56 10.09 2.81 2.32 2.83 9.47 2.26 2.40 5.86 2.55 4.24 -0.58 0.83 1.17 1.25 -0.59 -1.33

LOC154822 4082 0.00 0.01 0.01 0.00 0.36 0.01 0.00 0.01 0.09 0.01 0.07 -3.92 0.03 #NUM! -1.07 -1.85 #NUM! 3.74 -2.54

LOC154860 2653 0.77 1.07 3.13 0.00 1.58 0.10 0.02 0.03 0.00 0.02 1.11 0.15 0.02 5.50 5.98 7.53 #NUM! 6.54 -3.47

LOC154872 669 0.00 0.00 0.00 0.00 0.19 0.00 0.00 0.00 0.00 0.00 0.03 -4.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC155060 3154 0.18 0.00 0.94 1.76 0.54 2.42 2.84 1.78 0.91 0.00 0.97 -0.04 1.38 -2.92 #NUM! -0.56 0.35 -1.37 1.31

LOC157381 3595 11.38 0.18 0.11 0.25 0.05 0.14 1.46 0.50 0.00 0.22 2.02 1.01 0.55 4.38 -1.58 -2.30 -1.10 -3.51 -3.81

LOC157627 2942 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -9.37 0.00 #NUM! 2.18 #NUM! #NUM! #NUM! #NUM!

LOC158376 1546 0.15 0.22 0.15 0.07 0.07 0.18 0.06 0.20 1.15 0.12 0.14 -2.85 0.38 -1.39 -0.80 -1.35 -2.48 -2.49 0.35

LOC158435 2464 0.01 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.00 -9.08 0.02 -0.63 #NUM! #NUM! #NUM! #NUM! #NUM!

LOC158572 2304 0.27 0.30 0.15 0.31 0.23 0.49 0.31 0.00 0.51 0.21 0.29 -1.78 0.26 0.07 0.20 -0.76 0.27 -0.14 0.74

LOC158696 2908 0.01 0.00 0.00 0.00 0.00 0.07 0.03 0.03 0.04 0.06 0.01 -6.21 0.04 -2.10 #NUM! #NUM! #NUM! #NUM! 2.41

LOC162632 3901 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC170425 2685 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.00 -7.78 0.00 #NUM! 2.30 #NUM! #NUM! #NUM! 1.93



LOC199899 1793 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC200261 1926 0.00 0.00 0.00 0.00 0.08 0.01 0.00 0.01 0.03 0.01 0.02 -6.01 0.01 #NUM! #NUM! #NUM! #NUM! 2.64 -0.30

LOC200726 1376 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC200772 2274 0.00 0.04 0.10 0.00 0.01 0.03 0.00 0.02 0.20 0.05 0.03 -5.10 0.07 #NUM! -0.93 0.52 #NUM! -2.62 0.10

LOC201617 2700 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC201651 1289 1.40 1.28 0.03 0.45 20.61 0.27 0.19 0.25 0.40 0.41 4.01 2.00 0.31 2.17 2.04 -3.56 0.54 6.04 -3.88

LOC202181 2857 1.17 3.80 1.79 5.92 1.03 1.37 2.21 3.68 1.23 1.02 2.51 1.33 2.03 -0.80 0.90 -0.18 1.54 -0.99 -0.87

LOC202781 2275 1.56 2.74 9.68 2.05 6.90 3.29 1.67 1.38 3.34 3.85 4.37 2.13 2.56 -0.72 0.10 1.92 -0.32 1.43 -0.41

LOC219347 4059 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC219731 3163 0.00 0.00 0.00 0.42 0.00 0.52 0.40 0.00 0.00 0.00 0.16 -2.66 0.10 #NUM! #NUM! #NUM! 2.10 #NUM! 1.73

LOC220594 4859 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC220729 1560 4.23 9.18 4.94 10.14 4.85 3.62 3.71 3.83 2.24 6.29 6.16 2.62 4.02 0.07 1.19 0.30 1.34 0.27 -0.77

LOC220906 5376 4.68 6.81 7.71 8.97 11.74 8.97 5.69 5.32 12.53 8.46 8.15 3.03 8.00 -0.77 -0.23 -0.05 0.17 0.55 0.14

LOC220980 3300 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC221442 4585 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC221710 4710 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC253039 3806 4.70 1.55 0.00 1.19 1.37 5.09 2.14 0.76 2.61 4.12 2.32 1.21 2.41 0.97 -0.64 #NUM! -1.02 -0.81 1.14

LOC253264 1867 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC253573 2295 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 0.01 0.00 0.00 -8.18 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC254128 1841 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 3.78 0.00 0.00 #NUM! 0.95 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC254312 1127 0.00 0.00 0.00 0.13 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.57 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC254559 4216 9.13 0.22 0.94 0.00 10.69 2.66 0.05 0.06 0.06 0.08 3.94 1.98 0.06 7.26 1.86 3.98 #NUM! 7.49 -0.56

LOC255130 1418 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC255167 3045 0.47 0.10 0.18 0.40 0.58 0.61 0.34 0.24 0.26 0.21 0.39 -1.35 0.26 0.84 -1.33 -0.52 0.62 1.14 0.63

LOC255411 657 0.00 0.54 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.09 -3.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC255512 1024 0.52 0.68 0.25 0.12 0.51 0.00 0.64 0.34 1.51 0.77 0.35 -1.53 0.82 -0.65 -0.26 -1.69 -2.82 -0.67 #NUM!

LOC256880 1985 0.00 0.11 0.05 0.00 0.00 0.00 0.01 0.01 0.00 0.09 0.03 -5.24 0.03 #NUM! 1.91 0.71 #NUM! #NUM! #NUM!

LOC257358 2204 0.00 0.05 0.10 0.05 0.14 0.24 0.04 0.02 0.07 0.18 0.10 -3.39 0.08 #NUM! -0.65 0.38 -0.74 0.84 1.32

LOC257396 2352 0.43 0.22 0.20 0.40 1.39 0.37 0.08 0.25 0.65 0.20 0.50 -0.99 0.30 0.54 -0.46 -0.57 0.43 2.22 -0.44

LOC282997 2015 0.87 1.25 0.70 0.85 0.54 0.84 0.98 0.70 0.90 0.58 0.84 -0.25 0.79 0.13 0.66 -0.18 0.11 -0.54 0.00

LOC283033 981 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC283038 3149 0.00 0.00 0.00 0.00 0.15 0.00 0.00 0.00 0.00 0.04 0.02 -5.34 0.01 #NUM! #NUM! #NUM! #NUM! 3.74 #NUM!

LOC283050 2450 0.23 0.33 0.04 0.80 0.61 0.54 0.45 0.83 0.00 0.58 0.42 -1.24 0.46 -1.03 -0.49 -3.38 0.78 0.39 0.33

LOC283070 2427 5.11 3.38 1.11 4.18 2.96 2.72 6.05 2.99 2.54 2.62 3.24 1.70 3.55 0.52 -0.07 -1.68 0.24 -0.26 -0.25

LOC283089 2500 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283104 2708 0.00 0.00 0.00 0.00 2.82 0.00 0.00 0.00 0.00 0.00 0.47 -1.09 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC283116 1359 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.04 0.00 0.00 0.00 -7.92 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC283143 2256 0.19 0.37 0.11 0.21 0.14 0.55 0.36 0.22 0.55 0.51 0.26 -1.93 0.41 -1.10 -0.14 -1.87 -0.96 -1.61 1.07

LOC283174 5306 0.06 0.32 0.07 0.07 0.02 0.30 0.53 0.05 1.28 0.71 0.14 -2.84 0.64 -3.35 -0.99 -3.25 -3.27 -5.15 1.09

LOC283177 2737 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.00 0.00 0.05 0.01 -7.39 0.01 #NUM! #NUM! -0.06 1.04 #NUM! #NUM!

LOC283194 2603 0.00 0.07 0.00 0.00 0.00 1.12 0.03 0.02 0.01 0.00 0.20 -2.33 0.02 #NUM! 2.21 #NUM! #NUM! #NUM! 2.50

LOC283299 2503 0.00 0.04 0.00 0.13 0.02 0.02 0.01 0.05 0.00 0.03 0.04 -4.79 0.02 #NUM! 0.90 -5.27 2.55 -0.20 -0.94

LOC283335 2863 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283392 3955 0.18 0.67 0.00 0.05 0.00 0.00 0.49 0.00 1.52 0.00 0.15 -2.72 0.50 -1.50 0.43 #NUM! -3.19 -9.30 #NUM!

LOC283404 1075 2.03 1.49 0.24 4.63 0.00 0.09 0.00 2.82 0.00 0.00 1.41 0.50 0.71 1.52 1.08 -1.57 2.71 #NUM! -3.97

LOC283432 3719 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283440 571 0.07 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.39 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC283480 2130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283481 1144 0.24 0.21 0.12 0.10 0.00 1.22 1.00 0.38 2.56 0.94 0.32 -1.66 1.22 -2.36 -2.51 -3.29 -3.61 #NUM! 1.95

LOC283663 2534 0.22 1.05 0.41 0.55 0.01 0.81 0.31 0.36 0.06 0.22 0.51 -0.98 0.24 -0.09 2.13 0.78 1.20 -4.58 0.67

LOC283693 1670 0.10 0.13 0.23 0.24 0.00 0.13 0.04 0.10 0.05 0.00 0.14 -2.85 0.05 1.09 1.38 2.27 2.31 -3.48 -0.15

LOC283731 2566 0.02 0.00 0.00 0.03 0.00 0.11 0.00 0.00 0.01 0.09 0.03 -5.26 0.03 -0.30 #NUM! #NUM! 0.03 #NUM! 2.07

LOC283761 2366 0.00 0.04 0.00 0.09 0.02 0.02 0.05 0.18 0.00 0.02 0.03 -5.10 0.06 #NUM! -0.69 #NUM! 0.59 -1.55 -0.54

LOC283788 3680 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283856 2678 0.00 0.01 0.00 0.02 0.01 0.09 0.02 0.00 0.14 0.09 0.02 -5.53 0.06 #NUM! -2.65 #NUM! -1.33 -2.75 1.99

LOC283867 1776 0.16 0.51 0.09 0.08 0.01 0.67 0.00 0.05 0.00 0.15 0.25 -1.97 0.05 1.64 3.35 0.87 0.65 -1.78 1.39

LOC283875 3221 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC283888 2632 0.27 0.77 0.70 0.18 0.92 0.70 0.09 0.06 0.16 0.18 0.59 -0.76 0.12 1.11 2.64 2.49 0.51 2.89 0.25

LOC283914 2804 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.01 -6.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC283922 2371 0.69 3.07 1.99 0.00 0.93 0.00 1.26 1.69 0.00 0.00 1.11 0.16 0.74 -0.10 2.06 1.44 #NUM! 0.34 #NUM!

LOC284009 576 0.00 0.00 0.92 0.00 0.06 0.00 0.41 0.00 0.00 0.00 0.16 -2.61 0.10 #NUM! #NUM! 3.18 #NUM! -0.77 #NUM!

LOC284023 2525 1.60 1.78 6.40 3.26 11.26 2.42 1.79 1.67 1.19 1.96 4.45 2.15 1.65 -0.04 0.11 1.95 0.98 2.77 -0.88

LOC284080 2533 0.11 0.00 0.00 1.79 0.00 0.00 0.02 0.00 0.04 0.12 0.32 -1.66 0.04 1.23 #NUM! #NUM! 5.32 #NUM! #NUM!

LOC284100 2455 0.05 0.08 0.01 0.02 0.03 0.01 0.02 0.00 0.00 0.02 0.03 -4.92 0.01 2.12 2.82 0.17 0.48 1.43 -1.78

LOC284215 3220 0.06 0.07 0.05 0.00 0.00 0.03 0.18 0.17 0.00 0.00 0.03 -4.92 0.09 -0.63 -0.44 -0.89 #NUM! #NUM! -0.21

LOC284233 2876 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC284276 2273 0.57 0.68 0.13 0.24 0.03 2.54 1.31 1.66 3.39 2.02 0.70 -0.52 2.09 -1.89 -1.63 -4.04 -3.14 -5.95 1.87

LOC284379 1248 0.05 0.07 0.03 0.00 0.00 0.00 0.08 0.27 0.00 0.00 0.02 -5.34 0.09 -0.84 -0.24 -1.61 #NUM! #NUM! #NUM!

LOC284412 2450 0.51 0.68 0.37 0.13 1.29 4.19 0.68 0.59 1.24 1.21 1.20 0.26 0.93 -0.88 -0.44 -1.33 -2.84 0.47 1.81

LOC284440 2385 0.68 1.09 0.43 0.35 0.60 1.03 0.80 1.18 1.25 1.24 0.70 -0.52 1.12 -0.72 -0.03 -1.39 -1.69 -0.89 0.56

LOC284454 1774 0.73 15.66 18.32 9.65 17.09 20.98 7.07 23.43 4.16 20.28 13.74 3.78 13.74 -4.23 0.19 0.42 -0.51 0.32 0.61

LOC284551 2741 0.01 0.05 0.00 0.02 0.00 0.02 0.00 0.01 0.00 0.02 0.02 -5.91 0.01 0.60 2.92 #NUM! 1.93 #NUM! 0.04

LOC284578 2363 0.34 0.23 0.01 0.00 0.02 0.19 0.11 0.15 0.26 0.17 0.13 -2.92 0.17 0.99 0.41 -3.69 #NUM! -3.01 0.52

LOC284632 1863 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC284648 1504 0.27 0.59 0.22 0.10 0.30 1.00 0.08 0.15 0.55 0.00 0.41 -1.27 0.20 0.43 1.59 0.18 -1.04 0.61 1.27

LOC284688 1731 0.00 0.00 0.00 0.02 0.05 0.07 0.00 0.02 0.09 0.05 0.02 -5.46 0.04 #NUM! #NUM! #NUM! -0.93 0.23 1.64

LOC284749 3610 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC284751 2278 0.11 0.84 0.30 0.35 4.62 0.50 0.06 0.10 0.43 0.10 1.12 0.16 0.17 -0.68 2.31 0.80 1.02 4.76 -1.18

LOC284798 3159 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.01 0.00 0.01 0.00 -7.70 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC284837 4622 0.56 0.23 3.07 3.24 0.00 0.61 0.71 0.50 0.04 0.56 1.29 0.36 0.45 0.32 -0.95 2.76 2.84 #NUM! -1.09

LOC285033 537 0.00 0.00 4.64 0.00 0.00 0.00 2.25 1.82 0.00 0.00 0.77 -0.37 1.02 #NUM! #NUM! 2.19 #NUM! #NUM! #NUM!

LOC285074 2225 4.40 7.40 9.72 7.67 4.87 6.74 5.28 8.05 4.85 8.89 6.80 2.77 6.77 -0.62 0.13 0.52 0.18 -0.47 -0.01

LOC285103 1835 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC285205 1361 0.09 0.13 0.10 0.03 0.04 0.19 0.12 0.09 0.22 0.04 0.10 -3.34 0.11 -0.37 0.23 -0.13 -2.04 -1.47 0.98

LOC285359 983 0.10 0.19 0.07 0.12 0.18 0.53 0.07 0.10 0.37 0.30 0.20 -2.32 0.21 -1.02 -0.12 -1.49 -0.81 -0.21 1.42

LOC285375 1050 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC285401 1848 0.00 0.00 0.00 0.02 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -7.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.30

LOC285419 566 0.54 0.82 0.00 0.08 0.01 0.93 0.07 0.00 1.23 1.21 0.40 -1.34 0.63 -0.23 0.39 #NUM! -2.89 -6.93 1.23

LOC285441 1798 0.00 0.44 0.00 0.23 0.00 0.05 0.00 0.00 0.00 0.01 0.12 -3.05 0.00 #NUM! 7.13 #NUM! 6.21 #NUM! -1.40

LOC285456 3773 0.00 0.81 0.00 0.02 0.00 0.07 0.68 0.01 0.02 0.01 0.15 -2.74 0.18 #NUM! 2.19 #NUM! -3.36 #NUM! -1.16

LOC285484 1485 0.00 0.00 0.02 0.07 0.00 0.02 0.00 0.00 0.00 0.02 0.02 -5.75 0.00 #NUM! #NUM! 2.53 4.21 #NUM! -0.15

LOC285501 1039 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 -7.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC285540 1133 10.50 6.49 3.11 0.00 1.95 0.00 4.21 4.88 0.42 1.46 3.67 1.88 2.74 1.94 1.24 0.18 #NUM! -0.49 #NUM!

LOC285548 1749 0.05 0.00 0.26 0.04 0.07 0.19 0.05 0.06 0.24 0.00 0.10 -3.28 0.09 -0.89 #NUM! 1.56 -1.14 -0.25 0.92

LOC285577 3214 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC285593 1781 0.00 0.31 0.07 0.02 0.00 0.05 0.07 0.00 0.00 0.04 0.08 -3.70 0.03 #NUM! 3.60 1.50 -0.40 #NUM! -0.49

LOC285626 1580 0.00 0.00 0.00 0.04 0.05 0.02 0.00 0.00 0.00 0.01 0.02 -5.83 0.00 #NUM! #NUM! #NUM! 3.25 3.63 0.00

LOC285627 2028 0.00 0.01 0.00 0.03 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -6.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.36

LOC285629 2339 0.00 0.00 0.29 0.09 0.04 0.19 0.00 0.07 0.00 0.06 0.10 -3.30 0.03 #NUM! -5.04 3.17 1.46 0.45 0.93

LOC285692 1845 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC285696 3316 0.00 0.06 0.14 0.02 0.46 0.02 0.04 0.02 0.02 0.03 0.12 -3.10 0.03 #NUM! 1.19 2.35 -0.48 4.05 -2.49

LOC285740 1915 0.00 0.18 0.20 0.72 0.00 0.00 0.00 0.00 0.00 0.00 0.18 -2.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC285768 2356 0.06 0.00 0.07 0.00 0.02 0.07 0.01 0.05 0.00 0.03 0.04 -4.71 0.02 1.41 #NUM! 1.63 #NUM! -0.01 0.97

LOC285796 2135 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.01 0.03 0.01 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC285847 1813 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC285889 2698 0.00 0.01 0.00 0.00 0.01 0.03 0.00 0.00 0.02 0.00 0.01 -7.06 0.00 #NUM! 1.18 #NUM! #NUM! 1.08 1.79

LOC285954 2995 0.00 0.00 0.00 0.00 0.00 0.10 0.02 0.00 0.07 0.06 0.02 -5.85 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC285965 5034 0.05 0.16 0.11 0.08 0.00 1.69 0.12 0.00 0.02 0.04 0.35 -1.52 0.04 0.24 1.85 1.39 0.94 #NUM! 2.27

LOC285972 2043 0.41 1.20 0.55 0.29 0.62 0.82 0.13 0.11 0.02 0.08 0.65 -0.63 0.08 2.28 3.84 2.72 1.77 2.90 0.34

LOC286002 3888 0.16 0.08 0.00 0.00 0.01 0.28 0.00 0.03 0.19 1.29 0.09 -3.52 0.38 -1.26 -2.29 #NUM! #NUM! -5.91 1.70

LOC286094 1276 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC286186 2520 0.00 0.01 0.00 0.04 0.00 0.00 0.00 0.01 0.00 0.00 0.01 -6.89 0.00 #NUM! 1.98 #NUM! 3.90 #NUM! #NUM!

LOC286367 3413 0.24 1.02 0.30 0.18 0.04 0.49 0.37 0.40 0.46 0.00 0.38 -1.40 0.31 -0.38 1.72 -0.06 -0.76 -2.84 0.37

LOC286467 2951 3.79 0.29 0.19 0.00 0.00 0.07 0.02 0.04 0.04 0.05 0.72 -0.47 0.04 6.69 2.96 2.33 #NUM! -3.71 -3.29

LOC338579 1331 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.02 -5.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC338588 1045 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC338651 2266 0.10 0.26 0.15 0.10 0.17 0.13 0.12 0.00 0.16 0.09 0.15 -2.71 0.09 0.06 1.49 0.75 0.20 0.92 -0.21

LOC338739 2062 0.00 0.08 0.00 0.05 0.09 0.01 0.00 0.00 0.00 0.01 0.04 -4.70 0.00 #NUM! 5.45 #NUM! 4.79 5.70 -2.61

LOC338758 2998 0.70 1.05 0.00 0.56 0.24 0.00 1.01 0.00 1.08 0.00 0.43 -1.23 0.52 0.43 1.01 #NUM! 0.11 -1.13 #NUM!

LOC338799 1521 3.25 0.00 0.00 0.00 0.00 4.20 5.15 0.00 5.02 7.70 1.24 0.31 4.47 -0.46 #NUM! #NUM! #NUM! #NUM! 1.76

LOC338817 3684 0.29 0.07 0.11 0.13 0.01 0.13 0.20 0.09 0.13 0.06 0.12 -3.01 0.12 1.26 -0.78 -0.17 0.14 -3.20 0.03

LOC338864 2105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC338963 1381 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC339240 3153 0.02 0.12 0.18 0.00 0.21 0.06 0.03 0.05 0.01 0.04 0.10 -3.37 0.03 -0.95 1.91 2.58 #NUM! 2.73 -0.72

LOC339290 3979 9.52 6.16 3.63 5.04 9.97 14.14 10.18 9.20 10.30 11.06 8.08 3.01 10.19 -0.10 -0.73 -1.49 -1.01 -0.03 0.81

LOC339505 3799 0.00 0.00 0.01 0.00 0.00 0.17 0.00 0.01 0.04 0.03 0.03 -5.10 0.02 #NUM! #NUM! -1.44 #NUM! #NUM! 2.52

LOC339524 3429 1.54 2.29 1.75 0.98 0.09 3.39 3.36 2.11 4.61 2.48 1.67 0.74 3.14 -1.02 -0.46 -0.84 -1.67 -5.19 1.02

LOC339529 1809 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC339535 1540 2.23 0.30 2.05 2.65 0.02 2.35 0.29 0.50 0.31 2.91 1.60 0.68 1.00 1.15 -1.76 1.03 1.40 -5.86 0.55

LOC339568 1624 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC339788 2165 0.00 0.00 0.00 0.02 0.01 0.01 0.00 0.00 0.03 0.00 0.01 -7.29 0.01 #NUM! #NUM! #NUM! 0.92 0.49 0.78

LOC339803 2557 2.72 1.22 0.92 1.48 2.21 1.11 0.70 0.37 0.79 0.80 1.61 0.69 0.67 2.03 0.88 0.46 1.15 1.73 -0.54

LOC339807 1771 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC339822 1531 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.05 0.08 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC339894 2016 0.00 0.15 0.08 0.03 0.10 0.12 0.11 0.15 0.04 0.03 0.08 -3.63 0.08 #NUM! 0.84 -0.07 -1.29 0.28 0.56

LOC340017 1492 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC340073 2175 0.00 0.04 0.04 0.03 0.00 0.00 0.00 0.03 0.00 0.00 0.02 -5.72 0.01 #NUM! 2.57 2.79 2.31 #NUM! #NUM!

LOC340074 2042 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC340113 2018 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC340357 772 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.34 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC340508 2311 0.00 0.01 0.00 0.00 0.05 0.00 0.00 0.01 0.00 0.00 0.01 -6.53 0.01 #NUM! 1.06 -0.30 #NUM! 3.07 #NUM!

LOC340515 2041 0.00 0.00 0.06 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.01 -6.22 0.00 #NUM! #NUM! 4.53 #NUM! 2.61 #NUM!

LOC342346 3426 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC342918 765 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC344595 3278 0.86 0.95 0.76 0.88 0.85 1.39 2.96 0.60 1.43 1.23 0.95 -0.08 1.56 -0.85 -0.71 -1.03 -0.82 -0.87 0.55

LOC344887 11312 0.65 0.76 0.28 2.60 0.14 0.43 0.74 1.21 0.00 0.29 0.81 -0.30 0.56 0.22 0.45 -0.99 2.22 -1.99 -0.92

LOC344967 1613 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC347376 460 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC348761 3526 0.00 0.02 0.01 0.00 0.04 0.01 0.00 0.01 0.00 0.01 0.01 -6.24 0.00 #NUM! 2.72 1.36 #NUM! 3.62 -1.02

LOC348840 2925 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC349196 2874 0.05 0.21 0.13 0.05 0.09 0.10 0.06 0.12 0.16 0.10 0.10 -3.27 0.11 -1.05 0.93 0.24 -1.02 -0.29 -0.12

LOC374443 2613 1.31 2.00 3.30 1.88 2.66 5.03 1.19 1.21 0.86 2.64 2.70 1.43 1.48 -0.17 0.44 1.16 0.35 0.85 0.90

LOC374491 2727 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC375190 1386 2.21 3.31 1.80 4.00 2.70 11.60 3.90 0.52 11.94 7.62 4.27 2.09 6.00 -1.44 -0.86 -1.73 -0.59 -1.15 1.44

LOC375196 1068 3.09 0.45 1.73 2.75 13.27 2.76 0.12 0.37 1.42 0.95 4.01 2.00 0.72 2.11 -0.68 1.28 1.94 4.21 -0.54

LOC386597 2348 1.35 2.65 0.33 2.08 0.11 0.94 0.33 0.78 0.16 0.17 1.24 0.31 0.36 1.91 2.88 -0.13 2.53 -1.68 -0.41

LOC386758 1688 0.51 0.45 0.13 0.05 0.05 1.07 0.59 0.36 1.55 1.54 0.38 -1.41 1.01 -0.98 -1.18 -2.97 -4.38 -4.43 1.51

LOC387646 6454 0.36 0.10 0.04 0.07 0.01 0.08 0.07 0.08 0.03 0.05 0.11 -3.19 0.06 2.68 0.75 -0.62 0.31 -2.94 -0.39

LOC387647 2095 0.00 0.00 0.00 9.73 6.97 7.85 0.00 0.00 0.00 0.00 4.09 2.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.94

LOC387723 2686 1.50 2.37 0.51 1.83 1.43 4.94 3.24 0.97 7.64 4.19 2.10 1.07 4.01 -1.41 -0.76 -2.96 -1.13 -1.49 1.23

LOC387895 621 0.98 1.67 2.28 0.07 1.14 3.21 0.22 0.60 0.15 0.70 1.56 0.64 0.42 1.23 2.00 2.45 -2.51 1.46 1.04

LOC388152 3356 11.57 2.81 4.71 7.06 14.77 3.02 11.02 5.60 1.68 6.34 7.32 2.87 6.16 0.91 -1.13 -0.39 0.20 1.26 -1.28

LOC388387 1844 0.00 0.09 0.02 0.00 0.00 0.00 0.11 0.05 0.00 0.00 0.02 -5.80 0.04 #NUM! 1.12 -1.24 #NUM! #NUM! #NUM!

LOC388499 1614 0.13 0.11 0.01 0.01 0.09 0.00 0.03 0.01 0.00 0.01 0.06 -4.14 0.02 3.04 2.83 -0.16 -1.48 2.49 #NUM!

LOC388553 1170 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC388564 711 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC388588 555 4.18 2.01 1.00 3.83 1.32 2.50 1.85 1.56 3.13 4.15 2.47 1.31 2.67 0.65 -0.41 -1.41 0.52 -1.01 0.01

LOC388630 7029 0.09 0.31 0.07 0.54 0.96 0.68 0.61 1.21 2.17 0.67 0.44 -1.18 1.17 -3.69 -1.92 -4.11 -1.10 -0.27 0.63

LOC388692 12267 0.53 2.08 0.66 1.15 1.29 0.65 0.85 0.46 0.43 0.40 1.06 0.08 0.53 -0.01 1.96 0.30 1.11 1.27 -0.71

LOC388789 561 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC388796 1186 9.28 7.91 15.92 4.80 54.35 12.83 6.05 0.00 18.47 14.07 17.51 4.13 9.64 -0.06 -0.29 0.72 -1.01 2.49 -0.45

LOC388906 1256 1.65 0.78 0.00 1.77 0.98 0.21 0.81 0.22 0.08 0.35 0.90 -0.16 0.36 2.17 1.09 #NUM! 2.28 1.43 -2.12

LOC388942 1825 0.02 1.48 0.00 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.27 -1.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC388946 682 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC388948 1058 0.03 0.00 0.00 0.07 0.00 0.00 0.00 0.06 0.18 0.00 0.02 -5.87 0.06 -1.04 #NUM! #NUM! 0.30 #NUM! #NUM!

LOC389033 401 4.74 1.66 0.43 0.91 0.00 1.51 2.88 6.55 3.15 2.46 1.54 0.63 3.76 0.34 -1.18 -3.11 -2.05 #NUM! -0.03

LOC389247 810 0.00 0.39 0.00 0.32 0.54 0.40 0.09 0.35 0.22 0.00 0.27 -1.87 0.16 #NUM! 1.24 #NUM! 0.96 1.71 0.56

LOC389332 1722 0.00 0.26 0.00 0.08 0.09 0.07 0.00 0.00 0.07 0.00 0.09 -3.55 0.02 #NUM! 3.86 #NUM! 2.19 2.34 -0.24

LOC389333 3251 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC389458 599 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC389493 682 4.61 0.69 0.94 1.26 1.35 3.82 0.72 0.57 1.08 2.15 2.11 1.08 1.13 2.03 -0.71 -0.26 0.16 0.25 0.86

LOC389634 682 0.16 1.87 0.63 0.80 1.07 0.52 0.86 0.27 1.05 0.56 0.84 -0.25 0.68 -2.11 1.45 -0.12 0.23 0.65 -0.71

LOC389641 1970 1.93 0.00 0.00 1.02 0.00 1.95 0.00 0.00 0.00 0.00 0.82 -0.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.26

LOC389705 932 0.07 0.11 0.00 0.00 0.01 0.33 0.00 0.00 0.60 0.22 0.09 -3.53 0.21 -1.60 -0.91 #NUM! #NUM! -4.29 1.94

LOC389765 1764 0.45 1.08 0.41 1.35 0.24 2.93 0.85 0.96 1.82 1.40 1.08 0.11 1.25 -1.49 -0.22 -1.60 0.11 -2.37 1.44

LOC389791 2121 0.28 0.41 0.18 0.25 0.11 0.22 0.12 0.12 0.07 0.13 0.24 -2.04 0.11 1.37 1.89 0.72 1.19 -0.02 -0.13

LOC389834 8205 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC389906 1791 6.70 17.60 10.72 14.49 65.07 10.80 11.66 11.70 2.45 8.69 20.90 4.39 8.62 -0.36 1.03 0.31 0.75 2.92 -0.95

LOC390595 1399 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC390705 445 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC390858 531 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC390940 938 7.69 6.60 3.61 2.63 0.87 9.13 7.08 5.96 13.95 11.12 5.09 2.35 9.53 -0.31 -0.53 -1.40 -1.86 -3.45 0.84

LOC391322 563 0.90 1.19 1.10 0.47 0.45 0.37 0.72 0.30 0.15 0.00 0.75 -0.42 0.29 1.64 2.03 1.93 0.70 0.63 -1.02

LOC392196 1438 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC392232 2678 0.15 0.10 0.03 0.04 0.00 0.11 0.00 0.00 0.03 0.07 0.07 -3.80 0.03 2.55 1.93 0.06 0.52 #NUM! 0.66

LOC399744 5270 0.12 1.59 0.92 1.12 0.24 0.27 0.53 0.76 0.24 0.18 0.71 -0.49 0.43 -1.80 1.90 1.10 1.39 -0.82 -1.40

LOC399753 2141 1.10 4.00 1.49 3.26 1.23 1.35 1.68 1.79 0.91 1.22 2.07 1.05 1.40 -0.34 1.52 0.09 1.22 -0.19 -0.62

LOC399815 2112 0.41 0.15 0.76 0.69 0.55 0.67 0.00 0.01 0.00 0.00 0.54 -0.89 0.00 6.80 5.34 7.68 7.55 7.21 0.31

LOC399940 1620 0.04 0.02 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.01 0.01 -6.09 0.01 2.31 1.38 #NUM! 2.15 #NUM! #NUM!

LOC400027 2202 2.15 2.47 1.54 1.78 1.55 5.02 3.54 1.74 6.71 6.18 2.42 1.27 4.54 -1.08 -0.88 -1.56 -1.35 -1.55 1.05

LOC400043 1411 1.44 0.75 1.55 0.54 3.58 4.41 2.22 1.23 6.08 3.41 2.04 1.03 3.24 -1.17 -2.12 -1.07 -2.57 0.15 1.11

LOC400084 2092 0.03 0.00 0.02 0.00 0.00 0.02 0.01 0.00 0.00 0.01 0.01 -6.54 0.01 2.10 #NUM! 1.33 #NUM! #NUM! 1.10

LOC400236 1086 2.15 0.68 1.09 0.92 8.62 1.61 1.23 0.94 1.28 1.27 2.51 1.33 1.18 0.86 -0.80 -0.12 -0.36 2.87 -0.64

LOC400456 1445 0.27 1.59 0.47 0.60 0.04 4.14 1.77 1.12 3.24 2.24 1.18 0.24 2.09 -2.95 -0.40 -2.17 -1.80 -5.75 1.81

LOC400548 2015 0.05 0.03 0.00 0.00 0.00 0.12 0.00 0.00 0.11 0.00 0.03 -4.90 0.03 1.01 0.01 #NUM! #NUM! #NUM! 1.83

LOC400550 3099 0.06 0.61 0.35 0.08 0.14 1.21 2.18 1.56 1.33 2.45 0.41 -1.30 1.88 -4.98 -1.63 -2.42 -4.61 -3.80 1.57

LOC400643 1751 1.56 0.08 0.00 0.00 0.00 0.61 0.00 0.18 0.00 0.09 0.37 -1.42 0.07 4.54 0.25 #NUM! #NUM! #NUM! 0.71

LOC400655 2674 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.18 0.00 0.00 0.00 #NUM! 0.30 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC400657 3474 0.62 1.00 0.76 0.80 0.84 1.82 0.45 0.36 1.31 1.19 0.97 -0.04 0.83 -0.42 0.27 -0.13 -0.04 0.02 0.90

LOC400680 3760 0.03 0.04 0.06 0.03 0.00 0.17 0.01 0.68 0.03 0.12 0.06 -4.14 0.21 -2.60 -2.34 -1.89 -2.60 #NUM! 1.60



LOC400685 2090 0.13 0.17 0.11 0.03 0.06 0.09 0.07 0.05 0.12 0.03 0.10 -3.33 0.07 0.96 1.34 0.67 -1.03 -0.14 -0.11

LOC400752 1740 0.33 0.46 0.25 0.16 0.14 0.30 0.24 0.10 0.30 0.37 0.27 -1.88 0.25 0.36 0.86 -0.03 -0.63 -0.89 0.14

LOC400794 1752 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.06 0.00 0.00 -11.02 0.02 -4.65 #NUM! #NUM! #NUM! -3.47 #NUM!

LOC400891 5153 0.00 0.00 0.01 0.02 0.00 0.00 0.02 0.00 0.00 0.00 0.00 -7.74 0.00 -0.97 -2.56 0.25 1.94 #NUM! #NUM!

LOC400927 494 2.42 3.65 1.87 7.48 1.29 0.00 2.87 3.14 0.00 0.00 2.78 1.48 1.50 0.69 1.28 0.32 2.31 -0.22 #NUM!

LOC400940 3463 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC400958 3067 0.03 0.05 0.03 0.00 0.00 0.02 0.01 0.02 0.00 0.01 0.02 -5.56 0.01 1.63 2.50 1.85 #NUM! #NUM! 0.11

LOC400960 2396 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401010 2747 0.83 0.82 0.04 0.00 0.00 0.30 0.10 0.15 0.24 0.04 0.34 -1.58 0.13 2.65 2.64 -1.62 -5.44 -5.02 -0.15

LOC401022 3819 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401052 1897 0.32 0.00 0.00 0.00 0.29 0.67 0.57 0.58 0.00 0.42 0.21 -2.22 0.39 -0.29 #NUM! #NUM! #NUM! -0.44 1.65

LOC401093 6669 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401097 2606 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401109 1828 4.42 0.56 0.67 1.46 2.32 1.69 0.85 0.57 0.00 0.28 1.85 0.89 0.43 3.37 0.38 0.66 1.77 2.44 -0.14

LOC401127 1651 0.02 0.10 0.04 0.04 0.06 0.18 0.16 0.02 0.12 0.04 0.07 -3.76 0.08 -2.32 0.27 -1.09 -0.99 -0.42 1.27

LOC401134 4089 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.01 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC401164 483 0.00 0.18 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.07 0.03 -5.07 0.04 #NUM! 2.33 #NUM! #NUM! #NUM! #NUM!

LOC401233 4616 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401242 2785 0.08 0.00 0.00 0.00 0.10 0.08 0.04 0.00 0.02 0.01 0.04 -4.50 0.02 1.98 -3.83 -3.12 -2.57 2.43 0.80

LOC401321 4639 0.53 1.90 1.64 1.42 0.67 0.94 1.43 0.94 0.57 0.65 1.18 0.24 0.90 -0.75 1.08 0.87 0.66 -0.43 -0.34

LOC401397 1143 35.60 18.91 26.26 19.11 36.60 38.10 16.03 16.76 26.98 29.49 29.09 4.86 22.32 0.67 -0.24 0.23 -0.22 0.71 0.39

LOC401431 3084 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC401463 2715 0.07 0.13 0.08 0.06 0.00 0.15 0.05 0.17 0.17 0.07 0.08 -3.62 0.12 -0.77 0.12 -0.54 -0.93 #NUM! 0.86

LOC401588 1927 0.69 1.70 1.32 1.46 0.50 1.38 1.14 1.38 0.92 1.67 1.17 0.23 1.27 -0.88 0.41 0.05 0.20 -1.35 0.23

LOC401980 1873 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.44 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC402160 2115 0.00 0.71 0.00 0.00 0.02 0.06 0.01 0.04 0.10 0.02 0.13 -2.92 0.04 #NUM! 4.02 #NUM! #NUM! -0.87 -1.23

LOC404266 545 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC407835 1737 0.04 0.05 0.11 0.06 0.24 0.12 0.16 0.11 0.04 0.11 0.10 -3.29 0.10 -1.42 -0.99 0.04 -0.86 1.20 0.20

LOC415056 900 0.07 0.11 0.00 0.18 0.07 0.00 0.00 0.00 0.00 0.00 0.07 -3.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC439949 2253 0.99 0.85 3.03 0.78 5.12 2.03 0.44 0.42 0.24 0.84 2.13 1.09 0.48 1.04 0.81 2.64 0.69 3.40 -0.07

LOC439994 1179 4.21 5.51 2.67 6.09 6.97 6.97 7.66 2.83 12.96 7.22 5.40 2.43 7.67 -0.86 -0.48 -1.52 -0.33 -0.14 0.37

LOC440028 2311 0.10 0.07 0.27 0.09 0.00 0.08 0.12 0.35 0.00 0.12 0.10 -3.28 0.15 -0.52 -1.10 0.86 -0.77 #NUM! -0.33

LOC440040 2259 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC440041 734 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC440104 3459 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440131 709 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440173 2018 0.79 0.46 1.48 0.15 0.18 0.32 0.55 0.63 0.11 0.31 0.57 -0.82 0.40 0.99 0.21 1.89 -1.38 -1.15 -0.83

LOC440297 6807 0.43 0.36 0.00 0.00 0.00 0.13 0.00 1.66 0.06 0.26 0.15 -2.71 0.50 -0.20 -0.47 #NUM! #NUM! #NUM! -0.25

LOC440300 7771 0.00 1.15 0.30 0.72 0.00 0.37 1.07 0.78 0.13 0.73 0.42 -1.24 0.68 #NUM! 0.77 -1.18 0.08 #NUM! -0.20

LOC440335 890 25.37 30.95 11.10 49.25 0.60 26.41 0.62 0.48 0.00 2.49 23.95 4.58 0.90 4.82 5.11 3.63 5.78 -0.57 0.14

LOC440354 3874 1.54 3.79 3.44 5.62 9.72 14.38 2.75 6.33 7.59 13.47 6.42 2.68 7.53 -2.29 -0.99 -1.13 -0.42 0.37 1.16

LOC440356 782 0.66 0.00 2.24 0.91 0.26 0.82 0.52 0.17 0.05 0.36 0.81 -0.30 0.28 1.27 #NUM! 3.02 1.72 -0.11 0.00

LOC440419 3083 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440434 1652 6.73 18.84 15.83 33.75 4.68 10.60 21.35 23.96 6.56 15.21 15.07 3.91 16.77 -1.32 0.17 -0.08 1.01 -1.84 -0.51

LOC440461 1660 0.04 0.46 0.34 0.09 0.05 0.22 0.24 0.32 0.35 0.25 0.20 -2.32 0.29 -2.86 0.66 0.23 -1.68 -2.41 0.16

LOC440563 1156 0.03 0.02 0.01 0.06 0.04 0.02 0.01 0.08 0.02 0.14 0.03 -4.98 0.06 -1.01 -1.73 -2.22 0.00 -0.74 -0.52

LOC440600 2671 0.20 0.08 0.08 0.06 0.05 0.09 0.08 0.10 0.01 0.06 0.10 -3.39 0.06 1.73 0.41 0.45 0.06 -0.36 -0.09

LOC440700 1216 0.00 0.15 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC440704 2232 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440895 797 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440896 3182 0.07 0.28 0.07 0.03 0.01 0.06 0.00 0.01 0.00 0.00 0.09 -3.51 0.00 5.15 7.08 5.02 3.90 1.89 -0.50

LOC440900 869 0.00 0.00 0.04 0.13 0.00 0.03 0.00 0.00 0.03 0.00 0.03 -4.88 0.01 #NUM! #NUM! 2.43 3.94 #NUM! -0.05

LOC440905 4525 0.38 0.04 0.00 0.01 0.00 0.14 0.01 0.01 0.04 0.07 0.10 -3.39 0.03 3.47 0.18 #NUM! -2.27 #NUM! 0.55

LOC440910 1739 0.01 0.03 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.02 0.01 -6.92 0.01 -0.25 1.90 #NUM! #NUM! #NUM! 0.85

LOC440925 2129 0.15 0.00 0.06 0.47 1.48 0.04 0.19 0.21 0.05 0.08 0.37 -1.45 0.13 0.21 #NUM! -1.14 1.82 3.48 -3.03

LOC440926 1059 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC440944 1907 1.33 3.09 1.15 2.25 0.69 3.44 4.23 0.98 2.02 1.19 1.99 0.99 2.11 -0.66 0.55 -0.88 0.10 -1.60 0.79

LOC440970 7319 0.01 0.01 0.01 0.03 0.00 0.01 0.01 0.01 0.00 0.00 0.01 -6.68 0.01 0.40 0.61 0.20 2.50 #NUM! -0.35

LOC441177 2107 0.00 0.34 0.00 0.02 0.00 0.26 0.04 0.05 0.14 0.04 0.10 -3.29 0.07 #NUM! 2.29 #NUM! -1.92 #NUM! 1.35

LOC441204 1649 0.00 0.31 0.17 0.22 0.27 0.78 0.68 0.83 0.77 0.49 0.29 -1.78 0.69 #NUM! -1.15 -2.07 -1.68 -1.34 1.43

LOC441208 2034 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC441454 1381 0.15 1.29 0.20 0.76 0.18 0.47 0.20 0.40 0.22 0.28 0.51 -0.98 0.27 -0.87 2.23 -0.46 1.46 -0.63 -0.11

LOC441455 1647 0.03 0.14 0.08 0.02 0.05 2.62 0.05 0.00 2.44 0.14 0.49 -1.03 0.66 -4.27 -2.26 -3.04 -4.94 -3.79 2.42

LOC441601 1031 0.00 0.02 0.00 0.00 0.00 0.03 0.00 0.00 0.03 0.00 0.01 -6.98 0.01 #NUM! 0.78 -1.32 #NUM! #NUM! 1.86

LOC441666 6661 0.03 0.15 0.04 0.02 0.00 0.08 0.09 0.08 0.12 0.10 0.05 -4.22 0.10 -1.51 0.61 -1.45 -2.35 #NUM! 0.65

LOC441869 2042 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC442028 3330 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC442132 2070 0.00 0.05 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -6.54 0.00 #NUM! 7.11 #NUM! #NUM! #NUM! 0.11

LOC442421 3705 0.10 0.11 0.07 0.33 0.12 0.17 0.12 0.04 0.02 0.08 0.15 -2.72 0.07 0.58 0.80 0.15 2.32 0.89 0.20

LOC442454 797 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC442459 2175 0.00 0.01 0.00 0.04 0.05 0.02 0.01 0.01 0.05 0.02 0.02 -5.66 0.02 -3.91 -1.31 -3.53 0.61 1.22 -0.31

LOC442497 2247 0.07 0.04 0.03 0.03 0.01 0.12 0.00 0.00 0.02 0.03 0.05 -4.35 0.01 2.51 1.51 1.15 1.26 -0.17 1.24

LOC493754 3292 5.53 4.69 13.14 18.73 10.31 11.82 9.92 11.80 11.36 14.23 10.70 3.42 11.83 -1.10 -1.34 0.15 0.66 -0.20 0.14

LOC494127 1354 0.01 0.00 0.00 0.00 0.02 0.02 0.02 0.00 0.00 0.05 0.01 -6.92 0.02 -0.80 #NUM! #NUM! #NUM! 0.10 1.19

LOC494141 2093 0.02 0.06 0.04 0.00 0.01 0.04 0.00 0.00 0.00 0.02 0.03 -5.07 0.01 2.02 3.45 2.67 #NUM! 1.04 0.41

LOC541471 809 96.00 147.14 49.45 161.90 180.95 69.50 12.91 33.45 34.06 36.34 117.49 6.88 29.19 1.72 2.33 0.76 2.47 2.63 -0.76

LOC541473 1019 5.68 0.00 4.34 3.54 25.77 1.65 0.00 0.00 0.00 0.52 6.83 2.77 0.13 5.45 #NUM! 5.06 4.77 7.63 -2.05

LOC550112 2301 3.28 2.97 0.00 3.28 5.50 6.29 2.74 2.23 6.06 0.00 3.55 1.83 2.76 0.25 0.11 #NUM! 0.25 1.00 0.82

LOC550643 722 126.05 75.91 83.72 125.27 8.26 59.97 69.86 54.53 71.19 40.87 79.86 6.32 59.11 1.09 0.36 0.50 1.08 -2.84 -0.41

LOC553103 1801 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC554202 2166 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC554223 1301 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC55908 888 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC572558 536 1.26 0.44 0.00 0.00 0.07 3.11 5.56 0.00 0.00 0.00 0.81 -0.30 1.39 -0.14 -1.66 #NUM! #NUM! -4.37 1.93

LOC574538 2907 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC595101 4301 1.36 2.79 3.18 3.74 0.00 3.53 0.00 1.53 2.36 4.73 2.43 1.28 2.15 -0.66 0.37 0.56 0.80 #NUM! 0.54

LOC606724 571 18.79 24.29 44.25 17.86 21.25 24.72 11.24 3.65 10.40 5.62 25.19 4.65 7.73 1.28 1.65 2.52 1.21 1.46 -0.03

LOC613037 3455 8.27 39.41 21.24 35.35 1.66 6.27 24.51 20.60 2.16 3.85 18.70 4.23 12.78 -0.63 1.62 0.73 1.47 -2.94 -1.58

LOC613038 1479 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC619207 4918 0.05 1.06 0.07 0.57 0.00 0.30 0.08 0.56 0.11 0.00 0.34 -1.54 0.19 -1.85 2.49 -1.37 1.59 #NUM! -0.18

LOC63930 3366 0.01 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC641298 5010 0.00 4.58 3.40 6.38 1.79 4.20 0.00 5.03 1.75 4.20 3.39 1.76 2.74 #NUM! 0.74 0.31 1.22 -0.62 0.31

LOC641365 2017 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC641367 2694 0.00 0.03 0.03 0.05 0.06 0.06 0.01 0.03 0.01 0.01 0.04 -4.64 0.02 #NUM! 0.94 1.17 1.77 2.01 0.61

LOC641515 1093 0.00 0.03 0.00 0.00 0.00 0.07 0.00 0.00 0.02 0.02 0.02 -5.91 0.01 #NUM! 1.26 #NUM! #NUM! #NUM! 2.11

LOC641518 1695 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC641746 1142 0.00 0.00 0.00 0.00 0.01 0.00 0.08 0.00 0.00 0.03 0.00 -8.45 0.03 #NUM! #NUM! #NUM! -2.87 -1.08 #NUM!

LOC642236 1071 3.59 3.19 2.44 5.05 0.75 5.31 2.34 1.90 3.05 2.28 3.39 1.76 2.39 0.59 0.42 0.03 1.08 -1.68 0.65

LOC642345 1675 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC642361 1712 3.88 7.00 3.41 9.38 6.65 6.27 8.02 2.70 8.66 8.33 6.10 2.61 6.93 -0.84 0.01 -1.02 0.44 -0.06 0.04

LOC642587 899 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC642826 810 0.08 0.37 0.24 0.39 0.00 0.11 0.14 0.39 0.08 0.26 0.20 -2.34 0.22 -1.43 0.75 0.16 0.84 #NUM! -0.91

LOC642846 3514 4.39 6.86 8.06 5.21 5.89 5.14 4.79 4.17 1.90 1.43 5.92 2.57 3.07 0.52 1.16 1.39 0.76 0.94 -0.20

LOC642852 7181 0.41 1.23 0.55 1.03 0.58 0.77 0.89 0.84 0.57 0.76 0.76 -0.39 0.76 -0.89 0.69 -0.48 0.43 -0.39 0.01

LOC642924 1924 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC643037 604 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC643201 4307 0.00 0.08 0.00 0.03 0.06 0.04 0.09 0.00 0.00 0.13 0.03 -4.88 0.06 #NUM! 0.40 #NUM! -0.91 -0.01 0.32

LOC643387 2660 0.08 0.03 0.06 0.02 0.12 0.13 0.02 0.03 0.12 0.09 0.08 -3.73 0.06 0.33 -0.98 -0.02 -1.53 0.90 0.80

LOC643406 3799 0.56 2.33 1.17 2.24 0.17 0.46 1.45 1.24 0.28 0.25 1.15 0.21 0.80 -0.53 1.54 0.54 1.48 -2.27 -1.33

LOC643542 3001 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC643650 2877 4.63 0.00 0.00 0.00 0.00 0.00 0.00 2.92 0.09 1.47 0.77 -0.37 1.12 2.05 #NUM! #NUM! #NUM! #NUM! #NUM!

LOC643714 1001 0.00 0.00 0.00 0.00 0.03 0.00 0.03 0.00 0.00 0.05 0.00 -7.72 0.02 #NUM! #NUM! #NUM! #NUM! 0.48 #NUM!

LOC643719 619 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC643733 619 4.00 5.42 5.06 1.18 2.15 0.00 3.78 2.69 8.51 0.00 2.97 1.57 3.74 0.09 0.53 0.43 -1.67 -0.80 #NUM!

LOC643802 1344 0.17 0.00 0.05 0.00 0.22 0.58 0.55 0.04 0.80 0.29 0.17 -2.55 0.42 -1.30 #NUM! -3.06 #NUM! -0.94 1.77

LOC643837 1543 3.32 5.49 5.91 5.79 4.01 5.35 3.66 4.86 4.65 6.76 4.98 2.32 4.98 -0.59 0.14 0.25 0.22 -0.31 0.10

LOC643955 1783 0.00 0.00 0.00 0.00 0.00 0.00 0.33 0.02 0.00 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC644100 642 0.00 0.00 0.00 0.01 0.57 0.20 0.02 0.02 0.04 0.05 0.13 -2.95 0.03 -2.84 #NUM! #NUM! -2.59 4.13 0.62

LOC644172 2305 0.01 0.08 0.25 0.01 0.01 0.02 0.16 0.01 0.02 0.03 0.06 -3.99 0.06 -2.26 0.44 2.14 -2.93 -2.36 -1.82

LOC644189 1248 0.00 0.00 0.02 0.00 0.21 0.00 0.02 0.00 0.10 0.01 0.04 -4.71 0.03 #NUM! #NUM! -0.78 #NUM! 2.70 #NUM!

LOC644242 1610 0.11 0.28 0.15 0.29 0.08 0.65 0.37 0.14 0.20 0.27 0.26 -1.95 0.25 -1.22 0.15 -0.77 0.22 -1.59 1.33

LOC644246 538 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC644538 1552 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC644656 1161 0.70 0.74 0.15 0.07 0.48 0.32 0.36 0.11 0.53 0.63 0.41 -1.29 0.41 0.79 0.86 -1.41 -2.63 0.26 -0.37

LOC644669 2097 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC644714 2316 1.34 2.69 2.66 4.73 1.30 1.64 1.35 1.66 1.94 1.60 2.39 1.26 1.64 -0.29 0.72 0.70 1.53 -0.34 -0.55

LOC644759 5897 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC644936 1456 0.38 0.60 0.39 0.44 1.27 0.31 0.36 0.27 0.97 0.58 0.56 -0.82 0.54 -0.52 0.14 -0.49 -0.30 1.23 -0.85

LOC644961 2652 0.00 0.21 0.00 0.34 0.63 0.38 0.13 0.26 0.31 0.34 0.26 -1.94 0.26 #NUM! -0.31 #NUM! 0.40 1.27 0.55

LOC645158 510 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC645166 1104 3.90 4.26 1.04 1.02 4.02 11.12 4.14 4.20 104.16 9.78 4.22 2.08 30.57 -2.97 -2.84 -4.88 -4.91 -2.93 1.40

LOC645212 1865 1.97 6.16 0.00 2.15 2.08 4.31 4.31 2.11 6.27 4.02 2.78 1.47 4.18 -1.08 0.56 #NUM! -0.96 -1.01 0.63

LOC645323 3562 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC645431 2026 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC645434 1690 0.00 0.02 0.00 0.04 0.00 0.00 0.03 0.03 0.06 0.01 0.01 -6.69 0.03 #NUM! -1.08 #NUM! 0.25 #NUM! #NUM!

LOC645513 1048 1.17 1.86 3.16 2.93 2.53 0.00 0.00 0.00 0.00 0.00 1.94 0.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC645591 1334 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.01 -7.10 0.02 #NUM! 1.40 #NUM! #NUM! #NUM! #NUM!

LOC645638 621 47.81 6.31 1.21 3.41 49.00 7.23 5.44 18.75 0.66 13.94 19.16 4.26 9.70 2.30 -0.62 -3.01 -1.51 2.34 -1.41

LOC645676 1987 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC645752 3117 0.00 0.03 0.00 0.02 0.00 0.03 0.05 0.01 0.01 0.03 0.01 -6.22 0.02 #NUM! 0.13 #NUM! 0.02 -5.94 1.11

LOC646168 2760 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC646214 8226 1.09 4.87 3.36 3.86 0.27 1.07 2.36 2.88 0.32 0.62 2.42 1.28 1.54 -0.50 1.66 1.12 1.32 -2.50 -1.18

LOC646268 843 0.00 0.04 0.00 0.05 0.07 0.27 0.08 0.12 0.03 0.16 0.07 -3.81 0.10 #NUM! -1.31 #NUM! -1.00 -0.44 1.91

LOC646278 2100 0.17 0.93 0.19 0.28 0.08 1.26 1.11 0.80 0.84 2.25 0.49 -1.04 1.25 -2.89 -0.43 -2.74 -2.14 -3.88 1.38

LOC646324 3690 0.00 0.02 0.01 0.00 0.01 0.03 0.00 0.00 0.06 0.01 0.01 -6.32 0.02 #NUM! 0.31 -1.05 #NUM! -0.37 1.37

LOC646329 2228 0.04 1.33 0.93 0.00 0.85 0.00 0.53 1.06 0.08 0.00 0.53 -0.93 0.42 -3.51 1.68 1.16 #NUM! 1.04 #NUM!

LOC646471 3653 0.00 0.82 0.00 0.58 0.00 0.00 0.00 0.00 0.00 0.00 0.23 -2.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC646498 702 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC646576 1132 0.00 2.16 0.06 0.00 0.02 1.09 0.36 0.38 0.95 1.06 0.56 -0.85 0.69 #NUM! 1.65 -3.47 #NUM! -4.81 0.97

LOC646627 1205 0.00 0.00 0.37 0.00 0.00 0.17 0.00 0.00 0.00 0.00 0.09 -3.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.94

LOC646762 5784 0.34 1.33 1.20 1.07 0.56 1.18 1.07 0.73 1.45 0.99 0.95 -0.08 1.06 -1.63 0.32 0.18 0.01 -0.94 0.31

LOC646813 1282 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -7.72 0.00 #NUM! #NUM! #NUM! 4.10 #NUM! #NUM!

LOC646851 10322 0.03 0.38 0.01 0.00 0.02 0.07 0.08 0.15 0.02 0.07 0.08 -3.56 0.08 -1.46 2.23 -3.24 #NUM! -1.97 -0.23

LOC646862 990 0.28 2.28 4.21 1.25 1.41 0.08 5.67 7.44 0.03 4.50 1.59 0.67 4.41 -3.96 -0.95 -0.07 -1.82 -1.65 -4.29

LOC646870 1369 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC646903 1964 0.10 0.00 0.13 0.23 0.07 0.31 0.22 0.04 0.00 0.23 0.14 -2.86 0.12 -0.32 #NUM! 0.10 0.90 -0.91 1.15

LOC646938 481 0.00 0.96 0.21 0.58 0.26 0.54 0.09 0.35 0.32 0.75 0.43 -1.23 0.38 #NUM! 1.35 -0.88 0.62 -0.53 0.35

LOC646999 2602 0.00 0.14 0.07 0.15 0.05 0.17 0.04 0.03 0.00 0.09 0.10 -3.35 0.04 #NUM! 1.77 0.78 1.88 0.19 0.80

LOC647012 1851 0.00 0.00 0.02 0.00 0.20 0.15 0.02 0.00 0.06 0.04 0.06 -4.01 0.03 #NUM! #NUM! -0.67 #NUM! 2.87 1.29

LOC647107 1533 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC647323 1625 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.85 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC647589 1765 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC647859 578 0.74 3.77 2.89 6.23 0.76 0.00 4.90 9.66 0.00 9.51 2.40 1.26 6.02 -3.03 -0.67 -1.06 0.05 -2.98 #NUM!

LOC647946 2147 0.35 0.14 0.64 12.17 4.40 0.28 0.56 0.38 0.00 0.31 3.00 1.58 0.31 0.19 -1.12 1.04 5.29 3.82 -3.42

LOC647979 5378 13.60 57.65 28.58 34.12 14.11 38.19 34.29 34.36 34.68 46.45 31.04 4.96 37.44 -1.46 0.62 -0.39 -0.13 -1.41 0.30

LOC648691 3105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC648740 1988 0.03 0.22 0.07 0.10 0.31 0.00 0.07 0.13 0.25 0.00 0.12 -3.03 0.11 -2.11 0.98 -0.63 -0.14 1.47 #NUM!

LOC648809 1167 1.95 326.69 4.73 5.22 0.88 1.91 2.23 3.31 0.71 1.57 56.90 5.83 1.95 0.00 7.38 1.27 1.42 -1.15 -4.90

LOC648987 2783 2.20 1.50 15.18 1.57 1.56 7.37 1.01 0.73 1.31 1.61 4.89 2.29 1.17 0.91 0.36 3.70 0.43 0.42 0.59

LOC649395 1828 0.07 0.03 0.05 0.04 0.15 0.10 0.10 0.04 0.09 0.09 0.07 -3.78 0.08 -0.25 -1.58 -0.60 -1.05 0.94 0.45

LOC650226 1667 0.08 0.29 0.07 0.07 0.00 0.00 0.07 0.15 0.00 0.00 0.09 -3.55 0.06 0.58 2.36 0.37 0.33 #NUM! #NUM!

LOC650293 651 0.00 0.17 0.00 0.07 0.20 0.00 0.34 0.00 0.19 0.00 0.07 -3.79 0.13 #NUM! 0.33 #NUM! -0.96 0.59 #NUM!

LOC650368 1477 0.23 0.39 1.31 0.07 0.05 0.72 0.23 0.22 1.20 1.13 0.46 -1.11 0.70 -1.61 -0.82 0.92 -3.26 -3.80 0.64

LOC650623 5923 0.13 0.80 0.07 0.16 0.23 0.18 0.22 0.09 0.11 0.44 0.26 -1.93 0.21 -0.68 1.90 -1.53 -0.40 0.13 -0.56

LOC652276 2714 0.00 2.76 1.41 3.04 0.00 0.91 1.09 1.39 0.74 0.92 1.35 0.44 1.03 #NUM! 1.42 0.45 1.55 #NUM! -0.58

LOC653075 3471 0.50 2.22 0.57 1.55 0.31 2.35 1.12 1.28 1.41 2.34 1.25 0.32 1.54 -1.63 0.53 -1.42 0.01 -2.32 0.91

LOC653160 1917 0.36 0.00 0.99 0.97 0.15 0.75 1.27 0.83 0.00 0.69 0.54 -0.90 0.70 -0.94 #NUM! 0.50 0.48 -2.21 0.47

LOC653501 4028 1.11 0.52 0.17 0.37 0.11 0.95 0.46 0.19 0.46 0.72 0.54 -0.89 0.46 1.28 0.17 -1.44 -0.31 -2.11 0.83

LOC653513 877 1.00 1.49 1.91 5.17 1.69 2.36 1.43 1.34 5.56 2.51 2.27 1.18 2.71 -1.45 -0.86 -0.50 0.93 -0.68 0.06

LOC653566 1624 0.69 0.60 0.38 0.36 5.33 2.43 0.37 0.47 2.31 1.74 1.63 0.71 1.22 -0.83 -1.04 -1.68 -1.77 2.12 0.58

LOC653653 1160 0.10 0.11 0.02 0.00 0.10 0.20 0.03 0.03 0.08 0.10 0.09 -3.54 0.06 0.78 0.86 -1.98 #NUM! 0.68 1.19

LOC653712 1104 0.59 0.61 2.07 1.57 2.90 1.16 0.31 0.60 0.38 1.11 1.48 0.57 0.60 -0.03 0.03 1.79 1.39 2.27 -0.36

LOC653786 2661 0.10 1.38 1.78 0.09 0.07 1.76 0.11 0.03 0.12 0.08 0.86 -0.21 0.08 0.23 4.07 4.44 0.10 -0.21 1.03

LOC654342 613 21.88 31.29 8.14 1.74 15.26 23.32 19.15 11.33 33.42 12.27 16.94 4.08 19.04 0.20 0.72 -1.23 -3.45 -0.32 0.46

LOC654433 2715 4.09 0.44 1.36 0.88 0.00 1.85 2.53 6.61 5.47 3.45 1.44 0.52 4.51 -0.14 -3.37 -1.73 -2.35 #NUM! 0.36

LOC678655 2364 1.48 4.73 0.00 3.26 10.56 6.75 6.92 1.84 56.62 27.09 4.46 2.16 23.12 -3.97 -2.29 #NUM! -2.83 -1.13 0.60

LOC723809 1911 0.00 0.48 0.00 0.00 0.00 0.05 0.00 0.02 0.00 0.00 0.09 -3.50 0.00 #NUM! 6.97 #NUM! #NUM! #NUM! -0.75

LOC723972 738 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC727677 1412 0.00 0.00 0.00 0.00 28.75 0.00 0.00 0.00 0.00 0.00 4.79 2.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC727849 3296 18.91 6.71 11.85 22.91 18.80 4.85 22.70 10.61 1.74 5.96 14.01 3.81 10.25 0.88 -0.61 0.21 1.16 0.88 -1.53

LOC727896 3412 0.10 0.26 0.24 0.13 0.03 0.13 0.11 0.05 0.01 0.10 0.15 -2.76 0.06 0.58 2.02 1.86 1.01 -1.01 -0.19

LOC727924 1680 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.09 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC728024 1503 0.49 0.27 0.16 0.14 0.25 0.50 0.16 0.06 0.44 0.40 0.30 -1.73 0.27 0.90 0.01 -0.76 -0.89 -0.10 0.73

LOC728066 2023 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC728190 825 12.73 12.48 13.22 10.47 21.37 21.19 16.71 10.22 25.73 29.52 15.24 3.93 20.54 -0.69 -0.72 -0.64 -0.97 0.06 0.48

LOC728192 935 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC728228 692 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC728264 9070 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC728323 1128 0.78 1.36 1.08 0.78 0.63 0.74 1.23 0.79 1.97 0.95 0.90 -0.16 1.24 -0.66 0.14 -0.19 -0.66 -0.96 -0.28

LOC728377 4204 3.15 9.52 55.02 15.88 7.25 3.25 10.87 12.24 2.06 7.07 15.68 3.97 8.06 -1.35 0.24 2.77 0.98 -0.15 -2.27

LOC728392 1503 4.45 13.26 3.41 0.00 2.87 19.58 21.09 8.75 53.11 32.00 7.26 2.86 28.74 -2.69 -1.12 -3.07 #NUM! -3.32 1.43

LOC728407 1420 0.00 0.00 0.00 0.00 0.00 1.63 0.00 0.00 0.00 0.00 0.27 -1.88 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LOC728554 1827 29.58 8.88 22.11 70.52 167.16 32.97 22.16 23.19 11.64 30.47 55.20 5.79 21.86 0.44 -1.30 0.02 1.69 2.93 -0.74

LOC728606 2598 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.03 0.00 0.01 0.00 -7.73 0.01 #NUM! #NUM! #NUM! #NUM! 0.96 0.94

LOC728613 2583 2.35 6.96 2.19 2.55 8.60 0.00 0.46 1.84 0.00 0.00 3.77 1.92 0.58 2.03 3.60 1.93 2.15 3.90 #NUM!

LOC728622 1882 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC728640 2520 0.58 0.58 0.22 0.21 0.02 0.10 0.11 0.07 0.04 0.06 0.28 -1.81 0.07 3.02 3.00 1.63 1.57 -1.96 -1.52

LOC728643 542 1.84 0.44 0.00 0.54 1.76 0.00 0.00 0.00 0.06 2.28 0.76 -0.39 0.59 1.65 -0.41 #NUM! -0.12 1.59 #NUM!

LOC728723 1154 0.16 0.00 0.09 0.00 0.19 0.36 0.16 0.00 0.29 0.46 0.13 -2.90 0.23 -0.56 #NUM! -1.32 #NUM! -0.24 1.44

LOC728724 1164 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.04 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!



LOC728730 2517 0.45 3.22 0.20 1.39 6.88 4.39 2.10 0.37 5.33 4.17 2.76 1.46 2.99 -2.75 0.11 -3.91 -1.11 1.20 0.67

LOC728739 622 0.00 0.01 0.00 0.02 0.07 0.00 0.06 0.00 0.00 0.02 0.02 -5.85 0.02 #NUM! -0.36 #NUM! 0.35 1.77 #NUM!

LOC728743 3369 2.17 2.61 1.30 1.64 1.05 0.69 2.18 0.95 2.55 1.54 1.58 0.66 1.80 0.27 0.53 -0.47 -0.13 -0.78 -1.20

LOC728752 1414 2.10 2.28 8.07 5.09 4.07 0.85 1.17 1.65 0.66 0.56 3.75 1.91 1.01 1.05 1.18 3.00 2.33 2.01 -2.13

LOC728758 2366 0.00 0.09 0.04 0.03 0.02 0.07 0.00 0.00 0.01 0.01 0.04 -4.60 0.01 #NUM! 3.97 2.78 2.29 1.86 0.66

LOC728819 1170 0.45 0.60 0.18 0.00 0.07 0.62 0.34 0.28 1.50 0.90 0.32 -1.64 0.76 -0.75 -0.32 -2.08 #NUM! -3.42 0.96

LOC728853 2850 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC728855 1287 10.25 24.91 18.30 13.19 71.43 35.87 8.84 9.00 23.25 21.60 28.99 4.86 15.67 -0.61 0.67 0.22 -0.25 2.19 0.31

LOC728875 772 4.71 12.79 8.79 6.89 36.98 18.36 4.60 4.71 11.46 10.39 14.75 3.88 7.79 -0.73 0.71 0.17 -0.18 2.25 0.32

LOC728989 1076 1.02 1.22 0.58 0.38 0.05 1.39 0.52 0.52 0.27 0.71 0.77 -0.37 0.50 1.01 1.27 0.20 -0.42 -3.28 0.85

LOC729013 1113 6.99 6.92 2.90 5.78 3.57 8.28 5.22 4.99 3.81 2.89 5.74 2.52 4.23 0.73 0.71 -0.54 0.45 -0.24 0.53

LOC729020 2130 0.00 0.01 0.00 0.00 0.00 0.04 0.01 0.00 0.01 0.05 0.01 -6.82 0.01 #NUM! -0.79 #NUM! #NUM! #NUM! 2.33

LOC729080 1070 0.05 0.09 0.00 0.01 0.02 0.00 0.00 0.01 0.01 0.04 0.03 -5.14 0.01 1.84 2.54 #NUM! -0.82 0.41 -3.01

LOC729082 1894 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC729156 2426 2.40 4.05 0.00 4.96 4.19 4.97 7.23 6.14 5.84 9.37 3.43 1.78 7.15 -1.57 -0.82 #NUM! -0.53 -0.77 0.54

LOC729176 2156 0.10 0.02 0.04 0.08 0.03 0.06 0.05 0.01 0.04 0.09 0.05 -4.19 0.05 0.98 -1.24 -0.41 0.78 -0.68 0.12

LOC729177 2308 0.13 0.56 0.00 0.06 0.00 0.72 0.06 0.12 0.09 0.53 0.24 -2.03 0.20 -0.64 1.49 #NUM! -1.76 #NUM! 1.55

LOC729178 3082 0.46 0.00 0.00 2.40 0.00 0.00 1.18 0.00 0.00 0.00 0.48 -1.07 0.29 0.64 #NUM! #NUM! 3.03 #NUM! #NUM!

LOC729234 852 3.59 2.14 2.36 5.22 5.61 3.89 4.25 2.17 8.09 5.74 3.80 1.93 5.06 -0.50 -1.24 -1.10 0.05 0.15 0.03

LOC729513 1891 3.52 3.55 18.46 17.91 3.00 2.98 2.33 2.49 1.47 1.49 8.24 3.04 1.95 0.86 0.87 3.25 3.20 0.62 -1.47

LOC729603 3131 0.13 0.68 0.00 0.80 0.00 0.00 0.32 0.37 0.12 0.22 0.27 -1.89 0.26 -1.01 1.41 #NUM! 1.64 #NUM! #NUM!

LOC729609 628 0.55 0.23 0.14 0.22 0.00 0.00 0.00 0.00 0.00 0.00 0.19 -2.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC729668 1567 0.00 0.00 0.00 0.20 0.15 0.00 0.00 0.00 0.00 0.01 0.06 -4.08 0.00 #NUM! #NUM! #NUM! 5.80 5.37 #NUM!

LOC729678 2908 6.29 5.63 3.72 5.31 10.01 5.74 2.88 2.31 7.35 3.52 6.12 2.61 4.02 0.65 0.49 -0.11 0.40 1.32 -0.09

LOC729723 4695 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC729799 2586 0.10 0.00 0.18 0.00 0.00 0.00 0.46 0.00 0.00 0.06 0.05 -4.39 0.13 -0.32 #NUM! 0.49 #NUM! #NUM! #NUM!

LOC729852 2286 4.39 7.11 7.80 6.53 0.00 10.09 3.77 5.92 5.11 8.27 5.99 2.58 5.77 -0.39 0.30 0.43 0.18 #NUM! 0.75

LOC729966 687 1.58 0.10 1.54 0.00 0.05 0.17 0.37 0.15 0.00 0.57 0.58 -0.80 0.27 2.54 -1.41 2.50 #NUM! -2.56 -1.73

LOC729970 954 2.26 0.00 1.60 0.00 3.29 0.00 4.10 3.52 0.00 7.05 1.19 0.25 3.67 -0.70 #NUM! -1.20 #NUM! -0.16 #NUM!

LOC730101 3784 0.94 1.09 1.21 0.55 0.21 1.49 0.63 0.24 1.70 1.17 0.91 -0.13 0.94 0.01 0.22 0.37 -0.77 -2.18 0.70

LOC730102 3008 1.42 5.34 4.19 3.26 0.65 2.10 3.35 1.27 3.51 4.98 2.83 1.50 3.28 -1.21 0.70 0.36 -0.01 -2.34 -0.43

LOC730227 2741 0.17 0.18 0.01 0.00 0.05 0.00 0.01 0.02 0.00 0.01 0.07 -3.84 0.01 4.10 4.12 0.27 #NUM! 2.42 #NUM!

LOC730441 2055 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.24 0.01 0.00 -9.01 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LOC730668 4162 0.01 0.01 0.00 0.00 0.00 0.01 0.02 0.01 0.01 0.00 0.01 -7.63 0.01 0.66 0.66 #NUM! #NUM! #NUM! 0.11

LOC730755 880 0.34 0.15 0.00 0.54 2.95 0.13 0.00 0.04 0.03 0.09 0.68 -0.55 0.04 3.05 1.91 #NUM! 3.72 6.18 -2.39

LOC731275 3834 0.51 4.73 2.63 3.60 0.91 0.90 1.76 4.56 0.60 0.83 2.21 1.15 1.94 -1.92 1.29 0.44 0.89 -1.10 -1.29

LOC731424 3390 0.25 0.19 0.15 0.18 1.80 0.21 0.10 0.35 0.10 0.04 0.47 -1.10 0.15 0.80 0.40 0.07 0.33 3.62 -1.18

LOC731656 995 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC731779 810 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.18 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC731789 6118 0.04 0.01 0.02 0.02 0.00 0.00 0.00 0.01 0.00 0.01 0.01 -6.14 0.01 2.71 0.53 1.76 1.45 #NUM! -1.95

LOC79015 1157 0.28 1.95 0.39 0.00 0.41 0.69 0.00 0.10 0.00 0.10 0.62 -0.69 0.05 2.43 5.22 2.91 #NUM! 2.96 0.15

LOC80054 2281 0.28 0.69 0.09 0.40 5.21 0.88 0.49 0.19 1.20 0.60 1.26 0.33 0.62 -1.13 0.16 -2.84 -0.62 3.07 -0.52

LOC81691 2903 1.30 1.47 3.02 2.60 1.70 2.05 0.94 0.73 1.19 0.44 2.02 1.02 0.82 0.65 0.84 1.87 1.66 1.04 0.02

LOC84856 2322 4.30 0.56 0.50 1.61 3.09 0.41 0.89 1.69 0.50 0.44 1.74 0.80 0.88 2.29 -0.64 -0.82 0.87 1.81 -2.08

LOC84931 2015 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LOC84989 1335 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC90246 2761 0.41 0.63 0.44 0.52 1.21 0.74 0.95 0.72 1.14 0.64 0.66 -0.61 0.87 -1.10 -0.46 -0.98 -0.73 0.48 0.17

LOC90784 3653 0.82 0.00 0.00 0.00 1.60 0.70 1.84 0.00 1.04 0.62 0.52 -0.95 0.87 -0.09 #NUM! #NUM! #NUM! 0.87 0.42

LOC90834 2421 0.53 0.00 0.00 0.00 0.14 0.00 0.55 0.66 0.16 0.00 0.11 -3.16 0.34 0.62 #NUM! #NUM! #NUM! -1.25 #NUM!

LOC91149 4622 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -8.76 0.01 #NUM! -0.34 #NUM! -0.01 #NUM! -0.91

LOC91450 1016 0.09 0.16 0.11 0.01 0.09 0.23 0.10 0.41 0.24 0.18 0.11 -3.13 0.23 -1.32 -0.57 -1.09 -4.53 -1.43 1.01

LOC91948 1517 0.30 0.50 0.39 0.74 0.04 0.08 0.10 0.33 0.07 0.14 0.34 -1.55 0.16 0.91 1.64 1.29 2.22 -2.12 -2.07

LOC92249 2886 5.44 13.44 5.33 1.98 5.76 8.89 9.37 7.87 12.13 5.23 6.81 2.77 8.65 -0.67 0.64 -0.70 -2.13 -0.59 0.38

LOC92659 1914 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LOC93432 1637 0.00 1.81 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.30 -1.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LOC93622 1688 4.19 4.63 2.57 2.27 16.58 13.24 2.57 1.49 8.67 9.43 7.25 2.86 5.54 -0.40 -0.26 -1.11 -1.29 1.58 0.87

LOC96610 2011 0.00 0.00 523.06 121.74 23.57 0.00 30.99 0.00 16.15 0.00 111.39 6.80 11.79 #NUM! #NUM! 5.47 3.37 1.00 #NUM!

LOH12CR1 2085 4.66 5.49 0.00 7.70 13.27 3.05 2.83 7.06 3.38 0.00 5.69 2.51 3.32 0.49 0.73 #NUM! 1.21 2.00 -0.90

LOH12CR2 1538 0.23 0.72 0.00 0.49 0.28 0.50 0.38 0.23 1.26 0.00 0.37 -1.44 0.47 -1.03 0.63 #NUM! 0.06 -0.76 0.43

LONP1 3111 0.00 0.00 18.23 17.54 94.86 0.00 0.00 0.00 17.26 0.00 21.77 4.44 4.31 #NUM! #NUM! 2.08 2.02 4.46 #NUM!

LONP2 4342 2.29 6.00 4.41 3.08 8.02 3.02 3.06 5.53 4.46 5.60 4.47 2.16 4.66 -1.03 0.36 -0.08 -0.60 0.78 -0.56

LONRF1 3584 1.91 3.81 6.18 2.65 2.05 9.00 6.88 9.17 10.38 17.10 4.27 2.09 10.88 -2.51 -1.51 -0.82 -2.04 -2.41 1.08

LONRF2 13920 0.05 1.09 0.02 0.16 0.02 0.60 0.74 0.81 3.22 1.21 0.32 -1.63 1.49 -4.84 -0.45 -6.01 -3.26 -6.52 0.90

LONRF3 2625 0.09 1.03 0.41 0.47 1.11 1.14 0.46 1.16 0.99 3.83 0.71 -0.50 1.61 -4.22 -0.65 -1.96 -1.79 -0.54 0.69

LOR 1229 0.24 0.48 0.01 0.22 0.00 0.15 0.48 1.05 0.04 0.04 0.18 -2.45 0.40 -0.72 0.26 -5.84 -0.88 #NUM! -0.32

LOX 5177 4.09 6.58 5.52 2.38 21.68 6.97 4.33 4.12 4.50 5.63 7.87 2.98 4.64 -0.18 0.50 0.25 -0.97 2.22 -0.18

LOXHD1 6854 0.01 0.05 0.04 0.00 0.02 0.01 0.01 0.01 0.02 0.03 0.02 -5.67 0.02 -1.18 1.34 0.98 #NUM! -0.17 -0.77

LOXL1 2361 40.70 71.64 21.59 22.68 11.91 18.11 19.38 7.78 34.68 23.43 31.11 4.96 21.32 0.93 1.75 0.02 0.09 -0.84 -0.78

LOXL2 3810 3.33 12.94 6.49 7.06 52.53 10.37 3.02 3.38 21.08 8.58 15.45 3.95 9.02 -1.44 0.52 -0.47 -0.35 2.54 -0.58

LOXL3 3121 0.00 6.21 3.99 0.00 0.00 0.00 2.99 0.00 8.78 0.00 1.70 0.76 2.94 #NUM! 1.08 0.44 #NUM! #NUM! #NUM!

LOXL4 3657 2.51 2.68 0.43 0.50 0.24 2.58 6.63 2.25 7.10 4.83 1.49 0.57 5.20 -1.05 -0.96 -3.61 -3.37 -4.42 0.79

LPA 6489 0.00 0.02 0.06 0.55 0.04 0.02 0.06 0.02 0.01 0.00 0.11 -3.12 0.02 #NUM! -0.04 1.36 4.64 0.74 -2.36

LPAL2 2041 0.00 0.79 0.19 1.04 0.10 0.05 0.43 0.34 0.18 0.11 0.36 -1.47 0.27 #NUM! 1.56 -0.51 1.96 -1.36 -2.89

LPAR1 3182 8.66 15.68 6.02 10.23 0.79 18.80 22.05 17.71 21.90 15.75 10.03 3.33 19.35 -1.16 -0.30 -1.68 -0.92 -4.62 0.91

LPAR2 1803 5.65 5.80 9.72 6.21 13.63 2.50 3.48 2.46 0.37 2.65 7.25 2.86 2.24 1.34 1.37 2.12 1.47 2.61 -1.53

LPAR3 1738 7.18 1.12 6.40 12.42 6.48 3.15 2.01 2.71 0.01 2.71 6.13 2.61 1.86 1.95 -0.73 1.78 2.74 1.80 -0.96

LPAR4 2627 0.56 0.38 0.21 0.18 0.02 0.05 0.32 0.07 0.07 0.04 0.24 -2.08 0.13 2.15 1.60 0.76 0.51 -2.53 -2.10

LPAR5 2855 5.34 6.45 11.82 10.38 5.84 2.03 11.38 8.97 0.71 4.44 6.97 2.80 6.38 -0.26 0.02 0.89 0.70 -0.13 -1.78

LPAR6 3043 23.98 17.24 3.05 14.86 6.31 25.10 24.73 27.72 13.56 45.93 15.09 3.92 27.98 -0.22 -0.70 -3.20 -0.91 -2.15 0.73

LPCAT1 3994 3.09 8.46 5.38 9.17 18.97 7.29 4.21 3.90 8.12 5.33 8.73 3.13 5.39 -0.80 0.65 0.00 0.77 1.81 -0.26

LPCAT2 5395 7.40 0.00 3.30 7.17 3.47 0.00 3.16 4.26 0.00 0.00 3.55 1.83 1.86 2.00 #NUM! 0.83 1.95 0.90 #NUM!

LPCAT3 2297 17.69 15.28 27.46 26.65 28.92 13.36 10.17 15.93 15.38 12.92 21.56 4.43 13.60 0.38 0.17 1.01 0.97 1.09 -0.69

LPCAT4 1908 12.88 42.87 23.69 42.82 14.54 14.40 50.43 48.08 43.82 17.26 25.20 4.66 39.90 -1.63 0.10 -0.75 0.10 -1.46 -0.81

LPGAT1 7802 2.32 7.51 5.40 4.26 5.36 8.62 2.96 3.45 4.47 5.11 5.58 2.48 4.00 -0.78 0.91 0.43 0.09 0.42 0.63

LPHN1 7874 1.33 4.95 4.80 2.20 2.12 1.04 4.33 2.14 3.76 2.54 2.74 1.45 3.19 -1.26 0.63 0.59 -0.54 -0.59 -1.39

LPHN2 5723 5.29 7.36 14.41 5.68 0.71 9.15 8.67 17.34 8.32 13.13 7.10 2.83 11.86 -1.16 -0.69 0.28 -1.06 -4.06 0.37

LPHN3 6141 0.43 0.63 0.96 0.05 0.01 1.43 2.56 0.80 1.90 1.67 0.58 -0.78 1.73 -2.01 -1.47 -0.86 -5.20 -7.71 1.30

LPIN1 5363 3.41 4.71 7.75 6.47 2.08 4.29 7.83 4.05 5.45 6.38 4.79 2.26 5.93 -0.80 -0.33 0.39 0.13 -1.51 -0.16

LPIN2 6245 1.45 7.49 3.21 4.07 2.17 4.23 3.32 2.25 4.02 3.36 3.77 1.91 3.23 -1.15 1.21 -0.01 0.33 -0.58 0.17

LPIN3 4464 1.89 6.17 2.04 5.90 3.44 1.97 4.66 4.22 1.73 2.36 3.57 1.83 3.24 -0.78 0.93 -0.67 0.86 0.09 -0.86

LPL 3747 0.10 0.37 0.67 2.99 0.09 1.39 0.30 0.15 0.87 0.66 0.94 -0.10 0.49 -2.25 -0.43 0.45 2.59 -2.44 0.57

LPO 2993 0.00 0.00 0.01 0.00 0.10 0.00 0.00 0.02 0.00 0.00 0.02 -5.76 0.00 #NUM! #NUM! 1.12 #NUM! 4.35 #NUM!

LPP 18278 4.23 14.27 5.99 8.18 1.42 9.27 14.72 6.15 19.93 8.54 7.23 2.85 12.34 -1.54 0.21 -1.04 -0.59 -3.12 0.36

LPP-AS2 2897 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LPPR1 2461 0.02 0.02 0.00 0.03 0.00 0.02 0.01 0.00 0.11 0.00 0.02 -5.99 0.03 -0.42 -0.42 #NUM! -0.18 #NUM! 0.37

LPPR2 2748 3.79 14.86 3.93 6.25 11.26 5.74 8.13 3.61 19.11 8.22 7.64 2.93 9.77 -1.37 0.61 -1.31 -0.64 0.21 -0.41

LPPR3 2357 0.00 0.08 0.00 0.04 0.00 0.00 0.01 0.00 0.02 0.01 0.02 -5.61 0.01 #NUM! 2.83 #NUM! 1.94 #NUM! #NUM!

LPPR4 5040 0.26 0.85 0.53 0.82 0.16 0.99 0.72 0.48 0.58 0.92 0.60 -0.73 0.67 -1.37 0.33 -0.34 0.29 -2.04 0.72

LPPR5 4023 0.00 0.08 0.00 0.03 0.08 0.05 0.02 0.05 0.00 0.20 0.04 -4.61 0.07 #NUM! 0.20 #NUM! -1.04 0.32 0.33

LPXN 1926 5.53 11.12 11.85 7.33 10.97 17.19 2.20 3.61 4.84 6.65 10.66 3.41 4.33 0.35 1.36 1.45 0.76 1.34 0.69

LRAT 4909 0.00 0.01 0.01 0.25 0.04 0.13 0.00 0.01 0.01 0.12 0.07 -3.80 0.04 #NUM! -1.76 -2.53 2.79 0.15 0.82

LRBA 10180 2.59 6.40 7.50 8.97 5.78 3.97 7.72 7.97 2.41 4.81 5.87 2.55 5.73 -1.15 0.16 0.39 0.65 0.01 -0.56

LRCH1 5595 2.26 7.72 6.47 6.98 1.52 7.99 5.02 5.79 9.89 7.13 5.49 2.46 6.96 -1.62 0.15 -0.10 0.00 -2.20 0.54

LRCH2 4941 0.36 1.29 0.29 0.24 0.04 2.91 1.45 1.01 2.13 2.40 0.85 -0.23 1.75 -2.28 -0.43 -2.61 -2.89 -5.29 1.77

LRCH3 2277 3.07 4.88 6.52 12.99 3.63 0.00 3.77 3.84 3.00 3.77 5.18 2.37 3.59 -0.23 0.44 0.86 1.85 0.02 #NUM!

LRCH4 3201 4.35 18.70 21.62 12.18 10.47 6.16 10.06 9.02 7.75 5.89 12.25 3.61 8.18 -0.91 1.19 1.40 0.57 0.36 -0.99

LRFN1 3212 0.38 0.92 0.51 1.58 1.51 0.32 0.68 0.40 0.60 0.22 0.87 -0.20 0.48 -0.32 0.95 0.10 1.73 1.66 -1.45

LRFN2 3144 0.02 0.01 0.00 0.09 0.01 0.01 0.03 0.00 0.01 0.01 0.02 -5.40 0.01 0.72 -0.28 #NUM! 3.22 -0.38 -0.69

LRFN3 2549 1.81 6.01 6.77 6.99 17.52 1.85 4.99 3.57 4.21 2.53 6.82 2.77 3.83 -1.08 0.65 0.82 0.87 2.20 -1.88

LRFN4 2546 2.25 5.08 3.85 5.78 47.96 2.45 3.71 2.60 5.02 2.82 11.23 3.49 3.54 -0.65 0.52 0.12 0.71 3.76 -2.20

LRFN5 3747 1.16 2.74 0.32 0.63 0.01 1.88 2.46 2.14 7.43 3.02 1.12 0.16 3.76 -1.70 -0.46 -3.56 -2.59 -9.17 0.74

LRG1 1780 24.94 3.60 3.48 7.81 26.23 5.17 2.17 3.72 6.74 4.93 11.87 3.57 4.39 2.51 -0.29 -0.33 0.83 2.58 -1.20

LRGUK 2700 0.00 0.20 0.05 0.16 0.00 0.14 0.03 0.16 0.03 0.03 0.09 -3.45 0.06 #NUM! 1.72 -0.43 1.38 #NUM! 0.59

LRIF1 3349 4.77 3.84 21.86 8.72 5.00 5.48 2.30 4.45 2.45 3.00 8.28 3.05 3.05 0.65 0.33 2.84 1.51 0.71 -0.59

LRIG1 4812 3.07 17.83 5.07 4.89 1.84 16.94 6.39 4.63 39.25 18.59 8.27 3.05 17.21 -2.49 0.05 -1.76 -1.82 -3.23 1.03

LRIG2 4015 0.79 2.45 1.89 2.93 1.53 1.90 1.81 1.50 1.50 1.68 1.91 0.94 1.62 -1.04 0.60 0.22 0.85 -0.08 -0.01

LRIG3 4053 3.27 3.32 4.49 19.79 2.49 9.49 4.64 5.13 6.11 8.84 7.14 2.84 6.18 -0.92 -0.90 -0.46 1.68 -1.31 0.41

LRIT2 3096 0.00 0.00 0.00 0.00 0.00 0.01 0.09 0.09 0.00 0.03 0.00 -9.65 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LRIT3 3641 0.07 0.15 0.03 0.02 0.01 0.02 0.06 0.01 0.00 0.01 0.05 -4.33 0.02 1.86 2.93 0.35 -0.14 -0.56 -1.39

LRMP 2885 1.70 2.83 3.05 2.96 0.47 4.95 4.02 1.44 1.44 3.73 2.66 1.41 2.66 -0.65 0.09 0.20 0.16 -2.49 0.90

LRP1 14905 21.93 160.67 71.25 74.43 27.42 15.83 33.69 21.99 36.85 67.28 61.92 5.95 39.95 -0.87 2.01 0.83 0.90 -0.54 -1.97

LRP10 3252 32.19 84.16 40.98 58.86 53.37 28.35 91.65 71.66 73.39 48.70 49.65 5.63 71.35 -1.15 0.24 -0.80 -0.28 -0.42 -0.81

LRP11 3618 10.53 18.88 5.62 31.77 13.50 16.56 13.37 14.33 8.24 27.82 16.15 4.01 15.94 -0.60 0.24 -1.50 0.99 -0.24 0.04

LRP12 4149 0.73 1.91 3.25 1.99 0.78 4.45 1.39 2.29 2.65 3.74 2.18 1.13 2.52 -1.78 -0.40 0.37 -0.34 -1.70 1.03

LRP1B 16557 0.17 0.20 1.26 0.20 0.01 0.15 0.59 1.13 0.03 0.32 0.33 -1.59 0.52 -1.63 -1.37 1.28 -1.40 -6.52 -1.11

LRP2 15735 0.02 0.01 0.01 0.00 0.00 0.03 0.01 0.01 0.00 0.10 0.01 -6.20 0.03 -0.28 -1.02 -1.16 #NUM! #NUM! 1.17

LRP2BP 5158 0.00 0.24 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LRP3 3714 4.88 10.46 2.33 10.12 45.56 5.39 8.39 4.81 17.92 6.95 13.12 3.71 9.52 -0.96 0.14 -2.03 0.09 2.26 -1.28

LRP4 8244 0.16 1.30 0.75 1.58 1.25 1.21 1.04 1.39 0.43 3.31 1.04 0.06 1.54 -3.27 -0.25 -1.03 0.04 -0.30 0.21

LRP5 5161 2.71 9.17 6.06 12.70 22.10 7.91 8.09 6.89 13.81 8.46 10.11 3.34 9.31 -1.78 -0.02 -0.62 0.45 1.25 -0.35

LRP5L 3627 0.52 1.57 0.86 1.67 1.02 1.93 0.61 1.44 1.62 1.84 1.26 0.34 1.38 -1.41 0.19 -0.68 0.28 -0.43 0.61

LRP6 10088 0.90 2.62 1.62 1.15 0.57 6.15 2.63 2.01 4.67 4.61 2.17 1.12 3.48 -1.95 -0.41 -1.10 -1.60 -2.62 1.50

LRP8 4528 1.01 1.31 1.86 2.27 0.00 0.00 0.64 0.52 0.00 0.00 1.08 0.11 0.29 1.80 2.17 2.68 2.97 #NUM! #NUM!

LRPAP1 1586 4.37 9.48 5.09 3.91 93.47 9.14 4.52 2.83 77.46 11.47 20.91 4.39 24.07 -2.46 -1.34 -2.24 -2.62 1.96 -1.19

LRPPRC 6637 6.62 10.90 29.31 9.40 7.96 27.38 53.41 10.61 7.37 13.11 15.26 3.93 21.12 -1.67 -0.95 0.47 -1.17 -1.41 0.84

LRR1 1965 5.60 3.77 6.11 0.00 0.00 0.00 2.97 1.60 2.43 0.00 2.58 1.37 1.75 1.68 1.10 1.80 #NUM! #NUM! #NUM!

LRRC1 3180 5.26 5.55 9.76 14.99 8.88 8.50 5.99 7.02 2.47 8.31 8.82 3.14 5.95 -0.18 -0.10 0.71 1.33 0.58 -0.05

LRRC10B 2230 0.11 0.53 0.21 0.34 0.34 0.79 0.59 0.67 5.97 1.12 0.39 -1.37 2.09 -4.25 -1.99 -3.28 -2.63 -2.61 1.03

LRRC14 5369 1.84 2.29 2.73 1.86 8.52 1.58 2.04 1.65 2.52 1.40 3.14 1.65 1.90 -0.05 0.27 0.52 -0.03 2.16 -0.99

LRRC14B 1573 0.04 0.00 0.06 0.00 1.32 0.02 0.02 0.04 0.00 0.00 0.24 -2.06 0.01 1.35 #NUM! 2.16 -2.64 6.55 -3.84

LRRC15 5940 1.10 5.69 6.59 1.06 0.12 2.86 0.39 1.70 0.28 4.50 2.90 1.54 1.72 -0.64 1.73 1.94 -0.70 -3.87 -0.02

LRRC16A 5431 3.06 11.88 8.94 8.20 2.01 4.83 3.63 4.43 1.50 1.77 6.49 2.70 2.83 0.11 2.07 1.66 1.53 -0.49 -0.42

LRRC16B 4615 0.43 0.07 0.61 0.16 0.29 0.24 0.24 0.43 0.06 0.28 0.30 -1.73 0.25 0.77 -1.80 1.28 -0.64 0.21 -0.34

LRRC17 2303 1.12 1.33 0.00 0.00 0.19 1.69 0.97 0.00 3.57 4.46 0.72 -0.47 2.25 -1.01 -0.76 #NUM! #NUM! -3.57 1.23

LRRC18 1642 0.00 0.02 0.00 0.00 0.00 0.00 0.02 0.02 0.02 0.01 0.00 -8.43 0.02 #NUM! 0.10 #NUM! #NUM! #NUM! #NUM!

LRRC19 3624 0.01 0.11 0.04 0.03 0.01 0.02 0.08 0.00 0.05 0.03 0.04 -4.78 0.04 -2.51 1.39 0.04 -0.60 -1.61 -0.93

LRRC2 5108 0.10 0.34 0.20 0.06 0.02 1.83 0.67 1.36 0.76 1.46 0.43 -1.23 1.06 -3.34 -1.64 -2.38 -4.06 -5.82 2.10

LRRC20 3176 2.67 3.34 0.91 1.37 11.45 1.80 7.65 7.83 2.90 2.72 3.59 1.84 5.28 -0.98 -0.66 -2.54 -1.94 1.12 -1.00

LRRC23 1822 2.13 3.62 2.39 3.46 3.89 3.11 1.99 2.65 5.51 0.00 3.10 1.63 2.54 -0.25 0.51 -0.08 0.45 0.62 0.01

LRRC24 1789 0.00 1.76 0.00 0.00 0.00 0.00 0.00 0.00 2.55 1.41 0.29 -1.77 0.99 #NUM! 0.83 #NUM! #NUM! #NUM! #NUM!

LRRC25 2430 1.39 4.33 3.95 3.66 8.18 2.69 2.67 0.55 4.05 1.10 4.03 2.01 2.09 -0.59 1.05 0.92 0.81 1.97 -0.59

LRRC26 1212 0.00 0.86 0.15 0.15 9.34 0.69 1.14 0.50 0.02 0.34 1.86 0.90 0.50 #NUM! 0.79 -1.78 -1.78 4.22 -1.43

LRRC27 8205 0.93 2.30 1.56 1.36 2.16 1.86 1.17 0.80 3.32 1.53 1.70 0.76 1.71 -0.88 0.43 -0.13 -0.33 0.34 0.14

LRRC28 1464 12.70 5.57 6.29 9.34 4.37 8.68 6.30 5.66 6.33 8.32 7.82 2.97 6.65 0.93 -0.26 -0.08 0.49 -0.61 0.15

LRRC29 1486 0.79 1.12 0.51 0.63 1.76 1.15 0.61 0.48 1.66 1.16 1.00 -0.01 0.98 -0.30 0.20 -0.92 -0.62 0.85 0.21

LRRC3 2520 0.64 0.73 0.28 1.49 0.73 0.62 0.70 0.51 1.28 0.70 0.75 -0.42 0.80 -0.31 -0.13 -1.53 0.91 -0.12 -0.27

LRRC30 906 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LRRC31 2520 0.00 5.50 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.02 0.92 -0.12 0.00 #NUM! 10.28 #NUM! 1.63 #NUM! #NUM!

LRRC32 4327 7.98 22.81 6.20 4.22 2.68 17.74 5.87 15.21 40.48 29.36 10.27 3.36 22.73 -1.51 0.01 -1.87 -2.43 -3.08 0.79

LRRC33 2488 1.03 2.69 2.38 2.23 3.17 2.63 1.47 0.82 5.27 2.03 2.36 1.24 2.40 -1.21 0.17 -0.01 -0.11 0.40 0.16

LRRC34 1892 0.53 1.00 0.44 0.23 0.89 1.50 0.32 0.23 0.55 1.22 0.76 -0.39 0.58 -0.13 0.79 -0.40 -1.34 0.61 0.98

LRRC36 2416 0.09 0.28 0.09 0.06 0.20 0.06 0.01 0.00 0.07 0.06 0.13 -2.94 0.04 1.33 2.99 1.34 0.86 2.52 -1.22

LRRC37A 5177 1.10 2.78 1.78 2.11 0.93 1.08 2.41 1.69 1.48 0.85 1.63 0.70 1.61 -0.55 0.79 0.14 0.39 -0.80 -0.59

LRRC37A2 5175 1.32 3.69 1.38 0.00 0.92 1.26 3.26 2.43 0.00 0.97 1.43 0.51 1.67 -0.33 1.15 -0.27 #NUM! -0.86 -0.18

LRRC37A3 5665 1.00 2.30 2.40 1.82 0.74 1.96 1.75 1.53 1.25 1.04 1.70 0.77 1.39 -0.48 0.73 0.79 0.38 -0.91 0.20

LRRC37A4 7238 3.03 4.23 2.20 3.12 0.80 3.53 5.11 5.59 7.87 3.06 2.82 1.50 5.41 -0.83 -0.35 -1.30 -0.79 -2.76 0.32

LRRC37B 3031 1.85 2.96 1.44 3.26 1.78 5.85 2.68 1.28 3.35 3.62 2.86 1.51 2.73 -0.56 0.12 -0.93 0.25 -0.62 1.04

LRRC37BP1 4607 1.86 4.93 2.43 3.02 2.75 3.86 3.72 2.93 3.93 2.97 3.14 1.65 3.39 -0.86 0.54 -0.48 -0.17 -0.30 0.29

LRRC38 1926 0.00 0.12 0.02 0.04 0.15 0.13 0.41 0.34 0.10 0.16 0.07 -3.76 0.25 #NUM! -1.13 -3.90 -2.80 -0.77 0.77

LRRC39 1423 1.13 0.00 0.00 0.00 0.00 1.31 0.82 0.00 0.36 0.00 0.41 -1.30 0.30 1.93 #NUM! #NUM! #NUM! #NUM! 1.69

LRRC3B 1718 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.13 0.05 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LRRC4 3723 1.56 4.12 37.30 0.26 0.28 0.53 6.54 8.18 1.50 5.89 7.34 2.88 5.53 -1.82 -0.43 2.75 -4.38 -4.29 -3.79

LRRC40 2958 0.00 2.52 4.75 3.48 1.53 7.80 0.00 2.79 4.38 4.55 3.34 1.74 2.93 #NUM! -0.22 0.70 0.25 -0.94 1.22

LRRC41 2960 18.71 21.85 21.37 23.06 41.25 29.11 19.55 20.41 37.98 20.67 25.89 4.69 24.65 -0.40 -0.17 -0.21 -0.10 0.74 0.17

LRRC42 1714 9.23 11.68 19.10 18.94 50.40 15.71 10.45 9.65 13.08 14.52 20.85 4.38 11.92 -0.37 -0.03 0.68 0.67 2.08 -0.41

LRRC43 2045 0.00 0.29 0.00 0.05 0.08 0.09 0.03 0.06 0.10 0.02 0.09 -3.55 0.05 #NUM! 2.47 #NUM! -0.03 0.64 0.14

LRRC45 2639 2.02 4.88 3.38 4.70 14.73 4.35 2.14 1.74 2.90 2.81 5.68 2.51 2.40 -0.25 1.03 0.49 0.97 2.62 -0.38

LRRC46 1938 0.00 0.00 0.61 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.10 -3.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LRRC47 2694 5.56 14.95 20.22 23.56 15.05 11.73 13.09 10.16 20.83 12.60 15.18 3.92 14.17 -1.35 0.08 0.51 0.73 0.09 -0.37

LRRC48 2183 0.16 1.71 1.34 0.86 0.47 2.48 0.98 2.20 0.69 1.73 1.17 0.23 1.40 -3.14 0.29 -0.06 -0.71 -1.57 1.08

LRRC49 2883 2.68 1.92 1.38 1.58 0.91 3.18 2.25 1.79 2.16 4.35 1.94 0.96 2.64 0.02 -0.46 -0.94 -0.74 -1.53 0.71

LRRC4B 2958 1.50 4.84 1.04 1.32 0.18 2.48 4.53 4.10 8.06 5.34 1.89 0.92 5.51 -1.88 -0.19 -2.41 -2.06 -4.95 0.39

LRRC4C 4054 0.20 0.84 0.22 0.12 0.00 0.51 0.95 0.85 1.45 0.49 0.32 -1.66 0.94 -2.19 -0.16 -2.06 -2.96 #NUM! 0.70

LRRC52 1125 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.03 0.12 0.00 0.00 -8.01 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

LRRC55 5407 0.10 0.11 0.07 0.12 0.00 0.13 0.01 0.07 0.05 0.02 0.09 -3.51 0.04 1.32 1.45 0.74 1.58 -3.17 0.56

LRRC56 2789 0.30 1.10 1.18 0.82 1.90 0.90 1.16 1.12 0.28 0.68 1.03 0.05 0.81 -1.45 0.45 0.54 0.02 1.23 -0.19

LRRC57 2427 2.51 3.07 4.51 3.45 2.75 4.44 1.34 3.27 0.00 5.38 3.45 1.79 2.50 0.00 0.29 0.85 0.47 0.14 0.36

LRRC58 7683 2.90 5.37 5.31 6.57 2.18 5.79 4.25 3.72 2.67 2.99 4.69 2.23 3.41 -0.23 0.66 0.64 0.95 -0.65 0.31

LRRC59 2933 28.77 40.03 72.37 42.21 80.02 23.68 25.13 23.61 29.26 25.58 47.84 5.58 25.89 0.15 0.63 1.48 0.71 1.63 -1.01

LRRC6 1625 0.32 3.14 0.31 2.56 0.17 1.45 1.29 1.41 1.44 1.71 1.33 0.41 1.46 -2.19 1.10 -2.23 0.81 -3.14 0.13

LRRC61 1979 4.62 3.65 9.54 4.90 32.21 2.70 3.20 2.48 4.59 0.00 9.60 3.26 2.57 0.85 0.51 1.89 0.93 3.65 -1.83

LRRC66 3348 0.02 1.54 0.04 0.01 0.00 0.06 0.02 0.03 0.06 0.04 0.28 -1.86 0.04 -1.32 5.29 -0.09 -1.99 #NUM! -2.32

LRRC67 1111 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LRRC69 1323 0.00 0.00 0.09 0.14 0.00 0.72 0.59 0.49 0.12 0.60 0.16 -2.66 0.45 #NUM! #NUM! -2.34 -1.68 #NUM! 2.19

LRRC7 6313 0.00 0.03 0.51 0.02 0.00 0.02 0.00 0.01 0.02 0.13 0.10 -3.36 0.04 #NUM! -0.26 3.70 -0.93 #NUM! -2.17

LRRC70 2290 0.62 0.88 0.00 0.00 0.00 3.96 0.76 2.25 2.67 5.81 0.91 -0.13 2.87 -2.21 -1.70 #NUM! #NUM! #NUM! 2.12

LRRC71 1989 0.00 0.07 0.00 0.00 0.08 0.02 0.00 0.01 0.05 0.02 0.03 -5.13 0.02 #NUM! 1.70 #NUM! #NUM! 1.86 -0.23

LRRC8A 4637 11.53 27.88 53.43 45.84 33.83 13.00 24.36 52.54 15.82 56.77 30.92 4.95 37.37 -1.70 -0.42 0.52 0.29 -0.14 -1.25

LRRC8B 7823 1.46 2.03 7.57 1.86 1.33 2.47 1.23 2.67 0.65 1.96 2.79 1.48 1.63 -0.15 0.32 2.22 0.19 -0.29 -0.17

LRRC8C 7207 2.35 2.82 6.87 2.21 5.74 5.85 1.41 1.64 2.44 3.89 4.30 2.11 2.34 0.00 0.27 1.55 -0.09 1.29 0.44

LRRC8D 3795 7.22 5.99 21.65 6.14 5.92 5.68 2.27 2.28 2.68 2.45 8.77 3.13 2.42 1.58 1.31 3.16 1.34 1.29 -0.62

LRRC8E 3625 1.61 3.82 6.68 6.21 28.11 0.51 6.21 11.08 0.08 4.50 7.82 2.97 5.47 -1.77 -0.52 0.29 0.18 2.36 -3.93

LRRCC1 3876 5.12 7.36 6.99 3.73 0.82 4.27 3.45 3.26 1.24 1.88 4.71 2.24 2.46 1.06 1.58 1.51 0.60 -1.59 -0.14

LRRD1 2661 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.01 0.00 -8.23 0.01 #NUM! 1.48 #NUM! #NUM! #NUM! #NUM!

LRRFIP1 4510 14.42 25.80 26.47 24.45 5.21 29.40 46.05 40.07 30.74 37.67 20.96 4.39 38.63 -1.42 -0.58 -0.55 -0.66 -2.89 0.49

LRRFIP2 3826 9.65 18.03 23.90 15.98 7.46 12.00 45.67 28.87 16.33 32.87 14.50 3.86 30.93 -1.68 -0.78 -0.37 -0.95 -2.05 -0.27

LRRIQ1 5460 0.07 2.02 0.03 0.00 0.02 0.16 0.06 0.13 0.02 0.05 0.38 -1.39 0.07 -0.06 4.88 -1.06 #NUM! -1.78 -1.27

LRRIQ3 2865 1.29 0.64 0.05 0.09 0.85 0.96 0.04 0.03 0.04 0.05 0.65 -0.63 0.04 5.01 4.00 0.43 1.11 4.41 0.57

LRRIQ4 1825 0.00 1.03 0.09 0.00 0.04 0.05 0.00 0.00 0.03 0.06 0.20 -2.31 0.02 #NUM! 5.54 2.01 #NUM! 0.94 -1.93

LRRK1 7647 1.96 4.15 3.24 3.62 1.36 1.05 4.43 3.02 2.38 2.37 2.56 1.36 3.05 -0.64 0.44 0.09 0.25 -1.17 -1.28



LRRK2 9239 0.49 2.35 1.54 0.66 0.24 4.21 2.88 2.85 2.62 2.89 1.58 0.66 2.81 -2.51 -0.26 -0.87 -2.10 -3.54 1.41

LRRN1 3823 0.24 0.60 2.86 0.09 0.22 0.84 0.44 0.31 1.29 0.88 0.81 -0.31 0.73 -1.58 -0.29 1.97 -2.96 -1.75 0.06

LRRN2 3227 0.65 0.82 0.28 0.83 5.34 0.90 0.64 0.28 5.46 0.84 1.47 0.56 1.81 -1.47 -1.14 -2.70 -1.13 1.57 -0.70

LRRN3 3744 0.33 0.33 0.51 0.09 0.06 0.49 1.68 3.25 0.45 0.10 0.30 -1.73 1.37 -2.05 -2.04 -1.44 -3.89 -4.63 0.69

LRRN4 2740 0.00 0.00 0.05 0.01 0.15 0.00 0.03 0.00 0.00 0.02 0.03 -4.86 0.01 #NUM! #NUM! 1.97 0.07 3.65 #NUM!

LRRN4CL 2600 3.60 7.49 1.22 0.51 0.27 7.14 10.41 6.09 22.04 9.65 3.37 1.75 12.05 -1.74 -0.69 -3.30 -4.56 -5.46 1.08

LRRTM1 2217 0.17 0.29 0.01 0.00 0.01 0.47 0.15 0.01 1.65 0.35 0.16 -2.64 0.54 -1.66 -0.88 -5.24 #NUM! -5.57 1.56

LRRTM2 5628 0.01 0.15 0.03 0.06 0.00 0.14 0.12 0.17 0.06 0.08 0.06 -3.97 0.11 -2.97 0.44 -1.75 -0.90 #NUM! 1.09

LRRTM3 5609 0.00 0.01 0.00 0.00 0.00 0.04 0.00 0.00 0.01 0.03 0.01 -6.84 0.01 #NUM! -0.11 #NUM! #NUM! -3.78 2.29

LRRTM4 3623 0.15 0.32 0.04 0.01 0.00 0.25 0.19 0.18 0.50 0.57 0.13 -2.96 0.36 -1.25 -0.16 -3.20 -5.31 -9.69 0.97

LRSAM1 3383 0.00 5.58 5.11 11.90 7.02 2.98 6.27 5.13 6.06 3.72 5.43 2.44 5.30 #NUM! 0.08 -0.05 1.17 0.41 -0.87

LRTM1 1309 0.00 0.00 0.05 0.00 0.00 0.00 0.07 0.07 0.02 0.04 0.01 -6.81 0.05 #NUM! #NUM! 0.11 #NUM! #NUM! #NUM!

LRTM2 3986 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LRTOMT 3630 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LRWD1 2220 0.00 0.00 0.00 0.00 18.48 0.00 0.00 0.00 0.00 0.00 3.08 1.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LSAMP 9478 0.63 2.89 0.77 0.71 0.03 2.20 2.83 3.15 2.18 2.75 1.20 0.27 2.73 -2.13 0.08 -1.82 -1.95 -6.71 0.87

LSAMP-AS3 2105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LSG1 3589 8.26 12.60 11.58 9.86 10.58 14.53 8.25 5.79 7.99 9.76 11.24 3.49 7.95 0.06 0.66 0.54 0.31 0.41 0.37

LSM1 935 43.35 25.66 36.49 11.55 42.20 25.82 18.08 16.54 44.72 28.68 30.84 4.95 27.01 0.68 -0.07 0.43 -1.23 0.64 -0.26

LSM10 869 37.85 17.90 26.28 17.36 34.26 33.96 16.56 10.41 50.80 25.83 27.93 4.80 25.90 0.55 -0.53 0.02 -0.58 0.40 0.28

LSM11 2561 0.65 0.71 0.67 0.96 0.95 0.90 0.67 0.69 1.14 1.11 0.80 -0.31 0.90 -0.48 -0.34 -0.42 0.09 0.07 0.16

LSM12 2507 23.65 25.64 39.34 29.78 30.82 16.49 22.47 22.58 12.71 15.71 27.62 4.79 18.37 0.36 0.48 1.10 0.70 0.75 -0.74

LSM14A 3772 19.50 32.99 39.33 44.49 44.16 30.51 20.53 31.25 23.25 27.52 35.16 5.14 25.64 -0.39 0.36 0.62 0.80 0.78 -0.20

LSM14B 2618 4.99 11.03 13.80 14.93 18.00 15.22 9.84 10.76 13.65 11.63 13.00 3.70 11.47 -1.20 -0.06 0.27 0.38 0.65 0.23

LSM2 907 49.58 32.91 50.77 34.10 106.69 0.00 25.71 18.87 46.19 35.14 45.67 5.51 31.48 0.66 0.06 0.69 0.12 1.76 #NUM!

LSM3 695 84.31 108.33 64.31 91.11 108.20 83.56 48.40 38.12 83.76 79.10 89.97 6.49 62.34 0.44 0.80 0.04 0.55 0.80 -0.11

LSM4 1167 29.80 17.33 30.42 13.40 101.92 27.05 12.07 10.44 20.27 18.00 36.65 5.20 15.20 0.97 0.19 1.00 -0.18 2.75 -0.44

LSM5 3022 9.59 3.45 8.69 7.62 124.51 17.02 4.05 2.74 10.34 10.69 28.48 4.83 6.96 0.46 -1.01 0.32 0.13 4.16 -0.74

LSM6 789 7.36 7.05 11.77 11.55 68.13 36.89 5.30 6.72 23.19 22.78 23.79 4.57 14.50 -0.98 -1.04 -0.30 -0.33 2.23 0.63

LSM7 536 147.51 53.65 159.86 125.47 139.97 79.82 76.20 53.01 90.91 70.81 117.71 6.88 72.73 1.02 -0.44 1.14 0.79 0.94 -0.56

LSMD1 1023 149.73 84.12 94.30 82.88 115.36 41.92 39.67 180.76 87.58 47.91 94.72 6.57 88.98 0.75 -0.08 0.08 -0.10 0.37 -1.18

LSP1 2072 47.47 58.96 70.91 41.87 34.38 77.66 50.88 18.51 68.28 30.08 55.21 5.79 41.94 0.18 0.49 0.76 0.00 -0.29 0.49

LSR 2285 42.89 54.45 129.21 144.67 365.55 18.33 27.71 24.69 8.67 15.66 125.85 6.98 19.18 1.16 1.51 2.75 2.91 4.25 -2.78

LSS 4390 5.90 10.41 20.61 25.84 6.82 4.97 16.98 7.38 10.44 6.57 12.42 3.64 10.34 -0.81 0.01 0.99 1.32 -0.60 -1.32

LST1 769 35.85 42.89 33.00 13.97 30.36 51.37 20.79 12.86 24.82 16.92 34.57 5.11 18.85 0.93 1.19 0.81 -0.43 0.69 0.57

LTA 1459 1.43 1.65 2.16 0.56 0.80 1.83 0.26 0.29 0.09 0.21 1.41 0.49 0.21 2.76 2.96 3.35 1.42 1.92 0.38

LTA4H 2060 30.84 22.04 20.48 22.54 26.22 36.00 25.64 30.41 26.47 43.38 26.35 4.72 31.48 -0.03 -0.51 -0.62 -0.48 -0.26 0.45

LTB 894 9.14 15.37 11.10 5.80 21.04 36.06 1.22 1.24 4.22 4.88 16.42 4.04 2.89 1.66 2.41 1.94 1.00 2.86 1.14

LTB4R 4331 0.00 3.22 3.32 33.18 33.07 5.81 0.00 8.37 0.00 0.00 13.10 3.71 2.09 #NUM! 0.62 0.67 3.99 3.98 -1.17

LTB4R2 1560 8.76 11.05 0.00 31.33 24.30 6.07 20.18 20.12 0.00 0.00 13.58 3.76 10.08 -0.20 0.13 #NUM! 1.64 1.27 -1.16

LTBP1 6168 8.85 16.71 23.93 6.13 5.45 18.68 40.44 19.41 53.77 24.52 13.29 3.73 34.53 -1.96 -1.05 -0.53 -2.49 -2.66 0.49

LTBP2 8568 5.50 42.37 16.16 9.27 10.45 33.12 13.71 8.97 150.88 17.59 19.48 4.28 47.79 -3.12 -0.17 -1.56 -2.37 -2.19 0.77

LTBP3 4721 18.58 32.25 8.81 14.47 21.47 33.54 44.46 19.50 102.44 29.08 21.52 4.43 48.87 -1.40 -0.60 -2.47 -1.76 -1.19 0.64

LTBP4 5163 9.08 52.96 24.49 52.65 19.77 29.83 133.61 62.77 284.60 58.95 31.46 4.98 134.98 -3.89 -1.35 -2.46 -1.36 -2.77 -0.08

LTBR 2136 30.33 41.47 47.32 54.40 82.12 25.40 40.44 33.54 53.93 36.04 46.84 5.55 40.99 -0.43 0.02 0.21 0.41 1.00 -0.88

LTC4S 680 8.88 7.99 5.33 5.20 3.58 8.08 9.92 8.51 14.74 5.76 6.51 2.70 9.73 -0.13 -0.28 -0.87 -0.91 -1.44 0.31

LTF 2593 1.89 1.05 5.60 0.38 2.80 1.78 0.24 0.23 0.60 3.38 2.25 1.17 1.11 0.77 -0.09 2.33 -1.57 1.33 -0.34

LTK 3143 0.13 0.63 0.15 0.17 0.03 0.20 0.64 0.14 0.40 0.14 0.22 -2.19 0.33 -1.39 0.94 -1.17 -0.96 -3.30 -0.10

LTN1 7756 1.21 3.44 3.65 7.96 1.62 4.69 3.23 4.19 1.78 2.82 3.76 1.91 3.00 -1.32 0.19 0.28 1.41 -0.89 0.32

LTV1 1835 10.44 10.04 17.23 10.74 6.40 16.58 9.32 11.10 7.73 12.14 11.91 3.57 10.07 0.05 0.00 0.77 0.09 -0.65 0.48

LUC7L 2082 12.30 20.44 7.73 14.35 19.46 17.29 11.07 7.28 14.33 18.73 15.26 3.93 12.85 -0.06 0.67 -0.73 0.16 0.60 0.18

LUC7L2 2725 15.77 21.23 55.51 30.10 15.36 30.31 18.75 25.23 27.44 29.17 28.05 4.81 25.15 -0.67 -0.24 1.14 0.26 -0.71 0.11

LUC7L3 3525 46.81 55.28 51.04 68.09 16.23 61.97 73.73 32.38 21.45 53.54 49.90 5.64 45.27 0.05 0.29 0.17 0.59 -1.48 0.31

LUM 2116 151.19 417.44 119.92 135.30 25.75 762.42 58.28 13.22 439.99 499.17 268.67 8.07 252.67 -0.74 0.72 -1.08 -0.90 -3.29 1.50

LUZP1 8487 2.87 4.97 5.92 9.74 2.43 2.89 5.34 6.94 5.21 7.88 4.80 2.26 6.34 -1.14 -0.35 -0.10 0.62 -1.39 -0.73

LUZP2 5271 0.05 0.08 0.00 0.01 0.00 0.02 0.10 0.29 0.00 0.07 0.03 -5.27 0.11 -1.21 -0.57 #NUM! -4.20 #NUM! -0.22

LUZP4 1745 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LXN 1132 9.20 52.33 18.83 17.80 51.69 46.50 11.34 13.89 13.63 24.73 32.72 5.03 15.90 -0.79 1.72 0.24 0.16 1.70 0.51

LY6D 806 2569.30 733.13 1001.82 1189.41 76.98 290.79 1209.01 902.56 0.46 366.15 976.90 9.93 619.54 2.05 0.24 0.69 0.94 -3.01 -1.75

LY6E 1194 323.80 203.60 253.18 621.36 834.55 210.73 119.29 95.93 164.72 145.81 407.87 8.67 131.44 1.30 0.63 0.95 2.24 2.67 -0.95

LY6G5B 774 1.78 0.00 0.00 6.83 1.28 2.11 0.00 0.00 0.00 0.00 2.00 1.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.08

LY6G5C 738 2.61 1.81 1.65 1.30 2.98 2.70 1.22 0.53 1.51 1.13 2.18 1.12 1.10 1.25 0.72 0.59 0.25 1.44 0.31

LY6G6C 880 1.26 10.85 1.86 12.54 1.76 1.40 38.67 91.64 0.13 5.24 4.95 2.31 33.92 -4.75 -1.64 -4.19 -1.44 -4.27 -1.82

LY6G6D 402 0.12 0.13 0.14 0.00 0.00 0.20 2.99 0.00 11.94 1.02 0.10 -3.35 3.99 -5.08 -4.97 -4.79 #NUM! #NUM! 1.03

LY6G6E 652 0.00 0.00 0.00 0.00 0.00 0.00 1.51 0.44 0.06 0.14 0.00 #NUM! 0.54 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LY6G6F 898 0.00 0.00 0.00 0.09 0.07 0.00 0.00 0.00 0.18 0.00 0.03 -5.29 0.05 #NUM! #NUM! #NUM! 0.93 0.49 #NUM!

LY6H 1006 0.10 0.10 0.57 0.21 0.00 0.47 0.07 0.17 3.86 0.11 0.24 -2.05 1.05 -3.45 -3.36 -0.89 -2.31 #NUM! 0.96

LY6K 1994 13.17 2.56 7.09 48.41 169.45 6.82 2.00 1.60 0.70 0.79 41.25 5.37 1.27 3.37 1.01 2.48 5.25 7.06 -2.60

LY75 6936 0.00 6.42 6.12 1.43 2.74 3.89 0.00 2.10 0.00 0.00 3.43 1.78 0.53 #NUM! 3.61 3.54 1.44 2.38 0.18

LY75-CD302 8919 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

LY86 895 7.85 6.66 6.08 5.40 8.00 15.36 3.86 3.17 7.31 6.25 8.22 3.04 5.15 0.61 0.37 0.24 0.07 0.64 0.90

LY86-AS1 2037 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.22 0.01 -7.21 0.06 -0.59 #NUM! #NUM! #NUM! #NUM! #NUM!

LY9 2486 1.63 4.35 3.40 3.74 0.58 4.17 0.98 1.03 0.38 1.07 2.98 1.57 0.87 0.91 2.33 1.97 2.11 -0.59 0.49

LY96 642 17.08 14.79 16.97 8.08 8.06 57.23 8.04 8.55 22.93 23.60 20.37 4.35 15.78 0.11 -0.09 0.10 -0.96 -0.97 1.49

LYAR 1584 12.82 9.44 26.24 9.32 10.64 15.93 10.54 11.42 7.22 12.52 14.06 3.81 10.42 0.30 -0.14 1.33 -0.16 0.03 0.18

LYG1 1015 0.22 0.31 0.55 0.16 0.82 0.00 0.27 0.24 0.00 0.00 0.34 -1.54 0.13 0.77 1.31 2.11 0.30 2.70 #NUM!

LYG2 880 0.00 0.52 0.00 0.83 0.00 0.00 0.19 0.08 0.00 0.00 0.23 -2.15 0.07 #NUM! 2.96 #NUM! 3.64 #NUM! #NUM!

LYL1 1788 3.00 3.81 0.00 1.54 4.37 2.83 2.55 1.24 5.62 2.42 2.59 1.37 2.96 0.02 0.36 #NUM! -0.94 0.56 0.13

LYN 3106 10.86 9.97 15.56 9.08 23.14 10.51 3.43 3.09 6.56 5.36 13.19 3.72 4.61 1.24 1.11 1.76 0.98 2.33 -0.33

LYNX1 4967 224.54 115.13 9.48 8.50 26.03 23.00 470.56 383.70 4.85 110.18 67.78 6.08 242.32 -0.11 -1.07 -4.68 -4.83 -3.22 -1.56

LYPD1 2683 0.88 3.56 14.29 1.77 14.63 2.43 0.58 0.39 0.33 0.54 6.26 2.65 0.46 0.94 2.95 4.95 1.94 4.99 -1.37

LYPD2 550 62.33 108.47 0.26 0.00 0.13 3.69 69.48 55.49 0.06 12.32 29.15 4.87 34.34 0.86 1.66 -7.04 #NUM! -8.01 -2.98

LYPD3 1745 225.78 369.13 118.56 378.18 10.18 119.35 762.49 1533.88 2.51 791.64 203.53 7.67 772.63 -1.77 -1.07 -2.70 -1.03 -6.25 -0.77

LYPD4 1792 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

LYPD5 2518 7.08 8.75 8.15 11.79 3.07 6.18 11.07 19.73 1.76 12.41 7.50 2.91 11.24 -0.67 -0.36 -0.46 0.07 -1.87 -0.28

LYPD6 4111 0.67 1.15 1.19 0.62 1.17 0.77 0.19 0.36 0.34 0.29 0.93 -0.11 0.29 1.19 1.97 2.02 1.09 2.00 -0.26

LYPD6B 1600 4.74 5.62 0.06 2.00 2.68 3.40 1.51 1.52 0.11 1.20 3.08 1.62 1.08 2.13 2.38 -4.10 0.88 1.31 0.14

LYPLA1 2578 16.45 13.60 22.26 19.40 24.10 21.93 15.30 18.46 11.59 18.81 19.62 4.29 16.04 0.04 -0.24 0.47 0.27 0.59 0.16

LYPLA2 1648 28.44 31.70 30.15 43.74 46.05 28.84 20.65 16.07 18.40 18.76 34.82 5.12 18.47 0.62 0.78 0.71 1.24 1.32 -0.27

LYPLAL1 1892 15.22 4.20 3.50 48.22 13.12 11.19 5.82 9.41 7.85 11.47 15.91 3.99 8.64 0.82 -1.04 -1.30 2.48 0.60 -0.51

LYRM1 1657 6.25 11.49 5.50 8.89 6.49 13.14 10.87 0.00 24.69 15.97 8.62 3.11 12.88 -1.04 -0.16 -1.23 -0.54 -0.99 0.61

LYRM2 5530 2.76 3.64 3.55 2.95 2.32 5.74 2.95 2.63 3.61 4.54 3.49 1.80 3.43 -0.31 0.09 0.05 -0.22 -0.57 0.72

LYRM4 1626 16.24 15.38 13.24 8.33 17.86 18.64 10.03 9.70 22.31 18.75 14.95 3.90 15.20 0.10 0.02 -0.20 -0.87 0.23 0.32

LYRM5 1149 8.05 9.87 6.24 10.57 4.56 21.04 8.32 9.28 14.26 17.41 10.05 3.33 12.32 -0.61 -0.32 -0.98 -0.22 -1.43 1.07

LYRM7 6213 1.11 1.44 1.10 1.86 0.76 2.10 2.51 2.14 1.33 1.48 1.39 0.48 1.86 -0.75 -0.37 -0.77 0.00 -1.30 0.59

LYSMD1 2649 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.80 0.00 #NUM! 0.45 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LYSMD2 1709 3.49 2.67 2.94 3.19 19.45 15.29 2.06 1.91 11.87 9.47 7.84 2.97 6.33 -0.86 -1.25 -1.11 -0.99 1.62 0.96

LYSMD3 4261 2.28 2.58 2.02 3.12 1.36 7.16 2.58 2.54 2.87 5.84 3.09 1.63 3.46 -0.60 -0.42 -0.77 -0.15 -1.34 1.21

LYSMD4 2929 2.10 1.84 2.67 4.71 3.55 2.50 3.55 2.40 0.00 3.02 2.90 1.53 2.24 -0.10 -0.28 0.25 1.07 0.66 -0.21

LYST 13493 1.69 6.85 2.30 16.10 3.31 10.40 7.73 4.88 3.62 3.31 6.78 2.76 4.88 -1.53 0.49 -1.08 1.72 -0.56 0.62

LYVE1 2518 1.33 5.22 2.07 0.46 0.23 17.17 4.00 8.82 26.39 25.80 4.41 2.14 16.25 -3.61 -1.64 -2.98 -5.15 -6.14 1.96

LYZ 1516 57.86 210.40 153.40 53.58 39.02 93.53 24.47 26.50 76.04 23.79 101.30 6.66 37.70 0.62 2.48 2.02 0.51 0.05 -0.12

LYZL4 886 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

LYZL6 963 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.01 -6.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

LZIC 1484 10.40 9.58 0.00 5.16 3.87 15.23 6.79 5.92 7.92 11.44 7.37 2.88 8.02 0.37 0.26 #NUM! -0.63 -1.05 1.05

LZTFL1 3398 3.20 5.91 2.46 4.73 1.43 5.93 3.76 4.36 5.00 5.14 3.94 1.98 4.56 -0.51 0.37 -0.89 0.05 -1.67 0.59

LZTR1 4332 5.02 7.18 6.93 6.97 7.44 8.45 6.58 5.52 12.24 6.16 7.00 2.81 7.62 -0.60 -0.09 -0.14 -0.13 -0.04 0.27

LZTS1 5459 0.26 1.31 0.67 0.51 0.53 1.13 0.60 0.76 2.87 1.14 0.73 -0.45 1.34 -2.34 -0.04 -1.01 -1.40 -1.35 0.63

LZTS2 2858 9.88 16.32 10.16 24.84 26.64 15.71 16.42 14.80 45.51 24.90 17.26 4.11 25.41 -1.36 -0.64 -1.32 -0.03 0.07 -0.14

M1 554 0.00 0.00 0.17 0.00 0.19 0.00 0.00 0.00 0.24 0.08 0.06 -4.06 0.08 #NUM! #NUM! 1.02 #NUM! 1.24 #NUM!

M6PR 2583 33.49 33.08 36.85 36.78 55.22 47.93 19.73 23.64 43.83 36.89 40.56 5.34 31.02 0.11 0.09 0.25 0.25 0.83 0.24

MAB21L1 2907 0.09 0.06 0.18 0.00 0.00 0.18 0.15 0.17 0.18 0.21 0.09 -3.55 0.18 -0.95 -1.46 0.04 #NUM! #NUM! 1.04

MAB21L2 2785 0.00 0.01 0.01 0.04 0.00 0.03 0.10 0.03 0.03 0.03 0.01 -6.19 0.05 #NUM! -2.28 -2.05 -0.37 #NUM! 0.88

MAB21L3 3229 13.99 20.31 16.68 11.94 0.22 1.19 16.36 10.21 0.13 1.25 10.72 3.42 6.99 1.00 1.54 1.26 0.77 -4.99 -3.17

MACC1 9167 0.65 2.84 1.17 1.56 0.62 0.53 1.49 4.05 0.01 1.46 1.23 0.30 1.75 -1.43 0.70 -0.58 -0.16 -1.51 -1.20

MACF1 19349 4.00 9.53 10.50 10.48 0.00 7.08 8.70 8.89 1.25 7.85 6.93 2.79 6.67 -0.74 0.52 0.65 0.65 #NUM! 0.03

MACROD1 1277 17.90 5.95 8.40 8.39 60.84 19.64 10.61 8.44 10.54 12.07 20.19 4.34 10.42 0.78 -0.81 -0.31 -0.31 2.55 -0.04

MACROD2 4863 0.17 0.41 2.22 0.07 0.06 1.26 0.40 0.25 1.90 2.14 0.70 -0.52 1.17 -2.81 -1.52 0.93 -4.11 -4.22 0.85

MACROD2-AS1 695 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAD1L1 2754 15.26 23.88 21.30 16.47 19.19 8.99 24.89 16.58 8.77 10.27 17.51 4.13 15.13 0.01 0.66 0.49 0.12 0.34 -0.96

MAD2L1 1453 4.41 3.06 6.93 8.38 33.36 15.75 1.63 2.22 1.61 4.01 11.98 3.58 2.37 0.90 0.37 1.55 1.82 3.82 0.39

MAD2L1BP 1550 12.03 5.97 7.70 9.31 26.18 9.57 6.60 3.64 7.98 12.00 11.79 3.56 7.55 0.67 -0.34 0.03 0.30 1.79 -0.30

MAD2L2 1196 18.51 19.30 31.13 23.21 46.53 32.77 11.58 9.80 27.69 19.96 28.58 4.84 17.26 0.10 0.16 0.85 0.43 1.43 0.20

MADCAM1 1546 0.16 0.07 0.19 0.09 0.10 0.05 0.00 0.02 0.05 0.02 0.11 -3.19 0.02 2.82 1.61 3.06 2.03 2.16 -1.18

MADD 6031 4.41 7.07 8.14 6.53 5.76 4.72 4.61 5.36 5.62 10.28 6.10 2.61 6.47 -0.55 0.13 0.33 0.01 -0.17 -0.37

MAEA 2207 15.79 17.97 14.44 28.03 16.73 16.88 15.55 12.48 18.83 12.64 18.31 4.19 14.87 0.09 0.27 -0.04 0.91 0.17 -0.12

MAEL 1731 0.00 0.00 0.09 0.00 0.01 0.19 0.03 0.05 0.10 0.05 0.05 -4.33 0.06 #NUM! #NUM! 0.69 #NUM! -1.97 1.93

MAF 6887 8.43 18.20 6.21 16.77 3.93 15.52 10.21 16.28 11.89 12.26 11.51 3.52 12.66 -0.59 0.52 -1.03 0.41 -1.69 0.43

MAF1 1828 44.42 41.42 44.56 46.08 144.81 47.21 42.80 31.43 90.54 42.18 61.42 5.94 51.74 -0.22 -0.32 -0.22 -0.17 1.48 -0.38

MAFA 2373 0.19 0.05 0.44 0.04 0.54 0.06 0.32 0.10 0.04 0.09 0.22 -2.19 0.14 0.47 -1.62 1.65 -1.70 1.96 -1.88

MAFB 3378 19.08 19.40 85.01 20.14 7.61 15.55 14.90 23.26 5.76 11.59 27.80 4.80 13.88 0.46 0.48 2.61 0.54 -0.87 -0.84

MAFF 2476 6.14 19.56 23.07 25.00 27.47 67.79 21.83 58.90 49.44 63.04 28.17 4.82 48.30 -2.98 -1.30 -1.07 -0.95 -0.81 1.27

MAFG 5043 2.28 3.56 3.09 5.25 4.41 3.17 5.11 4.92 6.37 7.66 3.63 1.86 6.01 -1.40 -0.75 -0.96 -0.20 -0.45 -0.19

MAFIP 2293 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAFK 3350 1.50 5.29 6.65 6.89 26.11 11.71 6.97 13.47 16.66 22.97 9.69 3.28 15.02 -3.32 -1.50 -1.17 -1.12 0.80 0.27

MAG 2503 0.03 0.04 0.01 0.00 0.00 0.01 0.14 0.00 0.71 0.00 0.02 -5.90 0.21 -2.67 -2.25 -4.03 #NUM! #NUM! -0.78

MAGEA1 1755 0.13 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.01 0.04 -4.80 0.00 5.30 #NUM! #NUM! #NUM! #NUM! 1.25

MAGEA10 1610 0.03 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.02 -5.90 0.00 3.96 5.07 #NUM! #NUM! #NUM! #NUM!

MAGEA10-MAGEA5 1843 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAGEA11 1892 0.31 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.06 -4.17 0.00 6.69 #NUM! #NUM! #NUM! #NUM! -1.11

MAGEA12 1876 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.00 -11.13 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MAGEA2 1981 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAGEA3 1753 2.00 0.00 0.19 0.00 0.00 0.38 0.02 0.00 0.01 0.00 0.43 -1.22 0.01 8.00 #NUM! 4.64 #NUM! #NUM! -0.17

MAGEA4 1727 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

MAGEA6 1787 4.43 0.02 0.12 0.00 0.00 1.00 0.02 0.00 0.01 0.00 0.93 -0.11 0.01 9.12 1.06 3.92 #NUM! #NUM! 0.11

MAGEA8 2139 0.00 0.00 0.05 0.04 0.00 0.00 0.02 0.00 0.04 0.00 0.02 -6.05 0.01 #NUM! #NUM! 1.93 1.44 #NUM! #NUM!

MAGEA9B 1814 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.23 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

MAGEB1 1865 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -7.61 0.01 #NUM! #NUM! #NUM! 2.31 #NUM! #NUM!

MAGEB10 1953 0.04 0.08 0.04 0.07 0.00 0.01 0.00 0.00 0.00 0.00 0.04 -4.60 0.00 6.15 7.16 6.02 6.90 #NUM! -1.75

MAGEB16 1818 0.03 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MAGEB2 1628 0.02 0.00 0.00 0.09 0.00 0.05 0.00 0.00 0.02 0.01 0.03 -5.31 0.01 1.24 #NUM! #NUM! 3.57 #NUM! 0.86

MAGEB3 2310 0.02 0.02 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MAGEB4 2266 0.01 0.04 0.00 0.07 0.00 0.02 0.00 0.02 0.00 0.02 0.02 -5.45 0.01 0.34 1.93 #NUM! 2.85 #NUM! -0.12

MAGEC1 4337 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAGEC2 2008 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MAGEC3 1932 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.01 -6.93 0.01 #NUM! 2.77 #NUM! #NUM! #NUM! #NUM!

MAGED1 2928 26.29 72.91 36.32 21.41 16.57 31.34 23.77 27.23 57.78 22.76 34.14 5.09 32.88 -0.32 1.15 0.14 -0.62 -0.99 -0.12

MAGED2 2174 28.79 64.40 26.54 28.77 40.56 70.77 35.51 30.14 163.90 72.90 43.31 5.44 75.61 -1.39 -0.23 -1.51 -1.39 -0.90 0.71

MAGED4B 2687 2.40 6.45 6.46 2.14 0.68 7.72 3.92 1.34 13.12 4.92 4.31 2.11 5.83 -1.28 0.15 0.15 -1.44 -3.10 0.84

MAGEE1 3714 0.27 0.84 0.27 0.71 0.03 0.52 0.78 0.53 1.73 0.67 0.44 -1.19 0.93 -1.76 -0.15 -1.77 -0.39 -5.14 0.24

MAGEE2 2257 0.00 0.00 0.00 0.00 0.00 0.03 0.05 0.01 0.07 0.04 0.01 -7.57 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MAGEF1 1700 12.23 16.23 7.29 12.79 29.46 18.67 8.05 6.35 24.25 13.06 16.11 4.01 12.93 -0.08 0.33 -0.83 -0.02 1.19 0.21

MAGEH1 1475 8.97 10.90 3.47 3.65 3.12 18.02 7.71 5.20 31.92 17.46 8.02 3.00 15.57 -0.80 -0.51 -2.16 -2.09 -2.32 1.17

MAGEL2 4298 0.09 0.70 0.13 0.07 0.00 0.15 0.27 0.18 0.67 0.21 0.19 -2.41 0.33 -1.88 1.07 -1.39 -2.28 #NUM! -0.35

MAGI1 7235 0.68 3.47 2.02 2.81 0.23 3.23 5.32 6.12 2.22 3.19 2.07 1.05 4.21 -2.63 -0.28 -1.06 -0.59 -4.22 0.64

MAGI2 6880 0.38 0.85 1.10 0.92 0.21 1.23 1.10 1.24 1.78 0.81 0.78 -0.35 1.23 -1.70 -0.53 -0.16 -0.42 -2.53 0.65

MAGI2-AS3 8509 0.00 1.10 0.39 0.00 0.43 1.52 0.35 1.38 10.10 6.47 0.57 -0.80 4.57 #NUM! -2.06 -3.54 #NUM! -3.42 1.41

MAGI3 7221 3.37 2.72 6.29 2.44 1.58 2.33 2.60 3.76 1.16 1.95 3.12 1.64 2.37 0.51 0.20 1.41 0.04 -0.58 -0.42

MAGIX 2622 0.75 1.61 0.00 0.57 3.28 0.97 0.00 0.00 0.00 0.65 1.20 0.26 0.16 2.21 3.30 #NUM! 1.82 4.33 -0.31

MAGOH 772 47.54 21.94 64.44 52.97 219.73 143.03 24.80 40.37 55.01 77.85 91.61 6.52 49.50 -0.06 -1.17 0.38 0.10 2.15 0.64

MAGOHB 3034 3.04 2.10 3.46 2.85 3.41 16.95 1.76 1.20 7.24 6.94 5.30 2.41 4.28 -0.49 -1.03 -0.31 -0.59 -0.33 1.68

MAGT1 4035 13.38 37.14 17.02 15.84 14.03 20.29 14.35 18.39 13.02 20.46 19.62 4.29 16.56 -0.31 1.17 0.04 -0.06 -0.24 0.05

MAK 3899 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAK16 3590 3.69 4.00 9.21 2.59 2.56 5.18 3.61 3.73 3.91 5.62 4.54 2.18 4.22 -0.19 -0.08 1.13 -0.70 -0.72 0.19

MAL 1056 422.74 172.38 14.40 9.36 0.40 22.08 964.27 681.12 15.86 429.77 106.89 6.74 522.75 -0.31 -1.60 -5.18 -5.80 -10.36 -2.28

MAL2 2831 194.54 149.15 281.82 311.78 24.01 27.87 219.33 416.41 0.26 79.21 164.86 7.37 178.80 0.12 -0.26 0.66 0.80 -2.90 -2.56

MALAT1 8708 289.28 558.85 459.17 837.05 4.27 26.30 788.37 514.32 6.70 25.11 362.49 8.50 333.62 -0.21 0.74 0.46 1.33 -6.29 -3.78

MALL 3071 38.23 66.87 99.26 147.48 12.13 22.46 166.56 168.90 21.23 93.08 64.41 6.01 112.44 -1.56 -0.75 -0.18 0.39 -3.21 -1.52

MALT1 5029 3.45 7.25 10.15 11.79 1.63 6.73 6.51 10.88 2.45 6.46 6.83 2.77 6.58 -0.93 0.14 0.63 0.84 -2.01 -0.02

MAMDC2 3618 1.21 8.94 0.34 6.01 0.32 8.14 13.43 7.92 13.22 9.91 4.16 2.06 11.12 -3.20 -0.32 -5.02 -0.89 -5.14 0.97

MAMDC4 3669 0.48 5.35 1.96 0.00 0.00 0.86 2.36 0.00 0.00 0.52 1.44 0.53 0.72 -0.60 2.89 1.45 #NUM! #NUM! -0.75

MAML1 5725 3.78 10.06 7.48 11.27 6.11 4.99 7.02 7.52 7.63 5.25 7.28 2.86 6.85 -0.86 0.55 0.13 0.72 -0.17 -0.55

MAML2 5428 1.21 4.34 4.04 2.89 0.99 3.13 4.82 6.22 2.16 3.32 2.77 1.47 4.13 -1.77 0.07 -0.03 -0.51 -2.05 0.18

MAML3 7086 0.86 2.69 1.29 1.76 0.26 1.07 3.84 5.00 1.34 2.00 1.32 0.40 3.05 -1.83 -0.18 -1.24 -0.79 -3.57 -0.30

MAMLD1 4608 1.29 2.21 1.12 1.47 0.81 1.47 1.16 1.90 1.28 2.33 1.39 0.48 1.67 -0.37 0.41 -0.58 -0.18 -1.04 0.08

MAMSTR 1823 1.07 0.00 0.83 0.89 0.93 1.18 0.00 0.00 2.19 1.03 0.82 -0.29 0.80 0.41 #NUM! 0.04 0.15 0.21 0.53

MAN1A1 4139 4.37 12.35 7.59 4.81 1.32 25.08 9.32 12.38 18.12 25.65 9.25 3.21 16.37 -1.90 -0.41 -1.11 -1.77 -3.64 1.44

MAN1A2 5388 5.47 6.27 17.29 4.64 0.67 4.80 6.48 5.70 3.36 3.95 6.52 2.71 4.87 0.17 0.36 1.83 -0.07 -2.86 -0.44

MAN1B1 2737 7.32 11.45 10.09 16.82 35.80 13.40 7.15 7.27 18.14 9.35 15.81 3.98 10.48 -0.52 0.13 -0.05 0.68 1.77 -0.24

MAN1C1 3201 3.91 9.13 2.98 4.97 3.48 10.05 7.72 7.26 18.48 8.37 5.75 2.52 10.46 -1.42 -0.20 -1.81 -1.07 -1.59 0.81

MAN2A1 5128 1.63 9.56 7.46 16.49 4.63 10.68 2.92 4.27 3.23 6.66 8.41 3.07 4.27 -1.39 1.16 0.80 1.95 0.12 0.35

MAN2A2 6279 2.07 5.60 4.52 3.10 3.15 4.80 3.79 2.56 5.60 4.05 3.87 1.95 4.00 -0.95 0.49 0.18 -0.37 -0.34 0.31

MAN2B1 3239 13.03 42.29 39.29 20.34 51.30 29.64 11.43 11.92 24.50 13.95 32.65 5.03 15.45 -0.25 1.45 1.35 0.40 1.73 -0.14

MAN2B2 4242 4.69 18.25 14.25 8.92 7.75 9.40 7.25 9.10 21.82 0.00 10.54 3.40 9.54 -1.02 0.94 0.58 -0.10 -0.30 -0.17

MAN2C1 3254 7.20 21.48 6.44 10.03 11.67 10.29 6.14 10.25 20.03 10.69 11.18 3.48 11.78 -0.71 0.87 -0.87 -0.23 -0.01 -0.12

MANBA 3311 2.46 4.82 6.84 5.26 13.77 7.64 3.29 4.20 7.85 8.17 6.80 2.77 5.88 -1.25 -0.29 0.22 -0.16 1.23 0.17

MANBAL 1385 60.13 36.52 36.24 47.84 66.91 33.18 36.86 32.27 66.14 39.24 46.80 5.55 43.63 0.46 -0.26 -0.27 0.13 0.62 -0.50

MANEA 4593 2.81 1.75 3.51 4.08 0.61 3.55 2.13 1.91 1.26 1.90 2.72 1.44 1.80 0.64 -0.04 0.97 1.18 -1.56 0.39

MANEAL 2858 1.28 2.65 1.29 0.00 25.57 0.00 1.85 1.32 0.77 1.03 5.13 2.36 1.24 0.05 1.09 0.06 #NUM! 4.36 #NUM!

MANF 969 59.55 86.25 60.15 86.83 75.83 59.39 39.51 45.14 64.44 53.20 71.33 6.16 50.57 0.24 0.77 0.25 0.78 0.58 -0.26

MANSC1 2297 10.93 19.65 9.83 8.99 8.26 10.03 11.06 12.40 14.92 11.93 11.28 3.50 12.58 -0.20 0.64 -0.36 -0.48 -0.61 -0.17

MANSC4 1095 0.00 0.00 0.00 0.00 0.03 0.17 0.06 0.08 0.00 0.07 0.03 -4.96 0.05 #NUM! #NUM! #NUM! #NUM! -1.03 2.38

MAOA 4090 6.08 7.23 16.14 6.37 7.81 11.69 10.66 9.40 11.91 11.99 9.22 3.20 10.99 -0.85 -0.60 0.55 -0.79 -0.49 0.34

MAOB 2611 4.72 12.46 4.15 2.42 1.53 12.11 27.86 15.34 57.24 19.22 6.23 2.64 29.91 -2.66 -1.26 -2.85 -3.63 -4.29 0.96

MAP1A 10275 0.95 3.11 1.40 0.63 0.17 0.93 4.31 2.91 5.88 2.10 1.20 0.26 3.80 -2.01 -0.29 -1.44 -2.60 -4.52 -0.36

MAP1B 11996 2.00 5.10 3.62 1.67 0.26 3.82 11.66 8.03 6.68 2.62 2.74 1.46 7.25 -1.86 -0.51 -1.00 -2.12 -4.82 0.48

MAP1LC3A 1030 16.81 31.26 23.02 6.80 3.80 23.26 40.81 33.96 61.03 33.70 17.49 4.13 42.38 -1.33 -0.44 -0.88 -2.64 -3.48 0.41

MAP1LC3B 2304 30.45 40.95 20.68 29.65 27.00 42.70 26.24 29.38 33.58 40.72 31.90 5.00 32.48 -0.09 0.33 -0.65 -0.13 -0.27 0.42

MAP1LC3B2 832 0.55 0.04 0.17 0.29 1.30 0.58 0.14 0.30 0.70 1.02 0.49 -1.03 0.54 0.03 -3.78 -1.64 -0.92 1.27 0.25

MAP1LC3C 1192 0.53 0.90 0.28 0.45 0.25 0.59 0.58 0.25 0.65 0.22 0.50 -1.00 0.42 0.31 1.09 -0.62 0.08 -0.74 0.23



MAP1S 3278 3.18 12.99 31.24 6.45 17.29 3.77 7.64 7.23 14.24 5.66 12.49 3.64 8.69 -1.45 0.58 1.85 -0.43 0.99 -1.73

MAP2 9445 0.41 2.54 0.57 0.99 0.33 1.58 3.46 7.74 0.89 1.48 1.07 0.10 3.39 -3.04 -0.42 -2.56 -1.78 -3.38 0.56

MAP2K1 2603 14.35 15.43 16.35 17.23 60.42 22.27 13.49 10.59 25.21 22.76 24.34 4.61 18.01 -0.33 -0.22 -0.14 -0.06 1.75 -0.13

MAP2K2 1759 62.03 64.79 107.36 119.71 200.62 43.26 94.06 52.74 50.00 30.60 99.63 6.64 56.85 0.13 0.19 0.92 1.07 1.82 -1.20

MAP2K3 2319 5.59 21.90 50.00 20.50 87.37 18.58 23.20 22.20 25.91 34.83 33.99 5.09 26.54 -2.25 -0.28 0.91 -0.37 1.72 -0.87

MAP2K4 3752 6.36 8.00 8.39 11.08 3.25 6.90 10.40 11.95 5.23 9.61 7.33 2.87 9.30 -0.55 -0.22 -0.15 0.25 -1.52 -0.09

MAP2K5 2385 4.64 5.75 8.15 5.31 6.69 5.60 3.81 3.84 8.32 5.62 6.02 2.59 5.40 -0.22 0.09 0.59 -0.02 0.31 -0.11

MAP2K6 1879 2.38 2.72 5.08 1.27 2.64 3.53 1.08 2.76 1.63 2.55 2.94 1.55 2.01 0.25 0.44 1.34 -0.66 0.39 0.27

MAP2K7 3386 5.42 11.44 15.46 18.34 22.48 4.80 12.64 10.17 11.66 6.98 12.99 3.70 10.36 -0.93 0.14 0.58 0.82 1.12 -1.44

MAP3K1 7522 2.53 5.04 4.28 8.97 1.25 4.62 4.53 4.68 1.59 4.84 4.45 2.15 3.91 -0.63 0.37 0.13 1.20 -1.64 0.05

MAP3K10 3453 1.00 3.55 3.32 6.80 3.07 3.20 3.35 2.60 4.43 2.30 3.49 1.80 3.17 -1.66 0.16 0.07 1.10 -0.04 -0.13

MAP3K11 3574 9.36 30.67 31.56 22.22 19.95 9.34 17.01 17.55 27.33 16.03 20.52 4.36 19.48 -1.06 0.65 0.70 0.19 0.03 -1.14

MAP3K12 3640 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAP3K13 9945 22.18 17.49 26.87 32.99 24.62 22.69 16.71 14.60 10.86 21.58 24.47 4.61 15.94 0.48 0.13 0.75 1.05 0.63 -0.11

MAP3K14 4468 1.74 8.30 7.24 4.53 2.63 6.83 12.69 6.27 5.07 8.49 5.21 2.38 8.13 -2.22 0.03 -0.17 -0.84 -1.63 0.39

MAP3K15 4633 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MAP3K2 4941 2.14 4.37 4.98 4.28 1.22 5.40 3.17 4.59 2.23 4.47 3.73 1.90 3.62 -0.76 0.27 0.46 0.24 -1.56 0.53

MAP3K3 4843 3.47 8.06 5.30 5.84 3.81 6.61 7.01 6.83 16.40 8.80 5.51 2.46 9.76 -1.49 -0.28 -0.88 -0.74 -1.36 0.26

MAP3K4 5501 4.00 5.00 4.55 9.42 10.22 12.25 4.93 6.83 6.24 5.55 7.57 2.92 5.89 -0.56 -0.24 -0.37 0.68 0.79 0.69

MAP3K5 5215 3.13 7.37 12.12 12.79 3.11 7.81 4.00 5.70 2.44 5.16 7.72 2.95 4.32 -0.47 0.77 1.49 1.56 -0.48 0.02

MAP3K6 4333 7.46 8.78 27.22 9.37 6.93 6.14 11.54 8.58 14.24 15.44 10.99 3.46 12.45 -0.74 -0.50 1.13 -0.41 -0.85 -0.84

MAP3K7 2912 5.32 8.08 10.06 10.19 4.77 9.71 6.14 6.95 5.92 8.98 8.02 3.00 7.00 -0.39 0.21 0.52 0.54 -0.55 0.28

MAP3K8 3096 3.16 7.29 6.71 6.83 8.47 15.54 6.25 18.11 7.60 30.99 8.00 3.00 15.74 -2.32 -1.11 -1.23 -1.20 -0.89 0.96

MAP3K9 5602 0.54 1.29 3.54 2.23 0.73 0.14 2.99 2.20 0.03 0.52 1.41 0.50 1.44 -1.41 -0.15 1.30 0.64 -0.98 -3.37

MAP4 6337 10.33 49.88 48.95 72.46 31.65 23.47 68.48 42.51 84.22 33.73 39.46 5.30 57.24 -2.47 -0.20 -0.23 0.34 -0.85 -0.75

MAP4K1 2786 2.05 5.00 8.29 3.13 2.42 4.92 1.46 1.32 1.19 1.02 4.30 2.10 1.25 0.72 2.00 2.73 1.33 0.96 0.19

MAP4K2 2971 3.83 4.54 8.80 4.40 4.93 5.96 3.39 2.96 3.42 2.66 5.41 2.44 3.11 0.30 0.55 1.50 0.50 0.67 0.14

MAP4K3 4141 4.46 5.46 7.12 7.41 5.12 8.10 3.98 4.56 5.60 8.17 6.28 2.65 5.58 -0.32 -0.03 0.35 0.41 -0.13 0.37

MAP4K4 7495 5.12 16.51 13.84 16.82 13.73 11.29 17.81 13.36 10.21 11.86 12.89 3.69 13.31 -1.38 0.31 0.06 0.34 0.05 -0.19

MAP4K5 4435 6.11 13.60 9.60 9.33 4.84 20.14 9.55 14.74 7.76 16.32 10.60 3.41 12.09 -0.98 0.17 -0.33 -0.37 -1.32 0.93

MAP6 4338 0.78 2.71 0.39 0.47 2.39 1.92 2.09 2.35 9.54 2.51 1.44 0.53 4.12 -2.39 -0.60 -3.41 -3.14 -0.79 0.41

MAP6D1 2154 0.00 1.06 0.00 1.25 3.96 1.27 0.00 0.76 0.45 0.54 1.26 0.33 0.44 #NUM! 1.28 #NUM! 1.51 3.18 0.02

MAP7 4608 6.38 20.13 14.89 18.69 24.46 5.25 11.70 15.96 0.57 7.62 14.97 3.90 8.96 -0.49 1.17 0.73 1.06 1.45 -1.51

MAP7D1 3357 11.43 52.04 58.74 176.62 56.26 19.87 50.14 80.19 50.71 48.51 62.49 5.97 57.39 -2.33 -0.14 0.03 1.62 -0.03 -1.65

MAP7D2 4158 0.01 1.53 0.40 0.38 0.20 2.35 0.08 0.30 0.10 0.14 0.81 -0.30 0.16 -3.53 3.30 1.35 1.28 0.33 1.53

MAP7D3 4589 2.60 4.21 6.73 4.71 1.58 2.38 4.56 4.76 8.67 2.06 3.70 1.89 5.01 -0.95 -0.25 0.43 -0.09 -1.66 -0.64

MAP9 7333 0.49 1.19 0.37 0.27 0.01 1.35 1.16 0.75 0.88 0.71 0.61 -0.71 0.87 -0.82 0.44 -1.25 -1.72 -7.08 1.14

MAPK1 5916 24.01 28.77 35.90 27.36 5.71 15.56 16.56 23.48 17.25 27.82 22.89 4.52 21.28 0.17 0.44 0.75 0.36 -1.90 -0.56

MAPK10 4213 10.29 5.07 4.11 0.86 0.31 7.95 8.48 8.26 22.54 11.15 4.76 2.25 12.60 -0.29 -1.31 -1.62 -3.87 -5.33 0.74

MAPK11 2420 2.75 3.05 3.63 3.70 1.73 4.89 1.92 2.54 9.37 6.26 3.29 1.72 5.02 -0.87 -0.72 -0.47 -0.44 -1.54 0.57

MAPK12 1778 2.71 2.55 1.21 2.90 7.68 3.86 1.47 1.32 10.20 5.69 3.49 1.80 4.67 -0.78 -0.87 -1.95 -0.69 0.72 0.15

MAPK13 1888 30.26 20.98 38.97 40.39 46.13 19.85 38.25 25.36 1.52 23.56 32.76 5.03 22.17 0.45 -0.08 0.81 0.87 1.06 -0.72

MAPK14 4353 6.64 9.62 9.63 13.42 11.76 11.13 8.98 9.03 14.22 10.61 10.37 3.37 10.71 -0.69 -0.15 -0.15 0.33 0.13 0.10

MAPK15 1904 0.20 4.07 0.21 1.24 2.29 0.31 1.82 1.52 0.21 0.28 1.39 0.47 0.96 -2.23 2.09 -2.22 0.37 1.26 -2.14

MAPK1IP1L 6469 8.40 15.83 19.61 41.10 9.76 11.76 40.71 70.04 8.66 13.89 17.74 4.15 33.32 -1.99 -1.07 -0.77 0.30 -1.77 -0.59

MAPK3 2005 39.29 62.24 26.14 38.64 50.61 27.18 62.81 52.94 52.84 40.73 40.68 5.35 52.33 -0.41 0.25 -1.00 -0.44 -0.05 -0.58

MAPK4 4736 0.04 0.12 0.03 0.03 6.39 0.42 0.78 0.05 3.73 0.24 1.17 0.23 1.20 -4.98 -3.27 -5.56 -5.14 2.41 -1.49

MAPK6 4225 22.24 16.54 40.84 46.37 3.57 15.73 28.47 44.22 3.63 29.83 24.22 4.60 26.53 -0.25 -0.68 0.62 0.81 -2.89 -0.62

MAPK7 3183 0.00 0.00 8.50 11.43 7.36 0.00 0.00 0.00 0.00 0.00 4.55 2.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MAPK8 1417 5.29 8.95 14.88 6.01 6.93 8.49 5.68 7.87 5.41 6.99 8.43 3.07 6.49 -0.29 0.46 1.20 -0.11 0.09 0.01

MAPK8IP1 3234 0.73 3.15 2.68 2.23 1.17 3.64 2.44 1.64 6.53 3.63 2.27 1.18 3.56 -2.29 -0.17 -0.41 -0.67 -1.61 0.68

MAPK8IP2 3381 0.65 0.64 4.48 4.69 0.45 0.77 0.46 0.37 0.24 0.67 1.94 0.96 0.44 0.57 0.55 3.36 3.43 0.05 -1.34

MAPK8IP3 5653 3.39 12.79 2.81 11.49 9.86 3.02 5.73 5.63 3.30 3.41 7.23 2.85 4.52 -0.42 1.50 -0.68 1.35 1.13 -1.26

MAPK9 4341 3.66 6.81 3.41 6.93 6.62 8.37 4.02 6.11 8.23 6.04 5.97 2.58 6.10 -0.74 0.16 -0.84 0.18 0.12 0.49

MAPKAP1 3395 18.56 17.78 13.76 15.47 21.63 21.65 24.10 11.13 63.54 21.73 18.14 4.18 30.13 -0.70 -0.76 -1.13 -0.96 -0.48 0.25

MAPKAPK2 3608 15.30 34.73 35.50 32.73 38.15 25.76 22.38 33.90 33.05 42.54 30.36 4.92 32.97 -1.11 0.07 0.11 -0.01 0.21 -0.24

MAPKAPK3 2500 12.08 12.07 23.03 15.82 12.92 8.01 11.13 18.03 8.37 11.22 13.99 3.81 12.19 -0.01 -0.01 0.92 0.38 0.08 -0.81

MAPKAPK5 2066 6.40 8.04 10.73 11.51 7.16 9.27 6.28 5.61 7.55 9.83 8.85 3.15 7.32 -0.19 0.14 0.55 0.65 -0.03 0.07

MAPKBP1 7265 1.80 3.87 10.46 15.60 3.59 0.71 5.80 6.06 4.67 3.92 6.00 2.59 5.11 -1.51 -0.40 1.03 1.61 -0.51 -3.09

MAPRE1 2640 32.12 39.60 28.97 29.25 47.54 64.20 25.29 31.72 64.79 68.59 40.28 5.33 47.60 -0.57 -0.27 -0.72 -0.70 0.00 0.67

MAPRE2 3267 5.15 12.48 7.87 5.38 3.08 13.81 12.08 16.68 16.14 10.50 7.96 2.99 13.85 -1.43 -0.15 -0.82 -1.36 -2.17 0.80

MAPRE3 1880 2.80 8.34 10.73 23.69 24.68 9.67 8.65 7.26 20.09 9.29 13.32 3.74 11.32 -2.02 -0.44 -0.08 1.06 1.12 -0.46

MAPT 6816 0.28 0.39 0.76 0.68 0.90 0.38 1.45 0.61 0.80 0.34 0.57 -0.82 0.80 -1.49 -1.04 -0.06 -0.23 0.18 -0.59

1-Mar 5502 3.26 4.11 2.23 1.84 0.32 2.39 0.85 2.93 0.70 1.14 2.36 1.24 1.41 1.21 1.55 0.66 0.39 -2.12 0.02

10-Mar 3116 0.01 0.11 0.13 0.00 0.45 0.03 0.00 0.01 0.04 0.00 0.12 -3.04 0.01 -0.44 3.26 3.42 #NUM! 5.27 -2.01

11-Mar 1528 0.00 0.00 0.02 0.05 0.00 0.00 0.00 0.02 0.00 0.00 0.01 -6.46 0.00 #NUM! #NUM! 2.21 3.31 #NUM! #NUM!

2-Mar 1705 28.88 16.33 16.90 15.58 24.53 0.00 16.14 16.39 24.88 0.00 17.04 4.09 14.35 1.01 0.19 0.24 0.12 0.77 #NUM!

3-Mar 4158 0.60 1.56 0.74 0.42 0.52 3.88 0.34 0.54 0.97 2.54 1.29 0.36 1.10 -0.87 0.51 -0.57 -1.40 -1.09 1.59

4-Mar 4466 0.01 0.00 0.01 0.01 0.14 0.01 0.00 0.00 0.00 0.00 0.03 -5.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.41

5-Mar 3941 3.76 4.03 4.70 7.74 30.46 10.03 8.29 4.34 5.75 9.18 10.12 3.34 6.89 -0.88 -0.77 -0.55 0.17 2.14 -0.01

6-Mar 4611 3.25 8.34 11.60 8.97 8.33 8.40 6.91 8.05 5.90 10.92 8.15 3.03 7.95 -1.29 0.07 0.55 0.18 0.07 0.04

7-Mar 3484 13.54 18.26 28.22 16.93 9.73 22.05 19.60 27.24 12.14 27.33 18.12 4.18 21.58 -0.67 -0.24 0.39 -0.35 -1.15 0.28

8-Mar 2604 2.63 6.50 4.70 4.72 2.25 4.63 4.95 3.93 6.32 4.61 4.24 2.08 4.95 -0.91 0.39 -0.07 -0.07 -1.14 0.13

9-Mar 2462 3.15 4.83 9.67 4.78 10.51 2.21 3.71 1.84 3.26 2.10 5.86 2.55 2.73 0.21 0.83 1.82 0.81 1.95 -1.41

MARCKS 4304 29.23 43.17 49.04 67.79 63.89 48.89 27.25 58.74 32.53 34.79 50.34 5.65 38.33 -0.39 0.17 0.36 0.82 0.74 -0.04

MARCKSL1 1584 28.24 112.34 33.71 59.05 150.46 77.77 16.73 21.24 65.35 46.33 76.93 6.27 37.41 -0.41 1.59 -0.15 0.66 2.01 0.02

MARCO 1853 0.06 0.48 1.80 1.65 3.83 0.59 0.22 0.17 3.03 0.32 1.40 0.49 0.93 -3.96 -0.95 0.95 0.82 2.03 -1.24

MARK1 5293 2.02 1.63 10.10 2.95 1.18 3.33 2.48 4.72 1.97 3.54 3.54 1.82 3.18 -0.66 -0.96 1.67 -0.11 -1.43 -0.09

MARK2 4748 6.39 15.19 24.77 23.49 11.89 6.66 16.28 16.14 5.52 6.17 14.73 3.88 11.03 -0.79 0.46 1.17 1.09 0.11 -1.15

MARK2P9 2000 0.01 0.10 0.02 0.02 0.00 0.01 0.09 0.03 0.02 0.01 0.03 -5.28 0.04 -1.45 1.36 -1.22 -1.12 #NUM! -1.11

MARK3 3546 8.56 14.17 17.21 20.59 11.02 13.02 12.26 12.26 10.02 13.41 14.10 3.82 11.98 -0.48 0.24 0.52 0.78 -0.12 -0.11

MARK4 5243 2.58 8.06 7.53 17.25 4.24 4.36 7.07 9.90 7.84 8.29 7.34 2.88 8.28 -1.68 -0.04 -0.14 1.06 -0.97 -0.75

MARS 2932 18.30 21.22 48.66 24.59 32.41 18.71 15.40 16.46 22.83 16.74 27.32 4.77 17.86 0.04 0.25 1.45 0.46 0.86 -0.55

MARS2 3102 1.74 1.66 4.69 2.19 2.15 0.85 1.80 1.68 0.97 1.91 2.21 1.15 1.59 0.13 0.07 1.56 0.46 0.43 -1.37

MARVELD1 3250 8.68 21.83 5.52 22.39 30.58 11.28 14.67 10.35 44.84 15.62 16.71 4.06 21.37 -1.30 0.03 -1.95 0.07 0.52 -0.57

MARVELD2 2297 1.29 4.48 3.70 6.51 2.12 1.84 2.87 4.34 0.20 1.15 3.32 1.73 2.14 -0.73 1.07 0.79 1.61 -0.01 -0.86

MARVELD3 2239 3.46 5.54 4.36 11.00 8.33 1.88 1.55 1.20 0.00 1.08 5.76 2.53 0.96 1.85 2.53 2.19 3.52 3.12 -1.61

MAS1 1135 0.00 0.05 0.00 0.00 0.02 0.05 0.22 0.00 0.00 0.00 0.02 -5.60 0.06 #NUM! -0.05 #NUM! #NUM! -1.17 1.16

MAS1L 1137 0.24 0.26 0.06 0.00 0.00 0.97 0.06 0.55 1.16 1.02 0.26 -1.97 0.70 -1.55 -1.40 -3.50 #NUM! #NUM! 1.92

MASP1 6476 10.94 40.11 3.13 2.72 0.09 26.41 43.75 31.17 80.88 54.41 13.90 3.80 52.55 -2.26 -0.39 -4.07 -4.27 -9.12 0.93

MASP2 2471 2.68 0.00 0.20 3.19 0.45 3.83 0.50 1.94 2.08 2.12 1.72 0.79 1.66 0.69 #NUM! -3.07 0.94 -1.89 1.15

MAST1 4933 0.14 0.28 1.34 0.03 3.12 0.12 0.07 0.05 0.01 0.04 0.84 -0.26 0.04 1.71 2.75 5.02 -0.66 6.23 -2.83

MAST2 5756 3.27 19.11 12.42 9.29 4.33 6.09 7.47 5.31 8.95 6.13 9.08 3.18 6.97 -1.09 1.46 0.83 0.42 -0.69 -0.58

MAST3 5893 0.69 4.06 2.70 1.79 1.47 1.83 1.92 1.45 1.53 1.08 2.09 1.06 1.49 -1.12 1.44 0.86 0.26 -0.02 -0.19

MAST4 10724 2.11 10.59 11.97 16.03 3.62 3.62 21.47 33.93 1.93 11.52 7.99 3.00 17.21 -3.03 -0.70 -0.52 -0.10 -2.25 -1.14

MASTL 3626 0.00 0.00 10.63 12.31 3.30 0.00 0.00 5.12 1.50 0.00 4.37 2.13 1.66 #NUM! #NUM! 2.68 2.89 1.00 #NUM!

MAT1A 3419 0.17 0.03 0.12 0.30 2.28 0.02 0.04 0.04 0.01 0.05 0.49 -1.04 0.03 2.31 -0.15 1.78 3.14 6.07 -4.59

MAT2A 2835 49.63 96.01 54.01 73.48 31.93 72.60 103.21 138.61 46.29 157.31 62.94 5.98 111.36 -1.17 -0.21 -1.04 -0.60 -1.80 0.21

MAT2B 2119 29.13 20.55 15.13 23.93 35.56 47.14 12.26 13.10 28.74 28.63 28.57 4.84 20.68 0.49 -0.01 -0.45 0.21 0.78 0.72

MATK 2163 0.63 2.56 1.71 6.88 11.52 2.02 0.76 0.80 0.41 0.65 4.22 2.08 0.66 -0.05 1.97 1.38 3.39 4.14 -1.06

MATL2963 5402 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MATN1 3830 0.00 0.09 0.00 0.00 0.00 0.09 0.07 0.00 0.12 0.21 0.03 -5.06 0.10 #NUM! -0.07 #NUM! #NUM! #NUM! 1.53

MATN2 4122 6.29 0.00 8.19 6.20 6.04 29.70 45.61 19.47 115.91 49.98 9.40 3.23 57.74 -3.20 #NUM! -2.82 -3.22 -3.26 1.66

MATN3 2600 0.10 4.16 0.21 0.30 2.46 2.71 0.22 0.09 1.95 1.18 1.66 0.73 0.86 -3.05 2.28 -2.06 -1.52 1.52 0.71

MATN4 2270 0.08 0.11 0.29 0.00 0.08 1.09 0.58 0.19 1.22 1.08 0.28 -1.86 0.77 -3.19 -2.76 -1.42 #NUM! -3.33 1.99

MATR3 5604 0.00 13.27 26.50 0.00 14.98 56.51 0.00 14.12 33.28 50.99 18.54 4.21 24.60 #NUM! -0.89 0.11 #NUM! -0.72 1.61

MAU2 4853 4.19 9.76 9.74 6.68 6.44 5.61 6.51 5.98 5.93 4.93 7.07 2.82 5.84 -0.48 0.74 0.74 0.19 0.14 -0.33

MAVS 11771 2.00 5.73 3.65 5.79 1.99 2.07 5.48 3.15 0.95 2.15 3.54 1.82 2.93 -0.55 0.97 0.31 0.98 -0.56 -0.77

MAX 2169 25.48 34.14 36.96 39.65 54.44 36.07 43.09 36.23 41.88 33.21 37.79 5.24 38.60 -0.60 -0.18 -0.06 0.04 0.50 -0.07

MAZ 2789 59.35 78.79 48.69 90.95 76.46 20.38 50.41 26.58 38.52 31.04 62.44 5.96 36.63 0.70 1.10 0.41 1.31 1.06 -1.62

MB 1170 2.15 0.20 1.38 0.00 0.64 1.25 0.03 0.03 2.15 0.36 0.94 -0.10 0.64 1.75 -1.69 1.11 #NUM! 0.00 0.42

MB21D1 1802 3.59 3.81 11.69 10.38 9.32 4.70 1.02 1.76 2.42 3.16 7.25 2.86 2.09 0.78 0.87 2.48 2.31 2.16 -0.63

MB21D2 3388 2.08 2.43 4.00 2.12 2.33 2.97 2.19 2.14 4.17 4.13 2.65 1.41 3.16 -0.60 -0.38 0.34 -0.57 -0.44 0.16

MBD1 3284 8.14 4.88 6.42 34.92 10.59 20.15 14.32 9.24 11.88 12.07 14.18 3.83 11.88 -0.54 -1.28 -0.89 1.56 -0.17 0.51

MBD2 5190 20.76 37.26 121.72 47.63 28.37 38.76 38.96 44.48 30.64 30.01 49.08 5.62 36.02 -0.79 0.05 1.76 0.40 -0.34 -0.34

MBD3 2559 15.51 16.50 0.00 34.73 26.24 0.00 22.67 13.32 0.00 14.18 15.50 3.95 12.54 0.31 0.40 #NUM! 1.47 1.07 #NUM!

MBD3L1 748 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MBD4 2470 17.55 16.98 17.49 26.83 9.67 15.77 7.19 7.25 8.18 12.83 17.38 4.12 8.86 0.99 0.94 0.98 1.60 0.13 -0.14

MBD5 6032 1.10 0.00 3.39 0.00 0.00 1.92 2.24 2.32 1.81 2.13 1.07 0.10 2.13 -0.96 #NUM! 0.67 #NUM! #NUM! 0.85

MBD6 4214 3.80 22.07 30.45 27.99 17.35 8.19 18.00 16.29 11.43 7.94 18.31 4.19 13.41 -1.82 0.72 1.18 1.06 0.37 -1.16

MBIP 1661 12.67 12.87 4.72 12.39 2.98 13.01 9.05 11.17 8.34 13.52 9.77 3.29 10.52 0.27 0.29 -1.16 0.24 -1.82 0.41

MBL1P 1424 0.00 0.00 0.13 0.12 0.00 0.38 0.23 0.17 0.13 0.10 0.10 -3.27 0.16 #NUM! #NUM! -0.34 -0.47 #NUM! 1.87

MBL2 3569 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MBLAC1 1518 0.86 0.61 0.00 0.93 1.75 0.95 1.03 0.56 1.92 1.71 0.85 -0.23 1.31 -0.60 -1.09 #NUM! -0.49 0.42 0.16

MBLAC2 4300 0.81 1.20 0.95 1.05 0.77 1.32 1.21 1.25 1.15 1.17 1.02 0.02 1.19 -0.56 0.00 -0.32 -0.19 -0.62 0.37

MBNL1 6404 13.66 29.24 25.43 27.74 7.69 46.29 22.00 28.11 39.20 34.94 25.01 4.64 31.06 -1.19 -0.09 -0.29 -0.16 -2.01 0.89

MBNL2 4731 17.40 19.19 14.33 21.59 4.49 17.40 19.97 43.32 14.37 14.38 15.73 3.98 23.01 -0.40 -0.26 -0.68 -0.09 -2.36 0.15

MBNL3 11539 1.97 4.21 3.97 2.02 0.29 1.87 3.28 3.66 0.36 1.29 2.39 1.25 2.15 -0.13 0.97 0.89 -0.09 -2.90 -0.35

MBOAT1 3275 2.01 11.61 4.69 4.92 2.39 5.11 3.61 1.93 7.33 5.58 5.12 2.36 4.61 -1.20 1.33 0.02 0.09 -0.95 0.00

MBOAT2 3804 5.62 5.00 0.77 7.22 5.12 5.20 5.34 10.31 2.52 10.59 4.82 2.27 7.19 -0.36 -0.52 -3.22 0.01 -0.49 0.11

MBOAT4 1663 0.05 0.24 0.06 0.04 0.00 0.07 0.09 0.02 0.00 0.00 0.08 -3.70 0.03 0.94 3.17 1.17 0.68 #NUM! -0.06

MBOAT7 2615 11.78 33.08 39.22 12.30 154.65 18.03 17.72 18.79 24.04 10.46 44.84 5.49 17.75 -0.59 0.90 1.14 -0.53 3.12 -1.31

MBP 4889 3.88 7.00 7.15 6.85 2.00 6.76 6.45 5.70 6.15 6.51 5.61 2.49 6.20 -0.68 0.18 0.21 0.14 -1.63 0.27

MBTD1 5397 1.77 4.16 2.33 4.44 0.98 4.02 2.57 2.33 1.78 2.48 2.95 1.56 2.29 -0.37 0.86 0.03 0.96 -1.22 0.45

MBTPS1 4354 13.01 17.75 9.45 18.02 17.00 25.99 13.74 10.16 37.58 20.07 16.87 4.08 20.39 -0.65 -0.20 -1.11 -0.18 -0.26 0.62

MBTPS2 4541 1.54 3.21 2.14 3.38 2.48 4.33 1.48 2.79 3.79 2.92 2.84 1.51 2.75 -0.83 0.22 -0.36 0.30 -0.15 0.60

MC1R 3115 0.54 3.94 0.92 1.56 1.14 1.41 0.86 0.60 2.04 1.60 1.59 0.66 1.27 -1.25 1.63 -0.47 0.29 -0.16 -0.17

MC2R 3652 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -9.49 0.00 #NUM! #NUM! 1.15 #NUM! #NUM! #NUM!

MC4R 1438 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MC5R 1319 0.00 0.00 0.00 0.00 0.02 0.04 0.41 0.04 0.00 0.11 0.01 -6.67 0.14 #NUM! #NUM! #NUM! #NUM! -2.79 1.97

MCAM 3332 8.20 19.44 16.45 13.74 36.40 37.88 21.14 12.41 174.00 39.44 22.02 4.46 61.75 -2.91 -1.67 -1.91 -2.17 -0.76 0.78

MCART1 3723 1.48 2.33 0.00 2.21 0.00 0.00 2.31 2.57 0.00 2.22 1.00 0.01 1.77 -0.26 0.40 #NUM! 0.32 #NUM! #NUM!

MCART3P 1605 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -10.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

MCART6 6239 0.18 0.00 0.15 0.00 0.02 0.16 0.00 0.00 0.05 0.00 0.08 -3.56 0.01 3.87 #NUM! 3.61 #NUM! 0.94 0.94

MCAT 2086 5.05 4.49 4.46 5.73 9.96 5.96 3.92 2.55 8.61 3.82 5.94 2.57 4.73 0.10 -0.07 -0.08 0.28 1.08 0.00

MCC 8679 2.46 8.52 4.40 9.25 2.22 6.71 3.63 8.55 10.80 9.87 5.59 2.48 8.21 -1.74 0.05 -0.90 0.17 -1.89 0.26

MCCC1 2551 5.78 7.91 10.29 9.38 11.28 14.06 5.92 6.21 4.97 6.70 9.78 3.29 5.95 -0.04 0.41 0.79 0.66 0.92 0.52

MCCC2 3696 5.18 17.60 10.17 16.28 15.79 8.54 8.42 8.09 5.09 6.86 12.26 3.62 7.11 -0.46 1.31 0.52 1.19 1.15 -0.52

MCCD1 709 0.00 0.00 0.00 8.65 0.00 7.44 5.43 0.00 0.00 0.00 2.68 1.42 1.36 #NUM! #NUM! #NUM! 2.67 #NUM! 1.47

MCEE 875 8.65 4.65 2.25 6.84 7.17 12.09 3.47 5.61 12.14 11.94 6.94 2.80 8.29 0.06 -0.83 -1.88 -0.28 -0.21 0.80

MCF2 3867 0.00 0.03 0.04 0.02 0.00 0.00 0.01 0.00 0.00 0.02 0.01 -6.23 0.01 #NUM! 1.87 2.24 1.20 #NUM! #NUM!

MCF2L 5406 0.50 3.78 1.57 0.41 1.13 3.29 3.13 1.91 2.74 2.46 1.78 0.83 2.56 -2.35 0.56 -0.70 -2.64 -1.17 0.88

MCF2L2 4772 0.02 0.42 0.25 0.00 0.00 0.00 0.23 0.71 0.16 0.00 0.12 -3.11 0.28 -3.68 0.60 -0.12 #NUM! #NUM! #NUM!

MCF2L-AS1 1173 0.13 0.00 0.09 0.06 0.00 0.00 0.00 0.34 0.07 0.33 0.05 -4.40 0.19 -0.53 #NUM! -1.03 -1.52 #NUM! #NUM!

MCFD2 4334 13.30 19.28 17.89 21.40 15.03 22.85 17.37 16.54 26.73 26.07 18.29 4.19 21.68 -0.70 -0.17 -0.28 -0.02 -0.53 0.32

MCHR1 2423 0.11 0.16 0.25 0.10 0.06 0.06 0.02 0.06 0.35 0.20 0.12 -3.04 0.16 -0.51 -0.02 0.64 -0.69 -1.34 -1.06

MCHR2 2368 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

MCL1 4107 23.85 79.38 150.03 131.71 161.09 262.83 59.33 103.30 124.45 226.35 134.81 7.07 128.36 -2.43 -0.69 0.23 0.04 0.33 0.96

MCM10 4562 1.29 0.87 4.04 4.78 1.81 1.32 0.52 0.81 0.07 0.19 2.35 1.23 0.40 1.70 1.13 3.35 3.59 2.18 -0.84

MCM2 3453 13.98 11.99 24.97 37.74 94.28 23.84 2.68 4.23 2.50 3.25 34.47 5.11 3.16 2.14 1.92 2.98 3.58 4.90 -0.53

MCM3 3143 16.53 17.17 27.10 34.23 62.54 26.66 8.22 9.41 16.67 20.01 30.71 4.94 13.58 0.28 0.34 1.00 1.33 2.20 -0.20

MCM3AP 6113 4.81 14.56 10.55 20.06 7.80 6.32 9.53 6.73 9.53 25.61 10.68 3.42 12.85 -1.42 0.18 -0.28 0.64 -0.72 -0.76

MCM3AP-AS1 2314 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MCM4 4928 18.75 14.07 39.58 36.23 35.87 16.66 6.43 9.36 2.26 5.29 26.86 4.75 5.83 1.68 1.27 2.76 2.63 2.62 -0.69

MCM5 2568 24.66 25.87 52.59 74.39 51.74 20.97 7.13 8.13 8.51 6.88 41.70 5.38 7.66 1.69 1.76 2.78 3.28 2.76 -0.99

MCM6 3769 9.89 8.88 21.86 12.73 30.31 16.72 3.49 4.17 7.08 6.82 16.73 4.06 5.39 0.88 0.72 2.02 1.24 2.49 0.00

MCM7 2900 29.69 26.47 60.74 61.74 167.48 42.61 12.32 14.49 9.38 18.14 64.79 6.02 13.58 1.13 0.96 2.16 2.18 3.62 -0.60

MCM8 3710 2.00 2.60 4.26 6.41 1.54 3.13 1.59 1.77 0.36 1.16 3.32 1.73 1.22 0.72 1.09 1.80 2.39 0.34 -0.09

MCM9 4822 1.32 3.30 4.43 5.96 1.41 2.03 1.44 2.57 1.49 1.49 3.07 1.62 1.75 -0.40 0.92 1.34 1.77 -0.30 -0.60

MCMBP 4241 10.37 15.75 12.42 22.58 17.56 18.71 10.12 10.54 15.59 17.74 16.23 4.02 13.50 -0.38 0.22 -0.12 0.74 0.38 0.21

MCOLN1 2118 8.32 8.24 10.33 14.90 16.51 8.26 5.90 5.65 9.50 5.86 11.09 3.47 6.73 0.31 0.29 0.62 1.15 1.30 -0.43

MCOLN2 3060 0.19 1.56 1.32 0.92 0.44 0.94 0.32 0.20 0.08 0.57 0.89 -0.16 0.29 -0.62 2.41 2.18 1.64 0.58 0.08

MCOLN3 2813 0.79 1.85 0.23 4.21 2.55 2.25 1.87 2.36 0.77 5.31 1.98 0.99 2.58 -1.71 -0.48 -3.49 0.71 -0.01 0.18

MCPH1 3773 3.58 4.34 9.53 3.23 3.59 5.36 3.92 5.18 3.72 4.78 4.94 2.30 4.40 -0.30 -0.02 1.12 -0.44 -0.29 0.12

MCRS1 1937 18.91 16.54 19.39 14.36 33.78 18.04 13.80 10.05 24.71 15.63 20.17 4.33 16.05 0.24 0.04 0.27 -0.16 1.07 -0.16

MCTP1 3924 3.29 3.27 2.73 3.93 1.83 8.95 0.96 1.92 4.82 8.59 4.00 2.00 4.08 -0.31 -0.32 -0.58 -0.05 -1.16 1.16

MCTP2 7637 1.79 2.70 2.16 3.88 4.69 2.26 1.50 1.98 0.59 1.66 2.91 1.54 1.43 0.32 0.92 0.59 1.44 1.71 -0.36

MCTS1 9805 1.79 2.22 1.08 1.78 58.38 29.38 1.38 1.20 2.37 13.09 15.77 3.98 4.51 -1.33 -1.02 -2.07 -1.34 3.69 0.90

MCU 2978 9.82 16.67 14.41 9.47 11.86 8.12 5.95 5.84 7.92 6.50 11.73 3.55 6.55 0.58 1.35 1.14 0.53 0.86 -0.53

MDC1 7385 2.30 6.07 10.14 8.78 7.76 3.49 5.24 4.37 9.00 2.22 6.42 2.68 5.21 -1.18 0.22 0.96 0.75 0.57 -0.88

MDFI 1634 28.61 16.89 22.21 62.45 66.77 12.85 15.79 14.27 9.99 12.56 34.96 5.13 13.15 1.12 0.36 0.76 2.25 2.34 -1.44

MDFIC 5312 3.49 5.45 4.74 6.27 1.81 10.57 5.35 5.39 6.51 9.10 5.39 2.43 6.59 -0.92 -0.27 -0.47 -0.07 -1.86 0.97

MDGA1 8907 0.53 1.22 0.49 4.21 0.17 0.92 0.86 1.53 0.97 1.14 1.26 0.33 1.13 -1.08 0.12 -1.20 1.90 -2.75 -0.44

MDGA2 5544 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.01 0.01 0.01 0.00 -7.66 0.01 #NUM! 0.86 #NUM! #NUM! -1.65 1.88

MDH1 1665 51.91 26.48 74.96 36.02 81.20 80.29 23.24 29.15 103.59 66.43 58.48 5.87 55.60 -0.10 -1.07 0.43 -0.63 0.55 0.46

MDH1B 2332 0.14 0.00 0.08 0.17 0.14 0.52 0.16 0.06 0.25 0.00 0.18 -2.51 0.12 0.24 #NUM! -0.53 0.57 0.26 1.56

MDH2 1321 141.17 108.88 180.01 134.88 232.87 79.13 119.49 106.89 103.04 80.94 146.16 7.19 102.59 0.46 0.09 0.81 0.39 1.18 -0.89

MDK 997 131.24 695.99 331.40 295.97 366.09 367.80 70.89 60.21 192.69 183.20 364.75 8.51 126.74 0.05 2.46 1.39 1.22 1.53 0.01

MDM1 2976 1.56 3.15 2.13 3.22 1.23 5.24 1.97 2.89 6.31 4.54 2.76 1.46 3.93 -1.33 -0.32 -0.88 -0.29 -1.67 0.93

MDM2 7369 2.73 8.43 11.31 11.15 4.31 12.90 4.36 4.85 3.10 10.08 8.47 3.08 5.60 -1.04 0.59 1.01 0.99 -0.38 0.61

MDM4 10090 0.89 5.34 4.20 3.53 0.98 2.92 3.36 3.49 1.22 2.22 2.97 1.57 2.57 -1.54 1.05 0.71 0.45 -1.39 -0.03

MDN1 17400 2.05 5.06 6.71 6.15 0.51 10.61 4.60 4.31 5.06 7.52 5.18 2.37 5.37 -1.39 -0.09 0.32 0.20 -3.41 1.03

MDP1 808 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MDS2 1027 0.00 0.09 0.00 0.00 0.03 0.23 0.00 0.06 0.00 0.02 0.06 -4.10 0.02 #NUM! 2.09 #NUM! #NUM! 0.38 1.99

ME1 3519 4.12 3.45 3.94 4.17 2.38 5.30 17.98 10.08 3.57 8.75 3.89 1.96 10.09 -1.29 -1.55 -1.36 -1.28 -2.08 0.44

ME2 4638 5.91 7.05 14.26 7.73 5.85 11.76 11.49 4.50 8.74 9.00 8.76 3.13 8.43 -0.51 -0.26 0.76 -0.12 -0.53 0.43

ME3 2329 5.66 7.77 2.35 2.09 10.89 6.72 11.75 6.45 16.43 9.13 5.91 2.56 10.94 -0.95 -0.49 -2.22 -2.39 -0.01 0.18

MEA1 868 111.36 52.50 101.54 55.71 176.21 87.98 61.41 43.72 89.12 64.90 97.55 6.61 64.79 0.78 -0.30 0.65 -0.22 1.44 -0.15

MEAF6 2166 20.30 26.03 17.12 26.15 57.01 35.85 24.81 30.95 27.84 32.25 30.41 4.93 28.96 -0.51 -0.15 -0.76 -0.15 0.98 0.24

MECOM 5740 5.39 12.31 5.84 2.17 0.75 9.14 2.01 2.79 2.29 3.41 5.93 2.57 2.62 1.04 2.23 1.15 -0.28 -1.81 0.62

MECP2 10241 6.73 9.71 13.01 8.25 13.17 11.36 7.57 8.03 16.06 11.27 10.37 3.37 10.73 -0.67 -0.14 0.28 -0.38 0.29 0.13

MECR 2434 4.50 3.70 5.54 3.68 5.08 4.69 2.53 2.43 6.14 3.99 4.53 2.18 3.77 0.25 -0.03 0.55 -0.04 0.43 0.05

MED1 8148 3.05 6.55 10.60 5.83 4.51 4.11 4.45 5.56 3.75 4.37 5.78 2.53 4.53 -0.57 0.53 1.23 0.36 -0.01 -0.49

MED10 1059 19.46 12.57 33.13 20.76 56.86 32.54 13.67 15.66 29.44 24.14 29.22 4.87 20.73 -0.09 -0.72 0.68 0.00 1.46 0.16

MED11 860 23.16 0.00 23.06 21.92 0.00 17.44 16.98 14.07 16.54 14.99 14.26 3.83 15.64 0.57 #NUM! 0.56 0.49 #NUM! 0.29

MED12 6985 2.12 10.86 10.71 9.45 3.56 4.76 5.80 7.82 8.90 6.20 6.91 2.79 7.18 -1.76 0.60 0.58 0.40 -1.01 -0.54

MED12L 10349 0.05 0.16 0.00 0.20 0.07 0.06 0.12 0.20 0.02 0.14 0.09 -3.44 0.12 -1.32 0.44 #NUM! 0.76 -0.73 -0.57

MED13 10474 2.97 6.07 9.50 8.68 1.78 7.35 4.70 7.72 2.38 7.23 6.06 2.60 5.51 -0.89 0.14 0.79 0.66 -1.63 0.28

MED13L 9393 2.36 8.27 7.74 8.48 1.73 10.72 8.48 11.95 8.88 8.33 6.55 2.71 9.41 -1.99 -0.19 -0.28 -0.15 -2.45 0.71

MED14 6768 4.83 12.71 9.99 12.95 5.44 7.82 7.25 11.28 4.51 5.05 8.96 3.16 7.03 -0.54 0.86 0.51 0.88 -0.37 -0.20



MED15 3384 11.13 31.44 49.29 59.29 24.51 16.12 15.69 16.62 32.84 14.20 31.96 5.00 19.84 -0.83 0.66 1.31 1.58 0.30 -0.99

MED16 2952 8.05 15.18 19.38 16.17 10.24 8.15 16.03 0.00 17.20 10.47 12.86 3.68 10.93 -0.44 0.47 0.83 0.57 -0.09 -0.66

MED17 3497 3.27 4.23 3.57 9.36 8.50 6.77 5.46 7.24 5.72 7.90 5.95 2.57 6.58 -1.01 -0.64 -0.88 0.51 0.37 0.19

MED18 1869 5.50 3.68 3.53 4.62 4.49 3.13 3.72 2.29 3.15 2.64 4.15 2.05 2.95 0.90 0.32 0.26 0.65 0.61 -0.41

MED19 1605 0.00 0.00 0.00 0.00 16.76 11.50 8.12 0.00 11.51 12.43 4.71 2.24 8.02 #NUM! #NUM! #NUM! #NUM! 1.06 1.29

MED20 2478 7.90 4.15 7.31 8.31 6.81 5.95 4.54 3.59 6.89 4.59 6.74 2.75 4.90 0.69 -0.24 0.58 0.76 0.47 -0.18

MED21 1782 16.31 7.90 16.71 12.41 9.51 23.50 12.01 13.69 18.45 28.48 14.39 3.85 18.16 -0.16 -1.20 -0.12 -0.55 -0.93 0.71

MED22 3887 2.65 0.00 4.96 4.26 0.00 3.23 0.00 1.98 10.24 0.00 2.52 1.33 3.06 -0.20 #NUM! 0.70 0.48 #NUM! 0.36

MED23 5227 3.36 5.64 5.78 10.34 1.19 4.87 4.82 4.52 2.99 4.09 5.20 2.38 4.10 -0.29 0.46 0.49 1.33 -1.79 -0.09

MED24 3735 7.55 15.32 16.59 17.28 14.91 17.11 10.01 10.63 17.64 12.59 14.79 3.89 12.71 -0.75 0.27 0.38 0.44 0.23 0.21

MED25 2361 9.51 23.90 26.69 25.72 15.68 9.74 20.68 16.68 12.95 9.45 18.54 4.21 14.94 -0.65 0.68 0.84 0.78 0.07 -0.93

MED26 3184 2.17 3.90 7.21 3.99 4.92 2.04 3.33 3.08 2.56 2.70 4.04 2.01 2.92 -0.43 0.42 1.30 0.45 0.75 -0.99

MED27 1404 11.47 20.64 13.84 23.50 16.02 8.46 6.99 10.26 11.19 7.53 15.65 3.97 8.99 0.35 1.20 0.62 1.39 0.83 -0.89

MED28 1363 7.29 4.90 11.31 5.27 25.27 27.99 8.77 6.58 23.51 26.35 13.67 3.77 16.30 -1.16 -1.73 -0.53 -1.63 0.63 1.03

MED29 3604 8.02 14.25 14.31 14.59 6.10 10.45 8.83 11.73 13.60 11.54 11.29 3.50 11.43 -0.51 0.32 0.32 0.35 -0.91 -0.11

MED30 987 10.72 4.41 8.75 18.03 30.50 22.21 4.64 7.50 17.84 16.85 15.77 3.98 11.71 -0.13 -1.41 -0.42 0.62 1.38 0.49

MED31 1656 9.41 6.60 5.67 9.77 0.00 9.26 6.12 5.34 6.27 7.99 6.79 2.76 6.43 0.55 0.04 -0.18 0.60 #NUM! 0.45

MED4 2022 9.30 11.38 10.15 12.35 13.12 28.23 10.01 8.66 28.00 30.68 14.09 3.82 19.34 -1.06 -0.76 -0.93 -0.65 -0.56 1.00

MED6 1344 8.45 10.28 11.56 14.86 17.99 15.02 6.70 7.95 9.30 9.58 13.02 3.70 8.38 0.01 0.29 0.46 0.83 1.10 0.21

MED7 1400 5.22 4.16 3.03 5.00 5.91 7.69 4.07 3.47 7.99 8.88 5.17 2.37 6.10 -0.23 -0.55 -1.01 -0.29 -0.05 0.57

MED8 1502 22.21 18.01 24.12 0.00 36.56 14.29 0.00 28.10 13.79 25.73 19.20 4.26 16.91 0.39 0.09 0.51 #NUM! 1.11 -0.43

MED9 2222 4.29 5.04 5.72 5.89 11.87 3.55 2.84 3.45 6.37 4.76 6.06 2.60 4.36 -0.02 0.21 0.39 0.44 1.45 -0.77

MEF2A 5771 6.74 12.20 8.29 12.96 4.02 11.61 10.07 16.85 12.46 10.98 9.30 3.22 12.59 -0.90 -0.05 -0.60 0.04 -1.65 0.32

MEF2B 1472 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MEF2BNB 1515 7.77 7.61 8.04 4.35 0.00 7.85 7.03 5.29 10.43 6.59 5.94 2.57 7.33 0.08 0.05 0.13 -0.75 #NUM! 0.40

MEF2BNB-MEF2B 2268 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MEF2C 6449 2.76 6.05 3.79 2.04 0.49 7.76 4.50 4.66 9.26 6.37 3.82 1.93 6.20 -1.17 -0.04 -0.71 -1.60 -3.67 1.03

MEF2D 5888 2.92 18.24 10.31 15.32 10.62 9.98 12.25 19.63 21.12 18.46 11.23 3.49 17.86 -2.61 0.03 -0.79 -0.22 -0.75 -0.17

MEFV 3507 0.13 0.68 0.52 1.02 1.29 0.46 0.43 0.27 0.53 0.46 0.68 -0.55 0.42 -1.75 0.68 0.29 1.28 1.61 -0.56

MEG3 1855 12.73 40.14 3.11 6.94 0.14 12.37 15.00 22.15 8.46 7.57 12.57 3.65 13.30 -0.06 1.59 -2.10 -0.94 -6.59 -0.02

MEG8 498 0.00 1.02 0.29 0.00 0.00 0.49 0.00 0.85 0.77 0.59 0.30 -1.74 0.55 #NUM! 0.88 -0.92 #NUM! #NUM! 0.70

MEGF10 7689 0.02 0.02 0.02 0.01 0.01 0.10 0.07 0.03 0.16 0.04 0.03 -5.09 0.08 -1.72 -2.21 -2.30 -2.61 -3.04 1.76

MEGF11 5914 0.02 0.06 0.02 0.01 0.02 0.00 0.07 0.00 0.09 0.02 0.02 -5.61 0.05 -1.08 0.40 -1.60 -3.08 -1.18 #NUM!

MEGF6 7450 3.86 6.76 2.69 2.85 2.79 5.35 9.18 6.21 2.33 6.63 4.05 2.02 6.09 -0.66 0.15 -1.18 -1.09 -1.13 0.40

MEGF8 10966 0.76 2.60 2.26 3.43 0.89 1.32 2.35 1.02 3.29 1.20 1.88 0.91 1.97 -1.37 0.40 0.20 0.80 -1.14 -0.51

MEGF9 6227 2.20 4.59 3.12 6.50 1.12 3.23 5.23 5.10 3.23 3.04 3.46 1.79 4.15 -0.92 0.15 -0.41 0.65 -1.89 -0.10

MEI1 4006 8.82 4.38 0.87 17.82 0.55 5.33 0.21 0.40 0.36 2.01 6.29 2.65 0.74 3.57 2.56 0.22 4.58 -0.44 -0.24

MEIG1 638 0.00 0.06 0.20 0.43 0.48 0.00 0.06 0.00 0.00 0.28 0.20 -2.35 0.08 #NUM! -0.52 1.28 2.36 2.50 #NUM!

MEIS1 3198 7.56 12.98 10.86 7.91 8.87 17.19 13.57 14.97 22.52 18.77 10.90 3.45 17.46 -1.21 -0.43 -0.68 -1.14 -0.98 0.66

MEIS2 3773 4.51 12.15 8.04 3.68 0.40 12.56 12.23 12.02 18.21 13.40 6.89 2.78 13.96 -1.63 -0.20 -0.80 -1.92 -5.14 0.87

MEIS3 2174 1.81 6.39 3.25 2.40 2.08 4.54 3.47 1.46 22.95 5.61 3.41 1.77 8.37 -2.21 -0.39 -1.37 -1.80 -2.01 0.41

MEIS3P1 2872 1.08 2.87 0.92 1.18 1.37 3.34 2.12 1.60 4.08 2.97 1.79 0.84 2.69 -1.32 0.09 -1.55 -1.19 -0.97 0.90

MELK 2501 4.86 6.08 18.69 6.12 13.50 5.83 1.13 2.84 0.15 1.39 9.18 3.20 1.38 1.82 2.14 3.76 2.15 3.29 -0.65

MEMO1 1831 12.36 9.28 19.76 15.94 19.48 18.25 11.72 10.08 13.22 14.90 15.84 3.99 12.48 -0.01 -0.43 0.66 0.35 0.64 0.20

MEN1 3179 7.83 11.87 12.81 13.87 16.52 8.59 9.28 6.84 8.34 5.74 11.91 3.57 7.55 0.05 0.65 0.76 0.88 1.13 -0.47

MEOX1 2330 2.93 4.56 1.83 0.90 0.04 7.37 5.86 8.10 32.92 8.82 2.94 1.55 13.92 -2.25 -1.61 -2.93 -3.96 -8.32 1.33

MEOX2 2383 0.76 0.70 0.35 0.14 0.02 1.29 1.92 0.76 5.97 1.17 0.54 -0.88 2.46 -1.69 -1.80 -2.83 -4.11 -6.86 1.25

MEP1A 2947 0.04 0.43 0.05 0.04 0.03 0.02 0.00 0.00 0.00 0.01 0.10 -3.29 0.00 3.30 6.88 3.84 3.50 2.78 -2.10

MEP1B 2327 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.02 0.01 -6.20 0.01 #NUM! 2.94 #NUM! #NUM! #NUM! #NUM!

MEPCE 3047 16.87 16.51 39.64 29.87 35.50 14.16 18.81 13.75 16.81 11.70 25.42 4.67 15.27 0.14 0.11 1.38 0.97 1.22 -0.84

MEPE 2206 0.00 0.00 0.00 0.05 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -6.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MERTK 3632 1.07 6.38 5.73 2.56 1.91 4.22 1.30 1.13 3.06 3.97 3.65 1.87 2.37 -1.14 1.43 1.27 0.11 -0.31 0.21

MESDC1 3068 4.79 9.23 12.62 8.50 15.83 9.21 7.28 9.32 12.62 14.94 10.03 3.33 11.04 -1.21 -0.26 0.19 -0.38 0.52 -0.12

MESDC2 4243 7.77 19.66 16.13 20.40 20.04 16.70 11.97 5.46 11.30 11.46 16.78 4.07 10.05 -0.37 0.97 0.68 1.02 1.00 -0.01

MESP1 1184 0.71 0.44 0.51 0.29 7.72 1.16 2.60 0.34 0.18 1.33 1.80 0.85 1.11 -0.64 -1.34 -1.12 -1.94 2.80 -0.64

MESP2 1614 2.72 0.19 0.90 0.33 1.51 0.37 0.84 0.53 0.05 0.40 1.00 0.00 0.45 2.58 -1.24 0.99 -0.47 1.74 -1.45

MEST 2507 24.12 12.36 30.93 9.77 27.80 7.87 3.74 2.57 2.03 2.77 18.81 4.23 2.78 3.12 2.15 3.48 1.81 3.32 -1.26

MESTIT1 3242 0.02 0.02 0.05 0.00 0.00 0.00 0.02 0.01 0.02 0.05 0.01 -6.23 0.02 -0.52 -0.52 1.03 #NUM! #NUM! #NUM!

MET 6695 5.42 6.46 13.31 9.69 7.35 6.45 4.94 12.84 4.03 6.39 8.11 3.02 7.05 -0.38 -0.13 0.92 0.46 0.06 -0.33

METAP1 2835 20.72 12.67 28.62 21.43 14.67 19.35 16.91 19.77 9.93 21.96 19.58 4.29 17.14 0.27 -0.44 0.74 0.32 -0.23 -0.02

METAP1D 1550 2.71 1.57 1.86 2.27 0.58 1.23 0.88 1.64 1.37 1.68 1.70 0.77 1.39 0.96 0.17 0.41 0.70 -1.25 -0.47

METAP2 3506 28.67 12.96 19.78 25.81 21.40 21.79 15.88 13.33 10.68 19.55 21.73 4.44 14.86 0.95 -0.20 0.41 0.80 0.53 0.00

METRN 1109 11.58 8.72 2.47 8.19 24.18 5.40 8.42 3.93 12.18 3.70 10.09 3.33 7.06 0.72 0.31 -1.51 0.21 1.78 -0.90

METRNL 1348 21.70 36.69 36.64 34.45 59.64 49.58 67.23 83.24 50.28 99.00 39.78 5.31 74.94 -1.79 -1.03 -1.03 -1.12 -0.33 0.32

METTL1 1311 11.66 7.53 13.23 6.75 17.35 0.00 7.78 5.19 11.35 0.00 9.42 3.24 6.08 0.94 0.31 1.12 0.15 1.51 #NUM!

METTL10 2638 2.19 1.87 0.00 0.00 9.63 5.17 0.00 1.89 3.87 5.60 3.14 1.65 2.84 -0.37 -0.60 #NUM! #NUM! 1.76 0.72

METTL11A 1007 10.82 11.15 9.27 11.71 48.68 20.59 4.55 11.90 34.52 27.34 18.70 4.23 19.58 -0.86 -0.81 -1.08 -0.74 1.31 0.14

METTL11B 938 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.01 -6.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

METTL12 1382 0.45 0.48 0.49 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.24 -2.09 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

METTL13 3421 5.46 7.45 6.37 7.07 10.70 5.90 4.30 2.53 6.45 3.71 7.16 2.84 4.25 0.36 0.81 0.58 0.73 1.33 -0.28

METTL14 2138 7.23 5.99 7.54 6.86 1.34 5.50 4.61 4.90 4.13 6.55 5.74 2.52 5.05 0.52 0.25 0.58 0.44 -1.92 -0.06

METTL15 4416 2.15 2.53 2.13 1.48 1.42 3.95 1.52 2.48 1.90 2.74 2.28 1.19 2.16 -0.01 0.23 -0.02 -0.54 -0.61 0.79

METTL16 5758 2.80 4.93 5.15 4.20 3.15 2.16 4.18 4.25 4.56 4.54 3.73 1.90 4.38 -0.65 0.17 0.23 -0.06 -0.48 -0.79

METTL17 1802 16.35 13.43 10.44 20.76 20.62 14.72 11.69 7.48 12.71 11.43 16.05 4.00 10.83 0.59 0.31 -0.05 0.94 0.93 -0.12

METTL18 1445 4.87 4.20 2.50 2.46 2.73 4.57 1.89 1.01 2.96 3.57 3.56 1.83 2.36 1.05 0.84 0.09 0.06 0.21 0.36

METTL19 2863 3.69 3.47 3.58 2.03 2.05 2.35 2.32 2.34 2.79 2.48 2.86 1.52 2.49 0.57 0.48 0.53 -0.29 -0.27 -0.28

METTL20 2183 0.12 1.06 0.96 0.30 0.19 0.71 0.45 0.43 0.81 0.66 0.56 -0.84 0.59 -2.23 0.86 0.72 -0.97 -1.60 0.34

METTL21A 4805 21.71 25.57 71.00 63.06 14.42 12.53 19.24 12.97 5.47 6.20 34.72 5.12 10.97 0.98 1.22 2.69 2.52 0.39 -1.47

METTL21B 2856 2.36 5.67 2.66 2.77 0.00 0.00 4.36 0.00 4.78 0.00 2.24 1.17 2.29 0.04 1.31 0.22 0.28 #NUM! #NUM!

METTL21C 1085 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.06 0.00 0.02 0.01 -7.52 0.02 #NUM! #NUM! 0.72 #NUM! #NUM! #NUM!

METTL21D 1784 0.00 0.00 4.71 3.66 3.31 5.07 2.22 2.97 3.74 5.81 2.79 1.48 3.69 #NUM! #NUM! 0.35 -0.01 -0.16 0.86

METTL22 1570 4.40 3.60 2.17 4.74 4.50 3.73 3.17 2.23 7.08 3.36 3.86 1.95 3.96 0.15 -0.14 -0.87 0.26 0.18 -0.05

METTL23 1226 21.84 16.26 19.95 16.40 32.56 24.40 12.30 13.38 21.80 20.73 21.90 4.45 17.05 0.36 -0.07 0.23 -0.06 0.93 0.16

METTL2A 2519 2.47 1.97 3.39 1.94 6.02 2.73 1.98 1.62 2.09 2.64 3.09 1.63 2.08 0.25 -0.08 0.70 -0.10 1.53 -0.18

METTL2B 2192 2.22 2.13 4.47 1.88 2.43 1.91 2.59 2.03 1.87 2.17 2.51 1.33 2.16 0.04 -0.03 1.05 -0.20 0.17 -0.39

METTL3 1975 23.74 10.33 10.13 12.08 10.74 13.34 7.79 8.70 12.72 11.85 13.39 3.74 10.27 1.21 0.01 -0.02 0.24 0.07 -0.01

METTL4 3691 1.53 2.57 2.75 2.96 2.94 5.22 1.56 1.75 2.54 2.55 3.00 1.58 2.10 -0.45 0.29 0.39 0.49 0.48 0.80

METTL5 956 37.00 17.11 25.05 12.63 64.81 29.17 24.92 14.14 28.35 22.07 30.96 4.95 22.37 0.73 -0.39 0.16 -0.82 1.53 -0.09

METTL6 2499 3.76 3.51 3.91 3.35 7.00 2.84 3.18 2.00 5.69 3.09 4.06 2.02 3.49 0.11 0.01 0.17 -0.06 1.00 -0.52

METTL7A 3390 13.41 26.24 7.34 4.61 1.99 20.95 29.80 40.75 21.15 23.63 12.42 3.63 28.83 -1.10 -0.14 -1.97 -2.64 -3.85 0.75

METTL7B 1531 0.00 3.52 0.00 0.00 0.48 0.00 0.00 0.00 0.00 0.00 0.67 -0.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

METTL8 8154 2.21 2.06 2.11 6.09 1.48 1.24 1.66 1.53 0.96 1.31 2.53 1.34 1.36 0.70 0.60 0.63 2.16 0.12 -1.03

METTL9 3212 32.69 21.96 11.99 26.97 41.80 35.47 21.68 19.40 49.92 34.86 28.48 4.83 31.46 0.06 -0.52 -1.39 -0.22 0.41 0.32

MEX3A 6124 0.51 1.11 1.03 0.33 1.04 0.67 0.42 0.45 0.58 0.57 0.78 -0.36 0.50 0.02 1.14 1.03 -0.60 1.04 -0.23

MEX3B 3398 3.05 2.46 1.15 0.74 0.34 3.30 2.49 1.09 1.53 3.64 1.84 0.88 2.19 0.48 0.17 -0.93 -1.57 -2.69 0.84

MEX3C 4158 7.31 6.42 9.97 9.75 3.38 12.53 6.08 8.13 7.77 14.44 8.23 3.04 9.10 -0.32 -0.50 0.13 0.10 -1.43 0.61

MEX3D 2863 3.86 7.54 12.16 14.61 7.08 4.27 7.25 7.08 5.95 6.58 8.25 3.05 6.71 -0.80 0.17 0.86 1.12 0.08 -0.95

MFAP1 2063 11.17 7.62 13.63 14.42 8.18 11.43 8.71 7.72 11.20 12.51 11.07 3.47 10.04 0.15 -0.40 0.44 0.52 -0.30 0.05

MFAP2 1124 34.74 86.31 64.91 29.16 36.31 69.43 22.59 17.47 41.26 45.35 53.48 5.74 31.67 0.13 1.45 1.04 -0.12 0.20 0.38

MFAP3 5346 3.66 4.92 3.53 6.76 2.57 7.97 3.70 5.18 7.15 7.72 4.90 2.29 5.94 -0.70 -0.27 -0.75 0.19 -1.21 0.70

MFAP3L 6204 0.16 0.60 0.49 0.30 0.06 0.86 0.57 0.39 0.74 0.39 0.41 -1.28 0.52 -1.67 0.20 -0.11 -0.83 -3.12 1.06

MFAP4 1978 61.36 172.25 47.66 25.19 0.00 264.23 93.23 101.87 286.62 219.38 95.11 6.57 175.27 -1.51 -0.03 -1.88 -2.80 #NUM! 1.47

MFAP5 2900 2.37 15.51 4.50 0.62 10.02 12.08 48.10 2.47 181.79 15.58 7.52 2.91 61.99 -4.71 -2.00 -3.79 -6.65 -2.63 0.68

MFF 2032 44.59 28.79 13.93 24.07 46.70 40.41 27.90 26.98 36.06 26.50 33.08 5.05 29.36 0.60 -0.03 -1.08 -0.29 0.67 0.29

MFGE8 2005 28.53 45.82 22.61 69.84 36.51 83.96 124.99 56.75 407.52 85.27 47.88 5.58 168.63 -2.56 -1.88 -2.90 -1.27 -2.21 0.81

MFHAS1 5255 4.81 4.55 8.97 4.33 3.05 7.60 3.03 3.61 9.65 4.85 5.55 2.47 5.29 -0.14 -0.22 0.76 -0.29 -0.79 0.45

MFI2 3963 3.48 5.33 1.55 11.50 38.96 2.47 4.75 1.91 1.82 1.52 10.55 3.40 2.50 0.48 1.09 -0.69 2.20 3.96 -2.10

MFI2-AS1 951 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MFN1 3527 8.23 8.89 8.64 13.20 3.29 9.02 6.75 7.60 4.54 8.49 8.54 3.09 6.85 0.27 0.38 0.34 0.95 -1.06 0.08

MFN2 4685 13.77 14.62 38.63 35.27 18.49 22.60 16.31 17.67 28.40 6.68 23.90 4.58 17.26 -0.33 -0.24 1.16 1.03 0.10 -0.08

MFNG 2129 4.38 6.69 4.92 2.61 3.97 7.59 3.42 3.13 7.29 5.36 5.03 2.33 4.80 -0.13 0.48 0.04 -0.88 -0.27 0.59

MFSD1 2379 13.27 17.63 11.88 15.89 30.08 44.69 22.37 18.99 22.90 38.92 22.24 4.48 25.80 -0.96 -0.55 -1.12 -0.70 0.22 1.01

MFSD10 1969 15.24 26.19 16.57 42.95 73.85 21.73 15.31 12.07 34.38 22.58 32.76 5.03 21.08 -0.47 0.31 -0.35 1.03 1.81 -0.59

MFSD11 2538 6.98 8.42 11.94 0.00 13.59 11.03 7.64 6.76 9.54 0.00 8.66 3.11 5.99 0.22 0.49 1.00 #NUM! 1.18 0.35

MFSD2A 2236 3.68 10.28 5.60 11.48 8.55 9.92 9.49 14.49 5.83 4.88 8.25 3.04 8.67 -1.24 0.25 -0.63 0.40 -0.02 0.27

MFSD2B 1508 0.00 0.00 0.00 0.00 0.00 0.12 0.10 0.13 0.12 0.05 0.02 -5.70 0.10 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MFSD3 1468 7.55 5.70 3.34 6.72 48.67 2.48 5.78 0.00 1.98 3.80 12.41 3.63 2.89 1.39 0.98 0.21 1.22 4.07 -2.32

MFSD4 4114 2.87 2.43 0.74 0.25 0.16 0.00 0.48 0.57 0.98 0.70 1.08 0.11 0.68 2.08 1.84 0.12 -1.43 -2.06 #NUM!

MFSD5 2054 18.80 10.04 8.93 12.74 22.06 9.17 14.67 9.66 10.42 13.27 13.62 3.77 12.00 0.65 -0.26 -0.43 0.09 0.88 -0.57

MFSD6 4797 5.21 11.24 17.88 3.86 2.26 12.34 15.08 18.46 6.99 11.06 8.80 3.14 12.90 -1.31 -0.20 0.47 -1.74 -2.51 0.49

MFSD6L 2258 0.01 0.06 0.11 0.05 0.26 0.07 0.03 0.00 0.01 0.08 0.09 -3.41 0.03 -1.25 1.08 1.98 0.67 3.18 -0.34

MFSD7 1935 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MFSD8 4562 1.09 4.15 1.39 1.60 1.15 3.11 1.42 1.24 1.64 2.76 2.08 1.06 1.77 -0.69 1.23 -0.35 -0.14 -0.62 0.58

MFSD9 2706 0.49 1.05 1.22 1.51 1.84 1.11 0.80 0.67 1.04 1.13 1.20 0.27 0.91 -0.89 0.20 0.42 0.72 1.01 -0.12

MGA 12042 1.77 4.12 5.99 4.25 1.04 0.73 1.89 2.49 1.44 2.05 2.98 1.58 1.97 -0.16 1.07 1.60 1.11 -0.92 -2.03

MGAM 6513 0.05 0.13 0.18 0.13 0.16 0.22 0.26 0.12 0.39 0.17 0.14 -2.80 0.23 -2.19 -0.85 -0.38 -0.86 -0.56 0.60

MGAT1 3181 24.72 35.14 21.22 42.77 57.64 29.08 25.82 17.28 58.48 32.22 35.09 5.13 33.45 -0.44 0.07 -0.66 0.35 0.79 -0.27

MGAT2 2728 8.46 10.00 9.89 9.30 16.01 10.81 4.62 4.33 10.61 10.31 10.74 3.43 7.47 0.18 0.42 0.40 0.32 1.10 0.01

MGAT3 5102 0.79 2.15 0.27 0.28 0.23 0.25 0.68 0.29 2.60 0.62 0.66 -0.60 1.05 -0.41 1.04 -1.95 -1.91 -2.20 -1.43

MGAT4A 8382 0.45 2.34 2.45 1.08 1.26 5.10 0.79 1.52 2.19 2.50 2.11 1.08 1.75 -1.97 0.42 0.48 -0.70 -0.47 1.27

MGAT4B 2922 14.88 25.72 15.65 25.91 40.20 0.00 18.16 0.00 0.00 0.00 20.39 4.35 4.54 1.71 2.50 1.79 2.51 3.15 #NUM!

MGAT4C 1934 0.00 0.06 0.02 0.00 0.01 0.02 0.09 0.00 0.31 0.06 0.02 -5.75 0.11 #NUM! -1.01 -2.78 #NUM! -3.11 0.42

MGAT5 2421 1.38 4.41 5.22 3.45 2.48 2.70 3.51 2.69 2.98 3.37 3.27 1.71 3.14 -1.19 0.49 0.73 0.14 -0.34 -0.28

MGAT5B 4252 0.04 0.32 0.08 0.36 1.33 0.06 0.10 0.17 0.06 0.06 0.36 -1.46 0.10 -1.34 1.72 -0.24 1.89 3.77 -2.71

MGC12916 2006 0.05 0.25 0.61 0.07 0.28 0.32 0.10 0.14 0.07 0.38 0.26 -1.93 0.17 -1.66 0.52 1.82 -1.33 0.70 0.29

MGC12982 2527 0.26 2.12 1.41 1.17 1.02 0.57 0.29 0.12 0.53 0.30 1.09 0.13 0.31 -0.28 2.77 2.18 1.91 1.71 -0.93

MGC14436 1178 0.13 0.00 0.00 0.00 0.07 0.05 0.06 0.00 0.00 0.06 0.04 -4.56 0.03 2.14 #NUM! #NUM! #NUM! 1.30 0.14

MGC15885 2353 0.00 0.00 0.00 0.03 0.00 0.00 0.18 0.02 0.02 0.00 0.00 -7.68 0.06 #NUM! #NUM! #NUM! -0.96 #NUM! #NUM!

MGC16025 2127 0.00 0.04 0.00 0.00 0.01 0.02 0.00 0.03 0.02 0.01 0.01 -6.37 0.01 #NUM! 1.38 #NUM! #NUM! -0.30 0.89

MGC16121 786 5.59 4.49 0.21 0.00 0.00 0.00 2.83 0.27 37.35 2.49 1.71 0.78 10.73 -0.94 -1.26 -5.70 #NUM! #NUM! #NUM!

MGC16142 1291 0.38 0.36 0.21 0.48 0.15 0.14 0.14 0.05 0.12 0.13 0.29 -1.80 0.11 1.82 1.74 0.96 2.15 0.43 -1.06

MGC16275 2501 0.33 0.00 0.00 0.00 0.00 0.00 0.48 0.00 0.00 0.00 0.06 -4.17 0.12 1.49 #NUM! #NUM! #NUM! #NUM! #NUM!

MGC16703 1964 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MGC21881 2581 2.73 2.29 1.11 2.17 2.84 2.86 2.59 1.92 1.90 2.77 2.33 1.22 2.30 0.25 0.00 -1.05 -0.08 0.31 0.30

MGC23270 2518 0.11 0.46 0.07 0.40 0.60 0.11 0.23 0.10 0.23 0.08 0.29 -1.77 0.16 -0.59 1.51 -1.10 1.32 1.92 -1.39

MGC23284 2447 0.23 0.36 0.19 0.54 0.54 0.75 0.24 0.30 1.12 0.22 0.44 -1.20 0.47 -1.03 -0.39 -1.29 0.18 0.19 0.79

MGC27382 1193 0.01 0.06 0.00 0.00 0.02 0.00 0.06 0.05 0.04 0.00 0.02 -6.01 0.04 -1.94 0.66 #NUM! #NUM! -0.72 #NUM!

MGC2752 3359 3.76 4.98 12.96 9.58 5.49 4.17 7.55 5.40 7.10 4.62 6.82 2.77 6.17 -0.71 -0.31 1.07 0.64 -0.17 -0.71

MGC2889 2211 0.04 0.02 0.06 0.02 0.00 0.00 0.04 0.00 0.02 0.00 0.02 -5.47 0.02 1.29 0.71 1.93 0.03 #NUM! #NUM!

MGC3771 1233 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MGC39372 1272 0.09 0.77 0.36 0.39 0.96 0.53 0.02 0.21 0.47 0.42 0.52 -0.96 0.28 -1.60 1.44 0.34 0.45 1.76 0.05

MGC44328 739 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MGC4473 972 0.00 0.00 0.04 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.02 -5.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.84

MGC45800 4953 0.00 0.03 0.01 0.01 0.00 0.02 0.00 0.00 0.02 0.02 0.01 -6.48 0.01 #NUM! 1.38 0.28 -0.61 #NUM! 1.02

MGC50722 3630 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MGC57346 2608 2.72 1.47 2.97 3.47 6.27 3.25 4.59 2.57 3.29 3.54 3.36 1.75 3.50 -0.36 -1.25 -0.23 -0.01 0.84 -0.05

MGC70870 3126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MGC72080 728 9.41 10.29 11.00 7.09 16.40 7.75 7.96 5.45 6.59 4.72 10.32 3.37 6.18 0.61 0.74 0.83 0.20 1.41 -0.41

MGEA5 5220 5.76 18.35 7.60 29.16 13.47 29.25 11.57 15.91 18.38 25.42 17.27 4.11 17.82 -1.63 0.04 -1.23 0.71 -0.40 0.76

MGLL 4617 12.78 28.35 6.85 17.14 25.30 8.40 33.94 31.52 29.11 15.82 16.47 4.04 27.60 -1.11 0.04 -2.01 -0.69 -0.13 -0.97

MGMT 1265 34.11 25.66 16.13 14.42 127.80 55.98 22.44 19.79 106.41 44.96 45.68 5.51 48.40 -0.50 -0.92 -1.59 -1.75 1.40 0.29

MGP 1473 712.90 775.27 76.47 433.09 12.14 3826.30 195.75 118.00 1339.27 1696.55 972.69 9.93 837.39 -0.23 -0.11 -3.45 -0.95 -6.11 1.98

MGRN1 6471 2.45 24.01 9.11 11.55 10.15 7.32 9.88 7.81 14.92 7.53 10.77 3.43 10.04 -2.03 1.26 -0.14 0.20 0.02 -0.56

MGST1 987 240.52 86.94 55.01 183.72 210.21 90.77 102.48 34.94 46.07 21.34 144.53 7.18 51.21 2.23 0.76 0.10 1.84 2.04 -0.67

MGST2 1278 76.82 54.32 68.95 86.17 107.65 74.32 61.67 61.13 46.50 72.84 78.04 6.29 60.54 0.34 -0.16 0.19 0.51 0.83 -0.07

MGST3 1528 170.29 86.00 88.07 24.58 203.58 155.56 33.24 60.07 127.42 132.03 121.35 6.92 88.19 0.95 -0.04 0.00 -1.84 1.21 0.36

MIA 654 0.00 69.95 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 11.66 3.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MIA2 2351 0.00 0.00 0.21 0.03 0.00 0.02 0.00 0.00 0.00 0.03 0.04 -4.54 0.01 #NUM! #NUM! 4.85 2.04 #NUM! -1.05

MIA3 8123 6.58 13.28 11.62 5.14 2.97 6.89 6.40 7.01 6.41 4.61 7.75 2.95 6.10 0.11 1.12 0.93 -0.25 -1.04 -0.17

MIA-RAB4B 1394 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIAT 10193 0.29 1.79 1.18 0.59 0.19 0.77 0.21 0.27 0.76 1.12 0.80 -0.32 0.59 -1.05 1.60 1.00 0.01 -1.63 -0.06

MIB1 9308 1.10 3.43 4.28 3.02 1.07 6.23 3.04 3.50 3.78 6.10 3.19 1.67 4.10 -1.90 -0.26 0.06 -0.44 -1.94 0.97

MIB2 3350 13.60 0.00 18.02 24.32 12.72 9.18 13.17 11.31 12.50 6.80 12.97 3.70 10.94 0.31 #NUM! 0.72 1.15 0.22 -0.50

MICA 2197 6.23 28.84 11.99 20.04 24.25 25.02 7.38 7.49 31.44 37.48 19.40 4.28 20.95 -1.75 0.46 -0.80 -0.06 0.21 0.37

MICAL1 3661 3.34 18.61 10.12 4.91 5.93 9.61 11.65 12.85 30.71 7.45 8.75 3.13 15.67 -2.23 0.25 -0.63 -1.67 -1.40 0.13

MICAL2 3934 7.25 0.00 6.26 4.64 5.36 3.57 11.26 0.00 26.06 0.00 4.52 2.17 9.33 -0.36 #NUM! -0.58 -1.01 -0.80 -0.34

MICAL3 9471 2.51 3.87 5.50 7.81 2.24 4.36 7.09 3.64 10.29 4.36 4.38 2.13 6.34 -1.34 -0.71 -0.21 0.30 -1.51 -0.01

MICALCL 3044 0.27 0.00 0.68 2.20 0.94 0.23 0.59 0.64 0.14 0.00 0.72 -0.48 0.34 -0.36 #NUM! 0.97 2.67 1.45 -1.65

MICALL1 3882 9.08 15.09 33.04 44.39 9.87 5.33 21.53 17.14 26.21 13.53 19.47 4.28 19.60 -1.11 -0.38 0.75 1.18 -0.99 -1.87

MICALL2 3144 3.11 11.35 12.81 12.06 11.22 12.18 3.32 4.08 5.09 3.49 10.45 3.39 3.99 -0.36 1.51 1.68 1.59 1.49 0.22

MICB 2497 1.96 4.28 7.57 0.00 12.56 0.00 0.79 1.08 1.96 0.00 4.39 2.14 0.96 1.03 2.16 2.98 #NUM! 3.71 #NUM!

MICU1 2506 14.91 19.69 17.35 17.74 25.88 23.62 10.72 12.00 27.62 17.54 19.86 4.31 16.97 -0.19 0.21 0.03 0.06 0.61 0.25

MID1 6463 4.13 7.04 4.61 6.27 3.81 5.23 5.03 9.59 3.19 4.44 5.18 2.37 5.56 -0.43 0.34 -0.27 0.17 -0.55 0.01

MID1IP1 2454 8.48 21.52 20.80 26.85 26.53 24.27 11.17 15.86 13.73 19.52 21.41 4.42 15.07 -0.83 0.51 0.47 0.83 0.82 0.18

MID2 7345 1.57 2.64 3.41 2.44 0.64 3.33 4.48 3.77 3.08 4.06 2.34 1.22 3.85 -1.29 -0.55 -0.18 -0.66 -2.60 0.51

MIDN 3812 9.96 55.12 129.48 49.28 26.09 28.19 73.52 173.79 36.46 56.75 49.69 5.63 85.13 -3.10 -0.63 0.61 -0.79 -1.71 -0.82

MIER1 5646 3.52 6.90 8.46 6.01 3.66 11.87 4.80 5.58 6.57 9.26 6.74 2.75 6.55 -0.90 0.08 0.37 -0.12 -0.84 0.82

MIER2 2825 2.52 7.59 13.22 13.33 5.59 3.18 7.18 5.50 9.26 4.51 7.57 2.92 6.61 -1.39 0.20 1.00 1.01 -0.24 -1.25

MIER3 5220 1.24 2.61 2.72 2.40 0.77 4.32 2.02 2.15 2.30 5.28 2.35 1.23 2.94 -1.24 -0.17 -0.11 -0.29 -1.93 0.88

MIF 561 1277.53 431.12 1296.93 1544.80 1457.98 493.17 858.95 638.59 314.09 415.04 1083.59 10.08 556.67 1.20 -0.37 1.22 1.47 1.39 -1.14

MIF4GD 1433 19.94 14.49 11.81 8.95 0.00 11.79 19.25 8.26 11.30 15.83 11.16 3.48 13.66 0.55 0.09 -0.21 -0.61 #NUM! 0.08

MIIP 1588 6.30 6.37 9.35 7.67 12.67 9.88 4.94 2.73 10.10 6.10 8.71 3.12 5.97 0.08 0.10 0.65 0.36 1.09 0.18

MILR1 1488 3.33 4.94 3.15 2.81 2.30 5.06 1.20 1.69 2.42 1.96 3.60 1.85 1.82 0.87 1.44 0.79 0.63 0.34 0.49

MIMT1 1288 0.02 0.02 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.04 0.01 -6.53 0.01 1.30 1.31 #NUM! #NUM! #NUM! 0.86

MINA 5289 7.29 7.53 5.82 7.03 7.49 8.89 14.18 11.55 6.50 10.17 7.34 2.88 10.60 -0.54 -0.49 -0.86 -0.59 -0.50 0.28

MINK1 5035 15.28 38.16 56.53 41.93 26.75 10.64 29.79 35.03 15.13 17.20 31.55 4.98 24.29 -0.67 0.65 1.22 0.79 0.14 -1.57

MINPP1 2906 2.18 3.02 1.26 3.91 8.77 5.50 1.58 1.58 4.41 3.04 4.11 2.04 2.65 -0.28 0.19 -1.07 0.56 1.73 0.42

MIOS 3340 3.70 4.81 8.29 10.83 2.97 5.55 6.61 7.45 2.68 7.27 6.02 2.59 6.00 -0.70 -0.32 0.47 0.85 -1.02 -0.12

MIOX 1437 0.00 0.00 3.71 0.00 0.07 0.00 0.00 0.00 0.00 0.02 0.63 -0.66 0.00 #NUM! #NUM! 9.85 #NUM! 4.20 #NUM!

MIP 2608 0.00 0.00 0.01 0.03 0.09 0.04 0.02 0.00 0.00 0.02 0.03 -5.23 0.01 #NUM! #NUM! 0.04 1.15 2.89 0.43

MIPEP 2446 2.47 6.24 2.38 5.27 2.74 4.75 4.09 4.74 4.96 4.23 3.98 1.99 4.50 -0.86 0.47 -0.92 0.23 -0.72 0.26

MIPOL1 6283 0.78 0.62 1.83 1.76 0.78 1.67 0.83 2.00 0.83 1.89 1.24 0.31 1.38 -0.82 -1.16 0.40 0.34 -0.83 0.43

MIR100HG 3082 10.69 16.85 4.02 2.59 0.31 25.79 13.47 22.56 14.89 33.28 10.04 3.33 21.05 -0.98 -0.32 -2.39 -3.02 -6.08 1.36

MIR10A 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR1247 136 3.44 0.00 1.93 2.62 0.00 0.00 0.00 1.68 0.00 0.00 1.33 0.41 0.42 3.03 #NUM! 2.19 2.64 #NUM! #NUM!

MIR1248 106 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR1250 113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR1255A 113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR1302-8 128 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR1307 149 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!



MIR155HG 1500 0.17 1.57 0.57 0.40 2.87 4.24 0.06 0.35 0.54 1.93 1.64 0.71 0.72 -2.06 1.12 -0.33 -0.87 1.99 1.37

MIR17HG 5018 0.00 0.00 0.00 0.00 0.34 0.67 0.15 0.00 0.16 0.30 0.17 -2.57 0.15 #NUM! #NUM! #NUM! #NUM! 1.15 2.00

MIR192 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR199A2 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR203 110 0.00 0.98 0.00 0.00 0.00 0.00 2.03 0.00 0.00 0.00 0.16 -2.62 0.51 #NUM! 0.94 #NUM! #NUM! #NUM! #NUM!

MIR205 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR210 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR210HG 2303 1.12 0.00 0.93 0.84 6.90 0.50 2.76 0.79 0.33 2.17 1.71 0.78 1.51 -0.43 #NUM! -0.71 -0.85 2.19 -1.79

MIR214 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR221 110 0.00 0.00 0.00 0.00 0.00 0.00 8.62 0.00 0.00 0.00 0.00 #NUM! 2.16 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIR222 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR3648 180 4.83 0.00 9.66 0.00 0.00 3.28 3.92 0.00 0.00 0.00 2.96 1.57 0.98 2.30 #NUM! 3.30 #NUM! #NUM! 0.15

MIR3665 105 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR3907 151 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR3911 109 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR3934 107 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR3936 110 0.00 0.00 0.00 0.00 0.00 0.00 265.10 0.00 0.00 0.00 0.00 #NUM! 66.27 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIR454 115 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR497HG 794 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 52.22 0.00 0.00 #NUM! 13.06 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIR499 122 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR548I1 149 0.00 0.00 0.00 0.00 0.00 0.00 7.13 0.00 0.00 0.00 0.00 #NUM! 1.78 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIR548I2 149 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR7-1 110 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MIR941-1 117 0.00 0.00 0.00 0.00 0.00 0.00 0.00 42.63 0.00 0.00 0.00 #NUM! 10.66 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIR941-3 117 0.00 0.00 0.00 0.00 0.00 0.00 0.00 160.02 0.00 0.00 0.00 #NUM! 40.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MIRLET7BHG 4733 0.70 1.10 0.00 1.27 0.00 0.28 0.61 0.14 0.11 0.00 0.56 -0.84 0.21 1.70 2.36 #NUM! 2.57 #NUM! -0.99

MIS12 2509 5.13 4.26 7.05 7.44 7.36 8.09 3.74 3.59 5.30 6.02 6.55 2.71 4.67 0.14 -0.13 0.59 0.67 0.66 0.30

MIS18A 1587 5.63 0.00 7.62 16.10 10.80 10.61 2.98 2.15 2.41 3.39 8.46 3.08 2.73 1.04 #NUM! 1.48 2.56 1.98 0.33

MIS18BP1 4792 3.32 3.99 6.21 4.76 3.86 7.38 2.82 2.92 2.15 2.84 4.92 2.30 2.68 0.31 0.57 1.21 0.83 0.53 0.58

MITD1 963 14.55 11.17 25.66 13.58 19.28 33.88 7.48 8.87 11.45 17.81 19.69 4.30 11.40 0.35 -0.03 1.17 0.25 0.76 0.78

MITF 4815 4.58 9.22 2.24 2.17 0.55 9.12 8.76 8.66 8.84 8.94 4.65 2.22 8.80 -0.94 0.07 -1.97 -2.02 -4.01 0.97

MIXL1 699 0.00 0.53 0.00 0.06 0.00 0.00 0.00 0.00 0.04 0.04 0.10 -3.34 0.02 #NUM! 4.69 #NUM! 1.58 #NUM! #NUM!

MKI67 12507 5.36 8.75 21.52 24.10 3.55 2.66 3.87 6.70 0.10 0.51 10.99 3.46 2.80 0.94 1.65 2.94 3.11 0.35 -2.05

MKI67IP 1754 27.45 18.00 41.31 24.13 26.23 22.83 19.68 20.77 14.99 28.30 26.66 4.74 20.93 0.39 -0.22 0.98 0.20 0.33 -0.22

MKKS 2678 11.22 7.84 9.45 7.15 14.82 13.21 6.44 4.29 11.83 10.78 10.61 3.41 8.33 0.43 -0.09 0.18 -0.22 0.83 0.32

MKL1 4507 2.53 12.59 7.53 10.13 13.15 4.59 7.11 7.02 9.75 8.06 8.42 3.07 7.98 -1.66 0.66 -0.08 0.34 0.72 -0.88

MKL2 8680 3.38 8.04 3.56 6.16 1.15 5.59 6.83 7.70 3.91 4.45 4.65 2.22 5.72 -0.76 0.49 -0.68 0.11 -2.32 0.27

MKLN1 11266 1.86 3.85 4.40 3.69 1.35 4.72 3.38 3.75 2.71 4.40 3.31 1.73 3.56 -0.94 0.11 0.30 0.05 -1.40 0.51

MKNK1 2816 8.47 12.63 12.89 15.17 11.09 10.53 8.28 8.14 9.98 6.96 11.80 3.56 8.34 0.02 0.60 0.63 0.86 0.41 -0.16

MKNK2 3805 39.97 22.81 54.16 57.91 37.99 20.91 68.79 40.41 21.07 51.92 38.96 5.28 45.55 -0.19 -1.00 0.25 0.35 -0.26 -0.90

MKRN1 3158 18.02 19.39 17.37 17.80 31.53 24.72 15.36 13.83 26.56 24.93 21.47 4.42 20.17 -0.16 -0.06 -0.22 -0.18 0.64 0.20

MKRN2 2778 5.63 6.96 9.42 9.53 3.52 6.06 7.56 5.42 8.78 7.72 6.85 2.78 7.37 -0.39 -0.08 0.35 0.37 -1.07 -0.18

MKRN3 2744 0.12 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.10 0.01 0.02 -5.67 0.04 1.62 #NUM! #NUM! #NUM! #NUM! #NUM!

MKRN7P 1633 0.02 0.02 0.00 0.00 0.00 0.03 0.00 0.02 0.03 0.01 0.01 -6.54 0.02 0.15 0.16 #NUM! #NUM! #NUM! 1.48

MKRN9P 1827 0.00 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.01 0.05 0.00 -9.26 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MKS1 2408 4.07 5.80 2.96 3.77 6.27 5.15 3.28 2.22 3.59 2.97 4.67 2.22 3.02 0.43 0.94 -0.02 0.32 1.06 0.14

MKX 3658 0.11 0.50 0.48 0.11 0.55 1.36 0.22 0.08 1.13 0.54 0.52 -0.95 0.49 -2.10 0.01 -0.04 -2.11 0.16 1.39

MLANA 1524 0.00 0.23 0.84 0.44 0.00 0.05 0.14 0.21 0.03 0.08 0.26 -1.94 0.12 #NUM! 1.00 2.85 1.94 #NUM! -2.42

MLC1 3960 0.09 1.35 0.20 0.12 0.09 0.70 4.40 0.95 2.79 1.49 0.43 -1.23 2.41 -4.79 -0.83 -3.59 -4.35 -4.66 0.72

MLEC 6367 12.39 12.73 14.65 12.00 10.51 12.48 14.22 6.94 18.64 8.29 12.46 3.64 12.02 0.04 0.08 0.29 0.00 -0.19 0.00

MLF1 2538 4.78 0.74 5.21 2.31 6.56 19.22 1.98 2.25 6.39 20.00 6.47 2.69 7.66 -0.68 -3.37 -0.56 -1.73 -0.22 1.57

MLF1IP 2554 3.84 5.36 17.20 12.99 6.84 9.75 1.61 5.47 1.39 3.27 9.33 3.22 2.94 0.39 0.87 2.55 2.15 1.22 0.06

MLF2 1888 91.43 82.66 117.70 191.55 150.33 73.07 100.10 70.42 105.54 76.41 117.79 6.88 88.12 0.05 -0.09 0.42 1.12 0.77 -0.69

MLH1 2662 5.62 11.78 10.47 9.92 5.64 9.59 5.99 8.57 11.25 8.09 8.83 3.14 8.48 -0.59 0.47 0.30 0.23 -0.59 0.12

MLH3 7911 0.90 2.21 1.81 1.59 0.00 1.66 1.93 1.75 1.29 1.65 1.36 0.44 1.66 -0.88 0.42 0.13 -0.06 #NUM! 0.29

MLIP 1825 6.74 7.56 0.04 26.84 0.31 5.57 12.30 12.99 0.38 5.65 7.84 2.97 7.83 -0.22 -0.05 -7.78 1.78 -4.66 -0.49

MLK7-AS1 2551 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MLKL 2522 8.53 10.93 3.76 14.15 6.82 13.61 5.91 17.08 4.94 14.80 9.63 3.27 10.68 -0.32 0.03 -1.51 0.41 -0.65 0.50

MLL 16608 3.54 6.38 5.46 3.29 0.52 4.78 6.73 6.02 2.08 5.59 4.00 2.00 5.11 -0.53 0.32 0.10 -0.63 -3.29 0.26

MLL2 19432 0.00 0.00 4.01 1.70 0.00 0.76 2.12 6.30 1.92 1.20 1.08 0.11 2.88 #NUM! #NUM! 0.48 -0.76 #NUM! -0.51

MLL3 16872 3.03 5.48 9.75 8.26 0.71 2.11 13.29 7.11 1.39 3.33 4.89 2.29 6.28 -1.05 -0.20 0.64 0.40 -3.15 -1.21

MLL4 8469 1.55 8.11 15.19 14.24 11.00 2.16 8.93 4.33 4.28 3.14 8.71 3.12 5.17 -1.74 0.65 1.55 1.46 1.09 -2.01

MLL5 6873 10.57 23.78 38.93 19.50 1.81 11.14 26.36 20.83 5.69 11.03 17.62 4.14 15.98 -0.60 0.57 1.29 0.29 -3.14 -0.66

MLLT1 4530 6.11 14.06 20.12 21.62 26.73 6.65 17.10 14.55 18.25 11.00 15.88 3.99 15.23 -1.32 -0.11 0.40 0.51 0.81 -1.26

MLLT10 5137 4.09 6.45 8.11 9.06 6.25 5.64 8.49 8.97 4.54 5.97 6.60 2.72 6.99 -0.77 -0.12 0.21 0.37 -0.16 -0.23

MLLT11 2180 1.56 0.00 0.00 0.00 0.00 0.00 1.18 0.00 2.96 4.06 0.26 -1.95 2.05 -0.40 #NUM! #NUM! #NUM! #NUM! #NUM!

MLLT3 3439 4.28 8.93 7.50 2.08 1.69 4.94 4.08 4.88 2.43 3.80 4.90 2.29 3.80 0.17 1.23 0.98 -0.86 -1.17 0.01

MLLT4 7629 7.10 11.33 10.92 16.45 12.13 11.54 16.07 18.47 3.78 15.68 11.58 3.53 13.50 -0.93 -0.25 -0.31 0.29 -0.15 0.00

MLLT6 7500 3.98 16.76 15.28 10.12 6.91 7.72 15.56 11.41 12.21 10.53 10.13 3.34 12.43 -1.64 0.43 0.30 -0.30 -0.85 -0.39

MLNR 1239 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.04 0.00 -7.66 0.02 #NUM! #NUM! #NUM! 0.92 #NUM! #NUM!

MLPH 3771 4.27 37.81 3.29 1.26 1.74 10.50 15.91 7.23 1.67 12.29 9.81 3.29 9.28 -1.12 2.03 -1.49 -2.88 -2.42 0.10

MLST8 1931 19.15 17.01 12.74 14.30 27.04 13.09 15.32 13.49 10.82 10.84 17.22 4.11 12.61 0.60 0.43 0.01 0.18 1.10 -0.40

MLX 2568 28.78 22.14 31.17 29.39 36.28 16.41 18.08 17.56 15.58 12.33 27.36 4.77 15.89 0.86 0.48 0.97 0.89 1.19 -0.74

MLXIP 5400 2.50 9.46 10.83 11.31 3.86 2.63 5.70 3.76 11.08 3.67 6.76 2.76 6.05 -1.27 0.64 0.84 0.90 -0.65 -1.37

MLXIPL 3288 0.08 0.40 0.11 0.07 0.28 0.34 0.83 0.41 0.01 0.23 0.21 -2.22 0.37 -2.19 0.10 -1.73 -2.40 -0.38 0.66

MLYCD 2211 2.17 2.82 1.31 3.01 4.45 2.80 2.47 1.43 5.79 2.38 2.76 1.46 3.02 -0.47 -0.10 -1.20 0.00 0.56 0.02

MMAA 5943 0.96 1.91 2.16 1.43 0.60 1.31 1.32 1.09 0.69 1.29 1.40 0.48 1.10 -0.19 0.80 0.98 0.38 -0.86 -0.09

MMAB 4241 5.24 2.03 12.80 10.50 36.65 13.48 3.82 6.60 7.78 12.55 13.45 3.75 7.69 -0.55 -1.92 0.74 0.45 2.25 0.00

MMACHC 2866 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MMADHC 1466 32.64 21.07 29.43 17.42 75.66 59.28 23.41 25.80 60.59 65.30 39.25 5.29 43.78 -0.42 -1.06 -0.57 -1.33 0.79 0.59

MMD 2723 2.04 2.99 3.35 4.76 5.81 9.76 1.50 1.96 5.88 4.14 4.79 2.26 3.37 -0.72 -0.17 -0.01 0.50 0.79 1.03

MMD2 2434 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.05 0.00 0.00 -9.22 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MME 5710 4.78 4.94 0.87 1.46 0.38 4.77 4.20 6.38 1.52 6.61 2.87 1.52 4.68 0.03 0.08 -2.43 -1.68 -3.62 0.74

MMEL1 2902 0.00 0.00 0.00 0.00 0.60 2.63 1.32 0.76 1.25 0.80 0.54 -0.89 1.03 #NUM! #NUM! #NUM! #NUM! -0.77 2.29

MMGT1 3704 7.98 8.18 7.46 7.62 3.44 11.36 7.16 6.61 7.37 9.87 7.67 2.94 7.76 0.04 0.08 -0.06 -0.03 -1.17 0.57

MMP1 2081 32.25 3.79 1.60 23.80 114.15 6.76 0.09 0.25 0.12 1.91 30.39 4.93 0.59 5.77 2.68 1.44 5.33 7.59 -2.17

MMP10 1777 10.10 3.34 0.24 14.13 0.00 7.36 0.08 0.43 0.04 4.18 5.86 2.55 1.19 3.09 1.50 -2.30 3.58 #NUM! 0.33

MMP11 2276 45.94 130.80 4.21 36.25 40.77 118.84 1.27 1.33 3.77 12.33 62.80 5.97 4.68 3.30 4.81 -0.15 2.95 3.12 0.92

MMP12 1877 57.68 1.22 6.42 57.60 205.71 3.13 0.14 1.32 0.26 0.20 55.29 5.79 0.48 6.90 1.35 3.74 6.90 8.74 -4.14

MMP13 2735 28.84 0.46 0.41 0.39 3.21 0.99 0.06 0.05 0.01 0.28 5.72 2.52 0.10 8.18 2.21 2.05 1.95 5.01 -2.53

MMP14 3558 33.86 139.09 67.98 189.35 213.94 86.48 55.75 64.91 103.66 68.44 121.78 6.93 73.19 -1.11 0.93 -0.11 1.37 1.55 -0.49

MMP15 4456 2.57 7.21 2.98 5.61 20.40 0.94 4.09 1.80 6.14 1.09 6.62 2.73 3.28 -0.35 1.14 -0.14 0.78 2.64 -2.82

MMP16 6347 0.08 0.37 0.12 0.15 0.08 0.37 0.20 0.11 0.66 0.46 0.20 -2.35 0.36 -2.08 0.07 -1.55 -1.27 -2.25 0.92

MMP17 2429 1.46 4.83 1.76 2.15 6.83 2.27 1.29 1.37 3.17 2.49 3.22 1.68 2.08 -0.51 1.22 -0.24 0.05 1.71 -0.50

MMP19 3262 7.72 11.28 27.33 15.33 5.06 18.82 6.88 9.28 15.44 11.96 14.26 3.83 10.89 -0.50 0.05 1.33 0.49 -1.11 0.40

MMP2 3549 131.63 386.80 97.09 89.93 36.78 352.42 121.67 98.59 279.06 243.40 182.44 7.51 185.68 -0.50 1.06 -0.94 -1.05 -2.34 0.95

MMP20 1956 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MMP21 1919 0.03 0.06 0.00 0.00 0.00 0.04 0.05 0.01 0.03 0.00 0.02 -5.60 0.02 0.43 1.44 #NUM! #NUM! #NUM! 0.87

MMP23A 906 4.96 0.00 2.97 2.39 1.09 4.06 12.46 1.11 58.74 4.38 2.58 1.37 19.17 -1.95 #NUM! -2.69 -3.00 -4.13 0.65

MMP23B 1246 3.38 0.00 3.35 2.32 0.34 4.30 15.05 1.70 47.63 4.26 2.28 1.19 17.16 -2.34 #NUM! -2.36 -2.89 -5.67 0.92

MMP24 4344 0.64 0.00 0.00 0.00 0.78 0.00 1.17 0.00 2.75 0.00 0.24 -2.08 0.98 -0.61 #NUM! #NUM! #NUM! -0.33 #NUM!

MMP25 3565 0.95 0.00 0.00 2.02 2.79 0.00 1.49 1.11 1.90 0.00 0.96 -0.06 1.13 -0.25 #NUM! #NUM! 0.84 1.31 #NUM!

MMP26 998 0.00 0.00 0.00 0.04 0.09 0.00 0.00 0.06 0.00 0.00 0.02 -5.58 0.02 #NUM! #NUM! #NUM! 1.30 2.45 #NUM!

MMP27 1647 0.00 0.00 0.02 0.02 0.03 0.18 0.16 0.10 0.02 0.12 0.04 -4.56 0.10 #NUM! #NUM! -2.34 -2.24 -1.67 2.10

MMP28 2480 21.85 11.28 12.14 72.40 25.43 7.99 4.98 6.14 7.18 8.50 25.18 4.65 6.70 1.70 0.75 0.86 3.43 1.92 -1.66

MMP3 1828 3.65 4.49 2.92 22.58 123.08 7.67 0.00 0.08 0.11 1.07 27.40 4.78 0.31 3.54 3.84 3.22 6.17 8.62 -1.84

MMP7 1147 11.60 25.73 0.82 1.68 245.94 15.09 0.00 0.14 0.49 7.13 50.14 5.65 1.94 2.58 3.73 -1.25 -0.21 6.99 -1.73

MMP8 3056 0.04 0.00 0.04 0.03 0.07 0.03 0.00 0.01 0.04 0.02 0.04 -4.80 0.02 1.36 #NUM! 1.27 0.96 2.03 -0.24

MMP9 2387 5.09 25.91 23.49 45.00 24.44 14.75 0.84 1.83 2.31 2.01 23.11 4.53 1.75 1.54 3.89 3.75 4.69 3.81 -0.65

MMRN1 4973 4.67 8.39 6.57 1.32 0.03 38.53 8.34 18.15 10.12 20.02 9.92 3.31 14.15 -1.60 -0.75 -1.11 -3.42 -8.71 1.96

MMRN2 4195 2.86 6.86 4.41 4.41 0.00 15.64 8.59 16.37 38.13 25.21 5.70 2.51 22.08 -2.95 -1.69 -2.32 -2.32 #NUM! 1.46

MMS19 3703 7.97 12.19 7.82 12.17 14.72 15.11 10.39 7.78 11.93 10.23 11.66 3.54 10.08 -0.34 0.27 -0.37 0.27 0.55 0.37

MMS22L 8643 0.76 0.99 2.09 3.34 0.81 1.50 0.67 0.80 0.23 0.53 1.58 0.66 0.56 0.45 0.83 1.91 2.58 0.54 -0.07

MN1 7569 0.60 2.31 0.27 1.72 0.35 0.97 2.02 2.65 1.09 1.14 1.04 0.05 1.73 -1.53 0.42 -2.67 0.00 -2.31 -0.09

MNAT1 1397 12.06 7.43 14.00 14.85 31.24 16.90 7.55 7.31 11.91 12.15 16.08 4.01 9.73 0.31 -0.39 0.53 0.61 1.68 0.07

MND1 941 2.53 2.10 2.83 5.22 9.68 5.42 0.97 1.08 0.32 0.83 4.63 2.21 0.80 1.67 1.40 1.83 2.71 3.60 0.23

MNDA 1670 8.53 9.22 12.35 6.91 6.54 15.90 7.23 4.18 9.30 4.11 9.91 3.31 6.20 0.46 0.57 0.99 0.15 0.08 0.68

MNS1 2023 2.03 4.03 1.17 1.42 0.54 4.11 1.93 2.04 0.97 1.21 2.22 1.15 1.54 0.40 1.39 -0.40 -0.11 -1.51 0.89

MNT 4865 1.11 7.41 8.42 9.01 1.08 2.07 12.94 21.40 5.26 9.13 4.85 2.28 12.18 -3.45 -0.72 -0.53 -0.44 -3.50 -1.23

MNX1 2176 0.19 1.19 0.89 0.39 0.92 0.11 0.05 0.00 0.00 0.00 0.61 -0.70 0.01 3.84 6.50 6.09 4.90 6.13 -2.53

MOAP1 2435 2.11 5.73 3.05 2.06 8.14 9.85 3.59 3.31 13.99 10.18 5.15 2.37 7.77 -1.88 -0.44 -1.35 -1.92 0.07 0.93

MOB2 1707 17.75 17.62 17.33 13.68 30.85 21.93 19.25 19.11 46.93 21.83 19.86 4.31 26.78 -0.59 -0.60 -0.63 -0.97 0.20 0.14

MOBKL1A 6960 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBKL1B 1336 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBKL2A 3347 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBKL2B 6528 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBKL2C 2822 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBKL3 3788 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOBP 3077 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MOCOS 2747 3.05 6.10 9.57 9.95 9.09 3.26 0.11 0.15 0.22 0.47 6.84 2.77 0.24 3.68 4.68 5.33 5.38 5.25 -1.07

MOCS1 4163 1.61 2.78 0.93 3.50 1.07 2.66 2.88 1.66 6.85 2.76 2.09 1.06 3.54 -1.14 -0.35 -1.93 -0.02 -1.73 0.35

MOCS2 1532 16.51 13.48 9.55 10.77 20.09 29.18 13.74 8.56 27.92 21.40 16.60 4.05 17.91 -0.12 -0.41 -0.91 -0.73 0.17 0.81

MOCS3 2458 2.15 3.28 2.43 2.65 3.89 1.36 1.60 1.30 1.43 1.15 2.62 1.39 1.37 0.65 1.26 0.82 0.95 1.50 -0.95

MOG 2170 0.00 0.03 0.09 0.33 0.03 0.01 0.00 0.00 0.00 0.00 0.08 -3.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.59

MOGAT1 1096 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MOGAT2 1005 2.42 0.92 0.04 1.35 0.20 0.19 0.00 0.00 0.00 0.02 0.85 -0.23 0.01 8.61 7.23 2.54 7.77 5.00 -2.20

MOGAT3 1420 0.00 2.61 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.44 -1.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MOGS 2910 7.23 12.71 12.91 14.37 35.03 10.33 8.07 6.43 13.78 8.73 15.43 3.95 9.25 -0.36 0.46 0.48 0.63 1.92 -0.58

MON1A 2244 3.40 4.41 6.32 6.28 2.57 4.80 5.15 3.11 5.79 2.70 4.63 2.21 4.19 -0.30 0.08 0.59 0.58 -0.70 0.05

MON1B 3328 0.00 3.68 3.14 0.00 7.19 0.00 0.00 1.95 2.04 0.00 2.33 1.22 1.00 #NUM! 1.88 1.65 #NUM! 2.85 #NUM!

MON2 10379 1.43 4.17 6.22 5.86 1.63 3.86 2.85 4.27 3.05 4.49 3.86 1.95 3.66 -1.36 0.19 0.76 0.68 -1.17 0.00

MORC1 3790 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.01 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MORC2 4467 3.45 8.31 13.29 8.24 8.92 6.61 5.64 6.96 8.30 5.45 8.14 3.02 6.59 -0.93 0.34 1.01 0.32 0.44 -0.30

MORC2-AS1 2134 0.00 0.00 0.00 0.00 2.65 2.03 0.00 0.00 0.00 0.00 0.78 -0.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.38

MORC3 4246 5.21 8.64 16.77 27.22 9.19 10.46 7.92 14.52 4.78 12.12 12.92 3.69 9.83 -0.92 -0.19 0.77 1.47 -0.10 -0.30

MORC4 3847 4.65 5.47 10.28 10.71 6.90 8.87 5.30 5.05 4.20 6.16 7.81 2.97 5.18 -0.15 0.08 0.99 1.05 0.42 0.18

MORF4L1 1969 88.16 74.86 58.01 62.04 164.74 226.37 61.60 68.34 195.62 209.16 112.36 6.81 133.68 -0.60 -0.84 -1.20 -1.11 0.30 1.01

MORF4L2 2047 70.05 100.89 56.55 85.52 118.29 146.35 67.22 64.36 165.38 159.47 96.28 6.59 114.11 -0.70 -0.18 -1.01 -0.42 0.05 0.60

MORN1 1641 0.27 1.32 0.00 0.00 1.67 1.77 0.66 0.00 1.30 0.00 0.84 -0.25 0.49 -0.85 1.43 #NUM! #NUM! 1.77 1.08

MORN2 750 8.70 6.00 8.17 8.14 27.76 19.57 5.40 4.92 17.64 18.11 13.06 3.71 11.52 -0.41 -0.94 -0.50 -0.50 1.27 0.58

MORN3 1172 0.44 0.37 2.86 0.77 0.66 1.03 0.13 0.16 0.18 0.38 1.02 0.03 0.21 1.03 0.80 3.74 1.86 1.64 0.01

MORN4 2441 5.23 1.19 0.22 1.02 0.44 6.38 3.14 0.62 1.82 7.15 2.41 1.27 3.18 0.72 -1.42 -3.85 -1.64 -2.84 1.40

MORN5 724 0.00 0.54 0.00 0.00 0.00 0.21 0.25 0.00 16.19 0.63 0.13 -2.99 4.27 #NUM! -2.97 #NUM! #NUM! #NUM! 0.74

MOSC1 2258 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOSC2 1618 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MOSPD1 2358 5.54 4.18 5.21 3.36 4.21 7.74 5.81 5.24 9.19 6.48 5.04 2.33 6.68 -0.27 -0.68 -0.36 -0.99 -0.67 0.62

MOSPD2 3219 3.06 5.55 5.75 6.49 0.66 8.14 6.83 8.50 2.34 6.08 4.94 2.31 5.94 -0.95 -0.10 -0.05 0.13 -3.18 0.72

MOSPD3 1213 18.33 19.76 20.91 14.94 13.19 11.35 26.80 18.38 15.14 11.26 16.41 4.04 17.89 0.03 0.14 0.23 -0.26 -0.44 -0.53

MOV10 3653 9.22 11.18 26.28 18.39 25.31 12.52 9.85 11.15 0.00 9.21 17.15 4.10 7.55 0.29 0.57 1.80 1.28 1.74 -0.45

MOV10L1 3966 0.17 0.96 0.06 3.32 0.06 2.15 0.08 0.06 0.14 0.32 1.12 0.16 0.15 0.17 2.65 -1.46 4.44 -1.36 0.94

MOXD1 3039 10.42 32.39 6.40 4.49 0.54 33.01 10.24 4.64 24.68 25.08 14.54 3.86 16.16 -0.63 1.00 -1.34 -1.85 -4.89 1.18

MOXD2P 1503 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MPDU1 1634 32.26 42.27 0.00 0.00 75.30 27.26 16.24 20.10 23.08 19.42 29.51 4.88 19.71 0.71 1.10 #NUM! #NUM! 1.93 -0.11

MPDZ 7454 0.91 2.63 1.44 1.52 2.17 11.06 5.05 3.56 12.48 7.19 3.29 1.72 7.07 -2.96 -1.43 -2.30 -2.22 -1.70 1.75

MPEG1 4527 6.05 20.41 12.15 12.24 4.67 9.05 4.63 7.00 10.19 3.60 10.76 3.43 6.35 -0.07 1.68 0.94 0.95 -0.44 -0.25

MPG 1305 40.44 39.16 17.34 33.13 77.14 33.62 29.20 13.76 57.09 35.60 40.14 5.33 33.91 0.25 0.21 -0.97 -0.03 1.19 -0.26

MPHOSPH10 2488 7.25 5.72 20.03 16.70 3.77 10.69 7.98 6.14 3.82 7.72 10.69 3.42 6.42 0.18 -0.17 1.64 1.38 -0.77 0.00

MPHOSPH6 1101 14.66 7.06 5.93 17.07 18.11 21.62 5.63 6.02 7.69 15.22 14.07 3.81 8.64 0.76 -0.29 -0.54 0.98 1.07 0.62

MPHOSPH8 4281 12.70 25.97 15.85 21.53 2.06 9.99 25.40 16.97 7.91 10.56 14.68 3.88 15.21 -0.26 0.77 0.06 0.50 -2.89 -0.56

MPHOSPH9 3624 2.02 2.73 4.03 1.93 0.31 2.42 1.06 1.96 0.28 0.97 2.24 1.16 1.07 0.92 1.35 1.92 0.86 -1.80 0.11

MPI 1771 18.25 8.81 11.06 9.52 26.34 7.66 10.00 12.42 12.90 8.19 13.60 3.77 10.88 0.75 -0.30 0.02 -0.19 1.28 -0.83

MPL 3645 0.16 0.38 3.32 0.13 0.06 0.20 1.65 0.91 0.30 0.28 0.71 -0.50 0.78 -2.25 -1.04 2.08 -2.54 -3.70 -1.84

MPND 1583 7.29 6.09 8.10 8.14 0.00 0.00 7.30 6.55 8.46 0.00 4.94 2.30 5.58 0.39 0.13 0.54 0.55 #NUM! #NUM!

MPO 3215 0.00 0.09 0.02 0.08 0.03 0.11 0.03 0.02 0.13 0.01 0.05 -4.19 0.05 #NUM! 0.89 -1.35 0.76 -0.67 0.97

MPP1 2216 6.27 10.32 8.53 8.64 10.01 12.23 6.18 5.44 16.26 8.71 9.33 3.22 9.15 -0.54 0.17 -0.10 -0.08 0.13 0.39

MPP2 4412 0.25 1.28 0.10 0.47 1.94 1.45 1.33 0.79 5.79 2.47 0.92 -0.13 2.59 -3.37 -1.02 -4.76 -2.46 -0.42 0.66

MPP3 2851 1.30 2.80 2.20 3.36 3.64 2.17 1.14 1.16 1.98 1.34 2.58 1.37 1.40 -0.11 1.00 0.65 1.26 1.37 -0.25

MPP4 2475 0.04 0.16 0.05 0.00 0.01 0.20 0.09 0.06 0.09 0.12 0.08 -3.67 0.09 -1.00 0.91 -0.77 #NUM! -3.10 1.36

MPP5 5375 2.59 4.11 3.73 3.72 3.68 3.55 2.33 3.69 2.68 3.19 3.57 1.83 2.97 -0.20 0.47 0.33 0.32 0.31 -0.01

MPP6 2201 0.39 0.67 1.54 1.05 2.47 1.15 0.65 0.83 0.33 1.12 1.21 0.28 0.74 -0.92 -0.14 1.07 0.52 1.75 -0.07

MPP7 5207 4.74 4.60 2.92 4.75 1.32 2.48 8.27 13.59 2.20 7.78 3.47 1.79 7.96 -0.75 -0.79 -1.44 -0.75 -2.59 -0.49

MPPE1 2806 11.00 11.77 5.78 10.88 12.88 13.68 10.57 9.50 12.04 7.33 11.00 3.46 9.86 0.16 0.25 -0.77 0.14 0.39 0.31

MPPED1 2531 0.07 0.04 0.01 0.00 0.00 0.03 0.12 0.19 0.00 0.04 0.02 -5.33 0.09 -0.46 -1.08 -2.85 #NUM! #NUM! 0.18

MPPED2 5693 3.83 2.31 0.68 0.17 0.08 3.39 1.53 1.94 2.85 4.52 1.74 0.80 2.71 0.50 -0.23 -2.00 -4.00 -5.13 0.96

MPRIP 3923 3.92 15.66 13.92 11.55 11.53 7.50 12.53 17.66 43.73 12.72 10.68 3.42 21.66 -2.46 -0.47 -0.64 -0.91 -0.91 -0.51

MPST 1626 18.07 41.86 8.75 24.98 46.65 18.75 35.13 34.13 25.34 26.45 26.51 4.73 30.26 -0.74 0.47 -1.79 -0.28 0.62 -0.50

MPV17 1051 48.89 34.05 39.32 43.75 98.09 47.09 27.14 22.78 42.96 30.08 51.86 5.70 30.74 0.67 0.15 0.36 0.51 1.67 -0.14

MPV17L 2309 0.41 1.22 0.09 1.91 0.85 0.62 0.65 0.72 0.74 0.60 0.85 -0.24 0.68 -0.74 0.85 -2.92 1.49 0.32 -0.45

MPV17L2 1360 4.94 7.78 9.00 4.78 10.69 4.92 3.74 3.82 9.05 4.40 7.02 2.81 5.25 -0.09 0.57 0.78 -0.14 1.03 -0.51

MPZ 1980 0.95 0.76 1.10 0.37 0.44 2.61 3.12 0.30 23.45 2.18 1.04 0.05 7.26 -2.94 -3.26 -2.72 -4.31 -4.05 1.33

MPZL1 5026 15.66 26.56 17.55 17.99 23.60 24.69 12.21 11.00 19.57 15.08 21.01 4.39 14.47 0.11 0.88 0.28 0.31 0.71 0.23

MPZL2 2871 85.41 97.87 38.09 141.48 32.68 28.51 80.54 156.19 9.42 114.12 70.68 6.14 90.07 -0.08 0.12 -1.24 0.65 -1.46 -1.31

MPZL3 983 1.90 2.79 2.15 2.16 2.83 4.01 11.87 12.13 1.00 10.07 2.64 1.40 8.77 -2.21 -1.65 -2.02 -2.02 -1.63 0.60

MR1 7860 2.43 4.31 3.80 2.23 5.32 4.29 1.86 2.49 3.32 2.48 3.73 1.90 2.54 -0.06 0.76 0.58 -0.18 1.07 0.20

MRAP 656 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MRAP2 2229 5.18 1.13 0.53 0.23 0.54 1.66 1.41 4.68 0.65 2.16 1.54 0.63 2.23 1.22 -0.98 -2.07 -3.27 -2.05 0.10

MRAS 4454 2.01 4.24 3.22 3.86 4.57 5.64 3.25 1.58 11.54 5.58 3.92 1.97 5.49 -1.45 -0.37 -0.77 -0.51 -0.27 0.52

MRC1 5171 0.96 8.08 3.54 2.92 2.82 14.79 2.04 4.39 4.08 9.95 5.52 2.46 5.11 -2.41 0.66 -0.53 -0.81 -0.86 1.42

MRC2 5983 13.43 25.79 10.08 11.48 20.55 20.07 20.33 14.10 52.58 18.41 16.90 4.08 26.35 -0.97 -0.03 -1.39 -1.20 -0.36 0.25

MRE11A 5164 1.33 2.28 1.80 6.40 2.26 2.95 1.50 2.18 1.34 2.75 2.84 1.50 1.94 -0.54 0.23 -0.11 1.72 0.22 0.05

MREG 3213 8.90 5.47 6.78 3.89 4.78 2.24 9.37 8.28 0.25 18.12 5.34 2.42 9.01 -0.02 -0.72 -0.41 -1.21 -0.91 -1.26

MRFAP1 1534 51.04 42.60 59.75 31.40 186.69 203.69 48.48 43.97 264.91 191.64 95.86 6.58 137.25 -1.43 -1.69 -1.20 -2.13 0.44 1.09

MRFAP1L1 1604 19.56 15.60 15.02 10.71 33.74 42.63 16.67 11.97 38.09 45.13 22.88 4.52 27.96 -0.52 -0.84 -0.90 -1.38 0.27 0.90

MRGPRD 966 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MRGPRE 1296 0.13 0.02 0.03 0.00 0.00 0.33 0.33 0.30 0.08 0.31 0.09 -3.54 0.25 -0.92 -3.49 -3.27 #NUM! #NUM! 1.95

MRGPRF 2319 12.64 24.53 6.30 5.14 1.17 18.52 33.65 12.26 75.81 36.03 11.38 3.51 39.44 -1.64 -0.68 -2.65 -2.94 -5.08 0.70

MRGPRX2 2130 0.03 0.05 0.05 0.00 0.00 0.13 0.18 0.15 0.08 0.12 0.04 -4.56 0.13 -2.32 -1.31 -1.51 #NUM! #NUM! 1.57

MRGPRX3 1660 1.25 0.98 26.69 5.70 0.69 0.55 0.42 0.36 0.56 0.18 5.98 2.58 0.38 1.72 1.37 6.14 3.91 0.85 -3.43

MRGPRX4 1444 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MRI1 3177 6.16 7.05 6.71 4.01 8.57 4.47 3.31 5.83 5.54 5.06 6.16 2.62 4.93 0.32 0.52 0.44 -0.30 0.80 -0.46



MRM1 1851 1.49 1.39 2.00 1.31 3.67 1.79 0.89 0.41 2.61 1.25 1.94 0.96 1.29 0.21 0.11 0.63 0.02 1.51 -0.12

MRO 5265 0.08 0.05 0.14 0.08 0.26 0.22 0.09 0.05 0.46 0.17 0.14 -2.85 0.19 -1.33 -1.87 -0.44 -1.35 0.46 0.69

MRP63 2671 12.31 12.13 14.94 13.52 15.96 12.76 8.80 7.58 10.33 10.54 13.60 3.77 9.31 0.40 0.38 0.68 0.54 0.78 -0.09

MRPL1 1377 12.87 7.16 7.46 5.78 11.83 18.47 7.06 5.33 11.51 12.27 10.59 3.41 9.04 0.51 -0.34 -0.28 -0.65 0.39 0.80

MRPL10 1903 12.18 17.83 13.59 13.96 28.82 14.53 10.06 8.75 22.51 13.74 16.82 4.07 13.76 -0.18 0.37 -0.02 0.02 1.07 -0.21

MRPL11 1704 31.77 15.24 23.95 15.98 81.89 28.62 15.58 22.87 44.83 18.21 32.91 5.04 25.37 0.32 -0.74 -0.08 -0.67 1.69 -0.20

MRPL12 1032 92.21 35.02 94.64 44.99 161.86 30.90 40.02 51.22 33.84 32.71 76.60 6.26 39.45 1.22 -0.17 1.26 0.19 2.04 -1.31

MRPL13 1119 32.62 16.09 24.52 65.52 43.04 31.25 15.10 13.94 27.07 30.21 35.51 5.15 21.58 0.60 -0.42 0.18 1.60 1.00 -0.18

MRPL14 791 76.60 44.92 81.00 89.64 266.62 40.58 37.72 20.84 43.85 39.48 99.89 6.64 35.47 1.11 0.34 1.19 1.34 2.91 -1.30

MRPL15 1749 16.38 6.81 10.15 10.50 61.27 21.04 11.19 11.38 21.29 20.65 21.02 4.39 16.13 0.02 -1.24 -0.67 -0.62 1.93 0.00

MRPL16 1196 26.67 17.93 23.07 14.47 62.96 28.90 12.79 10.44 25.65 18.80 29.00 4.86 16.92 0.66 0.08 0.45 -0.23 1.90 0.00

MRPL17 2366 20.23 12.68 22.52 10.36 148.81 36.73 9.37 8.21 31.00 44.40 41.89 5.39 23.24 -0.20 -0.87 -0.05 -1.17 2.68 -0.19

MRPL18 994 69.80 32.11 48.52 50.91 97.91 51.40 30.41 24.18 61.83 43.98 58.44 5.87 40.10 0.80 -0.32 0.28 0.34 1.29 -0.19

MRPL19 7827 7.33 2.22 11.35 2.42 15.85 7.47 2.16 8.94 7.69 3.59 7.77 2.96 5.59 0.39 -1.33 1.02 -1.21 1.50 -0.06

MRPL2 1292 19.83 13.18 19.43 17.52 41.92 19.39 18.72 9.22 27.75 13.10 21.88 4.45 17.20 0.21 -0.38 0.18 0.03 1.29 -0.17

MRPL20 749 117.11 56.27 84.50 62.15 125.76 138.44 83.61 57.53 109.80 113.70 97.37 6.61 91.16 0.36 -0.70 -0.11 -0.55 0.46 0.51

MRPL21 726 65.68 29.93 52.96 50.13 139.76 52.07 30.53 29.01 69.25 37.39 65.09 6.02 41.54 0.66 -0.47 0.35 0.27 1.75 -0.32

MRPL22 3190 8.97 4.86 10.72 14.38 15.94 31.76 13.14 3.82 23.48 5.06 14.44 3.85 11.38 -0.34 -1.23 -0.09 0.34 0.49 1.14

MRPL23 758 44.08 24.05 34.30 24.60 173.10 52.39 37.39 24.55 42.44 43.76 58.75 5.88 37.03 0.25 -0.62 -0.11 -0.59 2.22 -0.17

MRPL24 935 65.41 82.86 0.00 42.36 75.16 65.57 39.75 37.05 61.86 37.32 55.23 5.79 44.00 0.57 0.91 #NUM! -0.05 0.77 0.25

MRPL27 728 61.22 81.40 54.33 38.85 91.80 54.87 32.46 23.63 51.21 44.08 63.75 5.99 37.84 0.69 1.11 0.52 0.04 1.28 -0.22

MRPL28 1161 33.46 25.15 27.18 38.37 95.32 33.64 25.52 17.51 42.27 27.76 42.19 5.40 28.26 0.24 -0.17 -0.06 0.44 1.75 -0.33

MRPL3 1781 65.16 38.22 53.79 47.91 61.89 47.55 31.11 31.03 29.84 40.04 52.42 5.71 33.01 0.98 0.21 0.70 0.54 0.91 -0.14

MRPL30 4554 15.43 4.08 10.93 8.63 10.31 8.07 8.46 6.28 5.93 8.13 9.58 3.26 7.20 1.10 -0.82 0.60 0.26 0.52 -0.25

MRPL32 908 43.03 22.98 43.79 28.52 62.20 46.86 21.66 18.07 35.57 49.34 41.23 5.37 31.16 0.47 -0.44 0.49 -0.13 1.00 0.18

MRPL33 528 45.97 22.42 38.47 18.36 265.61 162.33 0.00 18.84 213.07 152.52 92.19 6.53 96.11 -1.06 -2.10 -1.32 -2.39 1.47 0.82

MRPL34 968 58.71 35.44 28.09 16.39 66.59 25.94 31.50 14.21 37.49 19.14 38.53 5.27 25.59 1.20 0.47 0.13 -0.64 1.38 -0.57

MRPL35 3323 28.19 6.31 21.27 22.64 18.88 22.66 7.29 4.85 10.78 19.62 19.99 4.32 10.64 1.41 -0.75 1.00 1.09 0.83 0.18

MRPL36 626 66.54 30.02 44.46 46.85 76.55 28.10 31.62 22.62 33.54 28.11 48.75 5.61 28.97 1.20 0.05 0.62 0.69 1.40 -0.80

MRPL37 1487 55.19 31.19 50.86 43.69 88.04 40.93 26.35 34.34 34.38 26.54 51.65 5.69 30.40 0.86 0.04 0.74 0.52 1.53 -0.34

MRPL38 1614 33.35 24.65 30.54 37.03 45.30 23.86 24.87 15.22 20.88 16.47 32.45 5.02 19.36 0.78 0.35 0.66 0.94 1.23 -0.44

MRPL39 1171 18.14 14.01 21.91 42.41 22.17 17.70 14.81 13.61 11.33 14.71 22.72 4.51 13.62 0.41 0.04 0.69 1.64 0.70 -0.36

MRPL4 2404 28.94 22.56 35.56 29.07 60.60 16.04 24.27 20.15 27.91 20.66 32.13 5.01 23.25 0.32 -0.04 0.61 0.32 1.38 -1.00

MRPL40 787 59.50 20.56 34.64 26.35 25.05 29.54 23.70 19.15 16.87 26.24 32.61 5.03 21.49 1.47 -0.06 0.69 0.29 0.22 -0.14

MRPL41 632 56.59 40.00 24.50 39.62 134.49 45.06 35.29 23.44 54.06 45.32 56.71 5.83 39.53 0.52 0.02 -0.69 0.00 1.77 -0.33

MRPL42 3244 7.24 5.42 10.68 6.41 11.63 14.73 4.46 5.87 7.75 12.08 9.35 3.23 7.54 -0.06 -0.48 0.50 -0.23 0.62 0.66

MRPL42P5 667 0.00 0.71 0.43 1.83 0.00 0.00 0.00 0.00 0.00 0.00 0.49 -1.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MRPL43 2151 61.05 37.63 56.53 40.67 89.39 51.08 43.98 36.17 84.09 48.24 56.06 5.81 53.12 0.20 -0.50 0.09 -0.39 0.75 -0.13

MRPL44 1772 8.23 9.67 7.67 6.83 10.31 8.22 5.87 6.90 7.68 8.90 8.49 3.09 7.34 0.17 0.40 0.06 -0.10 0.49 -0.05

MRPL45 1722 18.62 12.62 12.23 12.92 25.51 18.58 11.83 11.40 18.04 16.72 16.75 4.07 14.50 0.36 -0.20 -0.25 -0.17 0.82 0.15

MRPL45P2 1396 5.35 3.65 2.13 3.81 8.85 13.56 3.51 1.16 7.46 4.04 6.22 2.64 4.04 0.40 -0.15 -0.93 -0.09 1.13 1.12

MRPL46 1020 19.77 13.21 16.53 12.42 30.07 12.82 11.24 7.48 13.36 14.38 17.47 4.13 11.62 0.77 0.19 0.51 0.10 1.37 -0.45

MRPL47 1222 38.54 11.01 18.95 32.59 65.94 30.95 10.06 9.40 16.93 21.53 33.00 5.04 14.48 1.41 -0.40 0.39 1.17 2.19 -0.09

MRPL48 997 28.18 12.71 25.81 8.15 34.25 15.68 15.01 17.65 12.45 15.06 20.80 4.38 15.04 0.91 -0.24 0.78 -0.88 1.19 -0.41

MRPL49 2119 25.35 17.40 38.98 23.09 0.00 0.00 17.64 18.91 0.00 0.00 17.47 4.13 9.14 1.47 0.93 2.09 1.34 #NUM! #NUM!

MRPL50 1050 27.22 17.42 25.71 22.03 27.98 19.02 22.81 16.83 15.02 18.70 23.23 4.54 18.34 0.57 -0.07 0.49 0.26 0.61 -0.29

MRPL51 690 135.93 88.64 87.30 69.65 197.35 123.01 56.75 49.79 89.35 97.69 116.98 6.87 73.40 0.89 0.27 0.25 -0.08 1.43 0.07

MRPL52 1306 102.11 15.72 79.19 32.07 248.57 27.22 16.98 10.90 52.21 21.94 84.15 6.39 25.51 2.00 -0.70 1.63 0.33 3.28 -1.63

MRPL53 673 42.74 27.64 31.52 33.18 108.37 42.89 28.02 18.95 49.65 37.84 47.72 5.58 33.61 0.35 -0.28 -0.09 -0.02 1.69 -0.15

MRPL54 628 53.28 25.33 37.08 36.25 260.83 55.55 36.93 28.51 73.24 57.50 78.05 6.29 49.04 0.12 -0.95 -0.40 -0.44 2.41 -0.49

MRPL55 882 34.02 29.95 24.13 22.22 61.83 39.89 15.34 17.19 36.03 27.24 35.34 5.14 23.95 0.51 0.32 0.01 -0.11 1.37 0.17

MRPL9 1314 35.98 28.58 39.61 48.72 65.29 52.41 23.45 22.43 33.70 28.03 45.10 5.49 26.90 0.42 0.09 0.56 0.86 1.28 0.22

MRPS10 2167 18.56 16.44 19.29 26.33 19.15 17.68 23.76 17.38 13.89 18.68 19.57 4.29 18.43 0.01 -0.16 0.07 0.51 0.06 -0.15

MRPS11 1501 45.50 16.44 25.01 22.76 65.86 14.94 13.17 12.97 19.56 12.16 31.75 4.99 14.47 1.65 0.18 0.79 0.65 2.19 -1.09

MRPS12 1116 44.79 17.01 20.11 33.31 37.56 17.16 14.68 11.92 18.23 14.29 28.32 4.82 14.78 1.60 0.20 0.44 1.17 1.35 -0.72

MRPS14 2252 9.65 8.42 20.17 15.37 39.96 14.03 6.03 16.74 10.46 9.02 17.93 4.16 10.56 -0.13 -0.33 0.93 0.54 1.92 -0.35

MRPS15 965 80.10 43.02 65.50 67.07 120.56 60.14 43.05 35.12 38.94 37.32 72.73 6.18 38.61 1.05 0.16 0.76 0.80 1.64 -0.27

MRPS16 2651 18.36 14.77 17.57 18.14 44.63 18.83 10.02 11.05 18.14 12.69 22.05 4.46 12.97 0.50 0.19 0.44 0.48 1.78 -0.23

MRPS17 600 16.21 7.41 27.72 13.37 66.57 16.53 12.40 7.97 13.26 18.94 24.63 4.62 13.14 0.30 -0.83 1.08 0.02 2.34 -0.58

MRPS18A 1207 58.02 29.53 42.06 38.38 69.65 22.19 22.83 24.22 30.06 22.53 43.31 5.44 24.91 1.22 0.25 0.76 0.62 1.48 -0.96

MRPS18B 1536 33.42 26.63 27.17 21.60 37.02 22.17 18.15 14.84 20.60 17.69 28.00 4.81 17.82 0.91 0.58 0.61 0.28 1.05 -0.34

MRPS18C 1121 26.43 7.69 10.86 7.79 92.04 19.67 7.51 6.61 17.13 19.46 27.41 4.78 12.68 1.06 -0.72 -0.22 -0.70 2.86 -0.48

MRPS2 1510 26.75 24.14 33.01 35.89 67.80 12.40 21.84 18.71 17.87 15.61 33.33 5.06 18.51 0.53 0.38 0.83 0.96 1.87 -1.43

MRPS21 945 107.61 153.74 173.52 66.66 216.35 150.08 59.63 116.05 139.01 134.05 144.66 7.18 112.18 -0.06 0.45 0.63 -0.75 0.95 0.05

MRPS22 1155 35.07 26.91 27.60 36.44 54.73 35.27 18.20 18.24 23.28 26.86 36.00 5.17 21.64 0.70 0.31 0.35 0.75 1.34 -0.03

MRPS23 1498 17.47 6.84 9.80 6.77 52.47 29.86 11.74 3.73 32.20 14.50 20.53 4.36 15.54 0.17 -1.18 -0.67 -1.20 1.76 0.54

MRPS24 715 95.55 55.28 138.00 58.91 253.23 116.96 105.81 102.94 97.91 89.97 119.65 6.90 99.16 -0.05 -0.84 0.48 -0.75 1.35 -0.03

MRPS25 4574 2.87 0.00 5.03 0.00 7.36 6.31 3.32 0.00 5.48 9.07 3.60 1.85 4.47 -0.64 #NUM! 0.17 #NUM! 0.72 0.81

MRPS26 1062 22.24 17.88 25.51 18.22 73.40 33.28 16.51 14.08 36.23 21.78 31.76 4.99 22.15 0.01 -0.31 0.20 -0.28 1.73 0.07

MRPS27 2797 9.49 15.01 9.54 19.00 17.94 19.58 12.33 11.48 16.08 14.40 15.09 3.92 13.57 -0.52 0.15 -0.51 0.49 0.40 0.38

MRPS28 724 40.41 26.10 0.00 23.54 69.41 30.89 20.72 27.80 31.57 31.87 31.72 4.99 27.99 0.53 -0.10 #NUM! -0.25 1.31 -0.04

MRPS30 1686 8.59 11.08 35.55 14.70 11.07 7.57 9.47 10.94 6.33 9.20 14.76 3.88 8.99 -0.07 0.30 1.98 0.71 0.30 -0.96

MRPS31 1344 6.60 9.13 5.42 9.39 5.99 12.92 6.42 7.70 6.48 13.97 8.24 3.04 8.64 -0.39 0.08 -0.67 0.12 -0.53 0.65

MRPS33 748 61.34 28.75 35.66 35.48 77.19 47.05 22.78 25.32 34.18 39.87 47.58 5.57 30.54 1.01 -0.09 0.22 0.22 1.34 -0.02

MRPS34 1020 55.70 30.22 27.65 30.72 201.64 29.90 26.54 21.17 36.59 36.93 62.64 5.97 30.31 0.88 0.00 -0.13 0.02 2.73 -1.07

MRPS35 1919 16.18 14.00 17.83 23.74 10.53 20.87 10.19 12.94 17.47 17.68 17.19 4.10 14.57 0.15 -0.06 0.29 0.70 -0.47 0.28

MRPS36 1329 17.11 10.29 8.64 13.02 50.58 19.58 12.57 12.61 13.49 18.29 19.87 4.31 14.24 0.27 -0.47 -0.72 -0.13 1.83 -0.02

MRPS5 1678 31.19 15.16 28.61 16.76 28.01 19.22 16.72 15.48 18.82 14.07 23.16 4.53 16.27 0.94 -0.10 0.81 0.04 0.78 -0.27

MRPS6 1017 30.81 21.10 27.62 41.01 156.97 58.90 20.34 17.54 25.68 43.07 56.07 5.81 26.65 0.21 -0.34 0.05 0.62 2.56 0.07

MRPS7 1432 41.03 27.95 24.79 19.73 62.89 30.39 17.52 13.92 28.80 23.77 34.46 5.11 21.00 0.97 0.41 0.24 -0.09 1.58 -0.18

MRPS9 1473 9.36 5.59 11.88 6.17 14.44 14.30 7.26 7.17 11.52 11.59 10.29 3.36 9.39 0.00 -0.75 0.34 -0.61 0.62 0.47

MRRF 2036 14.69 11.60 10.21 12.70 20.93 8.65 6.99 8.97 5.10 7.82 13.13 3.71 7.22 1.02 0.68 0.50 0.81 1.54 -0.60

MRS2 3348 8.78 5.60 4.79 7.69 8.18 7.68 4.24 4.84 6.93 4.76 7.12 2.83 5.19 0.76 0.11 -0.12 0.57 0.66 0.11

MRS2P2 2692 0.22 0.23 0.10 0.27 0.01 0.11 0.35 0.14 0.02 0.06 0.16 -2.68 0.14 0.65 0.71 -0.42 0.95 -3.91 -0.51

MRTO4 2273 9.95 7.96 16.82 9.88 22.03 12.99 6.46 6.37 11.57 11.66 13.27 3.73 9.02 0.14 -0.18 0.90 0.13 1.29 -0.03

MRVI1 6376 3.76 11.35 2.46 2.15 0.66 7.16 7.37 3.78 31.08 8.87 4.59 2.20 12.78 -1.77 -0.17 -2.37 -2.57 -4.28 0.64

MS4A1 3594 2.47 3.18 6.15 0.85 0.03 2.78 3.07 1.24 0.14 0.32 2.58 1.37 1.19 1.05 1.42 2.37 -0.48 -5.34 0.11

MS4A10 2296 0.00 0.00 0.00 0.01 0.07 0.00 0.00 0.00 0.00 0.00 0.01 -6.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MS4A12 1182 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MS4A14 3353 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.15 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MS4A15 1980 0.05 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -6.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.44

MS4A2 3658 2.37 2.93 1.31 1.34 0.00 2.43 1.74 3.06 2.02 1.38 1.73 0.79 2.05 0.21 0.51 -0.64 -0.62 #NUM! 0.49

MS4A3 1665 0.39 0.02 0.10 0.07 0.08 0.07 0.02 0.00 0.19 0.03 0.12 -3.03 0.06 2.67 -1.48 0.74 0.22 0.40 -0.72

MS4A4A 1619 3.39 5.39 5.14 2.62 13.57 32.19 2.17 4.20 16.78 17.16 10.38 3.38 10.08 -1.57 -0.90 -0.97 -1.94 0.43 1.63

MS4A6A 1564 18.96 31.87 34.15 11.66 20.91 67.33 6.97 20.35 31.75 27.52 30.81 4.95 21.65 -0.19 0.56 0.66 -0.89 -0.05 1.13

MS4A6E 660 0.04 0.11 0.41 0.00 0.10 0.61 0.06 0.00 0.20 0.21 0.21 -2.25 0.12 -1.74 -0.11 1.80 #NUM! -0.26 1.53

MS4A7 3024 5.15 11.42 8.31 5.96 8.95 30.40 3.72 6.47 9.69 10.43 11.70 3.55 7.58 -0.56 0.59 0.13 -0.35 0.24 1.38

MS4A8B 1369 0.00 4.01 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.22 0.67 -0.58 0.07 #NUM! 5.90 #NUM! #NUM! #NUM! #NUM!

MSC 2075 6.59 20.18 10.35 7.26 1.36 18.66 2.87 3.93 11.38 19.03 10.74 3.42 9.30 -0.50 1.12 0.15 -0.36 -2.77 0.80

MSGN1 582 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MSH2 3145 4.38 4.91 9.57 8.46 5.75 9.08 5.27 4.95 2.68 3.28 7.02 2.81 4.05 0.11 0.28 1.24 1.06 0.51 0.37

MSH3 4645 1.39 3.75 4.40 6.06 0.00 2.90 2.86 4.27 1.73 3.05 3.08 1.62 2.98 -1.10 0.33 0.56 1.02 #NUM! -0.09

MSH4 3219 0.00 0.15 0.83 0.00 0.00 0.03 1.40 0.06 0.02 0.01 0.17 -2.57 0.37 #NUM! -1.29 1.16 #NUM! #NUM! -2.58

MSH5 2945 0.72 2.06 1.28 1.42 1.57 1.37 0.84 0.51 0.88 0.58 1.40 0.49 0.70 0.03 1.56 0.87 1.02 1.17 -0.03

MSH5-C6orf26 4070 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MSH6 4435 6.20 12.06 28.01 21.36 16.95 12.75 7.73 8.89 6.99 10.38 16.22 4.02 8.50 -0.45 0.51 1.72 1.33 1.00 -0.35

MSI1 2950 0.21 0.71 0.07 0.45 0.16 0.42 0.59 0.32 0.70 0.78 0.34 -1.56 0.60 -1.50 0.25 -3.03 -0.41 -1.88 0.32

MSI2 2151 4.84 10.59 10.57 3.86 10.47 4.66 3.30 4.92 1.12 3.35 7.50 2.91 3.18 0.61 1.74 1.74 0.28 1.72 -0.69

MSL1 3834 10.84 20.74 12.98 23.75 20.62 17.75 23.99 14.41 33.35 25.92 17.78 4.15 24.42 -1.17 -0.24 -0.91 -0.04 -0.24 0.00

MSL2 4696 6.46 7.75 8.64 7.86 4.01 6.07 5.37 4.67 4.29 5.94 6.80 2.76 5.07 0.35 0.61 0.77 0.63 -0.34 -0.16

MSL3 3564 10.20 23.43 11.61 19.13 5.26 15.90 8.65 8.75 8.12 7.37 14.26 3.83 8.22 0.31 1.51 0.50 1.22 -0.64 0.16

MSL3P1 1997 5.07 2.00 0.14 0.99 1.54 1.89 0.92 1.14 0.26 0.57 1.94 0.95 0.72 2.81 1.47 -2.32 0.44 1.09 -0.04

MSLN 2187 5.59 106.69 19.97 0.37 124.29 1.90 0.22 0.14 0.35 3.21 43.14 5.43 0.98 2.51 6.77 4.35 -1.39 6.99 -4.50

MSLNL 3162 0.00 5.89 0.00 0.01 0.14 0.00 0.00 0.00 0.00 0.00 1.01 0.01 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MSMB 503 2.80 0.86 1.86 0.52 7.29 2.04 0.00 0.00 0.00 0.20 2.56 1.36 0.05 5.83 4.12 5.24 3.39 7.21 -0.33

MSMP 693 0.00 2.36 2.82 0.00 2.58 0.00 3.27 2.08 3.56 2.59 1.29 0.37 2.87 #NUM! -0.29 -0.03 #NUM! -0.16 #NUM!

MSN 3981 59.36 117.60 236.97 181.20 218.42 113.10 72.80 92.57 177.46 124.97 154.44 7.27 116.95 -0.98 0.01 1.02 0.63 0.90 -0.45

MSR1 3761 2.78 9.42 6.20 12.47 6.64 12.70 1.73 3.54 3.13 4.82 8.37 3.06 3.31 -0.25 1.51 0.91 1.92 1.00 0.60

MSRA 1716 4.52 9.08 8.04 7.09 15.89 12.32 5.07 6.39 14.58 9.42 9.49 3.25 8.86 -0.97 0.03 -0.14 -0.32 0.84 0.38

MSRB2 1811 10.50 12.29 14.66 18.12 59.06 13.15 10.09 16.16 68.88 32.51 21.30 4.41 31.91 -1.60 -1.38 -1.12 -0.82 0.89 -0.70

MSRB3 4598 2.57 8.24 1.86 1.82 2.08 15.05 9.75 3.88 55.17 14.85 5.27 2.40 20.91 -3.03 -1.34 -3.49 -3.52 -3.33 1.51

MST1 2348 0.46 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MST1P2 2642 0.69 0.86 0.64 1.85 0.44 1.05 1.99 1.95 0.36 1.36 0.92 -0.11 1.41 -1.04 -0.71 -1.14 0.39 -1.68 0.19

MST1P9 4396 0.34 1.02 0.28 0.50 0.12 0.71 0.49 0.90 0.22 0.38 0.50 -1.01 0.50 -0.57 1.04 -0.85 0.01 -2.02 0.53

MST1R 4785 1.44 20.90 9.32 6.00 13.33 1.05 7.95 1.74 0.65 1.21 8.67 3.12 2.89 -1.01 2.85 1.69 1.06 2.21 -3.04

MST4 3352 4.58 3.98 6.00 3.91 6.17 8.16 2.77 4.77 2.38 8.30 5.47 2.45 4.56 0.01 -0.19 0.40 -0.22 0.44 0.58

MSTN 2823 0.05 0.13 0.02 0.00 0.00 0.21 0.16 0.04 0.12 0.42 0.07 -3.85 0.18 -1.96 -0.48 -3.06 #NUM! #NUM! 1.63

MSTO1 2446 0.00 0.00 0.00 7.06 0.00 0.00 0.00 0.00 0.00 0.00 1.18 0.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MSTO2P 2559 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MSX1 1940 2.54 4.10 2.13 1.37 1.45 14.04 9.03 2.31 24.97 12.04 4.27 2.09 12.09 -2.25 -1.56 -2.51 -3.14 -3.05 1.72

MSX2 2224 1.27 2.62 0.49 3.30 1.28 1.23 1.43 1.20 1.07 1.35 1.70 0.76 1.26 0.01 1.05 -1.37 1.38 0.02 -0.47

MSX2P1 2162 0.06 0.11 0.03 0.07 0.02 0.01 0.07 0.00 0.02 0.02 0.05 -4.28 0.03 1.21 2.06 0.12 1.33 -0.21 -2.22

MT1A 468 0.49 2.96 0.00 0.47 1.58 0.00 3.78 0.00 0.00 0.00 0.92 -0.13 0.95 -0.96 1.65 #NUM! -1.02 0.74 #NUM!

MT1B 403 0.00 0.00 0.00 0.00 0.40 0.00 0.00 0.00 0.13 0.02 0.07 -3.91 0.04 #NUM! #NUM! #NUM! #NUM! 3.37 #NUM!

MT1DP 376 1.73 0.32 0.00 0.18 2.63 0.00 0.00 0.32 0.61 0.11 0.81 -0.30 0.26 2.73 0.27 #NUM! -0.50 3.33 #NUM!

MT1E 519 305.03 0.00 0.00 252.58 1472.66 254.38 120.75 187.14 227.24 165.02 380.77 8.57 175.03 0.80 #NUM! #NUM! 0.53 3.07 -0.58

MT1F 456 31.29 11.12 11.33 6.99 68.56 0.00 5.67 6.01 0.00 0.00 21.55 4.43 2.92 3.42 1.93 1.96 1.26 4.55 #NUM!

MT1G 396 0.00 0.00 2.35 0.00 76.57 0.00 0.00 0.00 0.00 0.00 13.15 3.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MT1H 397 10.88 0.48 0.74 0.36 21.91 0.00 2.34 1.49 0.34 0.00 5.73 2.52 1.04 3.38 -1.12 -0.50 -1.52 4.39 #NUM!

MT1IP 2005 0.03 0.01 0.01 0.02 0.36 0.02 0.01 0.00 0.00 0.00 0.08 -3.73 0.00 2.69 1.67 0.90 2.39 6.37 -1.61

MT1JP 408 0.25 0.00 0.00 0.00 2.84 0.00 0.42 0.00 0.00 0.00 0.52 -0.96 0.11 1.25 #NUM! #NUM! #NUM! 4.74 #NUM!

MT1L 443 0.00 0.00 2.33 0.00 57.67 0.00 0.00 0.00 0.00 0.00 10.00 3.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MT1M 464 0.00 0.00 2.07 0.00 225.80 0.00 0.00 0.00 0.00 0.00 37.98 5.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MT1X 468 525.69 0.00 145.48 132.56 837.14 473.85 207.41 289.97 0.00 382.14 352.45 8.46 219.88 1.26 #NUM! -0.60 -0.73 1.93 0.43

MT2A 466 660.08 1464.65 430.32 1368.49 15212.80 2090.53 523.24 1211.26 1174.26 1173.32 3537.81 11.79 1020.52 -0.63 0.52 -1.25 0.42 3.90 -0.76

MT3 599 0.07 0.35 0.00 0.00 1.97 0.00 0.09 0.04 4.02 0.00 0.40 -1.33 1.04 -3.85 -1.58 #NUM! #NUM! 0.92 #NUM!

MT4 294 2.19 0.00 0.62 0.00 0.00 2.33 9.56 4.16 0.20 3.84 0.86 -0.22 4.44 -1.02 #NUM! -2.83 #NUM! #NUM! 1.44

MTA1 2856 5.56 16.18 10.72 22.35 15.59 9.67 13.34 10.27 18.42 9.71 13.35 3.74 12.93 -1.22 0.32 -0.27 0.79 0.27 -0.46

MTA2 3069 20.14 27.55 29.91 34.55 14.98 14.03 5.92 8.80 14.19 7.64 23.52 4.56 9.14 1.14 1.59 1.71 1.92 0.71 -0.75

MTA3 1872 8.63 11.63 27.57 13.63 10.86 12.94 16.40 14.28 11.67 12.48 14.21 3.83 13.71 -0.67 -0.24 1.01 -0.01 -0.34 -0.14

MTAP 4937 5.39 7.18 15.89 6.10 8.89 5.48 3.54 4.31 3.17 4.50 8.15 3.03 3.88 0.47 0.89 2.03 0.65 1.20 -0.57

MTBP 3080 1.52 2.27 2.63 11.78 0.85 1.80 0.42 0.65 0.00 0.79 3.47 1.80 0.47 1.70 2.28 2.50 4.66 0.87 -0.95

MTCH1 1890 40.80 58.98 63.42 57.56 123.01 76.52 73.38 45.68 138.75 126.60 70.05 6.13 96.10 -1.24 -0.70 -0.60 -0.74 0.36 0.13

MTCH2 2628 25.21 14.61 19.84 12.20 32.37 19.54 15.83 13.41 19.52 15.85 20.63 4.37 16.15 0.64 -0.14 0.30 -0.40 1.00 -0.08

MTCP1 2329 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MTCP1NB 1042 28.91 10.89 12.38 9.52 12.07 20.81 10.06 8.82 21.34 12.71 15.76 3.98 13.23 1.13 -0.28 -0.10 -0.48 -0.13 0.40

MTDH 7667 24.93 14.19 34.85 40.63 7.40 14.12 26.34 24.94 12.82 19.38 22.69 4.50 20.87 0.26 -0.56 0.74 0.96 -1.50 -0.68

MTERF 2163 2.77 1.61 3.10 2.43 1.78 2.49 1.42 0.62 2.15 1.88 2.36 1.24 1.52 0.87 0.09 1.03 0.68 0.23 0.07

MTERFD1 1424 9.08 9.24 16.75 11.71 11.13 10.52 7.62 5.45 8.25 8.66 11.40 3.51 7.49 0.28 0.30 1.16 0.64 0.57 -0.12

MTERFD2 4574 5.03 6.75 3.51 3.87 10.64 9.58 1.99 4.95 5.88 9.37 6.56 2.71 5.55 -0.14 0.28 -0.66 -0.52 0.94 0.55

MTERFD3 1775 4.86 3.61 1.79 4.23 2.51 4.26 4.85 4.93 4.25 6.23 3.55 1.83 5.07 -0.06 -0.49 -1.50 -0.26 -1.01 0.27

MTF1 7986 1.79 2.81 8.31 6.10 1.37 1.56 4.59 7.20 1.63 2.70 3.66 1.87 4.03 -1.17 -0.52 1.04 0.60 -1.56 -1.23

MTF2 4144 2.90 3.98 3.83 4.97 3.62 5.83 2.29 1.65 2.06 3.74 4.19 2.07 2.43 0.25 0.71 0.65 1.03 0.57 0.48

MTFMT 2763 5.79 2.87 2.37 2.38 4.62 4.88 1.79 4.12 4.50 3.53 3.82 1.93 3.48 0.73 -0.28 -0.56 -0.55 0.41 0.35

MTFP1 1298 13.95 4.06 5.94 4.68 16.53 9.45 2.79 2.24 3.31 4.26 9.10 3.19 3.15 2.15 0.37 0.92 0.57 2.39 0.05

MTFR1 2740 5.93 4.82 13.32 4.35 6.82 7.20 4.13 4.60 5.17 6.65 7.07 2.82 5.14 0.21 -0.09 1.37 -0.24 0.41 0.02

MTG1 1614 9.78 11.21 15.89 14.99 29.98 11.82 3.72 5.29 11.00 7.41 15.61 3.96 6.85 0.51 0.71 1.21 1.13 2.13 -0.40

MTHFD1 3466 32.81 26.20 22.54 21.99 48.75 19.53 13.04 12.56 9.72 11.61 28.63 4.84 11.73 1.48 1.16 0.94 0.91 2.05 -0.55

MTHFD1L 3613 3.44 3.65 11.80 5.04 23.61 9.11 0.39 1.03 5.59 8.03 9.44 3.24 3.76 -0.13 -0.04 1.65 0.42 2.65 -0.05

MTHFD2 2306 11.76 9.81 43.79 27.19 80.27 29.11 8.47 7.53 28.81 18.42 33.65 5.07 15.81 -0.43 -0.69 1.47 0.78 2.34 -0.21

MTHFD2L 2372 53.86 10.98 21.61 9.30 4.16 2.39 37.56 39.62 1.89 3.69 17.05 4.09 20.69 1.38 -0.91 0.06 -1.15 -2.31 -2.84

MTHFR 7150 1.49 2.77 3.03 2.08 1.19 2.07 2.48 1.17 2.55 3.32 2.11 1.07 2.38 -0.67 0.22 0.35 -0.19 -1.00 -0.02

MTHFS 2375 7.09 1.44 0.00 4.11 13.89 3.36 1.98 2.07 2.72 3.80 4.98 2.32 2.64 1.42 -0.88 #NUM! 0.64 2.39 -0.57

MTHFSD 3108 3.19 4.84 2.43 8.02 4.51 2.84 2.33 2.25 3.16 2.17 4.30 2.11 2.48 0.36 0.96 -0.03 1.69 0.86 -0.60

MTIF2 2965 0.00 4.51 10.96 6.13 6.03 8.46 0.00 0.00 0.00 5.96 6.02 2.59 1.49 #NUM! 1.60 2.88 2.04 2.02 0.49

MTIF3 1098 37.09 37.65 21.82 24.86 0.00 28.86 28.74 28.04 18.95 20.03 25.05 4.65 23.94 0.63 0.65 -0.13 0.05 #NUM! 0.20

MTL5 3625 0.19 0.51 1.68 0.65 4.99 1.57 0.65 0.38 0.21 0.62 1.60 0.68 0.47 -1.32 0.12 1.85 0.48 3.42 -0.02

MTM1 3452 4.02 4.96 4.99 4.27 0.74 5.40 2.88 5.19 2.64 4.37 4.06 2.02 3.77 0.09 0.39 0.40 0.18 -2.35 0.41

MTMR1 2732 5.81 7.49 10.38 7.71 6.34 14.57 6.36 6.54 3.12 6.44 8.72 3.12 5.62 0.05 0.42 0.89 0.46 0.17 0.74

MTMR10 4969 3.56 9.06 5.04 9.21 1.17 5.62 8.04 9.51 4.50 6.07 5.61 2.49 7.03 -0.98 0.37 -0.48 0.39 -2.59 0.00

MTMR11 2879 6.15 14.88 4.57 6.44 0.00 8.02 6.01 3.17 6.15 5.24 6.68 2.74 5.14 0.26 1.53 -0.17 0.32 #NUM! 0.26

MTMR12 5187 3.37 5.57 7.60 5.44 1.77 4.22 4.75 5.59 5.39 5.89 4.66 2.22 5.40 -0.68 0.04 0.49 0.01 -1.61 -0.14

MTMR14 2536 7.45 14.98 11.89 13.64 7.97 7.99 7.19 6.12 9.76 6.75 10.65 3.41 7.45 0.00 1.01 0.67 0.87 0.10 -0.41

MTMR2 4870 4.88 5.47 4.52 6.35 3.71 8.08 4.93 5.31 6.57 7.18 5.50 2.46 6.00 -0.30 -0.13 -0.41 0.08 -0.69 0.55

MTMR3 9008 2.87 3.99 5.66 4.79 2.14 2.90 4.92 4.84 4.84 4.59 3.72 1.90 4.80 -0.74 -0.27 0.24 0.00 -1.16 -0.36

MTMR4 5847 2.53 5.23 5.01 5.04 3.10 3.53 2.26 2.45 2.19 3.71 4.07 2.03 2.65 -0.07 0.98 0.92 0.93 0.22 -0.20

MTMR6 5222 2.25 4.90 4.63 3.56 1.50 8.03 3.54 3.95 6.81 7.52 4.15 2.05 5.45 -1.28 -0.15 -0.24 -0.62 -1.86 0.95

MTMR7 5302 0.98 0.72 0.00 0.00 1.27 1.53 0.00 0.00 1.69 1.30 0.75 -0.41 0.75 0.39 -0.06 #NUM! #NUM! 0.77 1.03

MTMR8 2675 0.10 0.31 0.05 0.24 0.05 0.00 0.04 0.48 0.39 0.43 0.12 -3.01 0.34 -1.75 -0.11 -2.84 -0.49 -2.84 #NUM!

MTMR9 7421 0.83 1.80 2.40 1.53 1.02 1.80 1.65 1.69 1.93 1.76 1.56 0.64 1.76 -1.09 0.03 0.45 -0.20 -0.79 0.20

MTMR9LP 2341 3.92 0.00 0.00 1.02 1.77 4.53 0.00 0.00 5.36 5.19 1.87 0.91 2.64 0.57 #NUM! #NUM! -1.38 -0.57 1.27

MTNR1B 1662 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.01 0.00 0.01 -6.35 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MTO1 3048 3.56 3.82 5.69 3.87 1.41 5.97 3.03 3.47 5.16 5.72 4.05 2.02 4.35 -0.29 -0.19 0.39 -0.17 -1.62 0.56

MTOR 8733 4.01 6.12 11.58 8.81 5.80 13.05 9.49 6.29 10.18 9.57 8.23 3.04 8.88 -1.15 -0.54 0.38 -0.01 -0.61 0.67

MTPAP 5620 1.52 3.76 4.81 2.44 5.14 4.63 1.72 3.15 1.23 7.37 3.71 1.89 3.37 -1.15 0.16 0.52 -0.46 0.61 0.32

MTR 10558 1.02 4.28 2.64 2.02 1.10 3.25 2.86 2.27 2.72 2.40 2.39 1.25 2.56 -1.33 0.74 0.05 -0.34 -1.22 0.45

MTRF1 2174 1.94 2.57 1.79 5.20 0.58 3.51 1.26 2.21 1.88 1.96 2.60 1.38 1.83 0.09 0.49 -0.03 1.51 -1.65 0.43

MTRF1L 3878 4.57 3.90 5.48 5.76 3.51 5.97 4.72 4.11 5.11 6.15 4.87 2.28 5.02 -0.14 -0.36 0.13 0.20 -0.52 0.30

MTRNR2L1 1555 5.84 0.51 0.60 0.56 0.36 1.64 2.77 1.34 0.86 2.76 1.59 0.67 1.93 1.60 -1.91 -1.68 -1.80 -2.42 0.05

MTRNR2L10 1121 0.95 0.13 0.21 0.05 0.03 0.26 0.47 0.15 0.25 0.32 0.27 -1.89 0.30 1.68 -1.22 -0.51 -2.59 -3.37 -0.07

MTRNR2L2 1036 23.89 3.91 5.14 2.65 1.53 5.37 10.73 6.76 2.80 8.23 7.08 2.82 7.13 1.74 -0.87 -0.47 -1.43 -2.22 -0.40

MTRNR2L3 1383 0.65 0.09 0.07 0.09 0.01 0.25 0.22 0.11 0.06 0.23 0.19 -2.38 0.16 2.05 -0.81 -1.19 -0.85 -3.87 0.37

MTRNR2L4 1231 0.20 0.08 0.01 0.08 0.00 0.09 0.15 0.04 0.02 0.08 0.08 -3.70 0.07 1.46 0.21 -2.31 0.11 -5.37 0.19

MTRNR2L5 1739 0.32 0.01 0.05 0.02 0.02 0.02 0.03 0.03 0.01 0.06 0.07 -3.80 0.03 3.34 -1.61 0.56 -1.06 -0.89 -1.91

MTRNR2L6 1395 7.13 1.51 0.42 0.29 0.19 2.37 2.78 1.42 1.84 2.42 1.98 0.99 2.11 1.75 -0.49 -2.34 -2.86 -3.44 0.26

MTRNR2L8 1290 9.39 0.00 0.98 0.90 0.51 2.40 3.70 3.25 1.29 4.52 2.36 1.24 3.19 1.56 #NUM! -1.71 -1.82 -2.66 0.02

MTRNR2L9 527 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MTRR 3317 7.61 7.91 12.21 7.72 3.46 9.36 5.30 5.81 6.73 7.34 8.05 3.01 6.30 0.27 0.33 0.96 0.29 -0.86 0.22

MTSS1 5010 9.11 8.81 46.87 83.91 6.40 9.34 11.42 20.85 3.61 9.21 27.41 4.78 11.27 -0.31 -0.36 2.06 2.90 -0.82 -1.55

MTSS1L 4977 6.97 12.43 4.74 10.48 9.12 9.33 18.49 12.76 37.25 0.00 8.85 3.14 17.12 -1.30 -0.46 -1.85 -0.71 -0.91 0.08



MTTP 4093 0.00 0.02 0.00 0.02 0.00 0.01 0.00 0.00 0.04 0.01 0.01 -7.03 0.01 #NUM! 0.60 #NUM! 0.35 #NUM! 0.54

MTUS1 6435 17.96 31.73 16.06 13.37 4.96 20.60 18.52 18.65 12.12 18.66 17.45 4.13 16.99 0.08 0.90 -0.08 -0.35 -1.78 0.24

MTUS2 6957 0.16 0.08 0.01 0.04 0.01 0.15 0.25 0.10 0.32 0.26 0.08 -3.71 0.23 -0.51 -1.48 -4.93 -2.50 -4.00 0.97

MTVR2 812 0.28 0.12 0.00 0.16 0.00 0.00 0.13 0.00 0.01 0.00 0.09 -3.42 0.03 3.02 1.83 #NUM! 2.20 #NUM! #NUM!

MTX1 1632 53.89 28.58 29.34 29.61 43.30 20.37 16.74 19.52 17.17 11.06 34.18 5.10 16.12 1.74 0.83 0.86 0.88 1.43 -0.75

MTX2 1603 14.97 7.00 14.39 29.53 41.19 34.68 9.74 8.74 24.07 20.37 23.63 4.56 15.73 -0.07 -1.17 -0.13 0.91 1.39 0.55

MTX3 7882 0.47 1.37 1.07 1.51 0.64 2.08 1.02 1.06 1.24 1.33 1.19 0.25 1.16 -1.31 0.23 -0.12 0.37 -0.86 0.81

MUC1 1853 17.23 152.52 41.61 4.92 70.05 39.58 3.15 2.72 13.46 9.46 54.32 5.76 7.20 1.26 4.41 2.53 -0.55 3.28 -0.46

MUC12 16321 0.04 28.67 0.04 1.81 2.02 2.98 4.32 2.83 11.51 2.41 5.93 2.57 5.27 -7.20 2.44 -6.91 -1.54 -1.38 -0.99

MUC13 2899 0.92 86.65 0.25 0.00 2.54 0.13 0.01 0.00 0.02 0.04 15.08 3.91 0.02 5.54 12.10 3.65 #NUM! 7.00 -6.87

MUC15 3409 3.24 3.30 3.28 0.51 0.02 3.41 14.50 17.25 0.00 5.46 2.29 1.20 9.30 -1.52 -1.49 -1.50 -4.18 -9.26 0.57

MUC16 43816 0.10 8.00 0.81 0.08 0.82 0.11 0.25 0.00 0.00 0.06 1.65 0.72 0.08 0.26 6.65 3.35 -0.07 3.36 -3.87

MUC17 14360 0.02 31.07 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 5.19 2.37 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MUC19 25332 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MUC2 15728 0.00 17.60 1.42 0.25 0.32 0.12 0.00 0.01 0.00 0.00 3.28 1.72 0.00 #NUM! 12.00 8.37 5.88 6.22 -4.82

MUC20 6462 32.11 17.71 8.16 0.43 0.26 2.39 11.35 8.39 0.00 0.99 10.18 3.35 5.18 2.63 1.77 0.65 -3.58 -4.34 -2.09

MUC21 3656 88.62 114.20 8.56 0.14 0.10 10.94 361.21 664.17 0.18 172.92 37.09 5.21 299.62 -1.76 -1.39 -5.13 -11.03 -11.55 -1.76

MUC4 17123 18.88 51.51 14.65 0.15 2.80 22.75 0.15 1.53 0.02 7.53 18.46 4.21 2.31 3.03 4.48 2.67 -3.91 0.28 0.30

MUC5B 17916 0.00 35.24 0.02 2.59 0.03 0.02 0.04 0.06 0.00 9.46 6.32 2.66 2.39 -9.74 3.88 -7.20 0.12 -6.30 -8.52

MUC6 8003 0.03 0.01 0.01 0.04 0.00 0.02 0.81 0.01 0.00 0.16 0.02 -5.97 0.24 -3.27 -5.28 -5.05 -2.62 #NUM! 0.07

MUC7 2565 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -7.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MUCL1 500 1.08 0.35 0.10 7.63 0.23 0.43 0.44 0.18 0.00 0.07 1.64 0.71 0.17 2.67 1.04 -0.76 5.48 0.43 -1.93

MUDENG 3110 11.79 7.06 10.64 7.30 3.96 7.52 6.29 7.10 4.75 6.68 8.05 3.01 6.20 0.93 0.19 0.78 0.24 -0.65 -0.10

MUL1 2474 7.97 9.16 8.67 11.17 8.52 6.66 7.65 5.88 14.36 7.05 8.69 3.12 8.74 -0.13 0.07 -0.01 0.35 -0.04 -0.38

MUM1 4188 2.98 4.84 5.35 5.50 3.46 4.03 4.58 2.51 6.86 5.06 4.36 2.12 4.75 -0.67 0.03 0.17 0.21 -0.46 -0.11

MUM1L1 4320 0.93 7.51 0.97 1.91 0.04 8.64 0.50 0.53 0.36 2.95 3.33 1.74 1.08 -0.22 2.79 -0.16 0.82 -4.74 1.37

MURC 2640 0.06 0.00 0.15 0.22 0.05 0.23 0.10 0.07 0.13 0.21 0.12 -3.08 0.13 -1.06 #NUM! 0.28 0.77 -1.42 0.97

MUS81 2406 0.00 9.20 0.00 9.89 0.00 10.22 6.68 4.96 0.00 8.67 4.89 2.29 5.08 #NUM! 0.86 #NUM! 0.96 #NUM! 1.06

MUSK 2754 0.01 0.05 0.00 0.00 0.00 0.05 0.01 0.11 0.00 0.00 0.02 -5.73 0.03 -1.45 0.87 #NUM! #NUM! #NUM! 1.34

MUSTN1 742 23.02 9.32 7.63 4.38 23.24 33.43 28.66 13.49 99.90 21.87 16.84 4.07 40.98 -0.83 -2.14 -2.42 -3.23 -0.82 0.99

MUT 3886 3.35 4.64 4.62 3.75 3.36 7.68 5.06 10.91 5.44 9.91 4.57 2.19 7.83 -1.23 -0.75 -0.76 -1.06 -1.22 0.75

MUTED 2565 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MUTED-TXNDC5 3352 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MUTYH 1945 6.15 4.80 0.00 4.84 7.67 7.68 3.73 0.00 3.09 2.90 5.19 2.38 2.43 1.34 0.98 #NUM! 1.00 1.66 0.57

MVD 1812 9.00 0.00 13.00 12.07 18.96 8.45 34.64 17.75 11.14 20.89 10.25 3.36 21.11 -1.23 #NUM! -0.70 -0.81 -0.15 -0.28

MVK 2087 6.29 5.26 17.32 9.98 11.49 5.80 11.20 6.57 3.38 6.66 9.36 3.23 6.96 -0.14 -0.40 1.32 0.52 0.72 -0.69

MVP 2943 21.18 75.33 34.54 48.38 75.78 48.02 27.45 24.88 74.87 40.30 50.54 5.66 41.88 -0.98 0.85 -0.28 0.21 0.86 -0.07

MX1 3409 31.65 20.38 46.75 269.76 91.27 32.52 10.28 16.76 16.20 28.16 82.06 6.36 17.85 0.83 0.19 1.39 3.92 2.35 -1.34

MX2 2961 7.86 14.62 23.63 60.22 20.66 14.32 4.43 6.64 6.22 11.92 23.55 4.56 7.31 0.11 1.00 1.69 3.04 1.50 -0.72

MXD1 5630 9.00 21.54 31.49 55.02 21.86 9.23 39.66 81.80 5.16 47.43 24.69 4.63 43.51 -2.27 -1.01 -0.47 0.34 -0.99 -1.42

MXD3 2662 17.64 11.16 12.15 17.71 33.51 12.13 9.63 5.26 0.00 8.30 17.38 4.12 5.80 1.61 0.95 1.07 1.61 2.53 -0.52

MXD4 3773 10.26 13.46 11.11 5.49 11.79 5.02 12.59 6.27 18.48 5.54 9.52 3.25 10.72 -0.06 0.33 0.05 -0.97 0.14 -0.92

MXI1 3470 19.46 16.28 7.42 17.60 14.20 18.09 35.73 40.02 31.89 24.20 15.51 3.95 32.96 -0.76 -1.02 -2.15 -0.91 -1.22 0.22

MXRA5 9800 5.62 34.85 13.66 8.05 36.17 7.29 23.74 11.98 9.07 6.16 17.61 4.14 12.74 -1.18 1.45 0.10 -0.66 1.51 -1.27

MXRA7 2507 38.89 61.31 18.26 58.28 20.92 71.57 70.04 79.61 222.64 110.63 44.87 5.49 120.73 -1.63 -0.98 -2.73 -1.05 -2.53 0.67

MXRA8 2290 21.13 90.42 17.89 16.14 8.17 67.16 31.68 25.41 89.48 61.96 36.82 5.20 52.13 -1.30 0.79 -1.54 -1.69 -2.67 0.87

MYADM 3243 10.36 61.95 40.33 104.30 20.78 114.14 103.53 100.04 243.68 100.34 58.64 5.87 136.90 -3.72 -1.14 -1.76 -0.39 -2.72 0.96

MYADML 2172 0.00 0.01 0.00 0.02 0.00 0.04 0.03 0.03 0.03 0.04 0.01 -6.44 0.03 #NUM! -1.35 #NUM! -0.70 #NUM! 1.67

MYADML2 2469 0.00 0.03 0.00 0.00 0.02 0.00 0.01 0.00 0.00 0.02 0.01 -6.81 0.01 #NUM! 2.17 #NUM! #NUM! 1.48 #NUM!

MYB 3681 0.78 2.25 1.86 2.70 1.23 1.66 4.78 0.83 0.43 0.33 1.75 0.80 1.59 -1.04 0.50 0.22 0.76 -0.37 -0.07

MYBBP1A 4585 8.14 9.00 10.88 6.02 24.73 4.32 6.33 6.11 8.45 4.97 10.52 3.39 6.46 0.33 0.48 0.75 -0.10 1.94 -1.28

MYBL1 5188 0.35 0.78 0.64 0.97 0.84 1.05 0.66 0.55 0.76 0.62 0.77 -0.38 0.65 -0.91 0.27 -0.02 0.58 0.37 0.45

MYBL2 2731 22.69 15.14 24.65 44.11 39.07 13.92 4.00 3.48 0.29 1.13 26.60 4.73 2.22 3.35 2.77 3.47 4.31 4.14 -0.93

MYBPC1 3938 0.00 0.20 0.00 0.06 0.00 0.01 0.23 0.00 1.08 0.03 0.05 -4.45 0.33 #NUM! -0.73 #NUM! -2.46 #NUM! -1.91

MYBPC2 3598 0.08 0.20 0.08 0.00 0.03 0.11 0.05 0.26 0.00 0.01 0.08 -3.58 0.08 0.03 1.33 0.12 #NUM! -1.52 0.45

MYBPC3 4217 0.02 0.17 0.04 0.05 0.01 0.02 0.03 0.04 0.01 0.00 0.05 -4.25 0.02 0.00 3.23 1.23 1.56 -0.68 -1.70

MYBPH 1806 0.00 0.17 0.00 0.13 0.04 0.12 0.00 0.00 0.05 0.01 0.08 -3.68 0.02 #NUM! 3.35 #NUM! 3.02 1.37 0.63

MYBPHL 1372 0.52 0.30 1.16 0.13 0.00 0.26 0.00 0.00 0.00 0.00 0.39 -1.34 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.62

MYC 2379 20.59 60.92 178.17 201.25 209.27 110.56 82.48 379.10 127.60 158.87 130.13 7.02 187.01 -3.18 -1.62 -0.07 0.11 0.16 -0.24

MYCBP 2583 12.60 3.82 7.47 12.68 9.12 6.44 1.76 7.05 8.17 5.54 8.69 3.12 5.63 1.16 -0.56 0.41 1.17 0.70 -0.43

MYCBP2 15025 2.69 6.01 22.67 7.37 0.71 19.60 22.14 15.46 4.46 17.51 9.84 3.30 14.89 -2.47 -1.31 0.61 -1.01 -4.39 0.99

MYCBPAP 3207 0.02 0.12 0.06 0.04 0.05 0.18 0.12 0.10 0.15 0.15 0.08 -3.68 0.13 -3.00 -0.09 -1.18 -1.67 -1.51 1.22

MYCL1 3624 3.81 1.48 4.60 4.90 2.71 1.93 2.33 1.77 0.23 2.24 3.24 1.70 1.64 1.21 -0.15 1.49 1.58 0.72 -0.75

MYCN 2613 0.15 2.94 0.43 0.23 0.11 0.96 1.02 0.19 0.24 0.19 0.80 -0.31 0.41 -1.43 2.83 0.07 -0.83 -1.97 0.26

MYCNOS 770 0.04 0.18 0.00 0.00 0.04 0.11 0.00 0.00 0.00 0.03 0.06 -4.02 0.01 2.30 4.34 #NUM! #NUM! 2.20 0.86

MYCT1 3066 1.85 2.21 1.15 0.50 0.49 10.50 1.96 3.37 12.16 10.34 2.78 1.48 6.96 -1.91 -1.65 -2.60 -3.80 -3.84 1.92

MYD88 2886 22.04 39.76 54.01 39.38 18.22 15.59 23.52 28.22 20.00 22.67 31.50 4.98 23.60 -0.10 0.75 1.19 0.74 -0.37 -1.01

MYEF2 5403 0.09 0.38 0.25 0.10 0.04 1.43 0.15 0.44 0.45 1.15 0.38 -1.39 0.55 -2.60 -0.51 -1.10 -2.52 -3.78 1.90

MYEOV 2305 35.18 1.33 0.65 0.10 0.53 0.82 2.93 1.65 0.07 2.45 6.44 2.69 1.78 4.31 -0.42 -1.45 -4.10 -1.73 -2.98

MYEOV2 456 94.41 43.79 31.86 36.99 241.39 142.86 60.50 35.80 200.17 140.76 98.55 6.62 109.31 -0.21 -1.32 -1.78 -1.56 1.14 0.54

MYF5 1520 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.33 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MYF6 1342 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.02 0.04 0.01 -7.31 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

MYH1 6038 0.00 0.06 0.00 0.00 0.00 0.00 0.01 0.00 0.03 0.00 0.01 -6.56 0.01 #NUM! 2.79 #NUM! #NUM! #NUM! #NUM!

MYH10 7619 2.50 11.59 4.19 5.67 2.64 7.79 5.03 4.52 8.98 6.08 5.73 2.52 6.15 -1.30 0.91 -0.55 -0.12 -1.22 0.44

MYH11 6942 10.63 246.55 9.60 0.00 1.82 113.88 566.97 19.16 1045.20 359.47 63.75 5.99 497.70 -5.55 -1.01 -5.70 #NUM! -8.10 0.84

MYH13 5992 0.06 0.00 0.00 0.00 0.00 0.05 0.08 0.22 0.06 0.02 0.02 -5.84 0.10 -0.80 -4.50 #NUM! #NUM! #NUM! 1.37

MYH14 6930 3.59 32.93 68.70 88.04 9.91 5.95 26.37 27.15 1.11 11.03 34.85 5.12 16.42 -2.19 1.00 2.06 2.42 -0.73 -2.55

MYH15 7074 0.01 0.03 0.01 0.03 0.03 0.03 0.03 0.03 0.01 0.01 0.02 -5.56 0.02 -1.41 0.39 -1.19 0.72 0.49 0.42

MYH16 2282 0.04 0.35 0.36 0.20 2.05 0.01 0.00 0.00 0.00 0.00 0.50 -1.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -5.58

MYH2 6163 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.07 0.00 0.00 -11.58 0.02 #NUM! #NUM! #NUM! #NUM! -3.30 #NUM!

MYH3 6037 0.03 0.47 0.94 0.22 0.49 0.22 2.85 0.14 15.63 0.26 0.39 -1.34 4.72 -7.13 -3.34 -2.34 -4.43 -3.26 -0.85

MYH4 6016 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MYH6 5941 0.00 0.00 0.01 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -6.89 0.00 1.13 1.13 2.36 #NUM! #NUM! 1.93

MYH7 6044 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.00 0.01 0.00 -8.73 0.00 -0.47 -4.47 -2.98 1.45 #NUM! #NUM!

MYH7B 6530 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MYH8 6038 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

MYH9 7505 24.03 126.27 161.89 160.28 92.57 130.84 81.91 102.55 184.18 106.55 115.98 6.86 118.80 -2.31 0.09 0.45 0.43 -0.36 0.17

MYL12A 1243 188.57 161.08 157.17 232.44 424.46 340.94 95.30 113.11 209.89 249.67 250.78 7.97 166.99 0.18 -0.05 -0.09 0.48 1.35 0.44

MYL12B 1041 367.92 218.41 172.71 311.76 746.86 531.93 235.11 218.55 358.24 464.99 391.60 8.61 319.22 0.20 -0.55 -0.89 -0.03 1.23 0.44

MYL2 855 0.00 0.08 0.00 0.05 0.07 0.00 0.00 0.00 0.38 0.00 0.03 -4.90 0.09 #NUM! -0.24 #NUM! -0.94 -0.38 #NUM!

MYL3 942 0.34 0.00 0.08 0.21 0.06 1.50 1.35 1.31 2.49 0.00 0.37 -1.45 1.29 -1.94 #NUM! -4.02 -2.61 -4.37 2.04

MYL4 934 0.82 0.15 0.35 0.00 1.66 0.47 0.20 0.00 0.00 0.39 0.58 -0.79 0.15 2.49 0.05 1.27 #NUM! 3.50 -0.29

MYL5 661 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MYL6 827 774.06 472.76 424.63 677.40 3132.66 1786.23 651.63 360.75 4708.20 1716.23 1211.29 10.24 1859.20 -1.26 -1.98 -2.13 -1.46 0.75 0.56

MYL6B 1072 34.57 19.69 23.64 0.00 0.00 0.00 0.00 16.46 0.00 0.00 12.98 3.70 4.11 3.07 2.26 2.52 #NUM! #NUM! #NUM!

MYL7 619 0.24 0.00 0.22 0.39 0.34 0.00 0.00 0.00 0.21 0.15 0.20 -2.34 0.09 1.43 #NUM! 1.27 2.10 1.91 #NUM!

MYL9 1212 110.56 269.79 70.78 51.40 109.45 396.82 469.36 82.55 4823.83 389.77 168.13 7.39 1441.38 -3.70 -2.42 -4.35 -4.81 -3.72 1.24

MYLIP 3086 4.56 10.02 7.21 3.09 3.72 15.54 5.73 4.06 15.02 13.05 7.36 2.88 9.47 -1.05 0.08 -0.39 -1.62 -1.35 1.08

MYLK 7852 15.54 59.21 19.94 11.95 6.67 108.02 82.50 25.55 625.37 190.88 36.89 5.21 231.07 -3.89 -1.96 -3.53 -4.27 -5.11 1.55

MYLK2 2793 0.02 0.01 0.12 0.11 0.20 0.16 0.00 0.02 0.00 0.01 0.10 -3.29 0.01 1.50 0.50 4.18 3.99 4.87 0.63

MYLK3 7998 0.00 0.01 0.01 0.00 0.01 0.02 0.01 0.01 0.05 0.02 0.01 -6.83 0.02 #NUM! -1.24 -1.01 -2.49 -1.91 1.34

MYLK4 5760 0.10 0.21 0.03 0.00 0.08 0.11 0.13 0.20 0.09 0.14 0.09 -3.55 0.14 -0.48 0.59 -2.40 #NUM! -0.85 0.34

MYLK-AS1 771 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

MYLPF 683 2.17 4.82 0.00 2.59 0.35 1.60 0.51 0.33 0.66 0.30 1.92 0.94 0.45 2.28 3.43 #NUM! 2.53 -0.37 -0.27

MYNN 5367 3.08 2.60 2.85 3.50 2.32 4.81 2.23 3.06 3.41 5.03 3.20 1.68 3.43 -0.16 -0.40 -0.27 0.03 -0.56 0.59

MYO10 11436 2.54 7.55 7.86 5.61 3.31 4.82 2.70 4.68 1.53 4.20 5.28 2.40 3.28 -0.37 1.20 1.26 0.77 0.01 -0.13

MYO15A 11876 0.03 0.19 0.01 0.04 0.11 0.14 0.05 0.14 0.05 0.22 0.09 -3.53 0.12 -1.88 0.68 -3.24 -1.55 -0.05 0.66

MYO15B 9424 1.67 14.00 2.01 5.39 2.42 4.05 9.21 6.94 2.93 3.89 4.92 2.30 5.74 -1.78 1.29 -1.52 -0.09 -1.24 -0.28

MYO16 7436 0.07 0.20 0.13 0.02 0.04 0.54 0.38 0.29 1.77 0.40 0.17 -2.59 0.71 -3.38 -1.83 -2.45 -5.26 -4.20 1.71

MYO18A 7591 1.50 11.51 3.68 12.37 3.59 2.00 10.34 7.20 2.26 4.00 5.78 2.53 5.95 -1.99 0.95 -0.69 1.06 -0.73 -1.53

MYO18B 8565 0.00 0.01 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -6.21 0.00 #NUM! 1.55 4.59 #NUM! #NUM! #NUM!

MYO19 4418 11.23 16.33 40.28 53.99 14.52 11.70 13.55 14.32 2.24 5.74 24.68 4.62 8.96 0.33 0.86 2.17 2.59 0.70 -1.08

MYO1A 3624 0.01 3.40 0.02 0.03 0.05 0.02 0.01 0.01 0.04 0.01 0.59 -0.77 0.02 -0.20 7.68 0.02 0.71 1.51 -4.95

MYO1B 5113 9.32 8.54 7.49 22.75 21.94 23.06 6.96 9.69 10.25 12.53 15.52 3.96 9.86 -0.08 -0.21 -0.40 1.21 1.15 0.57

MYO1C 4973 15.31 58.15 48.97 66.19 51.87 20.95 35.80 26.51 90.79 28.05 43.57 5.45 45.29 -1.56 0.36 0.11 0.55 0.20 -1.06

MYO1D 5182 6.65 38.67 22.89 19.29 17.19 13.63 23.70 17.79 9.31 12.22 19.72 4.30 15.75 -1.24 1.30 0.54 0.29 0.13 -0.53

MYO1E 4729 9.36 29.75 20.53 22.24 17.45 16.54 10.04 16.74 8.53 14.74 19.31 4.27 12.51 -0.42 1.25 0.71 0.83 0.48 -0.22

MYO1F 4173 3.34 9.81 7.64 5.05 6.91 5.54 3.39 2.00 4.81 2.04 6.38 2.67 3.06 0.13 1.68 1.32 0.72 1.18 -0.20

MYO1G 3313 1.17 4.61 6.16 2.10 8.28 3.99 1.12 1.03 1.93 1.10 4.38 2.13 1.29 -0.14 1.83 2.25 0.70 2.68 -0.14

MYO1H 4276 0.21 0.00 0.00 0.07 0.02 0.00 0.49 0.63 0.00 0.58 0.05 -4.35 0.43 -1.03 #NUM! #NUM! -2.63 -4.64 #NUM!

MYO3A 5798 0.54 0.64 4.45 0.11 2.52 1.88 0.20 0.48 0.04 0.48 1.69 0.76 0.30 0.85 1.09 3.89 -1.43 3.08 0.16

MYO3B 6212 0.04 0.20 0.55 0.73 0.00 0.20 0.05 0.09 0.04 0.37 0.29 -1.79 0.14 -1.99 0.55 1.99 2.39 -5.19 -0.54

MYO5A 12238 1.30 2.68 6.80 5.70 0.45 2.38 1.67 2.05 1.31 1.76 3.22 1.69 1.70 -0.39 0.66 2.00 1.75 -1.90 -0.44

MYO5B 9520 8.10 20.57 33.69 33.03 14.30 2.86 25.85 10.20 1.59 4.02 18.76 4.23 10.41 -0.36 0.98 1.69 1.67 0.46 -2.71

MYO5C 6975 1.78 7.68 6.38 0.78 1.41 4.47 1.79 2.96 1.12 1.51 3.75 1.91 1.85 -0.05 2.06 1.79 -1.25 -0.39 0.25

MYO6 8662 3.19 5.44 12.41 21.26 2.58 5.70 4.78 13.23 1.60 5.31 8.43 3.08 6.23 -0.96 -0.20 0.99 1.77 -1.27 -0.57

MYO7A 7465 0.41 1.65 5.41 2.01 1.53 0.72 0.53 0.73 0.97 2.32 1.95 0.96 1.14 -1.49 0.53 2.25 0.82 0.42 -1.45

MYO7B 6715 0.03 10.53 0.30 0.03 0.01 0.39 0.06 0.05 0.51 0.07 1.88 0.91 0.17 -2.32 5.95 0.82 -2.36 -3.59 -2.27

MYO9A 8704 1.70 2.74 2.47 3.85 0.14 3.61 3.96 3.43 2.09 3.84 2.42 1.27 3.33 -0.97 -0.28 -0.43 0.21 -4.54 0.58

MYO9B 7652 6.03 14.84 18.45 8.47 10.46 10.57 7.66 6.30 14.79 6.32 11.47 3.52 8.77 -0.54 0.76 1.07 -0.05 0.25 -0.12

MYOC 2061 0.00 0.09 0.05 0.00 0.00 0.16 0.66 0.00 6.08 0.26 0.05 -4.30 1.75 #NUM! -4.22 -5.22 #NUM! #NUM! 1.69

MYOCD 6950 0.34 2.32 0.12 0.15 0.02 0.00 3.71 0.36 10.20 2.62 0.49 -1.03 4.22 -3.63 -0.87 -5.10 -4.84 -7.92 #NUM!

MYOD1 1823 0.08 0.00 0.00 0.00 0.00 0.01 0.06 0.03 0.05 0.00 0.01 -6.06 0.04 1.03 #NUM! #NUM! #NUM! #NUM! -0.16

MYOF 6860 13.29 50.52 18.37 23.86 13.57 18.61 26.18 54.64 21.25 41.80 23.04 4.53 35.97 -1.44 0.49 -0.97 -0.59 -1.41 -0.31

MYOG 1744 0.00 0.06 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

MYOM1 5848 0.09 0.32 0.00 0.80 0.08 1.39 0.65 0.00 2.06 0.00 0.45 -1.16 0.68 -2.96 -1.07 #NUM! 0.24 -3.13 1.63

MYOM2 5018 1.07 0.52 0.06 0.01 3.82 1.20 1.14 0.33 2.74 0.67 1.12 0.16 1.22 -0.20 -1.22 -4.35 -6.57 1.65 0.11

MYOM3 5800 0.10 1.23 0.05 0.22 0.14 0.12 0.03 0.18 0.09 0.14 0.31 -1.69 0.11 -0.10 3.50 -1.23 0.99 0.38 -1.32

MYOT 2290 0.90 0.33 0.37 0.10 2.24 5.46 1.32 0.38 9.22 2.56 1.57 0.65 3.37 -1.90 -3.34 -3.17 -5.11 -0.59 1.80

MYOZ1 1661 0.10 0.35 0.00 0.07 0.02 0.69 0.67 0.28 1.91 0.32 0.20 -2.29 0.79 -3.04 -1.18 #NUM! -3.52 -5.54 1.76

MYOZ2 2616 0.10 0.06 0.00 0.01 0.00 0.07 0.06 0.11 0.31 0.07 0.04 -4.59 0.14 -0.42 -1.16 #NUM! -3.42 #NUM! 0.79

MYOZ3 3831 0.03 0.30 0.07 0.06 0.01 0.24 0.09 0.09 0.28 0.31 0.12 -3.06 0.19 -2.69 0.64 -1.47 -1.78 -3.79 1.03

MYPN 5770 0.00 0.00 0.00 0.03 0.42 0.01 0.00 0.00 0.00 0.00 0.08 -3.70 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -3.08

MYPOP 1909 1.81 3.59 5.93 6.86 3.72 2.75 2.70 3.21 4.03 1.76 4.11 2.04 2.92 -0.69 0.30 1.02 1.23 0.35 -0.58

MYRIP 4884 0.34 0.62 0.54 0.11 0.02 2.59 1.04 2.12 3.66 3.70 0.70 -0.51 2.63 -2.95 -2.08 -2.29 -4.54 -6.97 1.88

MYSM1 7768 1.46 4.62 4.64 6.42 0.45 3.53 2.81 4.05 1.23 2.97 3.52 1.82 2.77 -0.92 0.74 0.75 1.21 -2.61 0.00

MYT1 5550 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.01 0.00 0.00 0.00 -8.09 0.00 #NUM! #NUM! #NUM! 1.32 #NUM! 2.14

MYT1L 7152 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.60 0.01 0.01 -7.36 0.15 #NUM! #NUM! #NUM! #NUM! -2.05 #NUM!

MZB1 845 51.84 20.11 20.69 19.01 3.94 26.28 3.44 5.32 7.02 7.90 23.65 4.56 5.92 3.13 1.76 1.81 1.68 -0.59 0.15

MZF1 2938 2.44 7.45 0.00 5.90 0.00 3.54 7.86 5.66 4.66 3.12 3.22 1.69 5.32 -1.12 0.49 #NUM! 0.15 #NUM! 0.13

MZT1 2412 1.08 1.48 2.40 0.00 11.64 15.89 1.03 0.92 5.71 4.39 5.42 2.44 3.01 -1.48 -1.02 -0.33 #NUM! 1.95 1.55

MZT2A 708 141.33 104.02 118.83 95.17 347.74 132.48 120.08 86.19 155.55 113.02 156.60 7.29 118.71 0.25 -0.19 0.00 -0.32 1.55 -0.24

MZT2B 967 227.08 105.56 107.17 82.34 482.77 195.55 183.03 96.65 179.40 123.33 200.08 7.64 145.60 0.64 -0.46 -0.44 -0.82 1.73 -0.03

N4BP1 7121 6.31 9.19 9.66 17.36 5.48 5.11 8.46 8.98 2.89 5.77 8.85 3.15 6.53 -0.05 0.49 0.57 1.41 -0.25 -0.79

N4BP2 6822 0.43 1.46 1.27 0.87 0.32 2.31 0.94 1.45 0.47 0.77 1.11 0.15 0.91 -1.08 0.68 0.48 -0.06 -1.52 1.06

N4BP2L1 3051 1.83 5.13 4.59 1.88 2.06 9.59 2.96 3.46 5.87 8.61 4.18 2.06 5.23 -1.52 -0.03 -0.19 -1.47 -1.34 1.20

N4BP2L2 2860 13.24 21.03 19.40 14.90 4.71 24.88 18.29 21.85 12.10 21.43 16.36 4.03 18.41 -0.48 0.19 0.07 -0.31 -1.97 0.60

N4BP3 5987 1.09 1.23 1.62 3.65 5.32 0.00 0.00 1.22 0.38 1.31 2.15 1.11 0.73 0.58 0.76 1.16 2.33 2.87 #NUM!

N6AMT1 4883 0.90 1.14 0.73 1.60 0.90 1.91 0.95 0.57 1.35 1.43 1.20 0.26 1.08 -0.27 0.08 -0.56 0.57 -0.26 0.67

N6AMT2 890 7.19 6.30 5.98 14.92 7.21 9.40 8.63 5.99 13.54 9.94 8.50 3.09 9.53 -0.41 -0.60 -0.67 0.65 -0.40 0.14

NAA10 916 42.11 24.19 33.84 28.86 81.05 45.15 28.97 14.06 41.11 26.55 42.53 5.41 27.67 0.61 -0.19 0.29 0.06 1.55 0.09

NAA15 5554 3.97 7.56 16.23 10.11 5.07 6.54 7.60 10.20 4.47 7.54 8.25 3.04 7.45 -0.91 0.02 1.12 0.44 -0.56 -0.33

NAA16 4359 2.21 3.79 2.99 7.01 1.37 4.12 2.35 2.83 1.56 3.03 3.58 1.84 2.44 -0.14 0.64 0.30 1.52 -0.83 0.20

NAA20 1079 23.76 18.66 24.27 34.99 92.56 62.88 21.30 23.15 40.79 67.84 42.85 5.42 38.27 -0.69 -1.04 -0.66 -0.13 1.27 0.55

NAA25 5825 2.22 2.81 4.79 3.81 1.57 3.05 3.70 5.00 0.00 4.19 3.04 1.61 3.22 -0.54 -0.20 0.57 0.24 -1.03 0.00

NAA30 4490 1.71 2.48 2.63 3.13 2.90 3.32 2.37 1.90 3.13 4.40 2.70 1.43 2.95 -0.79 -0.25 -0.16 0.09 -0.02 0.30

NAA35 2657 4.76 5.30 5.78 17.05 4.95 4.45 4.80 7.77 3.50 6.73 7.05 2.82 5.70 -0.26 -0.10 0.02 1.58 -0.20 -0.66

NAA38 12520 1.35 1.42 1.27 1.14 75.97 3.33 1.00 0.68 13.90 2.15 14.08 3.82 4.43 -1.71 -1.64 -1.80 -1.96 4.10 -2.08

NAA40 3352 0.00 4.06 5.09 0.00 5.96 4.50 2.26 0.00 2.53 2.07 3.27 1.71 1.72 #NUM! 1.24 1.57 #NUM! 1.80 0.46

NAA50 6148 12.22 12.24 21.04 23.82 24.30 32.25 9.38 12.12 14.11 32.80 20.98 4.39 17.10 -0.49 -0.48 0.30 0.48 0.51 0.62

NAA60 2692 11.53 22.17 17.69 21.09 21.97 10.20 14.59 9.37 15.41 9.94 17.44 4.12 12.33 -0.10 0.85 0.52 0.77 0.83 -0.77

NAAA 1880 5.73 8.41 9.17 4.37 3.91 12.47 8.50 8.60 8.90 12.11 7.34 2.88 9.53 -0.73 -0.18 -0.05 -1.13 -1.28 0.76

NAALAD2 3196 0.83 1.25 0.36 0.41 0.02 2.38 1.15 0.51 0.63 2.34 0.88 -0.19 1.16 -0.48 0.11 -1.67 -1.51 -5.65 1.44

NAALADL1 2703 3.15 3.31 2.85 0.00 0.00 7.66 5.17 4.20 17.36 7.98 2.83 1.50 8.68 -1.46 -1.39 -1.60 #NUM! #NUM! 1.44

NAALADL2 4912 0.58 1.93 1.44 0.80 0.14 1.27 0.99 0.88 0.81 1.06 1.03 0.04 0.93 -0.68 1.05 0.62 -0.22 -2.72 0.30

NAB1 4499 7.49 10.82 12.47 6.60 7.93 15.64 11.06 20.43 10.36 16.24 10.16 3.34 14.52 -0.96 -0.42 -0.22 -1.14 -0.87 0.62

NAB2 2725 10.07 18.78 21.85 13.74 23.17 13.98 18.58 10.78 34.09 25.33 16.93 4.08 22.20 -1.14 -0.24 -0.02 -0.69 0.06 -0.28

NACA 3191 615.23 404.60 437.26 415.61 582.79 1018.75 545.95 548.21 661.57 1029.07 579.04 9.18 696.20 -0.18 -0.78 -0.67 -0.74 -0.26 0.82

NACA2 770 0.33 0.25 0.01 0.12 0.44 0.83 0.14 0.33 0.00 1.69 0.33 -1.60 0.54 -0.71 -1.13 -5.41 -2.21 -0.28 1.33

NACAD 4778 0.25 1.43 1.30 0.18 0.29 0.79 1.97 1.23 3.88 1.17 0.71 -0.50 2.06 -3.05 -0.52 -0.67 -3.54 -2.81 0.16

NACAP1 704 0.11 0.04 0.00 0.77 0.40 0.69 0.00 0.07 0.45 0.76 0.34 -1.58 0.32 -1.49 -2.93 #NUM! 1.26 0.30 1.05

NACC1 4556 5.93 10.75 19.09 9.86 14.59 2.27 8.60 6.30 6.52 3.91 10.41 3.38 6.33 -0.10 0.76 1.59 0.64 1.20 -2.20

NACC2 6899 0.98 3.44 1.31 1.94 1.51 1.55 3.70 1.84 13.25 3.57 1.79 0.84 5.59 -2.52 -0.70 -2.09 -1.52 -1.89 -0.21

NADK 3662 7.55 21.22 19.71 17.97 12.31 13.78 11.17 6.67 20.85 9.04 15.42 3.95 11.93 -0.66 0.83 0.72 0.59 0.05 -0.16

NADKD1 3898 2.46 3.18 2.52 1.67 3.67 5.76 2.19 1.74 4.43 5.93 3.21 1.68 3.57 -0.54 -0.17 -0.50 -1.10 0.04 0.84

NADSYN1 2453 10.67 19.41 16.37 36.04 31.75 28.41 16.20 12.05 9.48 11.59 23.77 4.57 12.33 -0.21 0.65 0.41 1.55 1.36 0.26

NAE1 1918 13.77 10.54 8.25 14.56 18.38 20.88 10.97 8.93 11.10 18.86 14.40 3.85 12.47 0.14 -0.24 -0.60 0.22 0.56 0.54

NAF1 1918 1.70 4.99 5.54 5.04 5.52 8.35 2.78 5.90 4.70 7.13 5.19 2.38 5.13 -1.59 -0.04 0.11 -0.02 0.11 0.69

NAGA 3726 11.38 17.44 10.71 10.05 8.53 11.27 8.61 6.28 12.10 6.69 11.56 3.53 8.42 0.43 1.05 0.35 0.26 0.02 -0.04

NAGK 1801 24.09 21.21 33.64 40.75 41.70 51.87 29.43 33.07 58.96 40.62 35.54 5.15 40.52 -0.75 -0.93 -0.27 0.01 0.04 0.55

NAGLU 2798 7.35 10.10 5.79 6.31 18.54 9.52 4.45 2.95 15.78 6.53 9.60 3.26 7.43 -0.01 0.44 -0.36 -0.24 1.32 -0.01

NAGPA 2209 4.09 5.22 2.67 4.84 5.13 4.20 3.19 1.87 4.80 2.63 4.36 2.12 3.13 0.39 0.74 -0.23 0.63 0.71 -0.05

NAGS 2086 3.41 1.05 2.14 3.15 10.61 1.17 0.89 0.31 1.04 1.31 3.59 1.84 0.89 1.94 0.24 1.27 1.83 3.58 -1.62

NAIF1 3408 2.05 2.22 3.25 3.26 3.60 2.57 2.03 1.74 3.25 3.14 2.83 1.50 2.54 -0.31 -0.20 0.35 0.36 0.50 -0.13

NAIP 6551 1.49 7.97 2.63 4.88 1.51 5.02 5.16 4.94 2.51 2.45 3.91 1.97 3.77 -1.34 1.08 -0.52 0.37 -1.32 0.36

NALCN 6923 0.06 0.28 0.00 0.01 0.05 0.11 0.12 0.07 0.16 0.07 0.09 -3.54 0.11 -0.76 1.40 -4.62 -3.52 -1.13 0.40

NAMPT 4593 16.68 32.09 49.56 24.07 65.30 141.30 18.05 63.19 45.66 154.64 54.83 5.78 70.38 -2.08 -1.13 -0.51 -1.55 -0.11 1.37

NANOG 2098 0.13 0.18 0.00 0.03 0.05 0.01 0.09 0.07 0.03 0.01 0.07 -3.93 0.05 1.30 1.78 #NUM! -0.65 -0.08 -2.53

NANOS1 4627 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NANOS2 1577 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 -8.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NANOS3 846 0.19 0.43 0.25 0.15 0.36 0.40 0.20 0.16 0.14 0.28 0.30 -1.75 0.19 -0.01 1.15 0.37 -0.41 0.88 0.44

NANP 3806 1.39 1.51 1.63 1.07 1.28 1.47 1.02 1.62 0.62 2.16 1.39 0.47 1.35 0.04 0.15 0.26 -0.34 -0.08 0.08

NANS 1257 27.60 33.09 28.03 16.82 116.49 36.53 17.94 14.48 34.37 36.09 43.09 5.43 25.72 0.10 0.36 0.12 -0.61 2.18 -0.24

NAP1L1 5125 7.28 39.56 49.83 30.84 94.04 269.92 67.67 37.04 135.99 191.49 81.91 6.36 108.05 -3.89 -1.45 -1.12 -1.81 -0.20 1.72

NAP1L2 2590 0.12 0.44 0.17 0.04 0.01 1.61 0.94 0.39 2.13 2.49 0.40 -1.33 1.49 -3.58 -1.77 -3.13 -5.25 -7.26 2.02

NAP1L3 2761 1.16 1.55 0.21 0.30 0.01 2.49 1.50 2.11 3.67 2.70 0.95 -0.07 2.49 -1.11 -0.68 -3.54 -3.04 -8.11 1.38

NAP1L4 2564 26.75 23.32 30.56 24.49 29.41 36.01 19.87 20.79 31.84 27.34 28.42 4.83 24.96 0.10 -0.10 0.29 -0.03 0.24 0.34

NAP1L5 1965 2.39 4.17 3.38 2.18 1.46 5.92 2.91 4.19 5.91 5.94 3.25 1.70 4.74 -0.99 -0.18 -0.49 -1.12 -1.70 0.86

NAP1L6 2044 0.00 0.00 0.02 0.02 0.00 0.08 0.07 0.01 0.15 0.09 0.02 -5.71 0.08 #NUM! #NUM! -2.37 -2.27 #NUM! 2.10

NAPA 1846 49.37 82.70 80.82 151.80 47.21 73.67 81.50 72.38 97.36 63.45 80.93 6.34 78.67 -0.67 0.07 0.04 0.95 -0.74 -0.14



NAPB 3871 0.82 2.52 2.75 3.03 1.60 2.93 1.50 1.44 1.97 3.42 2.28 1.19 2.08 -1.35 0.28 0.40 0.54 -0.38 0.36

NAPEPLD 5363 1.79 4.46 2.83 2.78 1.38 2.05 2.59 3.43 1.96 1.79 2.55 1.35 2.44 -0.45 0.87 0.21 0.19 -0.82 -0.32

NAPG 3729 5.09 6.36 5.95 6.49 4.99 6.90 4.60 5.90 5.84 6.09 5.96 2.58 5.61 -0.14 0.18 0.09 0.21 -0.17 0.21

NAPRT1 1715 14.37 29.08 27.03 35.82 126.46 21.07 14.94 14.27 7.15 18.09 42.31 5.40 13.61 0.08 1.10 0.99 1.40 3.22 -1.01

NAPSA 1438 0.25 0.25 0.02 0.65 0.13 0.25 0.24 0.29 0.18 0.16 0.26 -1.94 0.22 0.18 0.19 -3.17 1.59 -0.70 -0.04

NAPSB 1398 2.41 6.56 6.19 1.95 2.09 7.35 1.37 1.30 3.84 2.73 4.42 2.15 2.31 0.06 1.50 1.42 -0.25 -0.15 0.73

NARF 1796 14.25 11.21 14.78 10.22 22.94 16.54 10.55 7.40 14.16 13.37 14.99 3.91 11.37 0.33 -0.02 0.38 -0.15 1.01 0.14

NARFL 2109 6.51 7.46 4.28 6.32 15.64 8.60 5.60 3.26 8.81 5.90 8.13 3.02 5.89 0.14 0.34 -0.46 0.10 1.41 0.08

NARG2 7209 7.87 5.15 7.25 12.46 0.92 12.62 2.71 3.19 2.78 4.43 7.71 2.95 3.28 1.26 0.65 1.15 1.93 -1.84 0.71

NARS 2868 19.42 24.41 37.41 30.97 12.28 40.16 25.34 22.70 26.38 36.40 27.44 4.78 27.70 -0.51 -0.18 0.43 0.16 -1.17 0.55

NARS2 2513 4.46 2.17 3.44 1.55 9.55 5.19 2.46 2.66 4.51 5.69 4.39 2.13 3.83 0.22 -0.82 -0.16 -1.31 1.32 0.24

NASP 3301 12.64 13.25 29.39 25.94 58.80 58.98 13.67 13.01 28.91 25.53 33.17 5.05 20.28 -0.68 -0.61 0.54 0.36 1.54 0.83

NAT1 2349 4.23 2.15 2.93 1.10 1.56 2.09 0.96 0.70 0.91 1.09 2.34 1.23 0.92 2.21 1.23 1.68 0.27 0.77 -0.17

NAT10 4058 5.33 8.14 12.33 6.24 13.91 6.86 6.59 7.24 8.36 6.57 8.80 3.14 7.19 -0.43 0.18 0.78 -0.20 0.95 -0.36

NAT14 1368 5.63 7.01 4.47 6.91 19.48 8.16 4.35 1.80 16.46 10.01 8.61 3.11 8.16 -0.53 -0.22 -0.87 -0.24 1.26 -0.08

NAT2 1317 0.02 0.11 0.08 0.03 0.00 0.08 0.16 0.18 0.29 0.05 0.05 -4.25 0.17 -2.96 -0.63 -1.14 -2.63 #NUM! 0.55

NAT6 1497 3.21 7.73 3.04 0.00 4.65 4.44 6.03 5.67 7.15 6.55 3.85 1.94 6.35 -0.98 0.29 -1.06 #NUM! -0.45 0.21

NAT8 1073 0.00 0.06 0.07 0.00 0.03 0.02 0.00 0.00 0.00 0.00 0.03 -5.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.24

NAT8B 845 1.55 0.24 1.76 0.00 0.14 0.61 0.08 0.04 0.24 0.22 0.72 -0.48 0.14 3.42 0.71 3.61 #NUM! -0.01 -0.24

NAT8L 5894 0.01 0.06 0.02 0.04 0.25 0.01 0.04 0.01 0.07 0.01 0.06 -3.97 0.03 -1.22 0.89 -0.58 0.33 3.03 -3.06

NAT9 1943 4.05 5.00 4.45 5.28 15.68 8.65 5.84 3.12 9.36 8.42 7.18 2.84 6.68 -0.72 -0.42 -0.59 -0.34 1.23 0.27

NAV1 13029 2.60 7.37 8.07 12.21 1.44 1.69 7.20 11.63 3.11 4.16 5.57 2.48 6.52 -1.33 0.18 0.31 0.90 -2.18 -1.72

NAV2 11020 1.24 5.83 3.32 5.27 12.71 4.50 5.42 6.01 2.89 3.23 5.48 2.45 4.39 -1.82 0.41 -0.40 0.27 1.54 -0.28

NAV2-AS4 1369 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

NAV3 9758 0.15 0.58 1.15 0.11 0.02 0.39 2.38 2.17 1.00 0.34 0.40 -1.33 1.47 -3.29 -1.36 -0.36 -3.74 -6.25 -0.03

NBAS 7299 2.02 4.01 8.33 3.29 19.77 3.31 4.06 4.80 4.65 5.22 6.79 2.76 4.69 -1.21 -0.22 0.83 -0.51 2.08 -1.04

NBEA 11140 0.26 2.04 0.56 0.22 0.03 2.69 1.09 1.24 2.19 3.38 0.97 -0.05 1.97 -2.93 0.04 -1.81 -3.16 -6.03 1.48

NBEAL1 9058 0.56 0.94 0.97 1.86 0.74 2.87 1.06 1.48 1.88 3.95 1.33 0.41 2.09 -1.89 -1.16 -1.10 -0.17 -1.49 1.12

NBEAL2 8843 2.27 18.75 9.64 24.35 2.24 9.07 22.24 20.55 1.56 13.19 11.05 3.47 14.39 -2.67 0.38 -0.58 0.76 -2.68 -0.28

NBEAP1 548 0.00 0.53 0.00 1.59 0.69 0.54 0.07 0.22 0.30 0.73 0.56 -0.84 0.33 #NUM! 0.67 #NUM! 2.26 1.07 -0.04

NBL1 2178 116.02 152.73 49.44 52.68 40.60 132.63 180.07 105.99 201.49 139.15 90.68 6.50 156.67 -0.43 -0.04 -1.66 -1.57 -1.95 0.55

NBLA00301 766 0.99 1.91 0.20 0.05 0.04 2.62 1.16 1.31 2.65 4.85 0.97 -0.04 2.49 -1.32 -0.39 -3.61 -5.52 -5.96 1.43

NBN 4639 4.10 7.33 13.02 6.70 4.06 11.10 5.36 7.10 5.99 6.85 7.72 2.95 6.33 -0.63 0.21 1.04 0.08 -0.64 0.52

NBPF1 4568 2.68 8.15 7.67 3.53 0.50 4.01 7.49 4.60 5.10 5.62 4.42 2.14 5.70 -1.09 0.51 0.43 -0.69 -3.52 -0.14

NBPF10 10697 3.01 7.16 7.12 7.08 0.52 3.17 13.30 5.74 2.03 4.71 4.67 2.22 6.44 -1.10 0.15 0.14 0.14 -3.64 -0.56

NBPF11 5467 0.00 1.55 0.00 1.11 0.00 0.00 0.00 0.00 0.82 0.00 0.44 -1.18 0.21 #NUM! 2.92 #NUM! 2.43 #NUM! #NUM!

NBPF14 3689 8.75 23.24 16.13 20.93 2.64 13.27 21.96 17.49 8.16 15.81 14.16 3.82 15.85 -0.86 0.55 0.02 0.40 -2.59 -0.09

NBPF15 4802 2.03 9.08 6.18 5.94 1.50 0.00 3.26 2.97 3.05 0.00 4.12 2.04 2.32 -0.19 1.97 1.41 1.36 -0.63 #NUM!

NBPF16 3837 5.12 29.44 17.25 21.58 9.73 28.67 22.51 18.49 18.43 36.12 18.63 4.22 23.89 -2.22 0.30 -0.47 -0.15 -1.30 0.62

NBPF22P 2633 0.00 0.03 0.02 0.07 0.01 0.01 0.01 0.00 0.00 0.01 0.02 -5.41 0.01 #NUM! 2.60 2.24 3.76 0.92 -1.23

NBPF24 3409 8.63 23.20 15.68 18.90 4.38 20.23 17.10 12.76 10.36 17.74 15.17 3.92 14.49 -0.75 0.68 0.11 0.38 -1.73 0.42

NBPF3 3783 1.31 3.00 3.14 1.16 0.74 5.20 1.22 1.25 1.93 2.58 2.43 1.28 1.75 -0.42 0.78 0.85 -0.59 -1.24 1.10

NBPF4 2499 0.00 0.05 0.04 0.13 0.01 0.00 0.06 0.03 0.01 0.00 0.04 -4.74 0.03 #NUM! 0.82 0.44 2.27 -2.47 #NUM!

NBPF6 2222 0.00 0.03 0.03 0.14 0.01 0.00 0.04 0.04 0.01 0.00 0.04 -4.83 0.02 #NUM! 0.43 0.30 2.56 -2.03 #NUM!

NBPF7 1887 0.45 2.09 0.86 2.01 0.06 0.22 1.12 1.06 0.02 0.26 0.95 -0.07 0.62 -0.45 1.76 0.48 1.70 -3.35 -2.11

NBPF9 2931 3.07 9.78 8.45 8.47 0.95 5.52 7.88 6.15 3.10 5.78 6.04 2.59 5.73 -0.90 0.77 0.56 0.56 -2.60 -0.13

NBR1 4995 9.07 19.85 11.38 12.74 14.05 21.55 13.99 13.71 25.23 20.62 14.77 3.89 18.39 -1.02 0.11 -0.69 -0.53 -0.39 0.54

NBR2 1371 3.13 5.18 3.82 1.13 3.04 1.34 3.91 1.66 2.15 1.08 2.94 1.56 2.20 0.51 1.23 0.80 -0.96 0.47 -1.13

NCALD 3826 0.56 1.08 1.31 0.87 0.68 2.35 1.42 0.52 5.41 1.52 1.14 0.19 2.22 -1.98 -1.04 -0.76 -1.34 -1.70 1.04

NCAM1 5981 1.13 4.61 0.49 0.26 0.46 4.43 12.28 7.72 31.72 8.74 1.90 0.92 15.11 -3.75 -1.71 -4.95 -5.87 -5.03 1.22

NCAM2 5006 0.07 0.65 0.07 0.06 0.00 0.65 0.63 0.20 1.02 0.55 0.25 -1.99 0.60 -3.17 0.11 -3.06 -3.22 -6.96 1.38

NCAN 6406 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -8.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NCAPD2 4806 9.91 10.06 26.36 21.40 16.04 9.51 7.38 8.53 4.71 4.15 15.55 3.96 6.19 0.68 0.70 2.09 1.79 1.37 -0.71

NCAPD3 5661 8.23 3.08 4.48 9.74 2.26 2.62 2.91 3.97 0.00 1.75 5.07 2.34 2.16 1.93 0.51 1.05 2.18 0.07 -0.95

NCAPG 4682 2.26 1.32 9.82 4.19 2.06 2.25 1.08 1.82 0.00 0.36 3.65 1.87 0.81 1.48 0.70 3.60 2.37 1.34 -0.70

NCAPG2 3950 4.49 3.59 12.17 11.30 9.69 7.99 1.77 2.68 1.62 2.16 8.21 3.04 2.06 1.13 0.80 2.56 2.46 2.23 -0.04

NCAPH 4495 3.33 2.88 10.77 7.87 5.00 2.28 0.76 1.90 0.13 0.68 5.36 2.42 0.87 1.94 1.73 3.63 3.18 2.53 -1.23

NCAPH2 3348 12.58 9.77 9.11 0.00 0.00 18.16 8.22 5.24 10.84 12.15 8.27 3.05 9.11 0.46 0.10 0.00 #NUM! #NUM! 1.13

NCBP1 5381 4.14 7.12 9.24 8.03 3.93 5.90 3.91 4.47 3.77 4.22 6.39 2.68 4.09 0.02 0.80 1.17 0.97 -0.06 -0.12

NCBP2 2175 12.29 13.18 15.48 13.78 31.13 33.01 9.34 6.77 23.35 22.82 19.81 4.31 15.57 -0.34 -0.24 -0.01 -0.18 1.00 0.74

NCCRP1 1973 48.59 52.79 7.11 147.00 3.05 12.21 205.72 176.17 0.04 60.19 45.12 5.50 110.53 -1.19 -1.07 -3.96 0.41 -5.18 -1.89

NCDN 3718 2.25 5.40 7.08 6.27 4.41 4.69 5.40 3.91 11.24 4.53 5.02 2.33 6.27 -1.48 -0.22 0.18 0.00 -0.51 -0.10

NCEH1 4318 3.56 6.33 4.86 3.62 10.17 5.80 1.13 2.47 2.74 2.52 5.73 2.52 2.22 0.68 1.52 1.13 0.71 2.20 0.02

NCF1 1409 8.91 6.90 12.69 8.24 15.48 9.61 4.77 3.02 8.16 3.23 10.30 3.36 4.80 0.89 0.52 1.40 0.78 1.69 -0.10

NCF1B 1552 3.29 3.27 3.17 3.11 6.01 4.65 1.91 1.48 3.07 1.63 3.92 1.97 2.02 0.70 0.69 0.65 0.62 1.57 0.25

NCF1C 1456 8.27 6.57 10.54 6.94 12.77 8.55 3.84 2.58 7.14 2.68 8.94 3.16 4.06 1.03 0.70 1.38 0.77 1.65 -0.06

NCF2 2429 5.73 10.79 9.50 13.87 40.25 14.94 3.96 3.86 10.88 4.73 15.85 3.99 5.86 -0.03 0.88 0.70 1.24 2.78 -0.08

NCF4 1646 5.27 8.94 7.41 6.92 12.45 17.20 3.53 3.44 11.48 6.27 9.70 3.28 6.18 -0.23 0.53 0.26 0.16 1.01 0.83

NCK1 1961 29.91 16.00 41.02 47.41 26.71 22.84 11.99 18.12 10.74 24.43 30.65 4.94 16.32 0.87 -0.03 1.33 1.54 0.71 -0.42

NCK2 2527 16.81 23.59 18.78 32.68 8.56 18.65 32.63 27.40 25.99 23.91 19.85 4.31 27.48 -0.71 -0.22 -0.55 0.25 -1.68 -0.09

NCKAP1 4637 15.27 21.74 29.05 29.17 11.68 60.22 28.21 29.17 54.53 41.00 27.86 4.80 38.23 -1.32 -0.81 -0.40 -0.39 -1.71 1.11

NCKAP1L 3909 3.29 8.77 9.54 4.59 5.19 6.00 1.76 2.14 3.53 2.98 6.23 2.64 2.60 0.34 1.75 1.87 0.82 1.00 -0.05

NCKAP5 7611 0.48 0.62 1.08 0.77 0.46 0.77 1.40 1.79 0.37 1.95 0.70 -0.52 1.38 -1.51 -1.15 -0.35 -0.84 -1.58 0.15

NCKAP5L 4918 1.87 6.88 3.97 4.32 3.56 2.81 6.12 4.23 3.85 2.34 3.90 1.96 4.14 -1.14 0.73 -0.06 0.06 -0.22 -0.48

NCKIPSD 3023 4.12 8.36 13.39 7.71 7.18 3.33 6.95 6.03 5.40 4.40 7.35 2.88 5.69 -0.47 0.55 1.23 0.44 0.33 -1.14

NCL 2732 46.96 83.53 103.78 70.83 86.60 121.38 76.71 91.11 96.81 140.30 85.51 6.42 101.23 -1.11 -0.28 0.04 -0.52 -0.23 0.51

NCLN 3749 7.52 8.09 17.42 17.73 15.94 4.61 5.47 5.27 10.82 5.89 11.88 3.57 6.86 0.13 0.24 1.34 1.37 1.22 -1.37

NCOA1 6952 4.74 12.22 21.95 8.76 1.52 6.80 14.15 15.57 7.33 7.69 9.33 3.22 11.18 -1.24 0.13 0.97 -0.35 -2.88 -0.46

NCOA2 6157 2.00 7.28 9.71 8.14 0.20 2.75 6.62 10.62 1.65 2.65 5.01 2.33 5.39 -1.43 0.44 0.85 0.60 -4.75 -0.86

NCOA3 7996 0.00 0.00 8.02 0.00 0.00 5.56 0.00 11.34 0.00 5.29 2.26 1.18 4.16 #NUM! #NUM! 0.95 #NUM! #NUM! 1.30

NCOA4 3748 54.98 44.30 50.15 57.93 23.44 45.64 36.43 52.67 41.55 45.03 46.07 5.53 43.92 0.32 0.01 0.19 0.40 -0.91 -0.01

NCOA5 3209 6.22 10.80 11.60 11.50 9.57 7.67 7.98 5.04 11.71 6.82 9.56 3.26 7.89 -0.34 0.45 0.56 0.54 0.28 -0.32

NCOA6 7062 3.05 12.21 14.61 9.79 4.80 7.29 7.94 9.45 4.06 3.92 8.62 3.11 6.34 -1.05 0.94 1.20 0.63 -0.40 -0.24

NCOA7 6558 12.43 21.30 27.08 32.24 29.65 86.28 7.44 104.35 33.02 33.34 34.83 5.12 44.54 -1.84 -1.06 -0.72 -0.47 -0.59 1.31

NCOR1 9809 12.89 20.09 21.37 26.03 3.53 12.74 27.34 14.51 5.49 6.68 16.11 4.01 13.51 -0.07 0.57 0.66 0.95 -1.93 -0.34

NCOR2 8857 3.37 34.12 28.34 31.76 9.84 15.53 17.25 15.54 13.39 12.70 20.49 4.36 14.72 -2.13 1.21 0.95 1.11 -0.58 -0.40

NCR1 1153 0.11 0.23 0.51 0.00 0.65 0.20 0.12 0.00 0.02 0.06 0.28 -1.82 0.05 1.00 2.12 3.27 #NUM! 3.61 -0.48

NCR2 1084 0.00 0.03 0.00 0.00 1.06 0.00 0.03 0.00 0.00 0.00 0.18 -2.46 0.01 #NUM! 1.95 #NUM! #NUM! 6.93 #NUM!

NCR3 1109 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00028 587 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00029 1764 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00032 2913 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00051 1058 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00052 1786 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00085 2017 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00086 3456 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00087 2808 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00092 1805 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00094 5734 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00099 9848 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00102 1352 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00111 469 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00112 525 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00113 524 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00114 890 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00115 1317 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00116 1652 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00119 2507 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00152 828 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00157 461 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00158 1480 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00160 694 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00161 880 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00162 730 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00163 2155 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00167 2863 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00169 2304 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00173 1597 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00174 4426 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00175 3425 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00176 5264 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00184 2281 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00188 1391 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00189 664 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00200 2434 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00201 5079 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00202 3650 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00204A 722 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00204B 713 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00207 786 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00219 1194 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00221 1743 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00222 1753 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00226 595 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00235 561 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00238 1164 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00239 662 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00240 983 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00241 1869 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00242 2418 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00244 611 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00245 2478 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00246A 2022 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00246B 2096 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00247 1569 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00252 701 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00255 2010 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00256A 5802 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00256B 5836 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00257 1028 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00258 1073 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00261 4924 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00263 1003 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00264 1117 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00265 4651 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00271 1666 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00277 2527 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00281 1962 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00282 4126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00284 2564 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00287 6002 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00292 942 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00293 2149 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00294 3322 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00299 2000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00301 864 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00303 1514 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00304 2243 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00305 885 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00309 3314 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00310 1269 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00312 2113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00313 579 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00314 583 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00318 1073 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00319 3015 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00320 2014 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00321 3281 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00323 2019 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00324 2115 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00335 3610 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00336 2107 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00338 2183 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00339 1103 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRNA00341 2840 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NCRUPAR 924 0.00 0.03 0.04 0.04 0.00 0.00 0.04 0.00 0.00 0.03 0.02 -5.68 0.02 #NUM! 1.13 1.34 1.44 #NUM! #NUM!

NCS1 5009 5.20 4.04 2.20 6.59 11.64 4.02 8.26 3.73 33.51 5.98 5.62 2.49 12.87 -1.31 -1.67 -2.55 -0.97 -0.15 -0.48

NCSTN 2944 21.55 52.34 38.92 54.58 42.41 34.56 25.99 22.73 35.08 21.24 40.73 5.35 26.26 -0.29 0.99 0.57 1.06 0.69 -0.24

NDC80 2209 4.87 1.91 8.46 6.18 6.71 12.77 2.12 2.48 11.13 1.16 6.82 2.77 4.22 0.20 -1.15 1.00 0.55 0.67 0.91

NDE1 3936 6.57 0.00 6.22 24.13 11.86 0.00 0.00 8.69 0.00 0.00 8.13 3.02 2.17 1.60 #NUM! 1.52 3.47 2.45 #NUM!

NDEL1 2420 14.18 23.67 33.08 34.08 17.39 20.92 24.80 65.39 22.59 38.57 23.89 4.58 37.84 -1.42 -0.68 -0.19 -0.15 -1.12 -0.19

NDFIP1 3599 9.88 17.31 7.59 24.41 25.32 35.05 13.40 12.74 33.52 32.93 19.93 4.32 23.15 -1.23 -0.42 -1.61 0.08 0.13 0.81

NDFIP2 4666 9.64 7.56 9.13 33.07 17.40 9.26 6.85 36.87 3.76 14.79 14.34 3.84 15.57 -0.69 -1.04 -0.77 1.09 0.16 -0.63

NDN 1897 13.21 22.47 4.45 4.45 2.03 27.71 21.35 17.52 61.54 33.48 12.39 3.63 33.47 -1.34 -0.57 -2.91 -2.91 -4.04 1.16

NDNF 2911 0.20 1.96 0.30 0.46 0.03 3.94 1.16 1.72 1.41 3.82 1.15 0.20 2.03 -3.32 -0.05 -2.75 -2.13 -6.29 1.78

NDNL2 1748 7.25 8.62 6.33 5.77 6.22 13.68 6.26 6.00 10.39 10.84 7.98 3.00 8.37 -0.21 0.04 -0.40 -0.54 -0.43 0.78

NDOR1 4877 3.46 6.55 5.65 6.48 8.51 1.61 6.62 4.08 1.49 2.55 5.38 2.43 3.69 -0.09 0.83 0.62 0.81 1.21 -1.74

NDP 2058 0.29 0.75 0.00 0.03 0.01 0.25 1.13 0.17 7.19 1.90 0.22 -2.16 2.60 -3.18 -1.79 #NUM! -6.24 -7.67 0.17

NDRG1 3520 203.69 181.33 1096.19 1234.43 1504.58 114.98 298.89 580.21 144.58 515.55 722.53 9.50 384.81 -0.92 -1.09 1.51 1.68 1.97 -2.65

NDRG2 2142 35.49 44.33 19.85 14.89 16.80 51.03 60.82 70.77 139.52 70.40 30.40 4.93 85.38 -1.27 -0.95 -2.10 -2.52 -2.34 0.75

NDRG3 2964 13.01 14.01 10.23 5.69 11.41 14.65 9.14 9.39 12.33 10.19 11.50 3.52 10.26 0.34 0.45 0.00 -0.85 0.15 0.35

NDRG4 3581 7.94 11.97 2.91 0.00 1.11 6.14 37.89 40.53 3.47 26.21 5.01 2.33 27.02 -1.77 -1.17 -3.21 #NUM! -4.60 0.29

NDST1 8030 6.56 9.60 6.62 8.54 7.03 3.10 18.70 12.39 8.59 8.82 6.91 2.79 12.12 -0.89 -0.34 -0.87 -0.51 -0.79 -1.16

NDST2 4006 4.26 7.91 5.63 6.34 5.48 4.64 4.49 3.87 5.93 4.67 5.71 2.51 4.74 -0.15 0.74 0.25 0.42 0.21 -0.30

NDST3 5961 0.01 0.09 0.02 0.04 0.02 0.11 0.09 0.01 0.99 0.07 0.05 -4.35 0.29 -4.50 -1.76 -3.86 -2.75 -4.06 1.23

NDST4 3359 0.01 0.06 0.00 0.01 0.00 0.01 0.02 0.00 0.06 0.00 0.02 -5.98 0.02 -1.47 1.53 #NUM! -0.98 #NUM! -0.21

NDUFA1 502 103.21 36.73 30.89 34.35 348.24 322.28 54.85 41.86 279.92 233.05 145.95 7.19 152.42 -0.56 -2.05 -2.30 -2.15 1.19 1.14

NDUFA10 4928 28.67 19.24 22.72 10.27 39.03 33.22 40.14 10.67 2.79 38.32 25.53 4.67 22.98 0.32 -0.26 -0.02 -1.16 0.76 0.38

NDUFA11 2633 169.54 70.96 117.52 118.40 408.35 96.66 111.44 76.08 155.09 101.63 163.57 7.35 111.06 0.61 -0.65 0.08 0.09 1.88 -0.76

NDUFA12 600 138.95 72.56 100.92 153.17 189.71 110.29 112.84 129.60 89.34 92.18 127.60 7.00 105.99 0.39 -0.55 -0.07 0.53 0.84 -0.21



NDUFA13 557 268.79 150.10 187.46 85.10 672.99 287.63 156.49 111.89 329.06 284.66 275.35 8.11 220.52 0.29 -0.55 -0.23 -1.37 1.61 0.06

NDUFA2 846 81.41 49.50 40.77 73.79 136.11 94.57 42.13 51.60 79.33 66.02 79.36 6.31 59.77 0.45 -0.27 -0.55 0.30 1.19 0.25

NDUFA3 414 586.73 438.02 606.13 513.74 699.54 194.21 297.43 282.40 203.05 138.33 506.39 8.98 230.30 1.35 0.93 1.40 1.16 1.60 -1.38

NDUFA4 2058 72.43 26.23 107.43 24.81 76.07 79.60 27.58 19.98 96.62 64.28 64.43 6.01 52.12 0.47 -0.99 1.04 -1.07 0.55 0.31

NDUFA4L2 1275 161.33 63.30 622.95 8.91 187.88 36.03 258.42 250.02 59.49 85.38 180.06 7.49 163.32 -0.02 -1.37 1.93 -4.20 0.20 -2.32

NDUFA5 1550 19.29 10.52 12.14 9.47 22.11 53.03 11.98 11.16 33.02 39.13 21.09 4.40 23.82 -0.30 -1.18 -0.97 -1.33 -0.11 1.33

NDUFA6 1202 102.98 68.42 58.11 33.15 46.42 56.33 35.89 31.30 50.75 51.50 60.90 5.93 42.36 1.28 0.69 0.46 -0.35 0.13 -0.11

NDUFA7 585 165.69 85.57 102.80 116.81 219.97 0.00 57.77 51.25 50.44 37.74 115.14 6.85 49.30 1.75 0.80 1.06 1.24 2.16 #NUM!

NDUFA8 859 48.81 21.31 28.04 28.72 139.79 39.92 21.14 17.66 52.90 29.15 51.10 5.68 30.21 0.69 -0.50 -0.11 -0.07 2.21 -0.36

NDUFA9 1621 27.32 15.85 24.92 20.10 48.63 35.58 15.62 15.02 29.70 23.59 28.73 4.84 20.99 0.38 -0.41 0.25 -0.06 1.21 0.31

NDUFAB1 804 73.55 42.84 28.12 42.68 212.24 92.70 35.51 35.49 92.75 71.73 82.02 6.36 58.87 0.32 -0.46 -1.07 -0.46 1.85 0.18

NDUFAF1 1474 2.73 2.89 0.00 3.65 5.70 6.29 3.20 2.66 7.29 7.32 3.54 1.83 5.12 -0.91 -0.82 #NUM! -0.49 0.15 0.83

NDUFAF2 719 35.03 40.55 17.55 20.77 103.58 47.33 33.94 28.49 54.29 50.59 44.13 5.46 41.83 -0.26 -0.04 -1.25 -1.01 1.31 0.10

NDUFAF3 1387 30.43 26.78 31.43 25.34 46.53 36.70 19.38 16.46 54.83 23.79 32.87 5.04 28.61 0.09 -0.10 0.14 -0.18 0.70 0.16

NDUFAF4 2411 30.40 1.89 12.22 1.58 4.21 15.57 12.66 7.88 5.96 5.70 10.98 3.46 8.05 1.92 -2.09 0.60 -2.35 -0.93 0.50

NDUFB1 433 96.61 58.48 68.66 43.67 393.50 228.79 56.05 44.46 206.90 184.87 148.29 7.21 123.07 -0.35 -1.07 -0.84 -1.49 1.68 0.63

NDUFB10 741 138.89 100.56 0.00 93.84 199.33 0.00 75.33 63.29 125.56 70.55 88.77 6.47 83.68 0.73 0.26 #NUM! 0.17 1.25 #NUM!

NDUFB11 1141 131.03 88.93 96.67 84.98 186.64 91.47 58.48 52.71 56.13 51.52 113.29 6.82 54.71 1.26 0.70 0.82 0.64 1.77 -0.31

NDUFB2 509 139.11 71.74 85.22 47.47 375.94 231.64 52.46 53.29 257.23 196.12 158.52 7.31 139.78 -0.01 -0.96 -0.71 -1.56 1.43 0.55

NDUFB3 770 60.13 15.92 18.13 19.39 65.96 96.59 18.01 13.40 66.04 64.34 46.02 5.52 40.45 0.57 -1.35 -1.16 -1.06 0.71 1.07

NDUFB4 1560 396.36 161.07 231.40 321.39 587.53 217.72 182.28 146.29 189.14 176.07 319.25 8.32 173.45 1.19 -0.11 0.42 0.89 1.76 -0.55

NDUFB5 1076 51.58 24.21 22.21 37.07 124.80 75.15 22.60 22.10 50.90 51.54 55.84 5.80 36.79 0.49 -0.60 -0.73 0.01 1.76 0.43

NDUFB6 873 26.04 20.08 9.88 7.37 65.62 70.48 13.10 10.76 54.18 51.73 33.25 5.06 32.44 -0.32 -0.69 -1.72 -2.14 1.02 1.08

NDUFB7 573 220.50 110.88 121.40 52.92 272.29 117.21 108.67 72.14 171.04 111.09 149.20 7.22 115.73 0.93 -0.06 0.07 -1.13 1.23 -0.35

NDUFB8 686 103.27 60.47 47.49 66.25 197.83 143.85 65.99 56.18 168.20 134.78 103.19 6.69 106.29 -0.04 -0.81 -1.16 -0.68 0.90 0.48

NDUFB9 736 271.56 92.42 246.39 392.21 279.80 112.43 102.11 100.91 115.50 103.11 232.46 7.86 105.41 1.37 -0.19 1.22 1.90 1.41 -1.05

NDUFC1 1257 50.44 30.88 38.03 55.02 110.86 78.72 37.34 29.83 62.61 60.89 60.66 5.92 47.67 0.08 -0.63 -0.33 0.21 1.22 0.38

NDUFC2 2491 22.36 14.94 10.83 14.20 65.45 23.53 9.79 5.02 24.73 21.77 25.22 4.66 15.33 0.54 -0.04 -0.50 -0.11 2.09 -0.10

NDUFC2-KCTD14 2436 0.00 5.53 0.00 4.61 0.00 0.00 0.00 0.00 0.00 0.00 1.69 0.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NDUFS1 3473 8.13 8.89 11.15 4.84 7.55 15.29 4.98 9.18 8.23 15.24 9.31 3.22 9.41 -0.21 -0.08 0.25 -0.96 -0.32 0.72

NDUFS2 2082 24.58 25.98 27.14 20.58 39.80 33.04 16.64 16.86 32.55 25.86 28.52 4.83 22.98 0.10 0.18 0.24 -0.16 0.79 0.21

NDUFS3 971 63.21 34.84 50.88 37.03 72.17 53.99 34.00 59.19 53.19 46.07 52.02 5.70 48.11 0.39 -0.47 0.08 -0.38 0.59 0.05

NDUFS4 676 56.59 36.55 18.72 35.55 72.05 92.51 34.70 38.39 81.59 104.56 52.00 5.70 64.81 -0.20 -0.83 -1.79 -0.87 0.15 0.83

NDUFS5 584 310.40 169.50 189.03 212.41 879.92 320.54 157.00 172.92 393.46 284.81 346.97 8.44 252.05 0.30 -0.57 -0.42 -0.25 1.80 -0.11

NDUFS6 554 132.00 63.95 154.99 92.51 290.89 110.61 69.94 52.57 108.02 87.06 140.82 7.14 79.40 0.73 -0.31 0.97 0.22 1.87 -0.35

NDUFS7 799 95.74 42.61 85.18 89.43 73.96 56.59 77.54 54.25 59.04 56.48 73.92 6.21 61.83 0.63 -0.54 0.46 0.53 0.26 -0.39

NDUFS8 824 108.11 64.52 123.33 114.17 305.24 82.20 70.91 54.42 71.05 48.08 132.93 7.05 61.12 0.82 0.08 1.01 0.90 2.32 -0.69

NDUFV1 1631 46.38 23.55 37.45 40.47 118.01 46.94 36.67 29.69 54.69 40.57 52.13 5.70 40.41 0.20 -0.78 -0.11 0.00 1.55 -0.15

NDUFV2 937 93.11 64.45 61.02 89.09 178.32 89.44 61.73 50.64 69.73 70.26 95.90 6.58 63.09 0.56 0.03 -0.05 0.50 1.50 -0.10

NDUFV3 2151 14.48 19.29 102.82 50.19 25.74 12.02 13.81 22.39 11.83 21.93 37.42 5.23 17.49 -0.27 0.14 2.56 1.52 0.56 -1.64

NEAT1 3756 11.21 100.34 37.78 80.89 36.01 194.49 57.46 67.86 28.67 177.11 76.79 6.26 82.77 -2.88 0.28 -1.13 -0.03 -1.20 1.34

NEB 26202 0.29 0.68 0.50 0.04 0.00 0.85 0.17 0.00 0.01 0.35 0.39 -1.34 0.13 1.14 2.35 1.93 -1.61 #NUM! 1.10

NEBL 9231 2.05 6.16 9.84 4.25 2.52 4.16 12.53 18.46 0.76 7.70 4.83 2.27 9.86 -2.26 -0.68 0.00 -1.21 -1.97 -0.22

NECAB1 5140 0.03 0.17 0.00 0.08 0.02 1.13 0.31 0.16 2.81 1.47 0.24 -2.06 1.19 -5.08 -2.81 #NUM! -3.86 -5.94 2.24

NECAB2 1636 0.09 0.21 0.00 0.11 0.53 0.17 0.04 0.00 0.19 0.03 0.18 -2.44 0.06 0.48 1.75 #NUM! 0.81 3.09 -0.13

NECAB3 2063 4.50 7.37 4.35 4.10 9.36 8.15 4.68 4.07 12.64 5.33 6.30 2.66 6.68 -0.57 0.14 -0.62 -0.71 0.49 0.37

NECAP1 2600 5.82 8.78 7.98 5.85 9.61 12.93 7.41 10.28 11.73 14.49 8.49 3.09 10.98 -0.92 -0.32 -0.46 -0.91 -0.19 0.61

NECAP2 2092 23.46 24.20 26.02 22.87 30.29 32.20 16.16 15.78 38.25 24.10 26.51 4.73 23.57 -0.01 0.04 0.14 -0.04 0.36 0.28

NEDD1 3977 3.21 6.22 14.95 5.81 2.42 8.40 2.71 4.75 2.44 4.76 6.84 2.77 3.66 -0.19 0.76 2.03 0.67 -0.60 0.30

NEDD4 7019 3.20 3.00 3.07 7.23 0.68 4.01 2.96 3.29 2.48 2.65 3.53 1.82 2.85 0.17 0.08 0.11 1.34 -2.06 0.18

NEDD4L 8473 0.90 3.36 5.52 3.96 53.41 2.64 0.71 2.89 0.98 7.07 11.63 3.54 2.91 -1.69 0.21 0.92 0.44 4.20 -2.14

NEDD8 625 196.54 197.02 246.01 257.05 492.42 257.20 149.75 152.20 317.67 228.98 274.37 8.10 212.15 -0.11 -0.11 0.21 0.28 1.21 -0.09

NEDD8-MDP1 772 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NEDD9 4745 2.27 17.39 9.55 5.12 16.65 28.10 4.89 14.09 26.79 27.92 13.18 3.72 18.42 -3.02 -0.08 -0.95 -1.85 -0.15 1.09

NEFH 3721 0.23 0.00 96.02 28.70 0.16 5.51 0.63 0.49 0.36 0.39 21.77 4.44 0.47 -1.02 #NUM! 7.68 5.94 -1.53 -1.98

NEFL 3602 1.62 1.58 0.07 9.10 1.71 0.48 0.44 0.51 0.60 0.11 2.43 1.28 0.41 1.97 1.93 -2.60 4.46 2.05 -2.34

NEFM 3271 3.19 3.45 0.18 14.72 2.09 1.12 2.49 1.07 18.84 0.75 4.12 2.04 5.79 -0.86 -0.75 -5.02 1.35 -1.47 -1.88

NEGR1 5669 0.60 1.60 0.50 0.83 0.03 3.61 2.37 1.84 5.15 2.61 1.20 0.26 2.99 -2.31 -0.90 -2.59 -1.85 -6.47 1.59

NEIL1 1907 3.79 0.00 2.42 2.44 2.46 3.42 5.70 3.34 0.00 6.34 2.42 1.28 3.84 -0.02 #NUM! -0.67 -0.66 -0.64 0.50

NEIL2 2746 2.01 3.46 2.69 1.21 4.95 4.87 2.67 2.35 7.75 4.99 3.20 1.68 4.44 -1.15 -0.36 -0.72 -1.87 0.16 0.61

NEIL3 2402 0.81 0.31 1.96 2.31 1.62 1.40 0.23 0.42 0.03 0.13 1.40 0.49 0.20 1.98 0.62 3.27 3.51 2.99 0.00

NEK1 5695 0.99 1.95 2.39 1.53 0.64 6.14 1.86 2.00 1.37 1.74 2.27 1.18 1.74 -0.81 0.17 0.46 -0.19 -1.45 1.43

NEK10 2656 0.01 0.12 0.00 0.05 0.00 0.06 0.00 0.07 0.01 0.04 0.04 -4.59 0.03 -1.53 2.10 #NUM! 0.80 #NUM! 0.59

NEK11 2963 2.07 3.87 1.43 1.44 3.37 3.50 2.78 1.48 3.38 2.50 2.61 1.39 2.54 -0.30 0.61 -0.82 -0.81 0.41 0.42

NEK2 2161 3.64 4.23 6.12 4.06 5.68 7.95 1.10 3.59 0.07 1.14 5.28 2.40 1.47 1.31 1.52 2.06 1.46 1.95 0.59

NEK3 2424 2.06 4.29 1.34 4.40 0.74 3.97 2.82 1.83 4.36 3.11 2.80 1.48 3.03 -0.56 0.50 -1.18 0.54 -2.04 0.51

NEK4 3745 1.50 5.31 5.63 5.34 1.22 0.00 2.82 2.81 2.66 0.00 3.17 1.66 2.07 -0.46 1.36 1.44 1.37 -0.76 #NUM!

NEK5 2949 0.46 0.92 0.60 1.14 0.21 0.25 0.59 0.32 0.12 0.15 0.60 -0.75 0.30 0.62 1.62 1.01 1.94 -0.48 -1.23

NEK6 2810 3.50 0.00 0.00 0.00 14.17 5.66 0.00 0.00 8.36 0.00 3.89 1.96 2.09 0.74 #NUM! #NUM! #NUM! 2.76 0.54

NEK7 4134 3.40 18.52 14.59 15.41 4.69 18.61 6.07 7.90 18.28 18.07 12.54 3.65 12.58 -1.89 0.56 0.21 0.29 -1.42 0.57

NEK8 2858 0.80 1.67 2.56 1.90 0.00 1.05 1.31 0.71 0.85 0.55 1.33 0.41 0.85 -0.10 0.96 1.58 1.15 #NUM! -0.33

NEK9 5560 3.02 8.41 6.53 8.94 8.50 12.23 6.78 5.60 19.67 11.06 7.94 2.99 10.78 -1.83 -0.36 -0.72 -0.27 -0.34 0.62

NELF 3652 6.36 12.88 8.54 13.33 15.03 5.09 7.52 8.07 12.78 9.31 10.20 3.35 9.42 -0.57 0.45 -0.14 0.50 0.67 -1.00

NELL1 3255 0.15 0.26 0.00 0.02 0.00 0.66 0.34 0.05 0.44 1.57 0.18 -2.46 0.60 -1.97 -1.19 #NUM! -4.81 #NUM! 1.85

NELL2 3705 0.47 4.42 8.47 1.05 0.16 3.38 2.76 3.18 10.26 1.99 2.99 1.58 4.55 -3.29 -0.04 0.90 -2.11 -4.82 0.18

NEMF 4121 11.70 18.00 15.20 19.44 1.47 8.70 18.08 13.68 2.27 6.49 12.42 3.63 10.13 0.21 0.83 0.59 0.94 -2.78 -0.51

NENF 995 36.53 27.42 21.25 23.53 73.56 69.38 29.01 20.93 91.70 58.43 41.94 5.39 50.02 -0.45 -0.87 -1.23 -1.09 0.56 0.73

NEO1 7088 4.53 6.22 8.85 11.84 4.13 5.97 6.74 6.49 8.17 5.04 6.92 2.79 6.61 -0.55 -0.09 0.42 0.84 -0.68 -0.21

NES 5591 3.20 5.35 1.84 8.32 16.73 7.61 5.88 2.85 30.30 13.29 7.17 2.84 13.08 -2.03 -1.29 -2.83 -0.65 0.36 0.08

NET1 3414 17.73 38.76 10.03 39.89 30.87 39.37 22.71 46.12 22.43 111.65 29.44 4.88 50.73 -1.52 -0.39 -2.34 -0.35 -0.72 0.42

NETO1 6326 0.01 0.06 0.05 0.01 0.03 0.04 0.02 0.00 0.00 0.01 0.03 -4.86 0.01 -0.11 2.72 2.62 0.72 1.99 0.18

NETO2 3692 10.11 3.37 3.74 20.49 15.14 4.06 1.73 2.49 0.28 2.67 9.49 3.25 1.79 2.50 0.91 1.06 3.52 3.08 -1.22

NEU1 2088 16.24 24.07 29.24 20.34 27.09 28.97 10.78 10.45 22.64 26.54 24.32 4.60 17.60 -0.12 0.45 0.73 0.21 0.62 0.25

NEU2 1143 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NEU3 2748 0.41 0.92 1.27 0.53 1.08 0.29 0.34 0.49 0.60 0.79 0.75 -0.42 0.56 -0.45 0.72 1.19 -0.08 0.95 -1.37

NEU4 2551 0.00 0.00 0.11 0.05 0.11 0.09 0.00 0.03 0.02 0.03 0.06 -4.03 0.02 #NUM! #NUM! 2.48 1.36 2.52 0.62

NEURL 4315 1.22 0.94 0.13 0.99 4.76 1.27 0.80 0.97 2.21 1.17 1.55 0.64 1.29 -0.08 -0.45 -3.27 -0.38 1.89 -0.29

NEURL1B 6417 4.85 8.99 8.92 11.28 8.66 18.77 11.18 9.16 16.50 6.19 10.24 3.36 10.76 -1.15 -0.26 -0.27 0.07 -0.31 0.87

NEURL2 1276 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NEURL3 1704 0.84 1.05 0.74 1.07 3.81 1.05 0.00 0.00 0.04 0.12 1.43 0.51 0.04 4.33 4.66 4.16 4.69 6.52 -0.44

NEURL4 5217 2.26 3.21 4.24 11.32 3.42 1.96 2.26 2.06 4.41 4.15 4.40 2.14 3.22 -0.51 -0.01 0.40 1.81 0.09 -1.16

NEUROD2 3048 0.00 0.02 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -7.76 0.00 #NUM! 2.93 2.16 #NUM! #NUM! #NUM!

NEUROD4 3971 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.35

NEUROG1 1717 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -7.58 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NEUROG2 2370 0.02 0.00 0.17 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.03 -4.99 0.00 2.98 #NUM! 5.79 #NUM! #NUM! #NUM!

NEUROG3 1255 0.00 0.05 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 -6.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NEXN 3405 3.27 10.78 10.39 1.57 0.61 0.00 15.99 2.17 17.38 3.08 4.44 2.15 9.65 -1.56 0.16 0.11 -2.62 -3.98 #NUM!

NF1 12444 4.15 6.05 7.25 4.74 1.56 5.20 7.25 4.97 2.37 3.24 4.82 2.27 4.46 -0.10 0.44 0.70 0.09 -1.51 0.11

NF1P1 966 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NF2 6106 2.52 3.34 3.56 4.03 0.79 1.94 5.01 2.38 2.18 2.75 2.70 1.43 3.08 -0.29 0.12 0.21 0.39 -1.97 -0.47

NFAM1 5605 1.01 2.10 1.36 1.38 1.34 0.76 0.85 0.80 1.02 0.76 1.32 0.41 0.86 0.24 1.29 0.67 0.69 0.64 -0.80

NFASC 10351 1.07 3.47 2.80 2.39 1.74 2.24 2.77 1.64 8.45 2.75 2.29 1.19 3.90 -1.87 -0.17 -0.48 -0.71 -1.16 -0.03

NFAT5 14239 1.37 8.01 3.97 8.16 0.89 5.01 6.11 7.98 2.27 3.97 4.57 2.19 5.08 -1.89 0.66 -0.36 0.68 -2.51 0.13

NFATC1 4762 0.92 4.43 6.87 7.80 1.72 7.61 6.20 11.80 9.39 12.90 4.89 2.29 10.07 -3.45 -1.18 -0.55 -0.37 -2.55 0.64

NFATC2 3254 0.29 5.02 8.32 2.54 1.57 7.81 5.93 6.43 3.14 4.15 4.26 2.09 4.91 -4.07 0.03 0.76 -0.95 -1.64 0.88

NFATC2IP 3877 3.97 13.38 5.59 11.66 8.85 6.68 4.58 4.46 5.44 4.79 8.36 3.06 4.81 -0.28 1.48 0.21 1.28 0.88 -0.32

NFATC3 6453 6.69 9.50 6.43 9.40 10.93 8.78 6.16 6.37 4.56 6.10 8.62 3.11 5.80 0.21 0.71 0.15 0.70 0.91 0.03

NFATC4 5672 4.53 15.05 1.93 2.50 0.69 7.44 10.04 5.66 18.72 15.46 5.36 2.42 12.47 -1.46 0.27 -2.69 -2.32 -4.18 0.47

NFE2 1678 0.88 0.26 0.40 0.62 1.93 0.54 0.82 0.21 1.84 0.29 0.77 -0.37 0.79 0.16 -1.63 -0.99 -0.35 1.29 -0.52

NFE2L1 4891 20.31 45.23 55.03 65.11 59.31 36.74 39.44 27.50 128.89 42.61 46.95 5.55 59.61 -1.55 -0.40 -0.12 0.13 -0.01 -0.35

NFE2L2 2884 78.28 50.81 103.06 232.77 15.26 72.94 58.12 81.35 25.27 70.60 92.19 6.53 58.83 0.41 -0.21 0.81 1.98 -1.95 -0.34

NFE2L3 3720 5.33 0.00 17.58 4.25 6.05 5.79 1.30 2.14 1.28 2.19 6.50 2.70 1.73 1.63 #NUM! 3.35 1.30 1.81 -0.17

NFE4 967 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NFIA 9495 4.73 5.33 6.27 5.96 1.16 6.50 9.25 8.28 5.17 4.21 4.99 2.32 6.73 -0.51 -0.34 -0.10 -0.17 -2.53 0.38

NFIB 8507 3.67 7.24 2.87 2.00 2.88 11.14 13.59 11.58 5.84 5.64 4.97 2.31 9.16 -1.32 -0.34 -1.67 -2.20 -1.67 1.17

NFIC 2401 7.61 27.17 29.11 31.69 25.68 6.51 34.74 24.47 14.69 10.91 21.30 4.41 21.20 -1.48 0.36 0.46 0.58 0.28 -1.71

NFIL3 2104 6.58 13.04 17.14 20.53 33.96 104.21 12.03 44.91 81.68 85.75 32.58 5.03 56.09 -3.09 -2.10 -1.71 -1.45 -0.72 1.68

NFIX 5576 4.33 35.28 17.63 8.41 8.00 12.59 46.37 35.05 31.09 17.94 14.37 3.85 32.61 -2.91 0.11 -0.89 -1.96 -2.03 -0.19

NFKB1 4093 20.31 17.10 64.90 45.89 20.89 22.98 10.69 34.04 19.31 23.54 32.01 5.00 21.90 -0.11 -0.36 1.57 1.07 -0.07 -0.48

NFKB2 3128 9.13 28.54 32.84 23.92 78.51 20.47 8.67 13.41 25.05 17.11 32.23 5.01 16.06 -0.82 0.83 1.03 0.57 2.29 -0.66

NFKBIA 1579 75.14 97.11 298.08 149.00 707.31 419.58 45.86 183.00 181.83 214.49 291.04 8.19 156.29 -1.06 -0.69 0.93 -0.07 2.18 0.53

NFKBIB 2213 4.53 25.50 29.48 37.53 11.60 7.15 4.97 4.79 5.57 6.87 19.30 4.27 5.55 -0.29 2.20 2.41 2.76 1.06 -1.43

NFKBID 1834 3.99 7.62 6.21 10.70 6.72 4.69 3.27 6.08 4.77 3.37 6.66 2.73 4.37 -0.13 0.80 0.51 1.29 0.62 -0.50

NFKBIE 2581 3.02 7.12 10.02 5.64 32.32 13.81 2.04 2.40 4.30 6.48 11.99 3.58 3.81 -0.33 0.90 1.40 0.57 3.09 0.20

NFKBIL1 1510 7.19 0.00 0.00 0.00 27.61 0.00 0.00 0.00 12.33 8.49 5.80 2.54 5.20 0.47 #NUM! #NUM! #NUM! 2.41 #NUM!

NFKBIZ 3934 5.28 8.13 7.10 28.80 19.13 23.80 4.65 14.77 9.38 17.98 15.38 3.94 11.69 -1.15 -0.52 -0.72 1.30 0.71 0.63

NFRKB 5068 3.27 5.38 3.80 2.56 2.13 2.34 4.48 6.04 4.39 5.37 3.25 1.70 5.07 -0.63 0.09 -0.41 -0.99 -1.25 -0.47

NFS1 2507 6.75 7.46 6.03 5.57 12.01 5.86 4.01 4.10 6.51 5.45 7.28 2.86 5.02 0.43 0.57 0.26 0.15 1.26 -0.31

NFU1 1181 18.57 14.04 16.54 15.40 25.68 24.84 11.83 13.93 26.73 25.62 19.18 4.26 19.53 -0.07 -0.48 -0.24 -0.34 0.39 0.37

NFX1 4721 7.85 19.06 16.17 8.06 7.09 10.51 12.63 12.53 6.72 8.38 11.46 3.52 10.07 -0.36 0.92 0.68 -0.32 -0.51 -0.12

NFXL1 3738 1.42 2.02 2.64 1.37 2.16 1.73 1.39 1.12 1.12 2.03 1.89 0.92 1.41 0.01 0.51 0.90 -0.04 0.61 -0.13

NFYA 6236 2.24 2.73 5.71 1.06 0.55 2.94 1.22 2.09 3.01 2.76 2.54 1.34 2.27 -0.02 0.27 1.33 -1.09 -2.05 0.21

NFYB 3482 3.31 3.75 4.21 3.42 6.50 14.13 2.43 2.74 10.36 11.38 5.89 2.56 6.73 -1.02 -0.84 -0.68 -0.97 -0.05 1.26

NFYC 2380 23.76 25.99 31.98 40.97 24.24 28.93 18.75 20.61 23.56 15.52 29.31 4.87 19.61 0.28 0.41 0.71 1.06 0.31 -0.02

NGB 1885 0.02 0.00 0.09 0.00 0.01 0.94 0.00 0.00 0.00 0.01 0.18 -2.51 0.00 2.36 #NUM! 4.87 #NUM! 2.20 2.42

NGDN 1588 10.85 11.90 17.16 14.50 30.93 25.49 11.73 10.85 22.14 26.30 18.47 4.21 17.76 -0.71 -0.58 -0.05 -0.29 0.80 0.46

NGEF 3184 0.97 2.48 0.28 3.37 5.22 0.77 3.75 4.90 1.17 2.04 2.18 1.12 2.97 -1.61 -0.26 -3.43 0.18 0.82 -1.51

NGF 1052 0.32 0.75 1.27 0.69 0.21 5.01 0.94 0.59 15.42 5.49 1.38 0.46 5.61 -4.14 -2.91 -2.14 -3.02 -4.71 1.87

NGFR 3420 1.44 3.19 1.21 2.09 1.20 6.86 2.99 1.29 15.02 3.70 2.66 1.41 5.75 -2.00 -0.85 -2.25 -1.46 -2.27 1.36

NGFRAP1 980 64.20 47.25 33.50 77.01 206.99 115.96 32.04 40.80 137.35 81.72 90.82 6.50 72.98 -0.18 -0.63 -1.12 0.08 1.50 0.35

NGLY1 2599 6.77 8.28 12.55 12.75 4.99 8.10 13.84 6.73 7.18 9.75 8.90 3.15 9.38 -0.47 -0.18 0.42 0.44 -0.91 -0.14

NGRN 1777 64.61 35.07 53.59 39.36 108.57 77.29 35.35 31.63 118.88 94.67 63.08 5.98 70.13 -0.12 -1.00 -0.39 -0.83 0.63 0.29

NHEG1 1360 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NHEJ1 2119 4.95 6.41 3.72 4.49 2.98 5.14 3.79 3.33 6.44 4.49 4.61 2.21 4.51 0.13 0.51 -0.28 -0.01 -0.60 0.16

NHLH1 2594 0.01 0.16 0.01 0.07 0.07 0.02 0.00 0.08 0.00 0.00 0.06 -4.18 0.02 -1.02 2.89 -0.79 1.63 1.69 -1.59

NHLH2 2512 0.90 0.17 0.00 1.67 0.53 0.26 0.50 0.33 0.00 0.48 0.59 -0.77 0.33 1.47 -0.97 #NUM! 2.35 0.69 -1.19

NHLRC1 2134 1.76 0.93 0.34 0.78 3.72 1.14 0.45 0.45 0.24 0.32 1.45 0.53 0.37 2.26 1.35 -0.09 1.10 3.35 -0.34

NHLRC2 6409 1.24 2.76 1.37 2.63 1.57 2.83 1.79 2.23 1.52 1.86 2.06 1.05 1.85 -0.58 0.58 -0.43 0.51 -0.24 0.45

NHLRC3 3572 1.28 6.44 2.43 3.81 2.84 8.69 2.22 2.63 5.46 5.76 4.25 2.09 4.02 -1.64 0.68 -0.73 -0.08 -0.50 1.03

NHLRC4 2065 0.26 0.24 0.15 0.07 0.00 0.00 0.13 0.12 0.70 0.33 0.12 -3.05 0.32 -0.28 -0.40 -1.07 -2.25 #NUM! #NUM!

NHP2 867 112.25 58.84 49.77 119.60 112.28 71.21 70.94 58.22 85.20 74.91 87.32 6.45 72.31 0.63 -0.30 -0.54 0.73 0.63 -0.29

NHP2L1 1601 105.60 43.02 64.45 69.51 100.64 73.33 42.00 46.00 74.76 65.42 76.09 6.25 57.05 0.89 -0.41 0.18 0.29 0.82 -0.05

NHS 8776 0.73 2.57 1.38 0.61 0.42 1.88 1.40 2.66 1.29 1.76 1.27 0.34 1.78 -1.28 0.53 -0.37 -1.55 -2.07 0.57

NHSL1 7491 0.93 2.02 7.13 5.67 1.02 1.19 4.23 4.87 0.00 0.00 3.00 1.58 2.28 -1.28 -0.17 1.65 1.32 -1.16 -1.33

NHSL2 3678 0.18 0.72 0.84 0.41 0.07 0.00 0.00 1.08 0.00 0.00 0.37 -1.44 0.27 -0.61 1.42 1.63 0.60 -2.02 #NUM!

NICN1 3227 0.88 2.37 0.75 0.00 2.18 1.17 0.52 2.10 1.54 0.00 1.23 0.29 1.04 -0.25 1.19 -0.46 #NUM! 1.07 -0.06

NID1 5903 7.61 70.33 15.68 34.48 8.39 21.33 25.76 36.95 41.86 16.56 26.30 4.72 30.28 -1.99 1.22 -0.95 0.19 -1.85 -0.30

NID2 5063 1.13 7.55 4.18 3.02 1.78 4.97 1.89 1.74 8.73 3.54 3.77 1.92 3.97 -1.81 0.93 0.07 -0.39 -1.16 0.40

NIF3L1 1649 11.63 8.20 11.99 13.47 8.42 8.93 7.51 6.74 7.76 6.76 10.44 3.38 7.19 0.69 0.19 0.74 0.91 0.23 -0.23

NIM1 2326 0.04 0.14 0.18 0.05 0.15 0.33 0.66 0.19 0.58 0.46 0.15 -2.77 0.47 -3.57 -1.79 -1.40 -3.31 -1.65 1.16

NIN 10293 2.34 4.04 8.22 5.44 1.16 3.82 3.88 4.50 1.70 2.27 4.17 2.06 3.09 -0.40 0.39 1.41 0.82 -1.41 -0.13

NINJ1 1297 43.15 54.27 68.76 100.76 161.34 72.52 25.07 32.32 45.85 52.07 83.47 6.38 38.83 0.15 0.48 0.82 1.38 2.05 -0.20

NINJ2 1073 12.60 8.69 5.75 10.53 10.08 11.63 4.15 7.04 4.82 3.10 9.88 3.30 4.78 1.40 0.86 0.27 1.14 1.08 0.24

NINL 4979 1.19 4.15 1.56 1.96 1.75 1.52 3.30 1.72 1.67 2.17 2.02 1.02 2.22 -0.89 0.91 -0.50 -0.17 -0.34 -0.41

NIP7 2328 7.91 9.31 8.64 10.57 19.16 9.66 6.06 7.10 7.92 11.04 10.88 3.44 8.03 -0.02 0.21 0.11 0.40 1.26 -0.17

NIPA1 6565 1.91 2.10 6.29 3.46 2.09 2.64 1.82 1.78 1.25 2.46 3.08 1.62 1.82 0.06 0.20 1.78 0.92 0.19 -0.22

NIPA2 3477 11.58 8.37 0.00 0.00 9.53 10.68 0.00 0.00 10.25 18.64 6.69 2.74 7.22 0.68 0.21 #NUM! #NUM! 0.40 0.67

NIPAL1 2204 1.15 2.06 4.41 4.40 0.62 0.69 2.33 4.33 0.02 2.88 2.22 1.15 2.39 -1.06 -0.21 0.88 0.88 -1.95 -1.68

NIPAL2 2255 8.39 7.09 14.28 13.40 1.58 8.63 14.26 13.89 2.90 8.75 8.89 3.15 9.95 -0.25 -0.49 0.52 0.43 -2.66 -0.04

NIPAL3 5426 4.74 2.79 3.44 6.18 6.32 2.37 4.14 4.09 0.84 2.92 4.31 2.11 3.00 0.66 -0.10 0.20 1.04 1.08 -0.86

NIPAL4 3297 2.53 6.85 3.25 32.87 11.30 2.69 17.71 11.97 0.74 9.45 9.91 3.31 9.97 -1.98 -0.54 -1.62 1.72 0.18 -1.88

NIPBL 10389 3.53 8.01 15.51 9.77 0.99 4.71 8.51 8.73 1.62 6.07 7.09 2.83 6.23 -0.82 0.36 1.32 0.65 -2.66 -0.59

NIPSNAP1 2259 19.47 15.60 26.94 27.61 24.53 25.41 11.07 11.00 14.98 15.31 23.26 4.54 13.09 0.57 0.25 1.04 1.08 0.91 0.13

NIPSNAP3A 1664 10.15 9.45 5.48 6.75 16.14 24.14 6.83 6.98 22.36 27.69 12.02 3.59 15.97 -0.65 -0.76 -1.54 -1.24 0.02 1.01

NIPSNAP3B 1781 0.08 0.47 0.07 0.12 0.58 2.39 0.00 0.00 2.02 3.81 0.62 -0.70 1.46 -4.20 -1.65 -4.29 -3.61 -1.34 1.95

NISCH 5252 4.80 19.97 10.21 17.07 9.24 8.93 12.43 12.89 18.30 13.15 11.70 3.55 14.19 -1.57 0.49 -0.48 0.27 -0.62 -0.39

NIT1 2139 14.22 13.71 11.81 18.58 27.37 0.00 9.54 9.03 17.73 9.13 14.28 3.84 11.36 0.32 0.27 0.06 0.71 1.27 #NUM!

NIT2 1271 40.86 15.89 22.20 24.02 66.72 29.04 14.93 17.52 19.71 26.22 33.12 5.05 19.59 1.06 -0.30 0.18 0.29 1.77 -0.19

NKAIN1 2930 0.13 0.19 0.14 0.31 0.08 0.02 0.36 0.61 0.06 0.52 0.15 -2.77 0.39 -1.62 -1.02 -1.44 -0.34 -2.20 -2.62

NKAIN2 3315 0.52 0.01 0.02 0.00 0.00 0.20 0.07 0.07 0.29 0.16 0.12 -3.01 0.15 1.82 -4.11 -2.88 #NUM! -7.98 0.70

NKAIN3 1566 0.00 0.71 0.00 0.00 0.03 0.09 0.00 0.00 0.07 0.05 0.14 -2.86 0.03 #NUM! 4.69 #NUM! #NUM! -0.13 -0.55

NKAIN4 1447 0.58 1.09 0.05 0.08 0.12 0.71 0.03 0.02 0.42 0.30 0.44 -1.19 0.19 1.60 2.51 -2.03 -1.34 -0.69 0.70

NKAP 1600 5.61 8.04 7.19 7.41 5.31 12.74 6.10 5.98 7.49 7.76 7.72 2.95 6.83 -0.29 0.23 0.07 0.12 -0.36 0.72

NKAPL 1639 0.51 0.21 0.12 0.09 0.05 0.37 0.36 0.09 0.32 0.28 0.22 -2.16 0.26 0.98 -0.34 -1.11 -1.60 -2.44 0.74

NKAPP1 2434 0.96 0.66 0.38 0.43 0.13 0.48 0.41 0.17 0.23 1.00 0.51 -0.98 0.45 1.09 0.54 -0.24 -0.06 -1.74 -0.08

NKD1 2604 0.32 0.71 0.05 0.33 0.76 0.56 0.29 0.13 1.75 0.36 0.45 -1.14 0.63 -1.00 0.16 -3.64 -0.96 0.27 0.30

NKD2 1798 2.19 6.30 1.98 3.59 21.49 4.49 1.70 1.08 0.61 2.76 6.67 2.74 1.54 0.51 2.04 0.37 1.22 3.81 -0.57

NKG7 826 18.26 32.13 53.55 14.18 55.38 25.93 12.19 10.17 8.95 7.12 33.24 5.05 9.61 0.93 1.74 2.48 0.56 2.53 -0.36

NKIRAS1 2013 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NKIRAS2 2493 10.33 25.64 31.44 31.68 27.36 9.39 16.41 16.01 18.95 10.25 22.64 4.50 15.41 -0.58 0.73 1.03 1.04 0.83 -1.27

NKPD1 4687 0.28 0.13 0.16 0.91 0.71 0.00 1.39 0.60 0.01 0.41 0.37 -1.45 0.60 -1.09 -2.22 -1.96 0.60 0.24 #NUM!

NKRF 3747 1.05 2.75 3.72 2.78 2.78 3.50 2.09 3.19 2.45 4.21 2.76 1.47 2.98 -1.51 -0.12 0.32 -0.10 -0.10 0.34

NKTR 7312 5.31 12.01 14.20 20.46 0.71 6.34 10.32 15.46 1.54 4.04 9.84 3.30 7.84 -0.56 0.62 0.86 1.38 -3.47 -0.63

NKX1-2 971 0.03 0.03 0.00 0.12 0.00 0.00 0.03 0.03 0.00 0.03 0.03 -5.03 0.02 0.47 0.49 #NUM! 2.39 #NUM! #NUM!

NKX2-1 2352 0.00 0.07 0.20 0.00 0.00 0.01 0.13 0.04 0.00 0.00 0.05 -4.37 0.04 #NUM! 0.88 2.31 -4.38 #NUM! -2.15

NKX2-2 2095 0.00 0.00 0.03 0.00 0.00 0.09 0.04 0.01 0.00 0.00 0.02 -5.61 0.01 #NUM! #NUM! 1.17 #NUM! #NUM! 2.17

NKX2-3 2117 0.00 0.00 0.00 0.00 0.08 0.05 0.00 0.00 0.00 0.03 0.02 -5.52 0.01 #NUM! #NUM! #NUM! #NUM! 3.40 1.07

NKX2-4 1619 0.00 0.00 0.02 0.02 0.00 0.06 0.02 0.00 0.00 0.00 0.02 -5.87 0.00 #NUM! #NUM! 2.16 2.26 #NUM! 1.82

NKX2-5 1961 0.00 0.00 0.03 2.74 0.37 0.16 0.04 0.02 0.00 0.00 0.55 -0.86 0.01 #NUM! #NUM! 1.36 7.72 4.85 -1.79

NKX2-6 717 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.01 -7.20 0.01 #NUM! #NUM! 2.21 #NUM! #NUM! #NUM!

NKX2-8 1857 0.35 0.03 0.04 0.52 1.53 0.09 0.08 0.08 0.00 0.01 0.43 -1.22 0.04 3.05 -0.47 -0.25 3.61 5.16 -2.18

NKX3-1 3281 1.44 1.58 1.99 1.90 6.10 3.11 1.27 1.79 2.05 3.43 2.69 1.43 2.14 -0.57 -0.44 -0.10 -0.17 1.51 0.21

NKX3-2 2241 0.02 0.06 0.23 0.00 0.07 0.10 0.24 0.06 0.00 0.03 0.08 -3.66 0.08 -1.78 -0.45 1.45 #NUM! -0.29 0.27

NKX6-1 1116 0.00 0.00 0.00 0.34 0.00 0.02 0.00 0.03 0.05 0.00 0.06 -4.06 0.02 #NUM! #NUM! #NUM! 4.11 #NUM! -1.36

NKX6-2 1019 0.03 0.12 0.00 0.00 0.00 0.03 0.00 0.52 0.00 0.44 0.03 -5.08 0.24 -3.00 -0.98 #NUM! #NUM! #NUM! -0.18

NKX6-3 551 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NLE1 2726 2.47 3.36 3.33 2.15 14.39 2.68 2.04 1.41 7.25 3.03 4.73 2.24 3.43 -0.47 -0.03 -0.05 -0.67 2.07 -0.82

NLGN1 4918 0.11 0.23 0.05 0.02 0.01 0.29 0.54 0.42 0.41 0.43 0.12 -3.07 0.45 -2.03 -0.94 -3.03 -4.51 -6.47 1.28

NLGN2 4642 3.08 15.01 8.23 5.68 4.67 4.92 9.24 6.03 17.53 8.39 6.93 2.79 10.30 -1.74 0.54 -0.32 -0.86 -1.14 -0.49

NLGN3 3995 0.26 0.45 0.00 0.16 0.10 0.47 1.01 0.53 2.70 0.86 0.24 -2.05 1.27 -2.28 -1.49 #NUM! -2.95 -3.72 0.95



NLGN4X 5706 0.50 1.59 0.31 3.77 0.01 0.75 0.77 1.03 0.86 0.99 1.15 0.21 0.91 -0.86 0.80 -1.56 2.05 -7.34 -0.63

NLGN4Y 5631 0.00 0.01 0.00 0.06 0.00 0.04 0.00 0.01 0.01 0.00 0.02 -5.72 0.01 #NUM! 0.89 -0.88 3.48 #NUM! 1.08

NLK 3555 1.76 6.01 7.16 4.29 3.00 4.09 1.92 2.83 3.46 3.83 4.39 2.13 3.01 -0.77 1.00 1.25 0.51 0.00 -0.10

NLN 8672 0.97 1.26 1.58 1.20 1.60 1.60 1.03 1.31 1.19 1.84 1.37 0.45 1.34 -0.47 -0.09 0.23 -0.17 0.25 0.23

NLRC3 6401 0.39 3.20 2.35 1.32 0.51 2.20 0.78 0.75 0.00 1.11 1.66 0.73 0.66 -0.75 2.28 1.84 1.01 -0.38 0.41

NLRC4 3385 0.41 0.00 0.00 0.00 0.35 0.00 0.25 0.00 0.00 0.00 0.13 -2.98 0.06 2.74 #NUM! #NUM! #NUM! 2.50 #NUM!

NLRC5 6822 2.84 12.71 10.89 6.59 13.49 6.32 3.36 3.17 4.59 5.38 8.81 3.14 4.12 -0.54 1.62 1.40 0.68 1.71 -0.48

NLRP1 5623 2.08 8.62 4.34 3.95 4.57 3.04 6.31 6.99 6.57 4.99 4.43 2.15 6.22 -1.58 0.47 -0.52 -0.65 -0.45 -0.54

NLRP10 2020 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NLRP11 4059 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NLRP12 3871 0.22 0.27 0.15 0.21 0.09 0.14 0.69 0.10 0.38 0.09 0.18 -2.47 0.31 -0.53 -0.23 -1.07 -0.58 -1.73 -0.37

NLRP13 3157 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -9.49 0.00 #NUM! 1.98 #NUM! #NUM! #NUM! #NUM!

NLRP14 3823 0.00 0.03 0.00 0.00 0.00 0.02 0.01 0.02 0.01 0.01 0.01 -6.69 0.01 #NUM! 1.37 #NUM! #NUM! #NUM! 1.31

NLRP2 3590 1.05 19.13 0.25 0.23 18.77 0.08 3.86 4.85 0.14 0.53 6.58 2.72 2.34 -1.16 3.03 -3.23 -3.35 3.00 -6.36

NLRP3 4470 0.34 1.17 0.70 0.65 1.96 1.14 0.27 0.31 1.82 0.84 0.99 -0.01 0.81 -1.26 0.53 -0.20 -0.32 1.28 0.20

NLRP4 3690 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.01 0.01 0.00 -7.81 0.01 #NUM! #NUM! #NUM! 1.73 #NUM! #NUM!

NLRP6 2679 0.08 0.22 0.28 0.18 0.55 0.18 0.19 0.07 0.07 0.00 0.25 -2.01 0.08 -0.04 1.42 1.79 1.15 2.76 -0.50

NLRP7 3421 2.04 0.07 0.08 0.49 0.38 0.12 0.03 0.02 0.03 0.02 0.53 -0.92 0.02 6.39 1.45 1.62 4.34 3.95 -2.10

NLRP8 3934 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -8.24 0.00 3.57 #NUM! #NUM! #NUM! #NUM! #NUM!

NLRP9 3484 0.00 0.68 0.51 0.07 0.00 0.01 0.02 0.03 0.00 0.00 0.21 -2.24 0.01 #NUM! 5.66 5.23 2.29 #NUM! -4.00

NLRX1 3761 5.08 4.91 5.78 3.10 4.57 1.78 17.76 9.99 6.07 6.35 4.20 2.07 10.04 -0.98 -1.03 -0.80 -1.70 -1.14 -1.24

NMB 1046 32.19 2.70 11.56 6.29 38.27 0.00 2.83 2.38 5.41 7.17 15.17 3.92 4.45 2.86 -0.72 1.38 0.50 3.10 #NUM!

NMBR 1354 0.00 0.00 0.00 0.00 0.00 0.04 0.02 0.00 0.04 0.00 0.01 -7.33 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

NMD3 2758 5.54 7.23 9.86 11.52 12.95 19.62 6.33 10.21 8.89 22.95 11.12 3.48 12.09 -1.13 -0.74 -0.29 -0.07 0.10 0.82

NME1 1031 138.18 65.30 134.76 84.19 336.88 91.76 0.00 0.00 0.00 76.14 141.85 7.15 19.03 2.86 1.78 2.82 2.15 4.15 -0.63

NME1-NME2 1312 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NME2 867 563.38 334.05 453.85 321.54 1331.36 526.88 367.98 345.03 576.85 494.45 588.51 9.20 446.08 0.34 -0.42 0.02 -0.47 1.58 -0.16

NME3 1038 25.03 21.14 9.68 6.94 48.80 42.60 18.97 11.05 47.15 32.78 25.70 4.68 27.49 -0.14 -0.38 -1.51 -1.99 0.83 0.73

NME4 1059 41.44 38.16 10.70 30.29 72.14 30.78 41.56 29.06 163.55 41.21 37.25 5.22 68.85 -0.73 -0.85 -2.69 -1.18 0.07 -0.28

NME5 1243 0.22 0.74 0.06 0.09 0.00 1.49 0.30 0.49 1.58 1.88 0.43 -1.21 1.06 -2.31 -0.53 -4.24 -3.56 #NUM! 1.79

NME6 1189 5.95 7.84 10.30 9.04 8.97 3.74 5.73 3.72 5.32 3.30 7.64 2.93 4.52 0.40 0.80 1.19 1.00 0.99 -1.03

NME7 1646 8.04 0.00 0.00 6.59 9.89 14.60 3.81 0.00 7.31 11.20 6.52 2.71 5.58 0.53 #NUM! #NUM! 0.24 0.83 1.16

NMI 1501 13.31 12.85 26.21 27.53 36.28 35.99 5.15 6.25 12.58 16.97 25.36 4.66 10.24 0.38 0.33 1.36 1.43 1.83 0.51

NMNAT1 3781 1.24 1.49 1.49 1.73 0.87 1.62 1.55 1.07 1.90 1.31 1.41 0.49 1.46 -0.23 0.03 0.03 0.25 -0.75 0.21

NMNAT2 5579 0.33 1.10 0.11 0.27 0.14 0.42 0.52 0.40 0.57 0.41 0.39 -1.35 0.47 -0.52 1.23 -2.13 -0.83 -1.79 0.08

NMNAT3 1919 5.19 4.97 10.85 4.02 4.80 5.33 2.23 3.08 3.02 4.27 5.86 2.55 3.15 0.72 0.66 1.78 0.35 0.61 -0.14

NMRAL1 1401 34.14 20.22 16.89 24.02 68.63 21.24 14.55 13.92 30.85 18.82 30.86 4.95 19.54 0.81 0.05 -0.21 0.30 1.81 -0.54

NMT1 4903 18.70 17.43 39.42 44.11 19.13 10.74 29.46 11.01 13.70 9.52 24.92 4.64 15.92 0.23 0.13 1.31 1.47 0.26 -1.21

NMT2 5004 3.47 3.27 2.83 3.56 2.17 3.12 4.39 2.56 4.10 2.98 3.07 1.62 3.51 -0.01 -0.10 -0.31 0.02 -0.70 0.02

NMU 818 31.51 7.78 4.92 15.76 31.81 13.20 32.94 18.24 0.03 27.50 17.50 4.13 19.68 0.68 -1.34 -2.00 -0.32 0.69 -0.41

NMUR1 3274 0.09 0.08 0.09 0.00 0.14 0.16 0.20 0.06 1.66 0.05 0.09 -3.42 0.49 -2.48 -2.62 -2.39 #NUM! -1.79 0.74

NMUR2 2067 0.05 0.11 0.02 0.00 0.00 0.23 0.01 0.00 0.02 0.10 0.07 -3.89 0.03 0.65 1.65 -1.12 #NUM! #NUM! 1.78

NNAT 1338 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NNMT 1579 9.83 35.62 17.91 13.41 255.30 151.53 4.74 20.26 104.49 106.55 80.60 6.33 59.01 -2.59 -0.73 -1.72 -2.14 2.11 0.91

NNT 4689 4.87 6.39 9.44 7.14 3.08 8.95 4.00 4.58 9.08 4.99 6.65 2.73 5.66 -0.22 0.17 0.74 0.33 -0.88 0.43

NOB1 1733 33.83 22.31 20.74 24.61 50.90 18.65 22.53 18.68 20.44 23.35 28.51 4.83 21.25 0.67 0.07 -0.04 0.21 1.26 -0.61

NOBOX 2076 0.00 0.00 13.75 0.00 0.00 0.01 0.00 0.00 0.00 0.00 2.29 1.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -7.64

NOC2L 2817 20.68 20.31 27.79 24.19 35.41 21.15 23.37 18.41 22.93 22.01 24.92 4.64 21.68 -0.07 -0.09 0.36 0.16 0.71 -0.24

NOC3L 3475 2.80 2.73 3.17 3.72 2.38 5.19 2.58 3.34 2.72 5.24 3.33 1.74 3.47 -0.31 -0.35 -0.13 0.10 -0.54 0.64

NOC4L 1682 8.86 9.25 16.14 14.01 20.02 13.73 8.15 6.60 8.31 6.72 13.67 3.77 7.44 0.25 0.31 1.12 0.91 1.43 0.01

NOD1 4506 1.68 3.85 3.13 2.80 8.42 7.08 2.21 1.65 5.68 5.37 4.49 2.17 3.73 -1.15 0.05 -0.25 -0.41 1.17 0.66

NOD2 4485 4.49 4.04 2.66 1.77 1.10 1.13 9.71 9.68 0.55 8.16 2.53 1.34 7.03 -0.65 -0.80 -1.40 -1.99 -2.67 -1.16

NODAL 2086 0.00 0.43 0.08 0.07 0.05 0.10 0.07 0.51 0.13 0.18 0.12 -3.05 0.22 #NUM! 0.98 -1.52 -1.74 -2.17 -0.23

NOG 1892 0.19 1.04 0.02 0.05 0.18 0.33 0.86 1.08 0.81 0.64 0.30 -1.73 0.84 -2.16 0.29 -5.63 -3.95 -2.26 0.14

NOL10 3495 5.82 3.67 14.03 6.79 5.96 6.26 6.02 4.76 4.51 6.32 7.09 2.82 5.40 0.11 -0.56 1.38 0.33 0.14 -0.18

NOL11 2454 15.20 13.97 26.49 16.00 10.89 15.28 10.57 13.58 10.45 15.38 16.30 4.03 12.49 0.28 0.16 1.08 0.36 -0.20 -0.09

NOL12 2840 15.41 13.02 22.15 30.72 13.48 13.05 15.41 16.60 8.86 13.95 17.97 4.17 13.70 0.17 -0.07 0.69 1.16 -0.02 -0.46

NOL3 1885 10.68 7.34 4.56 8.18 25.46 6.76 11.30 7.61 11.05 8.00 10.50 3.39 9.49 0.17 -0.37 -1.06 -0.21 1.42 -0.63

NOL4 3968 0.02 0.22 0.00 0.00 0.00 0.02 0.04 0.00 0.01 0.08 0.04 -4.55 0.03 -0.81 2.87 #NUM! #NUM! #NUM! -1.19

NOL6 4895 4.25 8.48 9.06 4.28 6.76 4.07 6.09 5.68 5.47 6.75 6.15 2.62 6.00 -0.50 0.50 0.59 -0.49 0.17 -0.59

NOL7 896 27.96 39.68 44.65 31.91 65.78 50.95 26.79 23.88 41.82 44.76 43.49 5.44 34.31 -0.30 0.21 0.38 -0.10 0.94 0.23

NOL8 4440 6.45 7.98 7.86 8.96 2.45 5.36 4.97 5.25 2.43 3.60 6.51 2.70 4.07 0.67 0.97 0.95 1.14 -0.73 -0.28

NOL9 6728 1.41 2.93 3.40 3.12 0.93 1.85 2.06 1.62 1.69 1.37 2.27 1.18 1.68 -0.26 0.80 1.01 0.89 -0.86 -0.30

NOLC1 3936 12.88 6.14 11.18 24.02 40.18 22.19 11.28 19.12 15.28 14.59 19.43 4.28 15.07 -0.23 -1.29 -0.43 0.67 1.42 0.19

NOM1 6082 1.14 2.42 7.67 3.53 3.04 2.21 1.92 3.35 1.90 2.96 3.33 1.74 2.53 -1.15 -0.07 1.60 0.48 0.26 -0.59

NOMO1 4261 9.44 23.66 16.58 25.68 26.63 14.50 14.33 12.02 21.94 12.23 19.41 4.28 15.13 -0.68 0.65 0.13 0.76 0.82 -0.42

NOMO2 4317 10.33 27.57 19.34 25.48 31.23 17.57 15.67 12.15 25.15 15.40 21.92 4.45 17.09 -0.73 0.69 0.18 0.58 0.87 -0.32

NOMO3 4336 7.02 20.19 14.17 16.31 22.53 13.01 11.37 8.32 17.89 11.38 15.54 3.96 12.24 -0.80 0.72 0.21 0.41 0.88 -0.26

NONO 3228 37.76 102.25 97.85 78.29 95.85 81.23 59.36 58.80 64.45 56.96 82.20 6.36 59.89 -0.67 0.77 0.71 0.39 0.68 -0.02

NOP10 552 370.90 206.33 321.91 258.47 201.15 161.89 173.52 196.24 167.38 162.71 253.44 7.99 174.96 1.08 0.24 0.88 0.56 0.20 -0.65

NOP14 2939 3.94 9.54 13.91 10.25 15.31 6.83 6.81 10.00 7.10 8.23 9.96 3.32 8.04 -1.03 0.25 0.79 0.35 0.93 -0.54

NOP16 537 0.00 8.28 15.38 13.96 38.23 11.22 13.44 14.83 13.78 20.44 14.51 3.86 15.62 #NUM! -0.92 -0.02 -0.16 1.29 -0.37

NOP2 2729 9.42 10.86 20.27 14.37 25.94 6.73 8.54 6.98 0.00 7.78 14.60 3.87 5.82 0.69 0.90 1.80 1.30 2.16 -1.12

NOP56 2169 37.85 30.03 46.21 40.92 50.00 27.56 21.83 17.61 33.73 22.97 38.76 5.28 24.04 0.65 0.32 0.94 0.77 1.06 -0.49

NOP58 1979 55.84 33.12 40.25 89.64 12.67 32.41 50.14 33.54 10.97 36.19 43.99 5.46 32.71 0.77 0.02 0.30 1.45 -1.37 -0.44

NOS1 12291 0.03 0.13 0.02 0.09 0.00 0.01 1.13 0.82 0.04 0.06 0.05 -4.39 0.51 -3.99 -1.96 -4.51 -2.50 -11.45 -2.22

NOS1AP 5559 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.11 0.01 -6.50 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

NOS2 4206 0.08 0.69 0.27 0.00 0.01 0.28 0.00 0.03 0.14 0.11 0.22 -2.18 0.07 0.18 3.31 1.94 #NUM! -2.59 0.32

NOS3 4345 1.07 4.99 1.72 1.56 0.61 3.28 2.13 4.10 9.45 8.03 2.20 1.14 5.93 -2.47 -0.25 -1.79 -1.92 -3.28 0.57

NOSIP 1116 48.59 28.73 44.29 103.99 34.22 35.87 29.20 22.78 44.55 32.68 49.28 5.62 32.30 0.59 -0.17 0.46 1.69 0.08 -0.46

NOSTRIN 2819 8.54 4.95 1.75 0.91 0.26 7.40 11.74 7.12 13.28 8.68 3.97 1.99 10.20 -0.26 -1.04 -2.54 -3.49 -5.27 0.90

NOTCH1 9309 4.61 15.21 10.99 25.85 10.65 4.72 11.14 10.06 7.61 5.81 12.01 3.59 8.65 -0.91 0.81 0.35 1.58 0.30 -1.35

NOTCH2 11474 7.35 20.86 15.71 12.14 4.41 9.42 22.14 18.71 8.12 10.52 11.65 3.54 14.88 -1.02 0.49 0.08 -0.29 -1.75 -0.31

NOTCH2NL 4962 1.10 4.37 6.01 0.00 26.97 25.19 3.43 3.30 10.54 4.04 10.61 3.41 5.33 -2.27 -0.29 0.17 #NUM! 2.34 1.25

NOTCH3 8089 12.76 33.86 44.82 30.86 21.09 13.13 34.40 37.17 38.61 17.51 26.09 4.71 31.92 -1.32 0.08 0.49 -0.05 -0.60 -0.99

NOTCH4 6762 0.72 3.25 1.89 0.36 0.92 0.00 1.15 0.44 2.77 0.00 1.19 0.25 1.09 -0.60 1.58 0.80 -1.62 -0.24 #NUM!

NOTO 1448 0.00 0.00 0.00 0.12 0.04 0.00 0.00 0.00 0.00 0.00 0.03 -5.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NOTUM 2281 0.41 0.53 0.33 0.15 0.53 1.19 0.12 0.02 0.01 0.10 0.52 -0.93 0.06 2.72 3.07 2.39 1.29 3.09 1.18

NOV 2601 1.02 1.77 1.74 1.03 0.16 5.81 5.42 5.10 11.33 3.01 1.92 0.94 6.21 -2.61 -1.81 -1.84 -2.59 -5.25 1.60

NOVA1 3918 6.28 7.53 0.83 1.18 0.01 4.07 10.61 6.31 6.07 4.28 3.32 1.73 6.82 -0.12 0.14 -3.03 -2.53 -9.07 0.30

NOVA2 1885 0.32 0.75 0.57 0.30 0.33 0.98 0.56 0.79 2.14 0.78 0.54 -0.89 1.07 -1.73 -0.51 -0.91 -1.85 -1.70 0.86

NOX1 2529 0.03 0.58 0.01 0.00 0.00 1.53 0.67 0.00 0.00 0.00 0.36 -1.47 0.17 -2.30 1.79 -3.66 #NUM! #NUM! 2.09

NOX4 4615 0.40 1.43 0.46 0.27 0.16 4.03 0.05 0.33 0.26 0.84 1.12 0.17 0.37 0.09 1.94 0.30 -0.44 -1.20 1.84

NOX5 3015 0.52 0.17 0.00 0.21 0.37 0.26 0.46 0.24 0.36 0.39 0.25 -1.98 0.36 0.52 -1.13 #NUM! -0.80 0.01 0.04

NOXA1 1650 4.86 9.94 3.13 17.22 17.59 2.48 10.87 4.07 2.31 3.70 9.20 3.20 5.24 -0.11 0.92 -0.74 1.72 1.75 -1.89

NOXO1 1587 1.54 4.33 0.79 0.00 10.24 0.16 0.00 0.00 0.08 0.47 2.84 1.51 0.14 3.47 4.96 2.51 #NUM! 6.20 -4.11

NPAS1 2066 0.47 0.57 1.02 1.53 0.72 0.22 0.18 0.08 0.04 0.21 0.76 -0.40 0.13 1.89 2.18 3.02 3.60 2.51 -1.77

NPAS2 4004 3.60 12.26 9.24 14.83 0.86 1.71 15.58 11.55 3.91 4.86 7.08 2.82 8.98 -1.32 0.45 0.04 0.72 -3.38 -2.05

NPAS3 5939 0.06 0.30 0.06 0.02 0.01 0.37 0.10 0.12 0.41 0.41 0.14 -2.86 0.26 -2.04 0.23 -2.20 -3.56 -4.39 1.42

NPAS4 3302 0.01 0.10 0.05 0.06 0.03 0.06 0.18 0.02 1.04 0.09 0.05 -4.27 0.33 -5.39 -1.69 -2.84 -2.47 -3.48 0.28

NPAT 5962 2.61 3.59 3.48 2.87 0.43 2.70 2.39 3.87 0.93 2.37 2.61 1.39 2.39 0.13 0.59 0.54 0.26 -2.46 0.05

NPB 634 0.00 0.00 12.89 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.15 1.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NPBWR1 987 0.00 0.22 0.00 2.26 1.14 0.22 0.43 0.06 0.00 0.03 0.64 -0.64 0.13 #NUM! 0.78 #NUM! 4.13 3.15 -1.56

NPC1 4827 3.80 8.79 21.68 19.17 8.70 9.16 8.58 9.91 5.99 9.94 11.88 3.57 8.60 -1.18 0.03 1.33 1.16 0.02 -0.38

NPC1L1 5066 0.04 0.10 0.00 0.00 0.03 0.02 0.09 0.13 0.09 0.11 0.03 -5.00 0.10 -1.29 -0.04 #NUM! #NUM! -1.79 -0.78

NPC2 921 73.31 125.05 87.10 211.40 293.55 383.04 118.42 91.06 248.98 247.05 195.58 7.61 176.38 -1.27 -0.50 -1.02 0.26 0.73 0.97

NPDC1 1548 12.90 32.24 6.23 18.58 29.53 26.39 27.62 15.72 63.06 32.47 20.98 4.39 34.72 -1.43 -0.11 -2.48 -0.90 -0.23 0.33

NPEPL1 2217 7.48 15.79 10.07 13.10 19.18 9.38 11.04 9.06 20.17 9.05 12.50 3.64 12.33 -0.72 0.36 -0.29 0.09 0.64 -0.41

NPEPPS 4364 10.40 30.18 16.39 34.80 12.81 15.80 33.89 30.45 13.47 25.28 20.06 4.33 25.77 -1.31 0.23 -0.65 0.43 -1.01 -0.34

NPFF 592 2.61 2.20 0.00 0.00 0.00 0.00 2.49 1.22 0.00 1.86 0.80 -0.32 1.39 0.91 0.66 #NUM! #NUM! #NUM! #NUM!

NPFFR1 1311 0.00 0.22 0.16 0.00 0.00 0.04 0.16 1.03 0.00 0.00 0.07 -3.85 0.30 #NUM! -0.42 -0.94 #NUM! #NUM! -0.85

NPFFR2 2056 0.00 0.01 0.03 0.01 0.00 0.02 0.00 0.00 0.02 0.04 0.01 -6.33 0.02 #NUM! -0.26 0.96 -0.94 #NUM! 0.58

NPHP1 2758 2.25 4.12 0.41 0.59 0.35 2.77 1.01 3.10 1.87 1.56 1.75 0.81 1.88 0.26 1.13 -2.19 -1.68 -2.44 0.67

NPHP3 5418 0.74 2.22 0.98 4.61 0.00 1.81 1.40 0.72 0.77 3.95 1.73 0.79 1.71 -1.20 0.38 -0.80 1.43 #NUM! 0.07

NPHP3-ACAD11 7788 0.00 0.00 0.61 0.00 0.00 0.00 0.96 0.00 0.45 0.92 0.10 -3.29 0.58 #NUM! #NUM! 0.08 #NUM! #NUM! #NUM!

NPHP4 5022 0.72 1.82 1.66 1.80 1.16 1.39 1.20 1.76 1.62 1.37 1.42 0.51 1.49 -1.05 0.29 0.16 0.28 -0.36 -0.03

NPHS1 5024 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.54

NPHS2 1893 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

NPIP 1102 20.09 79.71 23.98 84.06 17.70 77.65 60.32 36.42 46.80 81.21 50.53 5.66 56.19 -1.48 0.50 -1.23 0.58 -1.67 0.62

NPIPL3 3638 13.02 73.25 38.56 58.41 2.36 9.44 43.83 32.09 2.97 6.70 32.51 5.02 21.40 -0.72 1.78 0.85 1.45 -3.18 -1.78

NPL 3027 9.99 5.57 0.00 14.19 3.65 8.83 2.40 3.50 3.86 4.61 7.04 2.82 3.59 1.48 0.63 #NUM! 1.98 0.02 0.33

NPLOC4 4401 7.80 24.33 22.46 35.31 28.99 11.89 16.28 11.58 17.35 10.69 21.80 4.45 13.98 -0.84 0.80 0.68 1.34 1.05 -0.87

NPM1 1449 196.21 141.74 138.92 200.37 524.25 515.60 203.43 177.82 317.92 574.26 286.18 8.16 318.36 -0.70 -1.17 -1.20 -0.67 0.72 0.85

NPM2 1118 1.69 0.69 1.18 0.79 4.21 0.00 0.66 0.14 0.19 0.00 1.43 0.51 0.25 2.76 1.47 2.25 1.67 4.08 #NUM!

NPM3 904 24.41 16.67 10.52 10.75 38.86 18.96 8.20 9.41 23.21 18.34 20.03 4.32 14.79 0.72 0.17 -0.49 -0.46 1.39 -0.08

NPNT 4682 1.53 11.78 22.67 14.34 4.04 8.97 3.94 4.61 13.13 9.99 10.55 3.40 7.92 -2.38 0.57 1.52 0.86 -0.97 -0.23

NPPA 858 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NPPA-AS1 1662 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NPPC 381 0.44 0.25 0.06 0.00 0.59 0.76 0.26 0.15 1.48 0.43 0.35 -1.52 0.58 -0.41 -1.22 -3.33 #NUM! 0.02 1.13

NPR1 4201 1.48 1.71 0.93 0.66 0.60 3.21 2.41 0.00 8.62 3.72 1.43 0.52 3.69 -1.31 -1.10 -1.99 -2.48 -2.62 1.16

NPR2 3447 2.23 6.59 0.86 1.11 0.94 5.28 6.23 3.94 23.80 7.10 2.84 1.50 10.27 -2.20 -0.64 -3.58 -3.21 -3.45 0.90

NPR3 7450 0.99 1.50 0.83 0.11 0.20 1.37 1.82 2.12 0.57 1.43 0.83 -0.26 1.49 -0.59 0.02 -0.83 -3.82 -2.89 0.72

NPRL2 1672 9.83 10.43 10.19 10.07 7.80 5.68 7.64 6.73 6.84 6.63 9.00 3.17 6.96 0.50 0.58 0.55 0.53 0.16 -0.66

NPRL3 2753 3.71 11.85 11.39 12.50 8.48 4.87 9.06 9.46 5.91 3.89 8.80 3.14 7.08 -0.93 0.74 0.69 0.82 0.26 -0.85

NPSR1 1567 0.00 0.00 0.58 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.10 -3.37 0.01 #NUM! #NUM! 6.67 #NUM! #NUM! #NUM!

NPTN 2454 50.29 57.86 39.94 66.85 44.69 71.37 42.53 44.58 107.57 73.52 55.17 5.79 67.05 -0.42 -0.21 -0.75 0.00 -0.59 0.37

NPTX1 5437 0.01 0.19 0.04 0.12 1.82 0.13 0.02 0.05 0.01 0.31 0.39 -1.37 0.10 -3.39 0.96 -1.36 0.34 4.20 -1.59

NPTX2 2738 0.37 1.05 1.07 0.91 0.82 1.37 0.59 0.53 6.58 1.08 0.93 -0.10 2.19 -2.56 -1.06 -1.04 -1.27 -1.43 0.56

NPTXR 5831 0.45 1.73 0.49 0.87 0.47 1.88 2.99 1.45 6.04 1.99 0.98 -0.03 3.12 -2.78 -0.85 -2.66 -1.84 -2.73 0.93

NPVF 1190 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.92 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NPW 1033 4.05 1.00 0.18 3.86 34.41 0.55 1.77 0.86 0.58 0.41 7.34 2.88 0.91 2.16 0.15 -2.36 2.09 5.25 -3.74

NPY 576 0.47 0.00 0.00 0.00 0.00 0.00 0.35 0.14 2.29 0.11 0.08 -3.67 0.72 -0.62 #NUM! #NUM! #NUM! #NUM! #NUM!

NPY1R 2974 0.56 14.86 0.13 0.18 0.00 2.01 1.49 1.44 4.16 1.26 2.96 1.56 2.09 -1.89 2.83 -4.06 -3.54 #NUM! -0.56

NPY2R 3747 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -7.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.12

NPY5R 1936 0.09 0.11 0.02 0.00 0.00 0.14 0.03 0.11 0.85 0.12 0.06 -4.07 0.28 -1.62 -1.39 -3.98 #NUM! #NUM! 1.28

NPY6R 2988 0.09 0.04 0.02 0.03 0.01 0.22 0.32 0.05 1.24 0.09 0.07 -3.89 0.43 -2.27 -3.59 -4.37 -3.68 -5.69 1.69

NQO1 2601 20.24 25.96 3.77 33.59 15.76 31.85 10.79 5.45 10.09 9.95 21.86 4.45 9.07 1.16 1.52 -1.27 1.89 0.80 0.54

NQO2 1139 9.87 18.03 10.01 32.18 41.71 21.27 9.39 14.09 28.85 14.92 22.18 4.47 16.81 -0.77 0.10 -0.75 0.94 1.31 -0.06

NR0B1 1591 0.73 0.68 0.31 0.00 0.00 0.81 2.16 1.23 0.03 2.67 0.42 -1.25 1.52 -1.07 -1.17 -2.28 #NUM! #NUM! 0.94

NR0B2 1277 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NR1D1 2788 3.97 19.87 10.62 6.20 10.93 9.14 7.25 14.03 7.16 13.71 10.12 3.34 10.54 -1.41 0.92 0.01 -0.76 0.05 -0.15

NR1D2 5268 2.49 5.96 3.33 2.66 0.93 11.81 1.55 2.99 4.97 11.68 4.53 2.18 5.30 -1.09 0.17 -0.67 -0.99 -2.51 1.38

NR1H2 2087 41.02 38.63 67.33 65.46 31.20 28.16 38.16 41.10 57.42 31.26 45.30 5.50 41.98 -0.03 -0.12 0.68 0.64 -0.43 -0.69

NR1H3 1720 5.03 8.91 9.17 0.00 0.00 10.25 4.19 3.46 7.81 5.63 5.56 2.48 5.27 -0.07 0.76 0.80 #NUM! #NUM! 0.88

NR1H4 2492 0.00 0.03 0.00 0.00 0.00 0.03 0.05 0.00 0.01 0.05 0.01 -6.57 0.03 #NUM! 0.09 #NUM! #NUM! #NUM! 1.67

NR1I2 4446 0.00 0.38 0.00 0.00 0.04 0.08 0.00 0.00 0.03 0.01 0.08 -3.60 0.01 #NUM! 5.51 #NUM! #NUM! 2.11 -0.11

NR1I3 1414 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NR2C1 4029 21.67 4.03 3.23 6.35 1.73 3.74 2.59 4.46 2.60 4.00 6.79 2.76 3.41 2.67 0.24 -0.08 0.90 -0.98 -0.86

NR2C2 8330 2.22 6.47 5.65 5.24 0.00 2.82 3.07 4.48 2.36 0.00 3.73 1.90 2.48 -0.16 1.39 1.19 1.08 #NUM! -0.41

NR2C2AP 1316 14.26 7.89 12.66 7.10 53.13 13.83 8.48 6.21 15.62 9.93 18.15 4.18 10.06 0.50 -0.35 0.33 -0.50 2.40 -0.39

NR2E1 3271 0.00 0.03 0.02 0.00 0.01 0.04 0.00 0.00 0.00 0.00 0.02 -5.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.33

NR2E3 1999 0.00 0.15 0.03 0.05 0.01 0.02 0.30 0.18 0.05 0.04 0.05 -4.46 0.14 #NUM! 0.09 -2.15 -1.46 -3.48 -0.91

NR2F1 3210 11.40 17.40 3.27 2.70 0.12 7.56 15.28 12.98 20.71 10.20 7.07 2.82 14.79 -0.38 0.23 -2.18 -2.46 -7.00 0.10

NR2F2 5110 25.57 70.67 8.38 13.66 4.02 25.97 37.16 14.89 38.77 30.39 24.71 4.63 30.30 -0.25 1.22 -1.85 -1.15 -2.91 0.07

NR2F6 1804 16.65 23.60 19.87 18.86 59.48 14.17 21.62 12.48 15.36 11.04 25.44 4.67 15.12 0.14 0.64 0.39 0.32 1.98 -0.84

NR3C1 7286 5.61 8.88 8.75 9.25 13.58 14.25 7.61 13.23 7.41 12.23 10.05 3.33 10.12 -0.85 -0.19 -0.21 -0.13 0.42 0.50

NR3C2 5915 0.26 1.43 2.06 0.20 0.03 2.31 1.86 1.71 3.36 2.91 1.05 0.07 2.46 -3.24 -0.79 -0.25 -3.65 -6.57 1.14

NR4A1 2692 1.46 41.78 120.76 59.07 102.80 417.52 31.78 283.03 487.46 413.30 123.90 6.95 303.89 -7.70 -2.86 -1.33 -2.36 -1.56 1.75

NR4A2 3546 0.56 5.19 25.18 6.71 14.35 93.14 3.09 33.10 15.01 37.46 24.19 4.60 22.17 -5.30 -2.09 0.18 -1.72 -0.63 1.95

NR4A3 5707 0.08 3.74 10.32 6.79 0.97 49.62 2.18 17.85 12.11 30.29 11.92 3.58 15.61 -7.58 -2.06 -0.60 -1.20 -4.01 2.06

NR5A1 3095 0.00 0.01 5.41 0.19 0.01 0.00 0.02 0.02 0.00 0.00 0.94 -0.09 0.01 #NUM! -0.04 9.27 4.42 -0.14 #NUM!

NR5A2 5054 0.82 0.96 0.84 0.51 0.15 1.97 0.52 0.71 3.03 1.96 0.88 -0.19 1.55 -0.92 -0.69 -0.89 -1.61 -3.40 1.17

NR6A1 1918 0.23 0.69 0.66 1.15 1.02 0.22 0.36 0.79 0.03 0.31 0.66 -0.59 0.37 -0.70 0.90 0.82 1.63 1.46 -1.62

NRADDP 1012 0.15 0.99 0.18 0.08 0.22 0.08 0.13 0.37 0.05 0.42 0.28 -1.82 0.24 -0.68 2.04 -0.44 -1.67 -0.11 -1.84

NRARP 2639 12.89 9.90 21.65 17.84 37.96 13.75 15.62 25.84 12.23 36.23 19.00 4.25 22.48 -0.80 -1.18 -0.05 -0.33 0.76 -0.47

NRAS 4454 7.76 9.08 0.00 16.19 12.21 0.00 0.00 0.00 0.00 0.00 7.54 2.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

NRBF2 1916 15.27 12.64 196.92 30.57 12.18 13.87 10.36 11.47 10.00 16.42 46.91 5.55 12.06 0.34 0.07 4.03 1.34 0.01 -1.76

NRBP1 2212 56.11 47.55 91.69 60.79 76.25 9.24 55.86 54.69 60.48 61.58 56.94 5.83 58.15 -0.05 -0.29 0.66 0.06 0.39 -2.62

NRBP2 3723 5.73 7.67 3.53 8.12 4.64 5.06 5.60 4.63 7.29 4.52 5.79 2.53 5.51 0.06 0.48 -0.64 0.56 -0.25 -0.19

NRCAM 6406 0.28 0.51 10.78 0.19 0.14 0.39 0.15 0.12 0.19 0.40 2.05 1.03 0.21 0.41 1.24 5.65 -0.16 -0.66 -2.39

NRD1 4040 8.31 27.27 22.02 16.05 6.61 25.80 10.25 11.49 11.33 13.09 17.68 4.14 11.54 -0.47 1.24 0.93 0.48 -0.80 0.55

NRF1 3540 2.25 4.31 6.78 3.67 4.01 3.49 3.07 2.52 4.66 4.01 4.08 2.03 3.57 -0.66 0.27 0.93 0.04 0.17 -0.23

NRG1 3220 3.83 6.73 2.11 3.55 4.47 4.31 2.38 5.83 2.51 5.62 4.16 2.06 4.09 -0.09 0.72 -0.95 -0.20 0.13 0.05

NRG2 3963 0.80 1.50 0.08 0.37 0.14 0.84 0.99 1.18 0.42 0.94 0.62 -0.68 0.88 -0.14 0.76 -3.43 -1.24 -2.63 0.44

NRG3 3692 0.00 0.05 0.00 0.02 0.00 0.01 0.02 0.01 0.02 0.03 0.01 -6.21 0.02 #NUM! 1.28 #NUM! -0.20 #NUM! 0.03

NRG4 2195 5.37 1.20 0.25 1.83 1.85 0.44 0.74 1.28 0.01 0.82 1.82 0.86 0.71 2.91 0.74 -1.53 1.36 1.37 -2.06

NRGN 1238 5.08 5.09 3.18 3.62 6.59 6.10 17.48 5.03 23.89 7.03 4.94 2.31 13.36 -1.39 -1.39 -2.07 -1.88 -1.02 0.30

NRIP1 7556 2.66 8.93 13.52 20.48 1.13 6.65 8.05 16.70 4.54 8.43 8.89 3.15 9.43 -1.83 -0.08 0.52 1.12 -3.06 -0.42

NRIP2 2787 0.90 0.00 0.00 0.00 0.00 0.00 1.83 0.71 10.00 0.00 0.15 -2.74 3.14 -1.81 #NUM! #NUM! #NUM! #NUM! #NUM!

NRIP3 3809 0.47 0.59 2.84 1.23 3.14 1.08 0.24 0.32 1.28 0.57 1.56 0.64 0.60 -0.37 -0.02 2.23 1.03 2.38 -0.52

NRK 8080 0.08 0.41 0.11 0.03 0.00 0.63 0.21 0.04 0.71 0.35 0.21 -2.25 0.33 -2.14 0.31 -1.64 -3.39 #NUM! 1.59

NRL 1974 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

NRM 1433 33.65 28.84 28.21 37.74 38.15 20.96 16.29 13.56 17.37 11.50 31.26 4.97 14.68 1.20 0.97 0.94 1.36 1.38 -0.58

NRN1 2072 3.09 3.59 2.19 0.23 0.31 13.80 7.81 7.52 29.76 14.86 3.87 1.95 14.99 -2.28 -2.06 -2.78 -6.00 -5.60 1.83

NRN1L 633 0.90 0.00 0.13 0.14 0.16 0.44 0.00 0.00 0.00 0.00 0.30 -1.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.57

NRP1 5895 6.81 15.57 8.92 18.49 4.28 24.39 9.22 9.55 20.70 15.24 13.08 3.71 13.68 -1.01 0.19 -0.62 0.43 -1.68 0.90

NRP2 6671 2.28 17.33 14.57 3.86 2.64 9.59 6.08 5.26 34.84 15.46 8.38 3.07 15.41 -2.76 0.17 -0.08 -2.00 -2.54 0.19

NRSN1 2408 0.00 0.03 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.01 -6.58 0.00 #NUM! 3.88 #NUM! #NUM! #NUM! 1.49

NRSN2 2402 7.11 13.92 10.74 11.51 18.65 11.36 5.86 4.51 23.17 8.89 12.21 3.61 10.61 -0.58 0.39 0.02 0.12 0.81 -0.10

NRTN 1141 0.60 1.06 0.73 1.84 4.34 0.40 2.05 0.42 0.42 0.20 1.50 0.58 0.77 -0.37 0.45 -0.07 1.26 2.49 -1.89

NRXN1 9578 0.08 0.15 0.04 0.01 0.00 1.37 0.56 0.04 1.63 0.56 0.27 -1.87 0.70 -3.15 -2.25 -4.27 -5.91 -10.43 2.32

NRXN2 6639 0.99 8.10 7.25 1.65 0.16 3.84 6.43 3.04 15.12 3.79 3.67 1.87 7.09 -2.84 0.19 0.03 -2.10 -5.44 0.07

NRXN3 6163 0.30 0.73 0.20 0.30 0.01 0.41 0.65 0.24 1.24 0.38 0.32 -1.62 0.63 -1.06 0.21 -1.62 -1.07 -6.91 0.34

NSA2 1104 93.70 93.76 49.01 82.46 114.86 153.93 87.07 91.17 118.91 154.52 97.95 6.61 112.92 -0.27 -0.27 -1.20 -0.45 0.02 0.65

NSD1 12998 2.35 5.84 5.86 8.82 2.54 3.34 7.06 5.08 2.31 2.39 4.79 2.26 4.21 -0.84 0.47 0.48 1.07 -0.73 -0.52

NSDHL 1648 37.08 14.64 29.37 17.37 26.01 13.63 28.28 22.81 19.07 23.93 23.02 4.52 23.52 0.66 -0.68 0.32 -0.44 0.14 -0.76

NSF 3983 8.56 10.52 13.63 10.13 5.30 9.18 9.39 10.34 8.48 7.73 9.55 3.26 8.98 -0.07 0.23 0.60 0.17 -0.76 -0.06

NSFL1C 3574 16.07 18.76 11.90 14.35 35.54 20.75 19.08 17.54 18.86 18.82 19.56 4.29 18.58 -0.21 0.01 -0.64 -0.37 0.94 0.09

NSL1 13233 1.70 1.96 1.33 1.02 10.93 2.32 1.04 0.92 1.36 1.24 3.21 1.68 1.14 0.57 0.78 0.22 -0.17 3.26 -0.47

NSMAF 3582 4.13 9.75 5.86 7.39 8.54 13.48 6.28 5.86 10.37 11.25 8.19 3.03 8.44 -1.03 0.21 -0.53 -0.19 0.02 0.72



NSMCE1 1079 48.09 39.20 23.17 39.00 67.95 40.44 22.80 19.71 45.59 31.39 42.97 5.43 29.87 0.69 0.39 -0.37 0.38 1.19 -0.09

NSMCE2 1225 13.29 7.69 10.84 18.64 18.28 18.04 7.76 8.51 16.30 15.44 14.46 3.85 12.00 0.15 -0.64 -0.15 0.64 0.61 0.32

NSMCE4A 1420 16.69 15.55 9.07 15.47 13.36 25.50 12.83 10.22 18.86 20.67 15.94 3.99 15.64 0.09 -0.01 -0.79 -0.02 -0.23 0.68

NSRP1 2542 12.24 10.57 16.99 22.44 1.61 6.85 22.47 8.00 2.54 6.44 11.79 3.56 9.87 0.31 0.10 0.78 1.19 -2.61 -0.78

NSUN2 3389 5.07 8.58 24.09 17.18 11.68 16.31 7.10 10.06 9.95 15.81 13.82 3.79 10.73 -1.08 -0.32 1.17 0.68 0.12 0.24

NSUN3 1465 1.59 2.55 2.38 6.05 2.62 3.65 1.26 1.78 1.92 2.30 3.14 1.65 1.82 -0.19 0.49 0.39 1.74 0.53 0.22

NSUN4 4465 2.11 2.55 6.10 2.90 4.93 4.38 2.44 2.44 3.02 3.61 3.83 1.94 2.88 -0.45 -0.18 1.08 0.01 0.78 0.19

NSUN5 2446 8.98 0.00 0.00 12.47 24.16 8.71 0.00 0.00 8.64 7.73 9.06 3.18 4.09 1.13 #NUM! #NUM! 1.61 2.56 -0.06

NSUN5P1 1751 5.00 0.00 0.00 0.00 9.25 7.61 0.00 0.00 5.75 5.34 3.64 1.87 2.77 0.85 #NUM! #NUM! #NUM! 1.74 1.06

NSUN5P2 1784 4.60 0.00 0.00 0.00 0.00 4.76 0.00 0.00 0.00 0.00 1.56 0.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.61

NSUN6 2426 1.50 2.43 3.40 3.88 1.94 4.85 1.74 2.81 1.43 3.68 3.00 1.58 2.42 -0.69 0.01 0.49 0.68 -0.32 0.69

NSUN7 3711 0.56 0.85 0.94 0.11 1.38 0.00 0.87 0.60 0.42 0.90 0.64 -0.65 0.70 -0.33 0.28 0.43 -2.71 0.98 #NUM!

NT5C 970 35.73 21.92 18.40 13.49 81.89 27.08 19.12 13.73 0.00 27.83 33.09 5.05 15.17 1.24 0.53 0.28 -0.17 2.43 -0.29

NT5C1A 1107 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

NT5C1B 2949 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NT5C1B-RDH14 2982 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NT5C2 5361 12.70 19.96 14.68 26.56 16.19 18.16 18.45 22.25 13.79 23.66 18.04 4.17 19.54 -0.62 0.03 -0.41 0.44 -0.27 0.01

NT5C3 1755 10.37 10.49 11.40 11.54 18.12 17.49 8.78 10.80 7.56 14.14 13.24 3.73 10.32 0.01 0.02 0.14 0.16 0.81 0.40

NT5C3L 1654 13.89 13.92 21.57 13.65 36.51 20.24 11.16 10.77 28.77 19.23 19.96 4.32 17.48 -0.33 -0.33 0.30 -0.36 1.06 0.02

NT5DC1 3193 7.34 4.90 10.40 10.73 5.74 8.95 5.60 6.41 4.50 6.85 8.01 3.00 5.84 0.33 -0.25 0.83 0.88 -0.03 0.16

NT5DC2 2105 23.27 26.31 0.00 18.64 18.72 8.07 25.69 8.20 0.00 9.37 15.84 3.99 10.81 1.11 1.28 #NUM! 0.79 0.79 -0.97

NT5DC3 7214 0.35 1.33 1.08 0.92 0.57 0.75 2.22 1.10 2.50 1.31 0.84 -0.26 1.78 -2.33 -0.42 -0.72 -0.95 -1.64 -0.15

NT5E 4086 8.55 19.94 1.96 6.10 19.63 19.20 22.32 17.03 50.54 30.35 12.56 3.65 30.06 -1.81 -0.59 -3.94 -2.30 -0.61 0.61

NT5M 1633 0.81 0.79 1.08 1.86 7.82 1.17 0.60 0.31 2.71 1.06 2.26 1.17 1.17 -0.52 -0.56 -0.12 0.67 2.74 -0.95

NTAN1 1137 42.46 29.40 19.51 22.10 29.86 46.43 29.02 36.18 52.07 35.64 31.63 4.98 38.22 0.15 -0.38 -0.97 -0.79 -0.36 0.55

NTF3 1349 0.73 1.32 0.64 0.10 0.05 2.20 2.45 4.62 6.58 4.69 0.84 -0.25 4.59 -2.64 -1.79 -2.85 -5.58 -6.60 1.39

NTF4 999 1.47 1.31 0.72 1.74 4.28 2.06 1.49 1.28 0.08 1.43 1.93 0.95 1.07 0.46 0.29 -0.57 0.70 2.00 0.10

NTHL1 1067 9.32 5.84 4.40 4.06 19.65 11.24 0.00 3.90 0.00 7.94 9.09 3.18 2.96 1.66 0.98 0.57 0.46 2.73 0.31

NTM 3408 1.03 5.38 0.76 2.27 0.81 2.91 3.95 1.79 1.98 0.67 2.19 1.13 2.10 -1.03 1.36 -1.46 0.11 -1.37 0.41

NTN1 5954 1.34 2.85 8.75 0.48 1.88 2.93 4.19 4.15 2.11 3.73 3.04 1.60 3.55 -1.40 -0.32 1.30 -2.89 -0.91 -0.05

NTN3 1986 0.10 0.06 0.00 0.07 0.08 0.01 0.00 0.03 0.02 0.02 0.05 -4.27 0.02 2.37 1.57 #NUM! 1.89 2.05 -2.10

NTN4 3634 2.47 5.35 1.30 1.80 1.68 6.66 6.50 7.23 10.97 9.10 3.21 1.68 8.45 -1.77 -0.66 -2.70 -2.23 -2.33 1.05

NTN5 1898 0.23 0.41 0.05 0.79 0.01 0.41 0.00 0.20 0.12 0.15 0.32 -1.66 0.12 0.96 1.83 -1.13 2.76 -3.05 0.38

NTNG1 3434 0.37 1.88 0.35 0.09 0.00 3.38 1.27 2.80 1.83 4.25 1.01 0.01 2.54 -2.78 -0.44 -2.88 -4.81 #NUM! 1.74

NTNG2 3113 0.22 1.39 0.73 0.29 0.11 0.58 1.31 1.61 0.69 0.53 0.55 -0.85 1.04 -2.23 0.42 -0.50 -1.84 -3.22 0.07

NTPCR 926 9.27 6.92 3.24 11.38 44.69 18.84 3.78 7.75 32.39 16.13 15.72 3.97 15.01 -0.70 -1.12 -2.21 -0.40 1.57 0.26

NTRK1 2663 0.23 0.00 1.88 0.60 0.00 0.00 3.87 0.81 0.48 0.26 0.45 -1.15 1.35 -2.58 #NUM! 0.48 -1.18 #NUM! #NUM!

NTRK2 8340 7.70 5.54 21.24 0.90 0.04 5.09 17.54 16.51 8.12 5.68 6.75 2.76 11.96 -0.64 -1.11 0.83 -3.74 -8.22 -0.41

NTRK3 3997 0.14 1.72 3.41 0.17 0.00 0.61 2.59 1.67 2.34 0.61 1.01 0.01 1.80 -3.66 -0.06 0.92 -3.39 #NUM! -0.74

NTS 1256 0.78 0.00 12.97 0.00 0.62 2.50 0.10 0.14 6.41 0.46 2.81 1.49 1.78 -1.19 #NUM! 2.87 #NUM! -1.53 -0.17

NTSR1 4158 0.02 0.06 0.04 0.12 0.26 0.07 0.01 0.03 0.09 0.01 0.09 -3.42 0.04 -0.94 0.64 0.02 1.71 2.83 -0.38

NTSR2 1622 0.00 0.00 0.02 0.11 0.59 0.02 0.00 0.00 0.00 0.00 0.12 -3.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -3.00

NUAK1 6821 1.59 2.93 1.06 0.92 0.46 4.28 1.78 1.53 2.98 2.35 1.87 0.91 2.16 -0.44 0.44 -1.02 -1.23 -2.24 1.19

NUAK2 3443 2.72 22.32 16.58 5.86 15.63 7.14 22.16 136.72 0.79 33.67 11.71 3.55 48.33 -4.15 -1.11 -1.54 -3.04 -1.63 -0.71

NUB1 3112 13.05 36.93 28.53 19.87 27.82 22.85 11.82 16.03 20.68 18.12 24.84 4.63 16.66 -0.35 1.15 0.78 0.25 0.74 -0.12

NUBP1 1265 14.60 20.86 16.42 14.94 27.51 19.64 10.57 10.95 22.33 12.71 18.99 4.25 14.14 0.05 0.56 0.22 0.08 0.96 0.05

NUBP2 1399 14.73 18.36 11.74 22.15 51.94 18.66 11.61 11.64 28.36 14.04 22.93 4.52 16.41 -0.16 0.16 -0.48 0.43 1.66 -0.30

NUBPL 3072 1.28 3.34 1.60 1.89 1.82 2.76 1.67 1.85 2.92 2.72 2.12 1.08 2.29 -0.84 0.55 -0.51 -0.28 -0.33 0.39

NUCB1 2585 50.28 70.36 68.34 74.17 69.56 92.37 62.28 52.26 170.54 86.41 70.85 6.15 92.87 -0.89 -0.40 -0.44 -0.32 -0.42 0.38

NUCB2 1612 30.90 31.07 20.00 11.40 13.84 36.28 52.32 30.76 27.55 29.44 23.92 4.58 35.02 -0.18 -0.17 -0.81 -1.62 -1.34 0.60

NUCKS1 6471 74.87 38.52 55.15 70.54 31.95 58.06 26.72 23.84 33.63 42.71 54.85 5.78 31.73 1.24 0.28 0.80 1.15 0.01 0.08

NUDC 1397 38.78 45.11 52.31 90.78 97.15 71.96 39.12 36.06 85.61 54.42 66.02 6.04 53.80 -0.47 -0.25 -0.04 0.75 0.85 0.12

NUDCD1 3965 2.51 2.09 3.60 3.90 5.54 6.53 1.74 2.34 4.69 4.80 4.03 2.01 3.39 -0.43 -0.70 0.09 0.20 0.71 0.70

NUDCD2 977 7.10 4.35 3.82 5.45 49.53 26.02 4.95 3.68 21.67 19.01 16.05 4.00 12.33 -0.80 -1.50 -1.69 -1.18 2.01 0.70

NUDCD3 4932 11.72 10.69 23.61 21.22 15.95 8.73 14.74 11.70 30.05 10.89 15.32 3.94 16.84 -0.52 -0.66 0.49 0.33 -0.08 -0.81

NUDT1 816 22.74 9.32 21.51 20.11 60.18 26.57 7.82 7.73 16.57 16.49 26.74 4.74 12.15 0.90 -0.38 0.82 0.73 2.31 -0.01

NUDT10 2018 0.58 1.48 0.73 0.12 0.08 2.24 1.79 1.09 6.26 3.37 0.87 -0.20 3.12 -2.43 -1.08 -2.09 -4.70 -5.24 1.36

NUDT11 2413 0.49 0.89 1.69 0.32 0.31 2.05 0.86 0.65 2.94 2.62 0.96 -0.06 1.77 -1.85 -0.98 -0.06 -2.45 -2.52 1.09

NUDT12 3502 0.83 1.76 0.63 1.32 0.88 2.48 0.91 1.32 1.59 1.36 1.32 0.40 1.29 -0.63 0.44 -1.04 0.03 -0.55 0.91

NUDT13 2120 0.00 3.33 0.00 2.23 0.00 0.00 1.63 0.90 0.00 0.75 0.93 -0.11 0.82 #NUM! 2.02 #NUM! 1.44 #NUM! #NUM!

NUDT14 888 16.35 32.51 43.87 18.32 16.67 20.24 27.66 19.99 6.84 12.43 24.66 4.62 16.73 -0.03 0.96 1.39 0.13 -0.01 -0.28

NUDT15 2022 6.67 7.66 7.09 8.98 5.32 13.07 6.30 7.00 6.06 10.77 8.13 3.02 7.53 -0.17 0.02 -0.09 0.25 -0.50 0.68

NUDT16 6204 4.04 4.01 3.05 4.38 19.76 10.97 2.71 1.94 17.54 12.64 7.70 2.94 8.71 -1.11 -1.12 -1.51 -0.99 1.18 0.51

NUDT16L1 1437 6.15 8.37 4.05 5.20 14.03 9.61 7.49 5.63 16.23 10.17 7.90 2.98 9.88 -0.68 -0.24 -1.29 -0.93 0.51 0.28

NUDT16P1 2363 0.52 1.13 0.59 0.65 2.72 0.79 0.34 0.40 0.67 0.37 1.07 0.09 0.44 0.22 1.35 0.42 0.54 2.62 -0.44

NUDT17 1093 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NUDT18 1519 2.86 0.00 1.04 0.68 10.07 2.35 1.81 0.65 2.85 1.91 2.83 1.50 1.81 0.67 #NUM! -0.80 -1.41 2.48 -0.27

NUDT19 2984 1.77 3.69 4.99 8.12 9.04 2.34 3.37 2.09 1.45 2.07 4.99 2.32 2.24 -0.34 0.72 1.15 1.86 2.01 -1.09

NUDT2 1060 13.78 9.78 7.23 3.61 28.57 21.73 9.38 5.70 19.67 24.99 14.12 3.82 14.94 -0.12 -0.61 -1.05 -2.05 0.94 0.62

NUDT21 4407 17.25 16.76 15.79 18.27 20.71 28.04 11.95 13.55 13.29 18.51 19.47 4.28 14.32 0.27 0.23 0.14 0.35 0.53 0.53

NUDT22 1149 18.34 0.00 0.00 0.00 34.81 0.00 15.05 10.44 0.00 8.75 8.86 3.15 8.56 1.10 #NUM! #NUM! #NUM! 2.02 #NUM!

NUDT3 2410 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

NUDT4 4813 3.13 7.90 5.70 7.10 2.81 3.06 4.03 4.46 5.07 5.04 4.95 2.31 4.65 -0.57 0.76 0.29 0.61 -0.73 -0.69

NUDT4P1 3785 4.51 7.10 4.16 8.44 10.39 6.79 5.05 4.14 14.87 15.36 6.90 2.79 9.86 -1.13 -0.47 -1.24 -0.22 0.08 -0.02

NUDT5 1224 32.38 19.07 27.59 34.47 67.13 31.24 16.71 15.59 13.55 20.56 35.31 5.14 16.60 0.96 0.20 0.73 1.05 2.02 -0.18

NUDT6 1195 0.91 1.99 1.85 1.32 3.51 0.00 0.00 1.42 3.04 0.00 1.60 0.68 1.11 -0.30 0.84 0.73 0.25 1.65 #NUM!

NUDT7 1103 5.35 3.92 2.24 4.83 4.49 7.14 3.47 1.73 5.19 4.42 4.66 2.22 3.70 0.53 0.08 -0.72 0.38 0.28 0.61

NUDT8 834 18.75 4.85 13.81 25.27 116.17 7.75 11.59 5.12 3.14 6.58 31.10 4.96 6.61 1.50 -0.45 1.06 1.93 4.14 -2.00

NUDT9 1716 4.15 3.97 10.20 3.87 14.11 0.00 9.10 5.35 11.30 15.08 6.05 2.60 10.21 -1.30 -1.36 0.00 -1.40 0.47 #NUM!

NUDT9P1 1089 0.00 0.17 0.07 0.11 0.39 0.37 0.00 0.09 0.12 0.39 0.18 -2.45 0.15 #NUM! 0.19 -1.17 -0.49 1.39 1.01

NUF2 1989 4.18 3.24 5.68 4.76 2.89 11.06 1.13 1.42 0.15 1.11 5.30 2.41 0.95 2.13 1.77 2.58 2.32 1.60 1.06

NUFIP1 3487 0.84 2.19 2.40 2.11 0.83 2.39 1.74 1.71 1.89 1.98 1.80 0.84 1.83 -1.12 0.26 0.39 0.21 -1.13 0.41

NUFIP2 10897 3.31 7.69 9.64 9.66 3.32 6.04 5.22 6.93 3.16 7.34 6.61 2.72 5.66 -0.78 0.44 0.77 0.77 -0.77 -0.13

NUMA1 7182 25.11 64.67 34.04 84.98 80.44 43.44 87.45 63.78 117.16 27.82 55.45 5.79 74.05 -1.56 -0.20 -1.12 0.20 0.12 -0.35

NUMB 3647 12.45 21.75 20.86 17.30 13.82 17.00 14.42 14.93 16.94 14.10 17.20 4.10 15.10 -0.28 0.53 0.47 0.20 -0.13 -0.02

NUMBL 3561 3.64 16.33 4.47 3.23 0.00 2.69 4.49 4.38 6.02 6.40 5.06 2.34 5.32 -0.55 1.62 -0.25 -0.72 #NUM! -0.91

NUP107 3158 4.69 6.14 10.93 10.56 8.26 10.33 3.67 5.11 5.19 7.45 8.48 3.08 5.36 -0.19 0.20 1.03 0.98 0.63 0.28

NUP133 4170 5.83 7.34 7.17 6.61 4.50 11.63 4.91 6.20 9.96 11.63 7.18 2.84 8.17 -0.49 -0.16 -0.19 -0.31 -0.86 0.70

NUP153 5687 5.45 12.31 29.37 20.12 6.49 9.65 10.14 18.00 5.90 11.09 13.90 3.80 11.28 -1.05 0.13 1.38 0.83 -0.80 -0.53

NUP155 4355 2.85 4.27 11.46 7.50 2.14 3.45 2.80 3.65 1.88 3.16 5.28 2.40 2.87 -0.01 0.57 2.00 1.38 -0.43 -0.61

NUP160 5383 3.09 11.51 7.60 9.15 4.98 8.95 3.18 4.69 5.36 11.88 7.55 2.92 6.28 -1.02 0.87 0.28 0.54 -0.33 0.25

NUP188 5689 6.52 27.29 49.42 24.36 11.22 5.72 10.53 15.47 9.46 8.57 20.76 4.38 11.01 -0.75 1.31 2.17 1.15 0.03 -1.86

NUP205 6286 5.84 6.80 11.03 12.98 7.37 5.69 11.81 8.56 10.58 11.03 8.29 3.05 10.49 -0.84 -0.63 0.07 0.31 -0.51 -0.54

NUP210 7191 3.46 12.96 29.26 42.35 44.99 5.67 4.11 2.21 0.61 0.95 23.12 4.53 1.97 0.81 2.72 3.89 4.43 4.51 -2.03

NUP210L 5913 0.00 0.00 0.01 0.03 0.00 0.13 0.03 0.02 0.01 0.02 0.03 -5.20 0.02 #NUM! #NUM! -1.96 0.46 #NUM! 2.24

NUP214 6614 14.02 13.54 18.06 11.55 7.95 10.57 7.66 9.01 9.73 4.06 12.62 3.66 7.61 0.88 0.83 1.25 0.60 0.06 -0.25

NUP35 1649 7.96 4.54 9.56 5.82 4.83 9.20 4.24 4.81 5.18 7.05 6.99 2.80 5.32 0.58 -0.23 0.85 0.13 -0.14 0.40

NUP37 1228 9.32 6.24 9.97 10.23 48.16 16.05 4.84 4.38 9.37 9.43 16.66 4.06 7.01 0.41 -0.17 0.51 0.55 2.78 -0.05

NUP43 3862 4.00 6.90 4.11 8.29 4.31 5.15 4.73 4.01 2.67 3.61 5.46 2.45 3.76 0.09 0.88 0.13 1.14 0.20 -0.08

NUP50 5225 14.01 11.75 20.71 17.13 3.11 8.61 9.06 14.70 3.15 8.41 12.55 3.65 8.83 0.67 0.41 1.23 0.96 -1.51 -0.54

NUP54 2358 14.51 11.99 21.67 15.83 16.29 21.31 8.91 10.09 10.09 14.26 16.93 4.08 10.84 0.42 0.15 1.00 0.55 0.59 0.33

NUP62 3602 11.85 27.53 66.21 29.73 9.54 11.17 12.46 10.60 14.13 8.91 26.01 4.70 11.52 0.04 1.26 2.52 1.37 -0.27 -1.22

NUP62CL 1775 0.80 0.00 0.22 1.13 3.37 2.14 0.27 0.43 0.23 0.89 1.28 0.35 0.45 0.82 #NUM! -1.04 1.31 2.89 0.74

NUP85 2311 11.32 10.87 11.82 11.99 24.66 15.35 6.91 6.27 12.06 9.71 14.34 3.84 8.74 0.37 0.32 0.44 0.46 1.50 0.10

NUP88 2518 12.17 15.45 27.73 24.16 16.45 12.49 11.47 13.66 9.37 11.03 18.07 4.18 11.38 0.10 0.44 1.28 1.09 0.53 -0.53

NUP93 2764 12.12 11.58 10.35 12.71 19.27 10.27 9.72 8.42 13.14 7.16 12.72 3.67 9.61 0.33 0.27 0.11 0.40 1.00 -0.31

NUP98 6980 6.52 14.68 15.81 9.36 15.16 11.90 13.54 18.91 11.85 17.77 12.24 3.61 15.52 -1.25 -0.08 0.03 -0.73 -0.03 -0.04

NUPL1 4335 3.14 11.05 19.06 10.97 5.51 10.36 4.93 9.53 4.97 8.54 10.01 3.32 6.99 -1.16 0.66 1.45 0.65 -0.35 0.05

NUPL2 1799 8.48 8.10 8.42 11.00 11.14 10.20 7.03 4.81 7.23 7.05 9.56 3.26 6.53 0.38 0.31 0.37 0.75 0.77 0.09

NUPR1 938 192.29 114.28 107.53 110.57 192.85 240.45 107.17 100.33 253.45 190.70 159.66 7.32 162.91 0.24 -0.51 -0.60 -0.56 0.24 0.59

NUS1 4811 5.67 7.96 14.36 8.51 9.96 11.71 5.81 7.22 8.07 10.57 9.70 3.28 7.92 -0.48 0.01 0.86 0.10 0.33 0.27

NUSAP1 2437 34.49 13.69 46.96 45.92 8.96 25.62 6.58 11.51 0.55 0.00 29.27 4.87 4.66 2.89 1.55 3.33 3.30 0.94 -0.19

NUTF2 894 177.64 123.76 70.41 148.71 189.53 60.35 78.84 70.04 88.16 44.60 128.40 7.00 70.41 1.34 0.81 0.00 1.08 1.43 -1.09

NVL 2921 5.20 7.35 7.40 6.36 0.00 6.77 0.00 4.11 3.71 4.27 5.51 2.46 3.02 0.78 1.28 1.29 1.07 #NUM! 0.30

NWD1 7645 0.02 1.51 0.17 0.07 2.55 0.51 0.01 0.02 0.01 0.04 0.81 -0.31 0.02 0.04 6.29 3.17 1.96 7.05 -0.65

NXF1 4147 22.80 41.75 47.74 49.75 20.82 28.66 30.37 28.66 35.22 20.03 35.25 5.14 28.57 -0.33 0.55 0.74 0.80 -0.46 -0.30

NXF3 1915 0.00 0.12 0.09 0.05 0.08 0.06 0.00 0.01 0.10 0.07 0.07 -3.90 0.05 #NUM! 1.31 0.85 0.22 0.79 -0.07

NXF4 3615 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -7.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.44

NXF5 2062 0.01 0.00 0.02 0.00 0.00 0.01 0.00 0.03 0.00 0.00 0.01 -7.31 0.01 -0.21 #NUM! 1.61 #NUM! #NUM! 0.88

NXN 3024 15.16 26.98 34.81 34.91 33.19 15.29 23.63 28.67 34.96 26.98 26.72 4.74 28.56 -0.91 -0.08 0.29 0.29 0.22 -0.81

NXNL1 948 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.07 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

NXNL2 1476 2.31 4.38 0.00 0.20 0.00 3.16 0.73 0.41 13.52 3.55 1.68 0.74 4.55 -0.98 -0.06 #NUM! -4.54 #NUM! 0.92

NXPH2 2560 0.01 0.06 0.01 0.00 0.03 0.32 0.00 0.00 0.00 0.67 0.07 -3.79 0.17 -4.01 -1.42 -3.78 #NUM! -2.52 2.14

NXPH3 5553 0.82 1.55 0.20 0.20 0.14 2.10 2.48 0.73 10.66 4.67 0.83 -0.26 4.63 -2.51 -1.58 -4.50 -4.52 -5.07 1.33

NXPH4 1821 9.37 0.88 33.61 9.18 18.57 2.81 1.30 1.66 0.11 0.57 12.40 3.63 0.91 3.36 -0.06 5.20 3.33 4.35 -2.14

NXT1 1176 18.20 19.48 28.14 16.06 41.47 31.11 11.15 17.07 22.68 27.61 25.74 4.69 19.63 -0.11 -0.01 0.52 -0.29 1.08 0.27

NXT2 2692 5.34 6.80 6.52 4.28 2.67 9.72 2.36 3.16 2.66 4.61 5.89 2.56 3.20 0.74 1.09 1.03 0.42 -0.26 0.72

NYNRIN 7857 1.86 4.92 6.67 1.00 2.14 2.27 11.39 5.50 6.63 4.28 3.14 1.65 6.95 -1.90 -0.50 -0.06 -2.79 -1.70 -0.47

O3FAR1 3657 0.08 0.35 0.17 0.05 0.19 0.15 0.11 0.04 0.03 0.05 0.16 -2.61 0.05 0.56 2.70 1.65 -0.25 1.81 -0.13

OAF 1957 24.48 35.85 12.09 18.98 13.67 33.07 42.51 26.21 93.13 29.57 23.02 4.53 47.86 -0.97 -0.42 -1.98 -1.33 -1.81 0.52

OAS1 1673 35.57 37.70 34.99 91.49 108.01 36.28 11.72 20.08 8.71 29.36 57.34 5.84 17.47 1.03 1.11 1.00 2.39 2.63 -0.66

OAS2 3647 14.96 16.38 42.58 101.86 32.09 19.09 4.18 4.99 5.28 13.07 37.83 5.24 6.88 1.12 1.25 2.63 3.89 2.22 -0.99

OAS3 6646 10.72 13.92 47.96 76.30 29.51 13.19 5.39 8.53 3.97 8.71 31.93 5.00 6.65 0.69 1.07 2.85 3.52 2.15 -1.28

OASL 1826 4.33 4.33 15.43 25.28 37.94 9.52 1.48 3.64 2.04 6.56 16.14 4.01 3.43 0.33 0.34 2.17 2.88 3.47 -0.76

OAT 2102 30.00 25.51 10.56 28.10 44.90 57.81 26.00 38.53 61.34 72.55 32.81 5.04 49.61 -0.73 -0.96 -2.23 -0.82 -0.14 0.82

OAZ1 1146 470.57 188.51 433.01 398.24 543.96 415.85 230.61 177.70 453.42 326.45 408.36 8.67 297.05 0.66 -0.66 0.54 0.42 0.87 0.03

OAZ2 1936 21.25 20.76 17.34 14.53 51.85 40.45 20.91 15.62 77.39 38.91 27.70 4.79 38.21 -0.85 -0.88 -1.14 -1.40 0.44 0.55

OAZ3 901 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OBFC1 6483 10.08 7.19 10.04 7.90 9.74 2.77 10.03 8.27 2.39 10.01 7.95 2.99 7.68 0.39 -0.09 0.39 0.04 0.34 -1.52

OBFC2A 3866 2.96 2.73 15.14 4.77 19.31 8.22 1.40 3.64 4.56 5.02 8.85 3.15 3.66 -0.31 -0.42 2.05 0.38 2.40 -0.11

OBFC2B 1404 17.36 18.73 14.20 16.25 35.71 21.02 8.44 7.05 18.97 14.28 20.54 4.36 12.18 0.51 0.62 0.22 0.42 1.55 0.03

OBP2A 689 1.01 0.88 0.00 0.06 0.12 0.14 0.16 0.00 0.00 0.08 0.37 -1.44 0.06 4.09 3.88 #NUM! 0.08 0.96 -1.39

OBP2B 689 0.18 3.00 0.00 0.00 0.07 0.23 0.10 0.00 0.00 0.08 0.58 -0.79 0.05 1.98 6.02 #NUM! #NUM! 0.58 -1.35

OBSCN 24030 0.70 1.91 1.21 1.29 1.44 2.01 3.04 2.05 0.42 2.29 1.43 0.51 1.95 -1.48 -0.03 -0.68 -0.60 -0.44 0.50

OBSL1 6118 2.96 12.61 1.79 12.56 6.59 8.56 7.65 5.72 23.96 8.61 7.51 2.91 11.48 -1.96 0.13 -2.68 0.13 -0.80 0.19

OC90 1782 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OCA2 3154 0.86 1.56 0.09 2.08 0.40 0.64 2.22 11.99 0.13 4.89 0.94 -0.09 4.81 -2.48 -1.62 -5.77 -1.21 -3.58 -0.55

OCEL1 1124 14.08 9.55 6.49 3.48 13.50 10.21 4.79 5.36 14.73 7.31 9.55 3.26 8.04 0.81 0.25 -0.31 -1.21 0.75 0.10

OCIAD1 2068 31.52 53.72 23.24 63.36 47.97 87.97 35.81 52.25 64.34 70.30 51.30 5.68 55.68 -0.82 -0.05 -1.26 0.19 -0.22 0.78

OCIAD2 777 64.56 94.39 72.10 274.29 346.96 48.13 15.69 15.22 20.41 23.03 150.07 7.23 18.59 1.80 2.34 1.96 3.88 4.22 -1.64

OCLM 901 0.00 0.04 0.08 0.36 0.00 0.03 0.11 0.22 0.00 0.14 0.09 -3.55 0.12 #NUM! -1.71 -0.50 1.59 #NUM! -1.45

OCLN 6451 0.92 3.88 1.80 5.94 0.76 2.63 4.88 7.58 0.57 4.24 2.65 1.41 4.31 -2.22 -0.15 -1.26 0.46 -2.50 -0.02

OCM 744 0.20 0.32 0.06 0.40 0.07 0.11 0.00 0.00 0.04 0.15 0.19 -2.38 0.05 2.06 2.78 0.30 3.09 0.53 -0.85

OCRL 5165 4.32 7.38 4.42 4.92 4.34 5.31 5.37 6.84 7.51 6.23 5.12 2.36 6.49 -0.59 0.19 -0.55 -0.40 -0.58 0.05

ODAM 1301 5.02 0.00 0.00 0.03 0.08 0.18 0.00 0.00 0.00 0.09 0.88 -0.18 0.02 7.78 #NUM! #NUM! 0.31 1.88 -2.32

ODC1 2062 14.06 24.68 56.14 22.50 76.16 44.91 36.47 64.76 27.84 73.71 39.74 5.31 50.70 -1.85 -1.04 0.15 -1.17 0.59 0.18

ODF1 1007 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ODF2 4187 5.67 12.05 24.60 22.59 7.55 8.36 7.31 9.35 9.63 8.59 13.47 3.75 8.72 -0.62 0.47 1.50 1.37 -0.21 -0.69

ODF2L 4380 2.71 6.89 3.28 12.79 2.31 7.99 2.65 2.93 1.89 4.09 6.00 2.58 2.89 -0.09 1.25 0.18 2.15 -0.32 0.41

ODF3 1331 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ODF3B 970 41.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 6.84 2.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ODF3L1 1249 0.54 0.79 0.40 0.70 3.31 1.67 1.00 2.22 2.43 0.95 1.24 0.31 1.65 -1.60 -1.07 -2.03 -1.24 1.01 0.44

ODF3L2 1607 0.00 0.05 0.06 0.02 0.02 0.08 0.02 0.00 0.08 0.00 0.04 -4.71 0.02 #NUM! 1.14 1.37 -0.12 -0.55 1.00

ODF4 1149 0.13 0.00 0.00 0.00 0.00 0.00 0.68 0.08 0.11 0.04 0.02 -5.54 0.23 -0.83 #NUM! #NUM! #NUM! #NUM! #NUM!

ODZ1 12907 0.03 0.28 0.01 0.02 0.00 0.02 0.09 0.14 0.01 0.04 0.06 -4.05 0.07 -1.13 2.02 -2.58 -1.59 -8.70 -1.68

ODZ2 9645 0.34 1.22 0.09 15.98 0.11 0.13 5.25 3.38 4.30 0.57 2.98 1.58 3.37 -3.30 -1.47 -5.16 2.24 -4.93 -4.52

ODZ3 10810 0.24 2.34 0.56 0.38 0.03 1.02 0.65 1.93 0.71 1.08 0.76 -0.39 1.09 -2.19 1.10 -0.97 -1.53 -4.97 0.43

ODZ4 13566 0.33 1.29 1.87 0.90 0.05 0.51 1.39 1.21 0.19 0.48 0.82 -0.28 0.82 -1.32 0.65 1.19 0.14 -4.03 -0.69

OFD1 3654 4.86 8.41 5.04 8.75 3.41 7.17 6.37 6.81 2.19 4.94 6.27 2.65 5.08 -0.06 0.73 -0.01 0.79 -0.57 0.19

OGDH 4319 11.61 23.17 67.46 64.30 25.95 17.87 24.83 46.97 33.94 18.73 35.06 5.13 31.12 -1.42 -0.43 1.12 1.05 -0.26 -0.97

OGDHL 3774 0.10 0.05 0.01 0.67 0.59 0.04 0.01 0.10 0.50 0.10 0.24 -2.04 0.18 -0.82 -1.88 -4.29 1.92 1.72 -2.57

OGFOD1 3020 8.37 11.21 6.92 10.88 7.01 8.57 9.04 8.38 7.56 9.12 8.83 3.14 8.53 -0.03 0.39 -0.30 0.35 -0.28 -0.04

OGFOD2 2080 3.96 0.00 2.30 0.00 14.26 0.00 2.89 2.08 4.53 0.00 3.42 1.77 2.37 0.74 #NUM! -0.05 #NUM! 2.59 #NUM!

OGFR 2423 9.66 25.73 25.89 26.65 30.64 13.44 11.86 8.76 18.00 12.45 22.00 4.46 12.77 -0.40 1.01 1.02 1.06 1.26 -0.71

OGFRL1 1755 10.18 7.00 27.23 8.90 4.23 9.12 9.16 10.18 5.15 7.19 11.11 3.47 7.92 0.36 -0.18 1.78 0.17 -0.91 -0.28

OGG1 2258 6.29 8.49 8.42 5.19 4.59 4.47 5.84 3.40 6.43 2.96 6.24 2.64 4.66 0.43 0.87 0.86 0.16 -0.02 -0.48

OGN 3068 7.33 10.22 2.34 0.00 0.02 18.76 21.24 6.75 56.99 15.43 6.44 2.69 25.10 -1.78 -1.30 -3.42 #NUM! -10.46 1.54

OGT 5497 7.13 29.77 11.06 21.47 5.77 22.91 10.38 19.50 6.41 17.32 16.35 4.03 13.40 -0.91 1.15 -0.28 0.68 -1.22 0.49

OIP5 1249 3.08 0.00 0.00 0.00 5.54 0.00 0.65 0.72 0.23 0.00 1.44 0.52 0.40 2.94 #NUM! #NUM! #NUM! 3.79 #NUM!

OIT3 2361 0.00 0.05 0.00 0.00 0.00 0.12 0.00 0.03 0.08 0.05 0.03 -5.18 0.04 #NUM! 0.18 #NUM! #NUM! #NUM! 2.12

OLA1 4356 25.85 11.25 19.19 111.32 54.47 28.63 17.82 16.93 16.11 40.03 41.79 5.38 22.72 0.19 -1.01 -0.24 2.29 1.26 -0.55

OLAH 1834 0.05 0.03 0.03 0.04 0.24 0.08 0.07 0.05 0.16 0.00 0.08 -3.67 0.07 -0.44 -1.02 -1.21 -0.70 1.81 0.01

OLFM1 2879 15.23 4.69 5.92 11.12 8.68 17.85 8.35 6.28 38.26 9.73 10.58 3.40 15.66 -0.04 -1.74 -1.40 -0.49 -0.85 0.75

OLFM2 1899 12.29 8.48 3.37 6.18 18.93 6.03 13.67 5.90 16.96 10.91 9.22 3.20 11.86 0.05 -0.48 -1.81 -0.94 0.67 -0.61

OLFM3 3462 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.01 0.00 -9.63 0.01 -0.12 #NUM! #NUM! #NUM! #NUM! #NUM!

OLFM4 2935 12.38 216.53 10.33 0.01 0.28 1.38 2.44 2.25 0.27 108.61 40.15 5.33 28.39 -1.20 2.93 -1.46 -11.28 -6.67 -4.87

OLFML1 2921 8.04 10.47 3.63 2.91 0.55 12.88 12.66 12.43 18.36 14.08 6.41 2.68 14.38 -0.84 -0.46 -1.99 -2.31 -4.70 1.01

OLFML2A 6556 3.72 7.81 2.17 4.12 6.52 6.34 10.15 7.09 8.98 8.18 5.11 2.35 8.60 -1.21 -0.14 -1.99 -1.06 -0.40 0.31

OLFML2B 3240 6.22 25.49 15.39 11.62 8.83 18.69 4.13 2.84 14.84 7.21 14.37 3.85 7.25 -0.22 1.81 1.08 0.68 0.28 0.38

OLFML3 1852 17.87 24.85 10.76 4.98 13.66 44.53 67.08 28.99 310.31 64.31 19.44 4.28 117.67 -2.72 -2.24 -3.45 -4.56 -3.11 1.20

OLIG1 2293 0.00 0.08 0.07 0.01 0.09 0.04 0.12 0.01 0.08 0.05 0.05 -4.33 0.07 #NUM! 0.31 0.05 -2.17 0.40 -0.25

OLIG2 2505 0.00 0.06 0.02 0.01 0.20 0.02 0.02 0.02 0.07 0.03 0.05 -4.23 0.03 #NUM! 0.91 -0.45 -1.34 2.55 -1.51

OLR1 2533 0.45 2.72 5.84 1.24 53.47 6.26 0.17 1.86 0.54 1.80 11.66 3.54 1.09 -1.29 1.32 2.42 0.19 5.62 -0.90

OMA1 1928 4.36 9.95 6.99 7.12 3.93 9.27 4.87 4.56 5.08 6.61 6.94 2.79 5.28 -0.28 0.91 0.40 0.43 -0.43 0.42

OMD 2542 2.26 3.28 1.22 0.64 0.02 2.20 5.20 6.33 3.46 2.44 1.60 0.68 4.36 -0.95 -0.41 -1.84 -2.76 -7.79 0.45

OMG 1945 0.01 0.31 0.05 0.11 0.00 0.14 0.05 0.00 0.01 0.05 0.10 -3.26 0.03 -0.87 3.55 0.95 2.05 #NUM! 0.42

OMP 492 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ONECUT1 1925 0.06 0.01 0.43 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.09 -3.53 0.00 3.93 1.93 6.86 #NUM! #NUM! -2.79

ONECUT2 16142 0.01 3.23 0.48 0.22 0.03 0.03 0.01 0.01 0.00 0.00 0.67 -0.59 0.01 0.59 9.03 6.26 5.14 2.43 -4.34

OOEP 689 1.84 0.00 0.00 0.00 0.00 0.28 0.00 0.21 0.27 0.21 0.35 -1.51 0.17 3.42 #NUM! #NUM! #NUM! #NUM! -0.35

OPA1 6510 7.36 7.15 12.08 16.83 2.30 8.35 5.25 7.03 3.15 5.60 9.01 3.17 5.25 0.49 0.44 1.20 1.68 -1.19 -0.11

OPA3 7889 1.62 2.67 4.08 3.72 1.45 1.04 2.22 2.19 1.71 1.54 2.43 1.28 1.92 -0.24 0.48 1.09 0.96 -0.40 -1.23

OPCML 6413 0.03 0.08 0.01 0.02 0.02 0.06 0.13 0.02 0.87 0.19 0.04 -4.79 0.30 -3.41 -1.90 -4.41 -4.16 -4.32 0.78

OPHN1 7531 2.30 7.13 4.96 4.97 0.84 2.48 4.62 3.99 1.47 2.60 3.78 1.92 3.17 -0.46 1.17 0.64 0.65 -1.92 -0.61

OPLAH 4052 2.21 1.67 4.72 1.11 5.68 3.83 3.46 2.95 1.52 2.23 3.20 1.68 2.54 -0.20 -0.60 0.90 -1.19 1.16 0.26

OPN1LW 1234 0.00 0.00 0.01 0.00 0.00 0.04 0.00 0.00 0.04 0.02 0.01 -6.95 0.02 #NUM! #NUM! -1.13 #NUM! #NUM! 2.36

OPN1SW 1114 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OPN3 2632 5.16 2.27 2.88 0.00 16.02 3.39 2.18 1.89 1.93 2.29 4.95 2.31 2.07 1.32 0.13 0.47 #NUM! 2.95 -0.55

OPN4 2419 0.00 0.02 0.00 0.00 0.00 0.04 0.00 0.00 0.02 0.03 0.01 -6.58 0.01 #NUM! 0.93 #NUM! #NUM! #NUM! 1.93

OPN5 3513 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 -8.83 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58



OPRD1 1774 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OPRK1 4959 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OPRL1 3391 0.19 0.52 0.29 0.17 0.31 0.38 0.33 0.24 0.80 0.19 0.31 -1.70 0.39 -1.05 0.41 -0.44 -1.20 -0.33 0.29

OPRM1 1576 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OPTC 1444 0.00 0.00 0.02 0.00 0.00 0.03 0.02 0.00 0.30 0.00 0.01 -6.70 0.08 #NUM! #NUM! -1.77 #NUM! #NUM! 1.84

OPTN 3597 15.41 31.54 36.96 33.99 34.24 41.44 19.28 30.50 33.87 27.72 32.26 5.01 27.84 -0.85 0.18 0.41 0.29 0.30 0.36

OR10A2 912 0.14 0.17 0.02 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10A3 945 0.07 0.00 0.00 0.00 0.03 0.00 0.00 0.03 0.00 0.00 0.02 -5.96 0.01 2.97 #NUM! #NUM! #NUM! 1.86 #NUM!

OR10A4 995 0.03 0.06 0.00 0.04 0.00 0.00 0.00 0.06 0.00 0.00 0.02 -5.51 0.02 0.97 1.99 #NUM! 1.30 #NUM! #NUM!

OR10A5 954 0.03 0.07 0.04 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10AD1 954 0.00 0.03 0.00 0.04 0.00 0.00 0.00 0.03 0.00 0.03 0.01 -6.34 0.01 #NUM! 1.15 #NUM! 1.46 #NUM! #NUM!

OR10C1 1039 0.00 0.03 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10G2 933 0.00 0.07 0.49 0.04 0.00 0.17 0.04 0.00 0.00 0.03 0.13 -2.95 0.02 #NUM! 2.13 4.98 1.44 #NUM! 0.43

OR10G3 942 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10G4 936 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10G7 936 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10G8 936 0.00 0.00 0.00 0.00 0.00 0.00 0.48 0.00 0.00 0.00 0.00 #NUM! 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10G9 936 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -7.47 0.00 #NUM! 2.95 #NUM! #NUM! #NUM! #NUM!

OR10H1 1120 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10H2 1029 0.03 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10H3 951 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR10J1 1089 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR10P1 942 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.03 0.00 -7.70 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

OR10Q1 1037 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR10R2 1008 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10S1 996 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR10T2 945 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10V1 930 0.10 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.06 0.03 0.03 -5.24 0.02 2.22 #NUM! #NUM! #NUM! #NUM! 1.14

OR10W1 1469 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR10Z1 942 0.00 0.00 0.00 0.00 0.00 0.00 0.38 0.00 0.00 0.00 0.00 #NUM! 0.10 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR11A1 2229 0.00 0.02 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR11G2 1038 0.06 0.03 0.28 0.04 0.00 0.00 0.40 0.12 0.00 0.00 0.07 -3.90 0.13 -1.15 -2.13 1.09 -1.82 #NUM! #NUM!

OR11H12 981 0.05 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -6.49 0.00 3.51 #NUM! #NUM! 2.26 #NUM! #NUM!

OR11H2 1085 0.04 0.04 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.00 0.01 -6.25 0.01 1.96 1.80 #NUM! #NUM! #NUM! #NUM!

OR11H6 993 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR12D3 1869 0.00 0.01 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.80 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR13A1 2078 0.04 0.13 0.00 0.02 0.01 0.06 0.04 0.04 0.02 0.04 0.04 -4.55 0.04 0.10 1.84 #NUM! -1.16 -1.59 0.42

OR13C3 1044 0.00 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR13C4 957 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR13D1 1041 0.00 0.06 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.01 -6.67 0.02 #NUM! 1.95 #NUM! #NUM! #NUM! #NUM!

OR13F1 960 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR13G1 924 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.03 0.00 0.00 0.00 -7.67 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

OR13H1 927 0.03 0.00 0.04 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR13J1 939 0.00 0.00 0.00 0.04 0.00 0.03 0.00 0.00 0.06 0.00 0.01 -6.41 0.01 #NUM! #NUM! #NUM! 1.52 #NUM! 1.30

OR14A16 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR14C36 939 0.00 0.00 0.00 0.00 0.00 0.00 0.52 0.00 0.00 0.00 0.00 #NUM! 0.13 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR14I1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR14J1 966 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR1A1 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR1A2 930 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1B1 957 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.07 0.00 0.00 0.01 -7.20 0.02 #NUM! #NUM! #NUM! 1.30 #NUM! #NUM!

OR1C1 945 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR1E1 945 0.03 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.06 0.03 0.01 -6.61 0.02 0.64 #NUM! #NUM! #NUM! #NUM! 1.48

OR1E2 972 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1F1 939 0.00 0.00 0.00 0.13 0.12 0.00 0.00 0.00 0.00 0.00 0.04 -4.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1F2P 985 0.00 0.00 0.00 0.08 0.00 0.00 0.07 0.00 0.00 0.03 0.01 -6.25 0.02 #NUM! #NUM! #NUM! 1.79 #NUM! #NUM!

OR1G1 942 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR1J1 969 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1J2 942 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1J4 942 0.10 0.00 0.16 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.56 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1K1 951 0.00 0.07 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1L1 933 0.03 0.00 0.51 0.21 0.00 0.00 0.84 0.10 0.00 0.00 0.13 -2.99 0.24 -2.82 #NUM! 1.12 -0.17 #NUM! #NUM!

OR1L3 975 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -7.55 0.01 #NUM! 1.99 #NUM! #NUM! #NUM! #NUM!

OR1L4 936 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1L8 930 0.00 0.03 0.00 0.00 0.00 0.00 0.07 0.07 0.03 0.03 0.01 -7.46 0.05 #NUM! -0.52 #NUM! #NUM! #NUM! #NUM!

OR1N1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR1N2 993 0.12 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR1Q1 945 0.00 0.07 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.83 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2A1 933 0.09 0.13 0.10 0.13 0.00 0.09 0.00 0.04 0.00 0.02 0.09 -3.47 0.02 2.44 2.94 2.56 2.90 -1.93 0.00

OR2A14 933 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2A2 957 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2A20P 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2A25 933 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2A42 933 0.09 0.14 0.11 0.13 0.00 0.09 0.01 0.04 0.00 0.02 0.09 -3.42 0.02 2.21 2.83 2.41 2.67 -2.16 -0.05

OR2A7 933 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2A9P 985 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2AE1 972 0.00 0.10 0.04 0.00 0.03 0.03 0.00 0.03 0.00 0.00 0.03 -4.97 0.01 #NUM! 3.57 2.21 #NUM! 1.86 -0.20

OR2AG1 998 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2AG2 951 0.00 0.00 0.04 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -6.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.35

OR2AK2 1008 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2AT4 963 0.00 0.10 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.02 -5.94 0.03 #NUM! 1.95 #NUM! #NUM! #NUM! #NUM!

OR2B11 954 0.00 0.00 0.00 0.00 0.00 0.00 0.34 0.00 0.00 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2B6 942 0.00 0.00 0.16 0.04 0.00 0.40 0.00 0.00 0.00 0.00 0.10 -3.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.01

OR2C1 1036 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.12 0.00 0.05 0.01 -6.78 0.04 #NUM! #NUM! #NUM! #NUM! 0.38 #NUM!

OR2C3 2761 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.85 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2D3 993 0.00 0.06 0.00 0.08 0.00 0.00 0.00 0.03 0.00 0.00 0.02 -5.42 0.01 #NUM! 2.99 #NUM! 3.30 #NUM! #NUM!

OR2F1 1089 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2G2 954 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2G3 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2G6 951 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2H1 3009 0.01 0.01 0.00 0.04 0.00 0.01 0.00 0.00 0.01 0.01 0.01 -6.43 0.01 0.67 0.67 #NUM! 3.00 #NUM! -0.59

OR2H2 1063 0.00 0.03 0.10 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.02 -5.54 0.01 #NUM! 2.20 4.00 #NUM! #NUM! #NUM!

OR2J3 936 0.00 0.00 0.00 0.17 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2K2 951 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2L13 1913 0.00 0.04 0.07 0.24 0.00 0.00 0.00 0.06 0.00 0.00 0.06 -4.08 0.01 #NUM! 1.57 2.21 4.01 #NUM! -4.21

OR2L1P 925 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.07 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2L2 1134 0.00 0.00 0.00 0.17 0.00 0.00 0.00 0.03 0.00 0.00 0.03 -5.18 0.01 #NUM! #NUM! #NUM! 4.63 #NUM! #NUM!

OR2L3 939 0.03 0.07 0.00 0.21 0.00 0.00 0.00 0.07 0.00 0.00 0.05 -4.28 0.02 0.97 1.99 #NUM! 3.62 #NUM! #NUM!

OR2M1P 645 0.00 0.00 0.00 0.00 0.00 0.00 0.29 0.00 0.00 0.00 0.00 #NUM! 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2M2 1044 0.00 0.03 0.00 0.00 0.00 0.00 0.40 0.00 0.00 0.00 0.00 -7.67 0.10 #NUM! -1.78 #NUM! #NUM! #NUM! #NUM!

OR2M3 939 0.00 0.03 0.00 0.00 0.00 0.00 0.22 0.00 0.00 0.00 0.01 -7.48 0.06 #NUM! -0.71 #NUM! #NUM! #NUM! #NUM!

OR2M4 936 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2M5 939 0.00 0.00 0.00 0.00 0.00 0.00 0.21 0.00 0.00 0.00 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2M7 939 0.00 0.00 0.00 0.00 0.00 0.00 0.24 0.00 0.00 0.00 0.00 #NUM! 0.06 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2S2 1047 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.68 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR2T1 1110 0.00 0.00 0.03 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -7.56 0.01 #NUM! #NUM! 2.16 #NUM! #NUM! #NUM!

OR2T11 951 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -7.29 0.01 #NUM! #NUM! 2.21 #NUM! #NUM! #NUM!

OR2T12 963 0.00 0.00 0.00 0.02 0.00 0.01 0.45 0.00 0.00 0.00 0.01 -7.50 0.11 #NUM! #NUM! #NUM! -2.55 #NUM! 1.34

OR2T2 975 0.00 0.00 0.00 0.00 0.00 0.00 0.56 0.00 0.00 0.00 0.00 #NUM! 0.14 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2T27 954 0.03 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.01 -7.53 0.03 0.34 #NUM! #NUM! #NUM! #NUM! #NUM!

OR2T3 957 0.02 0.00 0.00 0.00 0.00 0.00 0.59 0.02 0.00 0.00 0.00 -8.54 0.15 -3.24 #NUM! #NUM! #NUM! #NUM! #NUM!

OR2T33 963 0.03 0.00 0.06 0.25 0.00 0.04 0.67 0.13 0.03 0.00 0.06 -3.97 0.21 -2.69 #NUM! -1.77 0.27 #NUM! -0.60

OR2T34 957 0.02 0.03 0.00 0.00 0.00 0.00 0.73 0.02 0.00 0.00 0.01 -6.94 0.19 -3.53 -2.51 #NUM! #NUM! #NUM! #NUM!

OR2T4 1047 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2T6 927 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2T8 939 0.03 0.00 0.05 0.18 0.00 0.03 0.70 0.00 0.03 0.00 0.05 -4.36 0.18 -2.45 #NUM! -1.73 -0.04 #NUM! -0.75

OR2V2 948 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR2W1 963 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR2W3 945 0.07 0.00 0.04 0.00 0.24 0.11 0.17 0.00 0.00 0.03 0.08 -3.69 0.05 0.40 #NUM! -0.36 #NUM! 2.29 0.57

OR3A1 948 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR3A2 1085 0.03 0.10 0.03 0.00 0.00 0.05 0.00 0.00 0.05 0.00 0.03 -4.86 0.01 1.18 3.01 1.42 #NUM! #NUM! 0.49

OR3A3 966 0.03 0.11 0.00 0.00 0.00 0.03 0.00 0.00 0.03 0.00 0.03 -5.11 0.01 2.18 4.01 #NUM! #NUM! #NUM! -0.05

OR4A47 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4A5 1071 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR4B1 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4C11 1045 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4C15 1113 0.00 0.00 0.00 0.00 0.00 0.00 0.31 0.00 0.00 0.00 0.00 #NUM! 0.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4C16 933 0.00 0.00 0.00 0.00 0.00 0.00 0.35 0.00 0.00 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4C3 990 0.00 0.00 0.00 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.68 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR4C6 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR4D11 936 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4D2 924 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

OR4D5 957 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4D6 945 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4F17 918 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR4F6 939 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4K1 1076 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 -7.73 0.01 #NUM! 0.99 #NUM! #NUM! #NUM! #NUM!

OR4K14 933 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4K15 1047 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4K2 945 0.00 0.03 0.00 0.00 0.00 0.00 0.55 0.00 0.00 0.00 0.01 -7.49 0.14 #NUM! -2.05 #NUM! #NUM! #NUM! #NUM!

OR4M1 942 0.00 0.00 0.00 0.00 0.00 0.00 0.52 0.00 0.00 0.00 0.00 #NUM! 0.13 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4M2 1084 0.03 0.00 0.00 0.03 0.00 0.00 0.48 0.00 0.00 0.00 0.01 -6.58 0.12 -2.12 #NUM! #NUM! -1.78 #NUM! #NUM!

OR4N2 924 0.00 0.03 0.00 0.00 0.00 0.00 0.55 0.00 0.00 0.00 0.01 -7.45 0.14 #NUM! -1.99 #NUM! #NUM! #NUM! #NUM!

OR4N3P 937 0.00 0.00 0.00 0.00 0.00 0.00 0.47 0.00 0.00 0.00 0.00 #NUM! 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4N4 1343 0.00 0.00 0.00 0.00 0.00 0.00 0.34 0.00 0.00 0.00 0.00 #NUM! 0.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4N5 927 0.00 0.00 0.00 0.00 0.00 0.00 0.18 0.00 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4P4 939 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR4Q3 942 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR4X1 918 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR4X2 912 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR51A2 942 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.92 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51A4 942 0.10 0.05 0.00 0.39 0.00 0.00 0.00 0.00 0.00 0.00 0.09 -3.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51A7 939 0.03 0.03 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51B2 1055 0.14 0.17 0.73 0.11 0.00 0.00 0.30 0.00 0.00 0.00 0.19 -2.37 0.08 0.93 1.21 3.28 0.52 #NUM! #NUM!

OR51B4 933 0.17 0.10 0.00 0.08 0.00 0.00 0.49 0.00 0.03 0.03 0.06 -4.09 0.14 0.29 -0.43 #NUM! -0.70 #NUM! #NUM!

OR51B5 1458 0.10 0.06 0.05 0.22 0.04 0.00 0.00 0.04 0.10 0.10 0.08 -3.68 0.06 0.70 -0.02 -0.36 1.88 -0.71 -4.18

OR51B6 939 0.17 0.27 0.00 0.17 0.00 0.00 0.00 0.00 0.00 0.00 0.10 -3.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51D1 1124 0.03 0.00 0.00 0.13 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.23 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51E1 3130 0.13 0.22 0.19 0.14 0.19 0.25 0.11 0.02 0.44 0.12 0.19 -2.42 0.17 -0.37 0.37 0.14 -0.30 0.16 0.44

OR51E2 2785 0.05 0.06 0.12 0.06 0.03 0.20 0.01 0.00 0.35 0.10 0.09 -3.54 0.11 -1.26 -1.00 0.10 -0.93 -2.09 1.23

OR51F1 939 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51F2 1029 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR51G1 966 0.00 0.06 0.04 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51G2 945 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51I1 1012 0.00 0.03 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.37 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51I2 1070 0.06 0.03 0.00 0.04 0.00 0.00 0.06 0.06 0.00 0.00 0.02 -5.64 0.03 0.95 -0.03 #NUM! 0.28 #NUM! #NUM!

OR51L1 948 0.10 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51M1 1058 0.14 0.14 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.80 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51Q1 1096 0.14 0.22 0.00 0.24 0.00 0.00 0.00 0.00 0.00 0.00 0.10 -3.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR51S1 972 0.06 0.13 0.00 0.08 0.00 0.00 0.50 0.00 0.00 0.00 0.05 -4.46 0.13 -0.98 0.04 #NUM! -0.65 #NUM! #NUM!

OR51V1 966 0.06 0.03 0.53 0.08 0.00 0.00 0.87 0.00 0.00 0.00 0.12 -3.09 0.22 -1.77 -2.75 1.27 -1.44 #NUM! #NUM!

OR52A1 939 0.03 0.00 0.04 0.13 0.00 0.00 0.17 0.00 0.00 0.00 0.03 -4.93 0.04 -0.39 #NUM! -0.15 1.53 #NUM! #NUM!

OR52A4 999 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR52A5 951 0.20 0.23 0.89 0.12 0.00 0.00 1.44 0.00 0.00 0.00 0.24 -2.05 0.36 -0.88 -0.63 1.31 -1.55 #NUM! #NUM!

OR52B4 1124 0.00 0.03 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52B6 1008 0.03 0.06 0.00 0.19 0.00 0.05 0.03 0.00 0.00 0.02 0.06 -4.16 0.01 1.10 2.12 #NUM! 3.76 #NUM! -0.08

OR52D1 1065 0.06 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52E2 978 0.03 0.00 0.00 0.04 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -6.40 0.01 1.93 #NUM! #NUM! 2.26 #NUM! #NUM!

OR52E4 939 0.07 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52E6 942 0.13 0.03 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52E8 954 0.03 0.07 0.00 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52H1 963 0.10 0.13 0.00 0.16 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -3.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52I2 1115 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52J3 936 0.03 0.07 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52K1 1030 0.03 0.00 0.00 0.15 0.00 0.00 0.03 0.00 0.00 0.00 0.03 -5.07 0.01 1.93 #NUM! #NUM! 4.26 #NUM! #NUM!

OR52K2 1067 0.03 0.06 0.00 0.00 0.00 0.00 0.09 0.00 0.05 0.00 0.01 -6.13 0.03 -0.30 0.72 #NUM! #NUM! #NUM! #NUM!

OR52L1 1094 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52N1 963 0.10 0.03 0.00 0.24 0.00 0.00 0.00 0.00 0.00 0.00 0.06 -4.01 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52N2 966 0.06 0.13 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52N4 1037 0.18 0.15 0.10 0.12 0.03 0.25 0.15 0.09 0.05 0.12 0.14 -2.86 0.10 0.76 0.52 0.00 0.23 -1.93 0.87

OR52N5 1034 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR52R1 948 0.03 0.03 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR52W1 963 0.06 0.03 0.00 0.12 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR56A1 1071 0.00 0.03 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR56A3 948 0.03 0.10 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.03 -5.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.05

OR56A4 1098 0.03 0.06 0.00 0.21 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR56A5 942 0.03 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR56B1 1091 0.08 0.00 0.03 0.10 0.00 0.00 0.00 0.03 0.00 0.00 0.04 -4.78 0.01 3.56 #NUM! 2.21 3.89 #NUM! #NUM!

OR56B4 960 0.00 0.13 0.04 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.03 -5.15 0.01 #NUM! 4.21 2.42 #NUM! #NUM! #NUM!

OR5AK2 930 0.03 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR5AK4P 927 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR5AN1 936 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR5AS1 975 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5AU1 1089 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5B12 1054 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.01 -6.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

OR5B2 1049 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5B21 930 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR5D16 987 0.00 0.00 0.00 0.00 0.00 0.00 0.16 0.00 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5D18 942 0.00 0.00 0.00 0.00 0.00 0.00 0.21 0.00 0.00 0.00 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5E1P 521 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!



OR5F1 945 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.27 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR5H6 978 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5K1 952 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -6.50 0.01 #NUM! 2.99 #NUM! #NUM! #NUM! #NUM!

OR5K2 951 0.07 0.03 0.00 0.08 0.00 0.03 0.17 0.00 0.03 0.16 0.03 -4.84 0.09 -0.46 -1.44 #NUM! -0.13 #NUM! -0.29

OR5L1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5L2 936 0.00 0.00 0.00 0.00 0.00 0.00 0.31 0.00 0.00 0.00 0.00 #NUM! 0.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR5P2 969 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -7.22 0.01 #NUM! #NUM! #NUM! 2.30 #NUM! #NUM!

OR5P3 936 0.07 0.10 0.00 0.25 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR5T1 981 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR5T2 1080 0.06 0.03 0.00 0.04 0.00 0.00 0.00 0.06 0.00 0.00 0.02 -5.66 0.01 1.97 0.99 #NUM! 1.30 #NUM! #NUM!

OR5T3 1023 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR5V1 1048 0.00 0.09 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR6A2 1384 0.04 0.02 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR6B1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR6C1 939 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.50 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR6C68 939 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR6C70 939 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR6C74 939 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR6C75 939 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR6C76 939 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR6F1 927 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR6K6 1032 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR6N2 954 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR6S1 996 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR6W1P 1502 0.01 0.02 0.02 0.08 0.01 0.02 0.00 0.01 0.00 0.00 0.03 -5.24 0.00 1.39 2.99 3.21 5.12 1.29 -0.26

OR7A5 2138 0.00 0.05 0.03 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.02 -5.86 0.00 #NUM! 4.30 3.53 #NUM! #NUM! 0.38

OR7C1 963 0.00 0.07 0.04 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.02 -5.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.36

OR7D2 3224 0.00 0.00 0.01 0.01 0.12 0.02 0.00 0.00 0.07 0.01 0.03 -5.20 0.02 #NUM! #NUM! -1.11 -1.00 2.57 -0.34

OR7D4 1022 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR7E156P 2647 0.02 0.04 0.04 0.03 0.01 0.03 0.07 0.01 0.00 0.03 0.03 -5.18 0.03 -0.84 0.65 0.34 0.32 -1.57 -0.06

OR7E24 1020 0.00 0.00 0.25 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.40 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR7E37P 1203 1.03 0.12 0.15 0.24 0.36 0.17 0.95 0.49 0.34 0.28 0.35 -1.53 0.51 1.00 -2.06 -1.82 -1.07 -0.52 -0.98

OR7E5P 1833 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.46 0.00 4.99 #NUM! #NUM! #NUM! 2.08 #NUM!

OR7E91P 1257 0.33 0.10 0.48 1.08 0.89 0.04 0.90 1.12 0.00 0.33 0.49 -1.04 0.59 -0.82 -2.61 -0.30 0.88 0.60 -3.54

OR7G1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR7G2 1038 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR7G3 939 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8B12 933 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8B2 942 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR8B8 936 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8D1 927 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8D2 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR8G1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR8G2 915 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8G5 1041 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.03 0.00 0.00 0.00 -7.88 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

OR8H1 936 0.00 0.00 0.00 0.00 0.00 0.00 0.24 0.03 0.00 0.00 0.00 #NUM! 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR8H2 939 0.00 0.00 0.00 0.00 0.00 0.00 0.35 0.00 0.00 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR8H3 939 0.00 0.00 0.00 0.00 0.00 0.00 0.28 0.03 0.00 0.00 0.00 #NUM! 0.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OR8I2 933 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.47 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR8S1 1080 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -7.73 0.01 #NUM! 1.99 #NUM! #NUM! #NUM! #NUM!

OR9A4 945 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR9G1 918 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OR9G4 984 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 -7.59 0.01 1.97 #NUM! #NUM! #NUM! #NUM! #NUM!

OR9G9 918 0.00 0.00 0.00 0.04 0.00 0.00 0.04 0.00 0.00 0.00 0.01 -7.13 0.01 #NUM! #NUM! #NUM! 2.26 #NUM! #NUM!

OR9I1 945 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OR9Q1 2459 0.00 0.02 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -7.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.44

ORAI1 1496 21.45 15.41 22.02 25.02 35.29 12.62 10.25 8.65 16.66 11.35 21.97 4.46 11.72 0.87 0.39 0.91 1.09 1.59 -0.80

ORAI2 10769 0.91 2.13 0.79 0.00 1.09 1.04 0.00 0.53 1.49 1.17 0.99 -0.01 0.80 0.19 1.41 -0.02 #NUM! 0.45 0.07

ORAI3 2205 7.22 9.57 12.70 16.58 13.33 4.94 6.99 5.04 9.73 4.82 10.72 3.42 6.65 0.12 0.53 0.93 1.32 1.00 -1.12

ORAOV1 2544 2.29 2.75 2.27 4.28 3.29 2.66 2.66 1.38 0.00 2.56 2.92 1.55 1.65 0.47 0.74 0.46 1.38 1.00 -0.14

ORC1 3192 2.22 1.34 5.99 6.28 6.68 2.71 0.56 0.74 0.09 0.26 4.20 2.07 0.41 2.44 1.70 3.87 3.94 4.02 -0.63

ORC2 3657 1.78 5.02 6.81 6.49 2.44 2.78 2.77 3.26 2.31 3.54 4.22 2.08 2.97 -0.74 0.76 1.20 1.13 -0.28 -0.60

ORC3 2589 8.69 6.74 8.76 9.32 4.39 9.81 5.87 6.03 4.80 6.69 7.95 2.99 5.85 0.57 0.20 0.58 0.67 -0.41 0.30

ORC4 6710 7.23 24.40 18.83 16.52 11.93 6.55 11.95 13.96 2.06 3.73 14.24 3.83 7.92 -0.13 1.62 1.25 1.06 0.59 -1.12

ORC5 1968 7.32 5.83 11.86 11.33 6.12 7.46 5.33 3.69 6.62 5.44 8.32 3.06 5.27 0.47 0.15 1.17 1.10 0.22 -0.16

ORC6 1703 2.83 2.01 2.21 6.89 7.61 4.18 0.92 0.87 0.24 0.84 4.29 2.10 0.72 1.98 1.49 1.63 3.27 3.41 -0.04

ORM1 847 0.25 2.44 0.11 0.00 0.41 0.10 0.00 0.08 0.32 0.12 0.55 -0.86 0.13 0.93 4.22 -0.21 #NUM! 1.65 -2.46

ORM2 844 0.04 1.16 0.00 0.05 0.05 0.08 0.00 0.00 0.08 0.06 0.23 -2.12 0.04 0.07 5.00 #NUM! 0.40 0.55 -1.48

ORMDL1 2185 9.91 13.15 9.17 8.03 9.45 18.79 7.63 8.19 11.93 13.17 11.42 3.51 10.23 -0.05 0.36 -0.16 -0.35 -0.12 0.72

ORMDL2 1361 40.34 16.74 31.80 29.36 50.33 19.94 20.03 20.63 19.15 22.35 31.42 4.97 20.54 0.97 -0.29 0.63 0.52 1.29 -0.66

ORMDL3 2169 12.21 17.29 12.22 16.56 24.69 17.66 9.41 8.00 24.97 16.05 16.77 4.07 14.61 -0.26 0.24 -0.26 0.18 0.76 0.07

OS9 2869 47.05 59.48 60.27 90.78 95.93 72.39 72.02 61.26 106.33 78.69 70.98 6.15 79.57 -0.76 -0.42 -0.40 0.19 0.27 0.03

OSBP 5083 3.68 11.67 11.57 9.07 7.56 8.30 8.66 10.02 9.60 9.80 8.64 3.11 9.52 -1.37 0.29 0.28 -0.07 -0.33 -0.06

OSBP2 4349 2.59 5.38 1.25 1.59 22.18 1.10 1.63 2.32 0.93 1.16 5.68 2.51 1.51 0.78 1.83 -0.27 0.07 3.88 -2.37

OSBPL10 4231 3.11 17.91 6.77 8.34 2.57 3.96 4.33 10.14 9.16 6.85 7.11 2.83 7.62 -1.29 1.23 -0.17 0.13 -1.57 -0.85

OSBPL11 4651 2.66 7.80 6.03 7.02 3.32 4.71 2.52 3.24 3.28 4.51 5.26 2.39 3.39 -0.35 1.20 0.83 1.05 -0.03 -0.16

OSBPL1A 4165 6.79 10.67 8.09 7.45 2.65 17.67 13.86 12.11 33.76 25.00 8.89 3.15 21.18 -1.64 -0.99 -1.39 -1.51 -3.00 0.99

OSBPL2 3971 7.68 12.68 7.75 11.23 7.60 8.97 11.69 16.10 6.94 8.70 9.32 3.22 10.86 -0.50 0.22 -0.49 0.05 -0.52 -0.05

OSBPL3 6730 3.65 6.11 7.37 6.76 2.39 3.60 4.19 4.69 0.67 2.10 4.98 2.32 2.91 0.32 1.07 1.34 1.21 -0.29 -0.47

OSBPL5 3904 3.47 10.45 4.97 4.84 3.89 5.25 8.45 7.51 16.01 8.03 5.48 2.45 10.00 -1.53 0.06 -1.01 -1.05 -1.36 -0.06

OSBPL6 7315 0.00 0.25 1.00 1.60 0.18 0.34 0.43 0.58 0.17 0.00 0.56 -0.83 0.30 #NUM! -0.27 1.75 2.43 -0.76 -0.73

OSBPL7 3674 1.27 9.07 1.36 4.00 4.35 3.09 1.37 1.39 1.90 1.48 3.86 1.95 1.53 -0.28 2.56 -0.17 1.38 1.50 -0.32

OSBPL8 7259 3.63 8.73 8.10 5.73 2.27 12.78 5.61 6.29 4.45 10.57 6.87 2.78 6.73 -0.89 0.38 0.27 -0.23 -1.57 0.90

OSBPL9 3925 7.91 16.21 12.19 9.51 0.00 16.87 10.35 9.09 13.16 16.21 10.45 3.39 12.20 -0.63 0.41 0.00 -0.36 #NUM! 0.69

OSCAR 1946 0.85 3.46 3.06 2.00 3.94 1.49 0.98 1.36 2.88 0.78 2.47 1.30 1.50 -0.83 1.21 1.03 0.41 1.39 -0.72

OSCP1 1505 4.55 2.73 1.01 4.37 6.44 6.19 3.48 2.56 7.50 5.54 4.21 2.07 4.77 -0.07 -0.80 -2.24 -0.13 0.43 0.55

OSGEP 1642 8.30 10.07 7.98 6.84 16.83 14.88 5.47 4.31 18.78 9.93 10.82 3.43 9.62 -0.21 0.07 -0.27 -0.49 0.81 0.46

OSGEPL1 2339 1.89 2.67 1.16 3.10 1.78 0.00 0.88 2.32 0.00 1.84 1.77 0.82 1.26 0.58 1.08 -0.12 1.30 0.50 #NUM!

OSGIN1 2409 1.97 1.28 0.65 3.29 4.08 1.39 1.35 1.01 2.28 1.36 2.11 1.08 1.50 0.39 -0.23 -1.20 1.13 1.44 -0.61

OSGIN2 4246 2.27 2.90 5.73 2.81 3.74 5.01 2.59 1.66 5.07 5.23 3.74 1.90 3.64 -0.68 -0.33 0.66 -0.37 0.04 0.42

OSM 1869 0.94 2.45 8.82 6.24 68.00 8.34 0.93 2.16 16.91 2.26 15.80 3.98 5.56 -2.57 -1.18 0.66 0.16 3.61 -0.92

OSMR 5556 9.04 27.25 22.35 14.54 17.56 22.59 5.18 20.85 17.07 25.28 18.89 4.24 17.10 -0.92 0.67 0.39 -0.23 0.04 0.26

OSR1 1911 1.50 2.55 3.29 0.71 0.28 0.92 3.02 1.09 2.77 4.86 1.54 0.62 2.94 -0.97 -0.20 0.16 -2.04 -3.37 -0.75

OSR2 1907 21.27 21.34 11.25 6.08 3.79 24.19 21.64 12.45 43.96 26.39 14.65 3.87 26.11 -0.30 -0.29 -1.21 -2.10 -2.78 0.72

OST4 509 890.17 558.11 471.38 480.61 944.52 472.71 495.61 476.76 637.73 478.58 636.25 9.31 522.17 0.77 0.10 -0.15 -0.12 0.86 -0.43

OSTalpha 1455 0.00 2.13 0.00 0.00 1.95 1.28 0.00 1.04 1.14 1.42 0.89 -0.16 0.90 #NUM! 1.24 #NUM! #NUM! 1.12 0.52

OSTBETA 940 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OSTC 1103 61.73 41.68 26.16 24.18 59.22 93.49 24.90 18.57 96.18 65.77 51.08 5.67 51.35 0.27 -0.30 -0.97 -1.09 0.21 0.87

OSTCL 1195 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

OSTF1 1313 37.40 34.50 42.39 35.70 58.16 57.61 44.35 46.26 26.36 59.83 44.29 5.47 44.20 -0.24 -0.36 -0.06 -0.31 0.40 0.38

OSTM1 4467 3.03 4.31 3.99 3.91 3.39 13.04 2.75 3.01 11.60 12.32 5.28 2.40 7.42 -1.29 -0.78 -0.89 -0.93 -1.13 1.30

OSTN 402 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.20 0.00 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OTC 1647 0.07 0.03 0.02 0.00 0.00 0.12 0.20 0.17 0.36 0.11 0.04 -4.64 0.21 -1.63 -2.62 -3.40 #NUM! #NUM! 1.57

OTOA 3624 0.09 1.40 1.58 0.26 0.10 0.39 0.09 0.07 0.12 0.10 0.64 -0.65 0.10 -0.10 3.83 4.01 1.39 -0.04 -0.70

OTOF 7171 0.00 0.03 0.82 0.05 0.10 0.14 0.03 0.04 0.07 0.03 0.19 -2.40 0.04 #NUM! -0.43 4.23 0.12 1.14 -0.44

OTOGL 8083 0.02 0.01 0.04 0.01 0.00 0.06 0.02 0.02 0.45 0.06 0.02 -5.52 0.14 -3.15 -3.45 -1.90 -4.11 -5.54 1.35

OTOP1 1869 0.13 0.04 0.00 0.00 0.00 0.01 0.02 0.13 0.03 0.05 0.03 -4.97 0.06 1.23 -0.36 #NUM! #NUM! #NUM! -1.30

OTOP2 2147 0.27 0.05 0.01 0.06 0.12 0.01 0.36 0.00 0.00 0.05 0.09 -3.52 0.10 1.37 -1.02 -2.79 -0.69 0.20 -2.98

OTOP3 1791 1.13 0.25 0.09 0.00 0.00 0.09 0.80 3.38 0.00 0.56 0.26 -1.94 1.18 -0.07 -2.25 -3.71 #NUM! #NUM! -1.46

OTOR 1477 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.01 -7.05 0.01 #NUM! #NUM! 2.53 #NUM! #NUM! #NUM!

OTOS 566 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

OTP 2702 0.00 0.00 0.00 0.01 0.03 0.00 0.00 0.00 0.00 0.00 0.01 -7.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OTUB1 2518 43.04 35.38 44.24 51.20 53.08 33.32 47.46 31.98 31.46 29.56 43.38 5.44 35.12 0.29 0.01 0.33 0.54 0.60 -0.38

OTUB2 3873 1.28 1.76 2.97 1.07 1.17 0.29 3.14 1.23 0.18 0.44 1.42 0.51 1.25 0.03 0.50 1.25 -0.22 -0.09 -2.30

OTUD1 3125 1.27 2.92 1.38 4.40 102.00 6.50 2.27 2.76 5.55 6.65 19.74 4.30 4.31 -1.76 -0.56 -1.65 0.03 4.56 -1.60

OTUD3 6523 0.26 1.39 0.77 1.59 0.26 1.09 0.80 0.56 0.63 1.47 0.89 -0.16 0.86 -1.72 0.69 -0.18 0.88 -1.73 0.29

OTUD4 7068 1.69 8.10 15.23 7.12 3.44 7.66 4.03 6.05 2.57 8.08 7.21 2.85 5.18 -1.62 0.64 1.55 0.46 -0.59 0.09

OTUD5 2941 13.87 27.67 21.09 33.87 22.14 22.64 17.93 16.39 28.72 15.58 23.54 4.56 19.65 -0.50 0.49 0.10 0.78 0.17 -0.06

OTUD6A 1689 0.08 0.10 0.06 0.06 0.05 0.01 0.07 0.06 0.00 0.01 0.06 -4.04 0.04 1.22 1.55 0.72 0.65 0.54 -2.07

OTUD6B 3306 1.36 1.45 3.13 2.14 1.57 3.46 1.30 1.50 1.84 3.41 2.18 1.13 2.01 -0.56 -0.47 0.64 0.09 -0.36 0.66

OTUD7A 3042 1.35 0.25 0.26 0.94 1.26 0.40 0.25 0.20 0.41 0.31 0.74 -0.43 0.29 2.21 -0.22 -0.19 1.69 2.11 -0.90

OTUD7B 6413 1.23 3.54 3.49 3.82 1.91 2.72 2.72 2.57 3.23 4.02 2.79 1.48 3.13 -1.35 0.18 0.16 0.29 -0.72 -0.04

OTX1 2872 1.28 1.10 5.80 0.86 1.09 0.49 0.10 0.05 0.00 0.02 1.77 0.82 0.04 4.94 4.73 7.12 4.37 4.71 -1.86

OTX2 2209 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OTX2OS1 2440 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

OVCA2 1076 29.76 25.44 33.62 37.01 41.20 16.73 18.07 13.08 16.67 17.40 30.63 4.94 16.31 0.87 0.64 1.04 1.18 1.34 -0.87

OVCH1 3420 0.00 0.02 0.00 0.00 0.01 0.00 0.03 0.00 0.07 0.02 0.00 -8.06 0.03 #NUM! -1.10 #NUM! #NUM! -2.20 #NUM!

OVCH2 1695 0.00 0.07 0.00 0.78 0.09 0.00 0.00 0.27 0.00 0.08 0.16 -2.66 0.09 #NUM! -0.25 #NUM! 3.17 0.13 #NUM!

OVGP1 2258 0.20 0.60 0.20 0.35 1.01 0.54 0.80 0.74 0.58 0.00 0.48 -1.04 0.53 -1.38 0.17 -1.43 -0.61 0.93 0.16

OVOL1 3007 6.43 10.79 8.42 26.72 4.92 14.91 23.62 53.08 0.02 19.15 12.03 3.59 23.97 -1.90 -1.15 -1.51 0.16 -2.28 0.31

OVOL2 1555 3.49 4.94 9.69 2.62 5.08 2.28 3.11 4.53 0.02 1.68 4.68 2.23 2.33 0.58 1.08 2.05 0.17 1.12 -1.04

OXA1L 1737 63.08 58.22 56.85 52.71 67.99 49.95 42.45 50.55 50.65 46.44 58.13 5.86 47.52 0.41 0.29 0.26 0.15 0.52 -0.22

OXCT1 3572 3.85 7.52 18.27 9.60 7.99 12.99 9.57 8.83 12.58 10.94 10.04 3.33 10.48 -1.44 -0.48 0.80 -0.13 -0.39 0.37

OXCT2 1824 0.03 0.61 0.18 0.38 0.74 1.04 0.13 0.23 2.48 1.09 0.50 -1.01 0.98 -5.02 -0.69 -2.47 -1.36 -0.40 1.06

OXER1 1819 0.17 1.72 1.73 0.20 0.43 0.73 1.06 0.97 0.56 0.69 0.83 -0.27 0.82 -2.24 1.07 1.08 -2.05 -0.94 -0.18

OXGR1 2285 0.00 0.18 0.23 0.04 0.00 0.47 0.10 0.20 0.18 0.14 0.15 -2.71 0.16 #NUM! 0.20 0.56 -1.80 #NUM! 1.61

OXNAD1 3992 1.31 2.20 2.54 9.12 3.32 9.98 3.00 3.62 2.02 1.73 4.75 2.25 2.59 -0.99 -0.24 -0.03 1.81 0.36 1.07

OXR1 4716 5.51 5.94 11.18 12.26 5.03 16.68 6.60 12.12 11.35 13.70 9.43 3.24 10.94 -0.99 -0.88 0.03 0.16 -1.12 0.82

OXSM 1537 4.21 6.26 0.00 6.16 5.42 3.06 2.90 1.43 2.46 3.18 4.19 2.07 2.49 0.76 1.33 #NUM! 1.30 1.12 -0.45

OXSR1 4525 3.50 11.11 21.46 12.25 8.44 7.69 9.52 21.64 8.62 15.06 10.74 3.42 13.71 -1.97 -0.30 0.65 -0.16 -0.70 -0.48

OXT 512 0.46 0.16 0.84 0.29 0.36 0.73 1.79 1.39 1.35 1.09 0.47 -1.08 1.41 -1.60 -3.12 -0.75 -2.25 -1.98 0.63

OXTR 4361 0.03 0.28 0.17 0.20 0.84 0.35 0.08 0.01 0.08 0.09 0.31 -1.69 0.07 -1.16 2.07 1.38 1.57 3.66 0.17

P2RX1 2910 2.40 1.42 1.05 1.14 0.32 1.51 1.77 0.83 8.76 0.85 1.31 0.38 3.05 -0.35 -1.11 -1.54 -1.42 -3.27 0.21

P2RX2 1908 0.00 0.05 0.09 0.02 0.03 0.05 0.07 0.00 0.00 0.00 0.04 -4.62 0.02 #NUM! 1.60 2.24 0.34 0.91 0.23

P2RX3 1457 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

P2RX4 2043 11.94 8.56 12.63 7.90 29.43 15.04 4.56 4.87 10.44 5.92 14.25 3.83 6.45 0.89 0.41 0.97 0.29 2.19 0.08

P2RX5 2341 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

P2RX5-TAX1BP3 6285 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

P2RX6 2754 0.35 0.07 0.04 1.07 0.67 0.04 0.00 0.07 0.14 0.18 0.37 -1.43 0.10 1.85 -0.47 -1.47 3.46 2.79 -3.09

P2RX6P 124 0.00 0.00 0.00 0.00 50.40 0.00 0.00 0.00 0.00 0.00 8.40 3.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

P2RX7 3903 1.31 1.97 1.92 1.31 1.33 1.59 1.42 1.73 1.21 1.22 1.57 0.65 1.39 -0.09 0.50 0.46 -0.09 -0.07 0.01

P2RY1 3122 2.66 1.75 4.70 2.39 0.07 1.52 2.29 4.41 1.26 2.38 2.18 1.13 2.58 0.04 -0.56 0.86 -0.11 -5.18 -0.52

P2RY10 1871 1.40 4.41 5.97 1.44 0.16 4.16 1.02 1.50 0.28 1.17 2.92 1.55 0.99 0.50 2.15 2.59 0.54 -2.59 0.51

P2RY11 1977 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

P2RY12 1502 0.25 0.45 0.44 0.12 0.02 0.98 0.38 0.21 0.65 0.26 0.38 -1.41 0.37 -0.61 0.25 0.24 -1.63 -4.38 1.38

P2RY13 2769 2.36 5.13 1.64 0.83 0.59 1.28 1.61 0.57 0.63 0.51 1.97 0.98 0.83 1.51 2.63 0.98 0.00 -0.49 -0.62

P2RY14 2694 0.72 2.00 1.13 0.48 0.10 1.40 1.21 0.88 0.26 0.58 0.97 -0.04 0.73 -0.01 1.45 0.63 -0.60 -2.86 0.53

P2RY2 2681 5.70 3.87 13.37 2.81 6.38 1.14 6.91 4.57 0.71 6.75 5.55 2.47 4.73 0.27 -0.29 1.50 -0.75 0.43 -2.28

P2RY4 1639 0.00 0.10 0.02 0.11 0.00 0.00 0.23 0.19 0.00 0.00 0.04 -4.70 0.11 #NUM! -0.04 -2.40 0.02 #NUM! #NUM!

P2RY6 2400 1.79 3.37 12.12 1.92 13.49 1.85 0.37 0.56 1.74 1.18 5.76 2.53 0.96 0.89 1.81 3.65 0.99 3.81 -1.63

P2RY8 4240 0.06 0.22 0.16 0.08 0.01 0.08 0.03 0.08 0.05 0.08 0.10 -3.31 0.06 0.03 1.84 1.37 0.31 -3.02 -0.39

P4HA1 2953 10.00 9.21 18.52 9.85 22.06 19.44 6.31 6.99 15.11 19.13 14.85 3.89 11.88 -0.25 -0.37 0.64 -0.27 0.89 0.39

P4HA2 2588 6.62 7.71 8.39 22.00 111.64 12.90 12.82 8.24 29.10 10.95 28.21 4.82 15.28 -1.21 -0.99 -0.86 0.53 2.87 -1.13

P4HA3 2272 1.24 3.62 1.55 0.75 28.04 2.95 1.02 0.61 5.66 2.46 6.36 2.67 2.44 -0.98 0.57 -0.65 -1.70 3.53 -1.11

P4HB 2596 197.84 260.84 267.97 220.77 391.49 154.35 251.84 197.42 209.41 150.13 248.88 7.96 202.20 -0.03 0.37 0.41 0.13 0.95 -0.69

P4HTM 2294 3.82 11.38 11.26 0.00 15.36 8.08 6.28 5.17 11.37 8.42 8.32 3.06 7.81 -1.03 0.54 0.53 #NUM! 0.98 -0.04

PA2G4 2643 52.40 39.98 139.03 130.58 142.71 54.59 52.96 46.86 42.07 59.27 93.21 6.54 50.29 0.06 -0.33 1.47 1.38 1.50 -0.77

PA2G4P4 2751 0.19 0.05 0.14 0.17 0.16 0.10 0.04 0.01 0.04 0.11 0.13 -2.89 0.05 1.94 0.10 1.49 1.81 1.71 -0.46

PAAF1 1585 6.42 5.33 5.75 4.00 13.64 4.75 5.02 5.66 9.15 6.51 6.65 2.73 6.58 -0.04 -0.30 -0.20 -0.72 1.05 -0.48

PABPC1 2869 318.13 434.33 406.05 790.40 273.04 268.17 546.89 615.32 185.41 306.31 415.02 8.70 413.48 -0.38 0.07 -0.03 0.93 -0.60 -0.63

PABPC1L 2129 2.55 6.30 3.73 7.00 2.23 0.00 2.70 2.54 0.26 1.53 3.64 1.86 1.75 0.54 1.84 1.09 2.00 0.35 #NUM!

PABPC1L2B 2200 0.00 0.01 0.00 0.00 0.00 0.02 0.00 0.01 0.01 0.00 0.01 -7.39 0.00 #NUM! 1.85 #NUM! -0.82 #NUM! 1.85

PABPC1P2 3934 0.04 0.00 0.02 0.00 0.01 0.00 0.02 0.01 0.00 0.02 0.01 -6.37 0.01 1.35 #NUM! 0.46 -1.81 -0.48 -1.43

PABPC3 2430 0.20 0.15 0.31 0.58 0.57 0.44 0.37 0.34 0.34 0.35 0.37 -1.42 0.35 -0.80 -1.18 -0.19 0.73 0.70 0.23

PABPC4 3230 24.99 27.96 32.97 43.78 112.00 35.41 28.20 25.78 35.21 55.27 46.19 5.53 36.12 -0.53 -0.37 -0.13 0.28 1.63 -0.38

PABPC4L 4944 0.18 0.29 0.06 0.13 0.15 0.78 0.41 0.44 1.18 0.55 0.26 -1.92 0.65 -1.84 -1.16 -3.41 -2.30 -2.14 1.56

PABPC5 3447 0.06 0.35 0.07 0.02 0.01 0.54 0.19 0.15 1.16 0.37 0.18 -2.50 0.47 -2.95 -0.41 -2.72 -4.62 -5.04 1.62

PABPN1 3118 2.86 6.41 6.38 8.50 28.06 13.14 5.03 4.30 0.00 11.87 10.89 3.45 5.30 -0.89 0.27 0.27 0.68 2.40 0.27

PABPN1L 1309 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.00 0.00 -7.75 0.00 #NUM! #NUM! #NUM! 2.51 #NUM! #NUM!

PACRG 1702 0.41 0.83 0.04 0.60 0.05 0.56 0.38 0.67 0.91 0.97 0.42 -1.26 0.74 -0.84 0.18 -4.05 -0.29 -3.75 0.43

PACRGL 2090 3.68 4.82 3.18 2.52 3.81 5.79 3.01 4.04 4.89 5.04 3.97 1.99 4.25 -0.21 0.18 -0.42 -0.75 -0.16 0.55

PACS1 4488 6.28 37.43 33.71 33.06 44.36 15.66 25.67 22.76 24.19 12.77 28.42 4.83 21.35 -1.77 0.81 0.66 0.63 1.06 -0.86

PACS2 6332 3.00 8.46 6.72 4.76 4.23 4.92 6.68 4.83 17.39 9.96 5.35 2.42 9.71 -1.70 -0.20 -0.53 -1.03 -1.20 -0.12

PACSIN1 5327 0.07 0.35 0.22 0.06 0.07 0.11 0.03 0.00 0.00 0.03 0.15 -2.78 0.02 2.07 4.33 3.69 1.82 1.95 -0.46

PACSIN2 3305 9.71 16.16 14.21 14.70 11.31 13.21 10.20 13.04 24.06 13.34 13.22 3.72 15.16 -0.64 0.09 -0.09 -0.05 -0.42 0.00

PACSIN3 2046 15.08 11.27 20.38 25.91 41.77 11.36 15.20 11.02 13.65 16.58 20.96 4.39 14.11 0.10 -0.32 0.53 0.88 1.57 -0.88

PADI1 3847 5.75 1.00 1.61 5.46 0.46 2.41 6.18 2.47 0.00 2.93 2.78 1.48 2.90 0.99 -1.53 -0.85 0.91 -2.65 -0.21

PADI2 4363 0.63 6.39 1.98 0.75 0.89 2.81 1.12 2.19 7.85 0.68 2.24 1.16 2.96 -2.22 1.11 -0.58 -1.98 -1.73 0.33

PADI3 3189 8.84 0.25 1.09 0.50 0.57 8.82 0.71 0.11 0.00 1.33 3.35 1.74 0.54 4.04 -1.10 1.02 -0.11 0.09 1.40

PADI4 2265 0.24 0.16 0.54 0.36 1.20 0.26 0.35 0.41 0.98 0.12 0.46 -1.12 0.47 -0.97 -1.58 0.23 -0.37 1.37 -0.82

PADI6 2346 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PAEP 857 0.71 0.00 0.00 0.20 0.07 0.07 0.08 0.16 0.00 0.00 0.18 -2.50 0.06 3.56 #NUM! #NUM! 1.74 0.30 -1.34

PAF1 2164 13.92 27.53 38.52 38.71 17.85 29.10 28.50 31.68 31.71 30.46 27.60 4.79 30.59 -1.14 -0.15 0.33 0.34 -0.78 0.08

PAFAH1B1 5614 6.78 15.40 22.94 14.39 10.69 16.00 14.64 13.39 14.88 20.41 14.37 3.84 15.83 -1.22 -0.04 0.54 -0.14 -0.57 0.16

PAFAH1B2 4200 10.20 10.72 9.48 9.54 11.71 12.12 11.72 11.25 13.87 15.09 10.63 3.41 12.98 -0.35 -0.28 -0.45 -0.44 -0.15 0.19

PAFAH1B3 1108 51.63 29.60 76.11 48.40 39.75 21.91 22.56 15.71 7.53 12.83 44.57 5.48 14.66 1.82 1.01 2.38 1.72 1.44 -1.02

PAFAH2 3581 2.27 4.17 2.75 2.58 1.78 3.98 2.96 3.20 2.48 2.98 2.92 1.55 2.91 -0.35 0.52 -0.08 -0.17 -0.71 0.45

PAG1 10759 0.76 2.22 1.94 1.41 0.94 1.83 0.90 0.78 0.90 1.00 1.52 0.60 0.89 -0.24 1.31 1.12 0.65 0.07 0.27

PAGE2 499 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.01 -6.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PAGE2B 493 0.00 0.00 0.00 1.15 0.30 0.28 0.00 0.00 0.14 0.13 0.29 -1.79 0.07 #NUM! #NUM! #NUM! 4.06 2.14 -0.03

PAGE4 493 0.00 0.00 0.00 0.00 0.00 0.14 0.00 0.00 0.79 0.07 0.02 -5.40 0.21 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

PAGE5 760 0.43 0.00 0.17 0.00 0.00 0.49 0.00 0.00 0.00 0.31 0.18 -2.46 0.08 2.48 #NUM! 1.15 #NUM! #NUM! 1.44

PAH 2680 0.36 0.43 2.74 0.92 0.00 0.02 8.72 0.06 0.00 0.00 0.74 -0.43 2.20 -2.62 -2.36 0.32 -1.26 #NUM! -5.41

PAICS 3350 22.93 20.57 26.45 23.42 35.84 18.58 14.85 17.01 12.80 19.73 24.63 4.62 16.10 0.51 0.35 0.72 0.54 1.15 -0.41

PAIP1 2796 14.09 21.66 39.68 24.58 23.80 31.47 22.55 12.59 45.29 25.35 25.88 4.69 26.45 -0.91 -0.29 0.59 -0.11 -0.15 0.28

PAIP2 1521 82.37 41.61 33.53 49.49 69.12 89.20 38.82 42.72 61.61 67.01 60.89 5.93 52.54 0.65 -0.34 -0.65 -0.09 0.40 0.55

PAIP2B 6300 1.39 0.98 1.03 1.06 1.46 1.39 2.94 2.37 0.82 1.69 1.22 0.28 1.95 -0.49 -1.00 -0.92 -0.89 -0.42 0.19

PAK1 3484 11.10 10.91 25.26 10.01 19.36 12.06 12.19 12.89 24.13 13.21 14.78 3.89 15.60 -0.49 -0.52 0.69 -0.64 0.31 -0.29

PAK1IP1 1511 15.86 8.15 15.91 8.11 8.42 11.53 10.46 9.70 8.00 12.58 11.33 3.50 10.18 0.64 -0.32 0.64 -0.33 -0.28 0.03

PAK2 6139 5.09 13.19 19.54 21.15 11.91 15.04 10.53 11.66 8.95 11.51 14.32 3.84 10.66 -1.07 0.31 0.87 0.99 0.16 0.07



PAK3 2754 0.00 0.73 0.91 0.30 0.00 1.78 1.60 2.69 0.86 2.20 0.62 -0.69 1.84 #NUM! -1.32 -1.01 -2.61 #NUM! 1.52

PAK4 3064 7.78 17.61 24.89 40.76 14.88 12.16 15.87 15.20 14.31 10.18 19.68 4.30 13.89 -0.84 0.34 0.84 1.55 0.10 -0.69

PAK6 3961 0.00 2.02 0.00 1.70 0.00 3.83 4.15 1.81 0.05 0.00 1.26 0.33 1.50 #NUM! 0.43 #NUM! 0.18 #NUM! 1.60

PAK7 4777 0.04 0.39 2.77 0.00 0.00 0.45 2.28 0.07 0.01 0.03 0.61 -0.72 0.60 -3.95 -0.61 2.21 -8.28 #NUM! -0.45

PALB2 4069 4.37 4.12 6.41 6.41 0.00 3.04 3.86 4.38 1.70 1.81 4.06 2.02 2.94 0.57 0.49 1.13 1.13 #NUM! -0.42

PALLD 5870 16.04 96.50 56.56 70.89 18.91 83.75 67.23 80.91 170.20 114.66 57.11 5.84 108.25 -2.75 -0.17 -0.94 -0.61 -2.52 0.55

PALM 2890 4.44 12.27 2.44 1.72 1.26 7.63 14.71 9.34 30.27 13.53 4.96 2.31 16.96 -1.93 -0.47 -2.80 -3.31 -3.76 0.62

PALM2 9500 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PALM2-AKAP2 7534 0.00 1.30 0.00 0.46 0.62 0.00 0.00 0.00 0.00 0.00 0.40 -1.33 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PALM3 2260 0.22 0.62 0.07 0.06 0.06 0.21 0.82 0.17 0.52 0.40 0.21 -2.28 0.48 -1.15 0.38 -2.77 -2.99 -3.10 0.03

PALMD 2601 11.81 12.05 4.05 60.52 2.18 26.38 26.57 71.91 17.62 20.02 19.50 4.29 34.03 -1.53 -1.50 -3.07 0.83 -3.97 0.44

PAM 5359 32.23 61.06 16.62 17.39 14.50 67.30 35.47 28.81 71.63 65.74 34.85 5.12 50.41 -0.65 0.28 -1.60 -1.54 -1.80 0.95

PAM16 600 27.87 22.94 18.75 24.67 65.96 22.64 22.51 17.03 18.31 17.01 30.47 4.93 18.71 0.57 0.29 0.00 0.40 1.82 -0.43

PAMR1 2798 8.06 26.61 1.81 3.54 1.86 43.67 19.77 28.21 17.90 85.17 14.26 3.83 37.76 -2.23 -0.50 -4.39 -3.42 -4.34 1.61

PAN2 5372 2.23 2.55 3.92 0.00 0.00 0.00 2.88 4.32 0.00 0.00 1.45 0.54 1.80 0.31 0.50 1.12 #NUM! #NUM! #NUM!

PAN3 5643 1.78 6.44 5.53 7.71 1.84 10.44 4.36 5.00 4.59 6.69 5.62 2.49 5.16 -1.53 0.32 0.10 0.58 -1.49 0.89

PAN3-AS1 2211 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PANK1 6976 1.45 3.46 1.29 2.47 0.86 0.85 0.84 1.00 0.29 0.56 1.73 0.79 0.67 1.11 2.36 0.94 1.87 0.35 -1.03

PANK2 2280 4.66 3.92 5.58 7.38 13.72 14.29 4.31 3.65 9.27 11.12 8.26 3.05 7.09 -0.61 -0.85 -0.35 0.06 0.95 0.79

PANK3 3404 3.93 4.59 4.35 5.24 3.00 5.50 4.55 6.93 2.76 5.80 4.43 2.15 5.01 -0.35 -0.13 -0.20 0.06 -0.74 0.31

PANK4 2642 3.26 4.57 6.19 4.97 5.11 5.03 3.43 3.45 6.84 4.26 4.85 2.28 4.50 -0.47 0.02 0.46 0.14 0.18 0.05

PANX1 2782 4.70 5.26 6.73 9.56 16.57 11.56 4.24 6.35 8.96 10.96 9.06 3.18 7.63 -0.70 -0.54 -0.18 0.33 1.12 0.35

PANX2 3069 0.33 0.32 0.33 3.33 3.11 1.29 0.57 0.27 0.21 0.23 1.45 0.54 0.32 0.03 0.00 0.05 3.37 3.28 -0.17

PANX3 1609 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.03 0.00 -8.08 0.01 #NUM! #NUM! #NUM! 1.63 #NUM! #NUM!

PAOX 1878 3.34 2.18 5.88 0.00 4.30 2.70 2.42 2.14 3.02 2.81 3.07 1.62 2.60 0.37 -0.25 1.18 #NUM! 0.73 -0.18

PAPD4 3523 5.30 7.81 6.18 11.67 3.28 11.91 6.19 7.42 5.38 9.78 7.69 2.94 7.19 -0.44 0.12 -0.22 0.70 -1.13 0.63

PAPD5 8114 0.98 1.43 1.38 2.39 1.08 3.87 1.90 1.93 6.99 4.17 1.85 0.89 3.75 -1.94 -1.39 -1.44 -0.65 -1.80 1.06

PAPD7 3871 3.36 6.84 8.55 9.32 3.94 5.30 7.56 6.84 4.98 7.83 6.22 2.64 6.81 -1.02 0.01 0.33 0.45 -0.79 -0.23

PAPL 2962 0.04 0.20 0.06 0.74 0.27 0.13 0.29 0.10 1.01 0.23 0.24 -2.07 0.41 -3.51 -1.05 -2.70 0.87 -0.60 -0.92

PAPLN 5849 4.21 5.17 4.11 17.03 1.67 3.82 1.57 1.70 2.97 2.58 6.00 2.59 2.21 0.93 1.23 0.90 2.95 -0.40 -0.65

PAPOLA 4539 23.98 31.26 33.92 38.04 34.53 39.86 23.76 25.75 20.99 29.33 33.60 5.07 24.96 -0.06 0.32 0.44 0.61 0.47 0.25

PAPOLB 4271 0.01 0.01 0.00 0.01 0.00 0.00 0.01 0.00 0.01 0.00 0.00 -7.67 0.00 0.33 1.33 #NUM! 0.66 #NUM! -0.46

PAPOLG 7386 1.79 2.51 4.31 3.11 1.55 2.64 2.22 2.66 1.52 3.11 2.65 1.41 2.38 -0.41 0.08 0.86 0.39 -0.62 -0.01

PAPPA 11025 1.29 2.32 0.61 0.65 0.18 1.01 1.69 2.57 0.64 2.02 1.01 0.02 1.73 -0.42 0.42 -1.50 -1.41 -3.23 0.00

PAPPA2 6940 0.08 0.21 0.01 0.00 0.01 0.10 0.27 0.16 0.19 0.44 0.07 -3.88 0.27 -1.71 -0.34 -4.95 -5.85 -5.70 0.52

PAPSS1 2558 13.72 9.96 15.51 11.92 6.98 35.64 11.27 10.60 18.48 20.65 15.62 3.97 15.25 -0.15 -0.61 0.02 -0.36 -1.13 1.19

PAPSS2 3874 6.65 8.19 3.13 3.53 2.36 7.65 6.39 5.39 8.05 5.95 5.25 2.39 6.44 0.05 0.35 -1.04 -0.87 -1.45 0.54

PAQR3 3739 1.27 1.97 4.54 2.57 1.05 4.05 2.26 3.85 2.28 5.61 2.58 1.36 3.50 -1.47 -0.83 0.37 -0.44 -1.74 0.65

PAQR4 2701 5.97 9.21 10.63 17.95 50.28 4.52 1.82 1.54 1.25 1.17 16.43 4.04 1.45 2.04 2.67 2.88 3.63 5.12 -1.86

PAQR5 5480 1.33 1.45 0.13 5.47 3.63 0.74 2.38 2.53 0.14 1.22 2.12 1.09 1.57 -0.24 -0.11 -3.62 1.80 1.21 -1.52

PAQR6 2117 0.50 0.00 0.67 0.00 0.00 0.62 0.00 0.00 1.89 0.00 0.30 -1.75 0.47 0.07 #NUM! 0.50 #NUM! #NUM! 1.06

PAQR7 3023 3.62 6.53 4.84 12.58 5.87 5.46 6.77 8.29 6.05 6.99 6.48 2.70 7.03 -0.96 -0.11 -0.54 0.84 -0.26 -0.25

PAQR8 4758 2.02 2.48 0.83 1.23 1.36 3.03 3.29 2.56 4.29 2.93 1.82 0.87 3.27 -0.69 -0.40 -1.99 -1.41 -1.27 0.73

PAQR9 2119 0.00 0.04 0.00 0.00 0.04 0.01 0.00 0.03 0.01 0.02 0.01 -6.12 0.01 #NUM! 1.41 #NUM! #NUM! 1.30 -0.35

PAR1 2412 0.00 0.02 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -7.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.35

PAR5 3373 0.00 0.18 0.16 0.07 0.00 0.08 0.24 0.29 0.08 0.23 0.08 -3.63 0.21 #NUM! -0.23 -0.36 -1.62 #NUM! -0.11

PARD3 6013 6.63 9.16 24.17 19.06 6.39 10.18 19.84 29.62 10.28 17.97 12.60 3.66 19.43 -1.55 -1.08 0.31 -0.03 -1.60 -0.31

PARD3B 3639 0.59 2.48 0.48 0.33 0.07 1.73 1.92 1.28 2.58 2.02 0.95 -0.08 1.95 -1.73 0.34 -2.02 -2.58 -4.84 0.87

PARD6A 1273 1.69 2.38 3.19 0.64 2.89 4.01 1.17 0.66 2.26 2.46 2.47 1.30 1.64 0.05 0.54 0.96 -1.35 0.82 0.70

PARD6B 4625 0.25 2.19 1.37 0.89 0.99 0.87 0.79 0.50 0.20 0.84 1.09 0.13 0.58 -1.20 1.92 1.24 0.61 0.77 -0.33

PARD6G 3847 4.49 5.48 9.34 11.18 3.58 5.75 9.11 9.86 8.76 5.74 6.64 2.73 8.37 -0.90 -0.61 0.16 0.42 -1.23 -0.21

PARG 4276 2.05 3.20 2.71 1.93 1.54 2.08 1.10 3.59 1.05 0.00 2.25 1.17 1.44 0.51 1.16 0.91 0.43 0.10 -0.11

PARK2 4073 0.22 0.91 0.10 0.23 0.03 0.73 0.77 2.63 1.29 0.67 0.37 -1.43 1.34 -2.59 -0.56 -3.74 -2.53 -5.60 0.99

PARK7 979 96.04 65.17 62.84 62.66 178.65 247.56 54.17 46.98 247.12 164.48 118.82 6.89 128.19 -0.42 -0.98 -1.03 -1.03 0.48 1.06

PARL 1423 31.51 17.15 22.88 25.82 47.55 35.74 14.96 11.37 29.15 21.77 30.11 4.91 19.31 0.71 -0.17 0.24 0.42 1.30 0.25

PARM1 5069 3.94 23.54 2.67 2.92 0.84 10.24 12.88 8.94 16.02 9.87 7.36 2.88 11.93 -1.60 0.98 -2.16 -2.03 -3.83 0.48

PARN 3087 9.12 13.64 7.97 16.51 15.32 10.78 9.27 9.52 11.62 9.54 12.22 3.61 9.99 -0.13 0.45 -0.33 0.72 0.62 -0.18

PARP1 4001 14.34 26.70 40.43 38.17 50.45 28.74 12.36 11.50 28.61 15.68 33.14 5.05 17.04 -0.25 0.65 1.25 1.16 1.57 -0.21

PARP10 3525 5.13 13.08 16.25 12.81 56.36 12.05 6.60 6.55 13.55 10.33 19.28 4.27 9.26 -0.85 0.50 0.81 0.47 2.61 -0.68

PARP11 4492 0.70 1.53 1.59 1.08 0.69 2.05 1.03 1.06 1.08 1.34 1.27 0.35 1.13 -0.68 0.44 0.50 -0.06 -0.71 0.69

PARP12 3805 7.00 18.19 28.55 36.06 14.47 16.73 6.28 5.17 4.65 4.85 20.17 4.33 5.24 0.42 1.80 2.45 2.78 1.47 -0.27

PARP14 7713 4.55 20.48 26.74 41.41 6.07 27.23 4.75 4.23 6.91 5.71 21.08 4.40 5.40 -0.25 1.92 2.31 2.94 0.17 0.37

PARP15 2692 0.32 2.63 1.38 0.84 0.13 1.00 0.24 0.17 0.12 0.25 1.05 0.07 0.20 0.72 3.75 2.82 2.11 -0.60 -0.07

PARP16 2551 3.39 3.14 3.89 0.00 4.66 3.99 2.81 2.84 4.68 3.18 3.18 1.67 3.38 0.01 -0.10 0.21 #NUM! 0.46 0.33

PARP2 1904 9.79 8.92 18.14 14.13 6.84 9.70 5.97 6.18 5.41 8.16 11.25 3.49 6.43 0.61 0.47 1.50 1.14 0.09 -0.21

PARP3 2360 5.37 10.37 21.22 10.64 12.44 5.41 5.14 5.82 6.81 5.03 10.91 3.45 5.70 -0.09 0.86 1.90 0.90 1.13 -1.01

PARP4 5485 5.24 21.13 18.96 18.68 18.40 28.13 11.48 10.90 6.63 6.44 18.42 4.20 8.86 -0.76 1.25 1.10 1.08 1.05 0.61

PARP6 2631 12.34 14.38 18.91 23.93 16.57 0.00 18.65 13.23 12.34 12.12 14.35 3.84 14.08 -0.19 0.03 0.42 0.76 0.23 #NUM!

PARP8 7201 4.08 5.61 7.95 3.04 1.75 4.13 5.91 10.00 1.26 5.18 4.43 2.15 5.59 -0.45 0.00 0.51 -0.88 -1.68 -0.10

PARP9 6801 17.73 25.15 37.22 78.55 63.08 26.34 6.34 8.33 12.96 17.05 41.34 5.37 11.17 0.67 1.17 1.74 2.81 2.50 -0.65

PARS2 2403 2.20 1.65 0.95 1.31 2.28 0.78 1.47 0.30 1.00 0.58 1.53 0.61 0.83 1.40 0.98 0.19 0.65 1.45 -0.97

PAR-SN 1797 0.17 0.20 0.05 0.14 0.00 0.00 0.37 0.10 0.00 0.00 0.09 -3.42 0.12 0.51 0.76 -1.13 0.19 #NUM! #NUM!

PART1 5914 0.00 0.00 0.00 1.22 0.00 0.00 0.00 0.00 0.00 0.00 0.20 -2.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PARVA 8719 6.17 14.68 6.26 10.61 5.41 25.45 14.18 8.62 68.70 13.57 11.43 3.51 26.27 -2.09 -0.84 -2.07 -1.31 -2.28 1.15

PARVB 1808 5.80 7.50 4.94 6.32 13.96 13.28 5.42 4.90 27.30 12.80 8.64 3.11 12.61 -1.12 -0.75 -1.35 -1.00 0.15 0.62

PARVG 2232 4.61 10.56 9.57 5.44 5.91 12.11 3.19 2.26 5.11 4.57 8.03 3.01 3.78 0.28 1.48 1.34 0.52 0.64 0.59

PASD1 3250 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.01 0.01 0.00 0.00 -9.39 0.01 #NUM! 0.06 -3.17 #NUM! #NUM! #NUM!

PASK 4530 1.26 1.52 2.96 4.04 0.00 0.00 0.75 1.00 0.00 0.00 1.63 0.71 0.44 1.52 1.80 2.76 3.20 #NUM! #NUM!

PATE4 1986 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PATL1 4142 7.43 16.10 39.60 30.85 19.06 15.45 14.29 13.02 6.31 12.38 21.42 4.42 11.50 -0.63 0.49 1.78 1.42 0.73 -0.47

PATL2 1967 0.49 1.38 0.00 0.43 0.13 1.26 0.13 0.29 0.07 0.34 0.62 -0.70 0.21 1.23 2.72 #NUM! 1.05 -0.67 1.04

PATZ1 3812 5.74 6.17 6.93 4.87 7.21 5.15 4.28 3.01 8.29 4.03 6.01 2.59 4.90 0.23 0.33 0.50 -0.01 0.56 -0.22

PAWR 1967 5.44 15.75 20.18 11.98 12.99 12.95 7.69 18.18 4.49 11.48 13.21 3.72 10.46 -0.94 0.59 0.95 0.20 0.31 -0.03

PAX1 2838 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.00 -8.33 0.01 #NUM! 1.87 #NUM! #NUM! #NUM! #NUM!

PAX2 4137 0.00 0.00 0.00 0.02 0.00 0.01 0.03 0.05 0.00 0.14 0.01 -7.40 0.05 #NUM! #NUM! #NUM! -1.17 #NUM! 0.93

PAX3 3359 0.11 0.01 0.03 0.00 0.00 0.30 0.04 0.00 0.06 0.09 0.08 -3.73 0.05 1.14 -2.47 -0.67 #NUM! #NUM! 2.00

PAX5 3650 0.80 0.29 1.14 0.10 0.03 0.09 3.01 0.20 0.01 0.03 0.41 -1.29 0.81 -0.02 -1.50 0.49 -3.04 -4.61 -2.22

PAX6 6947 0.66 0.34 3.82 0.08 0.86 0.75 0.21 0.21 0.00 0.00 1.08 0.12 0.11 2.63 1.68 5.16 -0.47 3.00 -0.53

PAX7 6053 0.43 0.01 0.00 0.00 0.00 0.43 0.00 0.00 0.00 0.00 0.14 -2.79 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.57

PAX8 4065 0.76 0.48 0.83 0.25 0.00 0.48 0.31 1.09 0.57 0.49 0.47 -1.10 0.61 0.31 -0.35 0.43 -1.30 #NUM! 0.05

PAX9 3122 3.27 2.75 5.62 3.30 0.78 0.89 8.36 16.24 0.06 4.55 2.77 1.47 7.30 -1.16 -1.41 -0.38 -1.14 -3.22 -1.64

PAXIP1 3723 3.71 6.94 13.51 10.63 3.63 4.58 3.69 4.07 2.46 2.86 7.17 2.84 3.27 0.18 1.09 2.05 1.70 0.15 -0.65

PBK 1899 7.17 3.16 10.50 4.79 7.75 5.80 2.10 3.69 0.18 1.74 6.53 2.71 1.93 1.89 0.71 2.44 1.31 2.01 -0.17

PBLD 2587 0.00 0.00 0.00 0.00 0.00 1.84 0.00 0.00 2.09 0.00 0.31 -1.70 0.52 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

PBMUCL1 6005 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PBOV1 2505 0.00 0.01 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PBRM1 7592 2.24 9.20 14.73 7.74 0.00 6.67 8.05 10.02 7.46 0.00 6.76 2.76 6.38 -1.51 0.53 1.21 0.28 #NUM! -0.02

PBX1 6918 7.89 22.11 14.81 4.92 6.77 22.58 22.12 20.45 41.49 24.42 13.18 3.72 27.12 -1.78 -0.29 -0.87 -2.46 -2.00 0.78

PBX2 3231 11.18 26.41 20.98 26.10 22.26 18.18 20.13 23.16 34.83 23.37 20.85 4.38 25.37 -1.18 0.06 -0.27 0.04 -0.19 -0.20

PBX3 2911 9.94 17.81 16.55 10.40 6.92 19.22 19.27 17.61 22.10 13.98 13.47 3.75 18.24 -0.88 -0.03 -0.14 -0.81 -1.40 0.51

PBX4 1747 0.51 3.41 3.65 1.68 3.54 2.36 1.46 0.30 0.15 0.49 2.52 1.34 0.60 -0.23 2.51 2.61 1.49 2.56 -0.10

PBXIP1 3213 11.63 27.39 9.81 15.76 10.86 50.59 18.36 13.43 79.10 34.79 21.01 4.39 36.42 -1.65 -0.41 -1.89 -1.21 -1.75 1.27

PC 4192 0.78 2.59 2.21 3.31 38.96 4.17 2.13 2.91 1.96 1.70 8.67 3.12 2.17 -1.47 0.25 0.02 0.60 4.16 -1.06

PCA3 3735 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.01 0.00 -13.94 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

PCBD1 1025 41.04 37.02 38.66 55.94 91.45 45.51 38.36 25.96 31.11 38.45 51.60 5.69 33.47 0.29 0.15 0.21 0.74 1.45 -0.18

PCBD2 2395 3.07 3.05 1.92 2.97 6.88 3.33 3.08 2.12 1.89 2.65 3.54 1.82 2.43 0.33 0.33 -0.34 0.29 1.50 -0.09

PCBP1 1772 79.30 123.85 170.87 137.19 308.40 184.46 122.23 122.15 208.50 184.30 167.35 7.39 159.30 -1.01 -0.36 0.10 -0.22 0.95 0.14

PCBP2 3187 95.56 184.35 32.37 0.00 310.16 191.74 168.89 25.12 42.21 237.57 135.70 7.08 118.45 -0.31 0.64 -1.87 #NUM! 1.39 0.50

PCBP3 2000 0.86 2.46 0.75 0.72 0.42 1.54 0.38 1.05 4.26 1.73 1.12 0.17 1.86 -1.12 0.40 -1.30 -1.37 -2.16 0.45

PCBP4 2188 9.12 12.12 13.70 14.49 11.35 8.30 10.14 8.42 13.72 11.64 11.51 3.53 10.98 -0.27 0.14 0.32 0.40 0.05 -0.47

PCCA 2577 4.82 4.79 3.46 3.16 3.10 6.89 3.22 3.75 6.05 6.65 4.37 2.13 4.92 -0.03 -0.04 -0.51 -0.64 -0.67 0.66

PCCB 1885 11.12 6.93 14.12 9.63 28.18 11.33 8.10 6.56 9.03 9.71 13.55 3.76 8.35 0.41 -0.27 0.76 0.21 1.75 -0.26

PCDH1 4779 4.72 19.16 4.77 24.10 31.98 4.69 14.65 17.49 7.42 12.79 14.90 3.90 13.09 -1.47 0.55 -1.46 0.88 1.29 -1.67

PCDH10 5384 0.12 0.13 0.03 0.02 0.01 0.55 1.50 0.32 4.63 0.52 0.14 -2.80 1.74 -3.87 -3.79 -5.82 -6.60 -7.02 1.94

PCDH11X 9190 0.08 0.18 0.02 0.08 0.01 0.05 0.18 0.05 0.02 0.05 0.07 -3.85 0.08 0.00 1.21 -1.92 0.03 -2.56 -0.52

PCDH11Y 4964 0.40 0.69 0.27 0.42 0.06 0.11 0.36 0.19 0.04 0.07 0.33 -1.62 0.16 1.31 2.08 0.74 1.37 -1.39 -1.59

PCDH12 5210 1.91 2.22 1.07 1.18 1.42 2.27 2.75 2.24 3.29 1.80 1.68 0.75 2.52 -0.40 -0.18 -1.24 -1.09 -0.83 0.44

PCDH15 5803 0.00 0.02 0.00 0.01 0.02 0.01 0.01 0.00 0.01 0.03 0.01 -6.99 0.01 #NUM! 0.59 #NUM! -1.00 0.47 0.32

PCDH17 8009 1.21 3.40 1.07 1.00 0.16 1.72 0.88 3.74 0.99 1.60 1.43 0.52 1.80 -0.57 0.92 -0.75 -0.85 -3.47 0.27

PCDH18 5906 6.84 10.20 2.12 1.52 0.33 4.76 4.83 3.67 7.02 6.79 4.30 2.10 5.58 0.29 0.87 -1.40 -1.88 -4.06 0.15

PCDH19 9773 0.01 0.36 0.06 0.03 0.00 0.32 1.04 0.73 0.48 0.41 0.13 -2.92 0.67 -5.99 -0.88 -3.37 -4.48 -7.08 1.28

PCDH20 4786 0.04 0.20 0.00 0.00 0.03 1.33 0.28 0.10 1.90 0.28 0.27 -1.91 0.64 -4.09 -1.65 #NUM! #NUM! -4.41 2.32

PCDH7 8728 4.56 7.19 0.95 3.28 0.88 4.46 5.34 6.94 1.77 4.08 3.55 1.83 4.53 0.01 0.67 -2.25 -0.47 -2.37 0.33

PCDH8 4077 0.04 0.87 0.01 0.02 0.01 0.07 0.10 0.09 0.03 0.10 0.17 -2.56 0.08 -0.90 3.46 -3.26 -2.27 -3.58 -1.19

PCDH9 6234 0.04 0.13 0.03 0.02 0.00 0.24 0.80 0.32 0.60 0.06 0.08 -3.72 0.45 -3.55 -1.79 -3.72 -4.84 -8.95 1.64

PCDHA1 5260 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PCDHA10 5254 0.00 0.00 0.07 0.00 0.00 0.43 0.19 0.12 0.42 0.26 0.08 -3.57 0.25 #NUM! #NUM! -1.76 #NUM! #NUM! 2.36

PCDHA11 6115 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PCDHA12 5360 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHA13 5260 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHA2 5360 0.00 0.00 0.00 0.25 0.00 0.00 0.00 0.00 0.00 0.24 0.04 -4.58 0.06 #NUM! #NUM! #NUM! 2.04 #NUM! #NUM!

PCDHA3 5260 0.00 0.43 0.00 0.00 0.00 0.43 0.30 0.18 0.00 0.00 0.14 -2.81 0.12 #NUM! 1.82 #NUM! #NUM! #NUM! 1.59

PCDHA4 5352 0.00 0.43 0.00 0.78 0.18 0.00 0.00 0.09 0.37 0.28 0.23 -2.11 0.18 #NUM! 1.24 #NUM! 2.09 -0.06 #NUM!

PCDHA5 5218 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHA6 5287 0.27 0.00 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PCDHA7 5221 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PCDHA8 5260 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHA9 6388 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHAC1 5475 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHAC2 6036 0.00 0.34 0.06 0.00 0.00 0.24 0.18 0.18 0.00 0.33 0.11 -3.21 0.17 #NUM! 0.99 -1.46 #NUM! #NUM! 1.17

PCDHB1 2534 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PCDHB10 3284 0.34 0.75 0.71 0.27 0.92 0.98 0.43 0.25 1.34 0.00 0.66 -0.59 0.51 -0.57 0.57 0.49 -0.90 0.86 0.57

PCDHB11 3271 0.07 0.68 0.00 0.13 0.00 0.38 0.61 0.19 0.68 0.00 0.21 -2.25 0.37 -2.30 0.89 #NUM! -1.53 #NUM! 0.85

PCDHB12 3422 0.27 0.81 0.00 0.36 0.06 0.58 0.45 0.39 1.53 0.69 0.35 -1.53 0.76 -1.51 0.09 #NUM! -1.10 -3.59 0.75

PCDHB13 3485 0.16 0.65 0.00 0.33 0.37 0.36 0.46 0.57 0.00 0.51 0.31 -1.69 0.38 -1.28 0.75 #NUM! -0.24 -0.06 0.22

PCDHB14 2793 0.46 2.02 7.97 1.30 3.42 1.81 0.89 1.67 4.89 2.08 2.83 1.50 2.38 -2.37 -0.24 1.74 -0.87 0.52 -0.65

PCDHB15 2661 0.69 1.72 0.73 0.39 0.36 2.29 1.30 0.88 0.00 0.00 1.03 0.04 0.55 0.33 1.66 0.42 -0.48 -0.59 1.15

PCDHB16 4827 0.14 0.25 0.00 0.06 0.04 1.30 0.60 0.31 0.00 2.07 0.30 -1.74 0.74 -2.42 -1.54 #NUM! -3.70 -4.19 2.12

PCDHB17 2411 0.01 0.10 0.65 0.05 0.00 0.00 0.08 0.05 0.00 0.00 0.14 -2.89 0.03 -1.49 1.62 4.34 0.69 #NUM! #NUM!

PCDHB18 3166 0.12 0.27 0.00 0.09 0.00 0.32 0.14 0.12 0.00 0.24 0.13 -2.90 0.12 -0.07 1.11 #NUM! -0.39 #NUM! 1.26

PCDHB19P 4632 0.00 0.06 0.00 0.01 0.00 0.04 0.00 0.04 0.05 0.00 0.02 -5.79 0.02 #NUM! 1.46 #NUM! -1.54 -5.79 1.12

PCDHB2 2733 0.16 0.65 0.00 0.17 0.32 0.62 0.58 0.42 0.00 0.00 0.32 -1.64 0.25 -0.62 1.37 #NUM! -0.54 0.35 0.95

PCDHB3 3173 0.08 0.35 0.00 0.09 0.04 0.40 0.00 0.25 0.00 0.00 0.16 -2.64 0.06 0.32 2.49 #NUM! 0.52 -0.48 1.33

PCDHB4 3621 0.51 1.22 0.00 0.18 0.05 1.70 0.97 0.74 4.44 3.65 0.61 -0.71 2.45 -2.26 -1.01 #NUM! -3.78 -5.56 1.48

PCDHB5 2925 0.29 1.10 0.00 0.22 0.10 1.41 0.73 0.73 0.00 3.19 0.52 -0.95 1.16 -2.00 -0.09 #NUM! -2.41 -3.61 1.44

PCDHB6 3030 0.11 0.00 0.00 0.06 0.00 0.40 0.17 0.07 1.12 0.48 0.09 -3.41 0.46 -2.11 #NUM! #NUM! -3.00 #NUM! 2.09

PCDHB7 3715 0.22 0.75 4.32 0.15 0.09 0.86 0.59 0.28 2.53 0.58 1.07 0.09 0.99 -2.19 -0.40 2.12 -2.72 -3.51 -0.30

PCDHB8 2711 0.04 0.36 0.36 0.10 0.00 0.21 0.22 0.26 0.00 0.13 0.18 -2.49 0.15 -1.74 1.26 1.24 -0.53 -6.36 0.20

PCDHB9 4220 0.47 0.60 2.26 0.23 2.87 0.00 0.26 0.20 0.00 0.00 1.07 0.10 0.12 2.01 2.37 4.28 0.98 4.63 #NUM!

PCDHGA1 4602 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA10 4617 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA11 4872 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA12 4774 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA2 4790 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA3 4605 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA4 4602 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA5 4602 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA6 4605 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA7 4605 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA8 5503 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGA9 4605 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB1 4590 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB2 4602 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB3 4596 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB4 4578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB5 4578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB6 4599 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGB7 4765 0.00 0.00 0.00 1.93 0.00 0.00 0.00 7.93 0.00 0.00 0.32 -1.64 1.98 #NUM! #NUM! #NUM! -0.04 #NUM! #NUM!

PCDHGB8P 1973 0.00 0.03 0.02 0.03 0.00 0.02 0.06 0.01 0.02 0.02 0.02 -5.86 0.03 #NUM! -0.10 -0.88 0.22 #NUM! 0.50

PCDHGC3 4726 13.14 63.37 15.15 13.31 27.14 23.76 21.39 44.93 104.24 52.52 25.98 4.70 55.77 -2.09 0.18 -1.88 -2.07 -1.04 -0.13

PCDHGC4 4623 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDHGC5 4641 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCDP1 2982 0.00 1.81 0.07 0.03 0.02 0.13 0.22 0.77 0.08 0.18 0.34 -1.54 0.31 #NUM! 2.53 -2.11 -3.23 -4.24 -1.46

PCF11 5932 6.43 10.82 10.33 12.02 7.39 11.63 7.15 9.25 10.69 15.57 9.77 3.29 10.66 -0.73 0.02 -0.05 0.17 -0.53 0.25

PCGEM1 1603 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 -10.07 0.00 #NUM! -2.93 #NUM! -0.23 -1.56 #NUM!

PCGF1 939 17.20 9.67 20.21 15.88 32.48 14.26 15.33 9.89 13.14 12.71 18.28 4.19 12.77 0.43 -0.40 0.66 0.31 1.35 -0.36

PCGF2 2622 4.86 20.77 14.35 15.79 18.90 15.03 13.40 10.17 19.70 16.94 14.95 3.90 15.05 -1.63 0.46 -0.07 0.07 0.33 0.01

PCGF3 5666 5.83 14.03 8.83 6.62 6.74 7.62 8.88 7.43 6.93 9.09 8.28 3.05 8.08 -0.47 0.80 0.13 -0.29 -0.26 -0.12

PCGF5 7179 11.35 16.11 10.82 11.59 7.82 15.47 11.65 8.00 5.71 6.75 12.19 3.61 8.03 0.50 1.00 0.43 0.53 -0.04 0.34

PCGF6 2248 1.98 1.88 1.53 2.44 5.59 4.95 0.99 1.26 4.58 3.66 3.06 1.61 2.62 -0.41 -0.48 -0.77 -0.11 1.09 0.69

PCID2 1950 12.13 12.73 7.18 9.86 21.16 18.96 9.51 7.17 17.96 16.84 13.67 3.77 12.87 -0.09 -0.02 -0.84 -0.38 0.72 0.47

PCIF1 2703 7.86 17.60 19.40 20.75 13.10 12.00 12.22 10.71 20.33 12.90 15.12 3.92 14.04 -0.84 0.33 0.47 0.56 -0.10 -0.33

PCK1 2692 0.00 0.68 0.00 0.00 0.06 0.29 0.00 0.02 0.08 0.06 0.17 -2.53 0.04 #NUM! 4.07 #NUM! #NUM! 0.67 0.73

PCK2 2221 5.08 5.56 14.92 6.14 24.02 6.43 3.49 2.85 4.21 5.60 10.36 3.37 4.04 0.33 0.46 1.89 0.60 2.57 -0.69

PCLO 20288 0.51 1.39 7.46 0.65 0.00 1.10 1.58 1.97 0.35 0.75 1.85 0.89 1.16 -1.18 0.26 2.68 -0.84 -8.15 -0.76

PCM1 8788 3.75 9.47 13.98 5.31 1.39 10.42 9.69 11.29 3.87 6.98 7.38 2.88 7.96 -1.09 0.25 0.81 -0.58 -2.52 0.50

PCMT1 1751 29.21 21.61 30.11 53.31 84.07 39.10 28.94 0.00 39.65 40.31 42.90 5.42 27.23 0.10 -0.33 0.15 0.97 1.63 -0.13

PCMTD1 4186 4.36 7.58 6.06 9.17 2.85 16.74 8.41 8.35 9.72 11.59 7.79 2.96 9.52 -1.13 -0.33 -0.65 -0.05 -1.74 1.10

PCMTD2 3929 2.92 9.60 4.32 5.74 4.06 15.19 5.88 6.52 12.01 12.24 6.97 2.80 9.16 -1.65 0.07 -1.09 -0.68 -1.18 1.12

PCNA 1355 45.39 29.45 66.95 55.67 181.15 107.10 12.61 12.46 18.71 28.34 80.95 6.34 18.03 1.33 0.71 1.89 1.63 3.33 0.40

PCNA-AS1 384 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PCNAP1 1055 0.00 0.00 0.03 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 -7.47 0.01 #NUM! #NUM! 2.16 #NUM! #NUM! #NUM!

PCNP 2250 59.18 28.11 58.15 26.30 38.13 73.81 25.47 28.70 45.65 69.30 47.28 5.56 42.28 0.49 -0.59 0.46 -0.68 -0.15 0.64

PCNT 10573 4.58 8.90 3.36 43.34 1.70 1.45 2.52 2.38 1.36 1.44 10.55 3.40 1.92 1.25 2.21 0.80 4.49 -0.18 -2.87

PCNX 12936 1.30 3.54 2.93 2.98 1.78 3.25 2.35 2.36 3.89 3.19 2.63 1.39 2.95 -1.18 0.27 -0.01 0.02 -0.73 0.31

PCNXL2 6817 2.54 4.73 2.88 5.50 2.31 2.74 3.06 1.82 1.04 1.08 3.45 1.79 1.75 0.54 1.44 0.72 1.65 0.40 -0.33

PCNXL3 6584 3.56 8.10 11.32 9.44 6.28 3.04 5.76 4.45 3.49 2.39 6.96 2.80 4.02 -0.18 1.01 1.49 1.23 0.64 -1.19

PCOLCE 1651 78.86 129.29 51.41 43.79 18.24 129.38 83.80 67.52 248.64 85.94 75.16 6.23 121.47 -0.62 0.09 -1.24 -1.47 -2.74 0.78

PCOLCE2 2047 1.02 2.28 0.36 0.49 1.87 6.00 23.76 2.86 49.00 11.59 2.00 1.00 21.80 -4.41 -3.26 -5.91 -5.47 -3.54 1.58

PCOTH 825 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!



PCP2 720 0.00 0.00 3.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.52 -0.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PCP4 566 11.56 41.81 0.16 0.78 0.94 120.38 274.91 3.33 2744.30 204.22 29.27 4.87 806.69 -6.12 -4.27 -12.28 -10.02 -9.74 2.04

PCP4L1 1480 22.75 5.70 40.77 3.74 0.54 33.90 6.15 7.84 4.27 9.09 17.90 4.16 6.84 1.73 -0.26 2.58 -0.87 -3.65 0.92

PCSK1 5166 0.18 0.64 0.15 0.64 2.99 1.00 0.00 1.26 0.13 0.18 0.93 -0.10 0.39 -1.15 0.69 -1.41 0.70 2.92 0.10

PCSK1N 990 5.86 10.00 0.34 7.14 0.27 5.17 6.26 1.72 9.09 4.40 4.80 2.26 5.36 0.13 0.90 -4.00 0.41 -4.34 0.11

PCSK2 4787 0.10 0.11 0.05 0.00 0.01 1.11 0.95 0.20 6.60 0.88 0.23 -2.12 2.16 -4.37 -4.33 -5.39 #NUM! -8.71 2.27

PCSK4 2674 0.49 1.08 2.55 1.86 0.52 0.26 0.59 0.40 0.49 0.46 1.13 0.17 0.48 0.02 1.16 2.40 1.94 0.10 -2.13

PCSK5 9538 2.97 9.99 4.06 5.52 0.99 3.42 4.18 5.83 8.74 4.14 4.49 2.17 5.72 -0.95 0.80 -0.50 -0.05 -2.54 -0.39

PCSK6 4559 1.30 1.13 1.13 3.02 1.83 0.45 1.40 0.93 0.45 0.76 1.48 0.56 0.88 0.56 0.35 0.36 1.77 1.05 -1.71

PCSK7 3497 14.59 26.59 14.33 11.83 8.03 0.00 0.00 6.84 0.00 0.00 12.56 3.65 1.71 3.09 3.96 3.07 2.79 2.23 #NUM!

PCSK9 3731 3.26 4.84 33.33 3.60 11.59 2.96 1.52 0.89 0.06 0.54 9.93 3.31 0.75 2.11 2.68 5.47 2.26 3.94 -1.74

PCTP 2172 4.51 5.61 1.57 5.55 4.05 4.68 2.62 2.30 6.60 4.25 4.33 2.11 3.94 0.19 0.51 -1.33 0.49 0.04 0.11

PCYOX1 5377 10.23 11.86 10.19 14.49 7.67 12.54 19.17 15.52 19.46 14.17 11.17 3.48 17.08 -0.74 -0.53 -0.74 -0.24 -1.15 0.17

PCYOX1L 2561 2.06 3.73 3.41 8.60 4.81 3.98 2.78 2.51 3.99 2.89 4.43 2.15 3.05 -0.56 0.29 0.16 1.50 0.66 -0.15

PCYT1A 1677 9.28 13.39 9.42 22.94 8.61 9.25 10.39 8.02 0.00 0.00 12.15 3.60 4.60 1.01 1.54 1.03 2.32 0.90 -0.39

PCYT1B 5564 0.04 0.04 0.09 0.04 0.00 0.16 0.11 0.08 0.49 0.08 0.06 -4.01 0.19 -2.18 -2.28 -1.03 -2.44 #NUM! 1.39

PCYT2 3598 4.21 6.91 7.39 5.40 0.00 4.12 6.25 2.86 6.19 3.71 4.67 2.22 4.75 -0.18 0.54 0.64 0.19 #NUM! -0.18

PDAP1 2707 32.67 33.51 59.82 42.66 88.82 45.14 29.57 22.16 48.20 34.80 50.44 5.66 33.68 -0.04 -0.01 0.83 0.34 1.40 -0.16

PDC 1258 0.00 0.10 0.09 0.03 0.00 0.00 0.00 0.13 0.00 0.00 0.04 -4.78 0.03 #NUM! 1.67 1.47 -0.02 #NUM! #NUM!

PDCD1 2115 0.94 1.49 5.26 1.25 1.83 1.65 0.64 0.61 0.49 0.92 2.07 1.05 0.66 0.50 1.17 2.99 0.91 1.46 -0.33

PDCD10 1454 42.69 20.34 54.71 44.60 48.42 48.00 18.18 21.97 21.41 34.98 43.13 5.43 24.13 0.82 -0.25 1.18 0.89 1.00 0.15

PDCD11 6416 2.27 4.19 5.05 5.50 15.61 2.47 3.68 5.08 5.73 3.13 5.85 2.55 4.41 -0.96 -0.07 0.20 0.32 1.82 -1.24

PDCD1LG2 2418 1.64 3.70 2.98 1.77 1.79 3.66 1.66 2.43 1.92 2.27 2.59 1.37 2.07 -0.34 0.84 0.53 -0.23 -0.21 0.50

PDCD2 3133 15.28 12.50 21.65 13.51 29.04 24.34 14.69 9.20 20.36 22.27 19.39 4.28 16.63 -0.12 -0.41 0.38 -0.30 0.80 0.33

PDCD2L 1174 5.53 4.07 7.72 5.62 25.97 3.43 2.61 2.40 0.00 0.00 8.72 3.12 1.25 2.14 1.70 2.62 2.16 4.37 -1.35

PDCD4 3728 6.97 14.54 7.64 3.61 2.47 28.69 13.29 13.61 9.13 9.88 10.65 3.41 11.47 -0.72 0.34 -0.59 -1.67 -2.22 1.43

PDCD5 604 100.58 54.20 125.86 130.45 259.54 109.09 62.25 46.68 73.66 81.02 129.95 7.02 65.90 0.61 -0.28 0.93 0.99 1.98 -0.25

PDCD6 1151 38.59 23.95 35.31 32.48 86.66 55.07 28.34 28.29 48.51 55.06 45.34 5.50 40.05 -0.05 -0.74 -0.18 -0.30 1.11 0.28

PDCD6IP 5972 10.50 25.75 24.16 34.40 7.51 14.66 22.45 29.07 11.83 18.92 19.50 4.29 20.57 -0.97 0.32 0.23 0.74 -1.45 -0.41

PDCD7 2866 4.77 5.38 6.30 7.50 9.90 6.86 7.35 5.71 9.54 7.03 6.79 2.76 7.41 -0.63 -0.46 -0.23 0.02 0.42 0.02

PDCL 3085 2.34 2.78 3.18 2.46 7.52 8.89 2.38 2.33 6.10 7.97 4.53 2.18 4.70 -1.00 -0.75 -0.56 -0.93 0.68 0.97

PDCL2 873 0.00 0.00 0.00 0.00 0.07 0.00 0.12 0.00 0.00 0.12 0.01 -6.45 0.06 #NUM! #NUM! #NUM! #NUM! 0.22 #NUM!

PDCL3 1086 13.36 11.01 20.12 12.44 19.59 26.45 12.75 14.93 21.69 21.76 17.16 4.10 17.78 -0.41 -0.69 0.18 -0.52 0.14 0.62

PDDC1 4378 3.15 7.46 5.05 3.86 8.21 3.24 6.27 3.90 6.57 4.18 5.16 2.37 5.23 -0.73 0.51 -0.05 -0.44 0.65 -0.67

PDE10A 8317 0.17 0.86 1.89 0.91 0.03 0.57 0.36 0.48 0.60 0.81 0.74 -0.44 0.56 -1.76 0.61 1.74 0.70 -4.44 -0.36

PDE11A 9285 0.00 0.30 0.00 0.03 0.01 0.08 0.06 0.00 0.14 0.26 0.07 -3.83 0.11 -4.80 1.38 -4.53 -1.79 -4.15 0.18

PDE12 3993 1.62 4.56 9.17 4.95 1.70 3.22 4.42 5.68 3.98 4.89 4.20 2.07 4.74 -1.55 -0.06 0.95 0.06 -1.48 -0.39

PDE1A 2414 0.00 2.95 1.08 0.92 0.20 9.52 3.76 2.52 23.58 8.97 2.45 1.29 9.71 #NUM! -1.72 -3.16 -3.40 -5.64 1.96

PDE1B 3463 0.60 1.89 0.80 0.62 0.51 2.30 1.08 0.55 4.34 2.72 1.12 0.16 2.17 -1.86 -0.20 -1.44 -1.81 -2.09 1.04

PDE1C 2979 0.00 0.11 0.05 0.14 0.01 0.19 0.18 0.05 0.49 0.19 0.08 -3.62 0.23 #NUM! -1.08 -2.32 -0.76 -4.58 1.23

PDE2A 4327 2.38 2.86 1.20 0.81 0.88 5.99 4.49 5.53 10.60 7.83 2.35 1.23 7.11 -1.58 -1.31 -2.57 -3.13 -3.02 1.35

PDE3A 4124 0.45 1.43 0.41 0.63 0.17 3.34 1.52 0.54 4.42 3.29 1.07 0.10 2.44 -2.45 -0.77 -2.58 -1.96 -3.87 1.64

PDE3B 6091 0.59 2.06 1.21 0.77 0.08 1.68 0.97 0.66 0.19 1.10 1.06 0.09 0.73 -0.30 1.50 0.73 0.08 -3.18 0.66

PDE4A 4794 1.12 5.85 2.04 2.13 4.65 2.28 3.46 2.98 7.50 2.83 3.01 1.59 4.19 -1.90 0.48 -1.04 -0.98 0.15 -0.40

PDE4B 4309 2.17 8.01 8.80 4.07 7.91 13.97 2.56 7.82 7.82 7.57 7.49 2.90 6.44 -1.57 0.31 0.45 -0.66 0.30 0.90

PDE4C 5346 0.02 0.20 0.04 0.04 0.10 0.12 0.18 0.04 0.50 0.19 0.09 -3.51 0.23 -3.46 -0.20 -2.43 -2.34 -1.12 0.47

PDE4D 8395 0.91 5.29 2.26 1.40 46.60 4.28 3.28 12.76 6.99 3.60 10.12 3.34 6.66 -2.87 -0.33 -1.56 -2.25 2.81 -1.24

PDE4DIP 8380 4.37 9.99 8.74 6.27 5.91 8.98 5.70 4.35 3.52 3.89 7.38 2.88 4.37 0.00 1.19 1.00 0.52 0.44 0.28

PDE5A 7005 1.40 5.10 2.37 1.69 0.50 11.41 6.12 5.13 12.19 14.51 3.74 1.90 9.49 -2.76 -0.90 -2.00 -2.49 -4.24 1.61

PDE6A 5659 0.10 0.08 0.07 0.11 0.01 0.01 0.13 0.35 0.01 0.02 0.06 -3.95 0.13 -0.34 -0.76 -0.84 -0.17 -3.11 -2.69

PDE6B 3414 0.77 1.51 1.22 0.91 1.01 1.75 1.09 1.21 0.94 0.79 1.20 0.26 1.01 -0.39 0.58 0.28 -0.15 0.01 0.55

PDE6C 2980 0.00 1.05 0.00 0.17 0.00 0.49 0.00 0.00 0.00 0.00 0.29 -1.81 0.00 #NUM! 12.96 #NUM! 10.31 #NUM! 0.79

PDE6D 1140 21.20 14.51 13.05 14.06 20.19 21.52 11.84 12.75 21.46 13.93 17.42 4.12 14.99 0.50 -0.05 -0.20 -0.09 0.43 0.31

PDE6G 1064 0.59 0.64 1.25 0.72 0.76 1.01 0.21 0.24 0.24 0.22 0.83 -0.27 0.22 1.40 1.52 2.48 1.68 1.75 0.28

PDE6H 763 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.01 -7.04 0.01 #NUM! 2.22 #NUM! #NUM! #NUM! #NUM!

PDE7A 3295 1.52 3.33 3.66 6.94 4.32 6.48 1.71 1.61 1.22 5.89 4.37 2.13 2.61 -0.78 0.35 0.49 1.41 0.73 0.57

PDE7B 5387 0.50 1.60 0.41 0.35 0.22 1.22 1.23 1.24 3.49 1.63 0.72 -0.48 1.90 -1.92 -0.24 -2.21 -2.45 -3.12 0.77

PDE8A 3931 6.13 8.90 5.65 8.21 4.36 7.01 4.80 6.38 4.21 6.58 6.71 2.75 5.49 0.16 0.70 0.04 0.58 -0.33 0.06

PDE8B 4405 1.83 6.93 0.52 0.65 0.00 2.52 2.18 0.70 10.29 4.70 2.08 1.05 4.47 -1.29 0.63 -3.09 -2.77 #NUM! 0.28

PDE9A 2103 1.58 1.46 1.59 10.29 9.43 4.34 1.87 1.23 8.02 3.71 4.78 2.26 3.71 -1.23 -1.34 -1.22 1.47 1.35 -0.14

PDF 1180 3.94 0.00 0.00 0.00 11.34 3.83 0.00 0.00 4.36 4.21 3.18 1.67 2.14 0.88 #NUM! #NUM! #NUM! 2.40 0.27

PDGFA 2809 6.16 6.94 6.70 7.23 11.86 11.16 7.22 4.24 23.21 12.02 8.34 3.06 11.67 -0.92 -0.75 -0.80 -0.69 0.02 0.42

PDGFB 3393 2.64 5.77 3.17 7.27 18.10 4.96 5.48 4.01 13.48 4.11 6.99 2.80 6.77 -1.36 -0.23 -1.09 0.10 1.42 -0.50

PDGFC 3079 4.29 9.50 1.56 3.50 1.91 10.56 4.72 3.82 12.36 12.07 5.22 2.38 8.24 -0.94 0.20 -2.40 -1.24 -2.11 1.02

PDGFD 3997 4.82 6.36 1.99 0.86 0.29 9.40 15.86 17.03 3.98 21.51 3.95 1.98 14.59 -1.60 -1.20 -2.87 -4.09 -5.67 1.25

PDGFRA 6574 7.92 43.90 6.18 8.76 0.30 21.32 13.77 15.73 14.96 22.06 14.73 3.88 16.63 -1.07 1.40 -1.43 -0.92 -5.81 0.53

PDGFRB 5718 26.76 62.01 20.02 33.89 9.09 21.64 43.20 41.95 68.12 51.53 28.90 4.85 51.20 -0.94 0.28 -1.35 -0.60 -2.49 -0.42

PDGFRL 1923 7.95 13.85 6.81 2.85 5.09 20.41 5.65 3.64 32.25 21.27 9.49 3.25 15.70 -0.98 -0.18 -1.21 -2.46 -1.62 1.10

PDHA1 3504 8.02 8.17 16.23 8.90 15.74 17.09 7.67 6.74 11.45 12.52 12.36 3.63 9.60 -0.26 -0.23 0.76 -0.11 0.71 0.47

PDHB 1614 24.20 16.22 18.44 12.81 26.54 30.63 18.64 21.36 50.99 33.72 21.47 4.42 31.18 -0.37 -0.94 -0.76 -1.28 -0.23 0.51

PDHX 2991 5.32 5.06 7.56 3.67 7.19 8.71 4.36 5.61 6.30 7.33 6.25 2.64 5.90 -0.15 -0.22 0.36 -0.69 0.28 0.48

PDIA2 1726 0.02 0.00 0.08 0.10 0.05 0.10 0.00 0.05 0.16 0.04 0.06 -4.15 0.06 -1.93 #NUM! 0.30 0.73 -0.44 0.82

PDIA3 3060 101.07 108.27 144.90 141.26 567.32 131.09 87.75 111.90 149.92 145.06 198.99 7.64 123.66 -0.29 -0.19 0.23 0.19 2.20 -0.60

PDIA3P 2099 1.85 3.33 0.71 0.95 1.11 3.10 0.97 0.40 2.54 2.00 1.84 0.88 1.48 0.33 1.17 -1.06 -0.64 -0.41 0.75

PDIA4 2970 48.28 75.52 64.49 71.85 123.18 47.12 18.61 21.50 40.62 25.32 71.74 6.16 26.52 0.86 1.51 1.28 1.44 2.22 -0.61

PDIA5 1873 7.92 9.14 7.57 6.16 20.19 12.23 5.36 4.07 18.35 10.47 10.53 3.40 9.56 -0.27 -0.07 -0.34 -0.63 1.08 0.22

PDIA6 2344 53.12 54.04 106.80 74.21 256.04 95.21 44.20 37.08 91.22 79.99 106.57 6.74 63.12 -0.25 -0.22 0.76 0.23 2.02 -0.16

PDIK1L 4361 1.83 1.70 1.96 1.55 0.50 3.64 1.26 0.94 0.86 2.45 1.86 0.90 1.38 0.41 0.31 0.51 0.17 -1.47 0.97

PDK1 4576 3.44 0.00 11.25 8.69 4.89 0.00 3.22 4.32 1.60 0.00 4.71 2.24 2.29 0.59 #NUM! 2.30 1.93 1.10 #NUM!

PDK2 2712 9.78 14.08 9.16 16.78 16.35 8.28 10.98 9.15 23.49 7.76 12.41 3.63 12.85 -0.39 0.13 -0.49 0.39 0.35 -0.58

PDK3 12795 2.81 1.59 3.92 3.46 2.94 2.38 1.76 2.76 1.10 1.78 2.85 1.51 1.85 0.60 -0.22 1.08 0.91 0.67 -0.26

PDK4 3710 1.20 1.77 1.35 0.52 0.10 17.12 7.79 13.12 33.79 11.06 3.68 1.88 16.44 -3.78 -3.21 -3.61 -4.98 -7.38 2.22

PDLIM1 1462 203.43 140.91 137.89 359.10 252.97 196.50 136.50 244.85 208.68 237.47 215.13 7.75 206.88 -0.02 -0.55 -0.59 0.80 0.29 -0.13

PDLIM2 4608 11.43 15.73 18.27 8.24 20.89 0.00 28.64 33.54 28.12 9.78 12.43 3.64 25.02 -1.13 -0.67 -0.45 -1.60 -0.26 #NUM!

PDLIM3 2853 4.24 10.32 2.06 0.44 5.15 20.90 22.27 1.35 273.11 21.63 7.18 2.84 79.59 -4.23 -2.95 -5.27 -7.48 -3.95 1.54

PDLIM4 2307 11.46 48.95 10.86 21.28 89.17 13.39 12.99 19.97 55.21 21.78 32.52 5.02 27.49 -1.26 0.83 -1.34 -0.37 1.70 -1.28

PDLIM5 6101 7.53 68.56 19.66 15.31 11.79 21.94 17.20 27.52 23.39 22.50 24.13 4.59 22.65 -1.59 1.60 -0.20 -0.57 -0.94 -0.14

PDLIM7 1709 19.04 71.57 20.72 114.81 80.94 47.87 38.68 7.61 307.87 47.73 59.16 5.89 100.48 -2.40 -0.49 -2.28 0.19 -0.31 -0.31

PDP1 4373 3.25 4.86 11.13 6.43 10.51 8.03 3.21 3.10 4.74 7.00 7.37 2.88 4.51 -0.47 0.11 1.30 0.51 1.22 0.12

PDP2 7042 0.62 1.42 0.66 1.43 0.76 0.46 1.35 1.28 0.39 1.01 0.89 -0.16 1.01 -0.71 0.49 -0.60 0.51 -0.40 -0.95

PDPK1 7254 2.80 5.90 3.87 6.01 1.57 2.57 5.44 4.41 3.32 3.15 3.79 1.92 4.08 -0.54 0.53 -0.08 0.56 -1.37 -0.56

PDPN 2828 14.86 35.65 9.50 51.93 12.33 28.69 9.75 17.37 15.14 29.80 25.49 4.67 18.01 -0.28 0.98 -0.92 1.53 -0.55 0.17

PDPR 7999 2.38 5.66 2.79 5.98 2.30 2.32 2.55 3.29 3.45 2.22 3.57 1.84 2.88 -0.27 0.98 -0.04 1.06 -0.32 -0.62

PDRG1 1384 11.55 9.40 8.49 7.59 24.75 11.86 3.67 2.67 11.11 8.10 12.27 3.62 6.39 0.85 0.56 0.41 0.25 1.95 -0.05

PDS5A 7190 8.59 14.68 20.32 11.34 6.74 12.17 11.60 18.00 4.77 9.50 12.31 3.62 10.97 -0.35 0.42 0.89 0.05 -0.70 -0.02

PDS5B 7498 2.05 9.34 6.11 4.94 0.83 5.62 4.27 6.19 3.04 5.30 4.81 2.27 4.70 -1.20 0.99 0.38 0.07 -2.50 0.22

PDSS1 1679 9.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.51 0.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PDSS2 3568 4.81 5.71 6.17 2.99 5.00 5.29 3.88 5.13 5.39 4.98 4.99 2.32 4.84 -0.01 0.24 0.35 -0.70 0.05 0.08

PDX1 2573 0.00 1.25 0.00 0.51 0.00 0.03 0.00 0.00 0.00 0.00 0.30 -1.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -3.44

PDXDC1 4032 8.22 27.75 8.45 11.16 9.53 15.87 11.92 12.46 14.81 16.93 13.50 3.75 14.03 -0.77 0.98 -0.73 -0.33 -0.56 0.23

PDXDC2P 4298 3.67 15.56 3.66 6.55 2.14 5.60 5.84 6.53 5.03 4.51 6.20 2.63 5.48 -0.58 1.51 -0.58 0.26 -1.36 -0.15

PDXK 7390 7.38 14.50 11.70 15.81 140.61 5.20 5.73 4.16 3.78 25.57 32.53 5.02 9.81 -0.41 0.56 0.25 0.69 3.84 -2.65

PDXP 2072 4.47 3.50 4.45 2.21 6.89 2.86 2.59 1.35 4.77 2.74 4.06 2.02 2.86 0.64 0.29 0.64 -0.37 1.27 -0.51

PDZD11 1246 66.69 33.09 33.35 39.57 43.18 39.87 23.32 27.32 27.72 28.45 42.62 5.41 26.70 1.32 0.31 0.32 0.57 0.69 -0.10

PDZD2 11659 0.72 1.58 2.32 2.85 0.81 0.69 2.14 4.50 0.53 2.31 1.50 0.58 2.37 -1.72 -0.58 -0.03 0.26 -1.56 -1.11

PDZD3 2363 0.00 0.36 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.04 0.07 -3.89 0.01 #NUM! 5.21 #NUM! #NUM! #NUM! -0.68

PDZD4 3745 0.83 1.28 0.22 0.34 0.64 0.84 2.57 0.79 13.26 1.59 0.69 -0.53 4.55 -2.45 -1.83 -4.37 -3.74 -2.82 0.28

PDZD7 4164 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PDZD8 3853 2.32 8.38 4.39 6.01 0.93 4.34 6.22 7.32 3.23 4.63 4.39 2.14 5.35 -1.21 0.65 -0.29 0.17 -2.53 -0.02

PDZD9 1341 0.03 0.20 0.00 0.00 0.00 0.10 0.03 0.03 0.02 0.09 0.05 -4.22 0.04 -0.63 2.19 #NUM! #NUM! #NUM! 0.86

PDZK1 2301 0.23 2.13 0.08 0.00 0.29 0.31 0.00 0.15 0.00 0.17 0.51 -0.98 0.08 1.51 4.74 -0.08 #NUM! 1.84 -0.69

PDZK1IP1 894 432.59 86.96 184.63 93.67 483.81 20.90 32.68 104.41 1.05 29.84 217.09 7.76 42.00 3.36 1.05 2.14 1.16 3.53 -3.38

PDZK1P1 3498 0.15 0.86 0.03 0.09 0.06 0.09 0.15 0.07 0.07 0.07 0.21 -2.22 0.09 0.78 3.27 -1.43 0.08 -0.51 -1.25

PDZRN3 4161 2.00 8.84 2.71 2.17 0.52 6.87 10.98 6.78 27.56 9.09 3.85 1.95 13.60 -2.76 -0.62 -2.33 -2.65 -4.70 0.83

PDZRN4 3837 0.11 0.19 0.03 0.03 0.01 0.30 1.30 0.63 2.52 0.73 0.11 -3.19 1.29 -3.57 -2.80 -5.48 -5.66 -7.25 1.45

PEA15 2474 61.74 116.95 110.68 103.32 91.76 122.03 89.17 100.14 162.57 147.78 101.08 6.66 124.92 -1.02 -0.10 -0.17 -0.27 -0.45 0.27

PEAK1 11576 1.58 12.27 3.34 2.41 0.46 2.45 2.32 3.25 0.00 0.00 3.75 1.91 1.39 0.19 3.14 1.27 0.79 -1.60 -0.61

PEAR1 4866 0.84 4.24 1.14 1.19 2.59 2.40 2.74 3.13 6.91 3.64 2.07 1.05 4.11 -2.29 0.05 -1.85 -1.79 -0.67 0.22

PEBP1 1507 65.38 60.15 47.20 51.20 150.06 139.13 109.50 84.23 169.63 156.04 85.52 6.42 129.85 -0.99 -1.11 -1.46 -1.34 0.21 0.70

PEBP4 901 0.14 0.65 0.04 0.09 0.88 0.00 0.22 0.11 0.28 0.63 0.30 -1.74 0.31 -1.14 1.06 -2.89 -1.80 1.51 #NUM!

PECAM1 6831 11.63 17.55 12.82 5.46 5.31 30.20 11.47 16.52 29.60 25.18 13.83 3.79 20.69 -0.83 -0.24 -0.69 -1.92 -1.96 1.13

PECR 1874 1.69 4.72 1.24 0.92 3.14 3.13 0.66 1.73 2.06 2.79 2.47 1.31 1.81 -0.10 1.38 -0.55 -0.97 0.79 0.34

PEF1 1997 39.91 26.64 36.13 40.32 33.66 46.15 30.83 22.90 48.62 33.16 37.13 5.21 33.88 0.24 -0.35 0.09 0.25 -0.01 0.31

PEG10 6628 0.20 1.82 0.39 0.25 0.57 1.72 0.59 0.24 1.61 0.93 0.82 -0.28 0.84 -2.07 1.11 -1.12 -1.75 -0.56 1.06

PEG3 8765 0.11 0.00 0.04 0.09 0.01 0.00 1.30 0.25 1.65 0.43 0.04 -4.58 0.91 -3.09 #NUM! -4.53 -3.32 -6.00 #NUM!

PEG3-AS1 1314 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.36 0.00 #NUM! 0.34 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PELI1 3780 5.24 12.11 35.38 12.96 3.91 16.53 19.43 50.02 12.87 43.23 14.35 3.84 31.39 -2.58 -1.37 0.17 -1.28 -3.01 0.20

PELI2 5755 0.94 3.82 0.48 1.02 0.60 5.65 1.45 1.54 2.21 4.45 2.08 1.06 2.41 -1.36 0.66 -2.34 -1.24 -2.02 1.44

PELI3 2763 1.83 1.91 2.64 3.61 0.00 1.86 3.27 2.28 6.15 4.17 1.97 0.98 3.96 -1.12 -1.06 -0.58 -0.14 #NUM! -0.09

PELO 2941 3.73 4.32 4.07 5.30 7.18 5.49 4.15 0.00 10.92 3.74 5.02 2.33 4.70 -0.34 -0.12 -0.21 0.17 0.61 0.13

PELP1 3688 4.03 10.03 15.98 13.25 19.60 6.38 9.23 6.38 11.63 10.87 11.55 3.53 9.53 -1.24 0.07 0.75 0.48 1.04 -0.85

PEMT 1028 84.98 30.63 13.35 20.22 38.13 14.65 22.65 37.18 19.06 16.67 33.66 5.07 23.89 1.83 0.36 -0.84 -0.24 0.67 -1.20

PENK 1354 0.29 0.59 0.03 0.00 0.08 0.38 0.66 0.29 0.73 0.85 0.23 -2.13 0.63 -1.11 -0.11 -4.46 #NUM! -2.97 0.73

PEPD 2019 31.93 31.95 61.81 20.42 80.23 40.30 30.55 20.39 38.05 23.17 44.44 5.47 28.04 0.19 0.19 1.14 -0.46 1.52 -0.14

PER1 4717 1.32 10.86 18.07 9.07 14.04 23.17 8.05 27.17 15.35 21.95 12.76 3.67 18.13 -3.78 -0.74 -0.01 -1.00 -0.37 0.86

PER2 6342 1.55 14.56 6.06 5.46 0.97 5.80 7.99 21.28 4.16 10.96 5.73 2.52 11.10 -2.84 0.39 -0.87 -1.02 -3.51 0.02

PER3 6203 3.40 6.80 11.54 4.39 0.67 13.92 1.88 2.51 5.28 8.81 6.79 2.76 4.62 -0.44 0.56 1.32 -0.07 -2.78 1.04

PER4 1548 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PERP 4319 366.20 229.95 318.21 443.44 268.24 225.29 262.81 347.03 7.50 700.93 308.55 8.27 329.57 0.15 -0.52 -0.05 0.43 -0.30 -0.45

PES1 2690 18.60 16.88 26.78 22.34 19.36 14.41 16.76 29.16 24.40 14.81 19.73 4.30 21.28 -0.19 -0.33 0.33 0.07 -0.14 -0.45

PET112 2233 6.27 5.23 4.54 4.71 11.20 6.34 3.98 4.55 6.14 6.13 6.38 2.67 5.20 0.27 0.01 -0.19 -0.14 1.11 -0.01

PET117 1174 0.00 3.88 0.00 0.00 8.85 5.73 0.00 1.55 5.57 3.82 3.08 1.62 2.74 #NUM! 0.50 #NUM! #NUM! 1.69 0.90

PEX1 4390 2.51 3.37 5.89 3.29 1.07 3.96 2.25 3.24 2.71 4.25 3.35 1.74 3.11 -0.31 0.12 0.92 0.08 -1.54 0.24

PEX10 2094 13.41 13.11 22.52 13.33 10.94 13.13 12.61 7.99 14.44 9.60 14.41 3.85 11.16 0.27 0.23 1.01 0.26 -0.03 -0.13

PEX11A 1178 1.81 1.15 1.04 1.13 3.21 2.74 1.40 0.67 2.49 2.52 1.85 0.88 1.77 0.03 -0.62 -0.77 -0.65 0.86 0.57

PEX11B 1836 12.01 14.23 5.80 11.05 9.00 13.04 10.24 6.93 13.55 9.35 10.86 3.44 10.02 0.26 0.51 -0.79 0.14 -0.16 0.26

PEX11G 1143 2.29 1.94 0.87 2.32 0.00 1.28 1.61 1.84 0.00 1.36 1.45 0.53 1.20 0.93 0.69 -0.47 0.95 #NUM! -0.18

PEX12 2693 1.92 2.13 1.47 1.67 1.26 1.32 1.54 0.72 1.49 1.26 1.63 0.70 1.25 0.62 0.76 0.23 0.41 0.01 -0.30

PEX13 4524 6.49 5.93 12.27 17.27 10.07 6.60 4.16 5.40 4.05 7.06 9.77 3.29 5.17 0.33 0.20 1.25 1.74 0.96 -0.57

PEX14 1945 9.42 10.77 12.25 16.01 10.91 8.66 9.76 9.67 13.73 6.88 11.34 3.50 10.01 -0.09 0.11 0.29 0.68 0.12 -0.39

PEX16 1929 6.12 6.75 7.13 9.33 13.47 8.08 4.04 4.24 8.35 6.32 8.48 3.08 5.74 0.09 0.23 0.31 0.70 1.23 -0.07

PEX19 3722 13.44 0.00 12.21 13.25 11.05 18.91 10.22 10.96 19.24 14.39 11.48 3.52 13.70 -0.03 #NUM! -0.17 -0.05 -0.31 0.72

PEX2 4392 6.95 4.60 3.50 4.03 11.02 19.85 3.22 3.53 20.05 23.32 8.33 3.06 12.53 -0.85 -1.45 -1.84 -1.64 -0.18 1.25

PEX26 4267 2.41 2.99 6.19 2.24 3.85 3.19 3.84 3.45 4.97 3.19 3.48 1.80 3.86 -0.68 -0.37 0.68 -0.78 -0.01 -0.12

PEX3 2774 5.85 7.24 5.83 5.36 4.68 5.07 4.31 9.99 5.02 5.64 5.67 2.50 6.24 -0.09 0.21 -0.10 -0.22 -0.41 -0.16

PEX5 3745 2.47 4.97 5.01 4.55 8.46 6.52 5.06 3.93 10.35 11.25 5.33 2.41 7.65 -1.63 -0.62 -0.61 -0.75 0.15 0.29

PEX5L 3577 0.01 0.01 0.00 0.01 0.00 0.00 0.04 0.01 0.04 0.01 0.01 -7.22 0.02 -2.02 -0.71 #NUM! -0.66 -3.12 -1.40

PEX6 3514 2.38 3.23 3.38 4.32 7.36 2.67 5.11 2.64 6.21 3.97 3.89 1.96 4.48 -0.91 -0.47 -0.41 -0.05 0.72 -0.54

PEX7 1499 3.12 3.21 2.66 2.86 5.51 5.44 2.34 2.03 4.08 5.34 3.80 1.93 3.45 -0.14 -0.10 -0.38 -0.27 0.68 0.52

PF4 476 7.78 0.55 0.53 1.07 2.08 1.50 9.55 0.37 5.33 0.44 2.25 1.17 3.92 0.99 -2.83 -2.90 -1.87 -0.91 -0.59

PF4V1 741 1.67 0.32 0.21 0.44 0.72 0.51 1.83 0.05 1.98 0.30 0.65 -0.63 1.04 0.69 -1.68 -2.28 -1.25 -0.52 -0.34

PFAS 5400 1.80 4.85 2.76 1.95 4.34 1.61 1.35 2.09 2.51 1.77 2.88 1.53 1.93 -0.10 1.33 0.51 0.01 1.17 -0.84

PFDN1 1324 37.55 31.28 19.05 38.66 73.73 38.18 28.84 23.73 46.84 32.67 39.74 5.31 33.02 0.19 -0.08 -0.79 0.23 1.16 -0.06

PFDN2 668 59.98 42.29 81.31 60.06 287.56 155.75 27.86 39.15 82.73 105.23 114.49 6.84 63.74 -0.09 -0.59 0.35 -0.09 2.17 0.44

PFDN4 1383 6.25 4.47 4.38 15.24 60.19 22.31 11.45 3.44 16.06 22.59 18.81 4.23 13.39 -1.10 -1.58 -1.61 0.19 2.17 0.25

PFDN5 743 188.84 127.18 107.95 89.27 599.90 826.97 136.73 129.89 676.58 854.68 323.35 8.34 449.47 -1.25 -1.82 -2.06 -2.33 0.42 1.35

PFDN6 717 145.09 58.86 155.21 83.73 169.88 68.16 97.83 24.55 74.41 55.28 113.49 6.83 63.02 1.20 -0.10 1.30 0.41 1.43 -0.74

PFKFB1 1733 0.13 0.08 0.31 0.33 0.07 0.11 0.10 0.26 0.01 0.05 0.17 -2.53 0.11 0.26 -0.41 1.54 1.61 -0.52 -0.62

PFKFB2 7073 0.81 2.33 1.74 1.77 0.58 1.68 0.81 2.57 0.90 2.62 1.49 0.57 1.72 -1.08 0.44 0.02 0.04 -1.57 0.17

PFKFB3 4553 5.23 10.83 18.28 18.67 42.33 22.32 9.54 24.25 21.58 37.22 19.61 4.29 23.15 -2.15 -1.10 -0.34 -0.31 0.87 0.19

PFKFB4 3503 1.12 1.43 0.00 3.01 5.08 0.80 1.92 1.57 0.66 0.00 1.91 0.93 1.04 0.11 0.46 #NUM! 1.54 2.29 -1.25

PFKL 3401 23.41 31.22 51.29 87.62 72.16 31.35 34.00 29.08 47.43 33.64 49.51 5.63 36.04 -0.62 -0.21 0.51 1.28 1.00 -0.66

PFKM 3536 4.66 4.64 3.31 6.64 14.59 13.43 5.80 6.44 25.33 17.13 7.88 2.98 13.67 -1.55 -1.56 -2.05 -1.04 0.09 0.77

PFKP 2781 14.76 40.42 44.93 22.08 102.70 27.65 14.30 27.32 52.69 23.34 42.09 5.40 29.41 -1.00 0.46 0.61 -0.41 1.80 -0.61

PFN1 847 807.08 893.85 1436.27 1421.43 3249.00 868.92 842.65 493.02 1712.17 617.71 1446.09 10.50 916.39 -0.18 -0.04 0.65 0.63 1.83 -0.73

PFN2 2117 22.56 12.28 19.43 36.13 27.53 42.52 18.07 10.70 67.41 23.82 26.74 4.74 30.00 -0.41 -1.29 -0.63 0.27 -0.12 0.67

PFN3 548 0.00 0.00 0.00 0.19 0.07 0.00 0.15 0.00 0.00 0.00 0.04 -4.57 0.04 #NUM! #NUM! #NUM! 2.27 0.81 #NUM!

PFN4 792 0.00 0.00 0.00 0.92 2.04 0.00 0.00 0.00 0.41 0.00 0.49 -1.02 0.10 #NUM! #NUM! #NUM! 3.17 4.31 #NUM!

PGA3 1396 0.01 0.00 0.04 0.03 0.05 0.00 0.00 0.00 0.04 0.03 0.02 -5.54 0.02 -1.32 #NUM! 1.31 0.60 1.67 #NUM!

PGA5 1398 0.01 0.00 0.05 0.07 0.02 0.04 0.00 0.00 0.25 0.08 0.03 -5.05 0.08 -3.59 #NUM! -0.60 -0.25 -2.36 0.25

PGAM1 1762 140.55 73.99 78.97 159.17 413.47 98.81 97.91 97.48 122.42 159.29 160.83 7.33 119.28 0.24 -0.69 -0.59 0.42 1.79 -0.70

PGAM2 888 1.19 2.73 2.33 0.00 0.00 0.00 0.00 1.07 0.00 0.00 1.04 0.06 0.27 2.15 3.35 3.12 #NUM! #NUM! #NUM!

PGAM4 1678 1.56 0.67 0.75 2.12 1.15 0.35 1.18 0.89 0.35 0.39 1.10 0.14 0.70 1.15 -0.06 0.09 1.59 0.71 -1.64

PGAM5 2851 8.81 8.78 19.61 18.21 21.41 4.40 8.05 7.75 5.03 5.97 13.54 3.76 6.70 0.40 0.39 1.55 1.44 1.68 -1.62

PGAP1 11113 0.51 0.96 2.09 1.77 0.28 1.92 0.78 0.90 0.57 1.85 1.26 0.33 1.02 -1.00 -0.09 1.03 0.79 -1.86 0.62

PGAP2 2229 8.07 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.34 0.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PGAP3 2708 5.71 12.85 6.13 10.29 6.66 7.09 9.36 7.25 7.70 6.59 8.12 3.02 7.73 -0.44 0.73 -0.33 0.41 -0.21 -0.20

PGBD1 3155 1.25 0.98 2.74 0.95 0.80 1.17 1.41 0.71 1.63 1.14 1.32 0.40 1.22 0.03 -0.31 1.16 -0.36 -0.62 -0.17

PGBD2 2712 1.58 1.57 1.52 2.28 3.34 3.87 1.05 0.80 2.22 2.37 2.36 1.24 1.61 -0.02 -0.04 -0.09 0.50 1.05 0.71

PGBD3 2298 0.61 0.00 0.00 1.83 1.51 1.03 0.97 0.00 0.74 1.21 0.83 -0.27 0.73 -0.26 #NUM! #NUM! 1.33 1.05 0.31

PGBD4 2318 0.26 0.45 0.22 0.18 0.09 0.21 0.39 0.12 0.12 0.18 0.23 -2.10 0.20 0.33 1.16 0.10 -0.21 -1.22 -0.13

PGBD5 3181 1.48 3.51 0.29 19.43 1.91 0.76 3.97 11.01 8.41 2.32 4.57 2.19 6.43 -2.11 -0.87 -4.47 1.60 -1.75 -2.58

PGC 1392 0.00 0.04 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.02 -5.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.76

PGCP 1928 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PGD 1937 83.56 41.37 110.02 90.13 43.18 42.64 107.48 110.59 19.31 70.97 68.48 6.10 77.09 0.12 -0.90 0.51 0.23 -0.84 -0.68

PGF 1911 3.72 7.32 7.45 13.09 12.53 8.67 2.62 2.30 33.43 8.36 8.80 3.14 11.68 -1.65 -0.67 -0.65 0.16 0.10 -0.02

PGGT1B 2727 1.12 2.49 2.26 2.63 2.99 5.97 1.95 1.98 3.44 5.08 2.91 1.54 3.11 -1.48 -0.32 -0.46 -0.24 -0.06 1.04

PGK1 2439 105.32 99.25 106.36 87.85 594.64 111.04 70.66 94.30 132.12 135.44 184.08 7.52 108.13 -0.04 -0.12 -0.02 -0.30 2.46 -0.73

PGLS 1043 53.45 50.50 59.76 29.98 88.54 37.92 44.77 36.10 41.92 29.88 53.36 5.74 38.17 0.49 0.40 0.65 -0.35 1.21 -0.49

PGLYRP1 972 0.26 0.23 0.61 0.21 0.76 0.17 0.17 0.23 0.95 0.11 0.37 -1.42 0.36 -0.48 -0.65 0.76 -0.83 1.06 -1.13

PGLYRP2 1901 0.09 0.09 0.03 0.02 0.07 0.03 0.12 0.04 0.72 0.01 0.05 -4.22 0.23 -1.36 -1.36 -2.72 -3.62 -1.73 -1.07

PGLYRP3 1173 10.83 6.38 5.14 15.67 0.05 2.43 17.53 34.87 0.02 7.09 6.75 2.75 14.88 -0.46 -1.22 -1.53 0.07 -8.31 -1.48

PGLYRP4 1853 9.23 3.66 3.53 3.34 0.08 1.09 6.15 10.08 0.00 5.92 3.49 1.80 5.54 0.74 -0.60 -0.65 -0.73 -6.04 -1.68

PGM1 2573 14.58 14.56 31.01 11.44 36.79 19.59 15.56 10.23 26.52 14.34 21.33 4.41 16.66 -0.19 -0.19 0.90 -0.54 1.14 -0.12

PGM2 3238 17.98 16.04 49.44 16.33 16.64 18.55 14.31 33.24 8.35 23.33 22.50 4.49 19.81 -0.14 -0.30 1.32 -0.28 -0.25 -0.28

PGM2L1 8519 2.14 3.69 1.86 1.06 1.77 8.54 0.99 1.44 5.11 9.86 3.18 1.67 4.35 -1.03 -0.24 -1.22 -2.03 -1.30 1.43

PGM3 6243 5.71 6.75 5.40 5.27 3.28 6.06 4.81 4.78 3.20 5.44 5.41 2.44 4.56 0.32 0.57 0.25 0.21 -0.48 0.16

PGM5 3341 2.30 2.56 0.90 0.34 0.08 11.16 13.84 3.53 120.67 21.57 2.89 1.53 39.90 -4.12 -3.96 -5.47 -6.87 -8.88 1.95

PGM5P2 1976 16.17 18.41 21.65 12.81 0.53 4.78 9.28 2.96 20.64 5.17 12.39 3.63 9.51 0.77 0.95 1.19 0.43 -4.18 -1.37

PGP 3136 5.62 5.05 3.11 1.49 14.18 3.40 1.72 1.35 4.15 1.62 5.47 2.45 2.21 1.35 1.19 0.49 -0.57 2.68 -0.69



PGPEP1 7084 8.75 3.28 1.01 1.10 1.34 1.80 1.97 1.40 2.83 1.71 2.88 1.53 1.98 2.14 0.73 -0.97 -0.85 -0.56 -0.68

PGPEP1L 1483 0.00 0.12 0.09 0.10 0.05 0.18 0.16 0.12 0.02 0.13 0.09 -3.49 0.11 #NUM! 0.10 -0.23 -0.16 -1.15 1.03

PGR 13037 3.16 7.33 0.17 1.54 0.06 2.47 8.07 7.66 17.87 4.28 2.46 1.30 9.47 -1.58 -0.37 -5.77 -2.62 -7.30 0.01

PGRMC1 1928 33.59 49.33 30.27 39.25 57.45 88.26 30.38 27.30 77.34 95.20 49.69 5.63 57.55 -0.78 -0.22 -0.93 -0.55 0.00 0.83

PGRMC2 3790 7.43 12.02 7.79 29.79 15.97 24.69 22.53 24.55 14.10 25.41 16.28 4.03 21.65 -1.54 -0.85 -1.47 0.46 -0.44 0.60

PGS1 2206 3.66 7.15 6.37 8.19 17.90 9.46 6.58 4.68 10.25 7.72 8.79 3.14 7.31 -1.00 -0.03 -0.20 0.16 1.29 0.11

PHACTR1 2150 1.19 1.59 2.11 1.48 0.71 1.44 1.07 0.84 0.44 0.94 1.42 0.51 0.82 0.54 0.95 1.36 0.84 -0.21 0.02

PHACTR2 9642 1.75 4.78 2.63 4.03 1.30 3.02 4.57 3.61 2.43 2.36 2.92 1.55 3.24 -0.89 0.56 -0.30 0.31 -1.32 0.05

PHACTR3 2728 0.15 0.38 0.15 1.14 0.06 0.36 0.05 0.00 0.50 0.02 0.37 -1.43 0.14 0.03 1.39 0.03 2.98 -1.29 -0.03

PHACTR4 6225 5.32 11.48 16.42 14.27 3.88 5.91 14.08 15.43 1.70 5.54 9.55 3.25 9.19 -0.79 0.32 0.84 0.64 -1.24 -0.69

PHAX 3641 3.40 4.20 3.67 6.21 4.60 6.07 4.90 3.67 4.88 5.86 4.69 2.23 4.83 -0.50 -0.20 -0.40 0.36 -0.07 0.37

PHB 1826 57.97 40.89 56.95 45.53 131.94 46.84 30.73 26.81 53.74 39.35 63.35 5.99 37.66 0.62 0.12 0.60 0.27 1.81 -0.44

PHB2 1457 79.90 59.23 95.07 86.34 213.32 95.51 58.82 68.75 122.03 97.91 104.89 6.71 86.88 -0.12 -0.55 0.13 -0.01 1.30 -0.14

PHC1 5206 2.82 8.81 4.26 4.71 0.00 5.70 6.03 5.02 10.45 6.61 4.38 2.13 7.03 -1.32 0.33 -0.72 -0.58 #NUM! 0.38

PHC2 3873 15.88 48.91 16.85 11.02 68.89 21.33 9.04 18.08 13.63 7.15 30.48 4.93 11.97 0.41 2.03 0.49 -0.12 2.52 -0.52

PHC3 12687 1.16 3.79 8.97 3.92 1.18 3.45 1.88 6.16 1.99 2.24 3.74 1.90 3.07 -1.41 0.30 1.55 0.35 -1.38 -0.12

PHEX 2861 0.51 0.39 1.12 0.14 1.03 0.70 0.42 0.09 0.80 0.27 0.65 -0.62 0.39 0.36 0.00 1.51 -1.50 1.39 0.10

PHF1 2312 9.12 16.73 12.21 11.78 23.57 27.05 16.72 14.85 41.84 41.03 16.74 4.07 28.61 -1.65 -0.77 -1.23 -1.28 -0.28 0.69

PHF10 1692 7.31 14.75 20.81 22.78 43.17 20.47 15.09 15.89 14.83 27.87 21.55 4.43 18.42 -1.33 -0.32 0.18 0.31 1.23 -0.07

PHF11 1649 14.71 20.45 17.70 20.48 9.46 27.56 16.95 14.43 17.06 34.06 18.39 4.20 20.63 -0.49 -0.01 -0.22 -0.01 -1.12 0.58

PHF12 4475 4.23 14.19 10.90 10.30 9.28 4.62 9.81 5.76 7.03 3.89 8.92 3.16 6.62 -0.65 1.10 0.72 0.64 0.49 -0.95

PHF13 3670 1.83 4.54 5.73 5.33 5.07 8.59 7.09 7.30 15.43 15.49 5.18 2.37 11.33 -2.63 -1.32 -0.98 -1.09 -1.16 0.73

PHF14 8370 7.88 7.34 17.00 12.64 4.04 10.75 12.79 6.50 5.18 6.03 9.94 3.31 7.62 0.05 -0.06 1.16 0.73 -0.92 0.11

PHF15 6463 3.82 5.51 3.22 4.98 4.39 2.53 3.41 2.38 4.21 2.52 4.08 2.03 3.13 0.29 0.82 0.04 0.67 0.49 -0.69

PHF16 4932 1.03 1.91 2.16 1.82 1.77 2.55 1.06 1.77 1.97 1.81 1.88 0.91 1.65 -0.68 0.21 0.39 0.14 0.10 0.44

PHF17 5771 1.59 4.79 3.40 2.72 4.04 4.87 4.50 4.18 4.49 3.94 3.57 1.84 4.28 -1.43 0.16 -0.33 -0.65 -0.08 0.45

PHF19 4287 10.39 12.78 15.35 20.01 7.63 12.26 8.75 6.14 14.57 13.21 13.07 3.71 10.67 -0.04 0.26 0.53 0.91 -0.48 -0.09

PHF2 5349 2.46 8.04 7.47 7.62 6.40 7.36 6.44 7.00 10.40 8.86 6.56 2.71 8.18 -1.73 -0.02 -0.13 -0.10 -0.35 0.17

PHF20 5899 4.19 5.60 15.34 5.07 22.51 26.61 5.42 6.19 6.30 6.82 13.22 3.72 6.18 -0.56 -0.14 1.31 -0.29 1.86 1.01

PHF20L1 6263 6.14 8.08 11.32 23.81 2.62 6.91 7.71 7.84 2.79 6.00 9.81 3.29 6.08 0.01 0.41 0.90 1.97 -1.22 -0.51

PHF21A 7332 2.63 8.06 7.60 4.80 2.62 3.77 4.28 4.97 3.43 3.38 4.91 2.30 4.02 -0.61 1.01 0.92 0.26 -0.62 -0.38

PHF21B 3671 0.08 0.99 0.04 0.07 0.03 0.26 0.61 1.08 2.51 0.87 0.24 -2.04 1.27 -3.94 -0.36 -5.02 -4.27 -5.50 0.10

PHF23 2041 14.82 22.08 22.62 28.88 26.88 10.23 19.65 20.00 17.89 24.11 20.92 4.39 20.41 -0.46 0.11 0.15 0.50 0.40 -1.03

PHF2P1 4614 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PHF3 6947 3.71 9.20 12.78 12.27 1.99 7.35 7.72 10.11 3.50 5.22 7.88 2.98 6.64 -0.84 0.47 0.95 0.89 -1.74 -0.10

PHF5A 1105 47.77 26.66 38.62 31.16 45.17 35.00 19.06 19.93 32.81 31.64 37.40 5.22 25.86 0.89 0.04 0.58 0.27 0.80 -0.10

PHF6 4772 3.34 3.99 7.33 4.60 2.10 7.18 2.85 5.15 2.29 4.08 4.76 2.25 3.59 -0.10 0.15 1.03 0.36 -0.78 0.59

PHF7 2290 0.89 3.53 1.22 3.01 0.32 0.80 1.96 1.65 0.78 1.27 1.63 0.70 1.42 -0.67 1.32 -0.21 1.09 -2.16 -1.03

PHF8 6072 1.22 9.18 6.90 7.26 3.71 4.96 4.35 5.26 3.90 3.52 5.54 2.47 4.26 -1.81 1.11 0.70 0.77 -0.20 -0.16

PHGDH 2021 22.79 19.73 22.77 71.31 67.43 52.19 72.24 51.54 17.52 48.50 42.70 5.42 47.45 -1.06 -1.27 -1.06 0.59 0.51 0.29

PHGR1 464 0.00 26.86 0.00 0.00 0.00 0.00 0.58 0.11 0.00 0.00 4.48 2.16 0.17 #NUM! 7.29 #NUM! #NUM! #NUM! #NUM!

PHIP 11966 12.60 6.29 9.05 8.27 1.12 6.27 9.84 6.19 2.48 3.68 7.27 2.86 5.55 1.18 0.18 0.71 0.58 -2.31 -0.21

PHKA1 6177 0.75 1.62 3.12 1.84 1.06 1.64 1.61 1.88 0.58 1.77 1.67 0.74 1.46 -0.97 0.15 1.09 0.33 -0.47 -0.02

PHKA2 5325 2.13 3.58 3.05 4.74 6.81 6.20 4.18 4.13 2.57 4.84 4.42 2.14 3.93 -0.88 -0.13 -0.37 0.27 0.79 0.49

PHKB 5603 12.23 11.91 5.25 10.72 2.47 11.19 8.12 10.28 8.65 9.47 8.96 3.16 9.13 0.42 0.38 -0.80 0.23 -1.89 0.32

PHKG1 1431 0.12 0.63 0.59 0.00 0.00 0.00 0.16 0.37 0.00 0.00 0.22 -2.17 0.13 -0.14 2.25 2.16 #NUM! #NUM! #NUM!

PHKG2 5503 5.84 0.00 0.00 0.00 0.00 2.83 0.00 0.00 0.00 0.00 1.45 0.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.97

PHLDA1 5913 5.72 101.64 287.18 89.00 261.17 42.55 37.01 209.84 20.93 77.76 131.21 7.04 86.39 -3.92 0.23 1.73 0.04 1.60 -1.62

PHLDA2 937 16.68 50.33 307.33 78.58 60.51 35.48 137.37 72.06 9.74 72.11 91.49 6.52 72.82 -2.13 -0.53 2.08 0.11 -0.27 -1.37

PHLDA3 1516 35.33 48.01 23.46 39.07 70.75 44.13 32.07 28.50 41.72 50.72 43.46 5.44 38.25 -0.11 0.33 -0.71 0.03 0.89 0.02

PHLDB1 5695 5.06 18.53 4.45 4.98 7.40 12.28 12.36 9.67 36.86 16.68 8.78 3.13 18.89 -1.90 -0.03 -2.09 -1.92 -1.35 0.48

PHLDB2 6144 2.12 4.44 4.71 12.96 4.96 9.78 4.76 7.55 9.37 16.97 6.50 2.70 9.66 -2.19 -1.12 -1.04 0.42 -0.96 0.59

PHLDB3 2505 2.70 5.49 8.27 10.00 1.41 3.95 9.51 11.09 2.79 7.73 5.30 2.41 7.78 -1.53 -0.50 0.09 0.36 -2.47 -0.42

PHLPP1 6401 0.98 3.30 4.51 4.95 1.40 1.67 3.31 4.81 1.63 1.86 2.80 1.49 2.90 -1.56 0.18 0.64 0.77 -1.05 -0.75

PHLPP2 7919 0.20 1.15 0.53 0.54 0.28 0.86 0.81 0.57 1.04 1.18 0.59 -0.75 0.90 -2.14 0.35 -0.75 -0.72 -1.69 0.53

PHOSPHO1 2173 0.83 0.23 1.11 0.45 1.14 0.39 1.19 0.24 1.19 0.18 0.69 -0.53 0.70 0.25 -1.63 0.65 -0.65 0.70 -0.81

PHOSPHO2 1268 0.00 0.00 0.00 0.00 2.53 0.00 0.00 0.00 0.00 0.00 0.42 -1.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PHOSPHO2-KLHL23 4206 0.26 0.00 0.00 0.00 0.00 1.49 0.38 0.44 0.00 0.60 0.29 -1.78 0.35 -0.46 #NUM! #NUM! #NUM! #NUM! 2.36

PHOX2A 1716 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PHOX2B 3033 0.02 0.00 0.00 0.00 0.13 0.04 0.00 0.00 0.00 0.00 0.03 -4.99 0.00 6.00 #NUM! #NUM! #NUM! 8.71 0.28

PHPT1 1273 124.36 43.32 48.35 37.32 68.51 48.73 29.69 22.82 60.84 27.98 61.77 5.95 35.33 1.82 0.29 0.45 0.08 0.96 -0.34

PHRF1 5539 2.37 6.24 13.67 5.97 8.38 2.94 4.20 2.25 5.23 4.79 6.60 2.72 4.12 -0.80 0.60 1.73 0.54 1.03 -1.17

PHTF1 3244 2.96 2.45 2.37 1.23 2.29 4.42 0.95 0.78 2.20 2.25 2.62 1.39 1.54 0.94 0.66 0.62 -0.33 0.57 0.76

PHTF2 5102 2.46 3.75 6.59 3.49 3.08 6.81 2.10 2.61 3.33 4.01 4.36 2.13 3.01 -0.29 0.32 1.13 0.21 0.03 0.64

PHYH 1725 5.56 6.91 3.97 2.79 6.91 12.16 6.94 5.98 17.38 11.84 6.38 2.67 10.54 -0.92 -0.61 -1.41 -1.92 -0.61 0.93

PHYHD1 2155 11.37 10.34 31.59 1.98 0.23 5.71 15.24 17.17 15.59 11.48 10.20 3.35 14.87 -0.39 -0.52 1.09 -2.91 -6.00 -0.84

PHYHIP 3354 1.08 2.67 0.81 0.06 10.25 3.21 6.59 6.51 4.59 8.65 3.01 1.59 6.59 -2.61 -1.30 -3.02 -6.74 0.64 0.09

PHYHIPL 3581 0.00 0.29 0.10 1.73 0.29 0.00 0.00 0.00 1.97 0.00 0.40 -1.31 0.49 #NUM! -0.76 -2.27 1.82 -0.76 #NUM!

PI15 6732 0.72 2.23 0.57 0.93 0.26 1.98 3.13 4.00 11.84 2.19 1.12 0.16 5.29 -2.88 -1.24 -3.21 -2.51 -4.34 0.83

PI16 2205 1.80 16.45 6.47 0.05 0.20 52.08 93.55 5.00 188.34 108.02 12.84 3.68 98.73 -5.78 -2.59 -3.93 -11.05 -8.98 2.02

PI3 579 4533.68 1120.18 404.28 507.55 905.43 66.49 249.46 6094.36 3.46 40.08 1256.27 10.29 1596.84 1.51 -0.51 -1.98 -1.65 -0.82 -4.24

PI4K2A 4185 5.00 8.10 5.55 21.58 18.25 6.14 9.56 8.54 7.75 11.25 10.77 3.43 9.28 -0.89 -0.20 -0.74 1.22 0.98 -0.81

PI4K2B 3601 3.64 3.27 9.38 5.52 5.27 8.94 2.37 2.88 2.64 6.42 6.00 2.59 3.58 0.03 -0.13 1.39 0.63 0.56 0.58

PI4KA 6738 6.62 16.81 17.80 17.24 6.68 13.06 11.23 9.30 15.75 9.00 13.03 3.70 11.32 -0.77 0.57 0.65 0.61 -0.76 0.00

PI4KAP1 2360 2.34 16.38 7.90 11.64 4.78 11.57 4.19 11.46 7.56 9.94 9.10 3.19 8.29 -1.83 0.98 -0.07 0.49 -0.79 0.35

PI4KAP2 2272 4.57 11.33 11.43 18.54 7.21 5.52 6.55 9.96 10.50 5.65 9.77 3.29 8.16 -0.84 0.47 0.49 1.18 -0.18 -0.82

PI4KB 4251 7.40 21.06 14.20 22.75 17.94 15.96 18.37 16.01 25.05 15.28 16.55 4.05 18.68 -1.34 0.17 -0.40 0.28 -0.06 -0.05

PIAS1 2309 17.72 19.79 28.65 23.46 0.00 6.68 14.89 26.97 3.09 8.35 16.05 4.00 13.33 0.41 0.57 1.10 0.82 #NUM! -1.26

PIAS2 2360 2.23 2.55 4.34 2.47 1.15 4.02 2.01 2.45 2.06 2.48 2.79 1.48 2.25 -0.01 0.18 0.95 0.13 -0.97 0.53

PIAS3 2902 14.80 21.44 18.12 22.52 9.18 17.88 15.94 17.18 17.43 12.80 17.32 4.11 15.84 -0.10 0.44 0.19 0.51 -0.79 0.05

PIAS4 1835 6.07 6.49 19.36 12.62 31.61 3.67 5.51 6.86 7.32 4.38 13.30 3.73 6.02 0.01 0.11 1.69 1.07 2.39 -1.86

PIBF1 3114 2.04 5.37 4.20 4.74 1.28 7.51 4.74 4.74 2.74 2.69 4.19 2.07 3.73 -0.87 0.53 0.17 0.35 -1.54 0.84

PICALM 4169 27.33 33.26 31.75 40.39 58.58 43.39 24.40 40.59 55.12 47.89 39.12 5.29 42.00 -0.62 -0.34 -0.40 -0.06 0.48 0.15

PICK1 2224 6.50 5.85 8.82 16.83 7.11 7.00 5.94 6.40 4.64 6.28 8.69 3.12 5.82 0.16 0.01 0.60 1.53 0.29 -0.31

PID1 2837 5.34 7.96 1.17 1.33 6.09 10.03 7.66 6.91 10.16 13.41 5.32 2.41 9.53 -0.84 -0.26 -3.03 -2.84 -0.65 0.91

PIDD 3022 2.17 4.76 5.00 4.86 0.00 5.23 2.05 0.00 0.00 0.00 3.67 1.88 0.51 2.08 3.21 3.28 3.24 #NUM! 0.51

PIF1 2659 1.16 1.17 1.50 2.46 4.09 2.10 0.49 0.20 1.17 0.29 2.08 1.06 0.54 1.12 1.13 1.48 2.20 2.93 0.01

PIGA 3644 2.10 5.04 6.21 8.87 3.21 8.69 2.78 12.02 1.30 12.84 5.68 2.51 7.23 -1.79 -0.52 -0.22 0.29 -1.17 0.61

PIGB 2227 3.99 4.13 3.22 2.76 1.37 0.00 0.00 0.00 3.19 3.80 2.58 1.37 1.75 1.19 1.24 0.88 0.66 -0.36 #NUM!

PIGC 1537 7.38 13.52 7.77 8.67 20.78 19.32 5.84 6.37 19.85 12.19 12.91 3.69 11.06 -0.58 0.29 -0.51 -0.35 0.91 0.58

PIGF 1162 9.92 10.92 13.43 8.80 15.90 23.32 8.55 9.79 14.01 19.16 13.72 3.78 12.88 -0.38 -0.24 0.06 -0.55 0.30 0.77

PIGG 3266 2.89 3.94 6.45 5.88 10.04 4.96 3.48 3.75 5.79 5.61 5.69 2.51 4.66 -0.69 -0.24 0.47 0.34 1.11 -0.20

PIGH 1439 10.17 13.39 9.50 5.61 9.00 10.92 6.21 6.65 8.70 10.77 9.76 3.29 8.08 0.33 0.73 0.23 -0.53 0.15 0.16

PIGK 4626 3.13 3.27 3.14 3.07 3.20 10.49 2.17 2.58 5.59 6.57 4.38 2.13 4.23 -0.44 -0.37 -0.43 -0.46 -0.40 1.26

PIGL 1163 2.76 1.19 4.32 2.70 4.24 2.96 3.14 2.15 2.26 3.66 3.03 1.60 2.80 -0.02 -1.23 0.62 -0.05 0.60 -0.03

PIGM 4322 1.70 3.21 1.27 2.10 1.76 2.19 1.65 1.03 1.34 1.31 2.04 1.03 1.33 0.35 1.27 -0.07 0.65 0.40 0.10

PIGN 4893 2.30 2.96 3.53 4.57 1.61 6.12 3.73 4.28 2.99 8.62 3.52 1.81 4.90 -1.09 -0.73 -0.47 -0.10 -1.61 0.80

PIGO 4087 1.97 6.07 5.80 3.11 14.69 5.34 2.74 3.26 5.93 4.40 6.16 2.62 4.08 -1.05 0.57 0.51 -0.39 1.85 -0.21

PIGP 970 26.31 10.57 8.83 26.58 26.21 21.17 14.96 9.72 22.39 14.50 19.95 4.32 15.39 0.77 -0.54 -0.80 0.79 0.77 0.09

PIGQ 2921 5.27 9.20 4.00 12.46 18.27 2.93 4.75 4.62 7.78 4.44 8.69 3.12 5.40 -0.03 0.77 -0.43 1.21 1.76 -1.57

PIGR 4295 0.11 14.41 0.15 2.38 0.11 0.50 0.10 0.09 0.02 4.23 2.94 1.56 1.11 -3.35 3.70 -2.91 1.10 -3.28 -2.56

PIGS 2873 13.30 18.83 22.68 38.53 17.40 12.83 13.31 10.70 14.89 9.87 20.59 4.36 12.19 0.13 0.63 0.90 1.66 0.51 -0.68

PIGT 2245 29.49 74.91 48.79 65.71 73.70 44.07 22.72 32.73 94.62 32.99 56.11 5.81 45.76 -0.63 0.71 0.09 0.52 0.69 -0.35

PIGU 1833 18.84 17.11 12.62 8.11 18.44 12.70 8.49 8.76 11.65 7.06 14.64 3.87 8.99 1.07 0.93 0.49 -0.15 1.04 -0.20

PIGV 2750 5.23 4.48 2.25 3.15 4.88 5.22 3.41 3.26 5.97 4.87 4.20 2.07 4.38 0.26 0.03 -0.96 -0.48 0.16 0.31

PIGW 2255 2.24 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.37 -1.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PIGX 3106 6.89 4.20 4.68 7.24 7.88 9.51 2.85 2.55 5.31 3.89 6.73 2.75 3.65 0.92 0.20 0.36 0.99 1.11 0.50

PIGY 1353 36.13 26.46 27.15 25.08 62.93 74.77 25.62 21.19 93.71 84.10 42.09 5.40 56.16 -0.64 -1.09 -1.05 -1.16 0.16 0.83

PIGZ 2721 1.62 2.56 1.71 2.09 5.80 1.97 1.66 1.80 2.86 2.51 2.63 1.39 2.21 -0.44 0.21 -0.37 -0.08 1.39 -0.42

PIH1D1 1256 29.06 24.99 26.57 26.80 43.32 40.08 19.41 22.50 34.48 30.74 31.80 4.99 26.78 0.12 -0.10 -0.01 0.00 0.69 0.33

PIH1D2 1263 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PIK3AP1 4817 1.55 4.91 4.86 2.96 5.68 4.08 0.80 1.09 2.34 1.67 4.01 2.00 1.48 0.07 1.73 1.72 1.00 1.94 0.03

PIK3C2A 8304 2.60 7.86 7.79 3.24 1.40 6.57 6.40 7.00 2.67 4.83 4.91 2.30 5.23 -1.01 0.59 0.58 -0.69 -1.90 0.42

PIK3C2B 7606 1.03 9.77 3.95 2.54 1.66 4.55 5.03 3.79 2.88 2.46 3.92 1.97 3.54 -1.78 1.46 0.16 -0.48 -1.10 0.22

PIK3C2G 4848 0.21 1.34 1.53 0.02 0.00 0.08 1.67 0.92 0.07 0.20 0.53 -0.92 0.72 -1.74 0.90 1.09 -5.16 -11.56 -2.74

PIK3C3 3083 3.23 5.73 6.49 7.28 3.63 8.51 4.81 6.28 6.50 6.98 5.81 2.54 6.14 -0.93 -0.10 0.08 0.24 -0.76 0.55

PIK3CA 3724 3.58 5.11 5.09 9.11 1.47 9.60 6.71 6.79 2.40 6.02 5.66 2.50 5.48 -0.61 -0.10 -0.11 0.73 -1.90 0.76

PIK3CB 3213 3.99 5.58 5.43 9.10 3.75 6.73 7.68 6.20 3.09 5.53 5.76 2.53 5.63 -0.50 -0.01 -0.05 0.69 -0.58 0.22

PIK3CD 5411 0.00 0.00 0.00 0.00 4.46 0.00 0.00 0.00 0.00 0.00 0.74 -0.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PIK3CG 5379 0.73 2.45 2.09 1.27 0.28 1.26 2.13 1.22 0.83 0.67 1.35 0.43 1.21 -0.73 1.02 0.79 0.07 -2.13 -0.09

PIK3IP1 2478 12.85 16.01 6.72 11.57 16.47 14.85 3.41 3.72 12.44 9.98 13.08 3.71 7.39 0.80 1.12 -0.14 0.65 1.16 0.18

PIK3R1 6453 8.74 17.26 17.08 5.88 0.92 14.06 13.85 12.29 6.37 11.42 10.66 3.41 10.98 -0.33 0.65 0.64 -0.90 -3.58 0.40

PIK3R2 3953 9.77 17.75 26.09 10.19 21.47 8.33 19.16 11.85 8.86 7.39 15.60 3.96 11.82 -0.27 0.59 1.14 -0.21 0.86 -0.91

PIK3R3 5693 2.77 2.98 9.85 1.12 2.41 4.61 1.68 4.30 6.25 3.24 3.96 1.98 3.87 -0.48 -0.38 1.35 -1.79 -0.68 0.22

PIK3R4 5078 4.54 6.22 6.61 11.07 19.21 5.10 4.35 6.31 4.33 3.68 8.79 3.14 4.67 -0.04 0.41 0.50 1.25 2.04 -0.79

PIK3R5 4507 1.02 2.89 2.12 1.69 1.69 1.90 1.08 1.40 0.72 0.78 1.88 0.91 1.00 0.04 1.53 1.09 0.76 0.76 0.01

PIK3R6 3061 0.56 1.70 0.98 0.81 0.79 0.95 1.44 0.78 0.64 0.55 0.97 -0.05 0.85 -0.62 1.00 0.21 -0.07 -0.11 -0.02

PIKFYVE 9901 0.70 2.46 1.67 2.72 0.35 2.58 1.57 2.06 1.67 2.65 1.75 0.81 1.99 -1.51 0.31 -0.25 0.45 -2.50 0.56

PILRA 1323 6.12 11.40 0.00 0.00 0.00 0.00 2.58 0.00 0.00 2.71 2.92 1.55 1.32 2.21 3.11 #NUM! #NUM! #NUM! #NUM!

PILRB 3705 10.05 32.27 14.79 28.10 20.31 0.00 15.98 9.66 10.03 12.95 17.59 4.14 12.15 -0.27 1.41 0.28 1.21 0.74 #NUM!

PIM1 2751 14.43 64.75 25.53 116.83 79.38 101.92 99.94 204.62 81.75 202.21 67.14 6.07 147.13 -3.35 -1.18 -2.53 -0.33 -0.89 0.60

PIM2 2234 11.27 26.75 22.64 13.61 8.85 14.65 3.29 6.43 4.99 4.53 16.30 4.03 4.81 1.23 2.48 2.23 1.50 0.88 -0.15

PIM3 2410 11.38 36.13 32.57 18.73 63.00 99.81 20.03 43.33 56.60 75.49 43.60 5.45 48.86 -2.10 -0.44 -0.59 -1.38 0.37 1.19

PIN1 997 38.66 29.07 36.71 46.02 44.86 28.72 30.26 22.40 47.55 26.91 37.34 5.22 31.78 0.28 -0.13 0.21 0.53 0.50 -0.38

PIN1P1 996 0.00 0.00 0.00 0.08 0.03 0.00 0.00 0.00 0.05 0.05 0.02 -5.82 0.03 #NUM! #NUM! #NUM! 1.57 0.14 #NUM!

PIN4 1605 18.41 6.43 10.67 6.20 23.06 52.79 6.92 4.34 40.14 37.86 19.59 4.29 22.32 -0.28 -1.80 -1.06 -1.85 0.05 1.43

PINK1 2680 12.65 15.91 10.58 19.19 16.76 22.25 21.75 18.40 47.54 23.81 16.22 4.02 27.87 -1.14 -0.81 -1.40 -0.54 -0.73 0.46

PINX1 1047 13.69 2.70 10.96 8.85 14.98 8.99 10.20 7.90 10.68 8.87 10.03 3.33 9.41 0.54 -1.80 0.22 -0.09 0.67 -0.16

PION 3265 2.19 4.96 5.05 6.08 3.86 3.29 1.67 2.22 1.27 2.78 4.24 2.08 1.98 0.14 1.32 1.35 1.61 0.96 -0.37

PIP 591 1.48 0.27 0.08 0.00 0.00 0.22 0.00 0.00 0.00 0.10 0.34 -1.55 0.03 5.83 3.36 1.56 #NUM! #NUM! -0.61

PIP4K2A 3833 5.06 12.49 10.69 5.87 4.53 13.31 6.62 6.77 13.51 8.58 8.66 3.11 8.87 -0.81 0.49 0.27 -0.60 -0.97 0.62

PIP4K2B 5732 6.55 10.53 8.40 7.93 6.22 6.24 9.97 6.47 15.19 7.65 7.64 2.93 9.82 -0.59 0.10 -0.23 -0.31 -0.66 -0.29

PIP4K2C 3229 11.39 25.52 16.99 16.36 17.87 9.20 10.30 8.97 9.09 8.45 16.22 4.02 9.20 0.31 1.47 0.88 0.83 0.96 -0.82

PIP5K1A 3824 7.57 15.44 21.56 18.71 15.15 13.26 10.52 14.84 11.72 13.41 15.28 3.93 12.62 -0.74 0.29 0.77 0.57 0.26 -0.20

PIP5K1B 2654 1.40 7.03 1.61 0.72 0.04 2.02 0.92 0.89 2.54 2.31 2.14 1.10 1.67 -0.25 2.08 -0.05 -1.21 -5.47 -0.08

PIP5K1C 5082 4.17 12.19 11.21 13.30 16.81 4.78 14.69 10.14 21.89 7.46 10.41 3.38 13.55 -1.70 -0.15 -0.27 -0.03 0.31 -1.12

PIP5K1P1 4243 0.02 0.02 0.01 0.01 0.08 0.03 0.01 0.02 0.03 0.04 0.03 -5.19 0.03 -0.56 -0.56 -1.92 -1.40 1.54 0.20

PIP5KL1 1575 1.04 0.46 0.60 2.99 3.08 0.00 1.53 0.72 0.00 1.66 1.36 0.45 0.98 0.08 -1.09 -0.70 1.61 1.65 #NUM!

PIPOX 2412 0.57 0.80 2.53 0.04 0.36 0.57 0.23 0.05 2.04 0.43 0.81 -0.30 0.68 -0.27 0.22 1.88 -4.03 -0.91 -0.52

PIPSL 3776 0.06 0.02 0.06 0.07 0.07 0.08 0.02 0.01 0.08 0.06 0.06 -4.09 0.04 0.43 -1.00 0.45 0.72 0.70 0.52

PIR 1576 14.34 2.69 9.36 7.00 8.60 7.55 6.99 8.32 10.10 10.54 8.26 3.05 8.99 0.67 -1.74 0.06 -0.36 -0.06 -0.13

PIR-FIGF 2582 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PIRT 3466 0.00 0.00 0.00 0.03 0.00 0.01 0.00 0.02 0.00 0.01 0.01 -7.42 0.01 #NUM! #NUM! #NUM! 2.41 #NUM! 0.18

PISD 2693 7.94 9.09 12.14 15.99 9.35 9.81 7.82 8.89 10.64 10.78 10.72 3.42 9.53 -0.26 -0.07 0.35 0.75 -0.03 -0.13

PITHD1 1641 20.48 13.72 23.00 30.55 23.57 36.02 46.46 36.78 26.15 43.41 24.56 4.62 38.20 -0.90 -1.48 -0.73 -0.32 -0.70 0.55

PITPNA 3660 14.13 38.72 21.13 30.75 14.92 21.15 31.88 30.98 29.84 26.71 23.47 4.55 29.85 -1.08 0.38 -0.50 0.04 -1.00 -0.15

PITPNB 2941 15.84 18.52 37.93 30.27 11.36 24.32 17.92 22.25 21.66 26.72 23.04 4.53 22.14 -0.48 -0.26 0.78 0.45 -0.96 0.08

PITPNC1 2124 4.75 13.01 14.06 6.08 18.15 12.95 3.05 6.60 8.04 11.47 11.50 3.52 7.29 -0.62 0.84 0.95 -0.26 1.32 0.17

PITPNM1 4248 5.58 9.05 15.67 23.36 18.46 6.81 6.57 6.07 5.72 7.50 13.16 3.72 6.46 -0.21 0.49 1.28 1.85 1.51 -0.95

PITPNM2 6754 0.83 3.46 8.49 6.17 2.31 1.27 2.42 3.08 2.94 1.99 3.75 1.91 2.61 -1.66 0.41 1.70 1.24 -0.18 -1.56

PITPNM3 7161 1.42 2.56 3.64 2.57 0.53 0.62 5.70 2.63 1.13 1.53 1.89 0.92 2.75 -0.95 -0.10 0.40 -0.10 -2.38 -1.61

PITRM1 3508 12.13 16.75 18.67 21.16 12.09 12.37 11.64 12.30 15.79 11.31 15.53 3.96 12.76 -0.07 0.39 0.55 0.73 -0.08 -0.33

PITX1 2383 67.69 78.31 96.83 139.55 72.82 21.09 222.37 233.80 1.15 142.21 79.38 6.31 149.88 -1.15 -0.94 -0.63 -0.10 -1.04 -1.91

PITX2 3482 17.95 0.27 0.98 0.00 0.58 0.83 1.71 1.79 0.14 1.08 3.44 1.78 1.18 3.93 -2.11 -0.27 #NUM! -1.01 -2.05

PITX3 1407 0.02 0.06 0.05 0.00 0.34 0.00 0.00 0.04 0.09 0.05 0.08 -3.67 0.05 -1.15 0.45 0.08 #NUM! 2.89 #NUM!

PIWIL1 3591 0.00 1.94 0.00 0.07 0.01 0.08 0.00 0.07 0.00 0.00 0.35 -1.51 0.02 #NUM! 6.87 #NUM! 2.14 -0.90 -2.08

PIWIL2 3997 0.27 0.09 0.06 0.05 0.30 0.07 0.10 0.09 0.15 0.05 0.14 -2.81 0.10 1.51 -0.04 -0.71 -0.83 1.66 -1.03

PIWIL3 3504 0.01 0.02 0.00 0.02 0.00 0.01 0.01 0.00 0.00 0.00 0.01 -6.66 0.00 0.98 2.20 0.20 2.43 -2.45 -0.17

PIWIL4 3214 0.16 0.92 1.50 0.50 0.00 0.24 0.32 0.14 0.00 0.47 0.55 -0.86 0.23 -0.57 1.98 2.68 1.09 #NUM! -1.22

PJA1 2880 6.56 12.24 8.05 6.22 17.01 12.22 6.48 6.60 13.07 11.11 10.38 3.38 9.31 -0.51 0.39 -0.21 -0.58 0.87 0.24

PJA2 4878 5.62 15.66 9.61 14.48 6.58 29.19 15.50 18.44 27.05 33.88 13.52 3.76 23.72 -2.08 -0.60 -1.30 -0.71 -1.85 1.11

PKD1 14138 1.78 8.41 7.04 7.67 1.97 2.92 13.99 4.84 17.11 5.31 4.97 2.31 10.31 -2.53 -0.29 -0.55 -0.43 -2.39 -0.76

PKD1L1 9075 0.02 0.06 1.13 0.04 0.01 0.11 0.63 0.22 0.04 0.37 0.23 -2.12 0.32 -4.03 -2.32 1.83 -3.05 -4.93 -1.00

PKD1L2 7624 0.06 2.41 0.03 0.45 0.07 0.39 1.33 0.95 0.07 0.21 0.57 -0.81 0.64 -3.33 1.91 -4.20 -0.51 -3.16 -0.54

PKD1L3 5199 1.12 0.00 0.00 0.00 0.54 0.00 0.08 0.05 0.00 0.00 0.28 -1.85 0.03 5.10 #NUM! #NUM! #NUM! 4.04 #NUM!

PKD1P1 6295 62.18 152.02 13.33 23.22 11.12 70.17 125.06 21.62 27.37 16.31 55.34 5.79 47.59 0.39 1.68 -1.84 -1.04 -2.10 0.34

PKD2 5089 2.53 9.30 3.76 3.80 0.76 16.64 6.84 6.00 14.60 11.79 6.13 2.62 9.81 -1.96 -0.08 -1.38 -1.37 -3.69 1.44

PKD2L1 3060 0.02 0.02 0.10 0.00 0.07 0.33 0.02 0.00 0.00 0.05 0.09 -3.48 0.02 0.03 0.04 2.59 #NUM! 2.11 1.88

PKD2L2 2236 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PKDCC 2517 3.77 23.27 1.45 5.88 1.18 10.06 9.84 6.22 32.54 11.05 7.60 2.93 14.91 -1.98 0.64 -3.36 -1.34 -3.66 0.40

PKDREJ 7660 0.02 0.06 0.02 0.03 0.10 0.06 0.06 0.10 0.01 0.02 0.05 -4.38 0.05 -1.33 0.17 -1.37 -0.58 1.04 0.27

PKHD1 16235 0.31 0.55 1.51 0.46 0.00 0.00 2.87 0.01 0.02 0.01 0.47 -1.08 0.73 -1.24 -0.39 1.05 -0.65 #NUM! -7.44

PKHD1L1 14017 0.14 0.09 0.03 0.04 0.00 0.12 0.17 0.29 0.15 0.13 0.07 -3.85 0.18 -0.35 -1.00 -2.85 -2.33 #NUM! 0.82

PKI55 3353 1.72 1.56 0.87 0.49 0.10 1.09 1.53 1.24 0.96 0.91 0.97 -0.04 1.16 0.57 0.42 -0.41 -1.25 -3.48 0.16

PKIA 4215 3.55 2.69 2.44 0.22 1.12 3.08 1.61 1.67 0.54 2.25 2.18 1.13 1.52 1.23 0.83 0.69 -2.81 -0.43 0.50

PKIB 1909 1.44 1.22 0.80 0.64 0.81 3.36 0.70 1.19 1.14 1.42 1.38 0.46 1.11 0.36 0.13 -0.48 -0.79 -0.47 1.28

PKIG 1458 31.51 55.79 18.45 15.53 23.78 85.38 32.37 35.21 119.39 118.38 38.40 5.26 76.34 -1.28 -0.45 -2.05 -2.30 -1.68 1.15

PKLR 3053 0.33 0.65 0.42 0.00 0.37 0.63 0.73 0.28 0.21 0.27 0.40 -1.32 0.37 -0.18 0.82 0.18 #NUM! 0.00 0.66

PKM2 2853 441.51 304.89 567.00 655.22 786.20 217.91 423.13 296.50 153.37 220.22 495.46 8.95 273.30 0.69 0.16 1.05 1.26 1.52 -1.19

PKMYT1 2225 3.97 3.52 7.70 16.27 24.15 4.29 1.45 2.02 0.20 0.87 9.98 3.32 1.13 1.81 1.63 2.76 3.84 4.41 -1.22

PKN1 3097 6.50 13.83 22.02 6.56 65.50 17.22 10.31 6.12 49.89 17.69 21.94 4.46 21.00 -1.69 -0.60 0.07 -1.68 1.64 -0.35

PKN2 6104 3.32 5.81 8.72 7.29 4.77 10.79 5.07 7.46 4.37 7.74 6.78 2.76 6.16 -0.89 -0.08 0.50 0.24 -0.37 0.67

PKN3 3385 2.23 4.13 3.83 2.45 0.00 3.45 1.75 1.77 4.77 2.73 2.68 1.42 2.76 -0.30 0.58 0.47 -0.17 #NUM! 0.36

PKNOX1 4997 2.60 3.09 2.62 5.58 2.54 3.33 2.85 2.42 3.50 3.13 3.30 1.72 2.98 -0.20 0.05 -0.18 0.91 -0.23 0.02

PKNOX2 3730 0.41 0.54 0.15 0.12 0.06 0.44 1.09 0.44 4.02 0.67 0.29 -1.81 1.56 -1.94 -1.53 -3.40 -3.66 -4.73 0.63

PKP1 5447 30.60 71.00 260.55 296.12 37.55 37.99 248.91 262.51 0.15 90.35 122.30 6.93 150.48 -2.30 -1.08 0.79 0.98 -2.00 -1.69

PKP2 4439 1.67 2.14 6.28 12.67 2.15 0.55 2.03 8.98 1.01 1.84 4.24 2.09 3.46 -1.05 -0.69 0.86 1.87 -0.69 -2.96

PKP3 2845 20.96 37.88 77.15 46.06 62.08 17.34 88.86 80.16 0.22 41.68 43.58 5.45 52.73 -1.33 -0.48 0.55 -0.20 0.24 -1.33

PKP4 4604 9.89 13.99 14.08 7.40 9.41 10.82 16.56 19.78 13.75 15.84 10.93 3.45 16.48 -0.74 -0.24 -0.23 -1.16 -0.81 -0.01

PL-5283 2515 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PLA1A 1849 2.31 6.61 1.92 0.31 0.15 7.43 0.77 0.79 4.43 2.75 3.12 1.64 2.19 0.08 1.60 -0.19 -2.81 -3.87 1.25

PLA2G10 1020 0.22 19.25 0.01 0.19 0.37 0.76 0.09 0.10 0.07 0.19 3.47 1.79 0.11 0.95 7.39 -3.93 0.75 1.70 -2.18

PLA2G12A 5235 4.04 4.50 2.76 3.54 0.00 4.34 3.62 3.89 3.61 4.62 3.20 1.68 3.93 0.04 0.19 -0.51 -0.15 #NUM! 0.44

PLA2G12B 1092 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.75 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PLA2G15 2764 4.01 5.81 3.29 5.20 12.74 4.13 3.11 1.57 4.36 3.16 5.86 2.55 3.05 0.40 0.93 0.11 0.77 2.06 -0.51

PLA2G16 1395 2.35 7.65 2.17 0.84 12.45 20.87 2.45 1.48 27.65 13.84 7.72 2.95 11.36 -2.27 -0.57 -2.39 -3.76 0.13 1.43

PLA2G1B 585 0.00 0.28 0.00 0.25 0.00 0.17 0.07 0.00 0.00 0.16 0.12 -3.10 0.06 #NUM! 2.26 #NUM! 2.13 #NUM! 0.56

PLA2G2A 1017 11.18 108.63 2.21 0.22 0.18 28.01 0.75 0.00 72.78 13.20 25.07 4.65 21.68 -0.96 2.32 -3.30 -6.60 -6.93 0.16

PLA2G2C 453 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.58 0.00 0.02 -5.71 0.14 #NUM! #NUM! -0.33 #NUM! #NUM! #NUM!

PLA2G2D 2747 1.58 2.26 7.98 0.52 0.02 4.21 0.54 0.51 0.08 0.18 2.76 1.47 0.33 2.26 2.77 4.60 0.66 -4.12 0.61



PLA2G2F 2737 0.20 0.01 0.05 0.98 0.00 1.38 0.00 0.01 0.00 0.00 0.43 -1.20 0.00 6.31 1.98 4.21 8.63 #NUM! 1.66

PLA2G3 2593 2.57 4.75 9.06 0.00 0.00 0.39 10.41 18.36 0.01 10.12 2.79 1.48 9.72 -1.92 -1.03 -0.10 #NUM! #NUM! -2.84

PLA2G4A 2940 2.16 4.23 2.20 1.11 0.18 5.92 2.16 2.84 4.91 6.24 2.63 1.40 4.04 -0.90 0.07 -0.88 -1.87 -4.51 1.17

PLA2G4B 2752 0.00 5.01 3.54 4.51 1.82 5.84 22.79 3.05 1.39 6.21 3.45 1.79 8.36 #NUM! -0.74 -1.24 -0.89 -2.20 0.76

PLA2G4C 2567 2.11 3.58 6.62 2.93 1.16 6.65 2.63 1.37 10.93 4.15 3.84 1.94 4.77 -1.18 -0.41 0.47 -0.70 -2.04 0.79

PLA2G4D 3584 0.58 2.29 0.14 0.39 1.25 0.37 26.04 13.15 0.00 4.23 0.84 -0.26 10.85 -4.24 -2.25 -6.23 -4.80 -3.12 -1.17

PLA2G4E 4798 3.13 4.68 8.22 16.08 7.33 0.28 4.03 10.31 0.01 1.55 6.62 2.73 3.98 -0.35 0.23 1.05 2.02 0.88 -4.56

PLA2G4F 3492 2.26 3.22 0.81 10.74 0.30 2.01 13.89 14.86 0.00 4.80 3.22 1.69 8.39 -1.89 -1.38 -3.36 0.36 -4.80 -0.68

PLA2G5 1911 0.04 0.12 0.05 0.00 0.00 0.33 0.02 0.03 0.77 0.11 0.09 -3.47 0.23 -2.40 -0.98 -2.17 #NUM! #NUM! 1.87

PLA2G6 3239 2.66 5.82 3.97 3.29 1.65 3.48 3.24 3.35 2.26 3.54 3.48 1.80 3.10 -0.22 0.91 0.36 0.09 -0.91 0.00

PLA2G7 1880 2.48 7.21 9.15 7.59 3.64 6.00 0.00 1.09 0.45 1.13 6.01 2.59 0.67 1.90 3.44 3.78 3.51 2.45 0.00

PLA2R1 5633 6.63 3.46 2.75 10.04 0.71 3.04 4.10 4.79 2.94 6.14 4.44 2.15 4.49 0.56 -0.38 -0.71 1.16 -2.67 -0.55

PLAA 4954 3.37 5.29 19.45 3.63 17.53 6.54 12.39 4.60 4.40 5.47 9.30 3.22 6.72 -1.00 -0.35 1.53 -0.89 1.38 -0.51

PLAC1 1126 3.31 0.05 5.74 2.67 2.77 0.12 0.00 0.08 0.24 0.02 2.44 1.29 0.09 5.26 -0.69 6.05 4.95 5.00 -4.39

PLAC2 3693 6.52 5.25 1.12 5.23 2.24 1.60 15.45 5.44 0.09 4.63 3.66 1.87 6.40 0.03 -0.29 -2.52 -0.29 -1.52 -1.19

PLAC4 10009 0.01 0.08 0.02 0.09 0.04 0.12 0.08 1.09 0.00 0.25 0.06 -4.08 0.36 -4.82 -2.24 -4.33 -2.06 -3.07 1.04

PLAC8 1442 42.95 23.25 7.58 0.90 14.96 15.20 0.96 0.31 1.43 4.32 17.47 4.13 1.75 4.61 3.73 2.11 -0.96 3.09 -0.20

PLAC8L1 725 0.96 1.41 0.22 1.35 0.09 0.53 0.00 0.53 0.08 0.41 0.76 -0.40 0.26 1.91 2.46 -0.21 2.40 -1.54 -0.53

PLAC9 691 17.59 13.21 2.32 2.02 1.53 33.64 52.26 19.61 288.19 38.03 11.72 3.55 99.52 -2.50 -2.91 -5.42 -5.63 -6.03 1.52

PLAG1 7338 0.28 0.64 1.04 0.14 0.02 0.90 1.16 0.53 0.20 1.02 0.50 -0.99 0.73 -1.36 -0.19 0.51 -2.37 -5.40 0.84

PLAGL1 3425 0.86 1.39 1.44 0.45 1.22 0.00 4.14 1.46 3.80 2.36 0.89 -0.16 2.94 -1.78 -1.08 -1.03 -2.71 -1.27 #NUM!

PLAGL2 5656 3.27 10.71 17.63 7.91 4.18 2.25 4.69 7.22 1.70 2.91 7.66 2.94 4.13 -0.34 1.38 2.09 0.94 0.02 -1.76

PLAT 3173 14.26 34.27 26.97 3.51 142.12 52.32 5.07 14.93 35.33 21.13 45.58 5.51 19.12 -0.42 0.84 0.50 -2.45 2.89 0.20

PLAU 2680 20.78 38.68 62.64 157.29 279.78 31.74 8.96 7.77 21.51 28.38 98.48 6.62 16.65 0.32 1.22 1.91 3.24 4.07 -1.63

PLAUR 1570 12.54 45.78 53.73 118.23 236.82 61.66 10.23 38.73 49.47 64.20 88.13 6.46 40.66 -1.70 0.17 0.40 1.54 2.54 -0.52

PLB1 5148 0.82 1.59 2.12 1.97 0.98 1.47 1.39 1.37 1.25 1.29 1.49 0.58 1.33 -0.70 0.26 0.67 0.57 -0.43 -0.02

PLBD1 1951 45.61 21.52 21.38 19.84 21.79 30.34 33.57 39.49 16.02 28.77 26.75 4.74 29.46 0.63 -0.45 -0.46 -0.57 -0.44 0.18

PLBD2 2832 6.34 29.73 16.43 11.79 8.86 9.93 18.98 11.04 17.74 8.08 13.85 3.79 13.96 -1.14 1.09 0.23 -0.24 -0.66 -0.48

PLCB1 6823 1.25 1.66 3.80 1.05 0.55 3.34 1.51 1.67 2.64 1.17 1.94 0.96 1.75 -0.48 -0.07 1.12 -0.73 -1.66 0.78

PLCB2 4694 1.18 6.28 3.57 2.55 5.74 3.13 2.81 1.93 1.98 2.28 3.74 1.90 2.25 -0.94 1.48 0.67 0.18 1.35 -0.26

PLCB3 5728 3.27 9.75 9.78 10.30 0.00 6.37 6.34 5.31 7.81 5.54 6.58 2.72 6.25 -0.93 0.64 0.65 0.72 #NUM! -0.05

PLCB4 5640 0.84 2.96 0.47 0.23 0.04 2.02 2.70 2.80 2.00 2.64 1.09 0.13 2.54 -1.59 0.22 -2.45 -3.45 -6.16 0.89

PLCD1 3053 4.45 7.13 3.85 24.06 2.49 6.04 11.39 13.69 9.71 8.46 8.00 3.00 10.81 -1.28 -0.60 -1.49 1.15 -2.12 -0.41

PLCD3 3477 4.96 13.47 3.95 16.11 13.40 3.12 9.18 4.68 8.34 5.97 9.17 3.20 7.04 -0.51 0.94 -0.83 1.19 0.93 -1.56

PLCD4 3237 0.64 0.00 0.00 1.20 1.04 1.13 0.00 1.31 0.00 0.70 0.67 -0.58 0.50 0.36 #NUM! #NUM! 1.26 1.06 0.76

PLCE1 7992 1.22 4.62 2.81 0.81 0.96 2.94 3.28 1.22 2.59 2.18 2.23 1.16 2.32 -0.93 1.00 0.28 -1.51 -1.28 0.40

PLCG1 5205 3.71 13.61 8.85 8.68 6.96 9.48 8.27 6.35 16.79 8.01 8.55 3.10 9.86 -1.41 0.47 -0.16 -0.18 -0.50 0.15

PLCG2 4263 5.12 4.38 6.73 3.88 2.32 4.21 2.55 4.71 5.74 3.88 4.44 2.15 4.22 0.28 0.05 0.67 -0.12 -0.87 -0.08

PLCH1 6473 0.11 1.83 1.26 0.05 0.00 0.08 0.04 0.04 0.06 0.12 0.56 -0.85 0.07 0.69 4.79 4.25 -0.50 -3.90 -2.78

PLCH2 4837 3.38 7.90 6.43 11.66 4.32 3.07 6.32 12.31 0.09 3.77 6.13 2.62 5.62 -0.74 0.49 0.19 1.05 -0.38 -1.00

PLCL1 6608 0.16 0.71 0.32 0.23 0.09 1.25 0.54 0.37 0.74 0.86 0.46 -1.13 0.63 -1.97 0.17 -0.97 -1.46 -2.86 1.45

PLCL2 4170 0.83 2.69 1.91 0.79 0.49 2.71 1.39 1.06 2.08 2.00 1.57 0.65 1.63 -0.98 0.72 0.22 -1.04 -1.75 0.79

PLCXD1 5320 0.17 0.77 0.41 0.65 0.25 0.22 0.50 0.73 0.13 0.24 0.41 -1.28 0.40 -1.23 0.94 0.02 0.69 -0.65 -0.93

PLCXD2 2148 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PLCXD3 7739 0.13 0.29 0.13 0.01 0.01 1.20 0.49 0.62 1.00 0.36 0.29 -1.77 0.62 -2.24 -1.11 -2.30 -6.23 -6.66 2.03

PLCZ1 2075 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -12.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PLD1 5607 5.50 7.96 6.59 11.62 3.15 6.59 10.42 11.76 1.87 8.47 6.90 2.79 8.13 -0.56 -0.03 -0.30 0.51 -1.37 -0.07

PLD2 3489 7.48 13.82 14.70 15.67 10.87 8.77 25.91 14.29 8.89 10.88 11.88 3.57 14.99 -1.00 -0.12 -0.03 0.06 -0.46 -0.44

PLD3 2424 49.30 83.81 126.06 85.70 122.11 66.21 90.84 44.61 136.16 60.86 88.86 6.47 83.12 -0.75 0.01 0.60 0.04 0.55 -0.42

PLD4 1964 1.62 0.00 2.16 0.45 0.88 2.57 1.18 0.76 0.99 0.91 1.28 0.35 0.96 0.75 #NUM! 1.17 -1.11 -0.12 1.01

PLD5 3305 0.01 0.58 0.00 0.00 0.00 0.07 0.14 0.02 1.21 0.14 0.11 -3.20 0.38 -5.34 0.62 #NUM! #NUM! #NUM! -0.74

PLD6 2591 0.65 1.12 1.10 0.82 3.83 1.14 0.73 0.52 1.59 2.01 1.44 0.53 1.21 -0.89 -0.12 -0.14 -0.56 1.66 -0.35

PLDN 3959 5.21 7.91 6.92 7.64 2.42 18.86 6.17 6.45 9.68 16.43 8.16 3.03 9.68 -0.89 -0.29 -0.49 -0.34 -2.00 1.21

PLEC 15249 5.85 20.63 69.10 32.04 36.41 5.32 63.14 25.58 28.48 16.81 28.23 4.82 33.50 -2.52 -0.70 1.04 -0.06 0.12 -2.41

PLEK 2866 4.80 11.80 17.26 11.83 81.40 20.54 3.13 4.58 14.23 7.83 24.61 4.62 7.44 -0.63 0.67 1.21 0.67 3.45 -0.26

PLEK2 1479 13.78 24.04 27.04 42.85 232.66 7.89 7.64 8.30 0.24 7.62 58.04 5.86 5.95 1.21 2.01 2.18 2.85 5.29 -2.88

PLEKHA1 3996 6.60 8.81 8.37 8.75 6.52 13.62 9.24 10.54 5.88 13.39 8.78 3.13 9.76 -0.56 -0.15 -0.22 -0.16 -0.58 0.63

PLEKHA2 5656 2.29 6.56 7.62 4.60 8.36 8.33 3.64 4.40 8.08 5.43 6.29 2.65 5.39 -1.23 0.28 0.50 -0.23 0.63 0.40

PLEKHA3 2516 2.64 4.04 4.98 10.04 3.29 8.39 2.94 3.47 7.06 7.35 5.57 2.48 5.21 -0.98 -0.36 -0.06 0.95 -0.66 0.59

PLEKHA4 3104 3.71 12.80 12.67 2.71 7.18 9.64 6.56 4.30 19.52 8.35 8.12 3.02 9.68 -1.39 0.40 0.39 -1.84 -0.43 0.25

PLEKHA5 6591 3.36 9.18 7.99 6.35 1.46 8.80 10.52 10.02 8.14 10.77 6.19 2.63 9.86 -1.55 -0.10 -0.30 -0.64 -2.76 0.51

PLEKHA6 7434 0.46 13.19 2.73 0.27 4.11 3.00 1.00 0.28 1.94 0.46 3.96 1.99 0.92 -1.01 3.84 1.57 -1.79 2.16 -0.40

PLEKHA7 4820 1.06 7.58 11.65 2.38 1.86 4.03 5.23 8.59 1.48 5.06 4.76 2.25 5.09 -2.26 0.57 1.19 -1.10 -1.45 -0.24

PLEKHA8 7851 0.79 2.01 1.45 1.33 1.01 1.18 0.94 0.95 0.57 1.52 1.30 0.37 0.99 -0.34 1.02 0.55 0.42 0.03 -0.13

PLEKHA8P1 1886 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PLEKHB1 2391 0.64 2.71 2.46 0.32 3.74 3.15 1.07 0.42 7.64 1.50 2.17 1.12 2.66 -2.06 0.03 -0.11 -3.04 0.49 0.54

PLEKHB2 4326 11.39 15.66 20.10 7.69 21.28 16.18 8.85 10.88 15.44 17.80 15.38 3.94 13.24 -0.22 0.24 0.60 -0.78 0.68 0.07

PLEKHD1 1812 0.00 0.08 0.00 0.02 0.03 0.04 0.00 0.03 0.01 0.00 0.03 -5.19 0.01 #NUM! 2.79 #NUM! 0.79 1.36 0.55

PLEKHF1 1774 7.80 7.90 5.43 10.33 7.62 5.19 5.93 2.53 10.13 6.58 7.38 2.88 6.29 0.31 0.33 -0.21 0.72 0.28 -0.51

PLEKHF2 2977 6.36 4.03 9.53 6.40 4.78 8.50 4.17 3.91 3.05 9.24 6.60 2.72 5.09 0.32 -0.34 0.90 0.33 -0.09 0.37

PLEKHG1 7237 1.44 7.11 5.20 1.90 0.28 3.70 2.30 5.76 3.28 4.87 3.27 1.71 4.05 -1.49 0.81 0.36 -1.09 -3.88 0.18

PLEKHG2 7642 1.70 9.45 3.99 10.06 1.56 3.22 2.70 3.04 0.00 2.68 5.00 2.32 2.10 -0.31 2.17 0.92 2.26 -0.43 -0.63

PLEKHG3 4418 5.36 13.71 23.51 32.26 38.59 7.45 9.72 9.65 21.81 11.41 20.15 4.33 13.15 -1.30 0.06 0.84 1.29 1.55 -1.43

PLEKHG4 6818 2.21 2.73 3.07 11.75 17.33 7.96 1.74 1.35 2.02 1.75 7.51 2.91 1.71 0.36 0.67 0.84 2.78 3.34 0.09

PLEKHG4B 11529 0.03 0.78 1.32 1.11 1.70 0.99 0.14 0.73 0.17 0.29 0.99 -0.02 0.33 -3.60 1.24 1.99 1.75 2.36 0.01

PLEKHG5 5221 1.48 2.49 7.75 14.47 2.00 0.00 2.68 4.62 2.01 3.36 4.70 2.23 3.17 -1.10 -0.35 1.29 2.19 -0.66 #NUM!

PLEKHG6 3149 3.53 5.83 6.23 6.45 7.34 0.00 15.44 12.91 0.00 5.55 4.90 2.29 8.47 -1.26 -0.54 -0.44 -0.39 -0.21 #NUM!

PLEKHG7 3267 0.36 0.11 0.57 0.01 0.02 0.00 0.01 0.00 0.00 0.00 0.18 -2.50 0.00 7.40 5.66 8.08 2.26 2.83 #NUM!

PLEKHH1 6540 0.43 2.36 2.70 2.09 3.44 0.37 1.53 0.97 0.00 0.45 1.90 0.92 0.74 -0.78 1.68 1.87 1.50 2.22 -2.37

PLEKHH2 6972 1.24 6.29 1.20 1.16 0.03 4.29 1.55 1.71 1.94 3.08 2.37 1.24 2.07 -0.74 1.60 -0.79 -0.83 -6.24 0.86

PLEKHH3 3076 6.62 11.86 13.29 14.67 15.69 20.20 20.54 12.58 9.34 13.30 13.72 3.78 13.94 -1.08 -0.23 -0.07 0.07 0.17 0.56

PLEKHJ1 1215 17.82 13.01 13.42 20.21 32.10 16.15 13.88 6.06 31.88 16.97 18.79 4.23 17.20 0.05 -0.40 -0.36 0.23 0.90 -0.22

PLEKHM1 5313 3.10 9.86 8.70 2.34 3.05 2.80 9.86 13.08 4.73 2.15 4.97 2.31 7.45 -1.27 0.40 0.22 -1.67 -1.29 -0.83

PLEKHM1P 2922 1.00 3.73 3.38 8.40 3.64 1.52 3.39 5.53 1.94 4.41 3.61 1.85 3.82 -1.93 -0.03 -0.18 1.14 -0.07 -1.25

PLEKHM2 4138 8.81 15.10 20.50 25.18 10.89 10.38 19.76 18.57 13.77 19.62 15.14 3.92 17.93 -1.03 -0.25 0.19 0.49 -0.72 -0.54

PLEKHM3 9807 0.49 1.07 0.70 0.88 0.18 0.98 1.15 1.41 0.98 0.74 0.72 -0.48 1.07 -1.14 0.00 -0.60 -0.28 -2.55 0.45

PLEKHN1 2404 1.73 4.63 1.52 9.30 1.11 0.86 10.41 11.56 0.18 3.38 3.19 1.67 6.38 -1.88 -0.46 -2.06 0.54 -2.53 -1.88

PLEKHO1 1627 11.85 25.44 18.47 10.49 30.18 47.22 14.45 9.56 60.12 38.92 23.94 4.58 30.76 -1.38 -0.27 -0.74 -1.55 -0.03 0.98

PLEKHO2 3738 5.27 13.73 13.48 9.16 8.81 20.98 10.01 12.51 50.42 34.34 11.90 3.57 26.82 -2.35 -0.97 -0.99 -1.55 -1.61 0.82

PLG 3538 0.14 0.44 0.00 0.04 0.02 0.18 0.29 0.24 0.80 0.22 0.14 -2.86 0.39 -1.49 0.19 -7.07 -3.26 -4.00 0.41

PLGLB1 3011 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PLGLB2 3016 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PLIN1 2979 0.01 0.16 0.01 0.09 0.03 0.08 0.11 0.02 0.17 0.16 0.06 -3.99 0.11 -3.62 0.47 -3.43 -0.29 -1.72 0.29

PLIN2 2116 13.64 17.92 7.91 6.15 112.05 29.54 16.12 19.11 35.10 31.96 31.20 4.96 25.57 -0.91 -0.51 -1.69 -2.06 2.13 -0.08

PLIN3 2345 33.79 40.33 59.68 58.62 101.63 20.02 49.14 40.53 27.78 39.99 52.35 5.71 39.36 -0.22 0.04 0.60 0.57 1.37 -1.39

PLIN4 6353 0.00 0.74 0.00 0.00 0.00 0.00 1.62 0.00 18.03 1.26 0.12 -3.02 5.23 #NUM! -2.82 #NUM! #NUM! #NUM! #NUM!

PLIN5 2445 0.10 0.31 0.10 0.12 1.63 0.29 0.12 0.14 0.50 0.80 0.43 -1.23 0.39 -1.97 -0.30 -1.91 -1.64 2.07 -0.55

PLK1 2204 10.56 16.22 19.15 21.62 23.35 5.92 4.33 3.46 0.42 0.92 16.14 4.01 2.28 2.21 2.83 3.07 3.24 3.35 -1.45

PLK1S1 2329 5.83 10.07 3.42 5.79 21.13 7.92 8.00 6.28 7.93 9.62 9.03 3.17 7.96 -0.45 0.34 -1.22 -0.46 1.41 -0.19

PLK2 2795 10.61 26.55 12.47 41.32 27.83 25.09 17.05 21.72 22.47 33.59 23.98 4.58 23.71 -1.16 0.16 -0.93 0.80 0.23 0.07

PLK3 2369 3.63 14.74 22.61 23.75 43.22 26.98 13.03 24.19 17.35 35.88 22.49 4.49 22.61 -2.64 -0.62 0.00 0.07 0.93 0.26

PLK4 3870 2.19 3.75 7.04 5.40 2.67 2.82 1.03 1.55 0.10 0.65 3.98 1.99 0.83 1.39 2.17 3.08 2.70 1.68 -0.50

PLK5 1928 0.13 0.33 0.02 0.99 1.30 0.29 2.49 0.56 3.26 1.00 0.51 -0.98 1.83 -3.84 -2.48 -6.78 -0.88 -0.50 -0.83

PLLP 1514 24.54 16.48 3.67 0.00 11.48 6.44 8.87 6.64 0.00 6.38 10.44 3.38 5.47 2.17 1.59 -0.58 #NUM! 1.07 -0.70

PLN 1742 2.00 2.66 0.80 0.53 0.35 16.97 12.43 1.30 71.37 17.73 3.88 1.96 25.71 -3.69 -3.27 -5.01 -5.60 -6.20 2.13

PLOD1 3047 18.56 40.14 26.92 36.03 43.57 27.19 22.61 14.39 66.39 18.94 32.07 5.00 30.58 -0.72 0.39 -0.18 0.24 0.51 -0.24

PLOD2 4072 7.45 5.97 10.18 13.06 54.62 25.54 5.29 4.22 21.85 7.94 19.47 4.28 9.83 -0.40 -0.72 0.05 0.41 2.47 0.39

PLOD3 2995 5.02 41.36 11.55 11.73 27.35 9.57 10.57 7.03 26.27 7.56 17.76 4.15 12.86 -1.36 1.69 -0.16 -0.13 1.09 -0.89

PLP1 3148 0.63 0.48 0.20 0.01 0.03 5.56 4.05 0.30 24.16 3.44 1.15 0.20 7.99 -3.68 -4.06 -5.31 -9.45 -8.30 2.27

PLP2 1049 462.06 323.88 579.96 572.25 420.95 284.71 409.71 418.35 153.23 214.13 440.64 8.78 298.86 0.63 0.12 0.96 0.94 0.49 -0.63

PLRG1 3374 7.94 8.42 11.10 14.62 14.94 14.33 6.46 6.64 10.15 12.91 11.89 3.57 9.04 -0.19 -0.10 0.30 0.69 0.72 0.27

PLS1 3880 4.30 8.41 5.51 0.58 2.12 2.36 2.13 3.06 0.02 2.28 3.88 1.96 1.87 1.20 2.17 1.56 -1.68 0.18 -0.72

PLS3 3612 27.52 48.68 36.82 46.47 53.99 70.11 39.18 78.62 52.49 89.91 47.27 5.56 65.05 -1.24 -0.42 -0.82 -0.49 -0.27 0.57

PLSCR1 2228 37.20 2.05 34.55 63.30 75.73 52.54 7.11 12.20 28.36 33.41 44.23 5.47 20.27 0.88 -3.30 0.77 1.64 1.90 0.25

PLSCR2 1598 0.05 0.00 0.09 0.13 0.14 0.00 0.00 0.04 0.00 0.08 0.07 -3.90 0.03 0.79 #NUM! 1.61 2.25 2.27 #NUM!

PLSCR3 2089 9.24 21.56 11.59 30.34 29.53 6.67 15.16 9.70 39.66 14.25 18.15 4.18 19.69 -1.09 0.13 -0.77 0.62 0.58 -1.45

PLSCR4 3438 11.85 8.87 3.61 3.75 2.92 17.98 8.10 12.86 17.20 15.69 8.16 3.03 13.47 -0.18 -0.60 -1.90 -1.84 -2.21 1.14

PLSCR5 1969 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -7.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.48

PLTP 1745 49.50 74.19 116.10 0.00 76.00 85.97 78.25 54.22 110.00 96.70 66.96 6.07 84.79 -0.78 -0.19 0.45 #NUM! -0.16 0.36

PLVAP 2317 21.20 49.49 35.18 15.01 31.70 96.63 59.59 52.03 105.18 81.59 41.53 5.38 74.60 -1.81 -0.59 -1.08 -2.31 -1.23 1.22

PLXDC1 6271 2.56 3.78 2.26 2.36 1.48 4.59 2.39 0.91 6.86 6.70 2.84 1.51 4.21 -0.72 -0.16 -0.90 -0.84 -1.51 0.69

PLXDC2 2594 9.12 19.60 11.68 21.34 6.30 21.81 13.07 23.53 8.06 14.04 14.97 3.90 14.67 -0.69 0.42 -0.33 0.54 -1.22 0.54

PLXNA1 9071 4.66 7.21 8.50 12.44 11.84 3.52 5.40 3.40 4.33 3.27 8.03 3.00 4.10 0.18 0.81 1.05 1.60 1.53 -1.19

PLXNA2 11457 1.52 6.23 10.73 4.30 7.29 3.46 3.09 3.82 2.19 3.17 5.59 2.48 3.07 -1.01 1.02 1.81 0.49 1.25 -0.69

PLXNA3 6763 1.52 5.87 5.25 7.72 5.19 2.97 3.27 3.43 3.21 2.19 4.75 2.25 3.02 -0.99 0.96 0.80 1.35 0.78 -0.68

PLXNA4 13061 0.02 0.21 0.05 0.06 0.05 0.12 0.19 0.15 0.09 0.15 0.08 -3.58 0.15 -2.67 0.49 -1.52 -1.41 -1.70 0.52

PLXNB1 7325 4.93 15.74 12.43 22.28 16.75 13.41 21.83 8.88 10.08 9.95 14.26 3.83 12.68 -1.36 0.31 -0.03 0.81 0.40 -0.09

PLXNB2 6369 18.91 59.75 93.43 74.50 35.84 50.18 75.62 34.64 34.68 27.96 55.43 5.79 43.22 -1.19 0.47 1.11 0.79 -0.27 -0.14

PLXNB3 6377 2.36 4.85 4.07 9.08 2.43 1.72 5.71 1.12 4.84 1.58 4.08 2.03 3.31 -0.49 0.55 0.30 1.45 -0.45 -1.25

PLXNC1 7346 3.63 10.76 3.77 2.72 1.31 11.72 3.74 2.36 3.27 5.01 5.65 2.50 3.59 0.01 1.58 0.07 -0.40 -1.46 1.05

PLXND1 6977 11.44 35.13 14.44 14.96 15.08 10.29 19.28 14.06 48.27 22.66 16.89 4.08 26.07 -1.19 0.43 -0.85 -0.80 -0.79 -0.71

PM20D1 2200 0.07 0.22 0.17 0.05 0.00 0.33 0.07 0.06 0.18 0.13 0.14 -2.83 0.11 -0.55 1.02 0.68 -1.22 #NUM! 1.23

PM20D2 4708 2.73 2.50 4.14 2.91 6.60 6.14 2.68 2.99 3.59 6.44 4.17 2.06 3.93 -0.52 -0.65 0.08 -0.43 0.75 0.56

PMAIP1 1954 3.23 4.52 17.26 8.64 20.27 35.70 2.90 6.29 0.82 10.85 14.94 3.90 5.22 -0.69 -0.21 1.73 0.73 1.96 1.26

PMCH 757 0.00 0.00 0.00 0.00 0.00 1.34 0.00 0.00 0.12 0.00 0.22 -2.17 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

PMCHL1 575 0.00 0.20 0.00 0.16 0.00 0.05 0.00 0.00 0.00 0.00 0.07 -3.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.58

PMCHL2 1842 0.06 0.11 0.00 0.08 0.00 0.25 0.02 0.00 0.00 0.00 0.08 -3.61 0.00 3.93 4.74 #NUM! 4.26 #NUM! 1.61

PMEL 2195 1.61 1.46 0.00 0.00 3.10 48.11 0.44 0.00 2.70 14.91 9.05 3.18 4.51 -1.48 -1.62 #NUM! #NUM! -0.54 2.41

PMEPA1 4930 32.08 110.18 10.08 15.28 31.97 28.91 24.86 23.16 64.09 35.81 38.08 5.25 36.98 -0.20 1.57 -1.88 -1.27 -0.21 -0.40

PMF1 1128 37.98 40.68 40.79 31.61 54.33 53.12 25.10 29.25 35.28 26.68 43.08 5.43 29.08 0.39 0.48 0.49 0.12 0.90 0.30

PMF1-BGLAP 1001 5.88 0.00 0.00 8.46 0.00 0.00 0.00 0.00 9.94 6.49 2.39 1.26 4.11 0.52 #NUM! #NUM! 1.04 #NUM! #NUM!

PMFBP1 3690 0.11 0.45 0.17 0.10 0.01 0.07 0.14 0.04 0.03 0.07 0.15 -2.71 0.07 0.70 2.70 1.31 0.45 -3.14 -1.16

PML 5600 12.36 28.78 68.13 41.31 42.49 17.44 12.51 14.06 23.11 14.35 35.09 5.13 16.01 -0.37 0.85 2.09 1.37 1.41 -1.01

PMM1 1295 10.08 10.18 6.69 11.24 13.83 20.01 8.13 6.92 28.19 15.86 12.01 3.59 14.78 -0.55 -0.54 -1.14 -0.39 -0.09 0.74

PMM2 2340 7.99 17.23 11.93 14.56 0.00 7.55 11.50 9.57 6.91 7.76 9.88 3.30 8.94 -0.16 0.95 0.42 0.70 #NUM! -0.39

PMP2 3579 0.00 0.12 0.03 0.00 0.00 1.07 0.65 0.00 1.78 0.39 0.20 -2.29 0.71 #NUM! -2.51 -4.37 #NUM! #NUM! 2.39

PMP22 1828 41.00 82.72 23.20 16.22 17.41 108.03 91.74 92.80 230.70 153.66 48.10 5.59 142.23 -1.79 -0.78 -2.62 -3.13 -3.03 1.17

PMPCA 2097 8.70 15.61 10.98 21.21 34.77 11.39 10.63 9.67 19.05 12.37 17.11 4.10 12.93 -0.57 0.27 -0.24 0.71 1.43 -0.59

PMPCB 3939 13.68 22.91 23.16 16.91 13.57 28.79 14.08 18.37 22.02 29.53 19.84 4.31 21.00 -0.62 0.13 0.14 -0.31 -0.63 0.54

PMS1 3538 3.10 2.59 4.85 2.85 1.24 4.40 2.81 3.67 2.79 2.64 3.17 1.67 2.98 0.06 -0.20 0.70 -0.06 -1.26 0.47

PMS2 2851 4.54 4.75 11.82 6.19 2.90 3.02 0.00 4.72 2.57 2.66 5.53 2.47 2.49 0.87 0.93 2.25 1.32 0.22 -0.87

PMS2CL 1738 2.98 5.92 5.79 5.73 7.04 3.18 3.68 2.41 2.56 3.26 5.11 2.35 2.98 0.00 0.99 0.96 0.94 1.24 -0.68

PMS2L2 761 3.27 5.78 6.50 10.20 2.56 3.84 0.00 6.43 2.46 2.48 5.36 2.42 2.84 0.20 1.02 1.19 1.84 -0.15 -0.48

PMS2P1 1518 5.78 6.89 10.41 0.00 16.98 0.00 4.56 4.97 10.93 5.19 6.68 2.74 6.41 -0.15 0.10 0.70 #NUM! 1.40 #NUM!

PMS2P3 1518 1.09 0.00 0.00 0.00 0.00 0.00 2.83 3.81 0.00 0.00 0.18 -2.46 1.66 -0.61 #NUM! #NUM! #NUM! #NUM! #NUM!

PMS2P4 597 5.20 5.47 6.17 8.69 2.64 4.52 5.83 3.49 5.91 4.47 5.45 2.45 4.93 0.08 0.15 0.32 0.82 -0.90 -0.27

PMS2P5 1323 3.17 5.39 8.54 7.02 6.29 4.67 2.77 3.16 3.93 4.07 5.85 2.55 3.48 -0.14 0.63 1.29 1.01 0.85 -0.33

PMVK 1307 22.71 19.36 32.14 15.83 29.75 44.33 17.39 15.82 29.02 30.18 27.35 4.77 23.11 -0.02 -0.26 0.48 -0.55 0.36 0.70

PNCK 1888 2.21 0.08 29.53 0.16 0.85 0.89 0.22 0.08 3.60 0.34 5.62 2.49 1.06 1.06 -3.81 4.80 -2.71 -0.32 -2.66

PNISR 3222 19.29 28.04 23.81 31.76 2.94 24.16 29.88 26.95 5.56 24.20 21.67 4.44 21.65 -0.17 0.37 0.14 0.55 -2.88 0.16

PNKD 3129 35.17 38.31 22.93 15.00 31.68 35.74 32.93 0.00 52.86 33.95 29.81 4.90 29.93 0.23 0.36 -0.38 -1.00 0.08 0.26

PNKP 1721 8.90 13.56 15.63 17.23 17.33 13.17 6.05 6.34 12.10 9.48 14.30 3.84 8.49 0.07 0.67 0.88 1.02 1.03 -0.12

PNLDC1 1920 0.00 0.11 0.02 0.07 0.11 4.19 0.05 0.03 0.23 0.42 0.75 -0.41 0.18 #NUM! -0.65 -3.43 -1.33 -0.76 2.48

PNLIP 1502 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PNLIPRP2 1486 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PNLIPRP3 2309 0.76 0.28 0.00 4.55 0.00 0.08 2.63 1.06 0.00 0.57 0.94 -0.08 1.07 -0.49 -1.94 #NUM! 2.09 #NUM! -3.53

PNMA1 2666 5.13 15.14 8.19 7.72 15.45 15.01 14.45 5.83 64.35 22.60 11.11 3.47 26.81 -2.39 -0.82 -1.71 -1.80 -0.79 0.43

PNMA2 4846 0.31 0.75 0.08 0.11 0.00 0.00 0.48 0.53 0.00 0.64 0.21 -2.26 0.41 -0.39 0.87 -2.35 -1.90 #NUM! #NUM!

PNMA3 3771 0.01 0.08 0.04 0.16 0.16 0.12 0.03 0.08 0.00 0.07 0.09 -3.41 0.04 -2.63 0.95 -0.09 1.86 1.91 0.30

PNMA5 3218 0.12 0.05 0.00 0.01 0.00 0.02 0.02 0.03 0.00 0.00 0.03 -4.86 0.01 3.24 1.97 #NUM! -0.29 #NUM! -0.62

PNMA6A 1479 0.00 0.08 0.00 0.00 0.12 0.00 0.01 0.00 0.06 0.00 0.03 -4.88 0.02 #NUM! 2.05 #NUM! #NUM! 2.76 -2.97

PNMA6C 2262 0.06 0.27 0.00 0.22 1.23 0.41 0.09 0.10 0.32 0.46 0.37 -1.45 0.24 -2.02 0.17 #NUM! -0.11 2.34 0.17

PNMA6D 1747 0.00 0.01 0.02 0.12 0.01 0.01 0.00 0.00 0.01 0.00 0.03 -5.08 0.00 #NUM! 1.76 2.46 5.15 2.06 -1.22

PNMAL1 3708 0.18 0.99 0.27 0.05 0.00 1.75 0.26 0.11 0.83 1.90 0.54 -0.88 0.78 -2.08 0.35 -1.52 -4.05 #NUM! 1.70

PNMAL2 4739 0.24 0.65 0.30 0.38 0.08 0.67 0.81 0.59 1.67 0.48 0.39 -1.38 0.88 -1.88 -0.45 -1.56 -1.23 -3.53 0.80

PNMT 1177 0.10 0.21 0.06 0.03 0.00 0.34 0.48 0.13 0.32 0.29 0.12 -3.02 0.31 -1.58 -0.56 -2.34 -3.24 #NUM! 1.45

PNN 3606 13.54 30.87 60.04 37.20 5.92 22.90 19.18 45.80 8.23 18.91 28.41 4.83 23.03 -0.77 0.42 1.38 0.69 -1.96 -0.31

PNO1 1994 6.01 5.66 22.56 6.27 12.88 11.52 8.84 6.09 10.68 11.55 10.82 3.44 9.29 -0.63 -0.72 1.28 -0.57 0.47 0.09

PNOC 1245 2.81 0.64 0.81 0.50 0.00 0.97 0.05 0.38 0.15 0.24 0.95 -0.07 0.21 3.78 1.65 1.98 1.27 #NUM! 0.02

PNP 2438 28.23 20.06 49.11 58.19 89.25 49.51 22.16 22.37 28.53 112.98 49.06 5.62 46.51 -0.72 -1.21 0.08 0.32 0.94 0.01

PNPLA1 2478 0.24 0.41 0.03 0.00 0.03 0.13 0.19 0.42 0.01 0.16 0.14 -2.85 0.19 0.30 1.07 -2.86 #NUM! -2.60 -0.11

PNPLA2 2443 9.07 37.84 25.00 31.27 50.31 29.17 27.45 24.39 44.42 25.94 30.44 4.93 30.55 -1.75 0.31 -0.29 0.03 0.72 -0.06

PNPLA3 2805 0.83 0.17 1.52 0.60 0.23 0.12 0.25 0.07 0.01 0.02 0.58 -0.79 0.08 3.29 1.04 4.16 2.82 1.44 -2.22

PNPLA4 2847 24.05 4.19 2.81 5.58 30.39 3.87 5.62 4.86 3.78 3.79 11.81 3.56 4.51 2.41 -0.11 -0.69 0.31 2.75 -1.61

PNPLA6 4591 4.81 7.98 10.12 7.34 24.85 7.09 7.74 4.24 9.46 4.05 10.36 3.37 6.37 -0.41 0.33 0.67 0.20 1.96 -0.55

PNPLA7 4806 0.21 1.84 0.20 0.25 0.36 1.32 1.89 1.12 1.97 1.01 0.70 -0.52 1.50 -2.82 0.30 -2.92 -2.57 -2.07 0.92

PNPLA8 3548 2.37 3.35 7.90 3.56 13.89 17.73 4.38 10.31 8.11 20.12 8.13 3.02 10.73 -2.18 -1.68 -0.44 -1.59 0.37 1.12

PNPO 3482 7.36 10.61 8.76 15.30 9.24 3.89 5.69 5.92 3.10 2.97 9.19 3.20 4.42 0.74 1.26 0.99 1.79 1.06 -1.24

PNPT1 4579 4.09 2.98 8.46 12.64 3.56 5.94 3.55 2.45 2.35 4.31 6.28 2.65 3.17 0.37 -0.09 1.42 2.00 0.17 -0.08

PNRC1 2133 41.51 66.53 66.05 59.78 162.25 137.66 49.86 102.19 80.02 135.91 88.96 6.48 91.99 -1.15 -0.47 -0.48 -0.62 0.82 0.63

PNRC2 2428 30.90 30.63 37.32 33.74 11.36 68.40 28.50 28.53 37.93 48.05 35.39 5.15 35.75 -0.21 -0.22 0.06 -0.08 -1.65 0.95

POC1A 2284 1.47 2.62 3.50 5.63 7.08 1.61 0.82 1.04 1.13 0.70 3.65 1.87 0.93 0.67 1.50 1.92 2.60 2.93 -1.18

POC1B 3251 1.77 0.00 5.52 4.16 1.59 6.27 2.60 4.16 1.29 5.50 3.22 1.69 3.39 -0.93 #NUM! 0.70 0.30 -1.09 0.96

POC1B-GALNT4 5507 0.00 0.00 0.00 0.56 0.59 1.07 0.00 0.00 0.00 0.00 0.37 -1.43 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.53

POC5 2170 2.33 2.91 1.67 6.78 1.94 4.90 1.76 2.76 3.25 3.14 3.42 1.78 2.73 -0.23 0.09 -0.70 1.31 -0.49 0.52

PODN 3417 7.01 31.12 12.88 4.00 0.37 40.34 22.39 13.34 73.81 33.07 15.95 4.00 35.65 -2.35 -0.20 -1.47 -3.16 -6.58 1.34

PODNL1 3332 2.85 4.13 1.30 2.90 0.00 0.00 3.81 3.27 0.00 3.03 1.86 0.90 2.53 0.17 0.71 -0.96 0.20 #NUM! #NUM!

PODXL 6007 2.82 9.12 7.54 2.90 7.44 8.64 3.93 3.65 8.89 9.44 6.41 2.68 6.48 -1.20 0.49 0.22 -1.16 0.20 0.43

PODXL2 2171 10.55 3.47 6.93 20.94 88.41 8.89 2.11 3.00 1.48 2.32 23.20 4.54 2.23 2.24 0.64 1.64 3.23 5.31 -1.38

POF1B 3949 6.37 14.99 7.81 1.73 0.00 2.95 12.87 41.58 0.08 6.73 5.64 2.50 15.32 -1.26 -0.03 -0.97 -3.15 #NUM! -0.94

POFUT1 5249 5.03 14.82 7.58 5.60 7.57 6.67 4.49 3.62 9.34 5.27 7.88 2.98 5.68 -0.18 1.38 0.42 -0.02 0.42 -0.24

POFUT2 4843 1.45 6.40 2.80 6.14 7.68 5.85 3.35 3.16 12.78 7.90 5.05 2.34 6.80 -2.23 -0.09 -1.28 -0.15 0.18 0.21

POGK 3852 16.46 25.10 37.10 16.69 12.37 11.46 12.96 9.45 12.01 9.37 19.86 4.31 10.95 0.59 1.20 1.76 0.61 0.18 -0.79

POGLUT1 3695 4.76 5.38 3.70 11.38 3.27 6.08 3.30 2.85 3.79 3.73 5.76 2.53 3.42 0.48 0.65 0.12 1.74 -0.06 0.08

POGZ 6636 4.30 12.35 9.11 9.18 3.35 7.31 8.26 9.63 5.84 7.75 7.60 2.93 7.87 -0.87 0.65 0.21 0.22 -1.23 -0.06

POLA1 5455 2.02 4.31 5.63 4.92 2.41 6.30 2.14 4.88 2.19 2.19 4.27 2.09 2.85 -0.50 0.60 0.98 0.79 -0.25 0.56

POLA2 2514 4.37 2.83 8.85 11.11 13.04 6.76 2.35 1.58 3.13 2.32 7.82 2.97 2.35 0.90 0.27 1.92 2.24 2.47 -0.21

POLB 1259 25.37 7.45 19.87 6.64 21.87 18.56 12.19 8.37 8.60 19.65 16.63 4.06 12.20 1.06 -0.71 0.70 -0.88 0.84 0.16

POLD1 3470 3.80 5.51 14.51 24.91 15.10 6.61 2.76 2.42 3.38 2.55 11.74 3.55 2.78 0.45 0.99 2.38 3.16 2.44 -0.83

POLD2 1789 62.83 37.45 77.05 76.22 130.22 30.33 50.69 35.29 39.81 32.89 69.02 6.11 39.67 0.66 -0.08 0.96 0.94 1.71 -1.19



POLD3 3430 6.18 4.55 8.67 5.21 9.85 5.25 2.93 3.54 5.79 4.51 6.62 2.73 4.19 0.56 0.12 1.05 0.31 1.23 -0.33

POLD4 981 25.17 26.43 59.36 69.25 115.06 59.80 46.29 68.50 50.37 43.11 59.18 5.89 52.07 -1.05 -0.98 0.19 0.41 1.14 0.02

POLDIP2 2723 28.13 27.45 31.54 36.00 64.75 20.90 24.24 18.51 27.11 24.83 34.80 5.12 23.67 0.25 0.21 0.41 0.60 1.45 -0.74

POLDIP3 3435 16.72 14.45 19.83 15.99 15.65 13.31 17.16 12.51 23.71 18.38 15.99 4.00 17.94 -0.10 -0.31 0.14 -0.17 -0.20 -0.26

POLE 7859 1.80 6.36 9.38 9.33 18.74 2.94 5.34 3.87 1.34 4.16 8.09 3.02 3.68 -1.03 0.79 1.35 1.34 2.35 -1.46

POLE2 1861 5.40 3.50 7.06 7.40 2.79 3.38 2.21 1.89 0.52 1.06 4.92 2.30 1.42 1.92 1.30 2.31 2.38 0.97 -0.54

POLE3 2422 31.87 28.03 39.67 32.75 48.63 24.10 16.44 15.17 18.18 15.05 34.17 5.09 16.21 0.98 0.79 1.29 1.01 1.58 -0.50

POLE4 710 68.73 13.77 36.21 26.65 148.35 58.31 14.78 15.76 82.52 50.77 58.67 5.87 40.96 0.75 -1.57 -0.18 -0.62 1.86 -0.01

POLG 4464 5.77 7.62 12.48 8.76 61.03 6.66 7.35 5.41 9.71 7.41 17.05 4.09 7.47 -0.37 0.03 0.74 0.23 3.03 -1.36

POLG2 1607 1.46 2.95 1.67 4.11 3.24 3.98 3.45 2.66 2.54 2.93 2.90 1.54 2.90 -0.98 0.03 -0.79 0.50 0.16 0.46

POLH 8412 1.57 2.61 2.58 4.00 1.87 1.12 1.65 2.01 0.93 0.93 2.29 1.20 1.38 0.18 0.92 0.90 1.53 0.44 -1.03

POLI 6074 0.76 1.43 1.02 1.79 0.20 2.20 1.15 1.16 1.26 1.67 1.23 0.30 1.31 -0.79 0.13 -0.37 0.45 -2.74 0.83

POLK 4512 1.57 4.00 2.77 4.67 0.82 5.79 2.86 4.82 1.66 4.02 3.27 1.71 3.34 -1.09 0.26 -0.27 0.48 -2.03 0.82

POLL 2804 5.21 5.44 4.08 10.96 17.49 5.19 4.15 3.09 8.46 6.89 8.06 3.01 5.65 -0.12 -0.05 -0.47 0.96 1.63 -0.63

POLM 2651 5.10 7.42 7.15 9.64 12.51 4.57 5.86 3.10 4.90 4.98 7.73 2.95 4.71 0.11 0.66 0.60 1.03 1.41 -0.76

POLN 2899 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

POLQ 8787 0.51 0.82 5.64 7.41 0.36 2.34 1.72 0.96 0.00 0.40 2.84 1.51 0.77 -0.60 0.08 2.87 3.27 -1.08 -0.28

POLR1A 6637 1.12 1.31 3.87 1.57 5.68 2.33 2.29 1.16 2.69 1.43 2.65 1.40 1.89 -0.76 -0.53 1.03 -0.27 1.59 -0.18

POLR1B 5427 1.99 2.35 3.98 3.51 4.28 2.21 2.37 1.86 2.32 2.55 3.05 1.61 2.27 -0.20 0.05 0.81 0.63 0.91 -0.47

POLR1C 1353 14.55 10.66 24.85 12.39 34.75 12.87 10.96 9.41 13.15 18.29 18.35 4.20 12.95 0.17 -0.28 0.94 -0.06 1.42 -0.51

POLR1D 2210 60.96 52.06 78.73 88.70 173.40 91.52 62.98 68.66 73.23 97.66 90.89 6.51 75.63 -0.31 -0.54 0.06 0.23 1.20 0.01

POLR1E 1854 4.31 8.53 11.96 5.31 13.70 10.91 8.98 8.19 19.92 14.62 9.12 3.19 12.93 -1.58 -0.60 -0.11 -1.28 0.08 0.26

POLR2A 6738 4.75 64.10 136.89 288.92 66.12 21.64 38.46 86.20 68.55 19.43 97.07 6.60 53.16 -3.48 0.27 1.36 2.44 0.31 -2.17

POLR2B 3748 0.00 0.00 16.49 17.87 0.00 0.00 0.00 0.00 0.00 0.00 5.73 2.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

POLR2C 1822 29.74 23.75 14.33 19.35 37.59 31.46 17.10 14.74 42.92 32.90 26.04 4.70 26.92 0.14 -0.18 -0.91 -0.48 0.48 0.27

POLR2D 2338 7.31 6.97 18.11 11.59 11.79 6.86 7.46 4.87 5.50 5.79 10.44 3.38 5.91 0.31 0.24 1.62 0.97 1.00 -0.60

POLR2E 2866 84.06 26.78 103.82 40.40 102.61 40.20 26.32 21.80 77.99 49.94 66.31 6.05 44.02 0.93 -0.72 1.24 -0.12 1.22 -0.72

POLR2F 2119 26.56 12.16 65.84 14.89 9.11 82.48 11.91 10.48 21.30 78.28 35.17 5.14 30.49 -0.20 -1.33 1.11 -1.03 -1.74 1.23

POLR2G 852 57.79 26.59 43.86 30.39 102.57 87.29 25.33 20.98 70.01 51.41 58.08 5.86 41.93 0.46 -0.66 0.06 -0.46 1.29 0.59

POLR2H 821 40.42 28.06 35.48 49.25 191.95 50.75 22.01 16.37 36.07 38.08 65.98 6.04 28.13 0.52 0.00 0.33 0.81 2.77 -0.38

POLR2I 885 88.69 42.38 97.85 76.88 199.69 31.30 40.47 42.75 33.88 49.05 89.46 6.48 41.54 1.09 0.03 1.24 0.89 2.27 -1.52

POLR2J 991 98.90 114.65 119.83 106.10 112.88 68.11 66.67 0.00 67.63 0.00 103.41 6.69 33.58 1.56 1.77 1.84 1.66 1.75 -0.60

POLR2J2 1714 22.44 38.06 28.88 38.84 22.17 0.00 0.00 0.00 22.80 0.00 25.06 4.65 5.70 1.98 2.74 2.34 2.77 1.96 #NUM!

POLR2J3 1680 38.16 74.03 51.95 66.59 36.58 76.29 65.53 195.48 40.75 70.49 57.27 5.84 93.06 -1.29 -0.33 -0.84 -0.48 -1.35 0.41

POLR2J4 6486 6.35 7.30 7.54 8.56 8.84 9.24 11.34 19.24 6.39 6.94 7.97 3.00 10.98 -0.79 -0.59 -0.54 -0.36 -0.31 0.21

POLR2K 971 77.48 41.33 54.28 86.32 71.35 81.42 35.01 35.20 69.47 61.69 68.70 6.10 50.34 0.62 -0.28 0.11 0.78 0.50 0.25

POLR2L 925 451.96 238.16 1231.00 330.86 244.14 102.21 202.01 1249.92 103.43 81.62 433.05 8.76 409.25 0.14 -0.78 1.59 -0.31 -0.75 -2.08

POLR3A 6652 2.26 2.57 2.19 4.25 3.81 1.42 2.02 2.05 1.76 1.62 2.75 1.46 1.86 0.28 0.46 0.24 1.19 1.03 -0.95

POLR3B 4286 2.32 2.23 3.66 2.81 1.30 2.68 3.35 3.55 1.60 1.70 2.50 1.32 2.55 -0.14 -0.19 0.52 0.14 -0.97 0.10

POLR3C 1888 7.96 9.98 17.53 11.14 6.97 11.23 9.55 8.09 9.11 7.98 10.80 3.43 8.68 -0.12 0.20 1.01 0.36 -0.32 0.06

POLR3D 1946 6.97 6.53 10.28 3.80 15.81 7.22 6.18 9.04 10.12 7.86 8.44 3.08 8.30 -0.25 -0.35 0.31 -1.13 0.93 -0.22

POLR3E 2640 4.83 8.36 5.80 10.43 8.06 6.36 7.65 14.49 7.89 13.32 7.31 2.87 10.84 -1.17 -0.37 -0.90 -0.06 -0.43 -0.20

POLR3F 2177 2.95 4.27 4.48 9.29 2.42 5.78 2.95 2.33 3.36 3.43 4.86 2.28 3.02 -0.03 0.50 0.57 1.62 -0.32 0.25

POLR3G 3285 1.53 1.23 2.41 1.75 2.41 1.01 1.89 2.04 0.36 1.54 1.72 0.78 1.46 0.07 -0.25 0.72 0.26 0.72 -0.77

POLR3GL 1191 11.31 9.67 7.54 8.61 13.92 27.96 8.30 5.65 28.13 21.44 13.17 3.72 15.88 -0.49 -0.72 -1.08 -0.88 -0.19 1.09

POLR3H 4490 8.23 7.97 9.30 8.80 5.85 5.87 7.65 6.33 8.32 4.14 7.67 2.94 6.61 0.32 0.27 0.49 0.41 -0.18 -0.39

POLR3K 824 12.46 5.55 4.03 6.27 38.47 15.62 5.45 2.33 12.43 8.00 13.73 3.78 7.05 0.82 -0.35 -0.81 -0.17 2.45 0.19

POLRMT 3800 19.70 7.01 11.55 7.69 5.51 10.42 6.97 6.11 8.31 5.28 10.31 3.37 6.67 1.56 0.07 0.79 0.21 -0.28 0.01

POM121 5997 3.70 25.08 48.46 19.96 12.81 6.24 16.01 14.74 10.83 7.31 19.37 4.28 12.22 -1.73 1.04 1.99 0.71 0.07 -1.63

POM121C 5863 4.33 20.53 33.91 23.12 9.22 5.84 15.31 13.80 9.55 5.54 16.16 4.01 11.05 -1.35 0.89 1.62 1.07 -0.26 -1.47

POM121L10P 9547 0.10 0.41 0.31 0.37 0.18 0.16 0.25 0.17 0.28 0.43 0.25 -1.98 0.28 -1.46 0.53 0.11 0.37 -0.68 -0.69

POM121L1P 3995 0.03 0.23 0.03 0.10 0.03 0.06 0.10 0.08 0.15 0.11 0.08 -3.64 0.11 -1.78 1.08 -1.96 -0.06 -1.96 -0.46

POM121L2 3170 0.00 0.00 0.00 0.02 0.02 0.01 0.00 0.01 0.00 0.00 0.01 -6.87 0.00 #NUM! #NUM! #NUM! 3.31 3.47 -0.23

POM121L4P 2167 0.05 0.08 0.03 0.02 0.00 0.00 0.02 0.03 0.02 0.03 0.03 -5.10 0.03 0.95 1.64 -0.03 -0.72 #NUM! -3.41

POM121L8P 7716 0.04 0.12 0.08 0.08 0.03 0.08 0.14 0.09 0.12 0.10 0.07 -3.81 0.11 -1.65 0.08 -0.41 -0.50 -1.70 0.16

POM121L9P 5224 0.32 1.56 0.22 0.21 0.02 0.45 0.44 0.30 0.49 0.35 0.46 -1.11 0.39 -0.28 1.98 -0.87 -0.93 -4.28 -0.03

POMC 1295 0.44 0.14 0.52 0.06 0.24 1.31 0.47 0.53 0.97 0.25 0.45 -1.14 0.55 -0.34 -1.96 -0.08 -3.23 -1.20 1.54

POMGNT1 2953 16.20 11.73 12.07 12.40 22.46 14.09 10.75 8.44 22.52 10.28 14.83 3.89 13.00 0.32 -0.15 -0.11 -0.07 0.79 -0.07

POMP 1477 49.71 124.56 49.35 121.32 150.84 95.59 39.46 30.89 134.16 98.84 98.56 6.62 75.84 -0.61 0.72 -0.62 0.68 0.99 -0.04

POMT1 3320 3.68 6.08 5.34 6.74 0.00 4.65 3.37 3.08 6.53 4.54 4.42 2.14 4.38 -0.25 0.47 0.29 0.62 #NUM! 0.08

POMT2 4874 2.38 4.09 2.09 4.36 3.15 2.41 2.19 1.55 2.51 1.88 3.08 1.62 2.03 0.23 1.01 0.04 1.10 0.64 -0.35

POMZP3 1564 10.63 7.65 14.29 7.58 29.88 6.26 9.18 8.42 18.08 6.46 12.71 3.67 10.54 0.01 -0.46 0.44 -0.48 1.50 -1.02

PON1 1769 0.00 0.05 0.00 0.04 0.01 0.00 0.02 0.00 0.06 0.01 0.02 -5.87 0.02 #NUM! 1.16 #NUM! 0.90 -0.53 #NUM!

PON2 1669 23.45 22.08 15.54 20.93 33.53 22.42 12.02 12.10 31.24 19.24 22.99 4.52 18.65 0.33 0.24 -0.26 0.17 0.85 -0.04

PON3 1201 1.19 1.55 3.20 0.97 8.79 1.16 0.36 0.83 1.45 2.25 2.81 1.49 1.23 -0.05 0.34 1.38 -0.34 2.84 -1.28

POP1 4761 0.68 1.01 1.20 0.60 1.26 0.71 1.07 0.51 0.58 0.68 0.91 -0.14 0.71 -0.07 0.51 0.75 -0.24 0.82 -0.35

POP4 2612 11.80 6.88 8.56 33.54 6.12 18.65 6.09 5.23 7.46 11.50 14.26 3.83 7.57 0.64 -0.14 0.18 2.15 -0.31 0.39

POP5 801 16.99 0.00 15.93 0.00 33.11 26.25 12.88 8.56 16.63 17.37 15.38 3.94 13.86 0.29 #NUM! 0.20 #NUM! 1.26 0.77

POP7 949 26.53 18.86 30.78 28.87 75.23 16.31 18.13 11.98 16.67 15.49 32.76 5.03 15.57 0.77 0.28 0.98 0.89 2.27 -1.01

POPDC2 1667 1.40 7.55 2.44 0.75 0.00 10.71 5.47 0.37 62.34 2.58 3.81 1.93 17.69 -3.66 -1.23 -2.86 -4.56 #NUM! 1.49

POPDC3 1848 0.52 0.32 0.12 0.10 1.85 0.73 0.13 0.08 0.33 0.33 0.61 -0.72 0.22 1.24 0.57 -0.84 -1.07 3.08 0.26

POR 2509 14.48 28.07 38.79 22.14 44.84 23.71 24.67 24.38 27.98 29.77 28.67 4.84 26.70 -0.88 0.07 0.54 -0.27 0.75 -0.27

PORCN 1867 12.47 5.42 3.40 4.90 17.22 4.42 9.24 3.64 5.36 3.26 7.97 3.00 5.38 1.21 0.01 -0.66 -0.13 1.68 -0.85

POSTN 3390 5.43 9.14 22.98 29.99 17.21 47.20 6.58 4.48 7.14 10.65 21.99 4.46 7.21 -0.41 0.34 1.67 2.06 1.25 1.10

POT1 4215 3.55 5.06 7.48 4.16 2.20 5.56 2.02 2.94 2.15 3.87 4.67 2.22 2.75 0.37 0.88 1.45 0.60 -0.32 0.25

POTEA 1976 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

POTEB 2132 0.03 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 -7.79 0.02 0.47 #NUM! #NUM! #NUM! #NUM! #NUM!

POTEC 2243 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

POTED 1826 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

POTEE 3440 0.02 0.04 0.05 0.07 0.11 0.08 0.08 0.07 0.71 0.11 0.06 -4.01 0.24 -3.43 -2.59 -2.23 -1.86 -1.08 0.35

POTEF 4337 0.04 0.04 0.05 0.06 0.09 0.06 0.06 0.06 0.44 0.07 0.06 -4.13 0.16 -1.97 -1.98 -1.73 -1.28 -0.88 0.18

POTEKP 2933 0.03 0.05 0.04 0.05 0.08 0.05 0.10 0.09 0.47 0.06 0.05 -4.36 0.18 -2.76 -1.97 -2.31 -1.84 -1.24 0.16

POTEM 6666 0.01 0.04 0.03 0.03 0.03 0.02 0.02 0.04 0.10 0.02 0.03 -5.25 0.04 -1.60 -0.16 -0.79 -0.60 -0.52 -0.52

POU1F1 1340 0.00 0.14 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.02 -5.45 0.01 #NUM! 3.87 #NUM! #NUM! #NUM! #NUM!

POU2AF1 3032 3.68 5.60 4.56 3.73 0.12 2.97 0.83 2.45 0.82 1.09 3.44 1.78 1.30 1.50 2.11 1.81 1.52 -3.41 -0.21

POU2F1 14038 0.93 2.38 2.86 2.67 0.96 1.50 1.85 1.55 0.77 0.92 1.88 0.91 1.27 -0.45 0.91 1.17 1.07 -0.40 -0.33

POU2F2 3717 1.82 2.56 2.58 2.47 0.60 0.83 1.23 0.55 1.11 0.35 1.81 0.86 0.81 1.17 1.67 1.67 1.62 -0.42 -1.13

POU2F3 2965 2.11 1.21 0.12 0.58 1.83 2.46 2.73 2.62 0.40 1.35 1.39 0.47 1.78 0.25 -0.55 -3.85 -1.61 0.05 0.83

POU3F1 2928 1.30 0.69 0.14 5.49 0.16 0.75 0.25 0.31 0.08 0.26 1.42 0.51 0.23 2.53 1.61 -0.71 4.61 -0.49 -0.92

POU3F2 4172 0.00 0.01 0.00 0.01 0.00 0.02 0.01 0.00 0.00 0.01 0.01 -7.60 0.00 #NUM! 1.10 #NUM! 1.43 #NUM! 1.69

POU3F3 1503 0.00 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.01 -6.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

POU3F4 1507 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.00 -8.51 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

POU4F1 3817 0.70 0.29 0.00 0.03 0.00 0.11 0.01 0.03 0.00 0.01 0.19 -2.41 0.01 5.93 4.68 #NUM! 1.17 #NUM! -0.73

POU4F2 3141 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.01 0.00 -9.67 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

POU4F3 1182 0.05 0.03 0.06 0.03 0.00 0.00 0.00 0.08 0.02 0.00 0.03 -5.18 0.02 1.02 0.04 1.26 0.35 #NUM! #NUM!

POU5F1 1743 0.00 0.00 0.00 0.86 1.62 0.00 0.00 0.92 0.10 0.16 0.41 -1.28 0.30 #NUM! #NUM! #NUM! 1.53 2.45 #NUM!

POU5F1B 1599 0.11 0.03 0.05 0.28 0.19 0.23 0.23 0.05 0.09 0.24 0.15 -2.76 0.15 -0.52 -2.22 -1.55 0.86 0.32 0.61

POU5F1P3 1084 0.06 0.53 0.07 0.14 0.06 0.05 0.06 0.08 0.00 0.11 0.15 -2.73 0.06 -0.21 3.06 0.03 1.13 0.01 -1.64

POU5F1P4 1083 0.00 0.06 0.07 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

POU5F2 1295 0.00 0.00 0.05 0.00 0.02 0.00 0.02 0.00 0.00 0.00 0.01 -6.35 0.01 #NUM! #NUM! 3.16 #NUM! 1.83 #NUM!

POU6F1 5173 0.55 1.96 0.71 0.87 1.18 2.45 1.91 0.00 0.00 3.22 1.29 0.36 1.28 -1.21 0.62 -0.86 -0.56 -0.12 0.93

POU6F2 2324 0.10 0.02 0.04 0.02 0.00 0.00 0.16 0.06 0.04 0.02 0.03 -5.05 0.07 0.48 -1.52 -0.71 -2.19 -6.62 #NUM!

PP12613 2241 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.00 0.07 0.00 0.01 -7.44 0.02 #NUM! #NUM! -0.26 0.26 #NUM! #NUM!

PP14571 2017 0.00 0.00 0.00 0.14 0.00 0.05 0.00 0.00 0.04 0.00 0.03 -5.03 0.01 #NUM! #NUM! #NUM! 3.92 #NUM! 0.63

PP2D1 1617 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PP7080 1760 9.86 6.60 5.75 9.86 11.08 4.59 5.45 6.86 5.68 6.80 7.96 2.99 6.20 0.67 0.09 -0.11 0.67 0.84 -0.79

PPA1 1316 58.99 92.26 100.32 55.91 231.36 102.11 57.19 59.11 54.81 116.85 106.82 6.74 71.99 -0.29 0.36 0.48 -0.36 1.68 -0.07

PPA2 1682 18.88 11.61 17.44 29.31 25.89 32.69 26.77 16.08 35.04 30.08 22.64 4.50 26.99 -0.52 -1.22 -0.63 0.12 -0.06 0.53

PPAN 1745 0.00 9.53 25.08 13.81 33.14 0.00 11.14 9.85 0.00 0.00 13.59 3.76 5.25 #NUM! 0.86 2.26 1.40 2.66 #NUM!

PPAN-P2RY11 3270 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PPAP2A 1641 58.65 37.13 25.19 23.40 14.63 60.25 38.93 31.40 88.64 46.06 36.54 5.19 51.26 0.19 -0.47 -1.02 -1.13 -1.81 0.72

PPAP2B 3324 37.69 83.95 18.19 13.57 6.37 69.64 92.50 101.13 94.11 88.95 38.24 5.26 94.17 -1.32 -0.17 -2.37 -2.79 -3.89 0.87

PPAP2C 1394 58.20 39.88 46.28 58.42 34.62 11.69 14.88 13.42 5.20 8.76 41.51 5.38 10.57 2.46 1.92 2.13 2.47 1.71 -1.83

PPAPDC1A 1521 1.78 6.57 0.53 2.23 7.10 2.10 0.67 1.42 1.02 1.22 3.39 1.76 1.08 0.72 2.60 -1.03 1.04 2.71 -0.69

PPAPDC1B 2151 20.14 23.58 19.18 9.52 14.87 14.43 6.53 4.81 9.66 15.70 16.95 4.08 9.17 1.13 1.36 1.06 0.05 0.70 -0.23

PPAPDC2 3023 3.12 4.12 3.80 2.60 4.25 2.37 2.56 2.25 2.20 2.41 3.38 1.76 2.36 0.41 0.81 0.69 0.14 0.85 -0.51

PPAPDC3 2095 0.77 1.46 0.49 0.41 0.27 1.21 1.04 0.66 4.97 1.11 0.77 -0.38 1.94 -1.34 -0.41 -2.00 -2.25 -2.86 0.66

PPARA 10049 1.56 2.88 2.24 4.24 0.50 1.26 2.69 2.11 1.40 1.68 2.11 1.08 1.97 -0.33 0.55 0.19 1.10 -1.99 -0.74

PPARD 3845 9.22 18.23 24.58 30.28 35.64 8.04 24.79 23.03 9.54 16.36 21.00 4.39 18.43 -1.00 -0.02 0.42 0.72 0.95 -1.38

PPARG 1919 1.72 5.09 2.77 0.97 0.31 4.13 3.96 1.17 7.20 5.31 2.50 1.32 4.41 -1.36 0.21 -0.67 -2.19 -3.82 0.72

PPARGC1A 6318 1.56 0.49 0.08 0.50 1.78 1.35 0.23 0.28 0.28 0.48 0.96 -0.06 0.32 2.30 0.61 -2.08 0.66 2.49 0.49

PPARGC1B 10642 0.45 0.43 0.68 0.57 0.15 0.38 0.59 0.35 0.43 0.41 0.44 -1.17 0.45 0.00 -0.05 0.61 0.35 -1.55 -0.21

PPAT 3713 1.97 2.01 4.49 2.71 3.59 3.00 1.53 2.17 1.40 2.65 2.96 1.57 1.94 0.03 0.06 1.21 0.49 0.89 0.02

PPBP 1307 2.95 0.02 0.18 0.11 0.87 0.62 5.78 0.11 3.11 0.20 0.79 -0.34 2.30 0.36 -6.68 -3.66 -4.36 -1.41 -0.35

PPCDC 2268 2.20 2.58 2.18 2.57 5.27 3.49 1.14 1.07 7.20 3.89 3.05 1.61 3.32 -0.60 -0.37 -0.61 -0.37 0.67 0.19

PPCS 1489 72.96 19.76 14.02 22.21 46.13 46.05 17.36 14.24 38.91 35.45 36.85 5.20 26.49 1.46 -0.42 -0.92 -0.25 0.80 0.32

PPDPF 794 170.37 363.43 518.30 528.11 381.18 155.46 623.00 476.29 280.07 201.59 352.81 8.46 395.24 -1.21 -0.12 0.39 0.42 -0.05 -1.18

PPEF1 2873 0.00 0.11 0.02 0.06 0.07 0.18 0.03 0.02 0.01 0.01 0.07 -3.75 0.02 #NUM! 2.75 0.45 1.88 2.07 1.24

PPEF2 3430 0.12 0.02 0.23 0.13 0.07 0.16 0.31 0.00 0.03 0.07 0.12 -3.04 0.10 0.23 -2.16 1.17 0.33 -0.61 0.36

PPFIA1 5227 3.06 7.69 10.49 9.94 5.82 15.39 6.27 5.95 5.46 5.75 8.73 3.13 5.86 -0.94 0.39 0.84 0.76 -0.01 0.82

PPFIA2 5424 0.40 1.91 0.09 0.09 0.01 1.56 1.07 0.63 2.39 0.55 0.68 -0.57 1.16 -1.55 0.72 -3.76 -3.69 -7.55 1.21

PPFIA3 4733 3.51 4.47 3.51 8.74 1.24 2.01 4.75 2.36 0.00 3.35 3.91 1.97 2.61 0.43 0.77 0.43 1.74 -1.07 -0.96

PPFIA4 5055 0.24 0.49 0.05 0.67 1.16 0.27 0.28 0.28 0.77 0.40 0.48 -1.06 0.44 -0.84 0.17 -3.19 0.61 1.41 -0.81

PPFIBP1 6112 2.94 10.83 6.96 13.23 1.75 9.27 8.87 10.79 7.61 9.59 7.50 2.91 9.22 -1.65 0.23 -0.40 0.52 -2.40 0.31

PPFIBP2 3582 6.79 13.89 22.39 11.97 4.00 11.58 8.92 10.91 3.12 7.28 11.77 3.56 7.56 -0.15 0.88 1.57 0.66 -0.92 -0.02

PPHLN1 3484 4.80 5.83 13.75 20.18 18.89 5.96 10.66 4.59 9.79 18.29 11.57 3.53 10.83 -1.17 -0.89 0.34 0.90 0.80 -0.96

PPIA 2276 564.49 233.49 546.42 442.18 1248.20 440.95 359.98 275.45 451.23 365.73 579.29 9.18 363.10 0.64 -0.64 0.59 0.28 1.78 -0.39

PPIAL4E 785 0.02 0.04 0.00 0.00 0.01 0.08 0.01 0.02 0.01 0.05 0.03 -5.31 0.02 -0.51 0.81 #NUM! #NUM! -1.50 1.72

PPIAL4G 738 0.15 0.12 0.00 0.00 0.04 0.02 0.00 0.04 0.00 0.02 0.05 -4.24 0.01 3.28 2.96 #NUM! #NUM! 1.27 -1.43

PPIB 1045 705.20 310.79 291.99 309.65 874.94 427.90 224.51 158.35 553.96 307.00 486.74 8.93 310.95 1.18 0.00 -0.09 -0.01 1.49 -0.19

PPIC 1241 19.82 22.15 9.44 14.94 67.50 43.97 14.19 13.90 51.06 37.70 29.64 4.89 29.21 -0.56 -0.40 -1.63 -0.97 1.21 0.57

PPID 1851 6.53 12.01 13.84 15.60 14.10 11.97 8.77 7.09 11.75 8.63 12.34 3.63 9.06 -0.47 0.41 0.61 0.78 0.64 -0.04

PPIE 4392 15.91 8.83 15.85 16.10 38.68 33.92 10.26 7.82 26.69 23.98 21.55 4.43 17.19 -0.11 -0.96 -0.12 -0.09 1.17 0.65

PPIEL 2640 0.61 1.44 0.51 1.57 0.00 1.60 0.78 1.19 0.00 0.88 0.95 -0.07 0.71 -0.22 1.02 -0.48 1.14 #NUM! 0.75

PPIF 2213 15.35 23.05 28.47 89.15 104.13 21.34 23.94 68.25 10.53 38.61 46.92 5.55 35.34 -1.20 -0.62 -0.31 1.34 1.56 -1.14

PPIG 2717 30.42 24.23 33.19 18.57 4.09 14.63 31.54 25.64 5.03 8.25 20.85 4.38 17.62 0.79 0.46 0.91 0.08 -2.11 -0.51

PPIH 813 39.05 16.38 37.14 34.61 73.36 53.42 17.08 15.34 24.38 29.42 42.33 5.40 21.55 0.86 -0.40 0.78 0.68 1.77 0.34

PPIL1 1750 28.60 11.87 18.06 14.32 27.81 16.71 12.97 9.98 14.24 15.59 19.56 4.29 13.19 1.12 -0.15 0.45 0.12 1.08 -0.23

PPIL2 4128 6.84 11.89 13.21 13.91 5.59 5.94 8.54 7.13 7.31 4.97 9.56 3.26 6.99 -0.03 0.77 0.92 0.99 -0.32 -0.69

PPIL3 1191 26.13 21.72 15.32 15.92 15.83 28.07 14.47 12.45 15.33 20.14 20.50 4.36 15.60 0.74 0.48 -0.03 0.03 0.02 0.45

PPIL4 2481 5.17 8.40 13.66 8.69 5.89 16.66 7.26 8.69 9.16 13.07 9.75 3.28 9.54 -0.88 -0.18 0.52 -0.14 -0.70 0.77

PPIL6 4223 0.00 0.00 0.00 0.40 0.00 0.38 0.00 0.52 0.40 0.51 0.13 -2.95 0.36 #NUM! #NUM! #NUM! 0.17 #NUM! 1.54

PPIP5K1 5721 3.93 5.13 4.78 5.35 1.96 3.27 3.18 3.75 2.11 2.90 4.07 2.03 2.98 0.40 0.78 0.68 0.84 -0.61 -0.32

PPIP5K2 5293 1.99 4.87 3.36 8.76 1.33 6.74 3.41 5.07 2.77 4.70 4.51 2.17 3.99 -1.00 0.29 -0.25 1.14 -1.59 0.58

PPL 6256 37.35 57.61 20.06 42.08 14.69 12.66 201.78 171.83 6.09 89.00 30.74 4.94 117.17 -1.65 -1.02 -2.55 -1.48 -3.00 -1.28

PPM1A 8210 2.61 5.55 4.86 5.74 5.40 8.13 5.42 6.18 7.43 9.76 5.38 2.43 7.20 -1.46 -0.38 -0.57 -0.33 -0.41 0.60

PPM1B 3850 1.72 4.98 7.37 4.16 8.24 14.32 5.21 3.67 11.06 12.59 6.80 2.77 8.14 -2.24 -0.71 -0.14 -0.97 0.02 1.07

PPM1D 4790 2.18 3.74 4.53 3.54 1.89 3.93 2.84 3.76 2.41 4.30 3.30 1.72 3.33 -0.61 0.17 0.44 0.09 -0.82 0.25

PPM1E 6540 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PPM1F 5199 5.11 7.24 6.56 7.56 3.67 3.90 8.21 5.74 9.01 5.06 5.67 2.50 7.01 -0.46 0.05 -0.10 0.11 -0.93 -0.54

PPM1G 2265 30.00 26.07 75.73 40.79 204.08 31.95 20.46 19.08 41.44 28.19 68.10 6.09 27.29 0.14 -0.07 1.47 0.58 2.90 -1.09

PPM1H 6201 1.00 1.04 0.21 0.28 0.30 0.71 0.17 0.28 0.34 0.42 0.59 -0.76 0.31 1.71 1.76 -0.57 -0.10 -0.03 0.27

PPM1J 1762 2.84 1.09 1.84 11.32 2.49 0.92 1.62 1.02 1.91 1.98 3.41 1.77 1.63 0.80 -0.58 0.17 2.79 0.61 -1.90

PPM1K 3725 1.41 3.96 1.46 4.83 0.65 3.71 4.35 2.74 11.99 4.55 2.67 1.42 5.91 -2.06 -0.58 -2.02 -0.29 -3.19 0.48

PPM1L 3056 0.67 1.51 1.39 1.51 0.10 0.89 1.56 2.40 1.14 1.26 1.01 0.02 1.59 -1.24 -0.07 -0.20 -0.07 -3.92 -0.18

PPM1M 2211 6.56 11.02 9.11 5.77 9.33 12.73 8.36 6.66 23.03 13.12 9.09 3.18 12.79 -0.96 -0.22 -0.49 -1.15 -0.46 0.49

PPM1N 1718 2.47 0.88 0.83 2.43 3.72 2.01 2.73 1.16 1.08 1.36 2.06 1.04 1.58 0.64 -0.85 -0.93 0.62 1.23 -0.03

PPME1 2484 14.35 14.14 25.67 15.85 29.15 12.82 19.64 17.17 14.90 12.14 18.66 4.22 15.96 -0.15 -0.17 0.69 -0.01 0.87 -0.54

PPOX 1777 0.00 5.00 2.02 4.19 8.20 5.42 0.00 0.00 4.56 4.17 4.14 2.05 2.18 #NUM! 1.20 -0.11 0.94 1.91 0.39

PPP1CA 1521 121.67 77.82 158.38 140.88 174.15 82.54 85.33 69.54 59.03 51.04 125.91 6.98 66.23 0.88 0.23 1.26 1.09 1.39 -0.61

PPP1CB 4991 19.16 27.76 30.11 38.33 37.37 67.78 30.10 71.42 49.94 74.61 36.75 5.20 56.52 -1.56 -1.03 -0.91 -0.56 -0.60 0.88

PPP1CC 2526 36.99 31.69 34.93 36.97 32.90 51.40 26.16 27.82 38.40 47.86 37.48 5.23 35.06 0.08 -0.15 -0.01 0.08 -0.09 0.46

PPP1R10 4540 12.28 12.53 14.07 19.27 9.24 8.98 8.69 17.31 12.02 6.96 12.73 3.67 11.24 0.13 0.16 0.32 0.78 -0.28 -0.50

PPP1R11 1664 57.05 63.12 57.06 50.08 45.47 44.51 49.85 54.24 47.45 36.45 52.88 5.72 47.00 0.28 0.43 0.28 0.09 -0.05 -0.25

PPP1R12A 5726 7.88 16.59 24.61 14.95 3.58 21.57 19.43 16.14 24.66 19.09 14.86 3.89 19.83 -1.33 -0.26 0.31 -0.41 -2.47 0.54

PPP1R12B 11108 2.60 13.89 3.08 3.04 2.71 16.78 23.50 4.76 74.16 22.92 7.02 2.81 31.33 -3.59 -1.17 -3.35 -3.36 -3.53 1.26

PPP1R12C 2942 9.41 20.88 17.45 22.78 23.89 19.58 19.41 14.79 81.33 25.82 19.00 4.25 35.34 -1.91 -0.76 -1.02 -0.63 -0.56 0.04

PPP1R13B 4976 4.14 5.63 7.42 12.63 5.21 3.72 7.44 6.27 3.89 3.91 6.46 2.69 5.38 -0.38 0.07 0.46 1.23 -0.05 -0.79

PPP1R13L 3122 12.88 32.57 64.55 199.44 30.11 11.01 60.07 51.82 0.00 19.23 58.43 5.87 32.78 -1.35 -0.01 0.98 2.60 -0.12 -2.41

PPP1R14A 723 17.46 17.56 4.76 3.63 8.99 26.56 26.56 6.65 433.62 30.58 13.16 3.72 124.35 -2.83 -2.82 -4.71 -5.10 -3.79 1.01

PPP1R14B 1038 136.47 534.37 885.72 700.27 483.05 194.41 83.54 69.95 62.73 82.46 489.05 8.93 74.67 0.87 2.84 3.57 3.23 2.69 -1.33

PPP1R14C 2211 5.99 7.57 3.00 14.91 21.07 6.24 6.33 12.78 0.06 7.43 9.80 3.29 6.65 -0.15 0.19 -1.15 1.16 1.66 -0.65

PPP1R14D 880 0.04 5.82 0.86 0.06 0.10 0.18 0.00 0.00 0.00 0.07 1.18 0.24 0.02 1.30 8.36 5.61 1.64 2.51 -2.75

PPP1R15A 2399 9.98 37.75 82.89 83.98 72.98 224.61 51.56 131.88 140.67 261.09 85.36 6.42 146.30 -3.87 -1.95 -0.82 -0.80 -1.00 1.40

PPP1R15B 5284 4.33 13.46 21.24 14.30 10.63 30.14 8.82 16.46 10.42 19.81 15.68 3.97 13.88 -1.68 -0.04 0.61 0.04 -0.38 0.94

PPP1R16A 2326 5.20 10.47 5.66 6.38 27.11 5.83 8.75 6.50 6.99 4.81 10.11 3.34 6.76 -0.38 0.63 -0.26 -0.08 2.00 -0.79

PPP1R16B 6251 1.42 2.96 2.25 1.05 1.30 1.41 1.62 1.32 0.45 1.20 1.73 0.79 1.15 0.31 1.37 0.97 -0.13 0.18 -0.30

PPP1R1A 1849 0.09 0.27 0.04 0.15 0.04 0.37 0.27 0.06 1.18 2.19 0.16 -2.64 0.93 -3.36 -1.77 -4.71 -2.61 -4.46 1.21

PPP1R1B 1841 2.51 7.33 0.68 0.00 0.04 3.29 7.18 0.05 0.84 1.20 2.31 1.21 2.32 0.12 1.66 -1.77 #NUM! -5.95 0.51

PPP1R1C 1014 0.81 0.92 3.32 0.00 0.00 0.76 0.06 1.08 0.16 1.12 0.97 -0.05 0.61 0.42 0.60 2.46 #NUM! #NUM! -0.35

PPP1R2 3475 10.05 11.61 9.84 9.08 12.04 20.65 9.98 11.56 14.40 19.69 12.21 3.61 13.91 -0.47 -0.26 -0.50 -0.62 -0.21 0.76

PPP1R2P3 1991 0.10 0.03 0.01 0.00 0.07 0.17 0.07 0.02 0.11 0.16 0.06 -3.99 0.09 0.13 -1.75 -2.91 #NUM! -0.38 1.43

PPP1R2P9 894 0.15 0.04 0.04 0.00 0.00 0.60 0.00 0.15 0.06 0.12 0.14 -2.85 0.08 0.81 -1.16 -0.95 #NUM! #NUM! 2.13

PPP1R3B 5722 2.34 8.37 6.01 2.78 17.90 6.93 5.42 14.53 15.74 9.37 7.39 2.89 11.27 -2.26 -0.43 -0.91 -2.02 0.67 -0.09

PPP1R3C 2646 8.49 21.46 0.85 7.63 0.23 13.07 38.70 204.78 7.58 145.99 8.62 3.11 99.26 -3.55 -2.21 -6.87 -3.70 -8.74 0.60

PPP1R3D 3481 2.20 3.62 5.97 2.81 2.51 2.13 2.04 1.35 2.90 2.00 3.21 1.68 2.07 0.09 0.80 1.53 0.44 0.28 -0.59

PPP1R3E 4521 5.40 3.90 0.00 3.07 2.52 1.48 5.25 1.79 1.16 1.33 2.73 1.45 2.38 1.18 0.71 #NUM! 0.37 0.08 -0.88

PPP1R3F 3448 0.57 1.47 0.72 1.06 2.12 1.71 1.03 0.78 4.35 1.85 1.28 0.35 2.00 -1.81 -0.44 -1.47 -0.91 0.08 0.42

PPP1R3G 1745 1.22 0.60 0.49 0.48 2.48 0.27 1.51 0.78 1.17 1.07 0.92 -0.12 1.13 0.10 -0.93 -1.22 -1.23 1.13 -1.79

PPP1R7 1299 33.59 30.22 19.01 19.79 56.97 50.20 35.64 27.64 53.31 43.09 34.96 5.13 39.92 -0.25 -0.40 -1.07 -1.01 0.51 0.52

PPP1R8 2659 14.25 12.37 18.47 17.42 8.50 18.42 11.25 8.45 16.32 13.98 14.90 3.90 12.50 0.19 -0.02 0.56 0.48 -0.56 0.31

PPP1R9A 10519 0.01 0.12 0.02 0.03 0.02 0.23 0.06 0.01 0.18 0.26 0.07 -3.78 0.13 -3.14 -0.06 -2.46 -2.00 -2.60 1.63

PPP1R9B 4071 7.39 31.61 23.04 22.17 19.36 11.17 22.81 15.22 14.22 14.63 19.12 4.26 16.72 -1.18 0.92 0.46 0.41 0.21 -0.78

PPP2CA 2643 29.86 31.07 45.74 61.46 71.36 58.04 38.82 58.04 56.07 85.38 49.59 5.63 59.58 -1.00 -0.94 -0.38 0.04 0.26 0.23

PPP2CB 1987 21.72 25.48 30.84 13.42 51.35 60.64 31.49 29.19 78.57 79.60 33.91 5.08 54.71 -1.33 -1.10 -0.83 -2.03 -0.09 0.84

PPP2R1A 2519 47.99 69.84 120.14 231.30 64.03 73.50 69.86 65.25 108.68 70.50 101.13 6.66 78.57 -0.71 -0.17 0.61 1.56 -0.30 -0.46

PPP2R1B 5605 3.02 1.88 2.80 1.77 2.25 3.06 2.02 2.05 2.26 4.82 2.46 1.30 2.79 0.12 -0.57 0.01 -0.65 -0.31 0.31

PPP2R2A 3945 8.88 16.37 19.46 15.93 13.95 12.61 14.23 20.51 11.41 19.07 14.53 3.86 16.30 -0.88 0.01 0.25 -0.03 -0.22 -0.21

PPP2R2B 2376 1.20 0.95 1.59 3.36 2.28 2.01 1.41 1.68 2.66 1.23 1.90 0.92 1.75 -0.54 -0.88 -0.14 0.94 0.38 0.08

PPP2R2C 4438 1.15 2.96 0.46 9.36 5.07 3.70 3.72 4.72 8.34 6.53 3.78 1.92 5.83 -2.35 -0.98 -3.66 0.68 -0.20 -0.03



PPP2R2D 2466 12.95 10.13 15.73 17.17 26.50 10.96 12.94 11.07 11.14 12.26 15.57 3.96 11.85 0.13 -0.23 0.41 0.53 1.16 -0.51

PPP2R3A 6814 2.68 2.43 4.93 7.22 1.12 3.15 4.03 4.28 2.74 1.90 3.59 1.84 3.24 -0.27 -0.41 0.61 1.16 -1.53 -0.19

PPP2R3B 2443 0.14 0.37 0.17 0.24 0.51 0.41 0.23 0.34 0.20 0.26 0.31 -1.70 0.26 -0.88 0.53 -0.61 -0.08 0.99 0.41

PPP2R3B-AS1 2188 0.00 0.13 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PPP2R3C 1843 6.45 7.40 8.21 4.38 6.02 22.28 3.98 4.39 14.31 11.38 9.12 3.19 8.51 -0.40 -0.20 -0.05 -0.96 -0.50 1.29

PPP2R4 2869 27.31 26.71 29.55 34.06 71.69 25.31 27.73 18.07 65.43 35.76 35.77 5.16 36.75 -0.43 -0.46 -0.31 -0.11 0.96 -0.50

PPP2R5A 3135 16.62 17.41 13.08 12.29 6.00 19.75 26.92 27.81 21.40 31.71 14.19 3.83 26.96 -0.70 -0.63 -1.04 -1.13 -2.17 0.48

PPP2R5B 2766 2.95 5.56 7.05 7.53 11.82 7.09 5.29 5.67 11.05 8.97 7.00 2.81 7.74 -1.39 -0.48 -0.13 -0.04 0.61 0.02

PPP2R5C 4494 33.20 42.52 38.71 39.69 16.88 36.36 32.55 36.13 26.65 29.54 34.56 5.11 31.22 0.09 0.45 0.31 0.35 -0.89 0.07

PPP2R5D 2975 9.22 14.05 14.30 14.39 17.09 11.21 11.81 12.78 21.55 10.57 13.38 3.74 14.18 -0.62 -0.01 0.01 0.02 0.27 -0.25

PPP2R5E 3366 7.53 11.06 18.14 12.72 6.97 8.93 11.17 13.02 5.36 10.36 10.89 3.45 9.98 -0.41 0.15 0.86 0.35 -0.52 -0.29

PPP3CA 4676 5.92 20.36 13.17 8.80 4.78 12.51 11.53 15.40 13.50 11.90 10.92 3.45 13.08 -1.14 0.64 0.01 -0.57 -1.45 0.20

PPP3CB 3165 5.22 11.17 12.65 7.17 10.49 22.36 10.86 9.33 31.51 21.43 11.51 3.52 18.28 -1.81 -0.71 -0.53 -1.35 -0.80 0.96

PPP3CC 2221 5.30 7.26 6.21 3.14 10.07 8.15 5.33 5.56 8.84 11.32 6.69 2.74 7.76 -0.55 -0.10 -0.32 -1.31 0.38 0.29

PPP3R1 3111 4.61 13.29 17.87 13.98 14.35 22.58 12.99 15.74 6.33 8.77 14.44 3.85 10.96 -1.25 0.28 0.71 0.35 0.39 0.64

PPP3R2 3401 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -7.60 0.00 #NUM! 4.30 #NUM! #NUM! #NUM! #NUM!

PPP4C 1429 56.54 53.45 49.70 77.01 129.16 43.37 36.22 34.34 44.52 37.84 68.20 6.09 38.23 0.56 0.48 0.38 1.01 1.76 -0.65

PPP4R1 3976 21.02 21.20 37.34 55.90 28.70 21.65 36.02 36.39 20.60 34.09 30.97 4.95 31.77 -0.60 -0.58 0.23 0.82 -0.15 -0.52

PPP4R1L 2398 0.62 4.74 3.17 2.38 3.61 1.35 0.72 2.33 1.45 2.35 2.65 1.40 1.71 -1.46 1.47 0.89 0.48 1.08 -0.97

PPP4R2 1495 4.86 10.14 13.77 11.32 5.35 13.77 9.79 13.03 5.74 13.60 9.87 3.30 10.54 -1.12 -0.06 0.39 0.10 -0.98 0.48

PPP4R4 3868 0.11 0.32 0.18 2.73 1.66 0.30 1.61 1.40 0.41 0.40 0.88 -0.18 0.96 -3.15 -1.57 -2.40 1.51 0.80 -1.55

PPP5C 2232 11.87 21.04 23.22 27.23 21.25 15.90 13.86 11.69 23.74 13.49 20.08 4.33 15.70 -0.40 0.42 0.56 0.79 0.44 -0.34

PPP6C 4367 7.96 9.75 11.97 48.93 9.53 14.97 9.92 9.87 12.02 13.25 17.18 4.10 11.27 -0.50 -0.21 0.09 2.12 -0.24 -0.20

PPP6R1 3654 7.80 21.14 37.83 31.10 30.83 11.54 14.71 15.54 14.37 9.14 23.38 4.55 13.44 -0.78 0.65 1.49 1.21 1.20 -1.02

PPP6R2 4004 4.69 7.20 8.07 7.11 4.46 5.66 5.86 4.68 8.92 7.18 6.20 2.63 6.66 -0.51 0.11 0.28 0.09 -0.58 -0.13

PPP6R3 5145 6.40 12.47 18.77 16.00 8.79 15.43 11.25 14.85 9.77 14.17 12.98 3.70 12.51 -0.97 0.00 0.59 0.36 -0.51 0.25

PPPDE1 4093 10.90 10.11 12.34 9.36 8.41 16.24 6.89 7.29 12.45 10.99 11.23 3.49 9.41 0.21 0.10 0.39 -0.01 -0.16 0.53

PPPDE2 3804 8.00 7.48 12.27 16.52 23.37 6.94 6.70 6.15 7.53 6.79 12.43 3.64 6.79 0.24 0.14 0.85 1.28 1.78 -0.84

PPRC1 5354 2.51 10.67 13.44 18.56 10.85 10.94 10.42 21.25 7.96 9.70 11.16 3.48 12.33 -2.30 -0.21 0.12 0.59 -0.18 -0.03

PPT1 2504 51.88 42.12 44.88 43.41 66.39 75.07 23.87 30.32 50.43 43.26 53.96 5.75 36.97 0.49 0.19 0.28 0.23 0.84 0.48

PPT2 2063 0.00 0.00 0.00 0.00 6.77 0.00 9.37 8.20 0.00 9.76 1.13 0.17 6.83 #NUM! #NUM! #NUM! #NUM! -0.01 #NUM!

PPT2-EGFL8 2728 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PPTC7 3748 3.17 5.56 10.23 4.49 5.35 6.11 6.40 11.49 6.06 19.84 5.82 2.54 10.95 -1.79 -0.98 -0.10 -1.29 -1.03 0.07

PPWD1 2114 6.00 17.22 5.74 16.06 3.75 15.12 10.91 7.99 4.05 10.87 10.65 3.41 8.45 -0.49 1.03 -0.56 0.93 -1.17 0.51

PPY 457 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PPY2 660 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PPYR1 1956 0.00 0.34 0.03 0.26 0.46 0.07 0.19 0.37 0.04 0.15 0.19 -2.37 0.19 #NUM! 0.85 -2.51 0.47 1.30 -1.39

PQBP1 1147 41.56 26.70 42.66 20.36 63.62 55.41 34.66 27.46 52.64 60.08 41.72 5.38 43.71 -0.07 -0.71 -0.04 -1.10 0.54 0.41

PQLC1 2565 7.40 10.58 12.37 13.49 19.27 10.96 11.10 9.31 17.70 18.55 12.35 3.63 14.16 -0.94 -0.42 -0.20 -0.07 0.44 -0.17

PQLC2 2279 4.06 5.91 6.71 9.99 7.05 5.53 4.54 0.00 4.63 2.35 6.54 2.71 2.88 0.49 1.04 1.22 1.79 1.29 -0.24

PQLC3 1812 12.43 11.25 13.34 4.78 8.05 19.59 8.76 7.51 25.95 19.29 11.57 3.53 15.38 -0.31 -0.45 -0.20 -1.69 -0.93 0.76

PRAC 403 4.41 4.79 1.27 0.00 0.00 3.19 6.44 8.51 0.11 16.70 2.28 1.19 7.94 -0.85 -0.73 -2.64 #NUM! #NUM! 0.49

PRADC1 1105 21.20 9.47 6.70 9.89 17.25 11.74 12.78 8.39 19.36 9.95 12.71 3.67 12.62 0.75 -0.41 -0.91 -0.35 0.45 -0.11

PRAF2 1263 20.92 29.04 26.65 15.10 14.85 23.89 22.78 12.89 42.92 17.77 21.74 4.44 24.09 -0.20 0.27 0.15 -0.67 -0.70 0.14

PRAM1 2235 0.47 1.60 0.88 0.94 0.35 1.68 0.93 0.56 1.03 0.34 0.99 -0.02 0.71 -0.62 1.16 0.30 0.40 -1.01 0.77

PRAME 2776 0.04 0.04 0.03 1.46 0.00 1.63 0.01 0.00 0.00 0.00 0.53 -0.91 0.00 3.51 3.52 3.16 8.77 #NUM! 1.61

PRAMEF1 2160 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRAMEF10 1518 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -8.10 0.01 #NUM! #NUM! 1.47 #NUM! #NUM! #NUM!

PRAMEF11 1839 0.01 0.00 0.02 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 -7.70 0.01 0.47 #NUM! 1.11 #NUM! #NUM! #NUM!

PRAMEF12 1786 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRAMEF14 2100 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 -8.85 0.01 #NUM! 0.57 #NUM! #NUM! #NUM! #NUM!

PRAMEF16 1587 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRAMEF17 1557 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 -8.36 0.00 #NUM! 1.99 #NUM! #NUM! #NUM! #NUM!

PRAMEF19 2123 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PRAMEF3 2104 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRAP1 807 0.22 34.72 0.00 0.00 0.24 0.27 0.00 0.00 0.67 0.07 5.91 2.56 0.18 0.27 7.56 #NUM! #NUM! 0.35 -4.45

PRB1 1173 0.02 0.00 0.00 0.00 0.00 0.00 0.10 0.00 0.00 0.00 0.00 -7.98 0.03 -0.14 #NUM! #NUM! #NUM! #NUM! #NUM!

PRB2 1428 0.03 0.00 0.00 0.00 0.00 0.00 0.13 0.00 0.00 0.00 0.00 -7.64 0.03 -0.14 #NUM! #NUM! #NUM! #NUM! #NUM!

PRB3 1091 0.00 0.17 0.36 0.00 0.00 0.00 0.00 0.06 0.00 0.02 0.09 -3.52 0.02 #NUM! 3.09 4.18 #NUM! #NUM! #NUM!

PRB4 944 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PRC1 3128 20.50 11.47 31.05 22.02 16.03 11.59 4.62 8.63 1.35 5.34 18.78 4.23 4.99 2.04 1.20 2.64 2.14 1.68 -0.70

PRCC 2142 20.31 30.08 51.58 37.65 42.02 21.31 22.52 27.06 25.22 15.31 33.83 5.08 22.53 -0.15 0.42 1.20 0.74 0.90 -0.67

PRCD 2081 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRCP 2224 53.49 77.28 46.70 35.04 68.82 171.11 37.12 42.33 141.54 93.21 75.41 6.24 78.55 -0.55 -0.02 -0.75 -1.16 -0.19 1.18

PRDM1 5165 7.69 25.78 38.92 19.49 6.01 15.77 29.71 103.33 4.24 23.66 18.94 4.24 40.24 -2.39 -0.64 -0.05 -1.05 -2.74 -0.26

PRDM10 6341 0.63 1.59 1.78 1.29 0.38 1.20 1.30 1.82 0.92 1.30 1.14 0.19 1.33 -1.09 0.25 0.41 -0.04 -1.82 0.06

PRDM11 2229 0.32 1.46 6.77 1.65 1.92 1.40 3.51 0.39 3.39 2.54 2.25 1.17 2.46 -2.95 -0.75 1.46 -0.57 -0.35 -0.69

PRDM12 2492 0.00 0.00 0.00 0.04 0.15 0.00 0.02 0.00 0.00 0.01 0.03 -4.97 0.01 #NUM! #NUM! #NUM! 2.37 4.27 #NUM!

PRDM13 3204 0.00 0.01 0.00 0.21 1.04 0.08 0.00 0.00 0.00 0.00 0.22 -2.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.48

PRDM15 6654 0.93 1.64 2.08 3.87 1.23 1.12 0.77 0.69 0.60 0.64 1.81 0.86 0.68 0.46 1.27 1.62 2.52 0.87 -0.69

PRDM16 8738 0.01 0.13 0.27 0.21 0.08 0.19 0.19 0.07 0.61 0.14 0.15 -2.75 0.25 -4.45 -1.02 0.08 -0.27 -1.69 0.38

PRDM2 7970 2.97 7.76 7.72 10.14 1.00 10.72 9.75 10.39 7.17 9.41 6.72 2.75 9.18 -1.63 -0.24 -0.25 0.14 -3.20 0.67

PRDM4 4225 5.46 8.13 7.39 17.65 3.54 6.30 8.53 6.03 5.08 6.39 8.08 3.01 6.51 -0.25 0.32 0.18 1.44 -0.88 -0.36

PRDM5 2492 0.16 2.01 0.43 0.69 0.00 1.90 0.61 1.35 1.38 2.22 0.87 -0.21 1.39 -3.10 0.53 -1.70 -1.00 #NUM! 1.13

PRDM6 3027 0.07 0.22 0.50 0.07 0.02 0.30 0.22 0.00 0.31 0.18 0.20 -2.35 0.18 -1.34 0.30 1.50 -1.43 -2.86 0.60

PRDM7 3284 0.00 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.00 -9.19 0.01 #NUM! #NUM! #NUM! #NUM! 0.83 #NUM!

PRDM8 4118 0.79 2.27 0.63 1.02 0.91 1.85 1.81 1.59 11.83 2.38 1.25 0.32 4.40 -2.47 -0.95 -2.80 -2.11 -2.28 0.57

PRDX1 1263 464.62 183.02 324.47 370.28 684.13 330.85 248.64 281.60 266.07 339.50 392.89 8.62 283.95 0.71 -0.63 0.19 0.38 1.27 -0.25

PRDX2 1039 261.75 131.28 203.42 56.86 202.41 94.12 179.17 199.76 144.06 115.31 158.31 7.31 159.57 0.71 -0.28 0.35 -1.49 0.34 -0.75

PRDX3 1591 57.01 43.17 45.06 29.18 79.68 88.30 26.81 38.39 93.72 67.29 57.07 5.83 56.55 0.01 -0.39 -0.33 -0.95 0.49 0.63

PRDX4 921 79.41 58.25 52.29 37.13 245.99 73.78 29.79 22.06 114.17 55.75 91.14 6.51 55.44 0.52 0.07 -0.08 -0.58 2.15 -0.30

PRDX5 913 251.30 89.45 89.89 146.01 713.66 320.68 156.54 115.43 198.92 277.30 268.50 8.07 187.05 0.43 -1.06 -1.06 -0.36 1.93 0.26

PRDX6 1715 99.10 76.72 76.13 100.93 254.23 111.07 141.11 102.92 244.20 135.28 119.70 6.90 155.88 -0.65 -1.02 -1.03 -0.63 0.71 -0.11

PREB 2211 17.58 16.50 28.19 16.76 51.00 15.88 11.83 9.37 36.06 14.05 24.32 4.60 17.83 -0.02 -0.11 0.66 -0.09 1.52 -0.61

PRELID1 1287 45.58 41.38 51.66 83.23 147.69 53.62 27.80 20.80 49.62 73.80 70.53 6.14 43.01 0.08 -0.06 0.26 0.95 1.78 -0.40

PRELID2 2339 1.03 1.48 1.20 1.99 4.39 1.85 0.39 0.43 1.37 1.23 1.99 0.99 0.86 0.26 0.79 0.49 1.21 2.36 -0.10

PRELP 5833 14.94 44.91 7.48 4.77 0.75 20.69 51.07 29.87 64.80 19.79 15.59 3.96 41.38 -1.47 0.12 -2.47 -3.12 -5.79 0.41

PREP 2943 6.98 8.57 16.24 10.95 28.93 13.75 6.65 7.05 11.99 12.16 14.24 3.83 9.46 -0.44 -0.14 0.78 0.21 1.61 -0.05

PREPL 6903 3.76 7.04 6.20 5.56 1.73 11.31 6.84 6.31 8.48 9.10 5.93 2.57 7.68 -1.03 -0.13 -0.31 -0.47 -2.15 0.93

PREX1 6633 2.59 6.20 7.32 3.47 7.63 4.96 2.30 2.61 4.99 3.40 5.36 2.42 3.32 -0.36 0.90 1.14 0.06 1.20 -0.11

PREX2 5132 1.71 1.05 0.63 0.75 0.01 2.72 1.91 2.86 1.97 2.56 1.14 0.20 2.32 -0.44 -1.14 -1.88 -1.63 -7.95 1.25

PRF1 2555 1.88 4.00 11.75 2.65 26.02 5.03 3.31 1.76 2.05 2.89 8.55 3.10 2.50 -0.41 0.68 2.23 0.08 3.38 -0.77

PRG1 493 0.00 0.26 0.00 0.42 0.00 0.00 0.43 0.17 0.00 0.00 0.11 -3.15 0.15 #NUM! 0.77 #NUM! 1.46 #NUM! #NUM!

PRG2 874 0.72 0.00 0.00 0.00 0.00 1.94 0.00 0.00 0.00 1.36 0.44 -1.18 0.34 1.08 #NUM! #NUM! #NUM! #NUM! 2.13

PRG3 886 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRG4 5059 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRH1 673 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRH1-PRR4 1603 1.50 0.00 0.00 0.00 0.00 0.00 0.00 0.72 0.00 0.00 0.25 -2.00 0.18 3.06 #NUM! #NUM! #NUM! #NUM! #NUM!

PRH2 4323 0.00 0.07 0.02 0.00 0.01 0.07 0.03 0.03 0.01 0.03 0.03 -5.18 0.03 #NUM! 1.32 -0.45 #NUM! -1.77 1.40

PRIC285 10002 1.03 9.83 8.89 16.65 11.01 4.19 1.83 2.41 2.26 3.30 8.60 3.10 2.45 -1.25 2.00 1.86 2.76 2.17 -1.04

PRICKLE1 4321 1.83 3.22 0.71 1.74 0.17 2.22 1.90 1.53 6.25 3.44 1.65 0.72 3.28 -0.85 -0.03 -2.21 -0.92 -4.31 0.43

PRICKLE2 8322 1.38 4.59 1.30 1.79 0.18 2.15 4.84 4.29 14.32 4.06 1.90 0.93 6.88 -2.32 -0.58 -2.40 -1.94 -5.24 0.18

PRICKLE3 1990 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.00 0.00 0.00 0.00 #NUM! 1.75 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRICKLE4 1646 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 4.35 0.00 #NUM! 1.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRIM1 1471 8.04 0.00 7.57 8.25 12.08 7.31 3.13 2.63 1.27 2.79 7.21 2.85 2.45 1.71 #NUM! 1.63 1.75 2.30 0.02

PRIM2 2353 3.68 3.06 4.82 6.53 9.66 6.17 1.72 2.87 0.00 3.04 5.65 2.50 1.91 0.95 0.68 1.34 1.77 2.34 0.13

PRIMA1 3668 1.49 1.87 5.10 4.20 1.38 3.87 4.55 4.48 9.60 2.24 2.98 1.58 5.22 -1.81 -1.48 -0.03 -0.31 -1.92 0.37

PRINS 2199 0.25 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PRKAA1 5130 3.10 10.48 15.24 7.52 3.14 12.89 6.30 8.03 10.97 11.08 8.73 3.13 9.10 -1.55 0.20 0.74 -0.27 -1.54 0.56

PRKAA2 9369 0.11 0.45 0.40 0.01 0.36 0.79 0.50 0.35 0.21 0.45 0.35 -1.50 0.37 -1.80 0.26 0.11 -4.79 -0.06 1.16

PRKAB1 2412 6.84 10.36 10.51 8.10 11.68 6.76 5.68 4.47 10.44 5.43 9.04 3.18 6.50 0.07 0.67 0.69 0.32 0.84 -0.42

PRKAB2 5431 2.78 6.54 2.97 4.28 2.95 6.20 3.53 3.08 7.80 5.69 4.29 2.10 5.02 -0.85 0.38 -0.76 -0.23 -0.77 0.53

PRKACA 2689 11.60 38.50 37.86 28.20 30.93 20.52 33.39 25.41 49.98 22.77 27.94 4.80 32.89 -1.50 0.23 0.20 -0.22 -0.09 -0.44

PRKACB 4529 3.47 6.61 7.06 3.34 1.88 13.83 4.46 3.68 11.06 7.59 6.03 2.59 6.70 -0.95 -0.02 0.08 -1.00 -1.83 1.20

PRKACG 1614 0.00 0.04 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -7.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PRKAG1 1854 25.70 16.62 21.14 17.22 21.63 22.86 14.10 18.70 31.21 22.96 20.86 4.38 21.74 0.24 -0.39 -0.04 -0.34 -0.01 0.13

PRKAG2 3423 4.73 5.45 6.23 5.16 5.13 10.83 5.93 6.32 15.01 10.50 6.25 2.64 9.44 -1.00 -0.79 -0.60 -0.87 -0.88 0.79

PRKAG3 2299 0.01 0.04 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.01 -6.71 0.01 0.93 2.52 #NUM! #NUM! #NUM! 0.11

PRKAR1A 3657 16.08 42.83 31.49 31.14 39.78 103.30 31.55 33.27 86.24 97.68 44.10 5.46 62.18 -1.95 -0.54 -0.98 -1.00 -0.64 1.23

PRKAR1B 2554 2.65 5.18 3.44 9.53 18.14 6.09 5.52 4.89 19.60 7.34 7.50 2.91 9.34 -1.82 -0.85 -1.44 0.03 0.96 -0.30

PRKAR2A 2381 3.81 8.62 12.25 7.00 3.11 4.52 9.93 7.45 8.61 8.92 6.55 2.71 8.73 -1.19 -0.02 0.49 -0.32 -1.49 -0.53

PRKAR2B 3678 1.45 5.76 1.39 0.70 0.33 11.44 2.09 1.30 7.62 9.48 3.51 1.81 5.12 -1.82 0.17 -1.88 -2.87 -3.97 1.70

PRKCA 8787 0.78 5.85 1.58 1.60 1.91 1.61 2.94 1.39 6.71 1.76 2.22 1.15 3.20 -2.04 0.87 -1.01 -1.00 -0.74 -0.47

PRKCB 8014 1.21 2.81 4.80 1.50 0.62 2.45 1.62 1.16 7.75 0.97 2.23 1.16 2.87 -1.24 -0.04 0.74 -0.94 -2.21 0.13

PRKCD 2850 6.65 24.40 27.49 16.22 19.00 8.83 16.47 13.99 10.59 13.20 17.10 4.10 13.56 -1.03 0.85 1.02 0.26 0.49 -0.95

PRKCDBP 1039 42.93 63.81 22.97 21.43 47.61 39.14 61.96 29.45 188.46 33.48 39.65 5.31 78.34 -0.87 -0.30 -1.77 -1.87 -0.72 -0.02

PRKCE 5537 0.73 1.46 8.86 3.28 1.39 3.48 2.09 2.88 2.13 2.83 3.20 1.68 2.48 -1.78 -0.76 1.83 0.40 -0.84 0.12

PRKCG 3143 0.00 0.19 4.72 0.04 0.07 0.04 5.05 0.00 0.00 0.01 0.84 -0.25 1.27 #NUM! -2.77 1.90 -4.90 -4.16 -4.51

PRKCH 3522 6.62 12.17 17.35 11.49 13.43 17.96 11.57 18.02 10.14 13.82 13.17 3.72 13.39 -1.02 -0.14 0.37 -0.22 0.00 0.45

PRKCI 4884 5.96 9.64 10.59 10.37 7.65 8.06 5.18 6.53 4.11 7.14 8.71 3.12 5.74 0.05 0.75 0.88 0.85 0.41 -0.11

PRKCQ 3286 0.52 1.94 3.11 1.49 1.32 1.79 0.67 0.77 0.22 0.72 1.69 0.76 0.59 -0.19 1.70 2.39 1.33 1.15 0.08

PRKCSH 2262 32.35 77.37 78.21 129.64 194.37 65.61 61.81 68.83 101.47 56.68 96.26 6.59 72.20 -1.16 0.10 0.12 0.84 1.43 -0.55

PRKCZ 2359 2.74 5.02 11.31 6.81 3.10 4.42 6.84 4.01 0.00 3.73 5.57 2.48 3.65 -0.41 0.46 1.63 0.90 -0.23 -0.33

PRKD1 3679 0.56 2.12 0.41 1.52 0.07 5.65 1.55 0.76 4.45 4.04 1.72 0.78 2.70 -2.27 -0.35 -2.70 -0.83 -5.21 1.71

PRKD2 3617 8.13 17.34 31.37 42.76 11.27 12.61 14.54 15.39 17.95 13.80 20.58 4.36 15.42 -0.92 0.17 1.02 1.47 -0.45 -0.71

PRKD3 5907 4.70 7.57 10.33 5.15 1.81 7.77 5.30 5.82 5.05 8.67 6.22 2.64 6.21 -0.40 0.29 0.73 -0.27 -1.78 0.32

PRKDC 13509 11.19 8.31 30.81 10.87 7.62 6.66 9.73 7.49 4.97 5.38 12.58 3.65 6.89 0.70 0.27 2.16 0.66 0.14 -0.92

PRKG1 3824 1.40 2.39 0.56 0.46 0.55 2.96 2.05 0.00 2.59 2.73 1.39 0.47 1.84 -0.40 0.38 -1.73 -1.99 -1.75 1.09

PRKG2 3328 0.24 0.57 0.40 0.09 0.06 0.75 0.27 0.34 0.08 0.54 0.35 -1.51 0.31 -0.38 0.90 0.37 -1.79 -2.38 1.09

PRKRA 1906 21.22 21.76 25.65 37.12 17.34 37.28 20.07 17.93 22.10 26.02 26.73 4.74 21.53 -0.02 0.02 0.25 0.79 -0.31 0.48

PRKRIP1 2181 5.02 8.15 6.57 7.42 8.29 8.57 3.96 3.44 9.30 5.29 7.34 2.88 5.50 -0.13 0.57 0.26 0.43 0.59 0.22

PRKRIR 3202 10.26 6.82 10.74 4.26 9.58 12.91 7.24 7.14 14.11 14.68 9.09 3.18 10.79 -0.07 -0.66 -0.01 -1.34 -0.17 0.51

PRKX 6084 3.78 5.06 7.37 3.55 9.09 5.76 8.58 9.74 1.54 6.11 5.77 2.53 6.49 -0.78 -0.36 0.18 -0.87 0.49 0.00

PRKY 7240 0.00 0.00 0.01 0.00 0.01 0.01 0.02 0.02 0.00 0.01 0.00 -7.71 0.01 -2.59 #NUM! -0.74 -1.68 -1.30 0.67

PRL 1359 0.00 0.04 0.00 0.04 0.00 0.00 0.00 0.01 0.00 0.00 0.01 -6.21 0.00 #NUM! 5.14 #NUM! 4.89 #NUM! #NUM!

PRLHR 1980 0.00 0.01 0.00 0.00 0.00 0.08 5.69 0.00 23.61 0.26 0.02 -5.93 7.39 #NUM! -9.06 #NUM! #NUM! #NUM! 2.37

PRLR 11823 2.00 3.03 0.15 0.31 0.03 3.00 3.40 2.57 1.94 3.77 1.42 0.51 2.92 -0.55 0.05 -4.27 -3.24 -6.74 1.08

PRM2 683 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRM3 312 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRMT1 1592 71.02 67.40 139.69 64.37 93.82 66.22 52.00 50.90 95.83 74.45 83.75 6.39 68.30 0.06 -0.02 1.03 -0.09 0.46 -0.34

PRMT10 2842 2.84 2.25 2.04 1.95 1.37 5.70 1.86 3.40 3.38 4.49 2.69 1.43 3.28 -0.21 -0.55 -0.69 -0.75 -1.26 1.08

PRMT2 2249 21.22 24.64 20.37 29.84 32.02 44.19 23.51 19.12 59.35 38.54 28.71 4.84 35.13 -0.73 -0.51 -0.79 -0.24 -0.13 0.62

PRMT3 2743 3.04 3.31 4.35 3.38 7.57 4.81 3.11 2.74 3.67 4.92 4.41 2.14 3.61 -0.24 -0.12 0.27 -0.09 1.07 0.12

PRMT5 2470 16.59 19.40 31.19 24.33 69.82 15.28 16.65 17.99 20.83 18.07 29.44 4.88 18.39 -0.15 0.08 0.76 0.40 1.93 -0.95

PRMT6 2665 3.38 3.56 5.26 1.26 6.08 6.61 2.47 1.53 3.79 3.23 4.36 2.12 2.75 0.30 0.37 0.93 -1.12 1.14 0.60

PRMT7 2478 5.14 16.48 2.78 9.16 12.92 5.82 4.91 6.47 8.43 4.80 8.72 3.12 6.15 -0.26 1.42 -1.15 0.57 1.07 -0.58

PRMT8 2356 0.00 0.01 0.03 0.00 0.01 0.01 0.00 0.00 0.00 0.00 0.01 -6.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.03

PRND 4047 0.07 0.38 0.21 0.05 0.00 0.48 0.12 0.11 0.17 0.85 0.20 -2.34 0.31 -2.25 0.31 -0.59 -2.66 #NUM! 1.28

PRNP 2755 40.61 55.14 52.91 128.68 51.69 120.73 63.74 93.32 132.77 150.99 74.96 6.23 110.20 -1.44 -1.00 -1.06 0.22 -1.09 0.69

PRNT 2353 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRO0611 570 0.00 0.20 0.00 0.00 0.00 0.00 0.69 0.00 0.00 0.11 0.03 -4.88 0.20 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM!

PRO1768 1262 0.00 0.07 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.92 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PROC 1790 0.61 0.06 0.96 0.64 0.72 0.70 5.36 0.06 0.07 0.05 0.61 -0.70 1.39 -1.19 -4.47 -0.53 -1.11 -0.95 0.19

PROCA1 1263 0.83 0.64 1.11 1.08 0.73 0.92 0.52 0.45 1.23 0.70 0.88 -0.18 0.73 0.18 -0.19 0.61 0.57 0.00 0.06

PROCR 1483 10.47 11.40 19.85 11.05 38.06 26.80 9.88 6.99 38.18 22.64 19.61 4.29 19.42 -0.89 -0.77 0.03 -0.81 0.97 0.45

PRODH 2423 6.13 37.07 33.54 11.89 3.45 2.93 3.00 3.06 0.71 1.91 15.83 3.98 2.17 1.50 4.09 3.95 2.45 0.67 -2.43

PROK1 1372 12.61 13.88 0.12 0.84 0.06 2.51 31.68 24.77 0.24 6.08 5.00 2.32 15.69 -0.32 -0.18 -6.99 -4.22 -8.06 -0.99

PROK2 1613 0.52 0.15 0.59 2.78 10.23 1.99 0.81 0.37 3.37 0.54 2.71 1.44 1.27 -1.28 -3.12 -1.10 1.13 3.01 -0.45

PROKR1 1182 0.00 0.08 0.00 0.03 0.00 0.02 0.00 0.00 0.00 0.00 0.02 -5.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.02

PROKR2 1155 0.00 0.00 0.00 0.00 0.00 0.00 0.11 0.00 1.52 0.02 0.00 #NUM! 0.41 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PROL1 1060 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PROM1 4257 0.01 5.78 0.02 0.23 0.02 0.81 0.01 0.01 0.05 0.67 1.15 0.20 0.19 -3.80 4.95 -2.99 0.30 -3.31 -0.50

PROM2 4739 13.74 12.95 9.82 44.07 42.41 8.97 13.70 18.79 0.17 7.95 21.99 4.46 10.15 0.44 0.35 -0.05 2.12 2.06 -1.29

PROP1 1464 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRORSD1P 2154 0.29 0.73 0.56 0.30 0.24 0.00 0.19 0.24 0.00 0.41 0.35 -1.50 0.21 0.47 1.81 1.42 0.52 0.17 #NUM!

PROS1 3595 4.95 7.14 8.46 3.45 2.46 23.48 8.17 5.77 16.21 25.46 8.32 3.06 13.90 -1.49 -0.96 -0.72 -2.01 -2.50 1.50

ProSAPiP1 5247 0.68 2.91 2.68 0.95 2.86 1.19 2.27 2.56 3.23 3.69 1.88 0.91 2.94 -2.12 -0.02 -0.13 -1.63 -0.04 -0.66

PROSC 2586 21.58 13.30 18.72 10.23 9.01 16.18 12.71 11.21 13.40 12.30 14.84 3.89 12.40 0.80 0.10 0.59 -0.28 -0.46 0.13

PROX1 3088 0.08 0.61 0.62 0.12 0.00 1.00 0.50 0.12 0.36 0.38 0.40 -1.31 0.34 -2.14 0.85 0.87 -1.52 #NUM! 1.30

PROX2 1779 0.18 1.42 0.00 1.01 0.00 0.00 0.00 0.00 0.00 0.00 0.44 -1.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PROZ 1485 0.04 0.15 0.00 0.00 0.00 0.07 0.06 0.00 0.03 0.00 0.04 -4.54 0.02 0.70 2.71 #NUM! #NUM! #NUM! 0.63

PRPF18 1711 7.75 7.48 9.58 12.90 6.62 14.59 8.22 13.51 6.05 10.53 9.82 3.30 9.58 -0.31 -0.36 0.00 0.43 -0.53 0.57

PRPF19 2342 25.36 34.97 44.29 54.57 83.07 42.82 25.09 23.66 37.50 30.91 47.51 5.57 29.29 -0.21 0.26 0.60 0.90 1.50 -0.15

PRPF3 2480 10.75 16.88 20.72 15.54 9.60 17.69 11.68 11.29 9.56 10.44 15.20 3.93 10.74 0.00 0.65 0.95 0.53 -0.16 0.22

PRPF31 2201 13.28 17.72 24.92 27.60 64.44 19.26 13.25 11.15 22.00 13.55 27.87 4.80 14.99 -0.17 0.24 0.73 0.88 2.10 -0.53

PRPF38A 2780 11.30 9.31 17.33 14.07 13.91 18.65 11.50 17.88 10.31 13.51 14.09 3.82 13.30 -0.23 -0.51 0.38 0.08 0.07 0.40

PRPF38B 3761 11.98 33.33 25.90 43.42 7.38 18.23 16.54 14.75 8.96 11.19 23.38 4.55 12.86 -0.10 1.37 1.01 1.76 -0.80 -0.36

PRPF39 2894 4.62 7.39 8.57 9.90 0.00 8.73 5.69 5.40 3.55 10.20 6.54 2.71 6.21 -0.43 0.25 0.46 0.67 #NUM! 0.42

PRPF4 2756 7.76 8.00 13.05 10.58 19.97 9.31 5.71 7.38 8.09 8.06 11.45 3.52 7.31 0.09 0.13 0.84 0.53 1.45 -0.30

PRPF40A 7528 8.48 14.40 15.52 9.41 9.86 19.32 9.61 11.63 4.26 8.15 12.83 3.68 8.41 0.01 0.78 0.88 0.16 0.23 0.59

PRPF40B 3698 1.21 3.13 6.43 5.24 2.46 2.25 2.12 2.27 3.26 2.77 3.45 1.79 2.61 -1.11 0.26 1.30 1.01 -0.08 -0.62

PRPF4B 7482 6.03 9.70 11.49 13.19 3.49 9.80 8.42 10.94 5.84 7.62 8.95 3.16 8.21 -0.45 0.24 0.49 0.69 -1.23 0.13

PRPF6 3120 11.12 23.37 24.49 23.57 23.47 28.35 18.23 15.47 32.30 20.30 22.39 4.49 21.57 -0.96 0.12 0.18 0.13 0.12 0.34

PRPF8 7311 16.18 45.42 58.87 40.51 59.63 43.91 36.45 38.07 31.10 19.60 44.09 5.46 31.31 -0.95 0.54 0.91 0.37 0.93 -0.01

PRPH 1833 0.61 0.24 0.14 0.11 0.24 1.51 2.10 0.66 9.13 1.58 0.48 -1.07 3.37 -2.46 -3.83 -4.58 -4.99 -3.80 1.67

PRPH2 3027 0.23 0.48 0.36 0.09 0.03 0.35 0.24 0.23 0.34 0.49 0.26 -1.97 0.32 -0.52 0.55 0.14 -1.89 -3.31 0.46

PRPS1 2156 7.01 10.08 9.39 13.21 20.95 23.10 5.06 6.54 19.79 19.69 13.96 3.80 12.77 -0.87 -0.34 -0.44 0.05 0.71 0.73

PRPS2 2558 11.82 21.74 19.06 17.10 28.15 25.53 8.77 14.48 10.15 18.01 20.57 4.36 12.85 -0.12 0.76 0.57 0.41 1.13 0.31

PRPSAP1 2359 10.18 11.73 15.06 12.32 15.55 13.57 10.90 13.16 11.70 13.93 13.07 3.71 12.42 -0.29 -0.08 0.28 -0.01 0.32 0.05

PRPSAP2 1890 4.98 6.35 14.11 12.22 17.38 12.83 7.58 6.83 9.81 12.02 11.31 3.50 9.06 -0.86 -0.51 0.64 0.43 0.94 0.18

PRR11 6487 4.59 3.38 7.21 2.36 2.83 2.28 1.61 1.58 0.34 0.60 3.78 1.92 1.03 2.15 1.71 2.81 1.20 1.45 -0.73

PRR12 6960 1.11 9.84 7.88 10.78 5.49 1.39 5.07 3.83 7.56 1.41 6.08 2.60 4.47 -2.01 1.14 0.82 1.27 0.30 -2.13

PRR13 1262 68.16 105.50 78.32 77.79 131.11 93.42 115.91 0.00 139.93 65.15 92.38 6.53 80.25 -0.24 0.39 -0.04 -0.04 0.71 0.02

PRR14 2154 10.84 21.21 13.62 21.44 20.08 11.75 17.17 12.07 18.94 10.63 16.49 4.04 14.70 -0.44 0.53 -0.11 0.54 0.45 -0.49

PRR14L 10844 1.24 2.81 4.43 6.43 0.60 2.47 2.84 3.05 0.99 1.38 3.00 1.58 2.07 -0.73 0.44 1.10 1.64 -1.79 -0.28

PRR15 1717 0.85 13.39 2.68 0.44 0.76 0.80 0.09 0.02 0.19 0.60 3.15 1.66 0.22 1.92 5.90 3.58 0.97 1.76 -1.97

PRR15L 1401 0.73 38.00 1.88 0.08 0.14 3.23 0.41 0.23 0.02 1.22 7.34 2.88 0.47 0.62 6.33 1.99 -2.59 -1.80 -1.18

PRR16 1798 3.78 7.60 3.38 2.31 0.87 6.40 4.23 2.32 8.01 5.53 4.06 2.02 5.02 -0.41 0.60 -0.57 -1.12 -2.52 0.66

PRR18 2704 0.00 0.00 0.01 0.01 1.04 0.01 0.00 0.02 0.00 0.01 0.18 -2.48 0.01 #NUM! #NUM! 0.72 0.82 7.22 -4.38

PRR19 1532 0.00 0.00 0.00 0.00 3.33 1.93 0.00 0.00 0.75 1.01 0.88 -0.19 0.44 #NUM! #NUM! #NUM! #NUM! 2.92 1.14



PRR22 1407 0.00 0.00 0.00 1.65 0.00 0.00 0.00 0.00 0.26 0.00 0.28 -1.86 0.06 #NUM! #NUM! #NUM! 4.68 #NUM! #NUM!

PRR23A 2307 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -9.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

PRR23C 2791 0.00 0.01 0.00 0.00 0.00 0.01 0.03 0.00 0.00 0.00 0.00 -8.39 0.01 #NUM! 0.35 #NUM! #NUM! #NUM! 1.49

PRR24 849 13.32 28.51 19.01 48.11 14.86 22.14 26.16 18.44 31.23 19.59 24.33 4.60 23.86 -0.84 0.26 -0.33 1.01 -0.68 -0.14

PRR25 1209 0.00 0.00 0.00 0.18 0.00 0.00 0.10 0.00 0.00 0.00 0.03 -5.03 0.03 #NUM! #NUM! #NUM! 2.85 #NUM! #NUM!

PRR3 3404 3.27 5.50 4.49 5.41 0.00 0.00 1.96 1.55 0.00 0.00 3.11 1.64 0.88 1.90 2.65 2.36 2.63 #NUM! #NUM!

PRR4 353 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRR5 2574 4.43 4.98 2.94 4.22 6.54 3.01 3.60 4.66 2.99 6.17 4.35 2.12 4.35 0.02 0.19 -0.57 -0.05 0.59 -0.53

PRR5-ARHGAP8 1857 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRR5L 3979 2.10 5.13 1.21 1.68 8.88 3.47 0.79 1.87 5.98 1.55 3.74 1.90 2.55 -0.28 1.01 -1.08 -0.60 1.80 -0.11

PRR7 1543 1.35 0.00 2.32 5.07 9.04 1.67 7.72 0.00 1.09 4.23 3.24 1.70 3.26 -1.27 #NUM! -0.49 0.64 1.47 -0.96

PRR9 1234 0.05 0.07 0.06 0.00 0.00 0.08 0.03 0.10 0.00 0.02 0.04 -4.53 0.04 0.43 1.03 0.66 #NUM! #NUM! 0.95

PRRC1 4700 5.14 10.10 5.84 6.66 6.91 10.05 6.29 7.39 7.96 8.40 7.45 2.90 7.51 -0.55 0.43 -0.36 -0.17 -0.12 0.43

PRRC2A 6958 9.73 36.16 53.74 45.93 28.30 13.81 30.97 27.27 28.66 18.80 31.28 4.97 26.43 -1.44 0.45 1.02 0.80 0.10 -1.18

PRRC2B 11062 1.58 14.80 27.82 15.84 11.05 9.82 15.09 13.30 18.27 8.76 13.49 3.75 13.86 -3.13 0.10 1.01 0.19 -0.33 -0.46

PRRC2C 10394 18.39 46.02 56.06 53.92 5.38 17.63 33.69 37.05 4.48 12.70 32.90 5.04 21.98 -0.26 1.07 1.35 1.29 -2.03 -0.90

PRRG1 4618 1.29 2.61 0.48 1.49 1.74 2.87 1.77 2.70 2.89 3.15 1.75 0.80 2.63 -1.02 -0.01 -2.47 -0.82 -0.60 0.72

PRRG2 1411 4.50 3.48 16.52 0.00 5.67 2.44 4.17 2.61 0.53 2.86 5.43 2.44 2.54 0.82 0.45 2.70 #NUM! 1.16 -1.15

PRRG3 1644 0.31 0.62 0.34 0.14 0.00 1.66 1.55 0.75 1.72 1.80 0.51 -0.97 1.46 -2.22 -1.24 -2.10 -3.38 #NUM! 1.70

PRRG4 2015 6.18 6.89 23.54 12.08 5.37 8.08 13.79 17.15 0.35 10.11 10.36 3.37 10.35 -0.74 -0.59 1.19 0.22 -0.95 -0.36

PRRT1 1931 0.99 0.00 0.00 1.20 0.00 1.67 2.79 2.41 6.98 3.26 0.64 -0.64 3.86 -1.97 #NUM! #NUM! -1.68 #NUM! 1.38

PRRT2 2606 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PRRT3 3761 0.00 0.57 0.81 0.56 0.54 0.00 0.51 0.00 1.00 0.00 0.41 -1.28 0.38 #NUM! 0.59 1.10 0.56 0.51 #NUM!

PRRT4 3562 0.96 0.29 0.11 4.70 1.53 0.25 0.78 2.09 0.56 0.93 1.31 0.39 1.09 -0.18 -1.90 -3.38 2.10 0.49 -2.41

PRRX1 4071 19.54 81.32 17.17 13.31 1.71 61.69 37.74 29.70 50.69 52.81 32.45 5.02 42.73 -1.13 0.93 -1.32 -1.68 -4.64 0.93

PRRX2 1327 25.76 17.42 6.15 6.19 9.64 19.34 15.14 14.93 19.87 44.51 14.08 3.82 23.61 0.13 -0.44 -1.94 -1.93 -1.29 0.46

PRSS1 831 0.00 0.00 0.05 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -6.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.35

PRSS12 4573 14.08 12.97 2.38 11.43 1.22 11.28 11.35 8.87 1.22 21.80 8.89 3.15 10.81 0.38 0.26 -2.18 0.08 -3.14 0.34

PRSS16 2881 3.44 5.62 4.83 4.72 9.97 4.16 2.02 1.78 0.03 1.64 5.46 2.45 1.37 1.33 2.04 1.82 1.79 2.86 -0.39

PRSS2 802 0.00 0.00 0.00 0.00 0.00 0.20 0.00 0.00 0.00 0.00 0.03 -4.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

PRSS21 1165 11.39 0.56 0.52 4.59 0.10 12.81 0.66 1.50 0.13 0.88 5.00 2.32 0.79 3.84 -0.51 -0.62 2.53 -3.00 1.36

PRSS22 1391 11.30 21.71 18.12 9.25 54.48 9.70 19.08 44.96 0.07 33.20 20.76 4.38 24.33 -1.11 -0.16 -0.43 -1.40 1.16 -1.10

PRSS23 3806 31.38 41.95 26.95 15.71 117.90 56.16 84.16 153.69 292.24 76.98 48.34 5.60 151.77 -2.27 -1.86 -2.49 -3.27 -0.36 0.22

PRSS27 1462 54.91 36.73 8.26 6.53 2.74 7.28 118.07 93.94 1.26 39.82 19.41 4.28 63.27 -0.20 -0.78 -2.94 -3.28 -4.53 -1.42

PRSS3 1160 32.45 68.64 2.36 3.64 0.00 2.16 51.40 60.54 0.04 35.37 18.21 4.19 36.84 -0.18 0.90 -3.96 -3.34 #NUM! -3.07

PRSS30P 2963 0.04 0.16 0.04 0.08 0.03 0.10 0.08 0.05 0.16 0.04 0.08 -3.70 0.09 -0.95 0.90 -1.05 -0.14 -1.37 0.41

PRSS33 1694 0.05 0.07 0.40 0.00 0.09 0.13 0.05 0.00 0.12 0.05 0.12 -3.03 0.06 -0.17 0.26 2.84 #NUM! 0.73 0.08

PRSS35 2632 0.09 0.16 0.43 0.04 0.02 0.59 0.19 0.14 0.59 0.35 0.22 -2.18 0.32 -1.88 -1.01 0.43 -2.97 -3.98 1.43

PRSS36 2853 1.89 3.08 2.09 1.43 2.97 1.38 0.64 2.03 0.48 0.74 2.14 1.10 0.97 0.96 1.66 1.10 0.56 1.61 -0.63

PRSS41 957 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRSS42 882 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.16 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PRSS45 962 0.00 0.00 0.00 0.00 0.00 0.17 0.21 0.00 0.06 0.00 0.03 -5.13 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

PRSS46 984 0.00 0.06 0.00 0.08 0.03 0.00 0.00 0.00 0.00 0.03 0.03 -5.13 0.01 #NUM! 3.32 #NUM! 3.63 2.20 #NUM!

PRSS48 987 0.62 0.83 0.00 1.09 0.00 0.00 2.11 0.00 0.00 0.00 0.42 -1.24 0.53 0.23 0.65 #NUM! 1.05 #NUM! #NUM!

PRSS50 1363 0.13 0.15 0.00 0.46 0.10 0.17 0.43 0.28 0.13 0.35 0.17 -2.58 0.30 -1.21 -0.98 #NUM! 0.62 -1.58 0.01

PRSS53 2028 0.97 1.19 0.00 0.00 0.00 0.61 0.00 0.00 0.78 0.57 0.46 -1.12 0.34 1.53 1.82 #NUM! #NUM! #NUM! 0.39

PRSS54 1810 0.18 0.63 0.00 0.22 0.21 0.00 0.21 0.19 0.33 0.00 0.21 -2.27 0.18 0.00 1.79 #NUM! 0.23 0.22 #NUM!

PRSS55 1129 0.00 0.00 0.00 0.00 0.02 0.16 0.00 0.00 0.00 0.05 0.03 -5.03 0.01 #NUM! #NUM! #NUM! #NUM! 0.99 2.38

PRSS57 1073 0.00 0.00 0.03 0.02 0.00 0.03 0.09 0.01 0.13 0.00 0.01 -6.31 0.06 #NUM! #NUM! -0.77 -1.80 #NUM! 1.00

PRSS8 1940 25.79 65.94 20.57 82.33 130.22 14.24 22.86 20.16 0.10 17.81 56.51 5.82 15.23 0.76 2.11 0.43 2.43 3.10 -1.99

PRTFDC1 1926 9.72 6.75 4.59 5.83 6.10 9.63 2.52 2.47 6.01 7.83 7.10 2.83 4.71 1.05 0.52 -0.04 0.31 0.37 0.44

PRTG 11998 0.05 0.11 0.03 0.02 0.02 0.27 0.15 0.23 0.69 0.39 0.08 -3.60 0.36 -2.79 -1.78 -3.40 -4.52 -4.51 1.72

PRTN3 1001 0.00 0.03 0.00 0.00 1.03 0.00 0.00 0.03 0.11 0.02 0.18 -2.49 0.04 #NUM! -0.40 #NUM! #NUM! 4.66 #NUM!

PRUNE 2995 7.92 9.04 7.77 6.78 8.86 10.21 5.45 4.41 10.56 6.70 8.43 3.08 6.78 0.22 0.41 0.20 0.00 0.39 0.28

PRUNE2 12602 0.27 5.37 0.63 0.12 0.31 3.61 10.82 0.91 32.69 6.18 1.72 0.78 12.65 -5.54 -1.24 -4.32 -6.69 -5.37 1.07

PRX 5533 0.00 0.45 0.79 0.62 0.13 0.00 1.09 0.35 0.56 0.00 0.33 -1.59 0.50 #NUM! -0.15 0.66 0.31 -1.90 #NUM!

PSAP 2848 184.80 369.58 406.29 355.36 502.34 396.97 239.50 247.73 615.47 322.20 369.22 8.53 356.22 -0.95 0.05 0.19 0.00 0.50 0.10

PSAPL1 4700 0.02 0.02 0.00 0.00 0.24 0.02 0.00 0.00 0.00 0.00 0.05 -4.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.05

PSAT1 2221 8.47 2.69 25.39 3.77 16.18 4.02 3.75 3.81 1.41 4.76 10.09 3.33 3.43 1.30 -0.35 2.89 0.14 2.24 -1.33

PSCA 1191 59.84 60.20 12.31 1.43 11.24 5.98 72.08 11.16 0.09 9.71 25.17 4.65 23.26 1.36 1.37 -0.92 -4.03 -1.05 -2.07

PSD 4183 0.60 8.66 0.27 0.41 0.00 5.17 6.21 2.32 52.14 16.28 2.52 1.33 19.24 -5.00 -1.15 -6.17 -5.54 #NUM! 1.04

PSD2 4527 0.00 0.04 0.01 0.02 0.05 0.12 0.02 0.01 0.13 0.10 0.04 -4.65 0.06 #NUM! -0.70 -2.28 -1.59 -0.43 1.55

PSD3 11687 1.45 2.40 2.00 2.07 0.45 1.81 2.13 2.21 1.29 2.45 1.70 0.76 2.02 -0.47 0.25 -0.02 0.03 -2.17 0.10

PSD4 5039 6.77 9.78 16.83 12.30 19.21 5.49 7.59 6.38 1.28 6.04 11.73 3.55 5.32 0.35 0.88 1.66 1.21 1.85 -1.09

PSEN1 6107 8.11 12.41 11.78 9.20 7.84 9.80 7.47 7.43 7.10 8.68 9.85 3.30 7.67 0.08 0.69 0.62 0.26 0.03 -0.01

PSEN2 2302 1.91 4.24 0.82 2.01 11.48 7.01 3.07 1.74 9.43 5.06 4.58 2.20 4.82 -1.34 -0.19 -2.55 -1.26 1.25 0.61

PSENEN 678 143.67 123.85 49.98 147.50 509.64 69.83 56.38 59.84 63.95 59.44 174.08 7.44 59.90 1.26 1.05 -0.26 1.30 3.09 -1.32

PSG1 2071 0.00 0.04 0.00 0.03 0.00 0.02 0.00 0.00 0.00 0.00 0.02 -5.97 0.00 #NUM! 5.24 -0.02 4.47 #NUM! 0.60

PSG10P 1742 0.00 0.02 0.02 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -6.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PSG2 1612 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.12 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PSG3 1922 0.00 0.01 0.00 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.00 -7.98 0.00 #NUM! 1.09 -1.82 #NUM! 1.66 #NUM!

PSG4 2059 0.06 0.01 0.02 0.05 0.01 0.01 0.02 0.05 0.00 0.02 0.03 -5.15 0.02 1.56 -0.84 -0.11 1.24 -1.18 -1.02

PSG5 1669 0.02 0.05 0.00 0.06 0.37 0.01 0.00 0.02 0.00 0.00 0.08 -3.58 0.00 1.98 3.35 -1.60 3.63 6.33 -2.49

PSG6 1728 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 -7.65 0.00 #NUM! 2.53 -1.49 #NUM! #NUM! #NUM!

PSG7 2046 0.00 0.01 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.01 -7.38 0.00 #NUM! 2.36 -1.25 #NUM! 2.99 #NUM!

PSG8 2031 0.00 0.03 0.00 0.06 0.00 0.00 0.01 0.00 0.00 0.00 0.02 -5.94 0.00 #NUM! 4.66 0.37 5.62 #NUM! #NUM!

PSG9 1706 0.03 0.10 0.00 0.00 0.03 0.00 0.12 0.00 0.03 0.00 0.03 -5.21 0.04 -0.19 1.41 #NUM! #NUM! -0.29 #NUM!

PSIMCT-1 839 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PSIP1 3396 18.43 25.51 27.47 11.25 13.41 37.89 19.60 21.38 15.24 23.98 22.32 4.48 20.05 -0.12 0.35 0.45 -0.83 -0.58 0.76

psiTPTE22 1483 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PSKH1 3505 8.76 6.87 3.17 6.20 3.63 3.27 7.10 3.20 8.68 2.96 5.32 2.41 5.49 0.68 0.32 -0.79 0.18 -0.59 -0.70

PSKH2 1158 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PSMA1 1498 59.48 44.90 71.82 40.60 149.45 111.99 35.82 36.97 86.64 80.78 79.71 6.32 60.05 -0.01 -0.42 0.26 -0.56 1.32 0.49

PSMA2 1466 49.32 18.99 45.89 37.67 158.38 174.11 18.26 18.90 79.60 66.22 80.73 6.33 45.75 0.11 -1.27 0.00 -0.28 1.79 1.11

PSMA3 1014 41.54 31.55 45.92 37.62 172.27 110.84 23.85 18.84 67.99 64.09 73.29 6.20 43.69 -0.07 -0.47 0.07 -0.22 1.98 0.60

PSMA4 1235 115.27 52.77 99.90 75.76 219.48 127.76 41.46 39.49 85.02 89.79 115.16 6.85 63.94 0.85 -0.28 0.64 0.24 1.78 0.15

PSMA5 3838 14.27 20.58 20.39 19.99 128.81 99.56 19.32 12.75 56.75 48.27 50.60 5.66 34.27 -1.26 -0.74 -0.75 -0.78 1.91 0.98

PSMA6 1035 99.19 53.53 91.91 74.39 378.05 145.42 41.58 36.50 87.81 100.77 140.42 7.13 66.66 0.57 -0.32 0.46 0.16 2.50 0.05

PSMA7 984 106.50 106.17 97.74 120.11 298.09 202.44 54.69 45.18 157.09 125.42 155.17 7.28 95.60 0.16 0.15 0.03 0.33 1.64 0.38

PSMA8 1829 0.00 0.00 0.00 0.03 0.00 0.04 0.02 0.00 0.03 0.04 0.01 -6.36 0.02 #NUM! #NUM! #NUM! 0.31 -2.45 1.83

PSMB1 938 92.95 56.97 91.09 80.23 349.96 158.80 37.41 39.93 149.52 132.60 138.33 7.11 89.86 0.05 -0.66 0.02 -0.16 1.96 0.20

PSMB10 1019 24.88 59.40 39.37 34.96 159.13 75.73 10.95 10.30 49.20 26.86 65.58 6.04 24.33 0.03 1.29 0.69 0.52 2.71 0.21

PSMB2 4759 48.93 41.87 148.61 172.48 215.96 109.92 13.93 15.06 38.67 11.96 122.96 6.94 19.91 1.30 1.07 2.90 3.12 3.44 -0.16

PSMB3 784 170.16 85.31 153.31 136.75 455.72 149.26 73.91 53.78 136.97 91.08 191.75 7.58 88.94 0.94 -0.06 0.79 0.62 2.36 -0.36

PSMB4 925 190.52 150.81 149.56 164.49 442.11 251.55 78.90 82.95 191.15 134.66 224.84 7.81 121.91 0.64 0.31 0.29 0.43 1.86 0.16

PSMB5 1379 30.80 22.17 25.53 33.72 170.44 64.90 19.66 18.27 85.83 55.56 57.93 5.86 44.83 -0.54 -1.02 -0.81 -0.41 1.93 0.16

PSMB6 849 71.24 100.91 81.43 76.80 271.10 99.39 54.90 45.38 110.74 87.20 116.81 6.87 74.56 -0.07 0.44 0.13 0.04 1.86 -0.23

PSMB7 1012 54.99 37.91 49.33 81.22 262.28 90.53 26.21 23.23 88.38 93.62 96.05 6.59 57.86 -0.07 -0.61 -0.23 0.49 2.18 -0.09

PSMB8 1602 64.55 93.21 119.33 61.07 216.09 107.95 20.06 27.96 65.33 55.07 110.37 6.79 42.10 0.62 1.15 1.50 0.54 2.36 -0.03

PSMB9 1048 42.92 119.94 172.85 34.65 271.55 103.21 10.87 15.76 50.68 36.15 124.19 6.96 28.37 0.60 2.08 2.61 0.29 3.26 -0.27

PSMC1 1586 42.06 31.80 41.35 45.50 94.78 63.39 28.73 25.87 62.09 62.52 53.15 5.73 44.80 -0.09 -0.49 -0.12 0.02 1.08 0.25

PSMC2 2846 27.71 24.36 64.88 28.21 45.04 28.48 14.37 20.53 26.53 23.02 36.45 5.19 21.11 0.39 0.21 1.62 0.42 1.09 -0.36

PSMC3 1618 42.29 31.50 64.20 59.02 164.19 64.77 32.93 28.44 76.77 47.80 70.99 6.15 46.48 -0.14 -0.56 0.47 0.34 1.82 -0.13

PSMC3IP 1354 0.00 0.00 0.00 0.00 15.95 7.93 0.00 0.00 6.41 5.11 3.98 1.99 2.88 #NUM! #NUM! #NUM! #NUM! 2.47 0.99

PSMC4 1450 53.44 47.84 75.51 115.43 66.81 46.96 40.62 38.95 46.41 38.21 67.66 6.08 41.05 0.38 0.22 0.88 1.49 0.70 -0.53

PSMC5 1507 47.68 37.85 54.39 50.42 102.27 74.03 36.57 30.74 68.24 63.28 61.11 5.93 49.71 -0.06 -0.39 0.13 0.02 1.04 0.28

PSMC6 1599 17.02 11.75 20.03 16.24 38.04 45.28 13.33 14.26 29.67 44.10 24.73 4.63 25.34 -0.57 -1.11 -0.34 -0.64 0.59 0.87

PSMD1 3329 29.98 25.22 24.23 23.69 11.68 23.32 20.72 20.52 22.43 19.56 23.02 4.52 20.81 0.53 0.28 0.22 0.19 -0.83 0.02

PSMD10 1585 23.02 15.98 17.61 17.23 26.48 36.17 12.29 12.55 25.08 26.68 22.75 4.51 19.15 0.27 -0.26 -0.12 -0.15 0.47 0.67

PSMD11 1598 26.46 23.16 40.02 38.39 71.45 27.08 22.33 23.86 19.62 23.82 37.76 5.24 22.41 0.24 0.05 0.84 0.78 1.67 -0.48

PSMD12 1814 11.69 10.67 20.41 19.36 32.41 19.38 9.20 10.25 11.26 17.65 18.99 4.25 12.09 -0.05 -0.18 0.76 0.68 1.42 0.03

PSMD13 1763 24.68 19.62 26.99 18.10 93.66 50.47 23.25 14.94 58.34 40.55 38.92 5.28 34.27 -0.47 -0.80 -0.34 -0.92 1.45 0.37

PSMD14 1715 19.66 11.55 27.30 13.48 52.66 34.57 11.79 10.29 17.03 22.59 26.54 4.73 15.42 0.35 -0.42 0.82 -0.19 1.77 0.38

PSMD2 2990 38.88 32.24 52.39 78.46 175.26 42.76 28.26 24.25 50.55 34.08 70.00 6.13 34.29 0.18 -0.09 0.61 1.19 2.35 -0.71

PSMD3 2174 33.04 37.19 68.84 67.84 93.25 33.93 32.86 29.28 47.27 28.16 55.68 5.80 34.39 -0.06 0.11 1.00 0.98 1.44 -0.71

PSMD4 1332 46.62 51.52 51.83 66.01 120.14 103.10 35.06 36.07 76.52 62.43 73.20 6.19 52.52 -0.17 -0.03 -0.02 0.33 1.19 0.49

PSMD5 3411 9.88 10.87 12.68 9.75 7.60 11.11 8.98 7.62 7.73 10.66 10.32 3.37 8.75 0.18 0.31 0.54 0.16 -0.20 0.11

PSMD6 1308 19.23 24.35 30.88 41.76 31.93 36.16 23.91 23.46 34.21 45.59 30.72 4.94 31.79 -0.72 -0.38 -0.04 0.39 0.01 0.24

PSMD7 1686 52.03 41.00 38.67 71.99 68.16 54.75 38.60 34.82 51.38 51.10 54.43 5.77 43.98 0.24 -0.10 -0.19 0.71 0.63 0.01

PSMD8 1556 105.28 71.97 101.53 182.23 68.70 66.95 67.60 61.49 70.52 63.03 99.44 6.64 65.66 0.68 0.13 0.63 1.47 0.07 -0.57

PSMD9 2360 25.73 7.97 11.15 8.94 63.07 27.37 19.63 15.55 29.23 25.38 24.04 4.59 22.45 0.20 -1.49 -1.01 -1.33 1.49 0.19

PSME1 1187 120.17 143.89 216.34 122.08 468.73 267.84 81.69 75.19 188.66 167.35 223.18 7.80 128.22 -0.09 0.17 0.75 -0.07 1.87 0.26

PSME2 829 204.32 256.27 396.42 245.68 589.66 207.26 73.20 81.19 96.75 112.81 316.60 8.31 90.99 1.17 1.49 2.12 1.43 2.70 -0.61

PSME3 3228 19.89 29.55 46.68 41.29 38.43 17.29 25.37 22.66 19.62 17.19 32.19 5.01 21.21 -0.09 0.48 1.14 0.96 0.86 -0.90

PSME4 7101 6.92 8.27 19.20 7.32 4.79 7.08 7.36 8.71 6.63 9.62 8.93 3.16 8.08 -0.22 0.03 1.25 -0.14 -0.75 -0.34

PSMF1 3695 22.63 24.36 43.79 38.92 60.63 13.67 23.10 17.40 52.33 28.40 34.00 5.09 30.31 -0.42 -0.32 0.53 0.36 1.00 -1.31

PSMG1 1146 24.70 18.45 29.44 50.58 129.74 24.39 11.75 13.92 11.66 17.01 46.22 5.53 13.59 0.86 0.44 1.12 1.90 3.26 -0.92

PSMG2 1141 59.94 32.25 38.40 37.69 64.28 70.38 30.81 34.16 51.51 55.45 50.49 5.66 42.98 0.48 -0.41 -0.16 -0.19 0.58 0.48

PSMG3 1395 27.24 12.51 26.70 24.63 96.73 27.20 14.98 7.53 15.61 14.90 35.84 5.16 13.25 1.04 -0.08 1.01 0.89 2.87 -0.40

PSMG4 938 7.41 7.20 8.33 5.51 15.66 8.44 6.66 3.47 14.85 8.75 8.76 3.13 8.43 -0.19 -0.23 -0.02 -0.61 0.89 -0.05

PSORS1C1 913 4.75 2.74 0.00 7.89 19.16 0.00 4.40 1.04 0.87 0.58 5.76 2.53 1.72 1.46 0.67 #NUM! 2.20 3.48 #NUM!

PSORS1C2 1185 0.81 1.21 81.34 3.68 0.00 0.45 1.63 1.37 0.00 0.23 14.58 3.87 0.81 0.02 0.58 6.66 2.19 #NUM! -5.02

PSORS1C3 600 0.74 2.59 7.89 2.15 0.93 1.27 1.05 0.26 0.11 0.35 2.60 1.38 0.44 0.75 2.56 4.16 2.29 1.08 -1.03

PSPC1 2077 8.80 14.60 24.46 14.17 11.98 11.98 7.78 9.97 14.25 20.44 14.33 3.84 13.11 -0.57 0.16 0.90 0.11 -0.13 -0.26

PSPH 2142 3.19 4.52 13.82 5.91 13.46 7.92 3.61 4.54 5.62 12.62 8.14 3.02 6.60 -1.05 -0.55 1.07 -0.16 1.03 -0.04

PSPN 471 0.61 0.56 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.36 0.20 -2.35 0.09 2.78 2.66 #NUM! #NUM! #NUM! #NUM!

PSRC1 1759 5.67 3.15 5.16 3.54 9.60 5.67 1.58 0.94 8.57 2.22 5.46 2.45 3.33 0.77 -0.08 0.63 0.09 1.53 0.05

PSTK 1730 3.15 0.85 0.61 2.75 5.77 4.35 3.35 1.12 1.17 2.14 2.92 1.54 1.95 0.70 -1.19 -1.66 0.50 1.57 0.58

PSTPIP1 1870 1.92 5.04 4.98 12.28 2.98 6.35 1.42 1.27 2.16 1.81 5.59 2.48 1.67 0.21 1.60 1.58 2.88 0.84 0.18

PSTPIP2 3054 3.09 4.87 16.49 14.52 5.84 4.35 1.41 2.32 1.69 2.08 8.19 3.03 1.87 0.72 1.38 3.14 2.95 1.64 -0.91

PTAFR 4247 5.29 6.57 23.03 8.82 10.27 3.24 3.21 1.77 1.49 3.99 9.54 3.25 2.62 1.02 1.33 3.14 1.75 1.97 -1.56

PTAR1 10057 1.57 3.43 3.42 3.87 0.88 3.87 2.65 3.23 1.69 3.28 2.84 1.51 2.71 -0.79 0.34 0.33 0.51 -1.62 0.45

PTBP1 3340 37.39 70.01 114.18 106.47 93.48 46.59 54.45 62.49 48.14 44.50 78.02 6.29 52.40 -0.49 0.42 1.12 1.02 0.84 -0.74

PTBP2 3498 1.71 6.93 2.00 3.12 3.57 8.38 3.11 4.34 9.28 7.87 4.29 2.10 6.15 -1.84 0.17 -1.62 -0.98 -0.78 0.97

PTCD1 5505 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PTCD2 2103 1.59 1.44 1.04 1.82 2.10 0.00 1.07 0.93 1.60 1.61 1.33 0.41 1.30 0.29 0.15 -0.32 0.48 0.69 #NUM!

PTCD3 6752 6.93 7.64 11.07 12.32 2.69 4.78 5.61 3.47 2.70 4.97 7.57 2.92 4.19 0.73 0.87 1.40 1.56 -0.64 -0.66

PTCH1 8065 0.36 2.83 0.84 0.97 0.34 1.04 2.15 1.88 1.05 1.33 1.06 0.09 1.61 -2.17 0.82 -0.94 -0.73 -2.25 -0.03

PTCH2 4298 0.25 6.19 1.90 1.91 0.08 1.12 1.96 1.27 1.39 0.62 1.91 0.93 1.31 -2.41 2.24 0.54 0.55 -3.96 -0.77

PTCHD1 5305 0.01 0.09 0.03 0.01 0.00 0.20 0.68 0.01 1.18 0.38 0.06 -4.16 0.56 -5.27 -2.69 -4.31 -6.53 #NUM! 1.84

PTCHD2 5231 0.01 0.13 0.14 0.27 0.09 0.01 0.03 0.03 0.00 0.01 0.11 -3.20 0.02 -0.38 2.72 2.90 3.79 2.18 -3.07

PTCHD3 2528 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.18 0.06 0.05 0.00 -8.15 0.07 #NUM! -1.78 #NUM! #NUM! #NUM! #NUM!

PTCRA 1097 0.18 0.11 0.23 0.10 0.44 0.17 0.09 0.00 0.42 0.07 0.21 -2.29 0.14 0.33 -0.36 0.66 -0.59 1.60 -0.26

PTDSS1 2504 19.98 18.22 24.90 21.94 43.89 21.04 12.28 11.40 20.80 19.22 25.00 4.64 15.93 0.33 0.19 0.64 0.46 1.46 -0.25

PTDSS2 2473 4.11 4.60 4.29 2.76 7.63 5.34 5.06 3.47 11.00 5.33 4.79 2.26 6.21 -0.60 -0.43 -0.53 -1.17 0.30 0.16

PTEN 5572 14.27 19.43 5.59 15.43 5.53 21.41 16.16 19.33 16.39 13.95 13.61 3.77 16.46 -0.21 0.24 -1.56 -0.09 -1.57 0.65

PTENP1 3932 0.16 0.16 0.07 0.24 0.13 0.17 0.22 0.14 0.17 0.23 0.15 -2.69 0.19 -0.25 -0.27 -1.43 0.29 -0.58 0.13

PTER 3810 2.91 2.45 2.94 3.46 2.10 3.96 2.22 2.24 1.78 1.87 2.97 1.57 2.03 0.52 0.27 0.53 0.77 0.05 0.42

PTF1A 1339 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.02 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PTGDR 2966 0.10 0.56 0.06 0.07 0.09 0.34 0.19 0.42 0.57 0.20 0.20 -2.29 0.35 -1.81 0.70 -2.46 -2.36 -1.91 0.73

PTGDS 837 789.42 503.93 107.94 105.69 2.96 523.62 1466.75 1906.41 864.51 523.31 338.93 8.40 1190.24 -0.59 -1.24 -3.46 -3.49 -8.65 0.63

PTGER1 1458 0.68 0.43 1.14 0.23 1.56 0.70 0.15 0.18 0.00 0.36 0.79 -0.34 0.17 1.98 1.30 2.72 0.40 3.17 -0.16

PTGER2 2494 1.38 3.36 0.82 1.05 0.28 3.47 2.39 1.49 5.55 4.57 1.73 0.79 3.50 -1.34 -0.06 -2.09 -1.74 -3.63 1.01

PTGER3 7759 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.47 1.02 0.00 0.00 #NUM! 0.62 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PTGER4 3432 1.58 5.01 4.76 2.12 2.98 7.82 2.33 6.26 5.75 5.10 4.05 2.02 4.86 -1.62 0.05 -0.03 -1.20 -0.71 0.95

PTGES 1787 16.16 40.95 17.50 3.00 170.29 33.30 4.59 9.04 8.27 28.08 46.87 5.55 12.50 0.37 1.71 0.49 -2.06 3.77 -0.49

PTGES2 2120 14.29 15.39 10.73 12.27 33.64 14.14 12.54 8.95 18.43 13.35 16.74 4.07 13.32 0.10 0.21 -0.31 -0.12 1.34 -0.24

PTGES3 1932 68.44 63.96 180.82 99.82 226.32 169.84 61.43 62.52 110.88 164.45 134.87 7.08 99.82 -0.54 -0.64 0.86 0.00 1.18 0.33

PTGFR 5431 0.51 0.73 0.79 0.28 0.04 2.90 0.92 0.76 2.97 5.22 0.87 -0.19 2.47 -2.28 -1.75 -1.65 -3.16 -6.11 1.73

PTGFRN 6160 9.89 18.62 21.70 57.50 31.41 15.43 11.40 11.57 31.51 17.59 25.76 4.69 18.02 -0.87 0.05 0.27 1.67 0.80 -0.74

PTGIR 2103 1.43 0.00 2.22 1.34 1.18 2.08 1.76 0.86 0.00 3.25 1.37 0.46 1.47 -0.04 #NUM! 0.60 -0.13 -0.31 0.60

PTGIS 5603 1.48 7.96 2.74 0.30 0.16 3.45 6.53 6.84 13.85 5.45 2.68 1.42 8.17 -2.46 -0.04 -1.58 -4.75 -5.65 0.36

PTGR1 1409 32.52 28.90 10.38 23.29 32.41 33.20 57.41 34.46 26.93 51.52 26.78 4.74 42.58 -0.39 -0.56 -2.04 -0.87 -0.39 0.31

PTGR2 2610 1.64 0.00 0.00 0.00 0.00 3.39 1.88 2.06 0.00 0.00 0.84 -0.25 0.98 0.74 #NUM! #NUM! #NUM! #NUM! 2.01

PTGS1 5093 2.26 4.21 2.11 1.99 7.84 5.20 5.41 10.47 5.26 5.77 3.94 1.98 6.73 -1.57 -0.68 -1.67 -1.76 0.22 0.40

PTGS2 4507 0.69 5.68 7.18 9.40 12.32 62.43 2.67 9.77 16.79 22.69 16.28 4.03 12.98 -4.24 -1.19 -0.86 -0.47 -0.08 1.94

PTH 828 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

PTH1R 2144 3.14 6.98 0.34 0.69 0.05 3.44 5.99 3.65 10.59 7.50 2.44 1.29 6.93 -1.14 0.01 -4.36 -3.33 -7.08 0.49

PTH2R 2810 0.37 0.00 0.02 0.00 0.02 0.63 0.01 0.00 0.08 0.07 0.17 -2.51 0.04 3.22 #NUM! -0.80 #NUM! -1.13 1.86

PTHLH 1881 11.64 16.83 90.73 25.81 6.23 14.48 14.82 72.83 7.32 23.04 27.62 4.79 29.50 -1.34 -0.81 1.62 -0.19 -2.24 -0.93

PTK2 4600 22.01 20.31 23.17 76.41 49.04 24.71 14.36 16.04 31.94 23.09 35.94 5.17 21.36 0.04 -0.07 0.12 1.84 1.20 -0.54

PTK2B 4748 4.85 10.27 16.06 11.78 24.86 7.27 7.38 6.79 7.67 5.43 12.51 3.65 6.82 -0.49 0.59 1.24 0.79 1.87 -0.78

PTK6 2519 5.77 12.18 0.00 8.08 0.00 1.65 22.79 20.34 0.83 12.77 4.61 2.21 14.18 -1.30 -0.22 #NUM! -0.81 #NUM! -1.49

PTK7 4249 9.13 32.06 15.37 23.59 35.69 23.43 12.00 9.86 20.55 20.52 23.21 4.54 15.73 -0.79 1.03 -0.03 0.58 1.18 0.01

PTMA 1223 867.93 841.62 823.65 830.33 1313.18 1701.69 775.97 784.00 1032.36 1230.85 1063.07 10.05 955.79 -0.14 -0.18 -0.21 -0.20 0.46 0.68

PTMS 1150 169.52 155.62 222.15 301.04 376.42 202.62 277.87 140.91 453.28 226.97 237.89 7.89 274.76 -0.70 -0.82 -0.31 0.13 0.45 -0.23

PTN 1558 16.32 18.60 20.84 0.48 1.01 70.19 25.57 23.19 79.49 94.33 21.24 4.41 55.65 -1.77 -1.58 -1.42 -6.85 -5.79 1.72

PTOV1 1884 0.00 18.39 13.73 18.29 15.34 8.63 34.26 11.21 0.00 37.32 12.40 3.63 20.70 #NUM! -0.17 -0.59 -0.18 -0.43 -0.52

PTP4A1 5099 8.53 30.98 28.86 29.00 113.85 38.47 13.19 34.45 12.88 33.01 41.62 5.38 23.38 -1.45 0.41 0.30 0.31 2.28 -0.11

PTP4A2 3939 26.40 46.24 35.96 29.98 15.81 48.27 23.86 23.31 32.13 39.03 33.78 5.08 29.58 -0.16 0.64 0.28 0.02 -0.90 0.51

PTP4A3 1396 23.48 17.70 19.67 12.54 19.55 38.20 6.48 3.53 80.33 31.74 21.86 4.45 30.52 -0.38 -0.79 -0.63 -1.28 -0.64 0.81

PTPDC1 4515 1.02 1.61 1.72 1.33 0.91 1.70 0.92 1.25 1.24 1.11 1.38 0.47 1.13 -0.15 0.51 0.61 0.23 -0.32 0.30

PTPLA 1323 2.85 1.84 2.27 6.24 8.10 5.06 3.27 0.86 34.05 4.09 4.39 2.14 10.57 -1.89 -2.52 -2.22 -0.76 -0.38 0.20

PTPLAD1 3213 24.80 20.58 17.95 21.23 28.23 19.68 13.02 10.77 18.96 18.84 22.08 4.46 15.40 0.69 0.42 0.22 0.46 0.87 -0.17

PTPLAD2 1416 3.88 3.97 3.86 5.95 5.75 9.11 4.55 4.92 9.04 7.80 5.42 2.44 6.58 -0.76 -0.73 -0.77 -0.14 -0.19 0.75

PTPLB 1187 16.40 17.88 19.47 34.75 0.00 12.66 17.81 21.27 4.65 16.06 16.86 4.08 14.95 0.13 0.26 0.38 1.22 #NUM! -0.41

PTPMT1 2651 8.02 5.53 5.81 20.35 24.58 18.66 4.15 0.00 7.86 7.10 13.83 3.79 4.78 0.75 0.21 0.28 2.09 2.36 0.43

PTPN1 3318 8.08 23.14 28.06 26.54 22.58 14.54 17.61 19.71 18.52 22.92 20.49 4.36 19.69 -1.29 0.23 0.51 0.43 0.20 -0.50

PTPN11 6300 5.11 10.36 12.65 11.45 5.16 15.74 10.73 11.75 15.34 14.58 10.08 3.33 13.10 -1.36 -0.34 -0.05 -0.19 -1.34 0.64

PTPN12 3240 13.54 29.91 102.95 45.04 25.38 34.11 20.91 34.26 21.42 33.30 41.82 5.39 27.47 -1.02 0.12 1.91 0.71 -0.11 -0.29

PTPN13 8588 6.46 11.54 21.50 7.31 9.44 8.54 14.39 19.45 2.45 27.36 10.80 3.43 15.91 -1.30 -0.46 0.43 -1.12 -0.75 -0.34

PTPN14 13443 2.11 2.84 2.91 4.80 2.88 2.74 3.94 3.71 2.13 2.89 3.05 1.61 3.17 -0.58 -0.16 -0.12 0.60 -0.14 -0.15

PTPN18 3686 7.44 27.54 26.51 12.55 17.30 13.34 13.73 13.18 14.88 7.35 17.45 4.12 12.29 -0.72 1.16 1.11 0.03 0.49 -0.39

PTPN2 3418 20.81 14.04 24.23 39.44 22.13 23.08 10.72 12.06 9.13 14.75 23.95 4.58 11.66 0.83 0.27 1.05 1.76 0.92 -0.05

PTPN20A 2478 0.00 0.06 0.00 0.36 0.00 0.00 0.00 0.13 0.00 0.76 0.07 -3.84 0.22 #NUM! -1.83 #NUM! 0.69 #NUM! #NUM!

PTPN20B 2965 1.33 0.42 0.36 0.57 0.05 0.85 0.48 0.31 0.19 1.15 0.60 -0.74 0.53 1.32 -0.35 -0.55 0.11 -3.41 0.51

PTPN21 6215 2.11 5.37 3.45 4.57 1.36 2.35 4.95 3.13 4.69 3.56 3.20 1.68 4.08 -0.95 0.39 -0.24 0.16 -1.59 -0.44

PTPN22 3672 1.05 6.49 11.43 1.71 0.37 2.76 1.22 1.63 0.21 1.05 3.97 1.99 1.03 0.03 2.66 3.48 0.74 -1.48 -0.52

PTPN23 5283 2.18 13.24 16.80 13.82 5.86 3.28 11.00 9.56 8.83 4.95 9.19 3.20 8.58 -1.98 0.63 0.97 0.69 -0.55 -1.49

PTPN3 8783 3.10 3.23 6.52 11.88 2.97 2.50 3.08 5.59 0.23 1.38 5.03 2.33 2.57 0.27 0.33 1.34 2.21 0.21 -1.01



PTPN4 3963 2.26 2.74 2.47 3.58 0.67 2.75 2.24 2.26 0.86 1.79 2.41 1.27 1.79 0.34 0.62 0.47 1.00 -1.41 0.19

PTPN5 3201 0.09 0.09 0.23 0.02 0.00 0.57 1.02 0.28 1.18 0.78 0.17 -2.59 0.82 -3.26 -3.12 -1.83 -5.22 #NUM! 1.77

PTPN6 2464 13.11 18.86 31.53 25.14 37.44 19.69 8.26 7.75 9.11 7.52 24.30 4.60 8.16 0.68 1.21 1.95 1.62 2.20 -0.30

PTPN7 3772 3.00 5.41 8.02 3.09 4.76 4.09 1.33 1.12 1.12 1.27 4.73 2.24 1.21 1.31 2.16 2.73 1.36 1.98 -0.21

PTPN9 3956 7.20 10.26 9.58 8.43 8.56 7.80 6.25 5.57 10.56 6.86 8.64 3.11 7.31 -0.02 0.49 0.39 0.21 0.23 -0.15

PTPRA 3637 15.94 25.81 24.71 18.65 8.76 26.01 22.64 24.04 26.43 26.65 19.98 4.32 24.94 -0.65 0.05 -0.01 -0.42 -1.51 0.38

PTPRB 11332 2.38 2.12 1.92 0.54 1.36 4.86 1.94 1.94 4.22 3.44 2.19 1.13 2.89 -0.28 -0.45 -0.59 -2.43 -1.09 1.15

PTPRC 5330 5.32 28.50 29.79 12.38 2.71 34.26 7.19 8.66 3.98 8.10 18.83 4.23 6.98 -0.39 2.03 2.09 0.83 -1.37 0.86

PTPRCAP 917 29.75 42.03 52.83 13.44 32.67 43.10 9.70 6.73 0.00 9.95 35.64 5.16 6.60 2.17 2.67 3.00 1.03 2.31 0.27

PTPRD 10127 0.23 1.12 0.86 0.30 0.04 0.50 5.04 1.46 2.50 1.17 0.51 -0.98 2.54 -3.49 -1.18 -1.57 -3.08 -6.18 -0.02

PTPRE 5392 3.31 7.92 5.68 11.50 5.92 4.45 5.28 7.31 2.55 5.06 6.46 2.69 5.05 -0.61 0.65 0.17 1.19 0.23 -0.54

PTPRF 7733 13.70 26.36 57.08 37.94 97.25 23.29 32.97 27.99 16.66 18.04 42.60 5.41 23.92 -0.80 0.14 1.26 0.67 2.02 -0.87

PTPRG 6648 0.87 4.06 1.99 1.74 0.31 4.54 3.39 2.94 3.87 2.66 2.25 1.17 3.21 -1.89 0.34 -0.69 -0.88 -3.36 1.01

PTPRH 3935 1.26 2.81 17.06 0.56 6.13 0.81 0.19 0.76 0.18 0.52 4.77 2.25 0.41 1.60 2.76 5.36 0.44 3.88 -2.56

PTPRJ 7854 1.11 3.34 2.35 2.68 1.57 1.86 1.22 1.02 1.68 1.74 2.15 1.11 1.42 -0.35 1.24 0.73 0.92 0.15 -0.21

PTPRK 6173 5.49 17.68 20.83 17.57 8.04 12.32 8.74 12.04 6.44 10.89 13.66 3.77 9.53 -0.80 0.89 1.13 0.88 -0.24 -0.15

PTPRM 5624 1.92 6.61 3.58 1.78 3.42 17.79 4.10 5.69 11.96 9.17 5.85 2.55 7.73 -2.01 -0.23 -1.11 -2.12 -1.18 1.60

PTPRN 3801 0.05 0.35 0.15 0.33 0.17 0.06 0.03 0.00 0.00 0.02 0.19 -2.42 0.01 1.91 4.69 3.47 4.60 3.66 -1.68

PTPRN2 4842 3.80 3.14 1.72 0.32 1.31 6.80 2.08 2.06 10.00 6.50 2.85 1.51 5.16 -0.44 -0.72 -1.58 -4.02 -1.98 1.25

PTPRO 6379 0.25 0.53 0.62 0.51 0.67 0.63 0.14 0.16 0.33 0.27 0.53 -0.90 0.23 0.16 1.24 1.45 1.17 1.56 0.23

PTPRQ 8066 0.01 0.02 0.04 0.03 0.00 0.01 0.01 0.02 0.01 0.04 0.02 -5.95 0.02 -1.55 -0.23 1.11 0.37 #NUM! -1.41

PTPRR 3516 0.21 3.61 0.01 0.04 5.02 0.19 0.03 0.00 0.15 0.22 1.51 0.60 0.10 1.07 5.16 -3.09 -1.40 5.64 -3.02

PTPRS 7347 4.27 9.72 7.43 8.12 7.69 4.32 10.05 10.08 13.01 10.44 6.92 2.79 10.90 -1.35 -0.16 -0.55 -0.43 -0.50 -0.68

PTPRT 12701 0.03 0.17 0.01 0.02 0.00 0.09 0.04 0.01 0.12 0.07 0.05 -4.21 0.06 -0.87 1.46 -3.16 -1.83 -4.06 0.77

PTPRU 5632 2.77 15.94 0.71 12.17 3.81 4.35 5.26 4.12 5.98 6.87 6.62 2.73 5.56 -1.00 1.52 -2.97 1.13 -0.55 -0.61

PTPRVP 4095 0.00 0.07 0.03 0.02 0.02 0.02 0.00 0.02 0.00 0.02 0.03 -5.20 0.01 #NUM! 3.01 1.77 1.46 1.04 -0.29

PTPRZ1 8169 4.42 2.74 38.99 2.07 0.02 3.68 3.14 4.03 1.00 5.56 8.65 3.11 3.43 0.36 -0.33 3.51 -0.73 -7.64 -1.23

PTRF 3651 30.65 70.18 73.94 50.97 90.31 74.50 111.21 74.47 333.92 129.33 65.09 6.02 162.23 -2.40 -1.21 -1.13 -1.67 -0.85 0.19

PTRH1 832 11.72 11.55 8.42 16.34 42.71 7.49 11.13 0.00 13.36 9.30 16.37 4.03 8.45 0.47 0.45 -0.01 0.95 2.34 -1.13

PTRH2 804 25.22 0.00 0.00 19.13 37.14 0.00 16.03 0.00 0.00 0.00 13.58 3.76 4.01 2.65 #NUM! #NUM! 2.25 3.21 #NUM!

PTRHD1 602 94.28 56.55 99.47 51.17 138.45 42.36 46.56 47.88 0.00 34.56 80.38 6.33 32.25 1.55 0.81 1.62 0.67 2.10 -0.92

PTS 948 9.03 5.82 7.64 16.26 27.06 27.55 10.10 8.70 19.10 34.22 15.56 3.96 18.03 -1.00 -1.63 -1.24 -0.15 0.59 0.82

PTTG1 728 129.68 29.05 85.22 135.87 176.42 61.46 33.04 38.89 2.17 17.73 102.95 6.69 22.96 2.50 0.34 1.89 2.57 2.94 -0.74

PTTG1IP 2843 44.63 89.17 51.60 91.11 125.73 79.94 43.19 32.65 130.12 81.88 80.36 6.33 71.96 -0.69 0.31 -0.48 0.34 0.81 -0.01

PTTG2 576 0.00 0.00 0.08 0.00 0.33 0.11 0.00 0.01 0.17 0.00 0.09 -3.53 0.05 #NUM! #NUM! 0.77 #NUM! 2.88 0.36

PTTG3P 609 0.13 0.00 0.00 0.08 0.48 0.21 0.00 0.01 0.00 0.29 0.15 -2.75 0.07 0.84 #NUM! #NUM! 0.01 2.69 0.47

PTX3 1955 0.08 0.38 0.25 0.50 8.90 5.55 0.18 0.46 2.66 1.66 2.61 1.38 1.24 -3.87 -1.69 -2.32 -1.32 2.84 1.09

PTX4 1422 0.06 0.00 1.41 0.13 0.00 0.00 0.00 0.00 0.02 0.02 0.27 -1.91 0.01 2.82 #NUM! 7.37 3.89 #NUM! #NUM!

PUF60 1946 25.24 31.49 63.22 42.92 185.92 44.42 30.24 31.58 65.21 42.38 65.54 6.03 42.35 -0.75 -0.43 0.58 0.02 2.13 -0.56

PUM1 5416 8.42 6.80 3.10 11.25 3.51 18.07 19.75 30.83 14.25 13.91 8.52 3.09 19.69 -1.22 -1.53 -2.67 -0.81 -2.49 1.08

PUM2 6111 8.98 12.91 23.41 20.70 10.57 20.76 15.02 16.38 12.44 21.57 16.22 4.02 16.35 -0.86 -0.34 0.52 0.34 -0.63 0.36

PURA 5304 5.48 7.98 4.03 6.97 2.91 6.22 9.76 6.76 4.18 5.71 5.60 2.48 6.60 -0.27 0.27 -0.71 0.08 -1.18 0.15

PURB 9074 2.08 5.12 6.54 8.50 2.89 6.20 5.96 6.64 4.21 6.67 5.22 2.38 5.87 -1.50 -0.20 0.15 0.53 -1.02 0.25

PURG 2709 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PUS1 2014 3.38 4.20 8.27 9.28 22.07 6.56 4.53 2.75 6.86 5.05 8.96 3.16 4.80 -0.51 -0.19 0.79 0.95 2.20 -0.45

PUS10 3820 0.00 1.89 0.00 2.13 0.00 1.15 0.83 1.46 0.00 1.28 0.86 -0.22 0.89 #NUM! 1.08 #NUM! 1.26 #NUM! 0.41

PUS3 1862 9.40 3.49 7.96 4.37 2.61 6.17 5.51 3.92 5.40 7.07 5.67 2.50 5.47 0.78 -0.65 0.54 -0.32 -1.07 0.12

PUS7 3484 3.15 3.56 10.04 3.64 3.51 3.43 2.56 3.07 2.14 3.21 4.56 2.19 2.75 0.20 0.38 1.87 0.41 0.35 -0.41

PUS7L 4379 0.85 0.96 1.53 1.60 0.32 1.32 1.07 1.33 0.48 1.12 1.10 0.13 1.00 -0.24 -0.05 0.61 0.67 -1.65 0.27

PUSL1 1262 7.84 7.32 8.51 0.00 9.21 6.70 0.00 5.49 0.00 8.43 6.60 2.72 3.48 1.17 1.07 1.29 #NUM! 1.40 0.02

PVALB 586 0.33 0.00 0.00 0.00 0.24 0.68 0.27 0.07 0.34 0.05 0.21 -2.27 0.18 0.82 #NUM! #NUM! #NUM! 0.39 1.71

PVR 5904 1.78 18.44 6.88 11.90 8.26 4.33 3.55 3.58 8.57 6.43 8.60 3.10 5.53 -1.63 1.74 0.32 1.11 0.58 -0.99

PVRIG 1587 1.57 5.35 5.28 0.00 3.22 12.63 0.00 2.09 0.00 1.74 4.67 2.22 0.96 0.71 2.48 2.46 #NUM! 1.75 1.43

PVRL1 5493 18.63 23.40 66.09 71.18 12.76 3.49 54.68 44.78 1.69 18.76 32.59 5.03 29.98 -0.69 -0.36 1.14 1.25 -1.23 -3.22

PVRL2 2869 17.42 46.89 47.95 56.72 33.82 28.04 28.76 50.49 54.12 48.65 38.47 5.27 45.51 -1.39 0.04 0.08 0.32 -0.43 -0.46

PVRL3 1650 0.42 1.24 1.86 1.06 0.27 1.78 1.41 1.16 2.21 2.72 1.10 0.14 1.87 -2.15 -0.60 -0.01 -0.82 -2.80 0.69

PVRL4 3520 7.96 14.53 26.49 26.94 35.80 17.35 22.96 28.05 0.04 45.86 21.51 4.43 24.23 -1.61 -0.74 0.13 0.15 0.56 -0.31

PVT1 1918 4.19 0.00 0.74 2.41 3.07 0.00 6.62 0.63 2.25 6.06 1.73 0.79 3.89 0.11 #NUM! -2.40 -0.69 -0.34 #NUM!

PWP1 1853 16.21 12.65 17.61 18.16 21.55 22.98 12.40 12.50 21.63 20.22 18.19 4.19 16.69 -0.04 -0.40 0.08 0.12 0.37 0.34

PWP2 3277 1.93 4.31 7.41 8.46 19.15 5.16 2.35 3.03 7.98 5.80 7.74 2.95 4.79 -1.31 -0.15 0.63 0.82 2.00 -0.58

PWRN1 1451 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.13 0.00 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

PWRN2 5128 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.94

PWWP2A 4016 3.10 5.67 3.46 6.81 3.13 5.54 3.23 3.65 4.43 4.57 4.62 2.21 3.97 -0.36 0.52 -0.20 0.78 -0.34 0.26

PWWP2B 2626 3.89 3.64 2.71 3.63 11.14 4.09 4.87 3.53 5.84 5.30 4.85 2.28 4.88 -0.33 -0.42 -0.85 -0.43 1.19 -0.25

PXDN 6821 2.11 19.71 8.14 6.76 36.49 8.01 6.00 3.63 28.44 6.06 13.53 3.76 11.03 -2.39 0.84 -0.44 -0.71 1.73 -0.76

PXDNL 4812 0.01 0.93 0.04 0.06 0.09 0.00 0.11 0.15 0.06 0.03 0.19 -2.42 0.09 -4.01 3.43 -1.20 -0.51 -0.02 #NUM!

PXK 2048 7.32 11.95 8.35 11.81 2.04 8.38 16.91 15.28 15.65 10.32 8.31 3.05 14.54 -0.99 -0.28 -0.80 -0.30 -2.83 0.01

PXMP2 977 8.92 8.14 6.37 10.75 18.88 13.77 3.97 4.53 10.84 6.53 11.14 3.48 6.47 0.46 0.33 -0.02 0.73 1.55 0.31

PXMP4 5727 2.53 2.54 1.07 1.25 1.34 0.49 2.65 1.67 1.54 2.52 1.54 0.62 2.09 0.27 0.28 -0.97 -0.74 -0.64 -1.65

PXN 3834 10.32 40.34 0.00 47.03 65.09 17.35 22.16 27.52 34.72 23.15 30.02 4.91 26.89 -1.38 0.59 #NUM! 0.81 1.28 -0.79

PXT1 2121 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

PYCARD 782 56.53 56.54 48.58 104.40 81.71 60.54 34.03 32.50 23.52 26.08 68.05 6.09 29.03 0.96 0.96 0.74 1.85 1.49 -0.17

PYCR1 2059 12.64 15.84 16.11 3.87 32.02 4.58 6.25 2.81 7.78 5.29 14.18 3.83 5.53 1.19 1.52 1.54 -0.51 2.53 -1.63

PYCR2 1708 18.75 29.60 18.80 25.00 65.63 33.40 15.37 14.84 40.43 21.35 31.86 4.99 23.00 -0.29 0.36 -0.29 0.12 1.51 0.07

PYCRL 2678 2.95 1.77 2.25 3.06 18.83 1.71 1.98 1.06 1.95 1.41 5.10 2.35 1.60 0.88 0.15 0.49 0.94 3.56 -1.57

PYDC1 582 0.00 0.00 0.00 0.09 0.00 1.34 0.00 0.00 0.00 0.06 0.24 -2.07 0.01 #NUM! #NUM! #NUM! 2.65 #NUM! 2.49

PYGB 4131 7.78 94.73 8.49 11.05 14.29 16.20 19.77 11.40 60.08 14.47 25.42 4.67 26.43 -1.76 1.84 -1.64 -1.26 -0.89 -0.65

PYGL 2859 20.89 11.19 37.05 63.87 71.01 15.05 13.69 18.14 18.77 23.60 36.51 5.19 18.55 0.17 -0.73 1.00 1.78 1.94 -1.28

PYGM 3633 0.35 1.09 0.18 0.30 0.20 0.76 1.02 0.50 7.08 1.04 0.48 -1.05 2.41 -2.78 -1.15 -3.72 -2.99 -3.56 0.66

PYGO1 1260 0.67 1.47 0.39 0.98 0.45 1.65 0.95 1.84 0.58 1.43 0.93 -0.10 1.20 -0.84 0.30 -1.62 -0.30 -1.43 0.82

PYGO2 3227 9.16 16.52 11.67 10.04 19.73 0.00 9.96 5.23 13.72 7.24 11.19 3.48 9.04 0.02 0.87 0.37 0.15 1.13 #NUM!

PYHIN1 2083 0.00 0.00 0.00 0.00 0.32 0.00 0.90 0.00 0.00 0.00 0.05 -4.21 0.22 #NUM! #NUM! #NUM! #NUM! 0.53 #NUM!

PYROXD1 4136 1.17 2.13 4.30 1.74 0.52 2.67 1.67 1.58 1.39 1.79 2.09 1.06 1.61 -0.45 0.41 1.42 0.11 -1.62 0.36

PYROXD2 2083 0.97 1.11 0.91 0.00 2.02 1.04 2.42 2.33 6.62 2.03 1.01 0.01 3.35 -1.78 -1.60 -1.87 #NUM! -0.73 0.04

PYY 1069 0.00 0.20 0.04 0.11 0.00 0.23 0.00 0.00 0.00 0.00 0.10 -3.37 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.24

PYY2 1071 0.34 0.00 2.56 0.82 0.00 0.05 0.00 0.03 0.00 0.07 0.63 -0.67 0.02 3.80 #NUM! 6.72 5.07 #NUM! -3.67

PZP 4615 0.00 0.00 0.08 0.10 0.08 0.00 0.00 0.00 0.00 0.00 0.04 -4.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

QARS 2437 46.43 48.12 44.45 47.52 33.45 32.08 43.34 43.90 43.74 35.86 42.01 5.39 41.71 0.15 0.21 0.09 0.19 -0.32 -0.39

QDPR 1660 7.14 6.59 5.88 3.21 14.89 11.73 6.95 6.50 13.70 11.86 8.24 3.04 9.76 -0.45 -0.57 -0.73 -1.60 0.61 0.51

QKI 16378 2.49 7.21 8.59 8.27 4.94 10.38 5.67 7.15 8.45 8.88 6.98 2.80 7.54 -1.60 -0.06 0.19 0.13 -0.61 0.57

QPCT 1719 4.61 8.11 2.88 3.09 5.21 12.86 3.40 4.78 4.57 10.47 6.13 2.61 5.80 -0.33 0.48 -1.01 -0.91 -0.16 1.07

QPCTL 2345 2.64 4.09 3.34 5.69 3.41 2.22 2.54 2.41 2.65 2.41 3.56 1.83 2.50 0.07 0.71 0.41 1.18 0.45 -0.68

QPRT 1575 8.63 13.99 2.49 3.72 1.36 6.88 5.90 5.59 18.03 11.41 6.18 2.63 10.23 -0.25 0.45 -2.04 -1.46 -2.91 0.16

QRFP 411 0.34 0.00 0.00 0.00 0.10 0.29 0.24 0.24 0.38 0.24 0.12 -3.03 0.27 0.31 #NUM! #NUM! #NUM! -1.41 1.25

QRFPR 2347 0.06 0.01 0.00 3.07 0.01 0.05 0.00 0.00 0.00 0.03 0.53 -0.91 0.01 3.03 0.72 #NUM! 8.78 0.61 -3.41

QRICH1 3331 10.54 22.45 26.27 21.97 12.67 10.58 17.41 16.95 27.48 12.68 17.41 4.12 18.63 -0.82 0.27 0.50 0.24 -0.56 -0.72

QRICH2 5411 0.67 0.95 6.90 1.49 0.00 0.00 2.38 1.59 0.49 0.39 1.67 0.74 1.21 -0.85 -0.36 2.51 0.30 #NUM! #NUM!

QRSL1 4118 2.29 4.73 2.43 2.73 4.13 3.50 1.77 2.13 2.63 2.47 3.30 1.72 2.25 0.03 1.07 0.11 0.28 0.88 0.08

QSER1 9271 2.47 3.71 6.93 3.66 1.49 3.85 4.92 5.15 1.04 2.82 3.68 1.88 3.48 -0.49 0.09 0.99 0.07 -1.23 0.06

QSOX1 3316 8.05 50.32 10.76 26.27 45.88 21.46 35.20 23.33 58.95 24.44 27.12 4.76 35.48 -2.14 0.50 -1.72 -0.43 0.37 -0.34

QSOX2 4549 1.13 2.71 2.95 3.12 6.17 2.25 1.41 1.52 2.85 2.21 3.06 1.61 2.00 -0.81 0.44 0.56 0.65 1.63 -0.44

QTRT1 1352 19.68 19.51 13.82 14.47 31.49 19.39 17.91 11.27 17.19 15.87 19.73 4.30 15.56 0.34 0.33 -0.17 -0.10 1.02 -0.03

QTRTD1 4008 2.01 3.86 8.04 5.94 4.07 4.39 1.89 2.64 2.51 3.33 4.72 2.24 2.59 -0.36 0.58 1.64 1.20 0.65 -0.10

R3HCC1 1644 14.69 10.84 11.33 6.89 25.49 12.87 10.35 6.18 23.96 11.18 13.69 3.77 12.92 0.19 -0.25 -0.19 -0.91 0.98 -0.09

R3HDM1 4666 5.95 8.19 12.22 4.36 3.19 5.03 6.75 6.27 4.09 3.29 6.49 2.70 5.10 0.22 0.68 1.26 -0.22 -0.67 -0.37

R3HDM2 3974 4.50 14.51 12.92 2.65 0.97 9.39 11.56 15.33 7.34 9.28 7.49 2.90 10.88 -1.27 0.42 0.25 -2.04 -3.49 0.33

R3HDML 1377 0.00 0.53 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.10 -3.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RAB10 3785 42.55 39.58 107.76 74.22 46.15 46.42 57.03 77.51 26.67 71.93 59.45 5.89 58.28 -0.45 -0.56 0.89 0.35 -0.34 -0.36

RAB11A 4943 91.05 45.84 122.51 28.93 102.89 60.63 73.91 93.49 26.43 102.66 75.31 6.23 74.12 0.30 -0.69 0.72 -1.36 0.47 -0.31

RAB11B 1635 45.60 68.25 100.75 93.57 133.45 44.30 70.65 54.53 85.07 46.30 80.99 6.34 64.14 -0.49 0.09 0.65 0.54 1.06 -0.87

RAB11FIP1 7856 3.61 9.70 8.66 4.94 4.60 5.43 7.44 14.65 1.88 11.21 6.16 2.62 8.80 -1.29 0.14 -0.02 -0.83 -0.93 -0.18

RAB11FIP2 6077 1.25 3.08 0.89 1.66 0.42 3.58 1.88 1.79 6.17 3.17 1.81 0.86 3.25 -1.38 -0.08 -1.87 -0.97 -2.95 0.98

RAB11FIP3 4273 2.55 7.78 3.17 6.47 5.79 4.20 6.32 5.02 14.05 5.37 5.00 2.32 7.69 -1.59 0.02 -1.28 -0.25 -0.41 -0.25

RAB11FIP4 8665 0.34 0.00 0.00 0.00 0.00 0.00 0.88 0.00 0.00 0.00 0.06 -4.13 0.22 0.64 #NUM! #NUM! #NUM! #NUM! #NUM!

RAB11FIP5 4362 3.70 7.47 6.16 12.21 3.58 3.89 8.74 6.77 15.68 11.22 6.17 2.63 10.60 -1.52 -0.51 -0.78 0.20 -1.56 -0.67

RAB12 2138 8.75 13.87 22.33 26.28 16.75 24.84 12.02 14.88 23.97 21.54 18.80 4.23 18.10 -1.05 -0.38 0.30 0.54 -0.11 0.40

RAB13 1211 66.54 55.58 60.92 54.10 70.00 0.00 47.25 39.97 109.94 118.20 51.19 5.68 78.84 -0.24 -0.50 -0.37 -0.54 -0.17 #NUM!

RAB14 4379 10.58 18.09 26.57 18.78 34.14 35.14 25.58 24.80 21.78 41.31 23.88 4.58 28.37 -1.42 -0.65 -0.09 -0.59 0.27 0.56

RAB15 3411 2.56 4.40 3.16 2.23 1.37 4.21 1.21 1.21 3.23 1.75 2.99 1.58 1.85 0.47 1.25 0.77 0.27 -0.43 0.50

RAB17 2018 0.40 2.75 0.07 0.64 7.51 1.04 1.61 1.67 1.14 0.70 2.07 1.05 1.28 -1.69 1.10 -4.19 -0.99 2.55 -0.99

RAB18 2809 10.63 10.51 10.85 16.50 9.46 17.13 9.96 11.97 10.31 18.27 12.51 3.65 12.63 -0.25 -0.27 -0.22 0.39 -0.42 0.45

RAB19 952 0.10 1.66 0.81 0.00 0.21 0.14 0.03 0.00 0.00 0.03 0.49 -1.04 0.02 2.69 6.78 5.74 #NUM! 3.81 -1.78

RAB1A 2648 34.31 41.73 106.02 31.76 56.93 54.53 31.37 28.75 41.50 58.83 54.21 5.76 40.11 -0.23 0.06 1.40 -0.34 0.51 0.01

RAB1B 1955 98.84 106.52 134.09 165.06 230.62 83.47 110.07 97.78 107.99 68.66 136.43 7.09 96.12 0.04 0.15 0.48 0.78 1.26 -0.71

RAB20 1530 2.22 13.51 8.15 5.53 31.65 13.63 1.22 2.78 10.70 8.40 12.45 3.64 5.78 -1.38 1.23 0.50 -0.06 2.45 0.13

RAB21 2627 9.26 13.51 26.22 26.18 13.80 17.63 12.58 19.72 12.30 19.13 17.77 4.15 15.93 -0.78 -0.24 0.72 0.72 -0.21 -0.01

RAB22A 8702 2.35 6.11 4.19 6.12 4.81 5.71 4.76 4.27 3.47 20.46 4.88 2.29 8.24 -1.81 -0.43 -0.97 -0.43 -0.78 0.23

RAB23 3037 5.19 9.76 8.67 5.16 2.81 21.05 11.67 5.50 42.62 17.66 8.77 3.13 19.36 -1.90 -0.99 -1.16 -1.91 -2.78 1.26

RAB24 1612 0.00 10.26 11.27 10.51 0.00 0.00 7.98 10.92 15.76 15.71 5.34 2.42 12.59 #NUM! -0.30 -0.16 -0.26 #NUM! #NUM!

RAB25 1101 157.42 112.37 94.63 160.34 118.61 58.23 153.01 176.26 0.22 98.53 116.93 6.87 107.00 0.56 0.07 -0.18 0.58 0.15 -1.01

RAB26 1641 0.86 0.99 0.06 0.87 1.14 1.20 0.33 0.40 0.00 0.39 0.85 -0.23 0.28 1.62 1.82 -2.21 1.63 2.02 0.49

RAB27A 3474 5.17 8.43 8.04 7.12 5.09 12.35 6.03 4.23 6.73 10.23 7.70 2.94 6.80 -0.40 0.31 0.24 0.07 -0.42 0.68

RAB27B 1365 2.59 7.14 4.69 5.86 1.22 3.69 2.78 6.07 0.17 3.07 4.20 2.07 3.02 -0.22 1.24 0.63 0.95 -1.31 -0.19

RAB28 1827 6.42 6.53 7.59 4.83 5.97 16.56 5.76 6.36 13.93 11.74 7.98 3.00 9.45 -0.56 -0.53 -0.32 -0.97 -0.66 1.05

RAB2A 1148 39.15 22.19 61.64 45.37 19.37 30.21 25.17 23.41 34.18 59.61 36.32 5.18 35.59 0.14 -0.68 0.79 0.35 -0.88 -0.27

RAB2B 2956 15.63 10.30 10.10 8.97 4.28 9.66 7.79 9.49 7.74 7.73 9.82 3.30 8.18 0.93 0.33 0.30 0.13 -0.94 -0.02

RAB30 1619 1.95 3.00 3.33 2.54 2.85 2.84 1.91 5.14 2.97 2.25 2.75 1.46 3.07 -0.65 -0.03 0.12 -0.27 -0.11 0.05

RAB31 4009 22.26 40.57 10.23 25.06 52.58 48.86 23.41 21.09 68.10 35.96 33.26 5.06 37.14 -0.74 0.13 -1.86 -0.57 0.50 0.55

RAB32 1234 6.94 8.53 8.95 10.38 81.14 24.26 4.91 4.84 43.49 17.36 23.37 4.55 17.65 -1.35 -1.05 -0.98 -0.77 2.20 0.05

RAB33A 1128 0.57 1.12 1.27 0.34 1.61 3.09 0.54 0.47 0.00 0.00 1.33 0.41 0.25 1.17 2.15 2.34 0.43 2.68 1.21

RAB33B 3876 1.32 2.63 3.17 2.82 1.36 4.08 2.38 1.41 3.39 3.41 2.56 1.36 2.64 -1.00 -0.01 0.26 0.09 -0.96 0.67

RAB34 1785 25.45 26.55 27.85 21.40 99.65 43.66 23.03 17.18 91.03 54.27 40.76 5.35 46.38 -0.87 -0.80 -0.74 -1.12 1.10 0.10

RAB35 2962 14.63 18.65 31.29 28.53 33.92 12.90 16.41 18.41 19.35 14.52 23.32 4.54 17.17 -0.23 0.12 0.87 0.73 0.98 -0.85

RAB36 3822 0.41 2.74 0.46 3.19 0.65 0.77 1.29 1.44 1.77 0.85 1.37 0.45 1.34 -1.70 1.04 -1.54 1.25 -1.04 -0.83

RAB37 3091 0.56 2.26 1.63 0.93 1.34 2.40 0.81 0.86 2.17 1.02 1.52 0.61 1.22 -1.11 0.89 0.43 -0.39 0.14 0.66

RAB38 1479 27.67 0.00 0.00 32.31 55.70 11.77 11.54 23.03 0.00 18.97 21.24 4.41 13.39 1.05 #NUM! #NUM! 1.27 2.06 -0.85

RAB39 1845 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAB39B 3499 0.27 0.23 0.24 0.08 0.11 0.50 0.10 0.08 0.11 0.12 0.24 -2.07 0.10 1.38 1.17 1.19 -0.29 0.02 1.07

RAB3A 1528 0.70 1.42 1.04 0.76 3.45 1.56 0.50 1.82 3.10 1.49 1.49 0.57 1.73 -1.31 -0.28 -0.73 -1.18 1.00 0.06

RAB3B 12844 0.42 0.89 0.48 0.53 0.35 0.44 0.58 0.33 0.10 0.20 0.52 -0.95 0.30 0.47 1.57 0.67 0.82 0.21 -0.23

RAB3C 1030 0.18 0.74 0.61 0.00 0.01 1.57 0.19 0.22 2.40 1.16 0.52 -0.95 0.99 -2.45 -0.43 -0.71 #NUM! -7.14 1.60

RAB3D 4290 5.07 6.89 10.94 6.65 5.42 2.69 12.74 7.49 4.65 4.73 6.28 2.65 7.40 -0.55 -0.10 0.56 -0.15 -0.45 -1.22

RAB3GAP1 4939 5.42 11.43 20.20 6.95 7.68 11.28 8.84 10.62 13.28 12.78 10.49 3.39 11.38 -1.07 0.01 0.83 -0.71 -0.57 0.10

RAB3GAP2 7329 2.70 7.74 6.05 6.58 1.76 4.14 4.34 4.38 2.16 3.50 4.83 2.27 3.59 -0.41 1.11 0.75 0.87 -1.03 -0.22

RAB3IL1 2305 3.48 15.82 4.18 3.24 8.82 11.68 5.77 5.12 20.44 13.73 7.87 2.98 11.26 -1.69 0.49 -1.43 -1.80 -0.35 0.57

RAB3IP 9636 0.64 2.37 6.48 1.68 2.93 3.27 0.95 3.62 0.33 3.42 2.90 1.53 2.08 -1.71 0.19 1.64 -0.31 0.49 0.17

RAB40A 1354 0.32 1.68 0.09 0.08 0.02 0.50 0.30 0.73 0.47 0.50 0.45 -1.16 0.50 -0.64 1.75 -2.44 -2.63 -4.64 0.16

RAB40AL 1029 0.00 0.10 0.05 0.00 0.03 0.15 0.00 0.06 0.12 0.16 0.06 -4.17 0.08 #NUM! 0.33 -0.84 #NUM! -1.60 1.48

RAB40B 1776 4.12 8.73 2.57 1.67 1.77 5.89 5.05 4.03 9.62 6.02 4.12 2.04 6.18 -0.59 0.50 -1.27 -1.89 -1.80 0.52

RAB40C 2735 7.94 10.94 4.93 12.15 20.93 7.97 9.82 6.18 6.34 4.95 10.81 3.43 6.82 0.22 0.68 -0.47 0.83 1.62 -0.44

RAB41 1077 0.00 0.00 0.73 0.00 0.00 0.00 0.00 0.00 0.30 0.00 0.12 -3.05 0.07 #NUM! #NUM! 3.29 #NUM! #NUM! #NUM!

RAB42 1149 0.84 0.82 1.02 0.40 4.78 1.71 0.46 0.22 1.31 0.42 1.59 0.67 0.60 0.47 0.44 0.76 -0.61 2.98 0.10

RAB43 4592 1.41 4.92 3.46 4.97 7.18 0.00 2.95 0.77 1.54 1.27 3.66 1.87 1.63 -0.21 1.59 1.09 1.61 2.14 #NUM!

RAB4A 1861 11.76 12.13 9.38 14.42 30.28 22.29 11.76 15.91 16.20 13.49 16.71 4.06 14.34 -0.29 -0.24 -0.61 0.01 1.08 0.42

RAB4B 1200 18.97 28.23 17.81 26.51 12.60 21.20 19.69 14.57 25.79 16.84 20.89 4.38 19.22 -0.02 0.55 -0.11 0.46 -0.61 0.02

RAB4B-EGLN2 2849 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAB5A 2548 10.00 26.74 27.67 28.38 8.96 24.22 24.61 31.87 15.34 31.05 20.99 4.39 25.71 -1.36 0.06 0.11 0.14 -1.52 0.21

RAB5B 3336 23.04 27.28 28.11 39.62 37.42 24.53 38.38 40.47 42.53 29.57 30.00 4.91 37.74 -0.71 -0.47 -0.42 0.07 -0.01 -0.29

RAB5C 1791 82.30 111.94 128.80 137.52 116.27 82.24 61.23 61.93 115.97 72.28 109.85 6.78 77.85 0.08 0.52 0.73 0.82 0.58 -0.42

RAB6A 3419 18.79 22.76 43.26 19.38 33.04 37.18 30.58 32.24 34.50 41.06 29.07 4.86 34.60 -0.88 -0.60 0.32 -0.84 -0.07 0.36

RAB6B 5561 0.00 0.47 0.00 0.32 2.10 0.94 0.81 0.40 2.46 0.91 0.64 -0.65 1.14 #NUM! -1.29 #NUM! -1.82 0.88 0.56

RAB6C 3077 0.29 0.29 0.15 0.12 0.26 0.27 0.23 0.24 0.22 0.38 0.23 -2.12 0.27 0.13 0.12 -0.79 -1.15 -0.07 0.21

RAB7A 2240 112.42 124.26 147.24 222.08 213.73 135.25 102.75 114.43 114.75 110.92 159.16 7.31 110.71 0.02 0.17 0.41 1.00 0.95 -0.23

RAB7B 3032 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAB7L1 3438 3.83 6.66 3.24 6.30 6.03 6.28 2.36 2.51 5.24 4.23 5.39 2.43 3.59 0.09 0.89 -0.15 0.81 0.75 0.22

RAB8A 2194 35.23 41.18 64.27 30.68 36.86 22.39 30.57 31.69 23.36 21.88 38.43 5.26 26.88 0.39 0.62 1.26 0.19 0.46 -0.78

RAB8B 4877 2.86 6.97 6.90 4.23 2.75 11.73 3.52 4.02 6.92 9.86 5.91 2.56 6.08 -1.09 0.20 0.18 -0.52 -1.15 0.99

RAB9A 1377 15.26 17.56 15.03 13.75 52.54 23.76 12.46 12.67 15.29 22.35 22.98 4.52 15.69 -0.04 0.16 -0.06 -0.19 1.74 0.05

RAB9B 3799 0.20 0.53 0.02 0.15 0.01 0.98 0.47 0.09 2.21 1.00 0.32 -1.66 0.94 -2.25 -0.84 -5.29 -2.61 -6.12 1.63

RABAC1 821 99.22 94.06 64.70 88.35 69.18 109.27 77.91 52.73 233.05 103.63 87.46 6.45 116.83 -0.24 -0.31 -0.85 -0.40 -0.76 0.32

RABEP1 5421 4.37 8.95 11.69 6.62 3.56 8.98 5.75 5.34 7.47 7.55 7.36 2.88 6.53 -0.58 0.46 0.84 0.02 -0.88 0.29

RABEP2 2280 4.24 7.72 6.94 12.41 12.89 9.18 5.64 4.21 7.44 5.70 8.90 3.15 5.75 -0.44 0.43 0.27 1.11 1.17 0.05

RABEPK 1721 7.16 7.38 7.05 0.00 18.28 11.26 5.33 5.85 14.37 9.27 8.52 3.09 8.71 -0.28 -0.24 -0.30 #NUM! 1.07 0.40

RABGAP1 4999 3.53 10.44 14.90 12.22 6.85 13.79 9.07 11.43 17.55 10.72 10.29 3.36 12.19 -1.79 -0.22 0.29 0.00 -0.83 0.42

RABGAP1L 2940 4.30 8.90 6.28 5.00 2.71 8.61 4.23 5.44 3.84 7.27 5.97 2.58 5.19 -0.27 0.78 0.27 -0.05 -0.94 0.53

RABGEF1 3832 11.25 13.66 15.85 41.90 8.51 7.89 14.02 48.12 14.44 10.96 16.51 4.05 21.89 -0.96 -0.68 -0.47 0.94 -1.36 -1.07

RABGGTA 2218 10.12 13.83 23.90 15.86 27.01 10.12 15.23 12.34 7.54 13.37 16.81 4.07 12.12 -0.26 0.19 0.98 0.39 1.16 -0.73

RABGGTB 1526 6.83 3.39 10.72 4.72 29.35 35.56 6.22 7.08 17.03 31.74 15.10 3.92 15.52 -1.18 -2.19 -0.53 -1.72 0.92 1.24

RABIF 2452 6.56 4.51 5.50 6.43 8.27 13.71 4.28 3.06 3.34 2.77 7.50 2.91 3.36 0.96 0.42 0.71 0.94 1.30 0.87

RABL2A 2187 1.11 2.66 1.72 2.88 2.47 3.02 1.67 1.71 2.55 1.72 2.31 1.21 1.91 -0.79 0.47 -0.16 0.59 0.37 0.39

RABL2B 2438 2.58 5.16 3.03 6.14 2.69 4.82 2.96 3.96 4.31 3.43 4.07 2.03 3.67 -0.51 0.49 -0.28 0.74 -0.45 0.24

RABL3 3883 4.77 4.93 5.38 8.25 3.61 6.22 5.08 4.75 3.97 5.96 5.53 2.47 4.94 -0.05 0.00 0.12 0.74 -0.45 0.17

RABL5 2459 8.79 7.45 6.52 4.61 21.44 17.67 9.10 10.50 20.61 19.23 11.08 3.47 14.86 -0.76 -1.00 -1.19 -1.69 0.53 0.67

RAC1 2398 160.01 124.13 191.17 193.45 145.74 130.03 293.73 131.99 132.59 128.98 157.42 7.30 171.82 -0.10 -0.47 0.15 0.17 -0.24 -0.28

RAC2 1516 41.61 64.63 86.25 61.21 120.75 60.81 18.81 18.64 23.27 16.46 72.54 6.18 19.30 1.11 1.74 2.16 1.67 2.65 -0.25

RAC3 1077 4.63 6.65 23.92 6.03 16.10 6.18 3.80 3.69 1.08 2.48 10.59 3.40 2.76 0.75 1.27 3.11 1.13 2.54 -0.78

RACGAP1 3326 13.44 5.97 20.10 17.22 11.83 9.41 4.59 7.99 1.45 4.53 12.99 3.70 4.64 1.53 0.36 2.12 1.89 1.35 -0.47

RAD1 4683 2.88 3.19 0.00 3.83 6.81 6.08 3.05 2.85 5.02 4.94 3.80 1.93 3.96 -0.46 -0.31 #NUM! -0.05 0.78 0.68

RAD17 3164 0.00 6.46 0.00 4.05 0.00 0.00 3.80 5.31 0.00 0.00 1.75 0.81 2.28 #NUM! 1.51 #NUM! 0.83 #NUM! #NUM!

RAD18 5739 1.20 2.45 3.46 4.40 0.74 1.62 1.18 1.76 0.51 1.19 2.31 1.21 1.16 0.05 1.08 1.58 1.92 -0.65 -0.51

RAD21 3773 4.48 5.01 9.24 10.83 20.50 8.25 17.61 5.41 3.73 12.00 9.72 3.28 9.69 -1.11 -0.95 -0.07 0.16 1.08 -0.24

RAD21L1 1808 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -8.81 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

RAD23A 1793 36.34 66.79 108.29 46.72 153.54 45.85 52.65 42.77 77.96 46.11 76.25 6.25 54.87 -0.59 0.28 0.98 -0.23 1.48 -0.73

RAD23B 4130 34.69 32.24 48.40 53.75 81.59 38.63 29.86 80.56 29.02 44.15 48.22 5.59 45.90 -0.40 -0.51 0.08 0.23 0.83 -0.32

RAD50 6597 3.36 8.87 8.85 12.82 1.82 3.37 8.53 8.27 1.86 2.47 6.52 2.70 5.28 -0.65 0.75 0.74 1.28 -1.54 -0.95

RAD51 2302 3.12 1.56 4.89 4.29 4.45 2.40 0.97 1.03 0.35 0.60 3.45 1.79 0.74 2.08 1.08 2.73 2.54 2.59 -0.53

RAD51AP1 2269 3.38 2.56 4.95 16.02 4.44 6.67 0.59 1.62 0.32 1.15 6.34 2.66 0.92 1.88 1.48 2.43 4.12 2.27 0.07

RAD51AP2 3589 0.01 0.08 0.12 0.53 0.00 0.04 0.03 0.01 0.00 0.01 0.13 -2.95 0.02 -1.07 2.46 2.96 5.11 #NUM! -1.72

RAD51B 2650 4.37 2.50 4.02 4.61 3.48 3.26 6.46 5.05 2.02 2.78 3.71 1.89 4.08 0.10 -0.71 -0.02 0.18 -0.23 -0.18

RAD51C 1295 11.52 7.56 13.04 12.27 18.75 14.33 7.74 3.88 10.40 10.93 12.91 3.69 8.24 0.48 -0.12 0.66 0.58 1.19 0.15



RAD51D 2478 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAD51L3-RFFL 3904 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAD52 2673 2.07 0.00 0.00 0.00 1.24 0.00 0.00 0.00 0.00 0.00 0.55 -0.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RAD54B 3097 1.45 1.02 2.64 2.28 1.10 1.89 0.57 0.74 0.20 0.48 1.73 0.79 0.50 1.55 1.05 2.41 2.20 1.15 0.13

RAD54L 3164 0.00 0.00 4.22 5.10 0.00 0.00 0.00 0.00 0.00 0.00 1.55 0.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RAD54L2 4731 0.53 4.13 4.37 0.00 0.33 0.57 1.64 1.58 0.00 0.74 1.66 0.73 0.99 -0.90 2.06 2.14 #NUM! -1.60 -1.53

RAD9A 2128 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAD9B 1898 0.16 0.63 0.00 1.67 0.00 0.00 0.00 0.13 0.00 0.00 0.41 -1.29 0.03 2.27 4.25 #NUM! 5.65 #NUM! #NUM!

RADIL 3682 0.43 0.63 0.16 0.27 0.11 0.80 1.14 1.00 1.82 1.47 0.40 -1.32 1.36 -1.64 -1.10 -3.09 -2.34 -3.68 1.00

RAE1 1839 13.00 16.94 16.20 27.54 26.56 16.40 9.35 6.86 13.70 10.91 19.44 4.28 10.20 0.35 0.73 0.67 1.43 1.38 -0.25

RAET1E 885 3.44 0.00 0.00 0.00 0.00 0.00 22.71 21.95 0.00 8.07 0.57 -0.80 13.19 -1.94 #NUM! #NUM! #NUM! #NUM! #NUM!

RAET1G 1144 0.00 0.00 0.00 0.00 19.81 0.00 16.53 0.00 0.00 0.00 3.30 1.72 4.13 #NUM! #NUM! #NUM! #NUM! 2.26 #NUM!

RAET1K 1891 0.11 0.13 0.00 0.00 0.35 0.13 0.04 0.08 0.00 0.00 0.12 -3.06 0.03 1.90 2.19 #NUM! #NUM! 3.65 0.12

RAET1L 802 12.06 8.55 11.11 42.20 0.00 0.00 0.00 55.33 0.40 0.00 12.32 3.62 13.93 -0.21 -0.70 -0.33 1.60 #NUM! #NUM!

RAF1 3291 19.53 26.65 33.24 37.79 12.69 18.68 33.49 25.29 28.39 22.08 24.77 4.63 27.31 -0.48 -0.04 0.28 0.47 -1.11 -0.41

RAG1 6582 0.02 0.11 0.43 0.06 0.08 0.05 0.11 0.05 0.05 0.06 0.13 -2.99 0.07 -1.55 0.67 2.67 -0.22 0.29 -1.40

RAG2 640 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 -7.98 0.00 #NUM! #NUM! 2.32 #NUM! #NUM! #NUM!

RAGE 1954 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RAI1 7668 2.06 7.90 6.23 7.49 3.48 1.55 6.00 5.65 3.75 3.69 4.78 2.26 4.77 -1.21 0.73 0.39 0.65 -0.45 -1.63

RAI14 5362 5.01 16.82 9.65 12.51 3.86 18.97 8.12 5.82 19.49 15.50 11.14 3.48 12.23 -1.29 0.46 -0.34 0.03 -1.66 0.77

RAI2 2502 5.17 11.83 2.83 2.88 0.28 15.43 20.00 18.86 40.34 18.40 6.40 2.68 24.40 -2.24 -1.04 -3.11 -3.08 -6.42 1.27

RALA 2828 10.91 11.22 19.74 15.39 24.75 21.99 10.05 10.25 13.84 18.28 17.33 4.12 13.10 -0.26 -0.22 0.59 0.23 0.92 0.34

RALB 2275 23.05 28.30 28.26 31.89 37.25 37.85 33.67 32.32 49.41 47.86 31.10 4.96 40.82 -0.82 -0.53 -0.53 -0.36 -0.13 0.28

RALBP1 4368 18.01 20.04 21.75 32.67 15.12 16.67 32.96 28.30 15.69 16.33 20.71 4.37 23.32 -0.37 -0.22 -0.10 0.49 -0.62 -0.31

RALGAPA1 7882 3.54 8.64 5.41 3.51 0.56 10.15 4.81 11.67 4.84 4.30 5.30 2.41 6.40 -0.86 0.43 -0.24 -0.87 -3.51 0.94

RALGAPA2 9453 3.73 8.55 7.72 6.03 2.57 6.75 3.62 7.35 2.67 3.51 5.89 2.56 4.29 -0.20 1.00 0.85 0.49 -0.74 0.20

RALGAPB 8636 3.34 7.53 8.41 6.89 2.39 7.17 4.56 5.87 3.85 4.47 5.96 2.57 4.69 -0.49 0.68 0.84 0.56 -0.97 0.27

RALGDS 3668 14.48 29.25 31.90 39.78 28.14 24.74 28.18 64.35 13.45 35.90 28.05 4.81 35.47 -1.29 -0.28 -0.15 0.17 -0.33 -0.18

RALGPS1 6342 0.65 1.94 1.92 1.30 0.65 1.58 1.54 1.08 0.68 1.97 1.34 0.42 1.32 -1.03 0.56 0.54 -0.02 -1.03 0.24

RALGPS2 5834 2.52 3.23 0.79 4.76 1.01 3.83 4.99 5.13 2.71 4.22 2.69 1.43 4.26 -0.76 -0.40 -2.43 0.16 -2.07 0.51

RALY 1589 54.45 53.39 101.79 74.36 75.57 68.60 38.60 25.36 48.90 55.88 71.36 6.16 42.18 0.37 0.34 1.27 0.82 0.84 -0.06

RALYL 2919 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.07 0.01 0.00 -8.30 0.02 -1.64 #NUM! #NUM! #NUM! #NUM! 1.93

RAMP1 922 14.87 25.02 0.98 3.18 71.74 43.98 31.63 6.47 269.19 65.93 26.63 4.73 93.30 -2.65 -1.90 -6.58 -4.88 -0.38 0.72

RAMP2 808 53.30 54.20 21.88 13.48 14.69 63.82 49.79 58.91 109.04 58.86 36.90 5.21 69.15 -0.38 -0.35 -1.66 -2.36 -2.23 0.79

RAMP3 1376 10.96 9.13 5.41 3.80 4.49 33.58 9.31 7.97 47.81 25.99 11.23 3.49 22.77 -1.06 -1.32 -2.07 -2.58 -2.34 1.58

RAN 1087 280.80 149.60 301.91 250.60 694.03 223.63 120.42 156.75 154.42 207.19 316.76 8.31 159.69 0.81 -0.09 0.92 0.65 2.12 -0.50

RANBP1 884 133.79 63.89 128.86 103.67 102.98 87.51 43.38 48.29 53.00 55.17 103.45 6.69 49.96 1.42 0.35 1.37 1.05 1.04 -0.24

RANBP10 5305 3.07 5.38 5.18 5.90 3.01 2.79 5.53 7.82 2.72 3.27 4.22 2.08 4.84 -0.66 0.15 0.10 0.29 -0.68 -0.60

RANBP17 4576 0.38 0.81 0.84 1.85 0.39 0.98 0.08 0.22 0.26 0.25 0.88 -0.19 0.20 0.93 2.01 2.06 3.20 0.96 0.16

RANBP2 11711 1.92 6.72 9.67 6.62 1.96 6.24 6.25 8.22 6.02 6.56 5.52 2.46 6.76 -1.82 -0.01 0.52 -0.03 -1.79 0.18

RANBP3 3415 13.23 18.48 26.28 29.83 35.44 11.06 16.93 13.37 21.84 12.29 22.39 4.48 16.11 -0.28 0.20 0.71 0.89 1.14 -1.02

RANBP3L 2635 0.09 0.09 0.00 0.00 0.00 0.14 0.13 0.04 0.10 0.34 0.05 -4.19 0.15 -0.70 -0.70 #NUM! #NUM! #NUM! 1.34

RANBP6 4606 2.58 3.09 2.07 2.01 2.41 4.57 2.30 2.02 1.77 4.27 2.79 1.48 2.59 -0.01 0.26 -0.32 -0.36 -0.10 0.71

RANBP9 3132 12.96 22.48 18.04 19.14 6.98 16.94 38.84 38.17 10.95 24.41 16.09 4.01 28.09 -1.12 -0.32 -0.64 -0.55 -2.01 0.07

RANGAP1 3040 15.00 19.81 51.55 67.34 46.13 20.98 24.80 21.75 13.90 18.86 36.80 5.20 19.83 -0.40 0.00 1.38 1.76 1.22 -0.81

RANGRF 1166 21.80 17.03 11.62 17.03 21.40 20.89 9.14 7.52 34.68 19.38 18.30 4.19 17.68 0.30 -0.05 -0.61 -0.05 0.28 0.19

RAP1A 1906 18.16 16.30 31.42 20.81 35.16 74.60 14.84 13.68 57.75 53.49 32.74 5.03 34.94 -0.94 -1.10 -0.15 -0.75 0.01 1.19

RAP1B 2126 42.75 54.53 60.36 58.44 48.69 99.37 35.77 46.65 84.25 102.58 60.69 5.92 67.31 -0.65 -0.30 -0.16 -0.20 -0.47 0.71

RAP1GAP 3495 1.10 2.56 1.01 5.50 1.32 1.44 1.75 1.88 0.33 1.84 2.16 1.11 1.45 -0.40 0.82 -0.52 1.92 -0.14 -0.58

RAP1GAP2 6680 0.57 2.45 2.16 3.64 3.30 0.86 0.95 1.25 0.91 1.24 2.16 1.11 1.09 -0.93 1.17 0.99 1.75 1.60 -1.32

RAP1GDS1 3770 4.52 5.43 8.41 7.37 5.78 7.53 4.32 3.79 5.87 6.21 6.51 2.70 5.05 -0.16 0.11 0.74 0.55 0.20 0.21

RAP2A 4358 4.04 5.17 5.88 3.47 4.03 10.23 6.10 4.57 10.17 7.66 5.47 2.45 7.13 -0.82 -0.46 -0.28 -1.04 -0.82 0.90

RAP2B 6237 7.60 13.37 10.18 46.75 13.80 11.63 18.54 18.70 3.64 13.59 17.22 4.11 13.62 -0.84 -0.03 -0.42 1.78 0.02 -0.57

RAP2C 3933 3.08 5.61 6.84 5.27 4.48 10.48 5.13 8.57 4.73 8.74 5.96 2.58 6.79 -1.14 -0.28 0.01 -0.37 -0.60 0.81

RAPGEF1 6204 3.94 14.39 13.06 11.61 11.60 5.55 7.96 9.27 14.22 8.18 10.02 3.33 9.91 -1.33 0.54 0.40 0.23 0.23 -0.85

RAPGEF2 6824 1.34 4.81 2.76 4.64 1.22 3.68 2.79 4.66 4.97 4.48 3.08 1.62 4.22 -1.65 0.19 -0.62 0.14 -1.79 0.26

RAPGEF3 6239 1.05 0.00 1.10 0.51 0.00 0.00 0.00 0.00 3.11 0.00 0.44 -1.18 0.78 0.43 #NUM! 0.50 -0.62 #NUM! #NUM!

RAPGEF4 4361 0.78 1.42 0.80 1.21 0.18 3.99 1.87 2.19 2.32 3.33 1.40 0.48 2.43 -1.64 -0.77 -1.61 -1.01 -3.73 1.52

RAPGEF5 6629 1.86 4.20 8.38 5.62 1.45 6.15 4.59 12.73 3.00 5.42 4.61 2.20 6.44 -1.79 -0.62 0.38 -0.19 -2.15 0.41

RAPGEF6 8395 1.32 2.92 2.44 2.35 0.41 2.47 1.92 2.45 1.17 2.02 1.98 0.99 1.89 -0.52 0.63 0.37 0.31 -2.22 0.32

RAPGEFL1 3727 12.45 22.29 69.09 16.68 14.95 9.50 60.34 49.27 1.19 21.57 24.16 4.59 33.09 -1.41 -0.57 1.06 -0.99 -1.15 -1.35

RAPH1 9615 0.94 4.16 5.80 9.87 3.14 2.67 4.68 6.55 1.90 3.34 4.43 2.15 4.12 -2.13 0.01 0.49 1.26 -0.39 -0.73

RAPSN 1671 0.18 0.04 0.20 0.00 0.00 0.00 0.02 0.04 0.03 0.00 0.07 -3.83 0.02 3.06 0.80 3.19 #NUM! #NUM! #NUM!

RARA 3494 4.03 18.53 14.09 9.99 15.53 15.06 16.39 17.84 40.43 36.42 12.87 3.69 27.77 -2.78 -0.58 -0.98 -1.48 -0.84 0.23

RARB 3142 4.16 4.18 1.86 0.99 0.14 5.56 0.00 3.40 2.88 0.00 2.82 1.49 1.57 1.40 1.41 0.24 -0.67 -3.44 0.98

RARG 2992 28.90 25.83 49.40 42.14 30.14 17.56 52.74 39.85 17.55 22.09 32.33 5.01 33.06 -0.19 -0.36 0.58 0.35 -0.13 -0.88

RARRES1 1545 3.37 299.79 33.14 2.17 409.44 79.16 1.90 1.60 16.78 26.10 137.85 7.11 11.59 -1.78 4.69 1.52 -2.42 5.14 -0.80

RARRES2 767 187.45 254.18 133.94 84.18 20.32 319.75 178.36 109.58 576.34 354.03 166.64 7.38 304.58 -0.70 -0.26 -1.19 -1.86 -3.91 0.94

RARRES3 779 27.35 85.66 69.02 14.94 72.70 117.10 9.45 7.51 56.90 38.14 64.46 6.01 28.00 -0.03 1.61 1.30 -0.91 1.38 0.86

RARS 2154 22.63 19.23 17.96 50.46 14.69 16.27 19.18 32.83 10.11 23.82 23.54 4.56 21.48 0.07 -0.16 -0.26 1.23 -0.55 -0.53

RARS2 1848 15.52 12.56 17.92 15.01 11.31 19.97 12.04 10.09 15.02 15.02 15.38 3.94 13.05 0.25 -0.06 0.46 0.20 -0.21 0.38

RASA1 4307 4.86 10.37 5.81 18.77 2.32 19.77 9.89 9.34 7.95 8.22 10.31 3.37 8.85 -0.87 0.23 -0.61 1.08 -1.93 0.94

RASA2 2592 3.42 6.18 4.24 5.08 2.74 1.61 2.77 2.63 1.81 4.40 3.88 1.96 2.90 0.24 1.09 0.55 0.81 -0.08 -1.27

RASA3 4220 1.85 8.35 3.70 3.81 22.04 8.42 4.37 3.98 13.15 8.30 8.03 3.01 7.45 -2.01 0.17 -1.01 -0.97 1.56 0.07

RASA4 5606 3.27 19.02 0.00 0.00 8.50 16.55 9.97 0.00 22.57 17.56 7.89 2.98 12.53 -1.94 0.60 #NUM! #NUM! -0.56 1.07

RASA4P 1545 2.69 17.33 0.00 14.10 0.00 0.00 0.00 0.00 25.24 17.91 5.69 2.51 10.79 -2.01 0.68 #NUM! 0.39 #NUM! #NUM!

RASAL1 3841 1.34 2.99 2.25 0.99 3.93 0.00 1.62 2.10 0.01 2.02 1.92 0.94 1.44 -0.10 1.06 0.65 -0.53 1.45 #NUM!

RASAL2 10896 2.16 5.31 3.34 5.07 1.30 2.42 5.91 7.44 1.77 3.84 3.27 1.71 4.74 -1.13 0.16 -0.51 0.10 -1.86 -0.43

RASAL3 3290 1.78 6.53 5.49 3.55 4.74 9.75 1.56 1.35 1.42 1.38 5.31 2.41 1.42 0.32 2.20 1.95 1.32 1.74 0.88

RASD1 1814 1.34 10.95 6.47 6.24 243.87 25.52 3.52 23.99 14.74 32.90 49.06 5.62 18.79 -3.81 -0.78 -1.54 -1.59 3.70 -0.94

RASD2 3047 0.78 1.56 0.55 0.58 0.39 0.76 0.63 0.27 2.16 1.46 0.77 -0.38 1.13 -0.53 0.46 -1.03 -0.96 -1.53 -0.02

RASEF 2770 1.02 3.66 7.50 6.60 0.55 1.78 0.87 1.59 0.10 1.07 3.52 1.81 0.91 0.17 2.01 3.05 2.86 -0.72 -0.99

RASGEF1A 3235 1.86 0.56 1.58 0.46 2.83 0.86 1.10 1.09 2.02 0.67 1.36 0.44 1.22 0.61 -1.13 0.38 -1.41 1.21 -0.66

RASGEF1B 2269 8.70 5.74 10.33 6.85 1.26 9.95 5.31 8.75 2.01 5.57 7.14 2.84 5.41 0.69 0.09 0.93 0.34 -2.11 0.48

RASGEF1C 2216 0.12 0.05 0.11 0.37 1.23 0.50 0.35 0.01 1.84 0.28 0.40 -1.33 0.62 -2.34 -3.66 -2.43 -0.75 1.00 0.34

RASGRF1 6414 0.18 0.57 0.14 0.44 1.12 0.40 0.47 0.18 0.38 0.21 0.47 -1.08 0.31 -0.80 0.88 -1.12 0.51 1.85 -0.26

RASGRF2 4078 0.46 2.65 0.44 0.66 0.14 2.94 0.69 1.14 1.90 3.42 1.21 0.28 1.79 -1.97 0.57 -2.03 -1.44 -3.67 1.27

RASGRP1 5048 1.99 3.69 3.61 2.23 0.27 2.50 1.09 2.03 0.21 1.08 2.38 1.25 1.10 0.85 1.74 1.71 1.02 -2.04 0.07

RASGRP2 2310 1.66 4.76 2.29 1.67 2.31 5.27 2.64 1.48 9.87 3.63 2.99 1.58 4.41 -1.40 0.11 -0.94 -1.40 -0.93 0.81

RASGRP3 4798 1.52 2.06 0.00 1.36 2.05 2.77 0.80 0.94 1.56 1.25 1.63 0.70 1.14 0.42 0.86 #NUM! 0.26 0.85 0.77

RASGRP4 3235 0.72 1.80 1.59 0.00 1.03 0.00 0.95 0.67 1.69 0.00 0.86 -0.22 0.83 -0.19 1.12 0.95 #NUM! 0.31 #NUM!

RASIP1 3311 14.30 4.45 6.85 11.75 0.78 17.37 5.56 8.04 9.38 4.81 9.25 3.21 6.95 1.04 -0.64 -0.02 0.76 -3.15 0.91

RASL10A 1813 0.15 0.13 0.13 0.29 0.12 0.35 0.00 0.52 0.45 0.15 0.20 -2.35 0.28 -0.88 -1.07 -1.07 0.03 -1.28 0.85

RASL10B 3213 0.46 1.38 0.19 0.69 0.25 0.28 0.89 0.84 1.61 0.58 0.54 -0.88 0.98 -1.09 0.49 -2.35 -0.50 -1.95 -0.95

RASL11A 1543 5.05 8.95 2.28 2.30 8.37 0.00 4.44 5.82 25.48 24.35 4.49 2.17 15.02 -1.57 -0.75 -2.72 -2.71 -0.84 #NUM!

RASL11B 1979 1.48 2.63 0.38 1.57 0.51 1.01 0.94 1.58 1.46 0.73 1.26 0.34 1.18 0.33 1.16 -1.64 0.41 -1.21 -0.33

RASL12 2603 3.04 8.98 1.76 1.33 1.91 12.35 12.22 2.48 140.18 16.01 4.89 2.29 42.72 -3.81 -2.25 -4.60 -5.01 -4.49 1.33

RASSF1 1979 5.82 10.67 8.98 6.78 11.12 13.93 5.61 8.08 21.37 18.63 9.55 3.26 13.42 -1.21 -0.33 -0.58 -0.98 -0.27 0.54

RASSF10 2698 1.69 3.11 13.29 6.76 46.45 4.73 1.28 2.79 0.07 1.64 12.67 3.66 1.44 0.22 1.10 3.20 2.23 5.01 -1.42

RASSF2 5426 2.66 7.71 4.27 2.74 1.25 5.23 5.40 4.69 18.26 4.94 3.97 1.99 8.32 -1.65 -0.11 -0.96 -1.60 -2.74 0.39

RASSF3 1337 2.94 6.54 5.03 5.50 7.58 12.32 7.50 5.40 25.29 10.11 6.65 2.73 12.07 -2.04 -0.88 -1.26 -1.14 -0.67 0.89

RASSF4 2509 3.79 12.53 10.62 5.33 13.69 12.07 2.23 1.35 9.34 0.00 9.67 3.27 3.23 0.23 1.96 1.72 0.72 2.08 0.32

RASSF5 3637 8.28 17.14 24.27 16.62 12.83 13.68 12.58 22.95 6.41 15.32 15.47 3.95 14.31 -0.79 0.26 0.76 0.22 -0.16 -0.18

RASSF6 4323 1.42 2.49 2.20 2.31 0.64 1.01 0.85 1.15 0.00 0.43 1.68 0.75 0.61 1.22 2.03 1.85 1.93 0.08 -0.73

RASSF7 1746 10.23 17.12 8.96 6.45 36.75 6.70 7.42 3.49 1.32 6.43 14.37 3.84 4.67 1.13 1.87 0.94 0.47 2.98 -1.10

RASSF8 5882 1.46 3.92 1.87 1.20 0.46 6.79 3.38 3.52 4.98 6.95 2.62 1.39 4.71 -1.69 -0.27 -1.33 -1.98 -3.36 1.38

RASSF9 1796 0.77 0.93 1.68 0.74 0.23 0.57 0.43 0.39 2.13 0.70 0.82 -0.29 0.91 -0.24 0.03 0.88 -0.31 -1.99 -0.53

RAVER1 3606 5.41 20.56 29.12 23.81 20.89 6.53 9.93 12.18 8.53 5.74 17.72 4.15 9.09 -0.75 1.18 1.68 1.39 1.20 -1.44

RAVER2 4376 4.63 0.00 6.08 4.48 0.00 5.94 4.51 5.87 5.30 4.84 3.52 1.82 5.13 -0.15 #NUM! 0.24 -0.20 #NUM! 0.76

RAX 3197 0.00 0.00 0.00 0.02 0.01 0.12 0.00 0.00 0.00 0.00 0.02 -5.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.27

RAX2 2190 0.01 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.04 0.00 0.01 -7.08 0.01 0.18 #NUM! #NUM! 1.51 #NUM! #NUM!

RB1 4772 5.44 16.17 6.17 18.64 10.43 33.01 15.11 17.50 12.04 10.02 14.98 3.90 13.67 -1.33 0.24 -1.15 0.45 -0.39 1.14

RB1CC1 6670 5.59 6.41 8.15 9.14 1.93 11.74 7.90 7.90 2.95 4.03 7.16 2.84 5.70 -0.03 0.17 0.52 0.68 -1.56 0.71

RBAK 6551 0.93 1.74 2.95 2.35 0.63 0.00 1.00 1.17 0.54 1.26 1.43 0.52 0.99 -0.09 0.81 1.57 1.25 -0.65 #NUM!

RBAK-LOC389458 858 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RBBP4 7943 9.23 39.94 14.67 17.25 34.69 55.26 6.99 7.82 22.97 24.84 28.51 4.83 15.65 -0.76 1.35 -0.09 0.14 1.15 0.96

RBBP5 4423 1.94 3.70 4.53 3.89 3.36 5.45 2.60 2.42 3.41 3.74 3.81 1.93 3.04 -0.65 0.28 0.57 0.36 0.14 0.52

RBBP6 6853 6.98 13.66 7.63 21.00 5.89 14.64 12.57 15.53 10.20 19.48 11.63 3.54 14.45 -1.05 -0.08 -0.92 0.54 -1.29 0.33

RBBP7 2021 19.91 43.46 32.72 46.37 247.17 91.12 25.01 21.27 72.74 45.23 80.12 6.32 41.06 -1.04 0.08 -0.33 0.18 2.59 0.19

RBBP8 3279 12.31 10.01 15.94 8.43 4.13 16.43 9.41 3.56 5.10 9.81 11.21 3.49 6.97 0.82 0.52 1.19 0.27 -0.75 0.55

RBBP9 3871 7.33 7.96 7.33 5.31 2.56 6.58 4.15 4.65 3.14 4.34 6.18 2.63 4.07 0.85 0.97 0.85 0.38 -0.67 0.09

RBCK1 2778 19.57 35.32 47.80 40.05 65.68 33.35 26.11 20.97 26.17 21.63 40.30 5.33 23.72 -0.28 0.57 1.01 0.76 1.47 -0.27

RBFA 5679 2.37 2.25 6.19 1.58 14.55 5.21 1.89 4.83 8.82 2.44 5.36 2.42 4.49 -0.92 -1.00 0.46 -1.50 1.70 -0.04

RBFOX1 4775 0.05 0.08 0.01 0.01 0.00 0.07 0.07 0.19 0.05 0.17 0.04 -4.80 0.12 -1.40 -0.51 -3.87 -3.88 #NUM! 0.96

RBFOX2 6997 8.06 14.21 11.61 17.16 4.36 10.76 14.18 11.75 21.69 14.29 11.02 3.46 15.48 -0.94 -0.12 -0.42 0.15 -1.83 -0.03

RBFOX3 2696 0.07 0.07 0.00 0.02 0.06 0.13 4.25 0.01 14.47 0.61 0.06 -4.10 4.83 -6.12 -6.12 #NUM! -7.60 -6.44 1.16

RBKS 1196 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RBL1 4270 3.12 4.93 6.45 4.79 1.23 3.20 0.88 1.51 0.43 0.74 3.95 1.98 0.89 1.81 2.47 2.86 2.43 0.47 -0.30

RBL2 4903 18.58 37.22 18.02 19.61 4.00 19.19 15.91 21.73 14.20 16.68 19.44 4.28 17.13 0.12 1.12 0.07 0.20 -2.10 -0.02

RBM10 3443 0.00 12.19 17.73 15.22 14.11 9.11 12.65 8.47 14.77 7.93 11.39 3.51 10.95 #NUM! 0.15 0.69 0.47 0.37 -0.32

RBM11 1997 0.42 0.20 0.78 0.23 2.06 1.55 0.25 0.35 0.52 1.05 0.87 -0.20 0.54 -0.35 -1.47 0.53 -1.25 1.93 0.82

RBM12 6724 0.00 3.47 4.65 0.00 0.00 9.68 2.59 2.95 7.71 10.53 2.97 1.57 5.94 #NUM! -0.78 -0.35 #NUM! #NUM! 1.71

RBM12B 5115 0.84 1.61 1.58 1.40 1.69 1.94 1.01 0.92 1.94 1.78 1.51 0.59 1.41 -0.76 0.19 0.16 -0.01 0.26 0.37

RBM14 5415 5.83 7.52 12.28 15.50 13.34 3.93 9.06 5.74 7.35 5.51 9.73 3.28 6.91 -0.25 0.12 0.83 1.17 0.95 -1.31

RBM14-RBM4 923 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.85 0.00 0.00 0.00 #NUM! 1.96 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

RBM15 3450 2.56 3.20 4.45 11.83 5.10 2.21 2.58 1.66 1.07 2.68 4.89 2.29 2.00 0.35 0.68 1.15 2.57 1.35 -1.15

RBM15B 6650 4.97 8.83 12.60 9.57 5.60 3.48 8.23 6.84 7.61 5.27 7.51 2.91 6.99 -0.49 0.34 0.85 0.45 -0.32 -1.11

RBM17 3760 8.74 10.00 25.29 34.77 61.55 22.55 8.06 9.11 30.41 19.83 27.15 4.76 16.85 -0.95 -0.75 0.59 1.05 1.87 -0.27

RBM18 3203 7.28 4.77 7.10 5.04 5.73 10.05 3.75 3.29 6.59 8.17 6.66 2.74 5.45 0.42 -0.19 0.38 -0.11 0.07 0.59

RBM19 4496 2.50 4.75 7.13 6.92 4.70 4.71 3.07 4.55 5.44 4.07 5.12 2.36 4.28 -0.78 0.15 0.74 0.69 0.13 -0.12

RBM20 7233 0.12 0.13 0.03 0.01 0.02 0.13 0.57 0.31 0.16 0.82 0.07 -3.80 0.47 -2.01 -1.87 -3.83 -5.14 -4.83 0.81

RBM22 2352 16.47 17.25 17.05 25.96 23.05 25.64 16.81 15.81 16.71 15.30 20.90 4.39 16.16 0.03 0.09 0.08 0.68 0.51 0.29

RBM23 2624 12.52 23.48 27.54 19.77 0.00 28.29 17.36 16.47 35.73 22.62 18.60 4.22 23.04 -0.88 0.03 0.26 -0.22 #NUM! 0.60

RBM24 2467 0.82 1.38 0.43 0.35 0.22 3.38 0.82 1.12 3.57 5.12 1.10 0.13 2.66 -1.69 -0.95 -2.64 -2.93 -3.62 1.63

RBM25 4303 27.29 55.59 40.20 69.39 5.50 15.49 32.76 41.31 7.79 15.04 35.58 5.15 24.22 0.17 1.20 0.73 1.52 -2.14 -1.20

RBM26 3624 4.91 6.47 10.92 21.28 4.49 13.02 5.66 7.01 3.24 10.33 10.18 3.35 6.56 -0.42 -0.02 0.74 1.70 -0.55 0.35

RBM27 6555 2.12 5.31 4.82 6.73 2.44 4.95 4.28 5.15 3.36 3.83 4.39 2.14 4.16 -0.97 0.35 0.22 0.69 -0.77 0.17

RBM28 2823 2.17 3.97 8.41 4.83 4.62 4.47 2.90 2.83 3.32 3.67 4.75 2.25 3.18 -0.55 0.32 1.40 0.60 0.54 -0.09

RBM3 1588 27.17 56.36 26.75 21.33 34.21 93.25 11.53 12.87 57.04 58.15 43.18 5.43 34.90 -0.36 0.69 -0.38 -0.71 -0.03 1.11

RBM33 10325 1.40 4.61 4.88 4.86 3.49 2.19 3.25 4.27 1.62 2.48 3.57 1.84 2.91 -1.05 0.66 0.75 0.74 0.27 -0.70

RBM34 1870 21.35 26.76 22.04 24.51 19.80 24.07 23.77 11.50 12.99 14.19 23.09 4.53 15.61 0.45 0.78 0.50 0.65 0.34 0.06

RBM38 2401 7.92 13.59 17.63 6.18 19.88 11.88 5.91 2.91 21.37 7.77 12.85 3.68 9.49 -0.26 0.52 0.89 -0.62 1.07 -0.11

RBM39 2809 30.77 53.57 45.36 68.15 50.28 79.27 35.99 49.81 47.75 82.74 54.57 5.77 54.07 -0.81 -0.01 -0.25 0.33 -0.10 0.54

RBM4 3106 20.71 24.45 32.15 33.82 108.67 52.36 26.75 15.45 58.13 50.12 45.36 5.50 37.61 -0.86 -0.62 -0.23 -0.15 1.53 0.21

RBM41 5141 2.69 2.60 2.99 3.48 1.03 2.84 3.18 3.53 1.03 2.13 2.60 1.38 2.47 0.13 0.08 0.28 0.49 -1.26 0.13

RBM42 1669 25.42 33.70 53.03 61.11 174.58 28.52 24.51 21.45 48.65 26.68 62.73 5.97 30.32 -0.25 0.15 0.81 1.01 2.53 -1.14

RBM43 3914 1.36 3.04 0.90 1.18 0.52 1.41 1.66 1.19 2.04 1.81 1.40 0.49 1.68 -0.30 0.86 -0.90 -0.50 -1.69 0.00

RBM44 4293 0.05 0.16 0.06 0.01 0.00 0.00 0.10 0.23 0.07 0.51 0.05 -4.41 0.23 -2.24 -0.49 -1.85 -4.91 #NUM! #NUM!

RBM45 1860 1.60 2.00 2.53 6.13 2.20 3.92 1.26 1.54 3.63 2.89 3.06 1.62 2.33 -0.54 -0.22 0.12 1.40 -0.08 0.35

RBM46 2521 0.01 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.01 0.01 0.01 -6.97 0.00 1.24 #NUM! #NUM! #NUM! #NUM! 2.22

RBM47 5160 5.01 12.36 18.11 6.85 8.01 8.03 8.42 15.78 1.77 7.20 9.73 3.28 8.29 -0.73 0.58 1.13 -0.28 -0.05 -0.28

RBM4B 1814 10.69 8.98 0.00 0.00 0.00 10.27 0.00 4.65 0.00 0.00 4.99 2.32 1.16 3.20 2.95 #NUM! #NUM! #NUM! 1.04

RBM5 3151 9.76 26.74 29.11 34.24 6.80 21.35 22.28 18.54 25.09 30.21 21.33 4.41 24.03 -1.30 0.15 0.28 0.51 -1.82 0.00

RBM6 3758 13.29 24.80 20.58 19.89 4.73 19.04 17.98 21.51 14.29 22.97 17.05 4.09 19.19 -0.53 0.37 0.10 0.05 -2.02 0.16

RBM7 2025 9.66 15.33 9.04 11.46 6.50 22.11 5.63 10.48 12.41 22.97 12.35 3.63 12.87 -0.41 0.25 -0.51 -0.17 -0.99 0.84

RBM8A 4973 11.02 29.40 43.19 36.93 13.05 98.02 20.33 24.05 43.88 71.33 38.60 5.27 39.90 -1.86 -0.44 0.11 -0.11 -1.61 1.34

RBMS1 4305 9.12 19.07 29.24 15.08 9.96 27.92 14.09 19.87 17.29 24.98 18.40 4.20 19.06 -1.06 0.00 0.62 -0.34 -0.94 0.60

RBMS2 8504 3.15 4.80 2.46 4.09 3.95 3.36 6.20 4.56 3.60 4.15 3.64 1.86 4.63 -0.55 0.05 -0.91 -0.18 -0.23 -0.11

RBMS3 8234 1.02 3.76 0.95 1.20 0.72 3.20 4.24 3.48 3.19 2.32 1.81 0.86 3.31 -1.69 0.18 -1.79 -1.46 -2.19 0.82

RBMX 2132 49.81 58.37 69.54 63.11 59.77 70.27 45.52 49.59 55.45 62.61 61.81 5.95 53.29 -0.10 0.13 0.38 0.24 0.17 0.19

RBMX2 1528 17.66 14.34 17.00 13.02 15.02 22.35 12.93 9.95 13.48 14.66 16.57 4.05 12.75 0.47 0.17 0.41 0.03 0.24 0.43

RBMXL1 5128 0.00 0.98 5.99 5.85 3.45 6.50 1.38 6.19 0.00 0.00 3.79 1.92 1.89 #NUM! -0.95 1.66 1.63 0.87 0.78

RBMXL2 2215 0.00 0.02 0.00 0.00 0.00 0.02 0.00 0.00 0.01 0.01 0.01 -7.03 0.01 #NUM! 2.24 #NUM! #NUM! #NUM! 1.49

RBP1 1487 44.66 15.97 137.75 118.19 38.56 115.72 3.72 1.60 10.38 12.54 78.48 6.29 7.06 2.66 1.18 4.29 4.07 2.45 0.56

RBP2 700 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RBP3 4289 0.00 0.01 0.00 0.00 0.01 0.01 0.01 0.00 0.00 0.00 0.01 -7.46 0.00 #NUM! 2.93 #NUM! #NUM! 2.83 0.91

RBP4 941 0.34 192.32 0.08 0.04 2.65 2.00 3.25 2.06 0.83 3.70 32.91 5.04 2.46 -2.87 6.29 -4.96 -5.86 0.11 -4.04

RBP5 968 7.00 0.00 0.00 0.00 0.00 0.00 2.04 0.00 12.27 0.00 1.17 0.22 3.58 0.97 #NUM! #NUM! #NUM! #NUM! #NUM!

RBP7 704 11.17 6.06 14.81 3.65 31.97 17.13 22.00 19.24 16.20 23.32 14.13 3.82 20.19 -0.85 -1.74 -0.45 -2.47 0.66 0.28

RBPJ 2499 5.81 12.43 13.25 6.01 4.36 14.66 9.61 9.05 11.41 15.04 9.42 3.24 11.28 -0.96 0.14 0.23 -0.91 -1.37 0.64

RBPJL 2630 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RBPMS 3154 20.65 64.25 30.12 9.23 7.17 39.19 53.59 32.32 142.42 48.87 28.44 4.83 69.30 -1.75 -0.11 -1.20 -2.91 -3.27 0.46

RBPMS2 2019 0.37 2.12 0.55 1.03 0.96 3.51 4.38 1.15 33.60 4.43 1.42 0.51 10.89 -4.88 -2.36 -4.31 -3.40 -3.50 1.30

RBX1 906 92.23 17.23 25.69 29.36 137.79 164.74 42.44 57.64 66.61 78.16 77.84 6.28 61.21 0.59 -1.83 -1.25 -1.06 1.17 1.08

RC3H1 10996 1.33 2.85 1.61 3.29 0.54 2.82 2.61 3.62 1.24 2.52 2.07 1.05 2.50 -0.90 0.19 -0.64 0.40 -2.22 0.45

RC3H2 3991 4.02 4.27 7.74 6.86 3.28 4.96 2.78 4.88 2.05 4.04 5.19 2.38 3.44 0.23 0.31 1.17 1.00 -0.07 -0.06

RCAN1 2457 4.47 14.53 11.08 28.80 14.90 53.31 5.29 21.63 101.69 39.08 21.18 4.40 41.92 -3.23 -1.53 -1.92 -0.54 -1.49 1.33

RCAN2 3318 1.70 2.98 2.08 0.65 0.31 10.90 6.24 3.16 19.53 8.77 3.10 1.63 9.42 -2.47 -1.66 -2.18 -3.86 -4.91 1.81

RCAN3 1700 3.05 5.80 7.03 5.50 2.21 4.12 5.08 4.73 0.68 3.14 4.62 2.21 3.41 -0.16 0.77 1.05 0.69 -0.62 -0.16

RCBTB1 4042 1.23 3.51 2.15 2.55 1.28 6.56 2.41 2.88 4.21 4.88 2.88 1.53 3.59 -1.55 -0.03 -0.74 -0.50 -1.49 1.19

RCBTB2 3204 4.69 4.10 3.66 5.73 3.86 14.68 7.68 5.72 12.26 12.76 6.12 2.61 9.61 -1.04 -1.23 -1.39 -0.74 -1.32 1.26

RCC1 2858 6.43 4.22 16.02 14.30 27.45 14.45 0.00 2.97 4.23 2.24 13.81 3.79 2.36 1.44 0.84 2.76 2.60 3.54 0.06

RCC2 4109 14.20 31.51 36.73 61.22 41.47 37.82 19.30 17.91 11.69 17.15 37.16 5.22 16.51 -0.22 0.93 1.15 1.89 1.33 0.03

RCCD1 2774 5.45 4.78 2.83 5.53 8.16 6.43 0.00 2.42 2.99 3.54 5.53 2.47 2.24 1.28 1.09 0.34 1.30 1.86 0.22

RCE1 1489 8.77 13.77 14.30 12.89 44.35 11.08 9.20 8.77 5.90 10.10 17.53 4.13 8.49 0.05 0.70 0.75 0.60 2.38 -0.66

RCHY1 4475 1.99 1.69 2.56 1.34 3.86 3.74 1.43 1.00 2.46 3.50 2.53 1.34 2.10 -0.07 -0.31 0.28 -0.65 0.88 0.56

RCL1 2169 4.38 3.11 8.20 2.55 7.33 5.35 4.25 4.69 5.07 7.36 5.15 2.37 5.34 -0.29 -0.78 0.62 -1.07 0.46 0.05

RCN1 2529 24.16 36.91 24.71 18.76 78.81 83.03 22.88 17.50 68.03 58.60 44.40 5.47 41.75 -0.79 -0.18 -0.76 -1.15 0.92 0.90

RCN2 2213 17.46 12.20 22.86 17.86 30.39 30.56 9.45 9.32 21.89 23.38 21.89 4.45 16.01 0.13 -0.39 0.51 0.16 0.92 0.48

RCN3 1882 15.88 27.96 15.50 9.39 9.11 36.12 19.68 10.49 48.53 20.52 18.99 4.25 24.81 -0.64 0.17 -0.68 -1.40 -1.45 0.93

RCOR1 5537 2.89 7.44 13.16 10.03 4.70 5.53 11.03 15.69 2.63 18.58 7.29 2.87 11.98 -2.05 -0.69 0.13 -0.26 -1.35 -0.40

RCOR2 2621 0.16 0.25 0.90 0.17 0.42 0.35 0.13 0.17 0.62 0.19 0.38 -1.41 0.28 -0.75 -0.15 1.70 -0.72 0.62 -0.10

RCOR3 4474 2.61 6.89 3.38 7.31 3.82 8.89 3.93 4.60 5.92 7.41 5.49 2.46 5.47 -1.06 0.33 -0.69 0.42 -0.52 0.70

RCSD1 3012 2.28 4.58 5.62 2.23 3.31 9.28 1.78 1.25 4.24 2.46 4.55 2.19 2.43 -0.09 0.92 1.21 -0.12 0.44 1.03

RCVRN 1217 0.13 0.13 0.00 0.19 0.00 0.00 0.16 0.36 0.33 0.04 0.07 -3.76 0.22 -0.83 -0.81 #NUM! -0.23 #NUM! #NUM!

RD3 4290 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.00 0.00 0.00 -10.14 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RDBP 1568 66.90 37.47 53.85 43.42 77.94 41.18 31.04 38.32 44.21 35.82 53.46 5.74 37.35 0.84 0.00 0.53 0.22 1.06 -0.38

RDH10 3531 12.43 9.29 16.26 3.36 4.63 0.00 1.75 2.54 5.38 0.00 7.66 2.94 2.42 2.36 1.94 2.75 0.48 0.94 #NUM!

RDH11 2587 18.62 24.32 35.09 36.46 17.34 23.41 27.48 22.71 16.49 21.58 25.87 4.69 22.07 -0.24 0.14 0.67 0.72 -0.35 -0.14

RDH12 1934 9.37 10.04 1.79 0.64 0.10 2.62 43.43 29.33 0.05 22.66 4.09 2.03 23.87 -1.35 -1.25 -3.74 -5.22 -7.96 -0.64



RDH13 2425 2.48 4.67 1.63 8.07 13.10 2.34 3.98 4.81 2.45 9.28 5.38 2.43 5.13 -1.05 -0.14 -1.65 0.65 1.35 -1.20

RDH14 1602 4.56 4.80 5.60 3.89 7.16 4.03 2.83 2.83 5.52 6.61 5.01 2.32 4.45 0.04 0.11 0.33 -0.19 0.69 -0.31

RDH16 1738 1.91 0.84 1.70 7.65 12.52 0.95 0.29 1.55 0.08 0.87 4.26 2.09 0.70 1.45 0.27 1.28 3.45 4.16 -2.17

RDH5 1359 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RDH8 1714 0.00 0.00 0.00 0.00 0.05 0.00 0.02 0.00 0.00 0.00 0.01 -7.04 0.00 #NUM! #NUM! #NUM! #NUM! 3.41 #NUM!

RDM1 1166 0.27 0.69 0.20 0.28 0.74 0.86 0.11 0.25 0.03 0.03 0.51 -0.98 0.11 1.33 2.68 0.89 1.36 2.77 0.76

RDX 4498 6.77 8.91 13.45 7.71 5.32 13.43 11.10 10.38 12.61 13.28 9.26 3.21 11.84 -0.81 -0.41 0.18 -0.62 -1.15 0.54

REC8 2354 0.00 0.00 14.86 4.99 0.00 5.85 0.00 0.00 0.00 1.56 4.28 2.10 0.39 #NUM! #NUM! 5.25 3.68 #NUM! 0.45

RECK 4427 4.04 7.43 2.44 0.82 1.59 7.03 4.45 7.07 6.24 9.97 3.89 1.96 6.93 -0.78 0.10 -1.51 -3.07 -2.12 0.85

RECQL 3795 5.55 8.16 9.99 8.60 5.21 20.70 4.90 5.48 7.66 10.47 9.70 3.28 7.13 -0.36 0.20 0.49 0.27 -0.45 1.09

RECQL4 3840 1.80 1.86 4.24 5.19 11.29 2.27 0.94 0.95 0.58 0.67 4.44 2.15 0.79 1.19 1.24 2.43 2.72 3.84 -0.97

RECQL5 3733 4.14 4.38 3.33 5.98 5.78 2.75 7.63 3.52 2.78 3.77 4.39 2.14 4.42 -0.09 -0.01 -0.41 0.43 0.39 -0.68

REEP1 3868 0.30 1.13 0.15 0.28 0.86 0.00 2.02 1.00 7.76 2.33 0.45 -1.14 3.28 -3.43 -1.54 -4.48 -3.55 -1.93 #NUM!

REEP2 2117 0.97 0.80 0.84 0.20 0.40 1.30 1.09 0.61 3.71 1.71 0.75 -0.41 1.78 -0.87 -1.14 -1.08 -3.19 -2.16 0.79

REEP3 5205 6.09 8.64 6.47 10.37 9.70 9.78 6.06 5.81 7.65 8.59 8.51 3.09 7.03 -0.21 0.30 -0.12 0.56 0.47 0.20

REEP4 1731 21.82 24.75 25.80 27.15 64.97 20.73 29.41 26.91 7.92 17.75 30.87 4.95 20.50 0.09 0.27 0.33 0.41 1.66 -0.57

REEP5 3116 23.04 27.34 18.79 30.58 150.33 70.93 27.72 27.23 32.00 38.94 53.50 5.74 31.47 -0.45 -0.20 -0.74 -0.04 2.26 0.41

REEP6 1393 5.59 4.50 5.36 12.25 3.58 2.19 9.90 5.98 3.12 4.87 5.58 2.48 5.97 -0.09 -0.41 -0.15 1.04 -0.74 -1.35

REG1A 821 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.04 1.14 0.01 -6.42 0.29 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

REG1P 2925 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

REG3A 1117 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

REG3G 947 0.00 0.00 0.00 0.00 0.00 0.00 0.16 0.00 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

REG4 1517 0.13 327.31 0.63 0.06 0.00 0.06 0.00 0.00 0.00 0.00 54.70 5.77 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -9.92

REL 2592 2.13 5.42 13.26 9.49 0.66 3.50 3.11 9.88 0.65 3.18 5.74 2.52 4.20 -0.98 0.37 1.66 1.17 -2.66 -0.71

RELA 2595 15.26 41.33 61.59 39.82 56.44 34.85 36.15 42.94 46.66 40.18 41.55 5.38 41.48 -1.44 -0.01 0.57 -0.06 0.44 -0.25

RELB 2297 5.88 14.90 28.46 18.99 12.31 12.53 4.81 7.16 16.26 13.53 15.51 3.96 10.44 -0.83 0.51 1.45 0.86 0.24 -0.31

RELL1 3622 2.94 7.22 9.50 4.39 4.91 7.94 5.10 7.45 8.85 8.53 6.15 2.62 7.48 -1.35 -0.05 0.34 -0.77 -0.61 0.37

RELL2 2599 0.00 0.00 0.91 1.93 0.00 0.00 0.00 0.00 0.00 0.00 0.47 -1.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RELN 11571 0.13 1.30 0.34 0.01 0.00 2.49 1.34 0.25 1.58 0.62 0.71 -0.49 0.95 -2.81 0.45 -1.49 -6.12 #NUM! 1.81

RELT 3520 1.58 3.17 7.83 3.36 15.49 3.00 1.24 2.63 2.09 4.64 5.74 2.52 2.65 -0.74 0.26 1.56 0.35 2.55 -0.93

REM1 1675 8.55 3.48 0.52 1.38 0.47 3.45 4.79 1.74 16.47 4.05 2.97 1.57 6.76 0.34 -0.96 -3.71 -2.30 -3.84 0.21

REM2 1885 0.10 0.33 0.09 0.13 0.27 0.09 0.21 0.09 0.16 0.24 0.17 -2.58 0.17 -0.75 0.91 -1.01 -0.42 0.61 -0.88

REN 1493 0.06 0.12 0.41 0.20 0.27 0.20 0.20 0.04 0.09 0.05 0.21 -2.25 0.09 -0.69 0.32 2.12 1.05 1.53 -0.04

RENBP 1507 1.51 2.51 3.59 1.18 6.11 7.33 0.87 0.95 5.44 3.44 3.70 1.89 2.67 -0.83 -0.09 0.42 -1.18 1.19 0.98

REP15 1139 0.37 0.31 0.18 0.00 0.10 1.03 0.25 0.24 0.32 0.68 0.33 -1.60 0.37 -0.03 -0.26 -1.01 #NUM! -1.93 1.63

REPIN1 3310 11.35 25.86 18.79 15.82 23.27 9.44 14.00 9.62 14.36 9.48 17.42 4.12 11.86 -0.06 1.12 0.66 0.42 0.97 -0.88

REPS1 3548 8.06 8.98 24.96 16.59 6.22 8.04 9.97 11.78 5.56 7.78 12.14 3.60 8.77 -0.12 0.03 1.51 0.92 -0.50 -0.59

REPS2 7964 0.37 1.05 0.53 0.61 1.50 1.43 0.47 0.63 1.43 0.63 0.91 -0.13 0.79 -1.09 0.42 -0.57 -0.37 0.93 0.64

RER1 3118 26.00 58.45 14.74 57.03 38.44 34.46 18.80 34.52 31.02 57.18 38.19 5.26 35.38 -0.44 0.72 -1.26 0.69 0.12 -0.15

RERE 8207 5.36 18.09 11.86 13.48 2.20 11.27 21.28 13.17 25.77 9.97 10.38 3.38 17.55 -1.71 0.04 -0.56 -0.38 -3.00 0.12

REREP3 804 0.08 0.76 1.05 0.26 0.00 0.14 0.04 0.00 0.02 0.00 0.38 -1.39 0.02 2.42 5.66 6.12 4.08 #NUM! -1.44

RERG 2325 5.41 10.63 1.38 3.26 4.85 22.48 5.80 4.51 34.26 18.23 8.00 3.00 15.70 -1.54 -0.56 -3.51 -2.27 -1.69 1.49

RERGL 1182 0.63 0.35 0.19 0.17 0.05 7.56 3.24 0.64 23.76 6.48 1.49 0.57 8.53 -3.76 -4.60 -5.52 -5.69 -7.45 2.34

REST 7333 2.11 4.06 4.28 7.14 1.69 3.29 3.49 2.64 2.60 3.08 3.76 1.91 2.95 -0.49 0.46 0.54 1.27 -0.81 -0.19

RET 5629 0.14 1.06 2.28 2.59 0.92 0.86 1.85 1.26 1.10 0.42 1.31 0.39 1.16 -3.02 -0.13 0.98 1.16 -0.33 -0.61

RETN 478 0.61 0.27 0.00 1.10 7.56 0.30 0.09 0.36 5.42 0.07 1.64 0.71 1.49 -1.29 -2.44 #NUM! -0.43 2.35 -2.46

RETNLB 594 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RETSAT 3328 10.75 9.81 15.10 14.96 12.02 9.06 12.19 14.58 11.30 12.67 11.95 3.58 12.68 -0.24 -0.37 0.25 0.24 -0.08 -0.40

REV1 4751 7.18 0.00 16.02 7.86 3.27 5.67 0.00 6.17 7.50 10.16 6.67 2.74 5.96 0.27 #NUM! 1.43 0.40 -0.87 -0.23

REV3L 10719 1.93 5.43 2.77 2.97 0.38 8.91 6.15 5.54 2.60 3.48 3.73 1.90 4.44 -1.20 0.29 -0.68 -0.58 -3.53 1.26

REXO1 4581 1.95 6.34 13.31 5.64 4.23 2.27 5.75 7.07 5.58 2.22 5.62 2.49 5.16 -1.40 0.30 1.37 0.13 -0.29 -1.31

REXO1L1 7032 0.24 0.15 0.23 0.24 0.02 0.03 0.24 0.11 0.00 0.01 0.15 -2.73 0.09 1.43 0.73 1.36 1.39 -2.52 -2.40

REXO1L2P 1078 0.04 0.02 0.02 0.00 0.00 0.01 0.02 0.03 0.00 0.00 0.02 -6.02 0.01 1.58 0.86 0.86 #NUM! #NUM! -0.75

REXO2 1171 39.10 32.76 21.51 31.33 39.19 54.58 63.57 30.79 97.52 62.38 36.41 5.19 63.56 -0.70 -0.96 -1.56 -1.02 -0.70 0.58

REXO4 2397 6.21 7.37 9.80 8.82 19.47 10.78 4.57 4.29 11.40 7.44 10.41 3.38 6.93 -0.16 0.09 0.50 0.35 1.49 0.05

RFC1 4899 8.40 9.80 11.47 7.32 4.86 10.85 7.68 8.22 5.00 5.47 8.78 3.13 6.59 0.35 0.57 0.80 0.15 -0.44 0.30

RFC2 1715 15.98 14.00 24.80 22.88 53.70 17.48 7.98 7.47 10.95 11.65 24.81 4.63 9.51 0.75 0.56 1.38 1.27 2.50 -0.51

RFC3 2396 4.10 5.01 5.89 9.92 3.51 9.04 1.78 2.92 3.48 4.07 6.24 2.64 3.06 0.42 0.71 0.94 1.70 0.20 0.53

RFC4 1486 0.00 0.00 0.00 0.00 31.82 0.00 0.00 0.00 0.00 0.00 5.30 2.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RFC5 2486 11.16 6.61 14.61 18.20 16.84 8.37 3.71 4.03 0.00 4.19 12.63 3.66 2.98 1.90 1.15 2.29 2.61 2.50 -0.59

RFESD 2814 0.44 0.22 0.24 0.51 0.61 1.18 0.26 0.28 0.58 1.04 0.53 -0.90 0.54 -0.29 -1.26 -1.16 -0.06 0.19 1.14

RFFL 4197 7.24 13.31 16.85 9.80 2.93 3.40 12.99 12.35 2.95 10.98 8.92 3.16 9.82 -0.44 0.44 0.78 0.00 -1.75 -1.39

RFK 2707 2.70 4.64 4.99 2.79 19.56 13.48 2.35 2.38 8.51 10.77 8.03 3.01 6.00 -1.15 -0.37 -0.27 -1.10 1.70 0.75

RFNG 1828 10.96 13.97 11.00 9.41 19.41 11.53 11.70 9.52 22.04 13.70 12.71 3.67 14.24 -0.38 -0.03 -0.37 -0.60 0.45 -0.14

RFPL1 1496 0.28 0.06 1.80 1.50 0.04 0.38 0.28 0.02 0.02 0.31 0.68 -0.56 0.16 0.86 -1.46 3.52 3.26 -1.93 -0.83

RFPL1-AS1 5125 0.01 0.12 0.00 0.00 0.00 0.27 0.04 0.01 0.04 0.00 0.07 -3.89 0.02 -1.22 2.30 #NUM! #NUM! -2.31 2.03

RFPL2 2410 0.06 0.05 0.04 0.08 0.03 0.08 0.00 0.00 0.01 0.07 0.05 -4.21 0.02 1.49 1.21 0.94 2.00 0.64 0.53

RFPL3 1488 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

RFPL3-AS1 1357 0.31 0.38 0.10 0.57 0.01 0.33 0.29 0.14 0.15 0.50 0.28 -1.82 0.27 0.18 0.49 -1.42 1.08 -5.02 0.23

RFPL4A 908 0.00 0.00 0.00 0.00 0.03 0.56 0.00 0.00 0.52 0.28 0.10 -3.35 0.20 #NUM! #NUM! #NUM! #NUM! -2.63 2.50

RFPL4B 1900 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.01 0.00 0.00 -7.89 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RFT1 5112 4.42 3.67 6.93 9.23 5.41 6.72 2.44 2.89 6.69 2.27 6.06 2.60 3.57 0.31 0.04 0.96 1.37 0.60 0.15

RFTN1 3033 6.64 15.40 10.31 12.18 4.97 13.51 4.83 5.35 13.57 10.93 10.50 3.39 8.67 -0.39 0.83 0.25 0.49 -0.80 0.36

RFTN2 3131 1.07 2.38 1.25 0.51 0.05 4.52 1.90 1.89 2.09 2.06 1.63 0.70 1.98 -0.89 0.26 -0.67 -1.96 -5.39 1.47

RFWD2 2801 8.36 9.09 22.32 10.47 8.92 14.87 7.29 6.78 12.34 9.91 12.34 3.63 9.08 -0.12 0.00 1.30 0.21 -0.03 0.27

RFWD3 4952 5.29 6.93 5.91 11.16 6.86 6.52 4.14 4.68 2.50 3.61 7.11 2.83 3.73 0.50 0.89 0.66 1.58 0.88 -0.13

RFX1 4392 1.07 7.60 4.87 5.01 3.77 5.70 9.33 8.22 5.54 4.35 4.67 2.22 6.86 -2.68 0.15 -0.49 -0.45 -0.86 0.29

RFX2 4114 1.36 3.00 2.43 7.52 4.54 7.79 14.40 14.58 5.79 6.59 4.44 2.15 10.34 -2.92 -1.78 -2.09 -0.46 -1.19 0.81

RFX3 3275 0.32 1.24 4.16 0.32 0.27 1.63 0.37 1.64 0.92 1.03 1.32 0.41 0.99 -1.61 0.33 2.07 -1.63 -1.85 0.30

RFX4 3965 0.00 0.08 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 -6.16 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RFX5 3618 8.34 12.57 12.73 5.75 12.56 13.20 4.25 4.94 10.21 7.32 10.86 3.44 6.68 0.32 0.91 0.93 -0.22 0.91 0.28

RFX6 3517 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 0.01 0.00 0.00 -9.84 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RFX7 7203 1.53 3.43 7.63 4.16 0.80 2.54 2.19 3.11 0.98 1.67 3.35 1.74 1.99 -0.37 0.79 1.94 1.07 -1.30 -0.40

RFX8 1729 0.05 0.37 0.17 0.21 0.20 0.96 0.17 0.29 0.27 0.46 0.33 -1.62 0.30 -2.63 0.30 -0.81 -0.49 -0.61 1.56

RFXANK 1438 26.14 29.00 52.38 19.25 79.01 21.81 17.63 17.89 29.90 17.84 37.93 5.25 20.81 0.33 0.48 1.33 -0.11 1.92 -0.80

RFXAP 2825 0.66 1.31 0.79 0.65 0.87 2.28 0.86 0.62 2.83 1.59 1.09 0.13 1.47 -1.15 -0.17 -0.90 -1.18 -0.76 1.06

RG9MTD1 1631 15.58 8.13 10.97 9.61 13.30 8.02 8.34 11.53 3.43 13.01 10.94 3.45 9.08 0.78 -0.16 0.27 0.08 0.55 -0.45

RG9MTD2 3722 0.65 0.70 1.02 1.09 1.52 1.58 0.68 0.69 0.77 1.11 1.09 0.13 0.81 -0.32 -0.21 0.33 0.43 0.90 0.53

RG9MTD3 2293 1.70 3.46 2.78 2.47 1.19 4.23 3.30 3.43 3.03 2.25 2.64 1.40 3.00 -0.82 0.20 -0.11 -0.28 -1.33 0.68

RGAG1 5426 0.01 0.02 0.01 0.01 0.00 0.01 0.00 0.02 0.03 0.03 0.01 -6.48 0.02 -0.41 0.32 -0.77 -1.67 #NUM! 0.15

RGAG4 4354 0.47 1.45 0.50 0.48 0.34 1.47 2.12 1.24 6.38 2.47 0.79 -0.35 3.05 -2.69 -1.07 -2.60 -2.67 -3.17 0.90

RGL1 5113 3.07 6.76 10.78 7.73 1.16 10.65 4.23 5.06 12.11 7.50 6.69 2.74 7.23 -1.24 -0.10 0.58 0.10 -2.64 0.67

RGL2 3425 8.39 0.00 0.00 0.00 0.00 14.00 13.37 0.00 13.16 6.56 3.73 1.90 8.27 0.02 #NUM! #NUM! #NUM! #NUM! 1.91

RGL3 2571 1.85 6.81 0.12 0.59 0.08 1.45 3.30 1.54 1.51 2.23 1.82 0.86 2.15 -0.21 1.67 -4.12 -1.85 -4.77 -0.32

RGL4 2897 0.76 1.83 1.05 3.10 3.08 1.30 0.44 1.62 0.80 0.96 1.85 0.89 0.96 -0.34 0.94 0.13 1.69 1.69 -0.51

RGMA 3227 3.91 9.97 7.51 7.86 0.65 5.13 10.61 10.07 23.18 12.60 5.84 2.55 14.11 -1.85 -0.50 -0.91 -0.84 -4.44 -0.19

RGMB 4601 1.50 3.48 3.30 4.02 2.26 4.43 4.22 3.20 6.80 6.07 3.16 1.66 5.07 -1.76 -0.54 -0.62 -0.34 -1.17 0.49

RGN 2255 0.36 0.82 0.29 0.31 0.03 4.11 0.84 1.26 3.48 5.48 0.99 -0.02 2.76 -2.94 -1.75 -3.28 -3.16 -6.41 2.06

RGNEF 6369 1.55 2.88 5.58 3.25 2.35 3.49 4.35 5.70 0.96 2.58 3.18 1.67 3.39 -1.13 -0.24 0.72 -0.06 -0.53 0.13

RGP1 1717 0.00 2.94 5.68 0.00 4.80 0.00 3.47 2.88 2.54 1.97 2.24 1.16 2.72 #NUM! 0.11 1.06 #NUM! 0.82 #NUM!

RGPD1 6711 0.25 1.52 2.71 3.46 1.11 1.80 0.72 0.44 0.62 0.39 1.81 0.85 0.54 -1.12 1.49 2.33 2.68 1.04 0.00

RGPD2 5528 3.23 1.59 3.09 2.85 0.29 1.91 1.33 2.03 1.06 2.29 2.16 1.11 1.68 0.95 -0.07 0.88 0.77 -2.52 -0.18

RGPD3 5873 0.44 1.76 2.13 1.79 0.19 1.13 1.45 1.79 0.52 1.53 1.24 0.31 1.32 -1.59 0.41 0.69 0.44 -2.83 -0.14

RGPD4 7172 0.42 1.41 1.45 1.38 0.34 1.39 1.15 1.28 0.62 1.47 1.07 0.09 1.13 -1.42 0.32 0.36 0.29 -1.73 0.38

RGPD5 7182 2.63 9.90 7.66 5.62 1.17 7.52 7.09 8.82 2.97 11.53 5.75 2.52 7.60 -1.53 0.38 0.01 -0.44 -2.70 0.39

RGPD8 7299 0.00 0.96 0.00 1.25 0.39 0.48 0.00 0.91 0.55 0.48 0.51 -0.96 0.49 #NUM! 0.98 #NUM! 1.37 -0.32 -0.09

RGR 1475 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.02 0.00 0.00 0.00 -8.33 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RGS1 1403 5.49 28.40 75.00 31.24 82.27 254.72 4.79 52.63 21.38 37.57 79.52 6.31 29.09 -2.41 -0.03 1.37 0.10 1.50 1.68

RGS10 910 36.50 46.12 21.37 23.61 53.74 68.66 22.46 21.28 44.33 44.90 41.67 5.38 33.24 0.14 0.47 -0.64 -0.49 0.69 0.72

RGS11 2384 0.00 2.34 0.41 0.86 1.43 0.68 2.99 2.40 0.00 0.00 0.95 -0.07 1.35 #NUM! 0.80 -1.71 -0.64 0.09 -0.50

RGS12 6240 5.55 11.93 24.30 17.13 7.93 6.52 14.95 14.06 5.21 14.75 12.23 3.61 12.24 -1.14 -0.04 0.99 0.48 -0.63 -0.91

RGS13 1578 0.68 0.75 0.77 0.21 0.00 2.47 0.33 1.51 1.26 1.19 0.81 -0.30 1.07 -0.66 -0.51 -0.47 -2.35 #NUM! 1.60

RGS14 2418 23.87 9.11 8.77 26.56 24.47 9.98 15.60 11.62 6.79 10.99 17.13 4.10 11.25 1.09 -0.30 -0.36 1.24 1.12 -0.78

RGS16 2432 3.08 9.63 14.49 5.33 9.97 72.74 1.28 5.65 65.34 34.36 19.21 4.26 26.66 -3.11 -1.47 -0.88 -2.32 -1.42 1.92

RGS17 1472 0.00 0.49 1.34 0.78 0.11 0.63 0.43 0.16 0.05 0.16 0.56 -0.84 0.20 #NUM! 1.30 2.75 1.97 -0.87 0.17

RGS18 2158 1.04 1.35 1.65 0.51 0.72 2.70 1.27 0.42 1.39 0.92 1.33 0.41 1.00 0.05 0.43 0.72 -0.97 -0.47 1.02

RGS19 1593 8.55 12.94 11.03 12.54 20.75 11.77 6.78 3.69 9.40 4.46 12.93 3.69 6.08 0.49 1.09 0.86 1.04 1.77 -0.14

RGS2 1375 11.36 18.58 39.59 20.72 90.84 198.38 25.55 76.42 82.52 81.10 63.25 5.98 66.40 -2.55 -1.84 -0.75 -1.68 0.45 1.65

RGS20 2120 3.29 0.79 0.76 3.97 6.25 0.23 2.07 1.44 0.02 0.79 2.55 1.35 1.08 1.61 -0.45 -0.52 1.88 2.53 -3.47

RGS21 1794 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 -8.60 0.00 #NUM! 1.99 #NUM! #NUM! #NUM! #NUM!

RGS22 4184 0.06 0.19 0.09 0.05 0.00 0.97 0.16 0.17 1.22 1.05 0.23 -2.15 0.65 -3.54 -1.78 -2.90 -3.64 #NUM! 2.10

RGS3 4643 7.68 7.93 15.18 14.07 21.84 22.37 4.59 3.02 33.50 21.65 14.84 3.89 15.69 -1.03 -0.99 -0.05 -0.16 0.48 0.59

RGS4 3480 8.86 13.54 4.33 10.93 1.50 25.43 0.44 0.73 0.00 2.97 10.76 3.43 1.04 3.09 3.71 2.06 3.40 0.53 1.24

RGS5 5927 18.09 30.68 16.07 21.13 1.00 58.76 35.47 22.10 27.96 35.23 24.29 4.60 30.19 -0.74 0.02 -0.91 -0.51 -4.92 1.27

RGS6 6073 0.05 0.10 0.14 0.07 0.16 0.36 0.24 0.08 1.19 0.33 0.15 -2.78 0.46 -3.23 -2.22 -1.75 -2.74 -1.51 1.30

RGS7 2440 0.00 0.00 0.00 0.02 0.02 0.08 0.01 0.00 0.03 0.05 0.02 -5.58 0.02 #NUM! #NUM! #NUM! -0.02 0.04 1.97

RGS7BP 3821 0.07 0.16 0.09 0.01 0.00 0.56 0.23 0.54 0.79 0.33 0.15 -2.76 0.47 -2.79 -1.53 -2.43 -5.79 #NUM! 1.92

RGS8 912 0.00 0.00 0.00 0.00 0.04 0.04 0.00 0.00 0.04 0.00 0.01 -6.32 0.01 #NUM! #NUM! #NUM! #NUM! 2.08 1.54

RGS9 2540 0.10 0.57 0.71 0.12 2.14 1.68 0.70 0.18 1.67 1.90 0.89 -0.17 1.11 -3.42 -0.98 -0.64 -3.21 0.94 0.92

RGS9BP 2894 0.08 0.02 0.00 0.05 0.22 0.02 0.05 0.00 0.04 0.01 0.07 -3.93 0.03 1.67 -0.50 #NUM! 0.83 3.10 -1.44

RGSL1 3780 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.33 0.00 0.00 0.00 -9.76 0.09 #NUM! -3.64 #NUM! #NUM! #NUM! #NUM!

RHAG 1953 0.07 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.55 0.02 0.01 -6.16 0.14 -1.02 #NUM! #NUM! #NUM! #NUM! -0.16

RHBDD1 5169 3.43 5.84 3.83 3.50 1.72 3.31 4.64 4.88 4.25 3.84 3.60 1.85 4.40 -0.36 0.41 -0.20 -0.33 -1.36 -0.12

RHBDD2 1878 33.06 29.37 42.47 26.46 51.59 29.89 20.55 15.80 31.15 28.92 35.47 5.15 24.11 0.46 0.28 0.82 0.13 1.10 -0.25

RHBDD3 1738 5.58 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 4.83 0.93 -0.10 1.21 2.21 #NUM! #NUM! #NUM! #NUM! #NUM!

RHBDF1 3091 6.97 16.25 6.59 16.77 15.73 9.00 10.54 13.16 10.21 11.73 11.89 3.57 11.41 -0.71 0.51 -0.79 0.56 0.46 -0.40

RHBDF2 3615 6.28 11.25 11.58 19.35 18.85 4.26 6.16 9.69 2.10 4.73 11.93 3.58 5.67 0.15 0.99 1.03 1.77 1.73 -1.48

RHBDL1 1559 0.95 3.55 0.51 0.75 3.47 0.98 0.76 0.42 0.34 0.00 1.70 0.77 0.38 1.32 3.22 0.42 0.98 3.19 -0.79

RHBDL2 1838 5.76 2.23 6.44 7.07 7.58 6.63 2.63 3.25 0.17 4.37 5.95 2.57 2.60 1.14 -0.22 1.31 1.44 1.54 0.16

RHBDL3 4688 0.07 0.28 0.10 0.51 0.29 0.68 0.23 0.20 0.98 0.79 0.33 -1.62 0.55 -2.93 -0.96 -2.41 -0.09 -0.90 1.07

RHBG 1928 0.17 0.14 0.05 0.07 0.32 0.08 0.31 0.55 0.00 0.14 0.14 -2.84 0.25 -0.56 -0.78 -2.21 -1.77 0.38 -0.80

RHCE 1618 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RHCG 1952 416.19 248.32 276.42 94.48 237.57 44.11 969.40 1144.98 0.94 745.23 219.52 7.78 715.14 -0.78 -1.53 -1.37 -2.92 -1.59 -2.32

RHD 2833 0.66 0.00 0.74 0.89 0.32 2.05 1.07 0.00 0.00 0.00 0.78 -0.36 0.27 1.31 #NUM! 1.47 1.73 0.27 1.40

RHEB 2092 34.52 27.20 71.91 60.67 127.05 92.54 34.78 30.09 72.25 81.95 68.98 6.11 54.77 -0.67 -1.01 0.39 0.15 1.21 0.42

RHEBL1 1192 0.93 0.58 0.50 0.51 1.93 2.71 0.57 0.15 0.82 0.58 1.19 0.26 0.53 0.81 0.14 -0.08 -0.07 1.87 1.18

RHO 2768 0.00 0.04 0.01 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -6.60 0.00 #NUM! 4.18 2.40 2.51 #NUM! #NUM!

RHOA 1926 158.00 233.46 231.28 243.95 227.86 246.26 177.77 166.43 356.85 234.68 223.47 7.80 233.93 -0.57 0.00 -0.02 0.06 -0.04 0.14

RHOB 2384 17.25 102.40 67.66 48.02 487.36 241.45 103.50 277.61 551.37 383.17 160.69 7.33 328.91 -4.25 -1.68 -2.28 -2.78 0.57 0.59

RHOBTB1 4587 2.75 4.43 1.31 2.41 1.07 3.43 4.50 2.90 6.99 3.83 2.57 1.36 4.55 -0.73 -0.04 -1.80 -0.92 -2.09 0.42

RHOBTB2 5449 0.89 6.19 0.00 0.92 17.78 1.90 2.32 1.23 4.85 2.33 4.61 2.21 2.68 -1.60 1.21 #NUM! -1.55 2.73 -1.28

RHOBTB3 5566 1.20 4.95 3.62 1.93 3.81 5.98 3.52 4.31 5.05 4.23 3.58 1.84 4.28 -1.83 0.21 -0.24 -1.15 -0.17 0.74

RHOC 1415 135.03 173.27 160.64 108.96 533.97 154.88 110.24 64.90 316.09 193.66 211.12 7.72 171.22 -0.34 0.02 -0.09 -0.65 1.64 -0.45

RHOD 1150 32.79 33.79 18.84 56.80 234.35 19.15 66.23 51.37 10.00 36.88 65.95 6.04 41.12 -0.33 -0.28 -1.13 0.47 2.51 -1.78

RHOF 2451 6.89 31.74 19.87 3.67 45.14 3.76 12.07 5.62 9.66 3.17 18.51 4.21 7.63 -0.15 2.06 1.38 -1.06 2.56 -2.30

RHOG 1332 46.13 56.22 76.98 51.28 81.45 43.30 49.40 37.58 49.56 33.09 59.23 5.89 42.41 0.12 0.41 0.86 0.27 0.94 -0.45

RHOH 1999 1.63 7.76 4.79 1.67 10.47 8.81 0.80 1.29 2.61 2.66 5.85 2.55 1.84 -0.18 2.08 1.38 -0.14 2.51 0.59

RHOJ 1905 3.62 7.04 4.06 1.69 0.58 10.65 5.69 7.65 17.62 9.94 4.61 2.20 10.23 -1.50 -0.54 -1.33 -2.60 -4.13 1.21

RHOQ 4542 6.35 12.35 8.39 7.44 3.14 29.62 10.30 13.06 18.64 23.70 11.21 3.49 16.43 -1.37 -0.41 -0.97 -1.14 -2.39 1.40

RHOT1 3309 6.33 8.87 7.95 9.01 4.89 13.76 8.07 10.17 9.56 11.75 8.47 3.08 9.89 -0.64 -0.16 -0.31 -0.13 -1.01 0.70

RHOT2 2509 9.77 19.82 12.31 19.86 31.29 16.83 9.89 9.05 16.18 17.45 18.31 4.19 13.14 -0.43 0.59 -0.09 0.60 1.25 -0.12

RHOU 4386 1.94 7.32 1.32 1.55 2.39 11.47 2.53 5.07 11.86 17.84 4.33 2.11 9.32 -2.26 -0.35 -2.82 -2.59 -1.96 1.40

RHOV 1726 38.81 12.15 48.45 30.52 66.37 21.62 17.28 13.71 0.10 36.01 36.32 5.18 16.78 1.21 -0.47 1.53 0.86 1.98 -0.75

RHOXF1 755 0.18 0.00 0.00 0.06 0.00 0.08 0.09 0.05 0.08 0.00 0.05 -4.29 0.05 1.71 #NUM! #NUM! 0.05 #NUM! 0.58

RHPN1 3795 1.18 2.74 1.10 1.61 14.04 1.79 1.16 0.90 0.91 1.11 3.74 1.90 1.02 0.21 1.42 0.11 0.66 3.78 -1.06

RHPN2 3546 0.89 11.13 2.57 1.97 30.07 2.48 0.40 0.67 0.49 0.80 8.18 3.03 0.59 0.60 4.24 2.13 1.75 5.68 -1.72

RIBC1 1949 0.64 0.00 0.00 0.10 0.00 1.00 1.12 0.00 0.00 0.88 0.29 -1.78 0.50 0.35 #NUM! #NUM! -2.30 #NUM! 1.79

RIBC2 1414 5.23 6.46 2.66 9.20 9.18 4.49 0.65 0.90 0.11 0.23 6.20 2.63 0.47 3.47 3.77 2.49 4.28 4.28 -0.47

RIC3 5812 0.00 0.00 0.00 2.64 0.07 0.69 0.37 0.48 0.00 0.87 0.56 -0.82 0.43 #NUM! #NUM! #NUM! 2.62 -2.71 0.28

RIC8A 2714 19.23 25.01 28.23 20.53 48.41 22.73 21.07 16.34 39.55 17.86 27.36 4.77 23.71 -0.30 0.08 0.25 -0.21 1.03 -0.27

RIC8B 4989 1.85 2.08 2.18 2.12 1.51 2.89 1.66 1.58 3.00 1.77 2.10 1.07 2.00 -0.11 0.05 0.13 0.08 -0.41 0.46

RICTOR 9535 1.10 5.72 4.99 4.39 1.02 5.22 3.09 3.72 2.75 2.97 3.74 1.90 3.13 -1.51 0.87 0.67 0.49 -1.62 0.48

RIF1 9950 1.33 2.97 6.18 3.27 4.48 3.44 2.08 3.78 1.11 3.45 3.61 1.85 2.60 -0.97 0.19 1.25 0.33 0.78 -0.07

RIIAD1 473 2.13 1.90 0.11 0.12 0.17 0.16 0.50 0.40 1.55 0.30 0.77 -0.39 0.69 1.63 1.46 -2.59 -2.52 -1.99 -2.24

RILP 1807 3.52 3.96 3.57 3.71 5.60 3.50 3.41 3.14 6.01 2.84 3.98 1.99 3.85 -0.13 0.04 -0.11 -0.05 0.54 -0.19

RILPL1 2624 3.79 5.14 8.83 13.72 12.12 6.27 5.05 4.71 12.23 6.68 8.31 3.06 7.17 -0.92 -0.48 0.30 0.94 0.76 -0.41

RILPL2 1435 9.01 11.57 11.39 8.28 14.60 27.52 12.50 13.97 29.67 26.62 13.73 3.78 20.69 -1.20 -0.84 -0.86 -1.32 -0.50 1.00

RIMBP2 6335 0.17 0.28 0.12 0.24 0.00 0.18 0.17 0.10 0.44 0.26 0.17 -2.58 0.24 -0.52 0.22 -0.97 -0.03 #NUM! 0.14

RIMBP3 5796 0.10 0.10 0.02 0.16 0.05 0.06 0.05 0.01 0.02 0.01 0.08 -3.62 0.02 2.14 2.17 0.06 2.83 1.01 -0.52

RIMBP3B 5429 0.13 0.09 0.03 0.12 0.02 0.06 0.06 0.02 0.02 0.01 0.07 -3.76 0.03 2.10 1.61 0.15 2.00 -0.77 -0.33

RIMBP3C 5802 0.00 0.04 0.00 0.06 0.03 0.00 0.00 0.00 0.00 0.00 0.02 -5.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RIMKLA 10583 0.02 0.21 0.05 0.01 0.02 0.14 0.08 0.07 0.13 0.10 0.08 -3.69 0.10 -2.00 1.12 -0.86 -2.68 -1.96 0.87

RIMKLB 5845 0.78 7.93 4.21 8.93 9.66 11.58 5.48 4.43 4.92 9.67 7.18 2.84 6.12 -2.98 0.37 -0.54 0.54 0.66 0.69

RIMS1 7592 0.00 0.00 0.06 0.02 0.00 0.03 0.05 0.01 0.03 0.01 0.02 -5.86 0.02 #NUM! #NUM! 1.31 -0.54 #NUM! 0.64

RIMS2 6797 0.65 1.65 1.99 3.21 0.36 3.45 2.28 1.67 4.44 2.88 1.89 0.92 2.82 -2.12 -0.77 -0.50 0.19 -2.95 0.87

RIMS3 7233 0.35 0.49 0.14 1.72 0.52 0.33 0.61 0.18 1.45 0.54 0.59 -0.76 0.70 -1.00 -0.52 -2.28 1.31 -0.42 -0.83

RIMS4 5210 0.29 0.60 0.03 0.05 0.00 0.17 3.20 2.14 0.56 0.42 0.19 -2.40 1.58 -2.45 -1.41 -5.71 -5.00 #NUM! -0.15

RIN1 2698 6.92 5.17 6.94 15.20 54.19 5.49 6.46 4.98 1.91 4.24 15.65 3.97 4.40 0.65 0.23 0.66 1.79 3.62 -1.51

RIN2 4259 13.83 23.83 12.38 14.56 9.25 18.55 7.56 11.22 5.80 11.64 15.40 3.94 9.05 0.61 1.40 0.45 0.69 0.03 0.27

RIN3 3869 3.55 10.54 8.03 7.07 9.93 4.62 4.43 4.14 14.98 5.54 7.29 2.87 7.27 -1.04 0.54 0.14 -0.04 0.45 -0.66

RING1 1744 16.98 26.56 30.82 25.10 30.38 22.02 23.22 27.06 31.17 26.18 25.31 4.66 26.91 -0.66 -0.02 0.20 -0.10 0.18 -0.20

RINL 3062 2.99 1.81 3.97 3.56 0.00 3.63 1.50 1.44 2.47 1.03 2.66 1.41 1.61 0.89 0.17 1.30 1.14 #NUM! 0.45

RINT1 2990 3.14 4.15 6.88 3.71 2.25 4.22 3.12 3.26 2.86 4.38 4.06 2.02 3.41 -0.12 0.28 1.02 0.13 -0.60 0.06

RIOK1 2495 13.47 9.78 25.71 12.42 7.08 10.15 11.45 13.39 7.10 11.01 13.10 3.71 10.74 0.33 -0.13 1.26 0.21 -0.60 -0.37

RIOK2 3980 1.87 2.07 3.67 2.77 9.54 3.94 2.17 1.74 2.27 5.34 3.98 1.99 2.88 -0.63 -0.47 0.35 -0.06 1.73 -0.01

RIOK3 4035 10.93 14.73 18.64 17.19 10.46 19.72 16.41 32.30 7.56 25.09 15.28 3.93 20.34 -0.90 -0.47 -0.13 -0.24 -0.96 0.37

RIPK1 3864 4.66 11.84 15.23 15.57 5.11 5.63 8.79 9.11 7.65 5.92 9.67 3.27 7.87 -0.76 0.59 0.95 0.99 -0.62 -0.78

RIPK2 2588 3.57 5.62 14.58 5.44 14.75 11.48 3.41 4.77 5.80 10.31 9.24 3.21 6.08 -0.77 -0.11 1.26 -0.16 1.28 0.31

RIPK3 1940 4.62 10.38 5.34 5.55 3.95 4.53 4.94 3.41 2.51 4.06 5.73 2.52 3.73 0.31 1.48 0.52 0.57 0.08 -0.34

RIPK4 3890 6.47 5.35 5.25 8.12 10.97 4.88 5.54 10.39 0.10 13.00 6.84 2.77 7.26 -0.17 -0.44 -0.47 0.16 0.60 -0.49

RIPPLY1 1206 0.00 0.00 0.06 0.04 0.00 0.03 0.00 0.06 0.00 0.00 0.02 -5.50 0.02 #NUM! #NUM! 1.96 1.20 #NUM! 0.62

RIPPLY2 664 0.16 0.00 1.13 0.00 0.00 0.23 0.44 0.00 1.36 0.85 0.25 -1.99 0.66 -2.07 #NUM! 0.77 #NUM! #NUM! -0.14

RIT1 3425 4.53 4.95 4.47 4.50 4.38 11.24 4.86 4.83 6.81 11.60 5.68 2.51 7.03 -0.63 -0.50 -0.65 -0.64 -0.68 0.98

RIT2 1112 0.08 0.00 0.00 0.00 0.00 0.05 0.00 0.06 0.02 0.00 0.02 -5.53 0.02 2.04 #NUM! #NUM! #NUM! #NUM! 1.14

RLBP1 1752 0.00 0.00 0.02 0.00 0.01 0.04 0.00 0.00 0.00 0.00 0.01 -6.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.74

RLF 6266 2.43 3.85 6.45 6.26 1.86 4.31 3.90 6.77 1.78 4.95 4.19 2.07 4.35 -0.84 -0.17 0.57 0.53 -1.23 0.04

RLIM 10652 1.06 3.94 3.91 3.87 2.15 5.06 2.53 4.14 2.62 5.35 3.33 1.74 3.66 -1.79 0.10 0.09 0.08 -0.77 0.60

RLN1 967 0.00 0.00 0.08 0.00 0.06 0.06 0.13 0.03 0.06 0.05 0.03 -4.98 0.07 #NUM! #NUM! 0.13 #NUM! -0.21 0.81

RLN2 889 0.14 0.42 0.11 0.18 0.10 0.23 0.26 0.32 0.09 0.40 0.20 -2.34 0.27 -0.92 0.65 -1.27 -0.59 -1.45 0.23

RLN3 452 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!



RLTPR 4512 0.50 1.24 1.18 0.00 0.00 1.00 0.00 0.00 0.00 0.00 0.65 -0.62 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.61

RMI1 3508 2.41 2.02 4.56 5.72 2.67 3.43 0.87 0.96 0.84 0.71 3.47 1.79 0.84 1.51 1.26 2.44 2.76 1.66 -0.02

RMI2 1462 4.08 8.28 3.91 14.66 56.92 15.19 1.96 2.23 1.67 2.19 17.17 4.10 2.01 1.02 2.04 0.96 2.87 4.82 -0.18

RMND1 1928 5.36 4.91 8.50 6.53 12.77 9.50 3.13 2.55 6.50 6.49 7.93 2.99 4.67 0.20 0.07 0.87 0.48 1.45 0.26

RMND5A 6201 7.26 5.12 10.10 7.78 6.67 7.41 9.63 11.04 5.00 8.75 7.39 2.89 8.60 -0.24 -0.75 0.23 -0.15 -0.37 0.00

RMND5B 1825 9.41 10.08 6.45 13.85 14.90 5.96 6.55 11.16 15.50 13.33 10.11 3.34 11.63 -0.31 -0.21 -0.85 0.25 0.36 -0.76

RMRP 277 31.40 26.73 21.71 11.20 5.05 29.13 130.71 40.19 7.23 11.17 20.87 4.38 47.32 -0.59 -0.82 -1.12 -2.08 -3.23 0.48

RMST 2099 0.00 0.05 0.00 0.00 0.00 0.08 0.19 0.07 0.10 0.07 0.02 -5.51 0.11 #NUM! -1.05 #NUM! #NUM! #NUM! 1.86

RN18S1 1869 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RN28S1 5070 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RN5-8S1 156 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RN7SK 332 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RN7SL1 299 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RN7SL2 299 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNASE1 903 310.57 426.27 177.07 87.87 36.50 282.03 251.95 328.00 343.34 230.53 220.05 7.78 288.46 0.11 0.56 -0.70 -1.71 -2.98 0.36

RNASE10 651 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RNASE13 1607 0.00 0.12 0.00 0.02 0.00 0.00 0.04 0.04 0.02 0.00 0.02 -5.37 0.02 #NUM! 2.49 #NUM! 0.00 #NUM! #NUM!

RNASE2 735 2.82 1.35 2.35 1.45 1.90 3.49 0.81 0.42 2.64 0.92 2.23 1.16 1.20 1.24 0.17 0.97 0.28 0.66 0.65

RNASE3 716 0.42 0.09 0.11 0.01 0.04 0.04 0.10 0.00 0.00 0.08 0.12 -3.05 0.04 3.27 1.01 1.35 -1.56 -0.01 -1.56

RNASE4 1805 8.47 50.26 4.30 3.47 5.60 64.35 33.78 34.73 77.50 101.81 22.74 4.51 61.96 -2.87 -0.30 -3.85 -4.16 -3.47 1.50

RNASE6 1065 15.24 19.35 16.23 6.99 10.60 23.31 6.68 9.21 9.70 8.11 15.29 3.93 8.43 0.86 1.20 0.95 -0.27 0.33 0.61

RNASE7 1511 7.00 0.36 4.67 31.11 28.05 0.71 1.23 0.35 0.05 0.28 11.98 3.58 0.48 3.88 -0.40 3.29 6.03 5.88 -4.07

RNASE8 465 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNASEH1 1648 3.46 4.12 5.63 2.55 17.49 5.54 3.78 2.55 5.56 4.87 6.47 2.69 4.19 -0.28 -0.02 0.43 -0.71 2.06 -0.22

RNASEH2A 1148 26.70 14.85 28.31 19.34 94.83 15.13 8.51 6.80 7.19 6.12 33.20 5.05 7.15 1.90 1.05 1.99 1.44 3.73 -1.13

RNASEH2B 1691 8.96 9.50 6.63 13.89 11.59 30.15 6.11 4.47 26.97 15.90 13.45 3.75 13.36 -0.58 -0.49 -1.01 0.06 -0.21 1.16

RNASEH2C 2785 10.40 7.76 6.72 18.13 72.86 23.39 9.64 6.11 66.51 28.16 23.21 4.54 27.61 -1.41 -1.83 -2.04 -0.61 1.40 0.01

RNASEK 1047 306.25 311.85 247.91 350.06 247.23 196.70 263.98 239.21 177.69 168.12 276.66 8.11 212.25 0.53 0.56 0.22 0.72 0.22 -0.49

RNASEK-C17ORF49 1909 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNASEL 4258 1.67 3.94 2.74 3.07 1.45 4.66 2.59 2.56 3.92 2.59 2.92 1.55 2.92 -0.81 0.43 -0.09 0.07 -1.01 0.67

RNASET2 1250 57.31 45.27 30.51 24.95 47.46 32.05 27.16 24.83 62.00 36.73 39.59 5.31 37.68 0.61 0.26 -0.30 -0.59 0.33 -0.30

RND1 1665 1.22 13.69 3.07 5.68 16.97 69.28 2.17 24.45 44.07 56.61 18.32 4.20 31.82 -4.70 -1.22 -3.37 -2.49 -0.91 1.92

RND2 4169 0.31 0.23 0.16 0.07 0.13 0.55 0.67 0.35 0.69 1.10 0.24 -2.04 0.70 -1.17 -1.59 -2.13 -3.32 -2.43 1.19

RND3 2683 17.97 47.46 74.81 40.50 27.60 83.79 27.08 145.18 72.30 73.39 48.69 5.61 79.49 -2.14 -0.74 -0.09 -0.97 -1.53 0.78

RNF10 3864 14.62 26.63 32.60 38.38 34.41 27.16 27.21 24.76 48.31 27.64 28.97 4.86 31.98 -1.13 -0.26 0.03 0.26 0.11 -0.09

RNF103 3516 0.00 12.73 0.00 0.00 0.00 12.24 11.27 13.97 15.29 20.56 4.16 2.06 15.27 #NUM! -0.26 #NUM! #NUM! #NUM! 1.56

RNF103-VPS24 3373 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNF11 3082 16.98 21.24 34.85 34.59 20.90 55.35 29.56 33.67 61.69 63.82 30.65 4.94 47.19 -1.47 -1.15 -0.44 -0.45 -1.17 0.85

RNF111 5556 2.35 5.53 8.05 6.17 1.22 4.62 4.35 6.54 2.89 4.14 4.66 2.22 4.48 -0.93 0.30 0.85 0.46 -1.88 -0.01

RNF112 3252 0.11 0.21 0.02 0.18 0.00 0.00 0.26 0.00 0.90 0.37 0.09 -3.52 0.38 -1.85 -0.83 -4.32 -1.05 #NUM! #NUM!

RNF113A 1312 6.93 7.01 4.74 4.56 12.12 9.95 6.12 3.58 0.00 7.97 7.55 2.92 4.42 0.65 0.67 0.10 0.05 1.46 0.40

RNF113B 1381 0.00 0.00 0.05 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.01 -6.48 0.00 #NUM! #NUM! 3.53 #NUM! #NUM! 0.70

RNF114 2478 13.56 25.08 22.38 17.20 49.13 25.51 11.26 11.45 15.47 23.68 25.48 4.67 15.46 -0.19 0.70 0.53 0.15 1.67 0.00

RNF115 1675 11.27 14.66 18.88 13.22 8.95 14.86 12.10 11.85 16.93 12.16 13.64 3.77 13.26 -0.23 0.14 0.51 0.00 -0.57 0.12

RNF121 2723 4.11 4.95 5.38 0.00 17.49 4.24 0.00 2.47 6.13 4.52 6.03 2.59 3.28 0.32 0.59 0.71 #NUM! 2.42 -0.51

RNF122 1868 3.21 7.31 4.55 2.45 9.34 35.30 5.46 13.13 42.20 33.59 10.36 3.37 23.59 -2.88 -1.69 -2.37 -3.27 -1.34 1.77

RNF123 4272 5.72 18.09 8.95 23.16 3.88 5.28 8.01 5.07 8.18 3.98 10.85 3.44 6.31 -0.14 1.52 0.50 1.88 -0.70 -1.04

RNF125 5888 0.84 1.85 1.38 0.84 0.51 2.13 1.41 1.26 1.28 1.26 1.26 0.33 1.30 -0.63 0.51 0.08 -0.63 -1.35 0.76

RNF126 1665 15.33 30.81 44.04 53.08 30.48 11.38 26.09 24.74 14.94 15.40 30.85 4.95 20.29 -0.40 0.60 1.12 1.39 0.59 -1.44

RNF126P1 1435 0.18 0.18 0.01 0.00 0.02 0.00 0.05 0.00 0.04 0.00 0.06 -3.97 0.03 2.79 2.80 -1.57 #NUM! -0.32 #NUM!

RNF128 2851 0.66 3.20 0.07 0.28 0.27 1.51 0.76 0.66 0.02 1.27 1.00 0.00 0.68 -0.04 2.24 -3.28 -1.27 -1.33 0.59

RNF13 2965 15.72 14.41 14.24 17.66 9.51 29.75 11.19 15.92 13.15 17.58 16.88 4.08 14.46 0.12 0.00 -0.02 0.29 -0.60 0.82

RNF130 1865 37.69 30.29 33.20 24.49 36.03 61.04 28.51 20.30 63.16 41.87 37.12 5.21 38.46 -0.03 -0.34 -0.21 -0.65 -0.09 0.72

RNF133 1446 0.00 0.00 0.05 0.02 0.02 0.12 0.02 0.00 0.03 0.05 0.04 -4.83 0.03 #NUM! #NUM! 0.84 -0.06 -0.49 1.79

RNF135 2254 6.93 7.03 6.50 10.02 10.87 0.00 5.82 5.23 9.83 7.22 6.89 2.78 7.03 -0.02 0.00 -0.11 0.51 0.63 #NUM!

RNF138 3585 2.97 3.48 6.78 3.88 3.74 12.28 3.25 4.01 5.05 10.43 5.52 2.46 5.69 -0.94 -0.71 0.25 -0.55 -0.61 1.15

RNF138P1 5701 0.00 0.04 0.02 0.00 0.00 0.11 0.00 0.00 0.11 0.09 0.03 -5.21 0.05 #NUM! -0.42 -1.61 #NUM! #NUM! 2.03

RNF139 3312 4.74 5.80 7.03 14.18 7.57 15.45 6.12 6.55 16.61 22.74 9.13 3.19 13.01 -1.46 -1.17 -0.89 0.12 -0.78 0.76

RNF14 4395 3.46 4.15 1.82 4.61 6.21 9.56 3.32 2.50 8.95 6.75 4.97 2.31 5.38 -0.64 -0.38 -1.56 -0.22 0.21 0.94

RNF141 4084 11.15 7.34 7.06 7.04 7.22 12.51 8.06 11.11 5.20 13.47 8.72 3.12 9.46 0.24 -0.37 -0.42 -0.43 -0.39 0.52

RNF144A 5740 2.04 7.67 5.08 3.25 0.56 4.98 3.47 4.78 3.05 5.29 3.93 1.97 4.15 -1.02 0.89 0.29 -0.35 -2.88 0.34

RNF144B 5036 2.81 4.31 10.56 11.27 25.61 2.86 2.20 10.77 1.26 3.35 9.57 3.26 4.39 -0.65 -0.03 1.27 1.36 2.54 -1.74

RNF145 3632 8.45 14.56 23.33 25.60 25.11 24.49 9.98 16.49 15.16 33.15 20.26 4.34 18.69 -1.15 -0.36 0.32 0.45 0.43 0.27

RNF146 2158 5.50 10.77 5.03 4.89 7.23 11.35 6.99 6.61 23.18 15.05 7.46 2.90 12.96 -1.24 -0.27 -1.36 -1.40 -0.84 0.60

RNF148 1328 0.04 0.04 0.16 0.00 0.02 0.10 0.00 0.07 0.04 0.00 0.06 -4.04 0.03 0.73 0.74 2.55 #NUM! -0.37 0.68

RNF149 2968 7.18 9.55 8.54 21.48 39.42 21.18 8.63 12.27 10.99 21.36 17.89 4.16 13.31 -0.89 -0.48 -0.64 0.69 1.57 0.24

RNF150 4661 0.80 2.22 0.60 0.39 0.06 1.72 2.74 1.90 4.18 2.86 0.96 -0.05 2.92 -1.87 -0.40 -2.28 -2.91 -5.68 0.84

RNF151 796 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.01 -6.16 0.01 #NUM! 2.99 #NUM! #NUM! #NUM! #NUM!

RNF152 1805 1.38 1.54 4.29 3.26 0.31 4.12 0.69 2.27 2.21 2.22 2.48 1.31 1.85 -0.42 -0.26 1.22 0.82 -2.55 0.73

RNF157 4915 0.64 3.50 0.32 0.20 4.32 1.04 0.29 0.18 0.67 0.36 1.67 0.74 0.38 0.77 3.22 -0.21 -0.92 3.52 -0.68

RNF165 5276 0.16 0.43 0.64 0.57 0.44 1.19 0.29 0.40 0.05 0.25 0.57 -0.81 0.25 -0.60 0.78 1.37 1.19 0.81 1.06

RNF166 2465 5.01 10.34 7.54 5.47 6.89 8.21 5.20 3.12 8.70 5.49 7.24 2.86 5.63 -0.17 0.88 0.42 -0.04 0.29 0.18

RNF167 1723 53.15 54.48 58.14 91.22 0.00 40.76 58.19 55.60 54.42 39.91 49.63 5.63 52.03 0.03 0.07 0.16 0.81 #NUM! -0.28

RNF168 5365 3.23 5.86 4.81 9.70 4.09 5.67 4.60 8.49 2.07 7.38 5.56 2.47 5.63 -0.80 0.06 -0.23 0.78 -0.46 0.03

RNF169 7840 1.15 2.57 3.34 2.27 1.65 1.42 2.21 3.28 1.52 2.79 2.07 1.05 2.45 -1.09 0.07 0.45 -0.11 -0.57 -0.54

RNF17 5126 0.00 0.03 0.05 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.02 -5.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.81

RNF170 4136 2.83 3.31 1.86 2.10 2.47 3.47 2.87 1.60 2.09 3.38 2.67 1.42 2.49 0.19 0.41 -0.42 -0.24 -0.01 0.38

RNF175 1589 2.29 2.21 1.02 3.65 0.70 1.51 0.47 1.86 0.54 0.95 1.90 0.92 0.95 1.27 1.21 0.09 1.94 -0.44 -0.33

RNF180 4944 0.34 0.77 0.38 0.17 0.04 1.55 1.37 1.07 1.37 0.89 0.54 -0.88 1.18 -1.78 -0.61 -1.63 -2.77 -5.02 1.52

RNF181 716 302.15 83.35 80.50 89.00 225.59 143.21 70.90 82.26 128.99 100.51 153.97 7.27 95.66 1.66 -0.20 -0.25 -0.10 1.24 -0.10

RNF182 3505 0.15 0.09 0.01 0.01 3.53 0.42 0.09 0.03 0.14 0.11 0.70 -0.51 0.09 0.70 -0.14 -3.33 -3.22 5.23 -0.73

RNF183 1237 1.04 0.61 1.31 0.24 0.07 0.32 0.03 0.05 0.00 0.04 0.60 -0.74 0.03 5.18 4.42 5.52 3.10 1.25 -0.91

RNF185 3385 14.65 12.18 15.17 12.83 6.40 12.30 15.37 10.78 17.19 13.03 12.26 3.62 14.09 0.06 -0.21 0.11 -0.14 -1.14 0.00

RNF186 1268 0.00 1.72 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.29 -1.80 0.00 #NUM! 8.50 #NUM! #NUM! #NUM! #NUM!

RNF187 3133 13.16 19.50 21.28 24.46 84.51 36.98 57.56 26.71 42.35 34.46 33.31 5.06 40.27 -1.61 -1.05 -0.92 -0.72 1.07 0.15

RNF19A 4366 7.63 25.71 16.05 25.29 4.31 24.24 11.49 18.51 13.32 20.21 17.21 4.10 15.88 -1.06 0.69 0.02 0.67 -1.88 0.49

RNF19B 2604 14.01 25.56 66.60 57.09 51.43 26.34 16.13 51.10 26.79 24.61 40.17 5.33 29.66 -1.08 -0.21 1.17 0.94 0.79 -0.61

RNF2 3551 3.80 5.29 5.87 4.72 4.65 8.72 2.99 3.32 5.91 5.70 5.51 2.46 4.48 -0.24 0.24 0.39 0.08 0.05 0.66

RNF20 3970 6.26 8.73 8.64 10.10 4.08 7.40 10.56 9.41 6.79 7.28 7.54 2.91 8.51 -0.44 0.04 0.02 0.25 -1.06 -0.03

RNF207 3987 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNF208 1079 2.49 4.47 3.13 2.04 5.96 1.27 12.85 7.99 1.92 2.68 3.23 1.69 6.36 -1.35 -0.51 -1.02 -1.64 -0.09 -1.34

RNF212 2420 19.04 2.58 5.75 17.34 39.49 5.12 1.87 1.98 1.15 1.75 14.89 3.90 1.69 3.49 0.61 1.77 3.36 4.55 -1.54

RNF213 18702 3.69 15.14 13.92 20.91 8.76 24.11 12.75 5.00 2.86 3.57 14.42 3.85 6.05 -0.71 1.32 1.20 1.79 0.54 0.74

RNF214 2695 3.10 4.92 4.98 3.89 2.84 3.99 4.61 4.27 0.00 3.64 3.95 1.98 3.13 -0.02 0.65 0.67 0.31 -0.14 0.01

RNF215 1922 2.23 0.00 0.84 1.82 0.00 0.00 2.02 0.00 0.00 3.88 0.82 -0.29 1.47 0.60 #NUM! -0.81 0.31 #NUM! #NUM!

RNF216 5867 3.60 6.69 8.54 6.22 3.87 3.87 6.02 7.04 13.09 4.38 5.46 2.45 7.63 -1.09 -0.19 0.16 -0.30 -0.98 -0.50

RNF216L 2443 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNF217 1799 2.13 4.06 8.15 8.08 2.11 4.95 2.93 6.00 1.87 3.42 4.91 2.30 3.56 -0.74 0.19 1.20 1.18 -0.75 0.01

RNF219 3552 2.43 2.32 3.65 2.93 1.42 3.12 1.80 1.63 1.57 2.62 2.65 1.40 1.91 0.35 0.28 0.94 0.62 -0.42 0.24

RNF220 3025 18.18 18.31 22.34 21.09 34.47 23.94 11.01 11.92 31.19 11.54 23.05 4.53 16.41 0.15 0.16 0.44 0.36 1.07 0.05

RNF222 3067 0.68 1.29 0.16 1.35 0.02 0.10 5.01 8.74 0.01 3.66 0.60 -0.74 4.35 -2.68 -1.76 -4.76 -1.69 -8.08 -2.61

RNF223 1122 1.85 1.68 2.02 2.72 11.99 0.98 6.85 8.78 0.00 4.20 3.54 1.82 4.96 -1.42 -1.56 -1.30 -0.86 1.27 -1.86

RNF224 1514 0.15 0.82 0.15 0.12 0.50 0.02 0.36 0.61 0.00 0.09 0.29 -1.77 0.26 -0.81 1.63 -0.77 -1.15 0.91 -4.15

RNF24 3374 2.40 5.73 5.67 3.65 5.58 2.25 3.52 3.48 1.28 2.86 4.21 2.07 2.79 -0.21 1.04 1.02 0.39 1.00 -0.91

RNF25 1566 9.66 12.63 8.67 8.92 11.26 10.38 12.76 7.70 17.64 10.12 10.25 3.36 12.06 -0.32 0.07 -0.47 -0.43 -0.10 0.02

RNF26 2803 12.26 10.00 8.36 10.70 12.40 3.96 9.85 8.34 11.77 5.10 9.61 3.27 8.77 0.48 0.19 -0.07 0.29 0.50 -1.28

RNF31 3571 4.72 12.44 14.26 16.93 0.00 5.78 6.88 4.59 10.01 5.08 9.02 3.17 6.64 -0.49 0.91 1.10 1.35 #NUM! -0.64

RNF32 1910 0.00 1.44 0.00 0.00 0.00 2.50 0.76 0.00 0.00 0.00 0.66 -0.61 0.19 #NUM! 2.92 #NUM! #NUM! #NUM! 1.93

RNF34 2105 12.15 10.78 15.40 13.61 12.06 9.86 9.96 6.44 9.04 5.97 12.31 3.62 7.85 0.63 0.46 0.97 0.79 0.62 -0.32

RNF38 5268 2.12 6.29 7.02 3.23 2.37 7.99 5.80 4.88 6.80 8.27 4.84 2.27 6.44 -1.60 -0.03 0.13 -1.00 -1.44 0.72

RNF39 2170 0.00 0.00 0.00 21.96 4.80 0.00 7.77 18.77 0.00 10.41 4.46 2.16 9.24 #NUM! #NUM! #NUM! 1.25 -0.94 #NUM!

RNF4 3493 17.62 17.52 27.43 10.45 14.70 11.37 12.10 11.34 14.56 11.06 16.51 4.05 12.27 0.52 0.51 1.16 -0.23 0.26 -0.54

RNF40 6022 6.81 14.70 12.31 15.73 19.63 8.05 11.03 11.96 12.49 10.18 12.87 3.69 11.42 -0.74 0.37 0.11 0.46 0.78 -0.68

RNF41 3429 3.71 5.53 6.49 6.03 12.49 6.37 4.99 5.18 14.73 6.95 6.77 2.76 7.96 -1.10 -0.53 -0.29 -0.40 0.65 -0.09

RNF43 4573 0.00 5.98 8.29 4.67 5.04 0.00 2.77 2.19 0.00 0.00 4.00 2.00 1.24 #NUM! 2.27 2.74 1.91 2.02 #NUM!

RNF44 4153 5.72 12.97 9.85 14.46 19.69 8.38 11.26 11.27 5.80 6.73 11.84 3.57 8.76 -0.62 0.57 0.17 0.72 1.17 -0.50

RNF5 1176 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNF5P1 1085 0.58 0.13 0.04 0.13 0.34 0.18 0.29 0.05 0.17 0.22 0.23 -2.10 0.18 1.65 -0.54 -2.08 -0.56 0.89 -0.34

RNF6 3584 5.21 7.51 12.40 12.20 1.34 8.52 6.45 7.31 2.72 5.67 7.86 2.98 5.54 -0.09 0.44 1.16 1.14 -2.05 0.12

RNF7 2274 21.37 9.93 7.82 15.20 40.30 34.95 11.98 7.45 32.30 61.96 21.59 4.43 28.42 -0.41 -1.52 -1.86 -0.90 0.50 0.69

RNF8 5639 1.21 1.19 1.52 2.01 8.27 7.40 1.62 1.19 2.37 4.80 3.60 1.85 2.50 -1.05 -1.07 -0.71 -0.31 1.73 1.04

RNFT1 2031 5.81 4.97 6.16 4.79 2.54 6.40 4.44 4.82 4.25 4.87 5.11 2.35 4.60 0.34 0.11 0.42 0.06 -0.85 0.32

RNFT2 2914 0.19 0.28 0.59 0.36 0.33 0.76 0.04 0.06 0.13 0.08 0.42 -1.26 0.08 1.22 1.82 2.89 2.15 2.06 0.86

RNGTT 4463 2.18 2.97 5.62 4.77 2.37 5.52 2.42 4.09 3.28 4.14 3.90 1.96 3.49 -0.68 -0.23 0.69 0.45 -0.56 0.50

RNH1 2057 48.81 54.19 75.12 39.64 123.05 83.98 86.66 81.32 132.13 108.33 70.80 6.15 102.11 -1.06 -0.91 -0.44 -1.37 0.27 0.25

RNLS 2420 3.82 2.49 0.78 3.31 2.43 3.10 5.63 5.44 1.91 5.55 2.66 1.41 4.63 -0.28 -0.90 -2.57 -0.49 -0.93 0.22

RNMT 6203 2.87 6.30 5.81 6.64 4.72 5.55 3.15 5.37 4.37 6.31 5.32 2.41 4.80 -0.74 0.39 0.28 0.47 -0.02 0.06

RNMTL1 1815 2.85 4.60 0.00 5.58 9.32 3.92 4.44 5.04 0.00 4.17 4.38 2.13 3.41 -0.26 0.43 #NUM! 0.71 1.45 -0.16

RNPC3 1901 0.00 3.90 2.97 1.52 0.15 2.93 2.34 2.02 0.79 2.10 1.91 0.93 1.81 #NUM! 1.10 0.71 -0.25 -3.58 0.62

RNPEP 2430 23.92 38.33 0.00 64.14 44.32 36.01 28.99 27.83 19.74 21.67 34.45 5.11 24.55 -0.04 0.64 #NUM! 1.39 0.85 0.06

RNPEPL1 3048 11.00 19.17 14.05 14.79 25.86 9.70 19.42 13.09 13.69 6.58 15.76 3.98 13.20 -0.26 0.54 0.09 0.16 0.97 -0.70

RNPS1 2258 34.91 81.07 74.67 112.73 102.45 45.42 52.38 48.81 51.51 42.89 75.21 6.23 48.90 -0.49 0.73 0.61 1.21 1.07 -0.73

RNU105A 158 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU105C 210 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU11 135 60.29 60.88 0.00 36.21 9.60 35.38 2.03 170.11 0.57 95.24 33.73 5.08 66.99 -0.15 -0.14 #NUM! -0.89 -2.80 0.07

RNU12 149 0.00 0.00 0.00 0.00 7.95 3.66 1.14 0.00 0.00 0.00 1.94 0.95 0.29 #NUM! #NUM! #NUM! #NUM! 4.80 0.92

RNU2-1 188 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU2-2 138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU4-1 144 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU4-2 141 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU4ATAC 130 0.00 0.00 0.00 0.00 0.00 1.08 1.73 0.66 11.82 1.31 0.18 -2.48 3.88 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RNU5E-1 119 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU5F-1 116 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU6-1 106 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RNU6ATAC 125 43.92 0.00 354.32 67.89 15.18 31.53 277.14 0.00 59.67 0.00 85.47 6.42 84.20 -0.94 #NUM! 2.07 -0.31 -2.47 -1.44

ROBO1 7550 4.83 11.69 20.35 15.54 1.93 5.55 9.84 11.95 3.62 9.28 9.98 3.32 8.67 -0.85 0.43 1.23 0.84 -2.17 -0.85

ROBO2 8689 0.33 1.33 3.56 0.15 0.00 0.88 2.38 1.66 0.40 1.47 1.04 0.06 1.48 -2.15 -0.15 1.27 -3.34 -8.69 -0.24

ROBO3 4554 4.55 4.10 1.16 2.11 3.95 4.44 3.24 4.52 6.95 2.90 3.38 1.76 4.40 0.05 -0.10 -1.92 -1.06 -0.16 0.39

ROBO4 3859 5.32 6.17 2.81 2.17 2.31 6.42 4.81 9.05 18.57 11.32 4.20 2.07 10.94 -1.04 -0.83 -1.96 -2.34 -2.24 0.61

ROCK1 6650 5.36 10.82 16.11 11.95 1.82 9.14 8.67 8.89 4.61 5.43 9.20 3.20 6.90 -0.36 0.65 1.22 0.79 -1.92 -0.01

ROCK1P1 2479 2.08 5.07 7.62 12.72 2.40 6.70 4.34 7.92 3.68 3.71 6.10 2.61 4.91 -1.24 0.04 0.63 1.37 -1.03 0.14

ROCK2 6401 1.98 9.30 9.06 5.12 5.05 4.97 7.82 6.09 3.28 4.61 5.91 2.56 5.45 -1.46 0.77 0.73 -0.09 -0.11 -0.25

ROD1 7271 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ROGDI 1474 24.00 15.22 12.44 19.73 15.15 13.34 18.63 15.04 13.53 14.72 16.65 4.06 15.48 0.63 -0.02 -0.32 0.35 -0.03 -0.32

ROM1 1894 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ROMO1 477 247.81 136.24 96.32 178.57 458.09 160.95 128.40 90.87 124.77 130.44 213.00 7.73 118.62 1.06 0.20 -0.30 0.59 1.95 -0.40

ROPN1 1112 0.00 0.00 0.00 0.00 0.04 0.15 0.00 0.01 0.07 0.01 0.03 -4.98 0.02 #NUM! #NUM! #NUM! #NUM! 0.66 2.26

ROPN1B 1018 0.23 0.00 0.07 0.00 0.28 0.52 0.00 0.02 0.05 0.02 0.18 -2.45 0.02 3.33 #NUM! 1.66 #NUM! 3.59 1.51

ROPN1L 1093 0.06 0.49 0.22 0.16 0.26 0.33 0.23 0.39 0.35 0.41 0.25 -1.98 0.34 -2.63 0.50 -0.65 -1.08 -0.41 0.39

ROR1 3382 1.84 4.68 0.75 1.54 0.11 1.45 2.69 1.91 3.64 2.01 1.73 0.79 2.56 -0.48 0.87 -1.77 -0.73 -4.53 -0.26

ROR2 4099 2.53 6.63 1.61 3.01 3.87 4.51 4.81 4.57 14.22 6.56 3.69 1.88 7.54 -1.58 -0.19 -2.23 -1.32 -0.96 0.29

RORA 10998 0.96 3.06 5.83 3.41 0.20 2.72 3.35 7.65 1.18 4.23 2.70 1.43 4.10 -2.09 -0.42 0.51 -0.27 -4.37 0.01

RORB 3604 1.43 1.17 0.27 0.74 0.01 1.13 1.25 2.01 0.37 1.17 0.79 -0.34 1.20 0.25 -0.03 -2.15 -0.69 -7.47 0.51

RORC 3084 0.45 2.75 2.13 3.94 3.98 2.08 2.19 1.89 0.03 1.26 2.55 1.35 1.34 -1.58 1.03 0.66 1.55 1.57 -0.30

ROS1 7368 0.19 3.52 2.46 1.73 0.07 0.00 2.62 2.88 0.00 0.00 1.33 0.41 1.38 -2.85 1.35 0.84 0.33 -4.35 #NUM!

RP1 7100 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.01 0.00 -7.93 0.00 1.18 #NUM! #NUM! -0.08 #NUM! 1.20

RP11-165H20.1 2844 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RP1-177G6.2 1398 0.00 0.00 0.00 0.00 0.00 0.05 0.19 0.06 0.00 0.02 0.01 -6.80 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RP1L1 7978 0.00 0.04 0.02 0.06 0.25 0.05 0.09 0.06 0.01 0.09 0.07 -3.81 0.06 -4.33 -0.53 -1.79 -0.10 1.96 -0.43

RP2 3831 1.50 3.92 3.44 3.26 3.65 7.53 2.50 3.37 3.44 5.63 3.88 1.96 3.74 -1.32 0.07 -0.12 -0.20 -0.03 0.96

RP9 1184 8.64 6.88 13.30 9.87 16.01 11.98 8.21 4.45 10.46 13.36 11.11 3.47 9.12 -0.08 -0.41 0.54 0.11 0.81 0.11

RP9P 1405 0.00 5.32 12.48 6.40 3.98 12.95 9.80 6.44 12.65 11.70 6.86 2.78 10.15 #NUM! -0.93 0.30 -0.66 -1.35 0.92

RPA1 4345 9.38 12.68 21.00 17.53 29.72 25.74 9.70 9.16 14.60 18.58 19.34 4.27 13.01 -0.47 -0.04 0.69 0.43 1.19 0.41

RPA2 1741 39.40 19.68 39.58 29.85 35.72 47.45 13.20 12.69 19.92 20.54 35.28 5.14 16.59 1.25 0.25 1.25 0.85 1.11 0.43

RPA3 1613 10.83 5.50 5.59 6.92 42.64 16.34 2.12 2.00 7.06 7.61 14.64 3.87 4.70 1.21 0.23 0.25 0.56 3.18 0.16

RPA4 1560 0.00 0.13 0.11 0.23 0.02 0.16 0.23 0.07 0.05 0.06 0.11 -3.22 0.10 #NUM! 0.32 0.06 1.16 -2.60 0.58

RPAIN 2807 0.00 0.00 0.00 0.00 0.00 13.44 0.00 0.00 0.00 9.02 2.24 1.16 2.26 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RPAP1 4698 3.01 5.24 5.03 6.21 2.16 3.21 2.88 2.66 4.27 2.03 4.14 2.05 2.96 0.02 0.82 0.77 1.07 -0.45 -0.37

RPAP2 3112 3.12 3.29 4.78 5.79 1.82 4.90 2.93 3.00 2.10 3.68 3.95 1.98 2.93 0.09 0.17 0.71 0.99 -0.69 0.31

RPAP3 3687 5.04 5.59 6.53 5.28 3.68 7.44 4.23 3.99 2.63 3.88 5.59 2.48 3.68 0.45 0.60 0.83 0.52 0.00 0.41

RPE 2492 6.19 7.56 6.57 6.80 5.25 13.12 4.38 5.44 6.14 10.66 7.58 2.92 6.66 -0.11 0.18 -0.02 0.03 -0.34 0.79

RPE65 2608 0.00 0.02 1.02 0.00 0.00 0.04 0.04 0.01 0.66 0.11 0.18 -2.48 0.21 #NUM! -3.33 2.30 #NUM! #NUM! -2.32

RPF1 1975 20.91 14.97 32.86 23.29 20.15 29.36 15.13 16.26 24.97 24.50 23.59 4.56 20.21 0.05 -0.43 0.70 0.20 0.00 0.32

RPF2 1078 25.65 13.18 28.93 15.57 29.37 28.41 18.10 19.80 17.63 24.95 23.52 4.56 20.12 0.35 -0.61 0.52 -0.37 0.55 0.27

RPGR 4718 2.31 10.51 2.09 2.99 0.38 4.70 9.13 8.77 2.10 2.67 3.83 1.94 5.67 -1.30 0.89 -1.44 -0.92 -3.91 0.30

RPGRIP1 3950 0.00 0.86 0.00 0.00 0.45 0.00 0.00 0.01 0.43 0.68 0.22 -2.20 0.28 #NUM! 1.61 #NUM! #NUM! 0.69 #NUM!

RPGRIP1L 6199 0.72 0.00 0.91 2.76 2.06 1.28 0.56 0.96 0.59 1.93 1.29 0.36 1.01 -0.48 #NUM! -0.15 1.45 1.03 -0.01

RPH3A 4605 0.01 0.03 0.02 0.02 0.04 0.07 0.02 0.02 0.05 0.01 0.03 -4.97 0.03 -2.35 -0.03 -0.54 -0.44 0.55 1.22

RPH3AL 2754 0.82 3.77 4.92 1.15 2.42 1.00 2.03 3.64 3.08 1.79 2.35 1.23 2.64 -1.69 0.52 0.90 -1.19 -0.12 -1.23

RPIA 1834 4.18 4.45 9.11 4.16 15.56 12.35 4.14 2.90 9.55 7.78 8.30 3.05 6.09 -0.54 -0.45 0.58 -0.55 1.35 0.57

RPL10 2335 950.26 455.31 349.52 612.51 3536.25 251.07 1645.37 539.49 1994.68 199.91 1025.82 10.00 1094.86 -0.20 -1.27 -1.65 -0.84 1.69 -2.03

RPL10A 719 1666.54 982.80 726.98 727.78 1304.00 1558.71 1131.53 1301.49 1545.90 1812.47 1161.14 10.18 1447.85 0.20 -0.56 -0.99 -0.99 -0.15 0.42

RPL11 644 1364.42 707.27 588.00 798.25 1474.59 2696.38 996.12 981.04 1902.34 2667.81 1271.48 10.31 1636.83 -0.26 -1.21 -1.48 -1.04 -0.15 1.08

RPL12 674 1804.08 824.82 812.95 981.46 3253.19 1826.32 1211.46 1150.25 1926.11 1771.00 1583.80 10.63 1514.71 0.25 -0.88 -0.90 -0.63 1.10 0.21

RPL13 1296 373.19 2021.97 1733.29 1781.27 1496.59 862.11 753.09 282.21 3015.51 1339.36 1378.07 10.43 1347.54 -1.85 0.59 0.36 0.40 0.15 -0.68

RPL13A 1142 243.12 180.96 0.00 0.00 374.21 731.16 218.31 197.58 689.99 744.37 254.91 7.99 462.56 -0.93 -1.35 #NUM! #NUM! -0.31 1.52

RPL13AP17 1848 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 -7.87 0.00 -2.72 #NUM! 2.03 #NUM! -2.39 0.49

RPL13AP20 660 3.00 1.39 0.98 1.43 9.39 6.59 2.24 1.25 5.74 7.09 3.80 1.92 4.08 -0.45 -1.56 -2.06 -1.51 1.20 0.80

RPL13AP3 1488 0.10 0.05 0.01 0.06 0.24 0.33 0.06 0.02 0.61 0.50 0.13 -2.93 0.30 -1.53 -2.66 -5.42 -2.23 -0.32 1.32

RPL13AP5 658 3692.00 2910.71 1914.86 2472.20 2071.50 2926.09 2846.80 3050.80 2933.68 3054.47 2664.56 11.38 2971.44 0.31 -0.03 -0.63 -0.27 -0.52 0.14

RPL13AP6 653 0.32 0.23 0.03 0.21 0.52 0.90 0.19 0.19 0.96 1.09 0.37 -1.44 0.61 -0.92 -1.39 -4.15 -1.52 -0.22 1.28

RPL13P5 634 0.74 0.00 0.78 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.25 -1.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RPL14 936 728.92 1008.25 706.46 889.66 638.20 1225.41 1167.51 1257.93 1214.70 1501.07 866.15 9.76 1285.30 -0.82 -0.35 -0.86 -0.53 -1.01 0.50

RPL15 2018 439.32 357.36 296.20 743.69 594.29 571.33 346.95 358.26 622.17 939.86 500.36 8.97 566.81 -0.37 -0.67 -0.94 0.39 0.07 0.19

RPL17 985 1997.11 879.25 883.67 891.45 1109.35 2233.47 1173.06 1083.29 1912.99 2228.33 1332.38 10.38 1599.42 0.32 -0.86 -0.86 -0.84 -0.53 0.75

RPL17-C18ORF32 2008 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RPL18 648 1349.78 886.77 854.99 876.12 1491.81 1447.71 1054.44 891.45 1585.00 1410.05 1151.20 10.17 1235.24 0.13 -0.48 -0.53 -0.50 0.27 0.33

RPL18A 618 2623.06 1766.85 2067.94 1068.68 4979.01 1888.43 1840.01 2032.29 2061.92 1924.73 2399.00 11.23 1964.74 0.42 -0.15 0.07 -0.88 1.34 -0.35

RPL18AP3 616 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RPL19 748 1549.28 994.65 861.47 828.95 2710.35 2179.95 1106.60 974.02 1908.08 2023.81 1520.78 10.57 1503.13 0.04 -0.60 -0.80 -0.86 0.85 0.52



RPL19P12 1134 0.31 0.22 0.15 0.15 0.00 0.00 0.18 0.09 0.00 0.00 0.14 -2.85 0.07 2.23 1.69 1.21 1.13 #NUM! #NUM!

RPL21 582 842.85 625.02 249.86 448.42 0.00 0.00 767.28 668.03 0.00 0.00 361.02 8.50 358.83 1.23 0.80 -0.52 0.32 #NUM! #NUM!

RPL21P28 566 1343.18 906.35 1095.89 1083.14 1556.91 2906.08 1280.38 1479.66 2524.09 3219.89 1481.92 10.53 2126.01 -0.66 -1.23 -0.96 -0.97 -0.45 0.97

RPL21P44 1797 0.22 1.00 0.22 0.27 0.03 0.04 1.30 0.38 0.01 0.00 0.30 -1.75 0.42 -0.96 1.24 -0.96 -0.63 -3.87 -2.86

RPL22 2099 662.19 335.08 142.96 148.09 206.79 554.20 156.13 147.47 316.24 1740.85 341.55 8.42 590.17 0.17 -0.82 -2.05 -1.99 -1.51 0.70

RPL22L1 1978 6.12 4.94 9.39 5.02 283.30 36.86 3.28 3.76 45.98 34.10 57.60 5.85 21.78 -1.83 -2.14 -1.21 -2.12 3.70 -0.64

RPL23 594 1530.56 725.51 452.07 555.21 2953.66 1961.78 824.24 869.27 2355.16 2051.30 1363.13 10.41 1524.99 0.01 -1.07 -1.75 -1.46 0.95 0.53

RPL23A 979 1553.96 864.22 1157.45 802.95 1010.38 1133.80 1117.11 982.11 1232.35 1192.31 1087.13 10.09 1130.97 0.46 -0.39 0.03 -0.49 -0.16 0.06

RPL23AP32 620 1.04 0.60 0.34 0.29 0.00 0.20 2.07 0.24 0.05 0.14 0.41 -1.28 0.63 0.74 -0.07 -0.86 -1.09 #NUM! -1.04

RPL23AP53 5811 0.62 0.96 2.71 0.79 0.83 2.28 0.79 1.30 2.32 1.84 1.37 0.45 1.56 -1.33 -0.70 0.79 -0.99 -0.91 0.74

RPL23AP64 641 0.00 0.00 0.20 0.57 0.01 0.12 0.06 0.35 0.00 0.10 0.15 -2.74 0.13 #NUM! #NUM! 0.66 2.16 -3.45 -0.37

RPL23AP7 1482 5.01 3.60 8.81 4.51 9.15 7.12 4.50 2.39 10.40 5.89 6.37 2.67 5.79 -0.21 -0.69 0.60 -0.36 0.66 0.16

RPL23AP82 1520 3.24 0.95 1.90 0.00 3.37 2.15 1.94 3.85 8.41 2.71 1.93 0.95 4.23 -0.39 -2.15 -1.15 #NUM! -0.33 0.15

RPL23P8 523 0.17 0.08 0.09 0.34 1.85 1.79 0.07 0.15 1.26 2.41 0.72 -0.47 0.97 -2.52 -3.69 -3.44 -1.51 0.93 1.32

RPL24 579 1874.46 1310.53 1064.98 1429.84 3474.80 1859.54 1362.58 1379.87 1726.73 2205.92 1835.69 10.84 1668.78 0.17 -0.35 -0.65 -0.22 1.06 0.02

RPL26 602 1452.87 917.02 895.85 709.61 3244.65 2849.37 1083.82 1065.60 2332.92 2977.88 1678.23 10.71 1865.06 -0.36 -1.02 -1.06 -1.39 0.80 0.76

RPL26L1 723 27.13 12.64 14.63 19.08 89.46 35.72 13.77 11.66 32.34 25.08 33.11 5.05 20.71 0.39 -0.71 -0.50 -0.12 2.11 0.11

RPL27 514 2500.88 1162.63 1021.23 1252.03 3173.57 2371.72 1769.11 1334.38 2346.34 2330.16 1913.68 10.90 1945.00 0.36 -0.74 -0.93 -0.64 0.71 0.31

RPL27A 4906 1483.44 581.61 801.56 312.21 2419.18 2107.70 377.91 647.00 2619.25 1463.19 1284.28 10.33 1276.84 0.22 -1.13 -0.67 -2.03 0.92 0.71

RPL28 4439 1049.31 580.54 678.50 1021.98 1164.05 666.59 1095.97 454.66 620.69 539.64 860.16 9.75 677.74 0.63 -0.22 0.00 0.59 0.78 -0.37

RPL29 737 1262.65 967.21 661.44 805.39 1853.74 1553.04 1003.92 799.21 1574.79 1768.33 1183.91 10.21 1286.56 -0.03 -0.41 -0.96 -0.68 0.53 0.39

RPL29P2 657 1.60 0.01 0.25 0.26 3.26 0.08 1.12 0.31 2.13 0.21 0.91 -0.13 0.94 0.76 -6.13 -1.89 -1.87 1.79 -3.45

RPL3 1348 1019.03 964.08 495.88 571.57 1854.13 2066.43 1063.83 1014.55 2557.13 2222.45 1161.85 10.18 1714.49 -0.75 -0.83 -1.79 -1.58 0.11 0.83

RPL30 571 1503.59 916.05 1451.47 737.07 3091.02 2612.77 1008.28 945.23 2344.29 3524.99 1718.66 10.75 1955.70 -0.38 -1.09 -0.43 -1.41 0.66 0.60

RPL31 1129 1007.86 714.07 390.62 673.54 4430.44 3363.70 824.02 765.97 2952.68 3464.80 1763.37 10.78 2001.87 -0.99 -1.49 -2.36 -1.57 1.15 0.93

RPL31P11 1572 0.02 0.00 0.00 0.00 0.05 0.05 0.00 0.00 0.04 0.01 0.02 -5.64 0.01 1.31 #NUM! #NUM! -3.24 2.21 1.25

RPL32 1787 650.73 327.13 351.12 209.61 579.64 388.99 497.78 511.74 426.23 357.82 417.87 8.71 448.39 0.54 -0.45 -0.35 -1.10 0.37 -0.10

RPL32P3 2075 1.21 5.68 0.00 2.86 1.77 1.99 0.57 2.91 2.46 1.56 2.25 1.17 1.88 -0.64 1.60 #NUM! 0.61 -0.08 -0.18

RPL34 1003 385.00 226.61 163.54 153.09 1119.43 3035.16 306.08 249.67 1013.71 1259.43 847.14 9.73 707.22 -0.88 -1.64 -2.11 -2.21 0.66 1.84

RPL35 475 3520.15 2110.45 2582.54 2199.09 6901.16 2132.74 2186.81 2486.38 1903.05 2180.94 3241.02 11.66 2189.30 0.69 -0.05 0.24 0.01 1.66 -0.60

RPL35A 511 2225.18 1461.58 917.62 1445.80 5178.38 2721.89 1647.74 1508.86 2049.85 2603.78 2325.07 11.18 1952.56 0.19 -0.42 -1.09 -0.43 1.41 0.23

RPL36 557 2262.84 1254.53 1510.56 1515.31 7247.69 1761.72 1583.46 1645.04 1616.20 1949.39 2592.11 11.34 1698.52 0.41 -0.44 -0.17 -0.16 2.09 -0.56

RPL36A 2361 351.53 160.84 168.36 182.22 1017.57 882.25 230.82 188.59 657.68 802.38 460.46 8.85 469.87 -0.42 -1.55 -1.48 -1.37 1.11 0.94

RPL36A-HNRNPH2 2659 0.00 0.00 0.00 0.00 0.00 44.75 0.00 0.00 32.13 42.60 7.46 2.90 18.68 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RPL36AL 549 268.76 141.57 219.20 135.41 528.18 383.99 163.67 139.44 329.73 413.26 279.52 8.13 261.52 0.04 -0.89 -0.25 -0.95 1.01 0.46

RPL37 1586 1119.32 667.11 948.14 722.29 1339.88 0.00 763.60 788.06 600.89 726.82 799.46 9.64 719.84 0.64 -0.11 0.40 0.00 0.90 #NUM!

RPL37A 434 4272.30 1400.32 707.48 1072.45 3394.98 4004.03 2816.51 1465.40 4168.97 4316.89 2475.26 11.27 3191.94 0.42 -1.19 -2.17 -1.57 0.09 0.69

RPL38 411 3591.56 1929.81 2068.23 1940.76 2942.26 2387.28 2254.11 2222.90 2131.97 2219.67 2476.65 11.27 2207.16 0.70 -0.19 -0.09 -0.19 0.41 -0.05

RPL39 401 2227.35 1235.22 864.60 1211.23 5413.10 3854.82 1276.72 1489.29 2601.96 3663.54 2467.72 11.27 2257.88 -0.02 -0.87 -1.38 -0.90 1.26 0.64

RPL39L 735 28.66 10.50 8.52 33.04 103.29 34.65 5.00 4.10 18.21 11.15 36.44 5.19 9.61 1.58 0.13 -0.18 1.78 3.43 -0.07

RPL3L 1547 0.06 0.02 0.09 0.37 0.04 0.07 0.00 0.06 0.00 0.08 0.11 -3.23 0.03 0.76 -0.85 1.38 3.48 0.28 -0.69

RPL4 1458 1129.45 588.53 549.09 354.72 1245.97 1366.07 840.14 807.81 1337.64 1477.06 872.31 9.77 1115.66 0.02 -0.92 -1.02 -1.65 0.16 0.65

RPL41 593 6848.03 3821.52 3369.45 3762.57 8900.94 6750.44 3575.52 4554.26 6166.02 8403.71 5575.49 12.44 5674.88 0.27 -0.57 -0.75 -0.59 0.65 0.28

RPL5 1035 1066.70 808.22 680.03 1022.52 1153.26 1537.28 1145.98 1037.47 1412.88 1633.25 1044.67 10.03 1307.40 -0.29 -0.69 -0.94 -0.35 -0.18 0.56

RPL6 1148 1172.13 563.59 880.67 951.03 1048.46 1174.40 831.56 670.67 984.56 1234.63 965.05 9.91 930.36 0.33 -0.72 -0.08 0.03 0.17 0.28

RPL7 866 901.12 497.07 462.96 394.86 1650.49 2153.52 677.69 698.94 1830.35 2533.15 1010.00 9.98 1435.03 -0.67 -1.53 -1.63 -1.86 0.20 1.09

RPL7A 890 1077.45 831.39 577.38 588.99 3457.90 1810.60 990.06 843.43 2008.10 1928.20 1390.62 10.44 1442.45 -0.42 -0.79 -1.32 -1.29 1.26 0.38

RPL7L1 1293 8.88 11.59 19.03 11.73 21.96 15.92 8.67 10.06 17.09 18.46 14.85 3.89 13.57 -0.61 -0.23 0.49 -0.21 0.69 0.10

RPL8 967 1182.71 635.35 920.07 751.90 6726.23 1899.59 1020.39 844.21 2179.80 2131.84 2019.31 10.98 1544.06 -0.38 -1.28 -0.75 -1.04 2.12 -0.09

RPL9 842 1151.63 697.75 477.22 303.54 2451.40 2921.22 955.45 982.91 3206.46 3404.86 1333.79 10.38 2137.42 -0.89 -1.62 -2.16 -2.82 0.20 1.13

RPLP0 1289 1649.79 828.00 998.74 965.18 3049.02 1521.61 1219.70 1048.15 1621.59 1624.63 1502.06 10.55 1378.52 0.26 -0.74 -0.46 -0.51 1.15 0.02

RPLP0P2 3525 0.26 0.25 0.11 4.32 1.80 0.49 0.03 0.04 0.25 0.19 1.20 0.27 0.13 1.00 0.93 -0.27 5.06 3.79 -1.29

RPLP1 512 5577.42 1469.14 1460.99 2399.01 6419.59 4638.48 2914.99 2377.64 4425.07 4436.07 3660.77 11.84 3538.44 0.66 -1.27 -1.28 -0.56 0.86 0.34

RPLP2 511 1952.39 1352.34 1186.97 805.64 3827.39 2377.38 1559.16 1261.84 2240.00 2088.07 1917.02 10.90 1787.27 0.13 -0.40 -0.59 -1.15 1.10 0.31

RPN1 2372 106.68 89.65 97.48 134.57 219.90 92.98 47.20 49.34 83.33 66.81 123.54 6.95 61.67 0.79 0.54 0.66 1.13 1.83 -0.41

RPN2 2538 112.43 114.64 79.92 169.44 99.01 76.64 58.55 53.26 80.86 85.13 108.68 6.76 69.45 0.70 0.72 0.20 1.29 0.51 -0.50

RPP14 3500 2.87 4.76 4.50 5.35 3.16 3.82 4.04 3.73 5.65 5.29 4.08 2.03 4.68 -0.70 0.02 -0.06 0.19 -0.57 -0.09

RPP21 585 87.78 53.78 99.37 55.25 104.20 57.32 53.70 29.09 54.99 40.09 76.28 6.25 44.47 0.98 0.27 1.16 0.31 1.23 -0.41

RPP25 2333 17.94 4.69 12.00 18.12 28.99 5.88 4.17 2.42 2.63 3.36 14.60 3.87 3.15 2.51 0.57 1.93 2.53 3.20 -1.31

RPP30 4272 35.70 5.38 12.36 15.62 34.04 14.03 6.10 7.33 12.61 13.89 19.52 4.29 9.98 1.84 -0.89 0.31 0.65 1.77 -0.48

RPP38 1670 10.65 9.63 14.16 10.37 10.33 7.94 11.71 7.61 6.25 6.63 10.51 3.39 8.05 0.40 0.26 0.81 0.37 0.36 -0.40

RPP40 1174 9.18 34.51 5.77 4.30 8.18 4.34 2.96 3.88 3.73 5.07 11.04 3.47 3.91 1.23 3.14 0.56 0.14 1.07 -1.35

RPPH1 341 8.82 0.00 0.00 0.00 6.09 13.59 17.92 10.39 3.79 15.24 4.75 2.25 11.83 -0.42 #NUM! #NUM! #NUM! -0.96 1.52

RPRD1A 4283 7.37 5.61 7.66 7.85 3.46 11.96 4.92 5.24 6.75 10.56 7.32 2.87 6.87 0.10 -0.29 0.16 0.19 -0.99 0.71

RPRD1B 3895 6.63 11.59 10.46 9.02 8.84 8.01 7.26 7.14 7.72 10.25 9.09 3.18 8.09 -0.29 0.52 0.37 0.16 0.13 -0.18

RPRD2 7819 5.74 9.48 10.56 8.61 2.82 4.91 6.81 7.89 3.53 3.36 7.02 2.81 5.40 0.09 0.81 0.97 0.67 -0.93 -0.52

RPRM 1496 1.82 2.06 0.07 0.24 0.02 2.81 1.60 1.22 8.37 7.50 1.17 0.23 4.67 -1.36 -1.18 -6.10 -4.26 -8.02 1.26

RPRML 1127 0.00 0.06 0.00 0.00 0.05 0.02 0.09 0.00 0.07 0.07 0.02 -5.52 0.06 #NUM! -0.02 #NUM! #NUM! -0.14 0.14

RPS10 813 1615.99 649.81 645.40 771.97 2852.99 1986.25 1045.26 961.68 1880.15 1980.07 1420.40 10.47 1466.79 0.14 -1.17 -1.18 -0.93 0.96 0.48

RPS10-NUDT3 2529 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RPS10P7 699 0.76 0.93 0.96 1.20 0.67 1.64 1.17 1.05 0.59 0.87 1.03 0.04 0.92 -0.28 0.01 0.06 0.39 -0.46 0.67

RPS11 641 3225.48 1873.52 1367.95 1605.32 2449.93 3601.52 2213.51 2067.10 3304.27 3601.47 2353.95 11.20 2796.59 0.21 -0.58 -1.03 -0.80 -0.19 0.61

RPS12 532 1196.97 543.44 516.68 668.87 3486.51 3214.28 823.18 788.02 2543.46 3254.86 1604.46 10.65 1852.38 -0.63 -1.77 -1.84 -1.47 0.91 1.00

RPS13 529 845.65 418.12 381.60 234.56 1682.73 1819.54 623.35 594.68 1730.72 2006.86 897.03 9.81 1238.90 -0.55 -1.57 -1.70 -2.40 0.44 1.02

RPS14 793 1493.63 911.69 512.21 674.84 3479.64 2276.95 984.29 1077.59 3100.98 2360.51 1558.16 10.61 1880.84 -0.33 -1.04 -1.88 -1.48 0.89 0.55

RPS15 531 2067.28 1090.82 1475.37 1836.55 1576.50 1209.43 1834.35 1229.67 1238.44 1282.73 1542.66 10.59 1396.30 0.57 -0.36 0.08 0.40 0.18 -0.35

RPS15A 554 3106.15 1746.06 1273.17 3588.21 5013.63 3170.57 1885.75 2059.83 2649.35 3040.56 2982.97 11.54 2408.87 0.37 -0.46 -0.92 0.57 1.06 0.09

RPS15AP10 914 0.55 0.00 1.15 2.76 0.05 0.11 1.57 0.78 0.01 0.07 0.77 -0.38 0.61 -0.13 #NUM! 0.91 2.18 -3.63 -2.86

RPS16 603 1399.05 833.83 1002.72 954.39 1587.14 2043.31 926.33 823.40 2010.93 2062.83 1303.41 10.35 1455.87 -0.06 -0.80 -0.54 -0.61 0.12 0.65

RPS17 511 2789.13 905.67 1005.80 1140.20 3309.82 2181.30 1467.31 1216.00 2464.79 2261.16 1888.65 10.88 1852.32 0.59 -1.03 -0.88 -0.70 0.84 0.21

RPS18 549 3102.01 1730.32 1485.93 1478.27 5468.62 4214.11 2289.34 2446.73 3715.47 4658.48 2913.21 11.51 3277.51 -0.08 -0.92 -1.14 -1.15 0.74 0.53

RPS19 872 953.89 617.33 824.76 415.96 1492.89 1217.87 978.30 692.03 562.23 1729.77 920.45 9.85 990.58 -0.05 -0.68 -0.26 -1.25 0.59 0.40

RPS19BP1 952 40.71 17.11 25.30 25.92 56.20 54.61 20.11 11.85 72.53 51.79 36.64 5.20 39.07 0.06 -1.19 -0.63 -0.59 0.52 0.58

RPS2 962 1847.91 1153.11 1021.62 1491.38 4130.30 1811.24 1461.68 1351.30 1879.06 1610.77 1909.26 10.90 1575.70 0.23 -0.45 -0.63 -0.08 1.39 -0.08

RPS20 1013 1104.84 842.96 512.48 584.60 1716.20 1550.21 767.00 1535.97 1710.75 2027.65 1051.88 10.04 1510.34 -0.45 -0.84 -1.56 -1.37 0.18 0.56

RPS21 418 679.40 296.66 1200.40 290.68 3057.27 1726.98 387.32 277.96 1306.04 1759.35 1208.56 10.24 932.67 -0.46 -1.65 0.36 -1.68 1.71 0.51

RPS23 3325 334.08 111.80 63.54 70.41 422.02 342.91 282.10 420.41 332.62 378.34 224.13 7.81 353.37 -0.08 -1.66 -2.48 -2.33 0.26 0.61

RPS24 2820 2004.10 878.39 548.01 849.57 2993.48 2615.18 1410.31 1252.89 2020.89 3045.23 1648.12 10.69 1932.33 0.05 -1.14 -1.82 -1.19 0.63 0.67

RPS25 514 2546.09 1547.99 796.82 769.54 1900.21 2724.43 1727.45 1874.04 2577.32 3214.65 1714.18 10.74 2348.37 0.12 -0.60 -1.56 -1.61 -0.31 0.67

RPS26 699 512.62 615.97 662.05 484.55 497.68 199.54 301.27 229.71 188.75 174.95 495.40 8.95 223.67 1.20 1.46 1.57 1.12 1.15 -1.31

RPS26P11 566 0.07 0.29 0.13 0.13 0.24 0.11 0.07 0.07 0.03 0.04 0.16 -2.64 0.05 0.35 2.43 1.28 1.32 2.15 -0.58

RPS27 361 11930.40 7774.38 5160.85 4821.15 7450.95 10252.80 6886.67 7695.88 6557.21 8669.38 7898.42 12.95 7452.29 0.68 0.06 -0.53 -0.63 0.00 0.38

RPS27A 1068 263.91 129.91 152.83 97.32 1347.75 616.50 185.81 134.37 811.35 799.08 434.70 8.76 482.65 -0.87 -1.89 -1.66 -2.31 1.48 0.50

RPS27L 1084 50.61 57.62 34.31 36.83 47.05 87.08 27.46 34.85 125.16 63.23 52.25 5.71 62.68 -0.31 -0.12 -0.87 -0.77 -0.41 0.74

RPS28 401 2449.11 1238.68 1431.06 1367.34 4106.63 1628.27 1651.55 1457.88 1431.79 1706.50 2036.85 10.99 1561.93 0.65 -0.33 -0.13 -0.19 1.39 -0.32

RPS29 735 2683.61 1399.26 1309.88 1386.01 7200.34 5001.85 1329.31 1524.02 4064.81 4861.59 3163.49 11.63 2944.93 -0.13 -1.07 -1.17 -1.09 1.29 0.66

RPS2P32 1041 0.21 0.48 0.98 0.15 0.32 0.29 0.47 0.49 0.24 0.39 0.41 -1.30 0.40 -0.89 0.29 1.31 -1.36 -0.31 -0.51

RPS3 855 1389.86 1037.54 586.37 345.14 2335.00 900.04 1651.19 0.00 868.39 967.33 1098.99 10.10 871.73 0.67 0.25 -0.57 -1.34 1.42 -0.29

RPS3A 930 714.93 439.64 383.72 373.99 2637.64 2949.89 684.58 657.30 2483.23 3526.10 1249.97 10.29 1837.80 -1.36 -2.06 -2.26 -2.30 0.52 1.24

RPS4X 956 1672.50 985.93 639.43 692.23 1628.23 2401.38 1265.80 1157.05 2052.11 2332.24 1336.62 10.38 1701.80 -0.03 -0.79 -1.41 -1.30 -0.06 0.85

RPS4Y1 910 0.15 0.00 0.04 0.00 0.01 0.00 1.08 0.00 0.00 0.01 0.03 -4.93 0.27 -0.90 #NUM! -2.72 #NUM! -5.36 -3.42

RPS4Y2 888 0.00 0.00 0.00 0.00 0.00 0.00 0.79 0.00 0.00 0.00 0.00 -10.66 0.20 #NUM! #NUM! #NUM! #NUM! -5.73 #NUM!

RPS5 755 1187.23 695.33 805.94 748.07 1488.53 1015.27 850.94 852.86 1045.76 1130.45 990.06 9.95 970.00 0.29 -0.48 -0.27 -0.37 0.62 0.04

RPS6 829 1873.54 1195.28 820.62 573.16 2269.54 2959.56 1671.04 1631.96 2384.88 2967.39 1615.28 10.66 2163.82 -0.21 -0.86 -1.40 -1.92 0.07 0.87

RPS6KA1 3199 11.65 14.33 19.52 22.90 24.49 12.09 5.18 5.20 3.81 5.07 17.50 4.13 4.82 1.27 1.57 2.02 2.25 2.35 -0.53

RPS6KA2 5817 2.93 5.93 2.83 1.60 3.78 5.98 2.71 6.23 14.95 2.90 3.84 1.94 6.70 -1.20 -0.18 -1.24 -2.07 -0.82 0.64

RPS6KA3 7723 2.34 8.91 7.38 5.78 1.92 12.32 4.52 5.40 7.61 8.15 6.44 2.69 6.42 -1.46 0.47 0.20 -0.15 -1.74 0.94

RPS6KA4 3149 6.81 8.51 12.36 18.08 18.34 8.52 5.19 3.68 9.03 5.44 12.10 3.60 5.84 0.22 0.54 1.08 1.63 1.65 -0.51

RPS6KA5 3883 1.85 3.40 3.35 2.18 0.00 3.25 2.65 5.11 3.01 2.85 2.34 1.23 3.40 -0.88 0.00 -0.02 -0.64 #NUM! 0.48

RPS6KA6 8223 0.07 0.38 0.05 0.02 0.00 0.46 0.29 0.16 0.13 0.58 0.16 -2.60 0.29 -2.04 0.37 -2.44 -3.65 #NUM! 1.49

RPS6KB1 5332 3.78 6.03 7.22 6.11 3.13 6.37 4.25 5.48 3.10 6.11 5.44 2.44 4.74 -0.32 0.35 0.61 0.37 -0.60 0.23

RPS6KB2 1782 17.84 22.68 25.10 39.81 26.69 14.75 39.96 22.66 15.09 17.14 24.48 4.61 23.71 -0.41 -0.06 0.08 0.75 0.17 -0.73

RPS6KC1 4206 2.77 3.58 5.45 3.31 2.01 6.16 3.11 2.88 5.16 3.90 3.88 1.96 3.76 -0.44 -0.07 0.54 -0.19 -0.90 0.67

RPS6KL1 5195 0.14 0.97 0.02 0.12 0.09 0.57 0.11 0.28 0.67 0.21 0.32 -1.65 0.32 -1.19 1.60 -3.78 -1.36 -1.78 0.83

RPS7 745 1205.07 428.46 690.47 571.12 3278.99 1350.50 687.05 595.49 1124.51 1369.03 1254.10 10.29 944.02 0.35 -1.14 -0.45 -0.73 1.80 0.11

RPS8 705 1861.61 1056.46 777.99 769.83 3434.97 2629.82 1605.85 1326.88 2561.13 2696.72 1755.11 10.78 2047.65 -0.14 -0.95 -1.40 -1.41 0.75 0.58

RPS9 753 866.77 782.20 656.16 531.87 2397.83 1990.65 805.13 831.44 2424.27 2674.92 1204.24 10.23 1683.94 -0.96 -1.11 -1.36 -1.66 0.51 0.73

RPSA 1155 383.06 243.88 291.06 269.96 379.17 320.86 267.30 290.44 345.80 379.26 314.67 8.30 320.70 0.26 -0.40 -0.14 -0.25 0.24 0.03

RPSAP52 1169 0.00 0.05 0.06 0.00 0.36 0.02 0.22 0.00 0.05 0.00 0.08 -3.58 0.07 #NUM! -0.35 -0.13 #NUM! 2.44 -1.83

RPSAP58 1397 3.49 1.46 0.75 1.16 4.09 5.55 4.15 0.00 5.35 8.58 2.75 1.46 4.52 -0.37 -1.63 -2.60 -1.97 -0.14 1.01

RPSAP9 1440 0.30 0.31 0.21 0.29 1.07 1.07 0.12 0.24 0.97 1.18 0.54 -0.89 0.63 -1.08 -1.04 -1.59 -1.11 0.78 0.98

RPTN 3569 1.14 5.81 0.03 1.04 0.00 0.08 58.28 88.15 0.02 2.21 1.35 0.43 37.16 -5.02 -2.68 -10.50 -5.16 #NUM! -4.13

RPTOR 6856 1.48 4.22 5.93 3.81 5.54 1.63 5.95 3.05 5.07 2.20 3.77 1.91 4.07 -1.46 0.05 0.54 -0.09 0.45 -1.21

RPUSD1 2067 9.22 10.27 5.28 7.94 19.48 4.36 4.71 3.23 6.01 2.83 9.43 3.24 4.20 1.14 1.29 0.33 0.92 2.22 -1.11

RPUSD2 1839 2.85 2.43 2.44 2.70 2.55 2.07 1.99 1.04 3.83 3.52 2.51 1.33 2.59 0.13 -0.10 -0.09 0.06 -0.02 -0.27

RPUSD3 1244 10.96 13.08 11.77 0.00 12.14 10.12 10.31 0.00 0.00 0.00 9.68 3.27 2.58 2.09 2.34 2.19 #NUM! 2.24 0.06

RPUSD4 2527 4.21 4.06 3.92 2.97 4.61 6.58 3.80 4.68 7.78 7.55 4.39 2.13 5.96 -0.50 -0.55 -0.60 -1.00 -0.37 0.58

RQCD1 900 16.59 20.69 23.08 15.81 10.48 11.69 8.86 14.69 8.08 10.05 16.39 4.03 10.42 0.67 0.99 1.15 0.60 0.01 -0.49

RRAD 1476 1.75 5.53 25.89 9.05 21.08 17.97 3.12 0.85 15.27 14.68 13.54 3.76 8.48 -2.28 -0.62 1.61 0.09 1.31 0.41

RRAGA 1657 28.84 35.67 23.38 20.60 58.69 44.92 32.97 30.21 75.00 46.44 35.35 5.14 46.16 -0.68 -0.37 -0.98 -1.16 0.35 0.35

RRAGB 2227 3.12 7.16 2.95 6.03 2.93 9.75 3.07 2.82 8.60 8.20 5.32 2.41 5.67 -0.86 0.34 -0.94 0.09 -0.95 0.87

RRAGC 1442 5.95 6.04 12.99 9.37 15.65 13.23 7.82 9.15 10.79 17.62 10.54 3.40 11.35 -0.93 -0.91 0.20 -0.28 0.46 0.33

RRAGD 4926 2.56 1.89 4.43 0.71 3.19 5.38 4.04 4.32 0.50 4.58 3.03 1.60 3.36 -0.40 -0.83 0.40 -2.24 -0.07 0.83

RRAS 1013 95.38 114.80 64.73 68.33 73.33 68.45 82.73 60.78 243.64 65.73 80.84 6.34 113.22 -0.25 0.02 -0.81 -0.73 -0.63 -0.24

RRAS2 2360 8.96 4.38 11.48 3.94 28.97 9.47 4.24 4.79 9.80 12.45 11.20 3.49 7.82 0.20 -0.84 0.55 -0.99 1.89 -0.24

RRBP1 3792 12.47 76.44 38.38 43.54 64.59 22.96 36.09 22.95 33.56 41.82 43.06 5.43 33.61 -1.43 1.19 0.19 0.37 0.94 -0.91

RREB1 8733 1.91 8.78 11.35 9.55 4.18 4.04 8.66 10.79 2.06 5.24 6.63 2.73 6.69 -1.81 0.39 0.76 0.51 -0.68 -0.71

RRH 1558 0.00 0.05 0.00 0.00 0.05 0.52 0.06 0.02 0.05 0.01 0.10 -3.26 0.03 #NUM! 0.66 #NUM! #NUM! 0.55 2.32

RRM1 3234 16.31 13.95 28.18 14.04 26.46 23.09 11.94 18.93 8.14 17.34 20.34 4.35 14.09 0.21 -0.01 1.00 -0.01 0.91 0.18

RRM2 3452 11.11 5.88 34.90 36.52 34.66 15.41 5.08 8.69 0.43 3.57 23.08 4.53 4.44 1.32 0.40 2.97 3.04 2.96 -0.58

RRM2B 4932 2.04 3.14 5.49 3.38 3.17 6.57 2.30 2.67 2.50 5.21 3.97 1.99 3.17 -0.64 -0.01 0.79 0.09 0.00 0.73

RRN3 3762 3.23 5.95 4.85 5.51 6.02 10.01 4.02 5.53 10.19 9.99 5.93 2.57 7.43 -1.20 -0.32 -0.61 -0.43 -0.30 0.76

RRN3P1 1628 2.16 2.65 2.24 1.31 0.98 3.73 2.43 2.76 3.54 8.81 2.18 1.13 4.39 -1.02 -0.72 -0.97 -1.74 -2.16 0.77

RRN3P2 2412 1.41 5.46 5.45 3.38 1.45 4.18 2.25 3.77 7.67 4.52 3.56 1.83 4.55 -1.69 0.26 0.26 -0.43 -1.65 0.23

RRN3P3 2492 0.00 0.00 0.00 3.15 0.00 0.00 0.00 0.00 0.00 0.00 0.52 -0.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

RRNAD1 2283 3.84 5.95 3.40 7.54 11.23 6.69 5.05 3.29 8.91 4.67 6.44 2.69 5.48 -0.51 0.12 -0.69 0.46 1.03 0.05

RRP1 1820 6.47 7.14 0.00 26.89 33.76 8.45 7.57 6.51 7.79 10.78 13.79 3.79 8.16 -0.33 -0.19 #NUM! 1.72 2.05 -0.71

RRP12 4449 1.54 3.70 3.96 4.39 6.37 6.75 4.66 5.36 3.64 13.48 4.45 2.15 6.79 -2.14 -0.87 -0.78 -0.63 -0.09 0.60

RRP15 7782 1.18 1.49 2.08 1.04 7.26 2.81 1.51 4.24 1.44 1.89 2.64 1.40 2.27 -0.94 -0.61 -0.13 -1.13 1.68 0.09

RRP1B 5087 3.80 6.51 9.01 12.82 6.92 4.02 5.34 4.17 3.76 4.05 7.18 2.84 4.33 -0.19 0.59 1.06 1.57 0.68 -0.84

RRP36 1177 23.65 25.87 29.59 26.47 31.44 17.35 13.82 13.05 20.04 18.78 25.73 4.69 16.42 0.53 0.66 0.85 0.69 0.94 -0.57

RRP7A 5455 6.89 6.96 14.07 13.39 10.70 6.52 5.45 6.79 8.90 8.05 9.75 3.29 7.30 -0.08 -0.07 0.95 0.88 0.55 -0.58

RRP7B 2332 4.59 5.11 8.33 8.04 6.75 4.77 0.00 4.63 5.80 6.58 6.27 2.65 4.25 0.11 0.27 0.97 0.92 0.67 -0.39

RRP8 1699 5.23 0.00 0.00 5.46 0.00 6.00 6.10 4.86 0.00 0.00 2.78 1.48 2.74 0.93 #NUM! #NUM! 1.00 #NUM! 1.11

RRP9 1588 6.15 7.07 13.79 9.74 12.46 6.76 6.15 5.56 10.82 9.66 9.33 3.22 8.05 -0.39 -0.19 0.78 0.28 0.63 -0.46

RRS1 1724 8.52 6.55 15.38 8.49 16.85 9.09 7.20 6.81 10.84 10.17 10.81 3.43 8.76 -0.04 -0.42 0.81 -0.04 0.94 -0.25

RS1 3040 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.01 0.01 0.00 -8.82 0.01 #NUM! #NUM! 0.36 #NUM! #NUM! 0.48

RSAD1 2499 4.82 5.61 2.83 2.38 6.01 11.69 4.79 3.91 10.55 10.22 5.56 2.47 7.37 -0.61 -0.39 -1.38 -1.63 -0.29 1.07

RSAD2 3512 1.25 1.33 10.17 11.90 5.20 7.42 0.32 2.33 1.77 6.38 6.21 2.63 2.70 -1.11 -1.02 1.91 2.14 0.94 0.26

RSBN1 6604 3.25 2.32 4.51 5.19 1.52 3.59 4.57 4.47 2.34 3.36 3.40 1.77 3.68 -0.18 -0.66 0.29 0.49 -1.27 0.08

RSBN1L 3220 5.17 6.91 10.85 10.23 2.36 5.35 5.87 5.82 3.21 4.17 6.81 2.77 4.77 0.12 0.53 1.19 1.10 -1.02 -0.35

RSC1A1 1854 0.00 0.00 5.74 0.00 0.00 2.39 0.00 0.00 0.51 0.00 1.36 0.44 0.13 #NUM! #NUM! 5.48 #NUM! #NUM! 0.82

RSF1 5138 5.70 8.62 14.70 7.94 1.82 3.90 9.68 11.12 2.30 3.44 7.11 2.83 6.64 -0.22 0.38 1.15 0.26 -1.86 -0.87

RSG1 1582 0.71 0.71 1.24 0.73 0.84 1.06 0.87 0.46 1.15 0.68 0.88 -0.18 0.79 -0.14 -0.16 0.65 -0.12 0.08 0.26

RSL1D1 5137 17.47 70.26 39.18 78.48 17.28 80.55 52.38 21.03 65.90 72.55 50.54 5.66 52.97 -1.60 0.41 -0.43 0.57 -1.62 0.67

RSL24D1 1487 33.55 19.10 27.89 18.65 36.05 99.58 25.62 23.56 79.36 112.10 39.14 5.29 60.16 -0.84 -1.66 -1.11 -1.69 -0.74 1.35

RSPH1 1382 0.34 3.75 0.02 0.34 0.75 0.69 0.42 0.51 0.58 0.56 0.98 -0.03 0.52 -0.62 2.85 -4.39 -0.59 0.52 -0.50

RSPH10B 3122 0.04 0.00 0.00 0.06 0.05 0.03 0.03 0.04 0.01 0.03 0.03 -5.00 0.03 0.58 #NUM! #NUM! 1.17 0.89 -0.16

RSPH10B2 3106 0.04 0.06 0.00 0.07 0.05 0.02 0.05 0.03 0.01 0.03 0.04 -4.62 0.03 0.36 1.03 #NUM! 1.33 0.76 -0.97

RSPH3 2201 5.39 5.38 5.89 12.20 3.85 1.79 4.64 7.05 1.07 2.09 5.75 2.52 3.71 0.54 0.53 0.66 1.72 0.05 -1.69

RSPH4A 2858 0.30 0.85 0.11 0.06 0.01 0.37 0.26 0.16 0.14 0.19 0.28 -1.82 0.19 0.64 2.16 -0.80 -1.62 -4.37 0.39

RSPH6A 2484 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RSPH9 1014 0.00 0.00 0.23 0.32 0.00 0.00 0.78 0.00 0.00 0.00 0.09 -3.44 0.19 #NUM! #NUM! 0.23 0.74 #NUM! #NUM!

RSPO1 2995 3.62 5.43 1.30 0.86 0.25 4.85 8.62 3.49 4.17 6.40 2.72 1.44 5.67 -0.65 -0.06 -2.13 -2.72 -4.50 0.84

RSPO2 3149 0.01 0.10 0.05 0.00 0.00 0.48 0.11 0.21 0.07 0.60 0.11 -3.23 0.25 -4.89 -1.30 -2.27 #NUM! #NUM! 2.17

RSPO3 2165 4.68 3.08 1.26 0.97 0.06 20.04 0.55 1.20 4.43 4.38 5.02 2.33 2.64 0.83 0.22 -1.06 -1.44 -5.48 2.00

RSPO4 2725 0.01 0.11 0.05 0.15 0.00 0.18 0.01 0.03 0.17 0.02 0.08 -3.60 0.06 -2.41 0.99 -0.18 1.38 #NUM! 1.10

RSPRY1 2084 7.74 10.92 5.70 7.80 3.40 7.94 7.66 7.27 6.15 8.65 7.25 2.86 7.43 0.06 0.56 -0.38 0.07 -1.13 0.13

RSRC1 1647 12.93 7.26 32.37 24.64 4.29 11.78 6.40 7.93 4.45 8.01 15.55 3.96 6.70 0.95 0.12 2.27 1.88 -0.64 -0.40

RSRC2 2449 18.16 21.68 34.11 26.65 27.65 35.48 21.50 34.06 16.85 31.84 27.29 4.77 26.06 -0.52 -0.27 0.39 0.03 0.09 0.38

RSU1 3769 23.90 28.12 26.20 14.46 25.01 57.84 19.08 20.46 44.99 53.77 29.26 4.87 34.57 -0.53 -0.30 -0.40 -1.26 -0.47 0.98

RTBDN 1355 0.00 0.06 1.30 0.00 0.41 0.03 0.06 0.00 0.00 0.00 0.30 -1.75 0.02 #NUM! 1.95 6.41 #NUM! 4.73 -3.55

RTCD1 2634 5.94 6.23 10.63 9.95 7.53 11.42 5.01 4.86 6.53 10.09 8.62 3.11 6.62 -0.16 -0.09 0.68 0.59 0.19 0.41

RTDR1 1286 0.23 0.19 0.05 0.12 0.07 0.35 0.15 0.29 0.55 0.09 0.17 -2.58 0.27 -0.21 -0.52 -2.30 -1.20 -2.05 1.05

RTEL1 5042 1.19 5.67 3.80 3.54 0.00 1.96 2.57 1.50 3.65 0.00 2.69 1.43 1.93 -0.69 1.56 0.98 0.87 #NUM! -0.46

RTEL1-TNFRSF6B 5772 0.00 3.70 0.00 0.00 0.00 0.00 0.00 0.64 0.00 0.00 0.62 -0.70 0.16 #NUM! 4.52 #NUM! #NUM! #NUM! #NUM!

RTF1 5038 8.78 24.77 39.71 45.37 5.28 11.00 35.59 13.43 11.00 9.87 22.48 4.49 17.47 -0.99 0.50 1.18 1.38 -1.73 -1.03

RTKN 2638 7.31 12.64 43.79 18.09 25.19 5.50 8.93 6.52 5.26 5.50 18.75 4.23 6.55 0.16 0.95 2.74 1.46 1.94 -1.77

RTKN2 6659 2.61 1.35 2.61 2.15 0.57 2.36 1.76 1.74 0.03 4.45 1.94 0.96 2.00 0.39 -0.57 0.39 0.11 -1.81 0.28

RTL1 4193 0.00 0.01 0.01 0.00 0.00 0.02 0.02 0.01 0.02 0.01 0.01 -7.12 0.01 #NUM! -0.25 -0.03 #NUM! #NUM! 1.18

RTN1 3327 1.21 1.76 2.21 1.04 0.67 2.21 0.81 1.09 3.54 1.01 1.52 0.60 1.61 -0.42 0.13 0.45 -0.64 -1.26 0.54

RTN2 2317 2.80 2.65 2.74 3.17 3.60 3.35 4.78 2.61 14.88 2.95 3.05 1.61 6.30 -1.17 -1.25 -1.20 -0.99 -0.81 0.13

RTN3 4942 55.61 33.91 42.02 62.22 54.13 61.62 39.20 34.60 48.77 40.76 51.58 5.69 40.83 0.45 -0.27 0.04 0.61 0.41 0.26

RTN4 4871 43.20 96.43 121.56 135.71 104.52 120.67 98.45 113.81 108.03 156.30 103.68 6.70 119.15 -1.46 -0.31 0.03 0.19 -0.19 0.22

RTN4IP1 2636 0.93 0.67 0.70 0.00 5.96 2.13 0.00 0.54 0.98 0.81 1.73 0.79 0.58 0.67 0.20 0.26 #NUM! 3.35 0.30

RTN4R 1924 3.96 2.41 2.67 5.40 5.01 1.77 2.80 1.70 0.56 1.97 3.54 1.82 1.75 1.18 0.46 0.60 1.62 1.51 -1.00

RTN4RL1 3183 0.39 0.56 0.17 1.63 5.14 0.47 1.28 1.17 1.00 0.70 1.39 0.48 1.04 -1.41 -0.90 -2.65 0.65 2.31 -1.57

RTN4RL2 1263 0.23 1.10 1.00 0.70 1.51 0.88 1.07 0.49 1.71 0.97 0.90 -0.15 1.06 -2.20 0.05 -0.08 -0.61 0.51 -0.04

RTP1 2265 0.00 0.00 0.00 0.00 0.00 0.12 0.00 0.01 0.40 0.05 0.02 -5.67 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

RTP3 817 0.00 0.00 0.00 0.45 0.00 0.10 0.00 0.12 0.00 0.00 0.09 -3.44 0.03 #NUM! #NUM! #NUM! 3.88 #NUM! 0.17

RTP4 1027 6.25 6.40 5.09 12.42 19.33 10.37 2.29 2.68 3.38 6.18 9.98 3.32 3.63 0.78 0.82 0.49 1.77 2.41 0.06

RTTN 7109 0.35 1.50 1.73 3.75 3.34 1.95 0.71 1.67 0.97 3.55 2.10 1.07 1.73 -2.31 -0.20 0.01 1.12 0.95 -0.11

RUFY1 2644 10.11 14.87 11.72 20.31 12.99 21.03 15.22 12.87 10.31 15.59 15.17 3.92 13.50 -0.42 0.14 -0.20 0.59 -0.05 0.47

RUFY2 4520 0.00 3.52 0.00 3.30 0.50 0.00 2.72 2.61 1.86 0.00 1.22 0.29 1.80 #NUM! 0.97 #NUM! 0.88 -1.85 #NUM!

RUFY3 4435 2.97 10.08 5.03 9.32 4.00 11.86 7.40 7.90 6.66 8.48 7.21 2.85 7.61 -1.36 0.40 -0.60 0.29 -0.93 0.72

RUFY4 3638 0.28 1.00 1.90 0.02 0.12 0.58 0.07 0.18 0.00 0.02 0.65 -0.62 0.07 2.00 3.85 4.77 -1.53 0.74 -0.16

RUNDC1 3844 1.84 7.72 4.25 4.55 4.65 2.93 3.91 1.92 6.27 2.62 4.32 2.11 3.68 -1.00 1.07 0.21 0.31 0.34 -0.56

RUNDC2A 2248 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RUNDC2C 5832 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RUNDC3A 2047 0.15 0.20 0.08 2.01 1.64 0.09 0.20 0.11 0.37 0.26 0.69 -0.53 0.23 -0.65 -0.21 -1.50 3.09 2.80 -3.01



RUNDC3B 4101 0.38 0.63 0.15 0.31 0.02 1.61 0.85 0.62 2.01 2.43 0.52 -0.95 1.48 -1.97 -1.23 -3.30 -2.24 -6.30 1.64

RUNX1 7274 3.03 23.14 11.29 13.37 9.71 12.93 6.06 12.73 2.85 10.17 12.24 3.61 7.95 -1.39 1.54 0.51 0.75 0.29 0.08

RUNX1T1 7769 3.29 3.82 0.80 1.04 0.00 2.18 1.92 3.03 1.73 1.39 1.85 0.89 2.01 0.71 0.92 -1.34 -0.95 -9.26 0.23

RUNX2 5720 0.97 4.96 2.91 12.21 0.53 2.46 1.61 2.51 0.47 2.04 4.00 2.00 1.66 -0.77 1.58 0.81 2.88 -1.65 -0.70

RUNX3 4340 4.48 12.11 16.38 9.53 5.22 4.65 3.07 2.93 1.08 2.31 8.73 3.13 2.35 0.93 2.37 2.80 2.02 1.15 -0.91

RUSC1 3503 25.59 20.91 27.49 31.41 37.80 19.98 24.40 14.43 19.87 15.42 27.20 4.77 18.53 0.47 0.17 0.57 0.76 1.03 -0.44

RUSC1-AS1 1326 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RUSC2 5636 3.70 6.55 3.68 1.72 8.92 2.75 3.85 2.87 14.42 4.90 4.55 2.19 6.51 -0.82 0.01 -0.82 -1.92 0.45 -0.73

RUVBL1 1785 13.03 0.00 16.21 34.89 87.71 20.85 0.00 0.00 17.32 11.98 28.78 4.85 7.32 0.83 #NUM! 1.15 2.25 3.58 -0.47

RUVBL2 1488 26.01 32.75 38.08 40.91 57.61 25.83 23.63 19.83 32.97 23.33 36.86 5.20 24.94 0.06 0.39 0.61 0.71 1.21 -0.51

RWDD1 1323 69.12 39.40 39.90 35.04 33.38 84.03 50.09 39.30 55.56 74.10 50.14 5.65 54.76 0.34 -0.48 -0.46 -0.64 -0.71 0.74

RWDD2A 1432 2.12 0.00 0.83 1.07 1.66 2.41 0.75 0.72 4.18 3.34 1.35 0.43 2.25 -0.08 #NUM! -1.44 -1.07 -0.44 0.84

RWDD2B 1712 8.99 8.90 7.51 24.35 8.11 8.32 6.01 4.42 8.92 5.52 11.03 3.46 6.22 0.53 0.52 0.27 1.97 0.38 -0.41

RWDD3 1336 1.36 2.21 0.00 0.92 6.06 13.97 0.55 0.00 7.55 4.69 4.09 2.03 3.20 -1.24 -0.53 #NUM! -1.80 0.92 1.77

RWDD4 2593 5.22 14.74 16.68 6.11 9.92 12.83 8.96 5.30 7.69 10.82 10.92 3.45 8.19 -0.65 0.85 1.03 -0.42 0.28 0.23

RXFP1 2412 0.28 0.36 0.28 0.19 0.04 1.13 0.48 0.48 0.50 1.03 0.38 -1.40 0.62 -1.17 -0.79 -1.17 -1.72 -3.98 1.58

RXFP2 2803 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

RXFP3 2533 0.00 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.00 0.00 0.00 -7.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.97

RXFP4 1146 0.00 0.18 0.00 0.00 0.17 0.02 0.03 0.03 0.00 0.00 0.06 -4.00 0.01 #NUM! 3.77 #NUM! #NUM! 3.65 -1.46

RXRA 5547 4.79 10.52 8.46 18.98 11.70 5.89 19.53 11.70 9.89 8.13 10.06 3.33 12.31 -1.36 -0.23 -0.54 0.62 -0.07 -0.77

RXRB 2892 6.07 9.96 8.35 10.71 14.16 11.58 12.12 8.02 17.97 10.30 10.14 3.34 12.10 -1.00 -0.28 -0.54 -0.18 0.23 0.19

RXRG 2205 0.41 2.58 4.08 0.05 0.00 1.80 3.37 0.36 7.38 0.71 1.49 0.57 2.96 -2.86 -0.20 0.46 -5.81 #NUM! 0.27

RYBP 4678 3.76 11.83 16.59 15.69 5.19 15.80 9.30 12.94 12.97 18.64 11.48 3.52 13.46 -1.84 -0.19 0.30 0.22 -1.37 0.46

RYK 2942 19.79 13.91 11.30 19.01 17.99 31.18 18.76 17.91 19.18 26.72 18.86 4.24 20.64 -0.06 -0.57 -0.87 -0.12 -0.20 0.73

RYR1 15391 0.90 0.82 1.89 16.38 2.89 2.96 0.39 0.49 0.19 1.85 4.31 2.11 0.73 0.30 0.18 1.37 4.49 1.99 -0.54

RYR2 16365 0.11 0.64 0.43 0.25 0.00 0.92 1.45 0.86 0.51 1.04 0.39 -1.35 0.96 -3.14 -0.59 -1.16 -1.96 -13.10 1.24

RYR3 15563 0.18 1.07 0.04 1.33 0.00 0.11 0.39 0.17 0.62 0.94 0.46 -1.14 0.53 -1.56 1.01 -3.75 1.33 #NUM! -1.99

S100A1 607 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

S100A10 1069 395.54 463.40 527.70 723.99 671.94 332.27 757.76 908.99 355.24 500.61 519.14 9.02 630.65 -0.67 -0.44 -0.26 0.20 0.09 -0.64

S100A11 595 3062.91 1737.19 3276.73 3983.95 3900.78 2017.95 1855.30 1543.81 520.14 1833.87 2996.59 11.55 1438.28 1.09 0.27 1.19 1.47 1.44 -0.57

S100A12 466 111.10 21.77 23.02 18.62 49.28 11.19 64.73 90.25 31.46 33.78 39.16 5.29 55.06 1.01 -1.34 -1.26 -1.56 -0.16 -1.81

S100A13 951 79.94 34.62 48.05 45.87 345.05 166.46 33.91 37.41 192.71 190.62 120.00 6.91 113.66 -0.51 -1.72 -1.24 -1.31 1.60 0.47

S100A14 1057 392.41 562.64 275.21 535.16 309.67 224.86 681.42 676.07 1.98 1153.34 383.32 8.58 628.20 -0.68 -0.16 -1.19 -0.23 -1.02 -0.77

S100A16 1085 625.95 365.12 540.53 596.24 500.23 238.66 708.07 631.84 99.38 630.92 477.79 8.90 517.55 0.27 -0.50 0.06 0.20 -0.05 -1.00

S100A2 970 596.59 160.66 637.74 480.60 2813.93 378.75 213.76 410.21 5.54 1121.57 844.71 9.72 437.77 0.45 -1.45 0.54 0.13 2.68 -1.16

S100A3 738 4.65 0.00 0.00 0.00 8.45 0.00 0.00 0.00 0.00 0.00 2.18 1.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

S100A4 564 186.87 91.29 168.34 0.00 198.88 608.89 260.46 139.87 804.93 0.00 209.05 7.71 301.31 -0.69 -1.72 -0.84 #NUM! -0.60 1.54

S100A5 710 0.76 0.00 0.57 0.12 0.00 0.62 0.60 0.00 0.34 0.00 0.35 -1.53 0.24 1.70 #NUM! 1.27 -0.96 #NUM! 0.85

S100A6 683 397.01 351.08 255.19 161.42 3165.49 1358.33 209.30 152.65 2917.19 1399.46 948.09 9.89 1169.65 -1.56 -1.74 -2.20 -2.86 1.44 0.52

S100A7 450 19209.20 3530.27 9.23 757.82 1.65 410.98 560.22 3873.87 1.13 35.02 3986.53 11.96 1117.56 4.10 1.66 -6.92 -0.56 -9.40 -3.28

S100A7A 4279 9.36 0.00 0.04 0.00 0.00 0.67 0.05 0.00 0.01 0.01 1.68 0.75 0.02 9.01 #NUM! 0.96 #NUM! #NUM! -1.32

S100A8 532 11271.20 3249.60 2314.01 3778.44 2008.99 5180.05 8463.39 8637.05 323.15 18722.90 4633.72 12.18 9036.62 0.32 -1.48 -1.97 -1.26 -2.17 0.16

S100A9 586 20090.50 6389.09 6225.51 10024.30 4887.31 3503.41 15821.10 17773.50 559.52 16548.10 8520.02 13.06 12675.55 0.66 -0.99 -1.03 -0.34 -1.37 -1.28

S100B 1135 7.60 9.21 2.68 1.82 10.26 16.74 5.76 3.21 47.21 7.33 8.05 3.01 15.88 -1.06 -0.79 -2.57 -3.13 -0.63 1.06

S100G 453 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

S100P 510 13.63 160.89 41.52 1.78 2597.98 139.49 1.15 9.54 6.51 55.90 492.55 8.94 18.27 -0.42 3.14 1.18 -3.36 7.15 -1.82

S100PBP 4317 2.16 4.37 0.00 0.00 4.86 5.77 2.09 2.62 4.81 4.05 2.86 1.52 3.39 -0.65 0.36 #NUM! #NUM! 0.52 1.01

S100Z 1164 0.13 0.16 0.00 0.00 0.10 0.25 0.05 0.03 0.21 0.00 0.11 -3.25 0.07 0.86 1.14 #NUM! #NUM! 0.43 1.24

S1PR1 3050 4.87 12.19 7.10 2.21 0.83 12.95 8.07 15.13 19.95 23.83 6.69 2.74 16.75 -1.78 -0.46 -1.24 -2.92 -4.34 0.95

S1PR2 3589 1.17 4.02 1.82 1.70 1.82 2.83 3.65 3.26 5.02 3.95 2.22 1.15 3.97 -1.77 0.02 -1.13 -1.22 -1.13 0.35

S1PR3 4221 6.45 9.06 3.43 5.37 1.16 9.51 14.79 11.86 44.33 14.81 5.83 2.54 21.45 -1.73 -1.24 -2.64 -2.00 -4.21 0.71

S1PR4 1612 2.59 4.02 4.45 1.26 2.84 2.08 1.06 0.48 1.73 0.86 2.88 1.52 1.03 1.33 1.96 2.11 0.29 1.46 -0.46

S1PR5 2467 12.38 1.75 3.47 10.63 8.77 3.34 2.39 0.72 0.44 3.08 6.72 2.75 1.66 2.90 0.08 1.07 2.68 2.40 -1.01

SAA1 678 11.94 1.53 14.84 9.99 1208.96 8.13 0.08 1.91 0.78 2.42 209.23 7.71 1.30 3.20 0.24 3.51 2.94 9.86 -4.69

SAA2 2053 1.65 0.36 1.18 2.45 0.00 0.69 0.00 0.05 0.13 0.44 1.05 0.08 0.16 3.40 1.21 2.91 3.97 #NUM! -0.61

SAA2-SAA4 850 0.00 0.00 0.00 0.63 0.00 0.00 0.00 0.00 0.00 0.00 0.10 -3.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SAA4 675 0.31 0.25 0.86 0.00 0.00 0.19 0.00 0.00 0.00 0.00 0.27 -1.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.51

SAAL1 1545 4.64 3.53 4.69 3.25 4.58 5.16 2.79 2.44 4.42 4.46 4.31 2.11 3.53 0.40 0.00 0.41 -0.12 0.38 0.26

SAC3D1 1584 6.41 4.10 5.41 7.36 41.79 13.96 2.34 1.83 3.63 1.95 13.17 3.72 2.44 1.39 0.75 1.15 1.59 4.10 0.08

SACM1L 3707 3.04 5.16 4.99 5.68 1.76 11.31 3.85 4.90 6.61 10.11 5.32 2.41 6.37 -1.07 -0.30 -0.35 -0.16 -1.86 1.09

SACS 15639 0.20 0.79 1.04 0.73 0.46 1.41 1.06 0.57 2.22 2.12 0.77 -0.38 1.49 -2.93 -0.91 -0.52 -1.04 -1.71 0.88

SAE1 2587 23.08 21.22 28.04 48.86 36.57 34.09 15.07 13.95 52.29 23.09 31.98 5.00 26.10 -0.18 -0.30 0.10 0.90 0.49 0.09

SAFB 3121 4.57 13.07 20.11 20.57 35.42 16.17 10.87 15.02 21.25 19.03 18.32 4.20 16.54 -1.86 -0.34 0.28 0.31 1.10 -0.18

SAFB2 3334 12.48 9.56 25.96 10.75 16.46 7.90 11.83 8.62 12.11 8.96 13.85 3.79 10.38 0.27 -0.12 1.32 0.05 0.67 -0.81

SAG 1767 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.17 0.00 -7.75 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SAGE1 3069 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SALL1 5253 1.07 4.17 0.28 0.21 0.03 1.32 3.09 2.49 4.34 3.76 1.18 0.24 3.42 -1.67 0.29 -3.61 -4.00 -6.93 0.16

SALL2 4931 0.92 1.65 0.38 0.45 0.18 1.00 2.32 0.81 4.34 1.84 0.76 -0.39 2.33 -1.33 -0.50 -2.62 -2.38 -3.70 0.39

SALL3 4775 0.01 1.03 0.20 2.92 0.00 0.52 2.57 3.12 0.01 1.35 0.78 -0.36 1.76 -7.58 -0.77 -3.16 0.73 #NUM! -0.58

SALL4 3487 0.29 1.84 0.06 0.53 0.21 0.13 0.00 0.00 0.01 0.02 0.51 -0.97 0.01 5.51 8.20 3.30 6.40 5.10 -1.95

SAMD1 1617 17.27 14.44 30.67 23.99 40.75 7.15 12.17 11.06 12.58 6.49 22.38 4.48 10.57 0.71 0.45 1.54 1.18 1.95 -1.65

SAMD10 2196 1.79 7.97 4.33 4.60 3.68 2.16 5.10 3.26 0.57 1.64 4.09 2.03 2.64 -0.56 1.59 0.71 0.80 0.48 -0.92

SAMD11 2575 0.00 4.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.69 -0.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SAMD12 8884 0.79 1.07 1.33 0.28 0.61 0.97 0.45 0.87 0.21 0.59 0.84 -0.25 0.53 0.58 1.02 1.32 -0.92 0.20 0.21

SAMD13 1580 0.77 0.76 0.36 0.32 0.63 0.50 0.11 0.15 0.78 0.55 0.56 -0.85 0.39 0.96 0.95 -0.13 -0.31 0.67 -0.15

SAMD14 1893 0.46 1.49 0.77 0.65 0.39 0.41 0.67 0.31 0.00 0.34 0.70 -0.52 0.33 0.50 2.18 1.24 1.00 0.26 -0.78

SAMD15 2025 0.28 0.65 0.05 0.22 0.92 0.15 0.16 0.08 0.10 0.08 0.38 -1.40 0.10 1.47 2.66 -1.11 1.10 3.16 -1.30

SAMD3 2096 1.32 2.95 1.78 0.84 0.64 3.67 0.83 0.52 0.41 0.94 1.87 0.90 0.68 0.96 2.13 1.40 0.31 -0.09 0.98

SAMD4A 6532 0.51 3.42 1.12 2.35 3.16 4.40 4.46 4.61 6.98 12.20 2.49 1.32 7.06 -3.79 -1.04 -2.66 -1.59 -1.16 0.82

SAMD4B 4543 7.76 27.59 29.15 33.64 7.37 7.18 26.00 36.14 16.86 0.00 18.78 4.23 19.75 -1.35 0.48 0.56 0.77 -1.42 -1.39

SAMD5 6324 0.40 0.76 0.20 0.27 0.08 0.67 1.44 1.35 0.67 1.52 0.40 -1.33 1.24 -1.63 -0.70 -2.62 -2.21 -3.88 0.74

SAMD7 2279 0.04 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -7.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.44

SAMD8 7009 1.82 2.89 5.24 3.53 2.71 5.27 3.00 4.64 3.86 7.01 3.58 1.84 4.63 -1.34 -0.68 0.18 -0.39 -0.77 0.56

SAMD9 6855 5.24 9.54 6.19 33.86 3.25 5.33 5.57 8.13 0.45 4.79 10.57 3.40 4.74 0.15 1.01 0.38 2.84 -0.54 -0.99

SAMD9L 7133 2.35 8.27 8.02 9.36 1.39 4.29 2.82 3.08 0.91 1.73 5.61 2.49 2.14 0.14 1.95 1.91 2.13 -0.62 -0.39

SAMHD1 3189 14.27 34.87 47.99 26.45 11.39 29.08 10.59 15.17 18.85 15.64 27.34 4.77 15.06 -0.08 1.21 1.67 0.81 -0.40 0.09

SAMM50 1773 28.38 17.96 16.15 19.64 15.09 16.92 13.12 10.34 19.27 14.91 19.02 4.25 14.41 0.98 0.32 0.16 0.45 0.07 -0.17

SAMSN1 1893 5.48 10.40 10.13 4.98 8.24 19.06 1.29 6.46 6.45 9.66 9.72 3.28 5.97 -0.12 0.80 0.76 -0.26 0.47 0.97

SAP130 4173 4.67 8.94 15.70 11.03 5.12 5.03 7.98 9.42 7.72 4.74 8.42 3.07 7.47 -0.68 0.26 1.07 0.56 -0.54 -0.74

SAP18 2318 36.66 29.79 39.02 36.41 84.98 57.82 30.04 28.99 47.10 46.68 47.45 5.57 38.20 -0.06 -0.36 0.03 -0.07 1.15 0.29

SAP25 841 2.00 0.00 0.00 0.00 0.00 5.84 3.40 0.00 0.00 0.00 1.31 0.39 0.85 1.24 #NUM! #NUM! #NUM! #NUM! 2.16

SAP30 1126 3.72 6.11 12.61 2.75 26.03 16.22 2.75 3.16 11.55 8.91 11.24 3.49 6.59 -0.83 -0.11 0.94 -1.26 1.98 0.53

SAP30BP 2519 14.05 14.06 22.80 24.56 30.15 18.64 14.00 12.88 25.01 19.44 20.71 4.37 17.83 -0.34 -0.34 0.35 0.46 0.76 -0.15

SAP30L 6287 3.14 4.10 2.86 3.71 6.05 5.57 4.36 3.09 7.17 5.97 4.24 2.08 5.15 -0.72 -0.33 -0.85 -0.47 0.23 0.39

SAR1A 3088 12.35 13.73 18.00 15.82 48.50 30.64 12.37 12.02 28.50 28.84 23.17 4.53 20.43 -0.73 -0.57 -0.18 -0.37 1.25 0.40

SAR1B 6651 3.79 4.95 2.91 4.71 21.49 6.32 4.05 4.53 4.04 5.60 7.36 2.88 4.55 -0.27 0.12 -0.65 0.05 2.24 -0.22

SARDH 3398 0.56 2.04 1.89 1.18 1.53 3.45 0.34 0.42 0.61 0.72 1.77 0.83 0.52 0.08 1.96 1.85 1.17 1.55 0.96

SARM1 7001 0.16 0.57 0.28 0.00 0.00 0.28 0.33 0.16 1.29 0.00 0.21 -2.22 0.45 -1.51 0.35 -0.67 #NUM! #NUM! 0.40

SARNP 1195 38.42 16.31 0.00 25.30 105.56 65.66 23.14 21.63 54.83 65.13 41.88 5.39 41.18 -0.10 -1.34 #NUM! -0.70 1.36 0.65

SARS 3192 44.01 42.34 82.10 48.34 81.62 55.13 52.71 46.38 75.76 68.45 58.92 5.88 60.83 -0.47 -0.52 0.43 -0.33 0.42 -0.10

SARS2 2083 5.64 6.20 10.85 6.21 4.29 5.31 4.21 4.23 4.64 4.06 6.42 2.68 4.28 0.40 0.53 1.34 0.54 0.00 -0.27

SART1 3601 5.00 11.60 16.57 12.74 37.98 17.62 9.14 7.70 24.11 13.59 16.92 4.08 13.64 -1.45 -0.23 0.28 -0.10 1.48 0.06

SART3 4377 3.15 8.51 12.60 8.67 9.06 12.25 5.82 7.86 8.99 8.55 9.04 3.18 7.80 -1.31 0.12 0.69 0.15 0.22 0.44

SASH1 7709 2.73 5.49 7.26 6.04 1.65 5.92 13.11 16.69 5.27 10.04 4.85 2.28 11.28 -2.05 -1.04 -0.63 -0.90 -2.78 0.29

SASH3 2707 4.66 12.19 12.76 4.64 9.39 8.32 2.16 1.55 3.76 2.33 8.66 3.11 2.45 0.93 2.31 2.38 0.92 1.94 -0.06

SASS6 3908 1.62 1.79 3.72 3.43 0.59 2.55 0.74 1.10 0.39 0.68 2.28 1.19 0.73 1.15 1.29 2.35 2.23 -0.30 0.16

SAT1 1199 320.73 176.42 673.98 317.42 2784.63 620.60 64.06 207.73 243.36 482.89 815.63 9.67 249.51 0.36 -0.50 1.43 0.35 3.48 -0.39

SAT2 983 13.61 13.48 7.47 7.47 33.00 38.99 15.15 8.79 57.50 45.96 19.00 4.25 31.85 -1.23 -1.24 -2.09 -2.09 0.05 1.04

SATB1 5652 1.51 7.18 3.95 5.44 0.21 5.07 9.85 5.52 7.62 5.00 3.89 1.96 7.00 -2.21 0.04 -0.83 -0.36 -5.06 0.38

SATB2 5730 0.32 1.20 1.20 2.10 0.19 1.40 3.17 1.51 1.92 1.99 1.07 0.09 2.15 -2.77 -0.84 -0.85 -0.03 -3.47 0.39

SATL1 2167 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SAV1 3031 4.51 11.65 11.27 8.19 11.12 18.14 8.13 9.12 11.26 16.84 10.81 3.43 11.34 -1.33 0.04 -0.01 -0.47 -0.03 0.75

SBDS 1605 42.30 41.04 56.46 50.66 69.16 85.09 56.93 61.73 121.59 101.85 57.45 5.84 85.53 -1.02 -1.06 -0.60 -0.76 -0.31 0.57

SBDSP1 1734 14.16 11.32 22.05 14.90 18.90 23.70 11.79 14.27 29.08 27.96 17.51 4.13 20.78 -0.55 -0.88 0.09 -0.48 -0.14 0.44

SBF1 8033 3.07 10.01 13.24 9.21 3.91 3.00 16.03 5.04 7.00 4.70 7.07 2.82 8.19 -1.42 0.29 0.69 0.17 -1.07 -1.23

SBF1P1 6125 0.00 0.00 0.00 0.00 0.01 0.01 0.02 0.00 0.00 0.00 0.00 -8.52 0.01 #NUM! #NUM! -2.25 #NUM! 0.43 1.43

SBF2 7447 3.43 6.73 6.77 5.09 2.90 8.55 8.14 7.04 8.39 11.19 5.58 2.48 8.69 -1.34 -0.37 -0.36 -0.77 -1.58 0.62

SBK1 5010 0.16 1.83 1.56 0.29 0.63 0.63 0.56 0.49 0.04 0.24 0.85 -0.23 0.33 -1.05 2.47 2.24 -0.18 0.92 -0.43

SBK2 1062 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.02 0.00 -7.70 0.01 #NUM! 1.14 #NUM! #NUM! #NUM! #NUM!

SBNO1 10981 1.92 2.44 6.60 3.29 0.90 2.41 3.05 2.19 1.38 2.32 2.93 1.55 2.23 -0.22 0.13 1.56 0.56 -1.32 -0.28

SBNO2 4948 6.10 19.80 43.49 29.54 35.48 14.75 6.12 12.93 30.79 19.35 24.86 4.64 17.30 -1.50 0.20 1.33 0.77 1.04 -0.75

SBSN 1998 322.74 331.74 36.49 120.93 0.00 86.84 782.34 820.58 0.69 686.83 149.79 7.23 572.61 -0.83 -0.79 -3.97 -2.24 #NUM! -0.79

SC4MOL 2214 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SC5DL 7019 6.22 5.10 5.80 3.50 0.87 6.82 8.32 9.34 3.09 12.16 4.72 2.24 8.23 -0.40 -0.69 -0.50 -1.23 -3.25 0.53

SCAF1 4323 3.09 23.44 24.76 22.86 11.97 13.66 12.81 18.90 23.06 11.11 16.63 4.06 16.47 -2.41 0.51 0.59 0.47 -0.46 -0.28

SCAF11 7596 4.32 11.57 18.18 21.68 5.23 10.26 8.46 11.32 4.37 7.00 11.87 3.57 7.79 -0.85 0.57 1.22 1.48 -0.57 -0.21

SCAF4 4269 3.37 11.49 19.84 26.90 6.51 4.24 10.40 10.79 4.76 4.48 12.06 3.59 7.61 -1.17 0.59 1.38 1.82 -0.22 -1.51

SCAF8 5018 3.59 9.17 10.40 10.45 3.45 7.79 6.75 8.84 6.76 7.05 7.47 2.90 7.35 -1.03 0.32 0.50 0.51 -1.09 0.06

SCAI 12221 0.98 0.63 0.62 0.51 3.84 0.76 0.46 0.49 0.43 0.64 1.22 0.29 0.50 0.96 0.32 0.31 0.01 2.93 -0.68

SCAMP1 6245 8.43 14.95 6.20 10.57 3.59 11.00 5.91 18.40 7.68 12.07 9.12 3.19 11.02 -0.39 0.44 -0.83 -0.06 -1.62 0.27

SCAMP2 1313 58.03 45.96 51.14 55.97 37.79 22.99 53.97 58.53 31.13 25.17 45.31 5.50 42.20 0.46 0.12 0.28 0.41 -0.16 -0.98

SCAMP3 1595 35.51 34.13 30.97 28.14 51.68 29.29 23.66 22.16 28.15 22.24 34.95 5.13 24.05 0.56 0.50 0.36 0.23 1.10 -0.26

SCAMP4 2548 9.45 21.10 20.05 26.85 10.31 6.33 19.68 12.65 18.75 11.56 15.68 3.97 15.66 -0.73 0.43 0.36 0.78 -0.60 -1.31

SCAMP5 3516 1.73 2.02 1.13 1.48 3.25 1.19 0.71 1.26 1.52 0.74 1.80 0.85 1.06 0.71 0.93 0.10 0.49 1.62 -0.59

SCAND1 1388 29.00 46.23 37.71 34.86 60.42 36.65 28.75 20.36 41.17 29.16 40.81 5.35 29.86 -0.04 0.63 0.34 0.22 1.02 -0.16

SCAND2 4509 1.10 1.88 1.98 3.32 1.22 1.51 2.61 2.12 1.80 1.62 1.84 0.88 2.04 -0.89 -0.11 -0.04 0.71 -0.74 -0.28

SCAND3 4895 0.06 0.09 0.00 0.00 0.00 0.06 0.09 0.06 0.12 0.12 0.03 -4.88 0.10 -0.75 -0.12 #NUM! #NUM! #NUM! 0.72

SCAP 4255 7.56 16.64 18.56 17.03 20.52 5.93 18.57 10.78 13.85 10.82 14.37 3.85 13.51 -0.84 0.30 0.46 0.33 0.60 -1.28

SCAPER 4874 4.17 4.22 5.72 12.63 1.25 3.86 5.85 7.26 2.11 4.13 5.31 2.41 4.84 -0.22 -0.20 0.24 1.38 -1.96 -0.46

SCARA3 3631 11.87 19.11 3.87 5.23 13.77 13.91 10.80 10.76 47.70 17.28 11.29 3.50 21.64 -0.87 -0.18 -2.48 -2.05 -0.65 0.30

SCARA5 4170 0.81 0.77 0.05 0.00 0.12 1.03 19.38 15.38 4.14 5.58 0.46 -1.11 11.12 -3.79 -3.85 -7.77 #NUM! -6.50 1.15

SCARB1 2759 9.17 13.07 11.11 13.40 66.15 7.77 7.51 7.23 13.35 10.02 20.11 4.33 9.53 -0.06 0.46 0.22 0.49 2.80 -1.37

SCARB2 4780 20.78 40.85 22.65 47.75 31.61 58.19 26.75 27.45 43.46 54.34 36.97 5.21 38.00 -0.87 0.10 -0.75 0.33 -0.27 0.65

SCARF1 3864 0.90 4.13 2.26 1.51 3.08 4.09 2.40 2.51 5.86 4.66 2.66 1.41 3.86 -2.10 0.10 -0.77 -1.36 -0.33 0.62

SCARF2 3523 3.91 12.45 2.22 1.69 0.89 2.73 5.42 2.75 8.64 3.93 3.98 1.99 5.18 -0.41 1.26 -1.23 -1.61 -2.55 -0.54

SCARNA1 166 0.00 0.00 0.00 0.00 0.00 1.73 0.00 0.00 0.00 1.60 0.29 -1.80 0.40 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SCARNA10 330 0.36 0.61 0.22 0.00 0.32 2.68 0.38 0.00 0.75 0.70 0.70 -0.52 0.46 -0.35 0.40 -1.03 #NUM! -0.52 1.94

SCARNA11 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA12 270 0.00 1.59 3.37 0.00 1.56 1.21 0.68 1.89 0.00 0.46 1.29 0.37 0.76 #NUM! 1.07 2.16 #NUM! 1.05 -0.09

SCARNA14 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA15 127 0.00 2.20 0.00 0.00 0.00 3.36 0.00 0.00 0.00 3.55 0.93 -0.11 0.89 #NUM! 1.31 #NUM! #NUM! #NUM! 1.86

SCARNA16 187 0.00 0.00 0.76 0.00 0.98 0.00 0.62 0.00 0.00 2.54 0.29 -1.79 0.79 #NUM! #NUM! -0.06 #NUM! 0.31 #NUM!

SCARNA17 421 1.08 4.05 3.16 2.34 0.49 0.92 2.17 2.19 0.75 0.87 2.01 1.01 1.49 -0.46 1.44 1.08 0.65 -1.59 -1.12

SCARNA2 420 0.00 0.93 1.06 2.08 1.69 1.49 1.26 0.46 0.75 0.70 1.21 0.27 0.79 #NUM! 0.23 0.42 1.39 1.09 0.30

SCARNA20 130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA21 138 0.00 0.00 0.00 0.00 0.00 28.50 0.00 0.00 0.00 0.00 4.75 2.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SCARNA22 125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA27 126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA3 144 0.00 0.00 0.00 0.00 0.00 4.85 0.00 0.00 0.00 0.00 0.81 -0.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SCARNA4 129 0.00 0.00 0.00 0.00 0.00 0.00 41.80 0.00 0.00 0.00 0.00 #NUM! 10.45 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SCARNA5 278 0.00 0.00 0.00 0.00 0.24 2.69 0.31 0.00 0.45 0.63 0.49 -1.04 0.35 #NUM! #NUM! #NUM! #NUM! -0.53 2.46

SCARNA6 266 0.00 0.00 0.00 0.44 0.00 0.50 0.36 0.00 0.25 0.00 0.16 -2.66 0.15 #NUM! #NUM! #NUM! 1.53 #NUM! 1.67

SCARNA7 330 0.00 0.20 0.45 0.23 0.48 3.72 0.95 0.40 0.15 0.28 0.85 -0.24 0.44 #NUM! -1.14 0.02 -0.94 0.11 2.13

SCARNA8 131 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCARNA9 353 1.08 0.34 0.57 0.40 2.21 0.00 0.33 0.50 1.31 0.97 0.77 -0.38 0.78 0.47 -1.19 -0.44 -0.97 1.51 #NUM!

SCARNA9L 348 0.00 0.00 0.00 0.00 0.14 0.13 0.00 0.00 0.00 0.00 0.05 -4.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.53

SCCPDH 2482 8.77 10.44 3.76 2.52 19.24 21.97 1.92 3.21 27.47 10.45 11.12 3.47 10.76 -0.30 -0.04 -1.52 -2.10 0.84 0.98

SCD 5473 38.52 27.40 119.24 55.94 54.72 17.27 39.75 33.78 3.56 29.74 52.18 5.71 26.71 0.53 0.04 2.16 1.07 1.03 -1.60

SCD5 3108 3.45 4.45 12.48 9.44 13.60 11.50 4.44 4.98 8.71 4.62 9.15 3.19 5.69 -0.72 -0.35 1.13 0.73 1.26 0.33

SCEL 3240 26.50 17.87 5.38 28.44 0.65 6.60 69.30 82.98 0.03 38.12 14.24 3.83 47.61 -0.85 -1.41 -3.14 -0.74 -6.19 -1.11

SCFD1 2172 12.84 23.21 14.93 11.15 10.33 21.71 12.99 15.55 10.66 19.50 15.70 3.97 14.67 -0.19 0.66 0.03 -0.40 -0.51 0.47

SCFD2 3204 3.97 4.82 4.01 3.31 2.91 3.88 3.39 3.95 5.02 5.11 3.82 1.93 4.37 -0.14 0.14 -0.12 -0.40 -0.58 0.02

SCG2 2586 0.09 0.46 0.11 0.09 0.07 1.38 0.04 0.17 1.51 0.29 0.37 -1.45 0.50 -2.42 -0.13 -2.20 -2.46 -2.88 1.91

SCG3 3366 0.01 0.06 0.00 0.00 0.02 0.04 0.03 0.02 0.06 0.06 0.02 -5.72 0.05 -2.51 0.30 #NUM! #NUM! -1.58 0.90

SCG5 1244 0.59 1.19 1.11 0.00 6.56 2.06 0.97 0.12 1.47 1.91 1.92 0.94 1.12 -0.93 0.09 -0.01 #NUM! 2.55 0.10

SCGB1A1 452 2.00 0.91 0.69 0.00 0.00 12.10 0.00 0.20 0.00 1.68 2.62 1.39 0.47 2.09 0.95 0.55 #NUM! #NUM! 2.21

SCGB1C1 431 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.85 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SCGB1D1 429 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SCGB1D2 454 0.00 0.00 0.00 4.49 2.21 0.52 0.21 0.11 0.78 1.70 1.20 0.27 0.70 #NUM! #NUM! #NUM! 2.68 1.66 -1.22

SCGB1D4 434 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.33 0.00 0.00 0.02 -6.00 0.08 #NUM! #NUM! #NUM! #NUM! 0.20 #NUM!

SCGB2A1 521 0.15 0.08 0.09 1.81 0.90 3.05 0.00 0.39 0.20 15.05 1.01 0.02 3.91 -4.70 -5.64 -5.44 -1.11 -2.12 1.59

SCGB2A2 502 0.00 0.00 0.00 5.58 0.07 0.00 0.00 0.00 0.21 5.66 0.94 -0.09 1.47 #NUM! #NUM! #NUM! 1.93 -4.32 #NUM!

SCGB3A1 517 0.72 2.48 0.22 0.34 4.56 2.49 0.19 0.48 1.80 83.69 1.80 0.85 21.54 -4.90 -3.12 -6.63 -5.97 -2.24 0.46

SCGB3A2 520 0.00 0.00 0.09 0.00 0.00 0.20 0.00 0.08 0.00 0.12 0.05 -4.38 0.05 #NUM! #NUM! 0.85 #NUM! #NUM! 2.04

SCGBL 441 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SCGN 1492 0.10 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.02 0.02 -5.97 0.01 3.42 #NUM! #NUM! #NUM! #NUM! #NUM!

SCHIP1 2647 0.00 0.00 2.56 0.00 6.33 5.82 0.00 0.91 10.53 11.48 2.45 1.29 5.73 #NUM! #NUM! -1.16 #NUM! 0.14 1.25

SCIN 3261 0.34 0.15 9.13 0.39 0.76 2.04 0.71 0.31 0.65 1.42 2.13 1.09 0.77 -1.17 -2.34 3.56 -0.99 -0.03 -0.07

SCLT1 3053 1.44 2.73 3.90 2.98 1.90 4.24 1.44 3.29 1.00 2.56 2.86 1.52 2.07 -0.53 0.40 0.91 0.52 -0.13 0.57

SCLY 2544 3.43 2.79 2.08 3.06 3.08 2.87 2.28 1.44 2.83 1.91 2.89 1.53 2.12 0.70 0.40 -0.02 0.53 0.54 -0.01

SCMH1 3364 5.35 11.46 8.16 7.48 9.17 12.31 8.72 7.19 15.60 9.06 8.99 3.17 10.14 -0.92 0.18 -0.31 -0.44 -0.14 0.45

SCML1 2923 1.88 7.33 4.62 3.58 2.56 9.22 2.53 5.67 4.50 8.82 4.86 2.28 5.38 -1.52 0.45 -0.22 -0.59 -1.07 0.92

SCML2 4212 0.19 0.23 1.59 0.81 0.77 0.85 0.48 0.65 0.57 0.61 0.74 -0.43 0.58 -1.62 -1.31 1.46 0.50 0.41 0.20

SCML4 4540 0.13 1.19 1.10 0.38 0.24 0.83 0.14 0.11 0.04 0.12 0.64 -0.63 0.10 0.41 3.54 3.43 1.90 1.23 0.36

SCN10A 5874 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SCN11A 6500 0.00 0.02 0.04 0.89 0.00 0.07 0.05 0.63 0.07 0.07 0.17 -2.55 0.21 -5.71 -3.13 -2.32 2.11 #NUM! -1.37

SCN1A 8342 0.00 0.04 0.02 0.00 0.00 0.01 0.01 0.01 0.00 0.02 0.01 -6.25 0.01 -1.37 1.78 1.08 #NUM! -1.25 -0.06

SCN1B 1463 4.37 4.98 2.59 2.01 0.00 7.65 6.27 5.68 10.89 7.73 3.60 1.85 7.64 -0.81 -0.62 -1.56 -1.93 #NUM! 1.09

SCN2A 8876 0.35 0.52 1.34 0.00 0.10 0.17 0.17 0.17 0.14 0.31 0.41 -1.27 0.20 0.82 1.39 2.76 -5.79 -1.03 -1.29

SCN2B 4922 0.09 0.10 0.06 0.04 0.00 0.23 0.60 0.53 0.45 0.26 0.09 -3.52 0.46 -2.37 -2.14 -2.91 -3.54 #NUM! 1.40

SCN3A 9141 0.11 0.57 0.17 0.04 0.10 0.20 0.28 0.09 0.16 0.11 0.20 -2.32 0.16 -0.50 1.83 0.13 -1.91 -0.64 0.01

SCN3B 6081 0.10 0.67 0.20 0.09 0.04 0.67 0.72 0.48 0.54 0.56 0.29 -1.77 0.57 -2.47 0.21 -1.56 -2.76 -3.76 1.18

SCN4A 7805 0.00 0.00 0.02 0.00 0.03 0.01 0.02 0.02 0.16 0.02 0.01 -6.56 0.05 #NUM! #NUM! -1.52 #NUM! -0.84 0.43

SCN4B 4579 0.00 0.61 0.22 0.43 0.24 1.63 0.96 0.98 4.60 1.86 0.52 -0.94 2.10 #NUM! -1.78 -3.27 -2.29 -3.13 1.65

SCN5A 8504 0.03 0.35 0.06 0.06 0.01 1.07 0.41 0.20 0.55 0.34 0.26 -1.93 0.38 -3.80 -0.11 -2.55 -2.65 -6.05 2.03

SCN7A 7186 0.16 0.20 0.05 0.00 0.01 2.01 1.00 0.07 4.68 1.03 0.41 -1.30 1.70 -3.36 -3.06 -4.99 -8.43 -7.78 2.30

SCN8A 7215 0.41 0.45 0.07 0.57 0.03 0.17 0.05 0.06 0.02 0.07 0.28 -1.82 0.05 3.08 3.20 0.62 3.56 -0.75 -0.71

SCN9A 9771 0.07 0.17 0.24 0.01 0.03 0.38 0.19 0.18 0.26 0.21 0.15 -2.72 0.21 -1.68 -0.29 0.22 -4.02 -2.66 1.33

SCNM1 2085 9.04 8.30 12.87 13.37 0.00 16.21 8.60 5.18 11.54 5.20 9.97 3.32 7.63 0.25 0.12 0.75 0.81 #NUM! 0.70

SCNN1A 3497 7.82 31.62 27.15 8.10 38.39 13.49 35.09 29.30 0.36 0.00 21.09 4.40 16.19 -1.05 0.97 0.75 -1.00 1.25 -0.65



SCNN1B 2597 5.65 5.97 3.65 2.08 0.76 9.44 33.60 32.28 0.55 13.08 4.59 2.20 19.88 -1.81 -1.74 -2.44 -3.26 -4.70 1.04

SCNN1D 3426 0.31 2.18 2.39 0.66 1.02 0.68 0.77 1.70 0.97 1.81 1.21 0.27 1.31 -2.07 0.73 0.87 -1.00 -0.36 -0.84

SCNN1G 3516 0.66 1.39 0.64 0.66 0.09 7.66 4.77 4.55 0.01 5.96 1.85 0.89 3.82 -2.52 -1.46 -2.57 -2.54 -5.39 2.05

SCO1 1768 5.71 7.35 10.79 7.63 18.32 8.56 5.41 5.33 11.74 10.28 9.73 3.28 8.19 -0.52 -0.16 0.40 -0.10 1.16 -0.18

SCO2 1051 0.00 0.00 0.00 0.00 0.00 0.00 18.14 0.00 18.74 0.00 0.00 #NUM! 9.22 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SCOC 2009 6.86 8.34 5.40 7.62 17.01 42.21 8.13 7.00 21.58 30.63 14.57 3.87 16.84 -1.30 -1.01 -1.64 -1.14 0.01 1.53

SCP2 2725 41.89 19.06 15.23 17.87 33.41 119.74 17.37 25.01 45.42 76.53 41.20 5.36 41.08 0.03 -1.11 -1.43 -1.20 -0.30 1.54

SCPEP1 1952 44.20 19.45 28.52 23.49 95.46 126.10 15.33 18.37 45.65 60.75 56.20 5.81 35.02 0.34 -0.85 -0.30 -0.58 1.45 1.17

SCRG1 907 2.23 0.81 0.00 0.00 0.13 6.59 0.55 0.14 20.84 3.16 1.63 0.70 6.17 -1.47 -2.92 #NUM! #NUM! -5.58 2.02

SCRIB 5276 2.41 12.65 12.62 14.90 17.63 3.42 16.15 15.42 3.36 7.88 10.60 3.41 10.70 -2.15 0.24 0.24 0.48 0.72 -1.63

SCRN1 5286 8.98 7.70 13.89 7.90 8.41 8.36 8.84 8.11 12.35 10.81 9.20 3.20 10.03 -0.16 -0.38 0.47 -0.34 -0.25 -0.14

SCRN2 1849 6.59 8.67 4.37 7.86 17.20 12.25 6.46 7.00 19.16 13.74 9.49 3.25 11.59 -0.81 -0.42 -1.41 -0.56 0.57 0.37

SCRN3 3071 3.52 3.82 3.92 0.00 2.25 4.46 2.50 3.40 2.35 4.90 3.00 1.58 3.29 0.10 0.22 0.25 #NUM! -0.55 0.57

SCRT1 3552 0.00 0.01 0.00 0.01 0.03 0.00 0.02 0.00 0.00 0.01 0.01 -7.10 0.01 #NUM! 0.46 #NUM! 0.74 2.36 #NUM!

SCT 514 0.00 0.56 0.09 0.29 0.21 0.33 0.00 0.16 0.80 0.19 0.25 -2.01 0.29 #NUM! 0.97 -1.64 0.03 -0.44 0.42

SCTR 1833 0.58 0.00 0.00 0.49 0.01 0.12 0.25 0.14 0.00 0.26 0.20 -2.33 0.16 1.83 #NUM! #NUM! 1.57 -3.53 -0.74

SCUBE1 3885 0.05 0.15 0.24 0.00 0.09 0.10 0.54 0.05 0.25 0.05 0.11 -3.23 0.22 -2.04 -0.60 0.12 #NUM! -1.26 -0.09

SCUBE2 4550 3.85 7.66 1.00 1.23 0.08 4.12 5.30 4.90 8.88 6.49 2.99 1.58 6.39 -0.73 0.26 -2.68 -2.37 -6.23 0.46

SCUBE3 5115 0.13 1.02 0.09 0.10 0.01 0.13 0.70 0.10 0.44 0.05 0.25 -2.02 0.32 -1.36 1.66 -1.79 -1.68 -5.11 -0.91

SCYL1 2667 14.48 18.41 24.60 21.02 26.20 14.31 15.16 12.35 29.23 14.93 19.84 4.31 17.92 -0.31 0.04 0.46 0.23 0.55 -0.47

SCYL2 3818 7.08 9.63 24.64 15.56 2.91 9.25 7.73 10.80 3.85 9.38 11.51 3.52 7.94 -0.17 0.28 1.63 0.97 -1.45 -0.32

SCYL3 3477 2.91 4.20 3.83 5.74 1.65 6.08 2.54 2.05 3.57 3.01 4.07 2.02 2.79 0.06 0.59 0.45 1.04 -0.76 0.58

SDAD1 3031 7.94 12.03 14.74 12.98 2.05 9.24 8.94 6.97 5.87 8.06 9.83 3.30 7.46 0.09 0.69 0.98 0.80 -1.86 -0.09

SDC1 3309 133.14 120.53 339.96 434.07 302.76 63.03 164.71 265.78 1.14 225.99 232.25 7.86 164.40 -0.30 -0.45 1.05 1.40 0.88 -1.88

SDC2 3485 8.00 17.66 6.02 9.43 5.26 39.77 29.35 16.99 135.88 50.98 14.36 3.84 58.30 -2.87 -1.72 -3.28 -2.63 -3.47 1.47

SDC3 5121 6.58 25.28 10.56 10.03 4.97 7.19 12.08 5.70 54.05 10.25 10.77 3.43 20.52 -1.64 0.30 -0.96 -1.03 -2.05 -0.58

SDC4 2615 26.10 79.60 172.26 112.41 493.66 60.82 46.27 63.17 47.01 85.21 157.47 7.30 60.41 -1.21 0.40 1.51 0.90 3.03 -1.37

SDC4P 467 0.00 0.00 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.01 -6.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SDCBP 2173 36.40 57.70 62.14 34.99 30.31 156.09 43.06 55.73 107.71 130.76 62.94 5.98 84.31 -1.21 -0.55 -0.44 -1.27 -1.48 1.31

SDCBP2 1595 30.88 35.51 0.00 35.48 50.86 0.00 25.44 33.64 0.00 23.49 25.46 4.67 20.65 0.58 0.78 #NUM! 0.78 1.30 #NUM!

SDCCAG3 2390 5.63 8.70 8.34 6.45 26.51 10.19 5.29 4.37 10.31 8.22 10.97 3.46 7.05 -0.32 0.30 0.24 -0.13 1.91 -0.11

SDCCAG8 2632 4.45 5.70 4.98 3.14 2.02 5.42 3.15 3.61 0.00 4.08 4.29 2.10 2.71 0.72 1.07 0.88 0.21 -0.42 0.34

SDF2 1075 21.23 0.00 0.00 17.77 45.39 26.68 12.87 9.56 23.67 23.62 18.51 4.21 17.43 0.28 #NUM! #NUM! 0.03 1.38 0.53

SDF2L1 876 21.18 13.30 14.14 13.17 40.89 21.07 9.04 5.99 21.33 14.12 20.62 4.37 12.62 0.75 0.08 0.16 0.06 1.70 0.03

SDF4 2167 38.93 62.30 56.77 53.15 46.88 49.35 43.08 33.25 80.87 42.21 51.23 5.68 49.85 -0.36 0.32 0.19 0.09 -0.09 -0.05

SDHA 2405 24.26 23.56 48.76 23.36 114.10 30.83 15.54 16.96 40.37 30.60 44.15 5.46 25.87 -0.09 -0.13 0.91 -0.15 2.14 -0.52

SDHAF1 1147 4.98 6.13 6.88 8.76 63.62 7.83 5.12 2.55 15.18 10.76 16.36 4.03 8.40 -0.76 -0.46 -0.29 0.06 2.92 -1.06

SDHAF2 1227 31.37 24.49 33.34 27.70 40.06 30.10 18.54 18.23 22.47 18.52 31.17 4.96 19.44 0.69 0.33 0.78 0.51 1.04 -0.05

SDHAP1 2590 5.73 0.00 6.79 19.27 6.39 6.35 4.97 8.52 3.09 6.51 7.42 2.89 5.77 -0.01 #NUM! 0.24 1.74 0.15 -0.22

SDHAP2 2319 3.70 0.00 5.93 16.87 5.05 5.30 9.95 9.29 2.67 6.18 6.14 2.62 7.02 -0.93 #NUM! -0.24 1.26 -0.48 -0.21

SDHAP3 1153 3.91 5.14 6.00 5.70 21.11 13.18 0.00 3.90 6.48 6.24 9.17 3.20 4.15 -0.09 0.31 0.53 0.46 2.35 0.52

SDHB 1161 86.03 43.36 56.20 49.31 52.27 89.22 31.69 36.12 51.16 47.53 62.73 5.97 41.62 1.05 0.06 0.43 0.24 0.33 0.51

SDHC 2858 167.18 23.73 23.26 79.89 49.19 38.09 21.84 19.75 34.00 77.10 63.56 5.99 38.17 2.13 -0.69 -0.71 1.07 0.37 -0.74

SDHD 1382 62.27 20.65 21.13 14.28 37.75 84.99 30.51 36.38 84.05 89.51 40.18 5.33 60.11 0.05 -1.54 -1.51 -2.07 -0.67 1.08

SDK1 10397 0.71 2.13 2.82 1.79 0.81 1.22 2.80 1.59 1.91 0.60 1.58 0.66 1.72 -1.28 0.30 0.71 0.05 -1.10 -0.37

SDK2 10796 0.25 1.96 0.20 4.11 0.30 0.21 0.99 1.70 0.19 0.45 1.17 0.23 0.83 -1.73 1.24 -2.08 2.31 -1.46 -2.46

SDPR 3265 1.97 3.78 1.94 0.66 0.90 16.87 9.70 9.56 15.43 12.74 4.35 2.12 11.86 -2.59 -1.65 -2.61 -4.17 -3.72 1.95

SDR16C5 3039 9.18 4.46 6.53 8.76 5.04 3.34 9.71 8.56 0.03 6.09 6.22 2.64 6.10 0.59 -0.45 0.10 0.52 -0.28 -0.90

SDR39U1 1247 17.95 19.83 20.24 15.83 32.33 18.82 19.41 14.13 26.54 19.94 20.83 4.38 20.01 -0.16 -0.01 0.02 -0.34 0.69 -0.15

SDR42E1 2792 3.16 1.74 1.72 4.03 4.59 1.04 2.17 1.54 0.10 1.42 2.72 1.44 1.31 1.27 0.42 0.40 1.62 1.81 -1.38

SDR9C7 1765 6.56 5.86 1.20 8.19 0.01 1.83 24.51 28.52 0.00 17.44 3.94 1.98 17.62 -1.43 -1.59 -3.87 -1.10 -10.23 -1.11

SDS 1620 1.67 0.00 7.68 7.13 5.74 6.23 0.17 3.28 0.00 5.23 4.74 2.25 2.17 -0.38 #NUM! 1.83 1.72 1.40 0.39

SDSL 1414 1.41 5.23 5.47 8.06 7.64 4.41 0.96 0.85 2.66 1.62 5.37 2.42 1.52 -0.11 1.78 1.85 2.40 2.33 -0.28

SEBOX 665 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SEC1 2649 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SEC11A 1399 43.97 22.73 20.81 21.37 123.76 118.84 25.02 21.16 103.57 94.85 58.58 5.87 61.15 -0.48 -1.43 -1.56 -1.52 1.02 1.02

SEC11C 793 27.98 15.67 19.11 10.23 31.53 61.75 10.12 6.80 27.92 39.63 27.71 4.79 21.12 0.41 -0.43 -0.14 -1.05 0.58 1.16

SEC13 1621 30.29 56.77 38.07 39.43 40.71 44.85 28.52 22.85 46.51 40.02 41.68 5.38 34.48 -0.19 0.72 0.14 0.19 0.24 0.11

SEC14L1 5584 4.26 14.69 11.98 9.34 10.15 12.18 8.47 9.12 15.16 14.07 10.43 3.38 11.71 -1.46 0.33 0.03 -0.33 -0.21 0.22

SEC14L2 4303 2.35 3.73 1.06 8.81 5.37 2.74 1.58 1.80 1.36 3.04 4.01 2.00 1.94 0.27 0.94 -0.88 2.18 1.46 -0.55

SEC14L4 2526 0.08 0.15 0.01 0.17 0.25 0.07 0.01 0.04 0.00 0.03 0.12 -3.03 0.02 1.85 2.86 -0.51 3.06 3.59 -0.91

SEC14L5 6456 0.01 0.03 0.04 0.06 0.03 0.06 0.21 0.18 0.08 0.11 0.04 -4.71 0.14 -3.61 -2.39 -1.97 -1.16 -2.48 0.71

SEC14L6 1261 0.02 0.33 0.00 0.03 0.07 0.39 0.00 0.02 0.31 0.30 0.14 -2.84 0.16 -2.79 1.04 #NUM! -2.45 -1.19 1.48

SEC16A 9059 2.86 17.78 14.85 13.46 7.24 12.11 9.72 5.21 13.54 12.18 11.38 3.51 10.16 -1.83 0.81 0.55 0.41 -0.49 0.09

SEC16B 4024 0.68 1.17 1.20 2.97 0.90 0.00 1.20 0.74 1.26 1.68 1.15 0.21 1.22 -0.84 -0.06 -0.02 1.28 -0.43 #NUM!

SEC22A 3429 3.65 5.75 6.24 17.10 7.90 5.02 2.08 2.00 3.93 4.65 7.61 2.93 3.16 0.21 0.86 0.98 2.43 1.32 -0.60

SEC22B 1821 17.51 22.31 15.14 13.18 23.60 33.60 14.96 16.65 45.38 35.64 20.89 4.38 28.16 -0.69 -0.34 -0.90 -1.09 -0.26 0.69

SEC22C 6416 6.65 0.00 2.59 0.00 5.92 12.18 2.18 0.00 19.06 12.78 4.56 2.19 8.51 -0.35 #NUM! -1.72 #NUM! -0.52 1.42

SEC23A 3890 7.51 15.51 10.47 7.83 6.62 19.71 8.92 8.59 37.29 20.95 11.28 3.50 18.94 -1.33 -0.29 -0.86 -1.27 -1.52 0.81

SEC23B 3447 10.86 19.52 17.80 14.65 16.54 16.13 10.40 13.18 9.26 12.63 15.92 3.99 11.37 -0.07 0.78 0.65 0.37 0.54 0.02

SEC23IP 7306 2.71 9.60 6.40 7.19 4.66 5.89 5.35 6.62 6.77 5.21 6.08 2.60 5.99 -1.14 0.68 0.10 0.26 -0.36 -0.04

SEC24A 6387 2.14 6.42 6.64 5.70 4.17 4.17 3.49 4.63 3.12 4.12 4.87 2.28 3.84 -0.84 0.74 0.79 0.57 0.12 -0.23

SEC24B 4649 5.33 11.28 11.39 11.99 2.37 7.78 8.73 13.99 6.71 9.30 8.35 3.06 9.68 -0.86 0.22 0.23 0.31 -2.03 -0.10

SEC24C 4563 7.05 20.77 27.75 19.99 18.07 13.97 17.82 17.96 27.53 12.52 17.93 4.16 18.96 -1.43 0.13 0.55 0.08 -0.07 -0.36

SEC24D 4077 6.60 26.09 15.70 6.24 3.47 12.62 9.22 10.30 27.95 14.27 11.79 3.56 15.43 -1.23 0.76 0.02 -1.31 -2.15 0.10

SEC31A 4273 68.95 115.13 80.35 88.82 19.33 46.41 80.47 76.06 73.33 46.14 69.83 6.13 69.00 0.00 0.74 0.22 0.36 -1.84 -0.59

SEC31B 4631 0.99 1.66 0.00 0.97 1.24 0.00 0.00 0.00 0.64 0.00 0.81 -0.30 0.16 2.64 3.38 #NUM! 2.60 2.96 #NUM!

SEC61A1 3656 53.34 80.42 46.14 100.94 153.74 42.91 44.11 44.25 63.15 40.61 79.58 6.31 48.03 0.15 0.74 -0.06 1.07 1.68 -0.89

SEC61A2 2528 4.23 0.00 0.00 4.11 0.00 0.00 0.00 1.88 1.53 1.76 1.39 0.48 1.29 1.71 #NUM! #NUM! 1.67 #NUM! #NUM!

SEC61B 583 144.61 97.50 92.24 85.64 329.49 189.98 73.90 59.63 187.60 153.93 156.58 7.29 118.76 0.28 -0.28 -0.36 -0.47 1.47 0.28

SEC61G 484 29.65 10.69 11.78 18.42 568.81 201.98 13.37 11.43 210.74 258.67 140.22 7.13 123.55 -2.06 -3.53 -3.39 -2.75 2.20 0.53

SEC62 6541 20.27 19.92 30.48 45.29 23.46 75.68 19.01 43.81 25.77 17.87 35.85 5.16 26.62 -0.39 -0.42 0.20 0.77 -0.18 1.08

SEC63 6500 5.04 10.19 8.87 7.78 4.24 21.54 7.69 8.59 7.08 10.17 9.61 3.26 8.38 -0.73 0.28 0.08 -0.11 -0.98 1.16

SECISBP2 3477 5.51 12.70 8.82 9.77 4.69 14.71 6.98 10.19 7.89 9.10 9.37 3.23 8.54 -0.63 0.57 0.05 0.19 -0.87 0.65

SECISBP2L 7190 2.12 5.67 4.59 3.98 0.55 5.85 5.07 5.32 4.79 6.18 3.80 1.92 5.34 -1.33 0.09 -0.22 -0.42 -3.28 0.63

SECTM1 2282 6.96 18.12 20.50 14.44 41.81 22.20 7.86 6.80 13.41 19.39 20.67 4.37 11.86 -0.77 0.61 0.79 0.28 1.82 0.10

SEH1L 3513 6.69 6.10 17.20 7.85 13.91 11.41 5.76 5.73 7.47 11.15 10.53 3.40 7.53 -0.17 -0.30 1.19 0.06 0.89 0.12

SEL1L 6593 3.77 9.56 7.98 7.43 2.46 8.24 5.60 5.48 9.14 6.45 6.57 2.72 6.66 -0.82 0.52 0.26 0.16 -1.44 0.33

SEL1L2 2248 0.32 0.04 0.00 0.00 0.05 0.11 0.81 0.09 14.68 0.17 0.09 -3.55 3.94 -3.60 -6.75 #NUM! #NUM! -6.44 0.32

SEL1L3 4564 6.93 13.82 13.07 5.85 18.12 10.58 1.67 2.00 2.19 2.27 11.39 3.51 2.03 1.77 2.76 2.68 1.52 3.16 -0.11

SELE 3875 1.89 6.20 28.55 3.11 0.26 299.94 4.47 16.45 155.19 132.70 56.66 5.82 77.20 -5.36 -3.64 -1.43 -4.63 -8.23 2.40

SELENBP1 1721 7.12 48.08 9.70 2.05 4.95 13.61 16.03 10.23 72.59 16.57 14.25 3.83 28.86 -2.02 0.74 -1.57 -3.82 -2.54 -0.07

SELK 832 20.54 19.16 21.89 19.51 88.24 102.02 19.29 28.84 74.64 109.08 45.23 5.50 57.96 -1.50 -1.60 -1.40 -1.57 0.61 1.17

SELL 2442 8.67 12.71 13.21 8.38 8.07 0.00 4.59 3.13 12.34 3.30 8.51 3.09 5.84 0.57 1.12 1.18 0.52 0.47 #NUM!

SELM 739 132.73 140.02 78.72 27.26 30.42 230.02 157.43 81.18 658.25 270.36 106.53 6.74 291.81 -1.14 -1.06 -1.89 -3.42 -3.26 1.11

SELO 2327 8.31 14.73 13.18 13.03 17.95 8.97 9.51 7.25 8.89 8.24 12.69 3.67 8.47 -0.03 0.80 0.64 0.62 1.08 -0.50

SELP 3185 5.22 9.59 9.01 1.21 0.04 13.93 11.94 6.15 39.00 21.54 6.50 2.70 19.66 -1.91 -1.04 -1.12 -4.03 -8.99 1.10

SELPLG 2638 7.39 18.94 18.44 8.43 19.42 10.24 5.84 4.38 7.44 3.50 13.81 3.79 5.29 0.48 1.84 1.80 0.67 1.88 -0.43

SELRC1 2114 3.59 2.15 6.83 3.95 7.21 3.50 2.56 1.89 2.91 3.44 4.54 2.18 2.70 0.41 -0.33 1.34 0.55 1.42 -0.37

SELS 1292 18.17 12.87 16.55 13.71 69.74 47.29 11.69 12.45 45.55 46.85 29.72 4.89 29.14 -0.68 -1.18 -0.82 -1.09 1.26 0.67

SELT 3498 23.55 62.65 70.36 21.49 37.57 59.67 10.96 13.13 21.16 24.73 45.88 5.52 17.50 0.43 1.84 2.01 0.30 1.10 0.38

SELV 1704 0.00 0.02 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 -8.51 0.01 #NUM! 0.94 #NUM! #NUM! #NUM! #NUM!

SEMA3A 5672 0.37 1.14 2.21 0.16 1.67 0.73 0.99 0.51 0.49 0.52 1.05 0.07 0.63 -0.76 0.87 1.82 -1.98 1.41 -0.53

SEMA3B 2989 2.05 31.70 2.29 0.85 36.49 4.19 14.98 5.72 44.78 7.71 12.93 3.69 18.30 -3.16 0.79 -3.00 -4.42 1.00 -1.63

SEMA3C 5189 8.10 25.36 6.76 8.70 3.18 22.66 14.11 10.53 48.44 24.63 12.46 3.64 24.43 -1.59 0.05 -1.85 -1.49 -2.94 0.86

SEMA3D 6276 0.01 0.32 1.76 0.04 0.00 0.52 0.29 0.48 0.33 0.53 0.44 -1.18 0.40 -5.05 -0.33 2.12 -3.50 -10.82 0.24

SEMA3E 6629 0.30 0.63 0.60 0.35 0.06 0.31 3.00 1.49 0.15 0.43 0.38 -1.41 1.27 -2.09 -1.00 -1.07 -1.86 -4.31 -0.30

SEMA3F 3531 11.00 21.66 33.09 39.05 20.12 9.60 35.33 27.89 3.42 20.79 22.42 4.49 21.86 -0.99 -0.01 0.60 0.84 -0.12 -1.22

SEMA3G 4700 0.45 1.03 1.22 0.35 0.22 5.21 3.01 1.61 12.58 5.45 1.41 0.50 5.66 -3.64 -2.45 -2.22 -4.01 -4.72 1.88

SEMA4A 3313 8.74 9.21 21.76 17.60 11.58 7.29 12.37 0.00 2.39 0.00 12.70 3.67 3.69 1.24 1.32 2.56 2.25 1.65 -0.80

SEMA4B 3814 42.95 32.05 108.55 138.74 105.53 38.14 35.91 22.83 14.33 33.46 77.66 6.28 26.63 0.69 0.27 2.03 2.38 1.99 -1.03

SEMA4C 3585 5.59 14.06 5.50 15.60 15.90 15.21 7.36 6.19 32.84 17.38 11.98 3.58 15.94 -1.51 -0.18 -1.54 -0.03 0.00 0.35

SEMA4D 4642 2.87 8.98 10.75 13.05 10.20 5.61 8.10 7.20 1.69 4.61 8.58 3.10 5.40 -0.91 0.73 0.99 1.27 0.92 -0.61

SEMA4F 4292 0.84 0.93 2.09 1.34 1.79 1.25 0.67 0.53 1.63 1.15 1.37 0.46 1.00 -0.24 -0.10 1.07 0.43 0.84 -0.14

SEMA4G 4415 0.00 7.29 0.00 1.09 0.00 0.00 0.00 0.00 0.00 0.00 1.40 0.48 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SEMA5A 11825 1.08 5.25 1.24 1.02 0.11 2.76 2.20 2.17 2.09 4.13 1.91 0.93 2.65 -1.30 0.99 -1.10 -1.38 -4.65 0.53

SEMA5B 4737 0.14 0.52 0.45 0.35 0.47 1.68 0.95 0.28 0.73 0.43 0.60 -0.74 0.60 -2.12 -0.21 -0.42 -0.76 -0.36 1.49

SEMA6A 6860 0.85 4.00 4.00 5.10 0.62 3.59 3.96 4.54 3.05 4.78 3.03 1.60 4.08 -2.26 -0.03 -0.03 0.32 -2.72 0.25

SEMA6B 3961 1.46 3.94 2.61 2.48 2.32 2.94 3.41 4.50 9.32 6.03 2.62 1.39 5.81 -2.00 -0.56 -1.16 -1.23 -1.32 0.16

SEMA6C 4024 0.63 2.32 1.44 0.00 0.47 1.65 1.61 1.95 3.37 1.89 1.09 0.12 2.20 -1.81 0.08 -0.61 #NUM! -2.23 0.60

SEMA6D 6109 1.33 1.36 0.67 0.47 0.04 1.06 1.37 1.35 1.59 1.49 0.82 -0.29 1.45 -0.12 -0.09 -1.11 -1.64 -5.30 0.36

SEMA7A 3393 0.69 4.90 3.30 7.36 27.46 2.00 0.69 1.82 3.39 2.03 7.62 2.93 1.98 -1.52 1.30 0.73 1.89 3.79 -1.93

SEMG1 1663 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SEMG2 1982 0.08 0.04 0.02 0.02 0.00 0.07 0.00 0.00 0.00 0.00 0.04 -4.70 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.92

SENP1 4726 3.70 5.36 6.82 7.14 3.15 4.63 3.62 2.94 2.86 2.79 5.13 2.36 3.05 0.28 0.81 1.16 1.23 0.05 -0.15

SENP2 3207 4.01 5.83 7.06 7.46 7.26 7.78 4.86 5.73 5.29 7.51 6.57 2.71 5.84 -0.54 0.00 0.27 0.35 0.31 0.24

SENP3 2509 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SENP3-EIF4A1 4303 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SENP5 6324 2.56 3.30 4.32 9.02 4.22 3.78 2.68 3.60 2.34 2.67 4.53 2.18 2.83 -0.14 0.22 0.61 1.67 0.58 -0.26

SENP6 6645 4.70 9.72 16.55 10.00 2.47 15.06 8.12 9.45 6.09 8.92 9.75 3.29 8.14 -0.79 0.26 1.02 0.30 -1.72 0.63

SENP7 4934 1.91 9.29 4.20 2.22 1.79 7.48 2.42 3.65 2.31 6.02 4.48 2.16 3.60 -0.91 1.37 0.22 -0.70 -1.01 0.74

SENP8 1834 3.12 0.60 0.89 0.86 0.74 0.79 1.43 0.62 0.46 0.77 1.16 0.22 0.82 1.93 -0.46 0.11 0.06 -0.16 -0.57

SEPHS1 3275 10.27 7.83 9.07 8.78 18.36 13.84 6.75 4.85 12.26 10.73 11.36 3.51 8.65 0.25 -0.14 0.07 0.02 1.09 0.29

SEPHS1P 4125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SEPHS2 2291 15.45 16.77 7.96 14.27 31.55 21.06 6.99 5.58 17.44 13.60 17.84 4.16 10.90 0.50 0.62 -0.45 0.39 1.53 0.24

SEPN1 4357 10.02 30.98 19.63 29.70 11.52 17.12 20.51 16.66 30.47 12.38 19.83 4.31 20.00 -1.00 0.63 -0.03 0.57 -0.80 -0.21

SEPP1 2252 204.21 247.17 397.63 109.19 17.74 494.74 158.11 550.22 212.33 441.78 245.11 7.94 340.61 -0.74 -0.46 0.22 -1.64 -4.26 1.01

SEPSECS 5645 0.66 1.77 1.08 1.60 0.45 2.01 0.53 0.84 0.83 1.34 1.26 0.33 0.89 -0.43 0.99 0.28 0.85 -0.99 0.67

42248 1602 4.03 23.07 10.46 11.89 6.56 11.54 17.41 17.54 9.88 10.95 11.26 3.49 13.94 -1.79 0.73 -0.41 -0.23 -1.09 0.04

42257 3269 13.57 26.00 29.35 49.35 30.63 29.96 22.08 45.82 17.65 28.82 29.81 4.90 28.59 -1.07 -0.14 0.04 0.79 0.10 0.01

42258 5582 7.94 21.34 15.14 13.59 5.64 11.16 8.69 15.82 10.01 9.83 12.47 3.64 11.09 -0.48 0.94 0.45 0.29 -0.97 -0.16

42259 1361 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.05 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

42261 3785 0.00 0.03 0.02 0.03 0.00 0.04 0.02 0.00 0.01 0.05 0.02 -5.84 0.02 #NUM! 0.28 -0.37 0.32 -5.28 1.08

42262 1851 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

42249 3598 57.49 67.32 51.56 38.30 38.55 121.88 54.22 66.78 113.42 95.29 62.52 5.97 82.42 -0.52 -0.29 -0.68 -1.11 -1.10 0.96

42250 4656 1.11 1.48 0.27 1.41 1.27 2.94 0.39 0.24 0.06 0.19 1.41 0.50 0.22 2.33 2.75 0.28 2.67 2.52 1.06

42251 2381 3.48 3.68 4.14 5.01 3.61 11.72 2.66 2.39 13.88 6.79 5.27 2.40 6.43 -0.88 -0.80 -0.64 -0.36 -0.83 1.15

42252 2284 5.90 8.59 2.31 6.62 4.42 4.66 24.72 18.29 21.88 10.41 5.42 2.44 18.82 -1.67 -1.13 -3.03 -1.51 -2.09 -0.22

SEPT5-GP1BB 4671 0.00 0.82 0.00 0.00 3.62 0.00 3.87 2.96 0.00 1.22 0.74 -0.43 2.01 #NUM! -1.30 #NUM! #NUM! 0.85 #NUM!

42253 4716 7.00 12.79 11.89 6.17 8.71 13.65 4.64 4.93 7.47 7.89 10.03 3.33 6.23 0.17 1.04 0.93 -0.01 0.48 0.44

42254 2534 20.69 44.63 43.50 38.56 19.27 92.36 58.77 47.12 60.25 88.68 43.17 5.43 63.71 -1.62 -0.51 -0.55 -0.72 -1.72 1.10

SEPT7L 672 0.03 0.05 0.07 0.00 0.00 0.02 0.43 0.16 0.03 0.13 0.03 -5.14 0.19 -2.88 -1.83 -1.49 #NUM! #NUM! -0.28

SEPT7P2 2265 3.78 5.59 2.85 4.63 2.78 5.12 4.30 1.34 5.67 6.91 4.12 2.04 4.56 -0.27 0.29 -0.67 0.02 -0.71 0.31

42255 4344 5.94 14.12 5.93 10.53 13.14 13.59 11.75 10.87 11.69 12.25 10.54 3.40 11.64 -0.97 0.28 -0.97 -0.15 0.17 0.37

42256 4469 27.87 84.00 121.60 46.75 95.02 44.56 39.13 34.73 76.72 34.81 69.96 6.13 46.35 -0.73 0.86 1.39 0.01 1.04 -0.65

SEPW1 893 252.63 159.90 66.32 94.32 186.67 177.78 184.14 112.92 489.29 171.00 156.27 7.29 239.34 0.08 -0.58 -1.85 -1.34 -0.36 0.19

SEPX1 1386 22.55 19.11 16.24 30.80 50.25 16.98 10.77 6.02 34.66 9.30 25.99 4.70 15.19 0.57 0.33 0.10 1.02 1.73 -0.61

SERAC1 3969 1.72 1.84 4.47 2.00 1.96 2.60 2.02 1.78 1.64 2.31 2.43 1.28 1.94 -0.17 -0.07 1.20 0.05 0.01 0.10

SERBP1 6764 30.59 30.51 56.09 50.65 91.69 86.46 35.08 40.03 28.32 94.22 57.66 5.85 49.41 -0.69 -0.70 0.18 0.04 0.89 0.58

SERF1A 1935 0.00 0.00 0.00 2.61 0.00 5.05 0.00 3.15 0.00 0.00 1.28 0.35 0.79 #NUM! #NUM! #NUM! 1.73 #NUM! 1.98

SERF1B 716 29.64 10.52 31.39 23.67 29.78 59.60 30.92 22.13 104.61 54.81 30.77 4.94 53.12 -0.84 -2.34 -0.76 -1.17 -0.83 0.95

SERF2 3446 193.32 109.46 121.78 119.95 122.59 145.42 98.80 90.75 148.25 108.68 135.42 7.08 111.62 0.79 -0.03 0.13 0.10 0.14 0.10

SERF2-C15ORF63 1794 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERGEF 1515 7.40 5.97 6.00 3.19 13.77 14.81 8.17 3.61 17.39 16.09 8.52 3.09 11.31 -0.61 -0.92 -0.92 -1.83 0.28 0.80

SERHL 1357 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERHL2 1374 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERINC1 3144 14.16 27.16 19.02 21.92 20.43 97.68 26.96 33.23 73.07 100.75 33.40 5.06 58.50 -2.05 -1.11 -1.62 -1.42 -1.52 1.55

SERINC2 2871 47.23 57.38 30.27 191.02 113.35 27.93 17.13 12.91 1.47 12.43 77.86 6.28 10.98 2.10 2.39 1.46 4.12 3.37 -1.48

SERINC3 2592 28.81 40.98 24.68 33.12 23.67 37.56 28.30 36.56 35.45 39.37 31.47 4.98 34.92 -0.28 0.23 -0.50 -0.08 -0.56 0.26

SERINC4 1490 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERINC5 6479 2.82 11.90 6.45 9.63 1.73 6.02 6.40 9.67 2.89 7.92 6.42 2.68 6.72 -1.25 0.82 -0.06 0.52 -1.96 -0.09

SERP1 3181 48.03 42.91 80.54 100.09 74.39 57.67 32.65 72.46 46.17 61.81 67.27 6.07 53.27 -0.15 -0.31 0.60 0.91 0.48 -0.22

SERP2 842 1.36 1.53 0.75 0.74 0.19 3.63 1.30 1.73 6.14 4.74 1.37 0.45 3.48 -1.35 -1.18 -2.21 -2.24 -4.16 1.41

SERPINA1 3532 8.52 76.88 22.45 13.80 111.95 32.50 7.17 5.77 29.98 11.02 44.35 5.47 13.48 -0.66 2.51 0.74 0.03 3.05 -0.45

SERPINA10 2467 0.00 0.01 0.00 0.31 0.00 0.00 0.09 0.08 0.00 0.00 0.05 -4.22 0.04 #NUM! -1.72 #NUM! 2.86 #NUM! #NUM!

SERPINA11 1471 0.17 0.04 0.00 0.00 0.04 0.00 0.14 0.00 0.02 0.09 0.04 -4.59 0.06 1.46 -0.70 #NUM! #NUM! -0.81 #NUM!

SERPINA12 2087 0.00 0.00 0.00 0.00 0.00 0.05 0.45 0.26 0.00 0.04 0.01 -7.01 0.19 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SERPINA3 1629 44.62 24.08 75.43 3.51 62.51 20.06 15.31 9.28 85.47 13.79 38.37 5.26 30.96 0.53 -0.36 1.28 -3.14 1.01 -0.94

SERPINA4 1678 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SERPINA5 2312 0.16 0.25 0.41 0.00 0.03 0.70 0.02 0.54 0.00 0.28 0.26 -1.95 0.21 -0.38 0.21 0.96 #NUM! -2.70 1.43

SERPINA6 1510 0.11 0.08 0.00 0.10 0.05 0.03 0.54 0.72 0.40 0.08 0.06 -4.01 0.43 -1.93 -2.50 #NUM! -2.18 -3.03 -0.90

SERPINA7 1600 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERPINA9 1851 0.20 0.06 0.16 0.02 0.05 0.00 0.00 0.00 0.00 0.00 0.08 -3.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SERPINB1 1310 127.30 77.21 218.60 34.64 261.49 56.27 158.23 197.81 32.60 272.96 129.25 7.01 165.40 -0.38 -1.10 0.40 -2.26 0.66 -1.20

SERPINB10 1194 0.12 0.12 0.00 0.19 0.02 0.00 0.00 0.20 0.00 0.00 0.08 -3.71 0.05 1.29 1.31 #NUM! 1.91 -1.13 #NUM!

SERPINB11 1731 1.61 4.09 1.47 0.00 0.02 0.90 6.38 10.40 0.01 7.60 1.35 0.43 6.10 -1.92 -0.57 -2.05 #NUM! -8.67 -0.59

SERPINB12 1218 20.71 19.28 0.27 0.00 0.02 1.53 57.25 55.49 0.06 22.20 6.97 2.80 33.75 -0.70 -0.81 -6.98 #NUM! -10.55 -2.19

SERPINB13 3197 38.72 29.40 37.75 48.11 4.89 19.16 101.72 111.60 0.10 97.57 29.67 4.89 77.75 -1.01 -1.40 -1.04 -0.69 -3.99 -0.63

SERPINB2 2180 11.15 26.00 8.93 24.00 17.90 18.14 14.62 209.35 1.29 84.09 17.69 4.14 77.34 -2.79 -1.57 -3.11 -1.69 -2.11 0.04

SERPINB3 1793 864.16 440.29 161.96 153.18 119.53 181.72 524.53 583.08 1.38 452.09 320.14 8.32 390.27 1.15 0.17 -1.27 -1.35 -1.71 -0.82

SERPINB4 1736 326.59 0.00 0.00 0.00 23.39 100.46 0.00 0.00 0.44 199.56 75.07 6.23 50.00 2.71 #NUM! #NUM! #NUM! -1.10 0.42

SERPINB5 2633 54.77 93.41 166.21 197.23 26.19 62.45 116.59 277.99 0.26 217.35 100.04 6.64 153.04 -1.48 -0.71 0.12 0.37 -2.55 -0.68

SERPINB6 2067 37.57 86.84 12.95 36.40 105.56 62.63 32.90 28.28 90.04 67.37 56.99 5.83 54.65 -0.54 0.67 -2.08 -0.59 0.95 0.14

SERPINB7 2235 5.93 4.74 9.47 6.63 33.99 0.67 2.66 4.30 0.01 6.35 10.24 3.36 3.33 0.83 0.51 1.51 0.99 3.35 -3.94

SERPINB8 3407 6.50 9.99 23.31 21.16 5.68 8.08 11.13 11.75 2.69 8.14 12.45 3.64 8.43 -0.37 0.25 1.47 1.33 -0.57 -0.62

SERPINB9 4159 4.61 13.96 9.33 6.98 7.28 7.20 9.32 14.26 3.04 8.20 8.23 3.04 8.71 -0.92 0.68 0.10 -0.32 -0.26 -0.19

SERPINC1 1599 0.00 0.05 0.00 0.00 0.00 0.00 0.09 0.04 0.03 0.01 0.01 -6.82 0.04 #NUM! 0.29 #NUM! #NUM! #NUM! #NUM!

SERPIND1 2237 0.05 0.23 0.00 0.09 0.07 0.07 0.15 0.23 1.42 0.22 0.09 -3.54 0.51 -3.38 -1.13 #NUM! -2.47 -2.89 -0.20

SERPINE1 3198 4.40 17.13 109.18 85.31 222.45 111.22 14.17 45.75 107.53 59.08 91.61 6.52 56.63 -3.69 -1.73 0.95 0.59 1.97 0.28

SERPINE2 2259 13.94 40.51 9.27 2.02 8.83 33.20 28.80 28.57 55.94 82.03 17.96 4.17 48.83 -1.81 -0.27 -2.40 -4.60 -2.47 0.89

SERPINE3 1441 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SERPINF1 1552 118.06 260.83 76.48 21.20 13.06 265.89 187.38 88.92 385.41 259.57 125.92 6.98 230.32 -0.96 0.18 -1.59 -3.44 -4.14 1.08

SERPINF2 2296 1.81 3.17 2.33 0.33 2.40 1.70 1.13 1.56 2.64 1.18 1.96 0.97 1.63 0.15 0.96 0.52 -2.32 0.56 -0.21

SERPING1 1984 121.79 317.45 140.28 128.85 215.46 418.12 208.26 173.80 580.46 389.00 223.66 7.81 337.88 -1.47 -0.09 -1.27 -1.39 -0.65 0.90

SERPINH1 2333 73.69 107.44 65.70 62.03 253.57 104.01 58.95 33.27 329.01 145.81 111.07 6.80 141.76 -0.94 -0.40 -1.11 -1.19 0.84 -0.09

SERPINI1 1929 1.12 0.77 1.21 1.24 1.04 7.91 2.34 2.37 4.60 8.34 2.21 1.15 4.41 -1.98 -2.52 -1.87 -1.83 -2.08 1.84

SERPINI2 1445 0.00 0.00 0.02 0.00 0.00 0.02 0.00 0.06 0.00 0.02 0.01 -7.20 0.02 #NUM! #NUM! 0.28 #NUM! #NUM! 1.36

SERTAD1 1213 16.71 15.96 30.01 28.92 26.20 70.74 22.83 18.55 37.37 60.79 31.42 4.97 34.89 -1.06 -1.13 -0.22 -0.27 -0.41 1.17

SERTAD2 5565 3.61 7.26 15.13 8.82 3.59 6.88 13.75 25.30 4.80 16.08 7.55 2.92 14.98 -2.05 -1.05 0.01 -0.76 -2.06 -0.13

SERTAD3 1527 10.27 13.90 12.86 23.11 18.65 32.46 15.09 13.34 34.88 35.23 18.54 4.21 24.63 -1.26 -0.83 -0.94 -0.09 -0.40 0.81



SERTAD4 2028 5.33 3.68 7.50 0.93 0.24 2.94 2.72 2.55 0.62 1.84 3.44 1.78 1.93 1.46 0.93 1.96 -1.06 -3.00 -0.23

SESN1 3212 5.43 5.76 4.30 7.93 6.21 12.31 8.16 6.59 11.28 11.79 6.99 2.81 9.46 -0.80 -0.72 -1.14 -0.25 -0.61 0.82

SESN2 3547 2.63 4.56 13.79 7.63 5.76 2.93 5.74 6.98 3.19 6.43 6.22 2.64 5.58 -1.09 -0.29 1.30 0.45 0.05 -1.08

SESN3 1987 2.50 3.03 4.47 2.83 0.50 8.37 1.91 6.40 2.91 5.76 3.62 1.86 4.25 -0.76 -0.49 0.08 -0.58 -3.08 1.21

SESTD1 10448 1.23 3.86 3.53 1.65 0.65 2.99 1.57 1.22 2.74 2.46 2.32 1.21 2.00 -0.70 0.95 0.82 -0.28 -1.62 0.37

SET 2936 58.94 60.38 135.92 77.95 135.15 104.89 50.57 50.52 74.76 106.07 95.54 6.58 70.48 -0.26 -0.22 0.95 0.15 0.94 0.13

SETBP1 9899 1.27 3.84 5.73 2.82 0.29 2.36 4.15 3.78 1.98 2.72 2.72 1.44 3.16 -1.31 0.28 0.86 -0.17 -3.43 -0.21

SETD1A 6447 1.56 6.57 4.75 16.24 4.79 1.67 4.29 3.68 3.69 4.36 5.93 2.57 4.00 -1.36 0.72 0.25 2.02 0.26 -1.83

SETD1B 8195 0.69 5.87 4.46 4.76 1.76 1.56 8.89 4.41 4.18 2.65 3.18 1.67 5.03 -2.87 0.22 -0.18 -0.08 -1.51 -1.03

SETD2 8452 5.04 19.12 21.67 24.17 4.58 4.44 14.59 15.54 8.99 10.42 13.17 3.72 12.39 -1.30 0.63 0.81 0.96 -1.44 -1.57

SETD3 2905 11.01 14.67 13.02 12.55 11.93 17.43 10.44 13.44 19.38 18.31 13.43 3.75 15.39 -0.48 -0.07 -0.24 -0.29 -0.37 0.38

SETD4 3001 4.84 3.70 2.44 11.40 7.54 4.22 2.06 3.68 4.44 4.01 5.69 2.51 3.55 0.45 0.06 -0.54 1.68 1.09 -0.43

SETD5 6827 4.72 17.29 24.80 20.70 7.36 8.09 12.89 11.55 5.51 8.01 13.83 3.79 9.49 -1.01 0.87 1.39 1.13 -0.37 -0.77

SETD6 2985 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SETD7 7012 3.92 11.19 3.65 12.36 3.58 8.61 12.63 10.71 17.41 10.09 7.22 2.85 12.71 -1.70 -0.18 -1.80 -0.04 -1.83 0.25

SETD8 2765 11.47 16.42 27.40 36.74 11.77 10.33 30.56 25.00 20.44 15.85 19.02 4.25 22.96 -1.00 -0.48 0.25 0.68 -0.96 -0.88

SETDB1 4449 3.78 9.01 6.10 8.98 6.25 5.35 6.36 4.53 4.93 3.93 6.58 2.72 4.94 -0.39 0.87 0.30 0.86 0.34 -0.30

SETDB2 6236 1.06 1.86 1.52 1.63 0.21 2.80 1.53 2.33 1.27 1.67 1.51 0.60 1.70 -0.69 0.13 -0.16 -0.06 -3.04 0.89

SETMAR 2190 4.44 4.84 4.84 3.69 2.14 4.70 5.91 4.44 10.68 7.57 4.11 2.04 7.15 -0.69 -0.56 -0.56 -0.96 -1.74 0.19

SETX 11016 4.55 14.01 9.90 6.80 6.38 9.96 5.51 9.71 3.53 5.25 8.60 3.10 6.00 -0.40 1.22 0.72 0.18 0.09 0.21

SEZ6 4250 0.01 0.00 0.02 0.04 0.00 0.00 0.04 0.01 0.00 0.00 0.01 -6.35 0.01 0.12 #NUM! 0.83 1.67 #NUM! #NUM!

SEZ6L 6573 0.01 0.08 0.02 0.01 0.01 0.10 0.02 0.08 0.04 0.03 0.04 -4.73 0.04 -1.78 1.02 -1.14 -3.04 -1.88 1.34

SEZ6L2 3530 0.89 11.82 1.46 10.50 14.33 1.06 1.64 0.58 5.71 0.61 6.68 2.74 2.14 -1.26 2.47 -0.55 2.30 2.75 -2.66

SF1 3586 16.64 48.29 85.46 66.99 65.73 54.35 45.08 57.12 67.50 45.31 56.24 5.81 53.75 -1.69 -0.15 0.67 0.32 0.29 -0.05

SF3A1 5136 7.02 27.53 28.68 22.06 17.52 23.43 18.45 20.57 27.44 20.62 21.04 4.40 21.77 -1.63 0.34 0.40 0.02 -0.31 0.16

SF3A2 1678 16.21 27.06 65.44 77.98 46.88 24.96 34.14 25.85 33.80 23.41 43.09 5.43 29.30 -0.85 -0.11 1.16 1.41 0.68 -0.79

SF3A3 2855 15.63 17.13 19.37 23.29 24.23 24.14 13.15 14.12 19.28 17.73 20.63 4.37 16.07 -0.04 0.09 0.27 0.54 0.59 0.23

SF3B1 4314 43.22 56.54 67.01 57.88 18.79 64.63 36.28 50.72 35.56 71.41 51.34 5.68 48.49 -0.17 0.22 0.47 0.26 -1.37 0.33

SF3B14 783 123.02 55.08 128.56 75.63 372.33 141.70 65.83 60.91 141.65 140.49 149.39 7.22 102.22 0.27 -0.89 0.33 -0.43 1.86 -0.08

SF3B2 2902 21.84 40.26 61.84 50.50 83.20 56.28 34.17 32.56 63.25 70.67 52.32 5.71 50.16 -1.20 -0.32 0.30 0.01 0.73 0.11

SF3B3 9736 56.50 76.23 21.04 55.28 42.76 19.67 22.13 46.71 21.14 9.33 45.25 5.50 24.83 1.19 1.62 -0.24 1.15 0.78 -1.20

SF3B4 2001 24.61 0.00 52.00 59.18 78.29 33.30 31.83 25.28 31.82 22.44 41.23 5.37 27.84 -0.18 #NUM! 0.90 1.09 1.49 -0.31

SF3B5 786 104.31 52.15 63.85 73.39 171.18 105.07 57.17 52.09 114.09 96.61 94.99 6.57 79.99 0.38 -0.62 -0.33 -0.12 1.10 0.15

SFI1 4302 1.34 4.65 5.11 4.21 1.23 2.79 1.70 1.30 1.49 1.36 3.22 1.69 1.46 -0.13 1.67 1.81 1.53 -0.25 -0.21

SFMBT1 4793 0.86 2.11 3.53 2.51 4.53 1.70 1.42 1.47 0.90 1.75 2.54 1.34 1.38 -0.69 0.61 1.35 0.86 1.71 -0.58

SFMBT2 8024 1.76 2.47 1.66 1.14 0.66 1.08 1.26 1.03 1.61 1.69 1.46 0.55 1.40 0.33 0.82 0.25 -0.30 -1.09 -0.43

SFN 1336 558.95 659.25 2107.89 1765.93 713.27 511.62 1540.12 2104.17 3.15 1449.24 1052.82 10.04 1274.17 -1.19 -0.95 0.73 0.47 -0.84 -1.04

SFPQ 3073 18.37 52.55 87.88 67.02 66.95 82.61 39.11 57.83 55.28 71.62 62.57 5.97 55.96 -1.61 -0.09 0.65 0.26 0.26 0.40

SFR1 1518 2.83 1.99 2.05 2.63 3.95 5.98 1.37 1.97 2.23 4.38 3.24 1.69 2.49 0.19 -0.32 -0.28 0.08 0.67 0.89

SFRP1 4482 45.77 88.17 11.46 9.65 110.86 130.66 70.17 43.25 148.25 119.56 66.09 6.05 95.31 -1.06 -0.11 -3.06 -3.30 0.22 0.98

SFRP2 2005 43.38 49.02 55.13 66.22 4.47 96.34 24.08 10.06 103.08 38.98 52.42 5.71 44.05 -0.02 0.15 0.32 0.59 -3.30 0.88

SFRP4 2974 126.38 221.18 25.69 23.97 0.42 333.49 112.33 97.87 948.21 257.56 121.85 6.93 353.99 -1.49 -0.68 -3.78 -3.88 -9.71 1.45

SFRP5 1883 0.01 0.04 0.02 0.04 0.00 0.35 0.15 0.00 2.16 1.18 0.08 -3.71 0.87 -5.90 -4.31 -5.67 -4.57 #NUM! 2.18

SFSWAP 3245 11.63 12.41 15.74 14.98 8.78 8.52 10.48 11.10 10.54 8.82 12.01 3.59 10.24 0.18 0.28 0.62 0.55 -0.22 -0.50

SFT2D1 717 21.26 12.61 12.98 16.52 110.02 51.58 13.43 13.02 45.65 38.85 37.50 5.23 27.74 -0.38 -1.14 -1.09 -0.75 1.99 0.46

SFT2D2 880 3.91 1.58 1.66 1.91 4.98 0.00 0.00 1.82 0.00 0.00 2.34 1.23 0.45 3.11 1.80 1.87 2.07 3.45 #NUM!

SFT2D3 2824 2.43 3.07 1.68 2.94 3.47 2.98 2.38 0.00 2.45 2.92 2.76 1.47 1.94 0.33 0.66 -0.21 0.60 0.84 0.11

SFTA1P 693 0.00 0.05 0.00 0.06 0.05 0.17 0.00 0.10 0.09 0.00 0.06 -4.18 0.05 #NUM! 0.11 #NUM! 0.41 -0.04 1.64

SFTA2 462 14.84 64.90 17.14 0.60 0.52 1.23 35.40 45.53 0.25 16.17 16.54 4.05 24.34 -0.71 1.41 -0.51 -5.34 -5.55 -3.75

SFTA3 1502 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 -8.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SFTPA1 2230 0.01 0.11 0.02 0.02 0.00 0.00 0.00 0.02 0.00 0.01 0.02 -5.35 0.01 0.36 3.98 1.20 1.30 #NUM! #NUM!

SFTPA2 2201 0.01 0.70 0.01 0.05 0.00 0.04 0.09 0.24 0.02 0.04 0.14 -2.88 0.10 -3.60 2.82 -2.79 -1.10 #NUM! -1.65

SFTPB 3681 0.00 0.05 0.05 0.00 0.28 0.01 0.02 0.01 0.02 0.02 0.06 -3.94 0.01 #NUM! 1.73 1.86 #NUM! 4.22 -3.38

SFTPC 1187 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SFTPD 1299 0.89 1.47 0.05 2.85 6.67 0.71 1.82 1.64 0.46 1.27 2.11 1.07 1.30 -0.55 0.17 -4.61 1.13 2.36 -1.56

SFXN1 2991 5.43 9.37 7.52 14.17 12.89 8.19 4.50 9.98 3.31 5.74 9.59 3.26 5.88 -0.12 0.67 0.35 1.27 1.13 -0.23

SFXN2 2562 1.30 2.22 1.99 1.65 3.59 1.42 0.95 0.71 1.06 0.66 2.03 1.02 0.84 0.63 1.40 1.24 0.96 2.09 -0.52

SFXN3 3129 6.38 19.01 5.55 17.27 18.48 12.21 12.03 7.04 22.62 10.59 13.15 3.72 13.07 -1.04 0.54 -1.23 0.40 0.50 -0.11

SFXN4 1400 7.85 7.32 4.61 7.21 15.74 8.98 4.59 4.87 8.83 7.89 8.62 3.11 6.55 0.26 0.16 -0.51 0.14 1.27 0.06

SFXN5 4140 1.52 2.55 2.78 3.76 1.49 2.41 1.00 1.30 2.39 0.75 2.42 1.27 1.36 0.17 0.91 1.03 1.47 0.13 -0.01

SGCA 1441 1.97 1.89 0.54 0.32 0.65 2.79 6.38 0.74 36.62 2.51 1.36 0.44 11.56 -2.55 -2.61 -4.42 -5.16 -4.16 1.04

SGCB 4295 5.64 9.23 6.36 3.94 5.32 14.05 7.81 6.08 20.29 11.22 7.42 2.89 11.35 -1.01 -0.30 -0.84 -1.53 -1.09 0.92

SGCD 9805 0.54 1.54 0.52 0.34 0.20 1.73 1.34 0.72 6.68 2.41 0.81 -0.30 2.79 -2.37 -0.86 -2.42 -3.04 -3.79 1.09

SGCE 1784 10.14 18.05 4.32 2.47 8.37 39.93 18.65 13.50 70.86 43.71 13.88 3.79 36.68 -1.86 -1.02 -3.09 -3.89 -2.13 1.52

SGCG 1661 0.00 0.05 0.00 0.00 0.00 0.04 0.52 0.12 2.82 0.22 0.02 -5.97 0.92 #NUM! -4.17 #NUM! #NUM! #NUM! 1.48

SGCZ 2178 0.00 0.01 0.00 0.00 0.00 0.04 0.00 0.00 0.03 0.00 0.01 -6.67 0.01 #NUM! 0.57 #NUM! #NUM! -1.75 2.16

SGIP1 4694 5.42 10.26 1.10 1.87 0.36 9.38 0.91 1.00 1.76 6.91 4.73 2.24 2.65 1.03 1.96 -1.26 -0.50 -2.87 0.99

SGK1 3208 69.24 52.04 155.98 48.44 212.01 120.39 48.02 324.50 54.44 146.59 109.68 6.78 143.39 -1.05 -1.46 0.12 -1.57 0.56 0.13

SGK110 1270 0.00 0.12 0.00 0.00 0.16 0.06 0.10 0.05 0.32 0.22 0.06 -4.18 0.17 #NUM! -0.56 #NUM! #NUM! -0.14 0.13

SGK196 1615 0.23 0.51 1.56 0.42 0.37 0.16 0.98 0.62 0.21 0.14 0.54 -0.89 0.49 -1.11 0.06 1.67 -0.24 -0.38 -1.74

SGK2 2146 0.17 2.89 0.03 0.35 0.11 0.00 0.89 0.25 0.04 0.23 0.59 -0.76 0.35 -1.07 3.04 -3.38 0.01 -1.70 #NUM!

SGK223 4627 1.77 7.54 2.83 7.52 1.64 1.33 2.33 1.98 1.74 1.18 3.77 1.92 1.81 -0.03 2.06 0.65 2.06 -0.14 -1.51

SGK3 4483 0.52 2.10 2.65 0.00 0.37 4.87 2.51 3.92 0.80 1.51 1.75 0.81 2.19 -2.06 -0.06 0.28 #NUM! -2.56 1.47

SGK494 3779 0.00 0.00 0.00 0.00 0.12 0.00 0.00 0.38 0.24 0.21 0.02 -5.63 0.21 #NUM! #NUM! #NUM! #NUM! -0.78 #NUM!

SGMS1 3767 7.98 10.98 23.34 14.62 7.13 9.85 9.95 14.13 8.73 12.05 12.32 3.62 11.22 -0.49 -0.03 1.06 0.38 -0.65 -0.32

SGMS2 6246 1.14 3.68 3.75 2.87 1.85 3.77 3.54 9.11 2.41 7.35 2.84 1.51 5.60 -2.30 -0.61 -0.58 -0.96 -1.60 0.41

SGOL1 4136 1.44 2.25 6.05 6.90 0.52 0.50 1.13 1.33 0.07 0.20 2.94 1.56 0.68 1.07 1.71 3.14 3.33 -0.40 -2.56

SGOL2 4542 2.05 1.20 7.27 4.15 0.29 1.31 0.95 1.40 0.12 0.25 2.71 1.44 0.68 1.60 0.82 3.42 2.61 -1.24 -1.05

SGPL1 5783 5.32 9.97 18.24 11.44 11.80 7.79 7.42 8.22 3.97 5.38 10.76 3.43 6.25 -0.23 0.67 1.55 0.87 0.92 -0.47

SGPP1 3323 1.56 5.21 2.04 3.73 15.11 6.39 3.29 7.80 6.82 10.20 5.68 2.50 7.03 -2.17 -0.43 -1.78 -0.92 1.11 0.17

SGPP2 1200 9.32 11.63 24.03 1.79 2.68 2.90 14.93 13.88 0.02 4.51 8.72 3.13 8.33 0.16 0.48 1.53 -2.22 -1.64 -1.59

SGSH 2770 2.94 12.14 8.19 13.23 14.21 6.53 5.80 4.17 13.38 6.19 9.54 3.25 7.39 -1.33 0.72 0.15 0.84 0.94 -0.55

SGSM1 6201 0.11 1.88 0.11 0.09 0.12 0.41 0.74 0.94 0.47 0.48 0.45 -1.14 0.66 -2.59 1.51 -2.55 -2.95 -2.50 -0.15

SGSM2 4882 5.02 11.06 11.72 7.95 3.29 5.67 7.44 8.45 7.73 7.97 7.45 2.90 7.90 -0.65 0.49 0.57 0.01 -1.27 -0.40

SGSM3 3004 12.40 13.08 9.15 14.03 9.88 11.08 11.78 9.31 11.80 10.77 11.60 3.54 10.91 0.18 0.26 -0.25 0.36 -0.14 -0.07

SGTA 2358 16.91 17.68 33.39 30.74 21.12 12.02 17.89 15.13 25.00 15.14 21.98 4.46 18.29 -0.11 -0.05 0.87 0.75 0.21 -0.87

SGTB 5453 0.78 2.66 1.57 1.15 1.35 3.25 1.50 1.68 2.17 2.01 1.79 0.84 1.84 -1.24 0.53 -0.23 -0.68 -0.44 0.86

SH2B1 4876 6.23 12.06 5.77 10.10 8.78 9.41 8.78 8.41 17.15 10.77 8.73 3.13 11.28 -0.86 0.10 -0.97 -0.16 -0.36 0.11

SH2B2 2157 0.84 4.14 2.41 0.00 3.60 2.52 1.07 1.39 5.35 1.86 2.25 1.17 2.42 -1.53 0.78 0.00 #NUM! 0.57 0.16

SH2B3 5425 3.01 11.53 9.34 7.46 3.14 6.96 5.53 7.39 10.05 8.72 6.91 2.79 7.92 -1.40 0.54 0.24 -0.09 -1.33 0.01

SH2D1A 2523 0.75 2.66 2.50 0.60 0.37 6.35 0.31 0.68 0.32 1.04 2.21 1.14 0.59 0.36 2.18 2.09 0.04 -0.68 1.52

SH2D1B 2553 0.24 0.34 0.32 0.08 3.19 0.25 0.13 0.07 0.03 0.19 0.74 -0.44 0.11 1.19 1.69 1.60 -0.42 4.91 -1.56

SH2D2A 1691 2.54 8.36 9.98 11.65 38.56 11.61 1.32 2.20 1.81 4.31 13.78 3.78 2.41 0.08 1.79 2.05 2.27 4.00 -0.25

SH2D3A 2376 5.17 6.81 13.89 15.71 77.38 2.90 7.83 7.80 0.49 5.91 20.31 4.34 5.51 -0.09 0.31 1.33 1.51 3.81 -2.81

SH2D3C 3165 3.73 6.73 4.83 6.27 5.89 6.40 6.42 4.36 14.02 6.33 5.64 2.50 7.78 -1.06 -0.21 -0.69 -0.31 -0.40 0.18

SH2D4A 3416 7.83 9.83 10.13 3.75 7.32 5.39 3.52 5.11 0.50 3.14 7.38 2.88 3.07 1.35 1.68 1.72 0.29 1.26 -0.45

SH2D4B 3983 0.00 0.03 0.04 0.03 0.04 0.09 0.00 0.00 0.01 0.01 0.04 -4.76 0.01 #NUM! 2.23 2.46 2.15 2.74 1.22

SH2D5 3834 0.06 0.25 0.30 1.18 1.07 0.12 0.11 0.08 0.08 0.15 0.50 -1.01 0.11 -0.90 1.25 1.53 3.49 3.34 -2.01

SH2D6 909 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SH2D7 1892 0.01 0.00 0.00 0.04 0.00 0.10 0.00 0.00 0.03 0.01 0.03 -5.29 0.01 0.63 #NUM! #NUM! 1.96 #NUM! 2.00

SH3BGR 1246 0.00 0.87 0.47 3.79 3.46 3.50 0.77 0.62 11.16 2.44 2.02 1.01 3.75 #NUM! -2.10 -2.99 0.02 -0.11 0.80

SH3BGRL 2090 52.51 82.24 34.18 102.01 6.34 140.11 79.60 66.23 159.97 96.36 69.56 6.12 100.54 -0.94 -0.29 -1.56 0.02 -3.99 1.01

SH3BGRL2 4675 2.64 10.91 6.51 0.52 0.27 6.21 14.41 11.40 7.11 8.95 4.51 2.17 10.47 -1.99 0.06 -0.69 -4.34 -5.28 0.46

SH3BGRL3 1131 317.13 290.71 360.74 603.54 306.23 250.70 301.96 278.53 147.57 183.66 354.84 8.47 227.93 0.48 0.35 0.66 1.40 0.43 -0.50

SH3BP1 2592 11.07 14.68 21.46 45.04 10.39 9.13 17.99 21.17 2.64 11.30 18.63 4.22 13.27 -0.26 0.14 0.69 1.76 -0.35 -1.03

SH3BP2 9211 5.30 12.47 5.56 3.92 8.54 2.78 8.04 2.27 2.17 3.40 6.43 2.68 3.97 0.42 1.65 0.48 -0.02 1.11 -1.21

SH3BP4 5193 5.19 7.51 6.61 5.19 2.86 5.67 5.38 6.16 4.21 5.20 5.50 2.46 5.24 -0.01 0.52 0.34 -0.01 -0.87 0.04

SH3BP5 2810 6.12 20.62 15.98 5.46 5.61 39.32 28.59 35.58 46.55 50.58 15.52 3.96 40.33 -2.72 -0.97 -1.34 -2.88 -2.85 1.34

SH3BP5L 3182 5.47 7.61 6.29 9.34 13.79 5.13 5.72 1.64 6.31 4.27 7.94 2.99 4.48 0.29 0.76 0.49 1.06 1.62 -0.63

SH3D19 5291 5.84 16.02 11.51 11.74 3.89 12.19 16.50 16.27 15.39 0.00 10.20 3.35 12.04 -1.04 0.41 -0.06 -0.04 -1.63 0.26

SH3D21 2527 1.02 0.00 2.08 2.84 5.81 0.98 3.05 0.00 0.70 0.00 2.12 1.09 0.94 0.12 #NUM! 1.15 1.60 2.63 -1.12

SH3GL1 2559 24.47 36.02 78.83 51.81 138.17 26.31 63.44 50.08 41.29 44.20 59.27 5.89 49.75 -1.02 -0.47 0.66 0.06 1.47 -1.17

SH3GL1P1 2497 0.04 0.44 0.08 0.31 0.02 0.12 0.18 0.17 0.05 0.09 0.17 -2.58 0.12 -1.79 1.85 -0.70 1.35 -2.61 -0.49

SH3GL1P2 2506 0.04 0.24 0.08 0.08 0.01 0.05 0.26 0.08 0.04 0.01 0.08 -3.61 0.10 -1.42 1.30 -0.34 -0.20 -3.25 -0.70

SH3GL2 2745 0.03 0.09 0.00 0.00 0.05 0.43 0.10 0.37 0.20 0.56 0.10 -3.32 0.31 -3.40 -1.81 #NUM! #NUM! -2.49 2.10

SH3GL3 1792 0.38 0.23 0.41 0.27 0.80 0.29 1.11 1.57 0.12 0.97 0.40 -1.33 0.94 -1.31 -2.02 -1.21 -1.80 -0.23 -0.43

SH3GLB1 6469 9.66 11.34 13.65 10.97 10.19 20.99 10.94 11.67 16.23 17.73 12.80 3.68 14.15 -0.55 -0.32 -0.05 -0.37 -0.47 0.71

SH3GLB2 2039 22.16 40.83 25.02 47.97 45.55 29.08 38.56 30.89 29.10 38.57 35.10 5.13 34.28 -0.63 0.25 -0.45 0.48 0.41 -0.27

SH3KBP1 4766 8.55 33.19 10.03 7.93 9.36 12.84 11.04 11.64 19.33 12.19 13.65 3.77 13.55 -0.66 1.29 -0.43 -0.77 -0.53 -0.09

SH3PXD2A 11264 3.67 18.95 6.59 14.57 4.93 9.43 17.33 14.03 16.44 13.15 9.69 3.28 15.24 -2.05 0.31 -1.21 -0.06 -1.63 -0.04

SH3PXD2B 7793 4.17 15.28 6.40 8.19 4.33 4.02 6.44 9.42 10.92 6.08 7.06 2.82 8.22 -0.98 0.89 -0.36 -0.01 -0.92 -0.81

SH3RF1 5265 1.21 5.69 4.12 6.30 3.19 3.52 2.06 2.70 2.58 3.05 4.00 2.00 2.60 -1.10 1.13 0.67 1.28 0.30 -0.19

SH3RF2 3043 14.06 20.92 9.95 39.94 5.33 1.99 23.94 33.65 0.91 7.69 15.36 3.94 16.55 -0.24 0.34 -0.73 1.27 -1.64 -2.95

SH3RF3 5608 1.31 3.11 0.68 1.04 0.97 1.66 2.05 2.13 4.17 2.67 1.46 0.55 2.76 -1.08 0.17 -2.02 -1.41 -1.50 0.18

SH3TC1 4273 1.28 7.34 5.24 3.80 8.29 3.39 2.62 2.77 3.19 4.39 4.89 2.29 3.24 -1.34 1.18 0.69 0.23 1.36 -0.53

SH3TC2 26588 0.03 0.19 0.01 0.04 0.04 0.03 0.05 0.04 0.05 0.10 0.05 -4.20 0.06 -1.23 1.71 -3.17 -0.65 -0.72 -1.04

SH3YL1 1805 13.27 9.68 14.31 11.49 43.38 25.91 9.88 9.58 6.30 18.41 19.67 4.30 11.04 0.26 -0.19 0.37 0.06 1.97 0.40

SHANK1 6643 0.02 0.85 0.09 0.13 0.02 0.04 0.45 0.12 0.58 0.07 0.19 -2.38 0.30 -4.30 1.49 -1.69 -1.22 -3.81 -2.25

SHANK2 10641 0.21 0.47 0.04 0.78 0.44 1.22 0.20 0.28 0.02 0.19 0.53 -0.92 0.17 0.28 1.44 -1.93 2.19 1.37 1.21

SHANK3 7145 0.00 5.68 3.78 0.00 0.62 0.00 6.88 9.10 6.31 0.93 1.68 0.75 5.80 #NUM! -0.03 -0.62 #NUM! -3.24 #NUM!

SHARPIN 1816 29.61 19.55 23.84 36.52 72.34 22.07 17.68 13.59 26.11 13.78 33.99 5.09 17.79 0.74 0.14 0.42 1.04 2.02 -0.62

SHB 6021 1.76 7.12 27.77 15.05 11.32 4.50 18.46 34.12 8.27 25.05 11.26 3.49 21.48 -3.61 -1.59 0.37 -0.51 -0.92 -1.32

SHBG 1311 0.00 0.08 0.03 0.32 0.25 0.28 0.11 0.00 0.00 0.33 0.16 -2.65 0.11 #NUM! -0.50 -2.06 1.55 1.21 0.84

SHC1 3496 24.25 42.30 25.79 39.98 43.96 41.77 28.10 29.04 66.29 37.81 36.34 5.18 40.31 -0.73 0.07 -0.64 -0.01 0.13 0.20

SHC2 2509 2.30 12.15 1.64 4.46 1.36 5.72 4.37 2.68 18.51 10.06 4.61 2.20 8.91 -1.96 0.45 -2.44 -1.00 -2.71 0.31

SHC3 9768 0.60 1.15 0.31 0.51 0.08 1.77 1.36 1.40 0.00 1.82 0.74 -0.44 1.14 -0.93 0.00 -1.87 -1.15 -3.84 1.26

SHC4 4556 0.09 0.38 0.02 0.05 0.04 0.49 0.15 0.03 0.57 0.13 0.18 -2.50 0.22 -1.29 0.78 -3.48 -2.15 -2.57 1.46

SHCBP1 3249 0.86 0.98 1.31 2.79 2.60 1.98 0.21 0.74 0.14 0.48 1.75 0.81 0.39 1.13 1.31 1.74 2.83 2.73 0.18

SHCBP1L 2381 0.00 0.00 0.00 0.78 0.00 1.78 0.00 0.00 0.01 0.02 0.43 -1.23 0.01 #NUM! #NUM! #NUM! 6.76 -2.75 2.06

SHD 2598 0.03 0.18 0.02 0.01 0.02 0.07 0.00 0.00 0.16 0.01 0.06 -4.15 0.04 -0.42 2.09 -0.77 -1.67 -1.10 0.37

SHE 6186 1.33 2.37 0.52 0.37 0.13 3.67 2.36 1.60 4.44 2.85 1.40 0.48 2.81 -1.08 -0.25 -2.42 -2.95 -4.40 1.39

SHF 2517 1.96 2.66 0.49 0.43 0.99 3.97 2.55 1.90 7.47 4.74 1.75 0.81 4.17 -1.09 -0.65 -3.08 -3.26 -2.07 1.18

SHFM1 509 103.55 49.19 97.43 116.99 523.01 326.30 42.22 46.58 211.05 271.93 202.75 7.66 142.94 -0.47 -1.54 -0.55 -0.29 1.87 0.69

SHH 1576 0.00 0.00 0.00 0.57 0.02 0.13 0.00 0.02 0.00 0.07 0.12 -3.08 0.02 #NUM! #NUM! #NUM! 4.64 -0.45 0.08

SHISA2 2889 0.31 0.70 0.32 1.06 0.29 1.67 0.17 0.05 0.11 0.31 0.72 -0.46 0.16 0.95 2.11 0.99 2.71 0.85 1.20

SHISA3 1971 0.00 0.00 0.00 0.00 0.00 0.04 0.09 0.00 0.81 0.07 0.01 -7.36 0.24 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SHISA4 1653 4.51 6.82 1.97 4.37 3.12 0.00 6.73 4.18 0.00 0.00 3.46 1.79 2.73 0.73 1.32 -0.47 0.68 0.19 #NUM!

SHISA5 2166 51.51 103.42 161.59 140.03 107.91 75.53 76.57 32.32 126.57 77.34 106.67 6.74 78.20 -0.60 0.40 1.05 0.84 0.46 -0.50

SHISA6 7415 0.15 2.33 0.02 1.10 0.00 0.09 2.03 2.02 3.83 0.44 0.62 -0.70 2.08 -3.79 0.16 -6.67 -0.92 #NUM! -2.75

SHISA7 6035 0.00 0.00 0.06 0.02 0.12 0.00 0.00 0.00 0.00 0.00 0.03 -4.91 0.00 #NUM! #NUM! 5.92 4.02 6.98 #NUM!

SHISA8 1405 0.95 0.06 0.00 0.05 0.61 0.09 0.02 0.00 0.00 0.02 0.29 -1.77 0.01 6.64 2.70 #NUM! 2.43 6.01 -1.72

SHISA9 6738 1.84 5.14 4.08 4.51 0.23 1.42 3.30 3.30 0.40 0.81 2.87 1.52 1.95 -0.09 1.39 1.06 1.21 -3.07 -1.01

SHKBP1 2379 22.81 31.76 37.89 54.05 22.56 15.89 18.35 16.52 21.52 12.98 30.83 4.95 17.34 0.40 0.87 1.13 1.64 0.38 -0.96

SHMT1 2540 11.64 9.96 4.09 16.24 24.60 9.98 14.81 13.69 3.58 10.70 12.75 3.67 10.70 0.12 -0.10 -1.39 0.60 1.20 -0.35

SHMT2 2357 22.11 16.46 37.84 30.58 156.79 20.07 0.00 13.22 19.35 15.32 47.31 5.56 11.97 0.88 0.46 1.66 1.35 3.71 -1.24

SHOC2 3962 7.42 9.81 8.43 8.03 3.75 15.70 8.85 11.10 7.98 14.10 8.86 3.15 10.51 -0.50 -0.10 -0.32 -0.39 -1.49 0.83

SHOX 3757 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SHOX2 3233 0.70 1.14 4.59 4.45 0.31 2.19 0.26 0.31 0.49 1.23 2.23 1.16 0.57 0.28 0.99 3.00 2.96 -0.87 -0.03

SHPK 3838 0.81 0.00 3.75 5.52 3.51 1.47 0.00 0.00 1.33 1.54 2.51 1.33 0.72 0.17 #NUM! 2.39 2.94 2.29 -0.77

SHPRH 7345 1.52 2.68 0.00 3.67 0.41 5.01 1.97 2.54 1.06 1.86 2.21 1.15 1.86 -0.29 0.53 #NUM! 0.98 -2.18 1.18

SHQ1 2861 3.13 4.32 5.51 7.78 2.89 3.56 3.26 2.92 3.48 2.89 4.53 2.18 3.14 -0.01 0.46 0.81 1.31 -0.12 -0.35

SHROOM1 4039 1.54 5.86 0.91 6.72 5.64 2.19 2.80 2.31 2.73 2.10 3.81 1.93 2.49 -0.69 1.24 -1.45 1.44 1.18 -0.80

SHROOM2 7445 1.44 3.09 3.59 6.89 1.48 2.80 2.01 2.30 0.55 1.04 3.22 1.69 1.47 -0.03 1.07 1.28 2.22 0.01 -0.20

SHROOM3 11023 0.71 8.20 0.61 1.09 3.29 0.76 2.95 2.97 0.83 0.48 2.44 1.29 1.80 -1.34 2.18 -1.57 -0.73 0.87 -1.69

SHROOM4 9571 0.37 1.57 0.71 0.43 0.13 1.64 1.04 2.53 2.28 1.65 0.81 -0.31 1.88 -2.36 -0.26 -1.40 -2.13 -3.87 1.02

SI 6023 0.00 1.54 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.26 -1.96 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SIAE 3038 5.23 7.03 4.63 4.07 4.33 5.81 4.54 7.38 7.01 7.55 5.18 2.37 6.62 -0.34 0.09 -0.51 -0.70 -0.61 0.17

SIAH1 2393 10.62 10.39 5.09 13.19 11.28 14.39 7.20 8.74 13.51 15.03 10.83 3.44 11.12 -0.07 -0.10 -1.13 0.25 0.02 0.41

SIAH2 2632 23.26 22.66 38.70 35.62 41.61 11.71 25.68 48.75 32.68 23.43 28.93 4.85 32.63 -0.49 -0.53 0.25 0.13 0.35 -1.31

SIAH3 4005 0.01 0.05 0.00 0.01 0.00 0.04 0.00 0.00 0.01 0.02 0.02 -5.72 0.01 0.85 2.85 #NUM! 0.18 -3.33 1.08

SIDT1 5021 2.20 3.79 2.22 1.65 1.45 2.65 0.59 1.53 0.88 0.59 2.33 1.22 0.90 1.29 2.08 1.30 0.88 0.69 0.19

SIDT2 3919 4.12 0.00 4.04 6.00 0.00 0.00 7.70 6.43 0.00 0.00 2.36 1.24 3.53 0.22 #NUM! 0.20 0.76 #NUM! #NUM!

SIGIRR 1761 11.88 15.58 19.00 10.28 18.51 17.32 19.81 6.42 16.46 9.69 15.43 3.95 13.10 -0.14 0.25 0.54 -0.35 0.50 0.17

SIGLEC1 6736 1.38 2.33 3.80 3.50 3.16 1.69 1.54 1.54 1.66 2.06 2.64 1.40 1.70 -0.29 0.46 1.16 1.04 0.90 -0.65

SIGLEC10 3400 1.68 3.58 3.73 1.99 5.45 1.72 0.93 0.97 0.77 0.44 3.03 1.60 0.78 1.11 2.20 2.26 1.36 2.81 -0.81

SIGLEC11 3183 0.01 0.12 2.96 0.42 0.25 0.19 0.07 0.11 0.31 0.19 0.66 -0.60 0.17 -3.81 -0.47 4.10 1.28 0.53 -1.80

SIGLEC12 2126 0.34 2.01 1.12 3.90 2.40 0.11 0.18 0.32 0.11 0.00 1.65 0.72 0.15 1.12 3.70 2.86 4.66 3.95 -3.95

SIGLEC14 2113 0.37 0.03 0.04 0.63 0.05 0.72 0.59 0.67 0.00 0.18 0.31 -1.71 0.36 0.05 -3.47 -3.16 0.80 -2.75 1.23

SIGLEC15 1523 0.08 0.17 0.13 0.09 0.18 1.17 0.06 0.02 0.00 0.02 0.30 -1.72 0.02 1.68 2.86 2.50 2.01 2.91 1.95

SIGLEC16 1714 0.00 0.14 0.27 0.85 0.05 0.33 0.09 0.14 0.08 0.23 0.27 -1.88 0.13 #NUM! 0.06 0.98 2.65 -1.46 0.28

SIGLEC5 2498 0.44 1.02 0.81 0.45 2.49 1.16 0.36 0.34 0.53 0.26 1.06 0.09 0.37 0.24 1.44 1.11 0.27 2.73 0.13

SIGLEC6 2122 0.36 0.91 0.52 0.31 0.01 0.85 0.27 0.78 0.38 0.40 0.49 -1.02 0.46 -0.32 1.00 0.20 -0.57 -5.08 0.78

SIGLEC7 1754 1.86 2.56 2.44 2.40 2.41 1.88 0.57 0.40 1.14 0.46 2.26 1.17 0.64 1.53 1.99 1.92 1.90 1.90 -0.26

SIGLEC8 2967 0.39 0.26 0.64 0.10 0.14 0.59 0.10 0.20 0.14 0.24 0.35 -1.50 0.17 1.20 0.64 1.91 -0.74 -0.25 0.75

SIGLEC9 1737 0.91 1.57 2.00 1.55 2.70 1.27 0.58 0.33 1.49 0.57 1.67 0.74 0.74 0.29 1.08 1.43 1.06 1.87 -0.39

SIGLECP3 2251 1.66 1.01 0.87 0.54 0.20 1.70 0.63 1.18 0.67 0.00 1.00 0.00 0.62 1.41 0.70 0.49 -0.20 -1.61 0.77

SIGMAR1 1655 48.08 49.14 51.64 30.56 96.38 24.90 29.26 24.07 33.55 23.80 50.12 5.65 27.67 0.80 0.83 0.90 0.14 1.80 -1.01

SIK1 4706 4.32 37.76 22.78 32.43 106.62 68.81 15.20 141.02 30.26 74.80 45.45 5.51 65.32 -3.92 -0.79 -1.52 -1.01 0.71 0.60

SIK2 5694 1.60 5.31 3.84 2.60 2.22 5.83 3.41 8.53 6.07 7.83 3.57 1.83 6.46 -2.01 -0.28 -0.75 -1.31 -1.54 0.71

SIK3 6072 2.58 6.67 5.46 4.46 2.13 2.97 5.59 6.99 5.89 6.11 4.04 2.02 6.14 -1.25 0.12 -0.17 -0.46 -1.53 -0.45

SIKE1 5519 3.19 4.28 5.95 6.55 3.29 7.13 3.40 3.26 3.13 3.34 5.07 2.34 3.28 -0.04 0.38 0.86 1.00 0.00 0.49

SIL1 1996 10.44 13.59 7.93 15.70 53.03 15.48 10.81 0.00 29.69 13.30 19.36 4.28 13.45 -0.37 0.01 -0.76 0.22 1.98 -0.32

SIM1 3995 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -8.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SIM2 4177 0.71 3.39 0.19 3.88 1.69 0.41 0.52 0.13 0.00 0.20 1.71 0.78 0.21 1.76 4.01 -0.16 4.20 3.00 -2.08

SIN3A 6795 5.38 9.87 12.22 13.55 2.89 2.82 7.37 9.43 6.64 10.26 7.79 2.96 8.43 -0.65 0.23 0.54 0.69 -1.54 -1.46

SIN3B 5129 4.85 16.11 10.01 6.44 9.03 5.75 8.87 7.28 13.32 8.32 8.70 3.12 9.45 -0.96 0.77 0.08 -0.55 -0.07 -0.60

SIP1 1368 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SIPA1 3642 7.91 13.96 14.68 11.62 17.65 11.93 7.12 6.06 13.53 7.64 12.96 3.70 8.59 -0.12 0.70 0.77 0.44 1.04 -0.12

SIPA1L1 6028 1.81 10.19 13.62 13.55 4.79 3.24 3.25 7.59 2.49 2.50 7.87 2.98 3.96 -1.13 1.36 1.78 1.78 0.27 -1.28

SIPA1L2 6501 5.28 5.35 4.40 7.11 1.31 16.14 7.23 11.06 8.96 14.96 6.60 2.72 10.55 -1.00 -0.98 -1.26 -0.57 -3.01 1.29

SIPA1L3 7984 2.51 10.40 9.75 17.66 6.29 4.20 4.15 4.22 1.68 1.47 8.47 3.08 2.88 -0.20 1.85 1.76 2.62 1.13 -1.01

SIRPA 4201 9.83 19.62 9.73 42.09 25.81 14.10 13.26 13.15 15.25 10.98 20.20 4.34 13.16 -0.42 0.58 -0.44 1.68 0.97 -0.52

SIRPB1 2469 2.82 3.32 3.08 5.74 0.93 3.12 3.23 4.55 5.08 2.03 3.17 1.66 3.72 -0.40 -0.16 -0.27 0.62 -1.99 -0.02

SIRPB2 2833 0.40 0.96 0.00 0.00 0.49 1.33 0.29 0.47 0.54 0.36 0.53 -0.91 0.41 -0.05 1.22 #NUM! #NUM! 0.26 1.32

SIRPD 868 0.00 0.65 0.00 0.30 0.00 0.00 0.04 0.08 0.21 0.00 0.16 -2.65 0.08 #NUM! 2.96 #NUM! 1.85 #NUM! #NUM!

SIRPG 1720 3.13 3.30 9.81 0.00 0.00 4.46 0.54 0.81 0.52 0.55 3.45 1.79 0.61 2.37 2.44 4.02 #NUM! #NUM! 0.37

SIRT1 4110 1.39 3.31 2.66 2.91 2.38 11.30 3.55 5.50 4.86 9.81 3.99 2.00 5.93 -2.09 -0.84 -1.16 -1.03 -1.32 1.50

SIRT2 2086 22.40 24.30 23.18 34.92 5.17 21.24 29.03 24.45 35.24 21.06 21.87 4.45 27.44 -0.29 -0.18 -0.24 0.35 -2.41 -0.04

SIRT3 2919 0.00 0.00 0.00 0.00 0.00 3.05 0.00 0.00 0.00 3.49 0.51 -0.98 0.87 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SIRT4 1213 0.27 0.25 0.14 0.06 2.08 0.72 0.31 0.02 1.04 0.51 0.59 -0.77 0.47 -0.82 -0.94 -1.72 -2.95 2.14 0.30



SIRT5 3927 4.37 0.00 2.79 7.66 9.74 3.37 2.45 5.48 2.34 2.50 4.65 2.22 3.19 0.45 #NUM! -0.20 1.26 1.61 -0.47

SIRT6 1657 5.91 8.54 10.71 13.47 62.44 7.05 6.22 4.10 8.05 5.83 18.02 4.17 6.05 -0.04 0.50 0.82 1.15 3.37 -1.35

SIRT7 1749 6.29 9.57 8.99 10.26 16.15 7.93 11.54 6.51 8.44 10.32 9.86 3.30 9.20 -0.55 0.06 -0.03 0.16 0.81 -0.32

SIT1 1238 4.24 5.21 7.76 1.82 2.81 4.62 1.11 0.83 0.75 1.29 4.41 2.14 0.99 2.09 2.39 2.96 0.87 1.50 0.07

SIVA1 790 35.12 26.70 21.56 31.40 287.72 85.06 14.41 11.91 94.31 66.42 81.26 6.34 46.77 -0.41 -0.81 -1.12 -0.57 2.62 0.07

SIX1 2687 4.64 0.10 2.77 1.07 6.16 1.47 0.01 0.00 0.87 0.67 2.70 1.43 0.39 3.58 -1.96 2.84 1.46 3.99 -0.88

SIX2 2178 5.22 3.77 5.97 6.24 22.39 2.96 11.11 13.33 3.66 4.38 7.76 2.96 8.12 -0.64 -1.11 -0.44 -0.38 1.46 -1.39

SIX3 2533 0.19 0.37 0.04 0.04 0.00 0.35 0.36 0.55 0.00 0.56 0.17 -2.59 0.37 -0.93 0.02 -3.30 -3.19 #NUM! 1.09

SIX4 6277 0.73 1.09 1.67 0.49 1.80 0.73 0.14 0.12 0.14 0.81 1.08 0.12 0.30 1.28 1.86 2.48 0.70 2.58 -0.57

SIX5 3352 5.79 7.71 5.70 13.26 0.00 2.22 4.61 5.02 0.00 3.10 5.78 2.53 3.18 0.86 1.28 0.84 2.06 #NUM! -1.38

SIX6 1500 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.01 -6.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SKA1 2938 3.40 1.20 7.22 4.99 1.82 2.38 0.79 1.03 0.10 0.28 3.50 1.81 0.55 2.63 1.12 3.71 3.18 1.72 -0.56

SKA2 2990 10.17 9.83 11.09 13.96 10.61 12.63 6.94 5.46 6.93 7.41 11.38 3.51 6.68 0.61 0.56 0.73 1.06 0.67 0.15

SKA3 2927 2.69 2.22 5.78 4.96 0.00 1.49 1.20 1.03 0.00 0.00 2.86 1.51 0.56 2.27 1.99 3.37 3.15 #NUM! -0.94

SKAP1 1601 3.27 5.19 9.75 3.48 10.74 11.74 1.03 1.54 1.90 2.26 7.36 2.88 1.68 0.96 1.63 2.53 1.05 2.67 0.67

SKAP2 3984 5.70 7.01 12.55 11.39 4.40 10.62 7.58 8.09 5.78 7.85 8.61 3.11 7.32 -0.36 -0.06 0.78 0.64 -0.74 0.30

SKI 5707 1.73 14.09 6.22 9.89 4.94 7.96 12.96 11.46 20.74 14.13 7.47 2.90 14.82 -3.10 -0.07 -1.25 -0.58 -1.59 0.09

SKIL 3526 2.76 8.55 7.37 18.35 7.07 18.02 3.89 8.81 2.86 10.34 10.35 3.37 6.48 -1.23 0.40 0.19 1.50 0.13 0.80

SKINTL 1526 0.15 0.09 0.00 0.09 0.02 0.02 0.00 0.02 0.00 0.09 0.06 -4.01 0.03 2.44 1.77 #NUM! 1.77 -0.66 -1.92

SKIV2L 4187 4.56 7.62 9.71 7.67 10.04 6.41 4.54 4.77 7.90 5.06 7.67 2.94 5.57 -0.29 0.45 0.80 0.46 0.85 -0.26

SKIV2L2 4222 6.01 7.67 6.39 8.46 3.58 11.03 6.49 9.58 6.40 12.47 7.19 2.85 8.74 -0.54 -0.19 -0.45 -0.05 -1.29 0.62

SKOR1 2766 0.02 0.17 1.14 0.12 0.00 0.04 0.05 0.00 0.09 0.10 0.25 -2.01 0.06 -1.68 1.50 4.21 0.98 #NUM! -2.56

SKP1 2714 129.88 58.32 55.50 84.05 216.61 81.08 56.38 94.09 250.48 256.09 104.24 6.70 164.26 -0.34 -1.49 -1.57 -0.97 0.40 -0.36

SKP2 1600 6.18 3.92 9.40 11.02 6.07 5.25 2.88 3.30 1.76 1.98 6.97 2.80 2.48 1.32 0.66 1.92 2.15 1.29 -0.41

SLA 3506 2.78 7.33 9.06 3.82 7.04 10.77 1.61 1.16 4.60 3.34 6.80 2.77 2.68 0.05 1.45 1.76 0.51 1.39 0.66

SLA2 2497 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLAIN1 2374 0.24 0.75 0.62 0.30 0.10 2.00 0.45 0.25 0.98 1.79 0.67 -0.58 0.87 -1.83 -0.21 -0.49 -1.52 -3.05 1.58

SLAIN2 6011 5.65 23.13 16.27 58.07 3.43 5.97 12.94 43.01 8.29 12.65 18.75 4.23 19.22 -1.77 0.27 -0.24 1.60 -2.48 -1.65

SLAMF1 2009 1.89 2.73 1.97 0.72 1.10 2.65 0.50 0.90 0.58 1.33 1.84 0.88 0.83 1.19 1.72 1.25 -0.21 0.41 0.52

SLAMF6 2754 1.76 4.57 4.70 2.10 0.64 3.75 0.97 0.98 0.48 0.76 2.92 1.55 0.80 1.14 2.52 2.56 1.40 -0.32 0.36

SLAMF7 2672 6.47 8.66 13.45 12.72 6.14 6.77 2.90 2.72 1.21 3.15 9.03 3.18 2.49 1.37 1.80 2.43 2.35 1.30 -0.42

SLAMF8 3316 2.39 6.21 5.76 4.07 4.12 3.98 0.00 0.00 0.00 0.00 4.42 2.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.15

SLAMF9 1170 0.54 0.17 6.11 0.23 1.27 0.58 0.17 1.21 0.22 0.54 1.48 0.57 0.53 0.01 -1.62 3.52 -1.24 1.25 -1.35

SLBP 1743 25.48 20.26 41.59 21.90 44.68 37.65 16.17 13.34 23.16 27.69 31.93 5.00 20.09 0.34 0.01 1.05 0.12 1.15 0.24

SLC10A1 1631 0.00 0.05 0.10 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.03 -5.04 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.02

SLC10A2 3779 0.00 0.01 0.02 0.00 0.00 0.00 0.02 0.04 0.00 0.00 0.00 -8.03 0.02 #NUM! -1.20 0.02 #NUM! #NUM! #NUM!

SLC10A3 2161 33.63 18.25 20.17 23.53 28.42 16.96 15.59 15.84 19.82 21.45 23.49 4.55 18.17 0.89 0.01 0.15 0.37 0.64 -0.47

SLC10A4 2118 0.40 0.30 0.03 0.06 0.13 0.00 0.27 1.33 0.51 0.05 0.15 -2.70 0.54 -0.44 -0.87 -4.17 -3.06 -2.03 #NUM!

SLC10A5 1317 0.00 0.34 0.05 0.11 0.00 0.21 0.02 0.00 0.10 0.14 0.12 -3.07 0.07 #NUM! 2.37 -0.35 0.75 #NUM! 0.83

SLC10A6 1502 1.23 2.04 1.72 9.17 8.33 1.46 2.09 5.16 0.32 3.79 3.99 2.00 2.84 -1.21 -0.48 -0.73 1.69 1.55 -1.45

SLC10A7 3783 2.13 4.12 4.54 3.91 0.62 3.58 2.24 3.82 1.11 2.39 3.15 1.66 2.39 -0.17 0.79 0.93 0.71 -1.95 0.18

SLC11A1 3865 1.48 1.55 2.47 6.68 6.79 1.81 1.19 1.09 2.04 0.54 3.47 1.79 1.22 0.29 0.35 1.02 2.46 2.48 -0.94

SLC11A2 4424 6.26 10.57 7.06 6.07 9.19 7.86 8.38 12.60 7.03 9.77 7.84 2.97 9.45 -0.59 0.16 -0.42 -0.64 -0.04 0.01

SLC12A1 4717 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SLC12A2 6891 0.61 7.02 1.45 1.54 0.45 2.65 1.31 2.24 1.44 1.95 2.29 1.19 1.74 -1.52 2.02 -0.26 -0.18 -1.93 0.21

SLC12A3 5582 0.00 0.10 0.03 0.03 0.00 0.03 0.00 0.01 0.02 0.01 0.03 -4.96 0.01 -0.89 3.38 1.82 1.67 -0.99 -0.29

SLC12A4 4773 0.00 9.38 4.76 11.99 16.76 8.02 2.95 3.34 7.24 1.71 8.48 3.08 3.81 #NUM! 1.30 0.32 1.65 2.14 -0.08

SLC12A5 6084 0.01 15.27 2.89 22.39 2.85 5.80 0.07 0.00 2.77 0.01 8.20 3.04 0.71 -6.40 4.42 2.02 4.97 2.00 -0.50

SLC12A6 7754 4.34 10.39 9.25 10.34 1.13 3.73 13.35 25.37 2.27 8.89 6.53 2.71 12.47 -1.52 -0.26 -0.43 -0.27 -3.47 -0.81

SLC12A7 5316 1.74 18.49 10.44 2.62 16.57 10.16 3.17 4.54 8.61 7.82 10.00 3.32 6.03 -1.79 1.62 0.79 -1.20 1.46 0.02

SLC12A8 3510 3.41 7.09 2.86 7.74 8.09 2.44 1.17 1.67 0.07 1.02 5.28 2.40 0.98 1.80 2.85 1.55 2.98 3.04 -1.11

SLC12A9 3308 2.90 8.33 0.00 8.23 7.74 5.08 0.00 3.21 6.79 0.00 5.38 2.43 2.50 0.22 1.74 #NUM! 1.72 1.63 -0.08

SLC13A1 3811 0.19 0.09 0.07 0.15 0.05 0.03 0.09 0.06 0.02 0.03 0.10 -3.37 0.05 1.94 0.86 0.49 1.58 0.00 -1.64

SLC13A2 2531 0.00 0.07 0.03 0.00 0.00 0.03 0.00 0.01 0.00 0.00 0.02 -5.53 0.00 #NUM! 4.57 3.21 #NUM! #NUM! 0.38

SLC13A3 4084 0.00 0.00 0.00 0.00 1.56 0.00 0.00 0.00 0.62 0.00 0.26 -1.94 0.15 #NUM! #NUM! #NUM! #NUM! 3.34 #NUM!

SLC13A4 2908 2.56 3.83 0.67 2.97 0.26 0.62 2.62 3.62 0.29 1.65 1.82 0.86 2.05 0.32 0.91 -1.61 0.54 -3.00 -1.56

SLC13A5 3283 0.06 3.03 0.05 2.05 0.05 0.05 0.06 0.11 0.01 0.07 0.88 -0.18 0.06 -0.11 5.58 -0.43 5.02 -0.43 -4.10

SLC14A1 4226 0.10 0.42 0.11 0.07 0.02 6.23 0.19 0.12 0.33 0.94 1.16 0.21 0.39 -2.01 0.11 -1.78 -2.41 -4.42 2.43

SLC14A2 4167 0.03 0.19 0.10 0.05 0.02 0.10 0.06 0.04 0.01 0.00 0.08 -3.62 0.03 0.16 2.84 1.87 1.02 -0.78 0.33

SLC15A1 3142 0.43 5.68 0.92 1.48 0.15 1.33 2.29 3.48 0.04 0.86 1.66 0.73 1.67 -1.96 1.77 -0.86 -0.17 -3.48 -0.33

SLC15A2 5523 1.32 1.09 1.33 0.62 0.73 0.97 0.35 0.38 0.13 1.16 1.01 0.02 0.51 1.39 1.10 1.40 0.30 0.53 -0.06

SLC15A3 2134 17.26 21.01 42.99 37.82 60.80 19.53 5.38 7.93 15.32 9.34 33.24 5.05 9.49 0.86 1.15 2.18 1.99 2.68 -0.77

SLC15A4 2789 4.51 5.11 5.02 5.21 12.36 8.52 5.31 3.68 12.57 7.84 6.79 2.76 7.35 -0.70 -0.52 -0.55 -0.50 0.75 0.33

SLC15A5 2923 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SLC16A1 4390 5.05 4.46 10.85 17.42 60.55 6.90 4.34 7.43 12.82 9.92 17.54 4.13 8.63 -0.77 -0.95 0.33 1.01 2.81 -1.35

SLC16A10 2918 0.54 0.49 0.24 0.72 1.88 0.83 0.30 0.76 0.39 0.65 0.79 -0.35 0.52 0.05 -0.11 -1.12 0.46 1.84 0.09

SLC16A11 1803 0.41 0.34 0.41 0.21 1.66 0.45 0.66 0.75 0.34 0.43 0.58 -0.78 0.55 -0.40 -0.67 -0.40 -1.36 1.61 -0.38

SLC16A12 4622 0.01 0.01 0.02 0.04 0.01 0.21 0.09 0.16 0.19 0.18 0.05 -4.38 0.16 -4.82 -3.82 -3.01 -2.17 -3.91 2.10

SLC16A13 1770 2.27 2.84 4.28 3.00 4.66 2.27 3.16 2.45 1.27 1.27 3.22 1.69 2.04 0.15 0.48 1.07 0.56 1.19 -0.50

SLC16A14 4411 2.30 2.74 1.06 1.12 0.21 3.04 1.68 1.44 3.11 3.42 1.75 0.80 2.41 -0.07 0.19 -1.18 -1.10 -3.53 0.80

SLC16A2 4396 1.25 5.60 1.78 3.06 4.92 3.91 3.85 4.73 8.52 5.40 3.42 1.77 5.63 -2.17 -0.01 -1.66 -0.88 -0.19 0.19

SLC16A3 2102 11.68 19.56 14.46 14.57 259.38 10.55 5.91 5.74 8.31 11.73 55.03 5.78 7.92 0.56 1.30 0.87 0.88 5.03 -2.38

SLC16A4 2629 1.33 4.34 1.26 0.00 0.06 3.90 1.40 1.38 1.50 3.89 1.81 0.86 2.04 -0.62 1.09 -0.70 #NUM! -5.08 1.10

SLC16A5 1940 0.00 6.99 2.44 0.00 0.00 2.81 5.22 1.92 0.00 2.42 2.04 1.03 2.39 #NUM! 1.55 0.03 #NUM! #NUM! 0.46

SLC16A6 3955 0.92 1.76 1.61 2.23 0.25 0.99 2.57 3.36 0.25 1.87 1.29 0.37 2.01 -1.13 -0.19 -0.33 0.14 -3.04 -0.38

SLC16A7 3575 0.41 1.02 1.81 1.20 0.30 1.11 0.87 1.70 1.02 1.68 0.97 -0.04 1.32 -1.67 -0.37 0.46 -0.14 -2.13 0.19

SLC16A8 1913 2.17 0.00 0.07 1.66 5.92 0.75 0.41 0.45 0.22 0.41 1.76 0.82 0.37 2.55 #NUM! -2.45 2.16 4.00 -1.23

SLC16A9 4001 4.25 2.85 1.61 1.95 0.07 2.44 8.30 8.03 7.77 6.70 2.20 1.13 7.70 -0.86 -1.43 -2.26 -1.98 -6.84 0.15

SLC17A1 1859 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC17A3 1808 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -7.58 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SLC17A4 3600 0.04 2.56 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.43 -1.20 0.00 4.51 10.40 #NUM! #NUM! #NUM! #NUM!

SLC17A5 3333 2.70 4.57 1.97 1.15 4.86 4.29 3.07 2.53 4.16 5.17 3.26 1.70 3.73 -0.47 0.29 -0.92 -1.69 0.38 0.40

SLC17A7 2993 0.27 0.18 0.23 0.09 0.09 1.09 0.79 0.43 0.61 0.29 0.32 -1.63 0.53 -0.99 -1.58 -1.22 -2.57 -2.54 1.75

SLC17A8 3983 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -7.47 0.00 4.62 #NUM! #NUM! #NUM! #NUM! #NUM!

SLC17A9 2612 3.76 31.11 2.35 2.92 1.02 1.95 1.07 0.83 2.26 0.80 7.19 2.85 1.24 1.60 4.65 0.92 1.24 -0.28 -1.88

SLC18A1 2974 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.02 0.00 -8.26 0.01 #NUM! 0.71 #NUM! #NUM! #NUM! 1.60

SLC18A2 3885 3.40 8.95 1.34 2.67 0.89 7.65 17.11 11.38 2.15 9.63 4.15 2.05 10.07 -1.56 -0.17 -2.91 -1.92 -3.50 0.88

SLC18A3 2440 0.00 0.08 0.00 0.00 0.00 0.02 0.00 0.10 0.00 0.05 0.02 -5.95 0.04 #NUM! 1.09 #NUM! #NUM! #NUM! 0.26

SLC19A1 2873 1.63 2.14 1.77 4.47 0.00 0.99 0.77 0.43 1.04 0.70 1.83 0.87 0.73 1.15 1.54 1.27 2.60 #NUM! -0.89

SLC19A2 3655 1.05 3.68 2.51 2.62 3.44 11.63 4.70 9.98 3.60 18.58 4.15 2.05 9.22 -3.13 -1.33 -1.87 -1.82 -1.42 1.49

SLC19A3 3775 0.03 0.13 0.06 0.04 0.37 0.30 0.17 0.05 0.86 0.37 0.16 -2.69 0.36 -3.38 -1.51 -2.67 -3.06 0.06 0.93

SLC1A1 3757 1.56 3.14 2.03 0.34 0.66 0.77 1.13 0.95 2.90 0.81 1.42 0.50 1.45 0.11 1.12 0.49 -2.09 -1.12 -0.88

SLC1A2 12021 0.03 0.33 0.07 0.04 0.01 0.27 0.18 0.36 0.06 0.45 0.13 -3.00 0.26 -3.01 0.35 -1.88 -2.59 -5.42 1.09

SLC1A3 4188 9.23 5.04 2.71 4.24 5.97 5.09 3.31 6.42 0.47 4.40 5.38 2.43 3.65 1.34 0.47 -0.43 0.22 0.71 -0.08

SLC1A4 4611 5.83 6.42 9.08 11.35 4.99 6.10 8.56 11.09 5.46 5.68 7.30 2.87 7.70 -0.40 -0.26 0.24 0.56 -0.63 -0.26

SLC1A5 2873 43.04 39.19 107.65 85.38 103.87 50.34 40.51 29.30 58.36 42.99 71.58 6.16 42.79 0.01 -0.13 1.33 1.00 1.28 -0.51

SLC1A6 1719 0.00 0.00 0.00 0.00 0.02 0.06 0.00 0.00 0.00 0.00 0.01 -6.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.24

SLC1A7 2677 0.72 0.00 0.00 0.00 0.02 0.00 0.91 0.71 0.00 1.10 0.12 -3.02 0.68 0.08 #NUM! #NUM! #NUM! -5.19 #NUM!

SLC20A1 3390 2.47 8.31 22.48 11.49 26.85 28.57 6.45 17.77 18.50 38.45 16.69 4.06 20.29 -3.04 -1.29 0.15 -0.82 0.40 0.78

SLC20A2 3685 12.83 13.79 14.38 15.05 28.25 18.20 21.86 36.31 11.39 16.08 17.08 4.09 21.41 -0.74 -0.63 -0.57 -0.51 0.40 0.09

SLC22A1 1921 0.29 0.12 0.16 0.00 1.04 0.04 0.13 0.16 0.09 0.14 0.28 -1.86 0.13 1.16 -0.06 0.34 #NUM! 3.01 -2.86

SLC22A10 2591 0.00 0.02 0.00 0.04 0.00 0.02 0.03 0.01 0.03 0.02 0.01 -6.26 0.02 #NUM! -0.08 #NUM! 0.84 #NUM! 0.48

SLC22A11 2545 0.00 0.16 0.02 0.00 0.01 0.07 0.00 0.00 0.07 0.00 0.04 -4.53 0.02 #NUM! 3.28 0.60 #NUM! -0.73 0.59

SLC22A13 2560 0.05 0.01 0.01 0.09 0.00 0.00 0.02 0.06 0.00 0.02 0.03 -5.22 0.03 0.85 -1.29 -1.07 1.84 #NUM! #NUM!

SLC22A14 1977 0.01 0.03 0.03 0.00 0.03 0.00 0.06 0.01 0.01 0.02 0.02 -5.91 0.03 -0.95 0.06 0.28 #NUM! -0.05 #NUM!

SLC22A15 4729 0.43 1.17 0.98 4.38 0.88 1.67 1.03 1.09 0.41 1.34 1.59 0.67 0.96 -1.16 0.28 0.02 2.18 -0.13 0.08

SLC22A16 1983 0.04 0.11 0.08 0.05 0.05 0.40 0.14 0.04 0.07 0.18 0.12 -3.03 0.11 -1.41 0.01 -0.44 -1.08 -1.09 1.70

SLC22A17 2344 8.35 11.34 0.00 4.29 2.13 12.20 14.10 11.12 22.96 16.37 6.38 2.67 16.14 -0.95 -0.51 #NUM! -1.91 -2.92 0.93

SLC22A18 1563 6.93 23.15 5.25 7.48 10.18 5.20 8.75 6.57 3.50 4.72 9.70 3.28 5.88 0.24 1.98 -0.16 0.35 0.79 -0.90

SLC22A18AS 1565 0.00 0.00 0.00 0.00 0.00 0.79 0.00 0.00 0.50 0.00 0.13 -2.93 0.12 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SLC22A2 2512 0.01 0.13 0.06 0.05 0.88 0.07 0.03 0.00 0.05 0.06 0.20 -2.33 0.04 -1.73 1.86 0.82 0.60 4.63 -1.61

SLC22A20 2377 0.24 0.78 7.19 3.57 0.22 0.07 0.29 0.16 0.01 0.04 2.01 1.01 0.13 0.96 2.63 5.84 4.83 0.82 -4.86

SLC22A23 6159 3.15 9.02 8.31 53.69 4.38 4.93 12.18 15.76 1.06 5.14 13.91 3.80 8.54 -1.44 0.08 -0.04 2.65 -0.96 -1.50

SLC22A25 1644 0.00 0.00 0.00 0.15 0.00 0.00 0.00 0.03 0.00 0.00 0.02 -5.32 0.01 #NUM! #NUM! #NUM! 4.12 #NUM! #NUM!

SLC22A3 5624 2.30 5.95 0.29 1.93 2.08 3.52 3.89 4.17 5.90 4.77 2.68 1.42 4.68 -1.03 0.35 -4.01 -1.28 -1.17 0.40

SLC22A4 2214 0.31 0.00 0.00 0.00 2.19 1.56 0.00 0.66 1.65 2.53 0.68 -0.57 1.21 -1.97 #NUM! #NUM! #NUM! 0.85 1.21

SLC22A5 3295 1.01 5.07 2.36 3.31 3.44 3.05 2.90 3.84 2.02 2.51 3.04 1.60 2.82 -1.48 0.85 -0.26 0.23 0.29 0.01

SLC22A7 2559 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC22A8 2197 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SLC22A9 2327 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -8.78 0.00 #NUM! #NUM! 2.41 #NUM! #NUM! #NUM!

SLC23A1 2378 0.00 0.00 0.46 0.00 0.12 0.31 0.24 0.36 0.00 0.07 0.15 -2.76 0.17 #NUM! #NUM! 1.48 #NUM! -0.50 1.05

SLC23A2 6971 3.03 5.77 1.94 5.56 1.94 2.85 4.31 3.25 2.81 3.92 3.51 1.81 3.57 -0.24 0.69 -0.88 0.64 -0.88 -0.30

SLC23A3 2418 0.45 0.00 0.30 0.55 0.13 0.46 0.36 0.00 0.16 0.00 0.32 -1.66 0.13 1.76 #NUM! 1.19 2.07 -0.07 0.55

SLC24A1 5768 1.40 1.72 1.62 1.54 0.62 0.00 1.12 1.08 0.00 1.32 1.15 0.20 0.88 0.67 0.97 0.88 0.80 -0.52 #NUM!

SLC24A2 10919 0.00 0.04 0.04 0.00 0.00 0.01 0.00 0.01 0.01 0.00 0.02 -5.98 0.00 #NUM! 3.37 3.32 -0.38 0.19 -0.63

SLC24A3 3905 3.23 10.68 2.23 8.18 0.58 5.80 9.82 8.24 17.19 10.69 5.12 2.36 11.48 -1.83 -0.10 -2.36 -0.49 -4.30 0.18

SLC24A4 9773 0.07 0.10 0.05 0.05 0.03 0.05 0.11 0.03 0.10 0.03 0.06 -4.06 0.07 -0.02 0.52 -0.40 -0.35 -1.13 -0.20

SLC24A5 1617 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SLC24A6 2993 5.22 14.02 11.94 10.17 16.15 6.32 4.22 3.46 7.97 5.67 10.64 3.41 5.33 -0.03 1.39 1.16 0.93 1.60 -0.75

SLC25A1 1620 25.87 34.58 34.64 31.84 46.29 22.19 33.13 21.55 36.21 26.05 32.57 5.03 29.24 -0.18 0.24 0.24 0.12 0.66 -0.55

SLC25A10 1960 9.21 11.75 24.14 13.84 31.78 6.35 7.96 8.00 1.33 4.50 16.18 4.02 5.45 0.76 1.11 2.15 1.35 2.54 -1.35

SLC25A11 1822 22.55 17.55 18.62 21.13 0.00 17.60 16.32 14.09 26.27 16.18 16.24 4.02 18.21 0.31 -0.05 0.03 0.21 #NUM! 0.12

SLC25A12 3995 3.83 4.19 5.01 6.25 3.37 6.04 4.80 4.25 13.70 6.28 4.78 2.26 7.26 -0.92 -0.79 -0.53 -0.22 -1.11 0.34

SLC25A13 3207 5.04 6.97 6.88 5.06 3.65 6.17 2.66 2.89 3.34 3.89 5.63 2.49 3.19 0.66 1.12 1.11 0.66 0.19 0.13

SLC25A14 1601 4.04 4.56 1.93 4.25 3.63 6.72 3.70 3.29 4.40 4.23 4.19 2.07 3.91 0.05 0.22 -1.02 0.12 -0.11 0.68

SLC25A15 4038 0.76 1.18 0.94 2.31 1.99 1.32 0.43 0.62 1.33 1.22 1.42 0.50 0.90 -0.25 0.39 0.06 1.36 1.14 -0.10

SLC25A16 2264 2.18 3.62 2.88 3.37 2.13 3.42 1.78 1.28 2.20 2.82 2.93 1.55 2.02 0.11 0.84 0.51 0.74 0.08 0.22

SLC25A17 2279 8.90 6.31 9.41 8.18 10.43 11.01 4.46 4.38 8.05 7.75 9.04 3.18 6.16 0.53 0.03 0.61 0.41 0.76 0.28

SLC25A18 2087 0.09 0.15 0.08 0.24 0.13 0.00 0.48 0.08 0.00 0.24 0.12 -3.12 0.20 -1.14 -0.44 -1.40 0.26 -0.59 #NUM!

SLC25A19 1675 8.13 5.13 12.18 0.00 18.16 9.00 2.67 0.00 4.57 0.00 8.77 3.13 1.81 2.17 1.50 2.75 #NUM! 3.33 0.04

SLC25A2 1417 0.00 0.04 0.00 0.03 0.06 0.04 0.00 0.00 0.00 0.08 0.03 -5.25 0.02 #NUM! 0.99 #NUM! 0.31 1.46 0.43

SLC25A20 1909 2.89 6.68 3.32 3.88 2.06 4.58 3.27 3.71 9.46 3.84 3.90 1.96 5.07 -0.81 0.40 -0.61 -0.38 -1.30 0.23

SLC25A21 3947 0.24 0.26 0.43 0.23 0.33 0.42 0.93 1.41 0.16 1.12 0.32 -1.66 0.90 -1.90 -1.82 -1.08 -1.99 -1.46 0.41

SLC25A22 2968 2.19 6.86 14.01 5.67 0.00 4.27 5.82 4.51 4.04 3.71 5.50 2.46 4.52 -1.05 0.60 1.63 0.33 #NUM! -0.36

SLC25A23 3475 10.66 13.74 10.52 10.97 44.37 6.92 14.80 17.41 24.35 9.63 16.20 4.02 16.55 -0.63 -0.27 -0.65 -0.59 1.42 -1.23

SLC25A24 3495 6.08 15.54 15.88 10.34 10.90 14.13 8.21 8.33 9.84 10.51 12.15 3.60 9.22 -0.60 0.75 0.78 0.17 0.24 0.22

SLC25A25 3433 2.65 14.35 17.82 4.42 12.56 28.60 11.98 28.46 39.48 58.23 13.40 3.74 34.54 -3.71 -1.27 -0.95 -2.97 -1.46 1.09

SLC25A26 2686 2.41 0.00 2.34 2.93 10.94 5.42 2.69 2.05 0.00 0.00 4.00 2.00 1.19 1.02 #NUM! 0.98 1.30 3.20 0.44

SLC25A27 2986 1.04 2.66 0.51 3.69 0.30 2.26 1.30 2.60 1.43 3.82 1.74 0.80 2.29 -1.14 0.22 -2.16 0.69 -2.92 0.37

SLC25A28 1584 32.51 31.15 35.35 82.85 48.42 26.01 16.10 22.73 26.35 33.99 42.71 5.42 24.79 0.39 0.33 0.51 1.74 0.97 -0.72

SLC25A29 2370 6.00 14.76 8.23 8.75 13.33 8.33 4.49 6.81 4.70 6.98 9.90 3.31 5.75 0.06 1.36 0.52 0.61 1.21 -0.25

SLC25A3 1919 189.54 135.66 114.27 171.15 349.71 154.64 149.13 89.71 183.00 157.60 185.83 7.54 144.86 0.39 -0.09 -0.34 0.24 1.27 -0.27

SLC25A30 3671 1.58 1.74 1.31 2.93 1.62 0.00 1.42 1.64 0.00 4.23 1.53 0.61 1.82 -0.20 -0.07 -0.48 0.69 -0.17 #NUM!

SLC25A31 1821 0.00 0.03 0.02 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLC25A32 3038 3.27 4.65 7.00 6.12 4.96 11.23 2.46 4.34 7.88 11.14 6.21 2.63 6.45 -0.98 -0.47 0.12 -0.07 -0.38 0.86

SLC25A33 1476 2.43 3.58 5.45 6.40 4.92 11.84 4.54 8.16 8.12 11.72 5.77 2.53 8.14 -1.74 -1.18 -0.58 -0.35 -0.72 1.04

SLC25A34 3172 0.15 0.73 0.18 1.71 0.10 0.41 0.34 0.15 0.27 0.29 0.55 -0.87 0.26 -0.77 1.47 -0.54 2.70 -1.33 -0.40

SLC25A35 2785 2.61 2.98 3.38 3.56 2.09 1.60 1.70 1.67 0.00 0.00 2.70 1.44 0.84 1.63 1.82 2.00 2.08 1.31 -0.76

SLC25A36 4677 6.77 9.02 6.45 12.99 5.03 11.73 5.87 7.89 5.19 12.80 8.67 3.12 7.94 -0.23 0.19 -0.30 0.71 -0.66 0.44

SLC25A37 1865 14.00 20.46 7.15 11.54 51.66 13.89 7.98 7.43 22.11 20.28 19.78 4.31 14.45 -0.05 0.50 -1.02 -0.33 1.84 -0.51

SLC25A38 2124 5.53 10.60 6.49 10.10 11.78 9.05 5.32 4.10 13.71 9.49 8.92 3.16 8.16 -0.56 0.38 -0.33 0.31 0.53 0.02

SLC25A39 1628 63.23 51.15 45.91 88.00 197.13 38.83 52.43 35.94 39.28 37.13 80.71 6.33 41.20 0.62 0.31 0.16 1.09 2.26 -1.06

SLC25A4 4420 3.01 6.73 3.11 3.16 23.40 15.15 3.64 9.58 24.84 23.49 9.09 3.18 15.39 -2.35 -1.19 -2.31 -2.28 0.60 0.74

SLC25A40 3152 3.59 5.49 8.28 4.52 3.03 8.10 2.34 3.33 2.49 3.46 5.50 2.46 2.90 0.30 0.92 1.51 0.64 0.06 0.56

SLC25A41 1571 0.02 0.04 0.00 0.32 0.19 0.02 0.00 0.00 0.03 0.00 0.10 -3.38 0.01 1.18 2.19 #NUM! 5.32 4.54 -2.60

SLC25A42 3132 1.10 2.54 1.27 0.70 1.67 2.04 3.27 1.92 5.29 2.70 1.55 0.63 3.29 -1.58 -0.37 -1.38 -2.24 -0.98 0.39

SLC25A43 2557 10.28 10.95 14.20 25.01 0.00 13.73 11.49 10.82 7.04 6.97 12.36 3.63 9.08 0.18 0.27 0.64 1.46 #NUM! 0.15

SLC25A44 3653 6.32 9.79 11.78 9.98 6.87 6.37 6.89 0.00 7.01 6.01 8.52 3.09 4.98 0.34 0.98 1.24 1.00 0.46 -0.42

SLC25A45 2286 0.83 2.13 1.95 1.29 2.53 1.50 1.11 0.86 0.83 0.70 1.71 0.77 0.88 -0.08 1.28 1.16 0.56 1.53 -0.18

SLC25A46 2358 5.76 10.35 4.83 9.82 6.37 10.28 6.96 7.37 6.66 7.00 7.90 2.98 7.00 -0.28 0.57 -0.53 0.49 -0.13 0.38

SLC25A47 1733 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.00 0.00 -7.65 0.00 #NUM! #NUM! #NUM! #NUM! 3.08 #NUM!

SLC25A48 1219 0.00 0.07 0.00 0.03 0.11 1.07 0.31 0.13 0.00 0.00 0.21 -2.22 0.11 #NUM! -0.55 #NUM! -1.81 0.07 2.32

SLC25A5 1351 227.41 131.58 131.89 146.65 436.27 289.53 95.45 116.47 134.45 153.64 227.22 7.83 125.00 0.86 0.07 0.08 0.23 1.80 0.35

SLC25A6 1502 18.28 27.12 10.84 6.38 13.97 21.53 13.79 16.41 21.66 16.19 16.35 4.03 17.01 0.10 0.67 -0.65 -1.41 -0.28 0.40

SLC26A1 3673 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC26A10 2446 1.45 0.70 0.43 0.67 1.71 0.55 1.55 0.00 0.00 0.48 0.92 -0.12 0.51 1.52 0.46 -0.24 0.41 1.75 -0.74

SLC26A11 2930 1.65 4.85 4.02 3.11 3.95 3.91 2.69 2.57 6.44 4.70 3.58 1.84 4.10 -1.32 0.24 -0.03 -0.40 -0.05 0.13

SLC26A2 8082 0.99 1.17 0.70 1.34 0.50 1.66 0.73 1.19 1.20 1.53 1.06 0.08 1.16 -0.23 0.00 -0.74 0.20 -1.22 0.65

SLC26A3 2894 0.00 0.78 0.00 0.00 0.00 0.00 0.11 0.00 0.05 0.03 0.13 -2.95 0.05 #NUM! 4.08 #NUM! #NUM! #NUM! #NUM!

SLC26A4 4930 0.25 0.81 2.22 0.77 0.01 0.39 3.33 0.23 0.23 0.75 0.74 -0.43 1.13 -2.19 -0.48 0.97 -0.56 -6.28 -0.94

SLC26A5 2697 0.02 0.57 0.66 0.12 0.00 0.09 0.00 0.56 0.00 0.00 0.24 -2.04 0.14 -2.76 2.04 2.25 -0.26 #NUM! -1.50

SLC26A6 2750 1.89 10.78 0.00 6.66 3.59 2.74 3.27 1.93 1.86 1.78 4.28 2.10 2.21 -0.23 2.29 #NUM! 1.59 0.70 -0.64

SLC26A7 5280 0.02 0.05 0.02 0.01 0.00 0.12 0.04 0.02 0.03 0.08 0.04 -4.75 0.04 -1.05 0.24 -0.80 -1.72 #NUM! 1.69

SLC26A8 3434 0.00 0.21 0.05 0.06 0.01 0.05 0.02 0.03 0.07 0.00 0.06 -4.00 0.03 #NUM! 2.83 0.75 1.10 -1.92 -0.41

SLC26A9 4815 0.65 11.85 1.96 0.40 0.26 0.19 0.23 1.21 0.03 0.08 2.55 1.35 0.39 0.74 4.93 2.34 0.04 -0.57 -3.76

SLC27A1 3562 3.12 9.59 2.00 1.99 2.82 2.61 4.61 4.03 4.99 3.20 3.69 1.88 4.21 -0.43 1.19 -1.07 -1.08 -0.58 -0.50

SLC27A2 2408 0.28 0.96 1.95 0.21 4.25 2.55 0.67 1.47 0.08 0.84 1.70 0.77 0.77 -1.46 0.32 1.35 -1.85 2.47 0.59

SLC27A3 2430 7.57 5.57 10.41 6.93 9.71 9.43 9.22 7.24 17.25 7.20 8.27 3.05 10.23 -0.44 -0.88 0.03 -0.56 -0.08 0.19

SLC27A4 3204 11.17 11.85 12.69 8.77 15.12 3.48 14.71 8.65 5.16 4.51 10.51 3.39 8.26 0.44 0.52 0.62 0.09 0.87 -1.60

SLC27A5 2378 10.66 0.96 2.64 2.95 15.98 3.65 2.50 3.63 7.58 3.47 6.14 2.62 4.30 1.31 -2.16 -0.70 -0.54 1.90 -0.75

SLC27A6 2839 0.84 0.76 0.10 0.04 0.02 1.25 3.25 2.16 0.24 3.79 0.50 -1.00 2.36 -1.49 -1.63 -4.55 -5.94 -6.95 1.31

SLC28A1 2750 0.10 0.04 0.00 0.12 0.11 0.03 0.01 0.00 0.03 0.04 0.07 -3.89 0.02 2.29 0.89 #NUM! 2.54 2.37 -0.99

SLC28A2 2463 0.69 0.11 0.06 0.05 0.01 0.06 0.10 0.06 0.02 0.03 0.16 -2.63 0.05 3.68 0.96 0.09 -0.17 -2.67 -1.50

SLC28A3 4803 1.20 1.44 6.70 17.37 3.31 1.47 0.74 1.90 0.05 0.46 5.25 2.39 0.79 0.61 0.87 3.09 4.47 2.08 -1.84

SLC29A1 2503 12.81 21.50 5.89 16.12 60.27 0.00 12.73 15.65 34.86 0.00 19.43 4.28 15.81 -0.30 0.44 -1.42 0.03 1.93 #NUM!

SLC29A2 2529 3.90 4.61 6.85 3.93 16.22 5.66 3.51 2.08 0.75 2.22 6.86 2.78 2.14 0.87 1.11 1.68 0.88 2.92 -0.28

SLC29A3 2283 2.97 7.06 2.21 2.76 7.48 2.79 0.00 1.17 4.01 1.94 4.21 2.07 1.78 0.74 1.99 0.31 0.63 2.07 -0.59

SLC29A4 2910 0.51 1.31 0.44 0.60 0.59 0.84 0.92 0.94 2.21 0.71 0.72 -0.48 1.20 -1.22 0.13 -1.45 -0.99 -1.02 0.23

SLC2A1 3687 94.44 83.02 481.88 181.33 211.25 36.94 72.14 252.46 13.82 161.43 181.48 7.50 124.96 -0.40 -0.59 1.95 0.54 0.76 -2.30

SLC2A10 4241 1.53 7.44 1.56 0.89 1.41 4.33 2.70 1.88 4.07 3.94 2.86 1.52 3.15 -1.04 1.24 -1.01 -1.82 -1.16 0.60

SLC2A11 2403 0.92 2.66 0.70 2.00 0.00 0.00 0.63 1.58 1.83 0.00 1.05 0.07 1.01 -0.13 1.40 -0.53 0.99 #NUM! #NUM!

SLC2A12 5599 0.72 3.10 0.42 1.56 0.86 0.74 1.08 0.81 2.12 0.61 1.23 0.30 1.16 -0.69 1.43 -1.45 0.43 -0.43 -0.74

SLC2A13 7018 1.31 3.37 5.78 0.69 0.39 3.73 2.30 1.88 1.86 2.80 2.55 1.35 2.21 -0.75 0.61 1.39 -1.69 -2.50 0.55

SLC2A14 2195 0.47 3.19 3.27 2.05 0.00 0.00 0.75 0.00 0.00 0.00 1.50 0.58 0.19 1.33 4.08 4.11 3.44 #NUM! #NUM!

SLC2A2 3439 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.72 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLC2A3 3938 2.12 12.95 19.31 13.11 26.88 100.52 5.46 26.17 120.45 65.70 29.15 4.87 54.44 -4.68 -2.07 -1.50 -2.05 -1.02 1.79

SLC2A4 3159 0.30 1.02 0.23 0.14 0.09 0.71 1.57 0.59 18.00 1.73 0.41 -1.27 5.47 -4.19 -2.43 -4.54 -5.33 -5.99 0.77

SLC2A4RG 2296 17.46 36.63 15.57 40.52 40.88 19.57 23.03 14.99 29.58 17.97 28.44 4.83 21.39 -0.29 0.78 -0.46 0.92 0.93 -0.54

SLC2A5 2454 3.45 2.63 2.14 1.65 2.47 2.17 3.18 3.71 5.60 1.37 2.42 1.27 3.46 0.00 -0.39 -0.70 -1.07 -0.49 -0.16

SLC2A6 2563 1.71 1.57 2.80 1.31 15.93 1.76 0.34 0.28 1.50 0.83 4.18 2.06 0.74 1.21 1.09 1.93 0.83 4.44 -1.25



SLC2A7 1539 0.00 0.04 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.01 -6.82 0.00 #NUM! 3.31 #NUM! #NUM! #NUM! 0.86

SLC2A8 2145 5.65 7.32 8.42 6.52 9.00 6.09 3.90 3.57 7.38 5.12 7.17 2.84 4.99 0.18 0.55 0.75 0.39 0.85 -0.23

SLC2A9 1885 7.15 3.92 2.71 5.02 6.00 3.53 2.08 2.76 1.24 2.82 4.72 2.24 2.23 1.68 0.82 0.29 1.17 1.43 -0.42

SLC30A1 2034 3.05 7.73 3.79 5.67 8.71 6.51 3.52 3.91 5.31 7.71 5.91 2.56 5.11 -0.75 0.60 -0.43 0.15 0.77 0.14

SLC30A10 2869 0.00 0.47 0.00 0.00 0.00 0.03 0.03 0.01 0.19 0.00 0.08 -3.57 0.06 #NUM! 3.06 #NUM! #NUM! #NUM! -1.37

SLC30A2 2473 0.00 0.05 0.01 0.00 0.09 0.15 0.00 0.06 0.04 0.04 0.05 -4.27 0.04 #NUM! 0.60 -1.41 #NUM! 1.34 1.55

SLC30A3 2108 0.09 0.05 0.21 0.16 0.36 0.07 0.05 0.03 0.10 0.02 0.16 -2.66 0.05 0.82 0.02 2.05 1.67 2.83 -1.21

SLC30A4 4290 1.82 2.49 2.52 1.49 0.00 2.54 1.69 1.81 0.95 1.36 1.81 0.86 1.45 0.32 0.78 0.80 0.04 #NUM! 0.49

SLC30A5 4072 4.78 7.86 5.54 4.94 4.47 11.84 6.22 5.53 7.25 10.59 6.57 2.72 7.40 -0.63 0.09 -0.42 -0.58 -0.73 0.85

SLC30A6 4965 4.01 5.36 9.53 7.46 4.26 5.71 3.09 3.64 3.36 3.94 6.06 2.60 3.51 0.19 0.61 1.44 1.09 0.28 -0.08

SLC30A7 8232 1.92 4.72 4.54 4.47 2.06 4.67 2.03 2.53 2.01 2.75 3.73 1.90 2.33 -0.28 1.02 0.96 0.94 -0.17 0.32

SLC30A8 5561 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.12 0.00 0.02 0.00 -8.36 0.03 #NUM! #NUM! -2.59 #NUM! #NUM! 2.05

SLC30A9 3272 13.47 9.48 12.05 6.42 5.66 17.19 9.26 9.97 9.48 16.14 10.71 3.42 11.21 0.26 -0.24 0.10 -0.81 -0.99 0.68

SLC31A1 4797 3.70 7.92 7.11 4.59 8.85 4.91 3.80 5.01 3.34 5.27 6.18 2.63 4.35 -0.23 0.86 0.71 0.08 1.02 -0.33

SLC31A2 1791 6.25 6.36 7.20 24.64 35.78 11.88 4.36 5.09 5.39 7.46 15.35 3.94 5.58 0.16 0.19 0.37 2.14 2.68 -0.37

SLC32A1 2581 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -6.95 0.00 #NUM! #NUM! 4.40 #NUM! #NUM! #NUM!

SLC33A1 3811 6.34 6.73 6.86 7.97 6.37 6.74 4.26 4.80 5.82 4.10 6.83 2.77 4.75 0.42 0.50 0.53 0.75 0.42 -0.02

SLC34A1 2608 0.07 0.02 0.01 0.25 0.07 0.07 0.15 0.10 0.00 0.00 0.08 -3.60 0.06 0.19 -1.62 -2.39 1.96 0.12 -0.18

SLC34A2 4187 1.07 1.40 0.00 0.88 0.72 0.10 0.01 0.11 0.01 1.10 0.69 -0.53 0.31 1.80 2.18 #NUM! 1.51 1.22 -2.81

SLC34A3 2180 0.00 0.37 0.26 0.14 0.28 0.01 0.78 0.80 0.00 0.10 0.18 -2.49 0.42 #NUM! -0.18 -0.70 -1.54 -0.59 -3.98

SLC35A1 1918 5.16 6.37 5.23 5.24 8.89 14.88 6.14 4.46 13.21 13.83 7.63 2.93 9.41 -0.87 -0.56 -0.85 -0.84 -0.08 0.96

SLC35A2 2619 0.00 12.74 11.17 7.16 23.73 11.64 5.80 6.54 10.07 0.00 11.07 3.47 5.60 #NUM! 1.19 1.00 0.35 2.08 0.07

SLC35A3 2149 0.00 0.00 0.00 0.00 5.09 0.00 3.74 8.69 0.00 0.00 0.85 -0.24 3.11 #NUM! #NUM! #NUM! #NUM! 0.71 #NUM!

SLC35A4 2676 16.57 29.21 23.27 42.17 35.15 17.28 25.49 20.61 22.59 16.18 27.28 4.77 21.21 -0.36 0.46 0.13 0.99 0.73 -0.66

SLC35A5 2958 6.91 5.60 6.34 6.36 4.98 12.27 4.73 5.87 7.49 8.69 7.08 2.82 6.70 0.04 -0.26 -0.08 -0.07 -0.43 0.79

SLC35B1 1186 35.56 23.63 22.71 13.17 34.93 25.65 13.61 13.22 18.81 13.16 25.94 4.70 14.70 1.27 0.68 0.63 -0.16 1.25 -0.02

SLC35B2 2059 5.88 9.26 8.89 0.00 33.20 14.04 3.26 2.25 25.18 12.06 11.88 3.57 10.69 -0.86 -0.21 -0.26 #NUM! 1.64 0.24

SLC35B3 2237 8.18 5.90 10.32 8.11 5.58 11.86 4.48 4.66 8.86 8.47 8.33 3.06 6.62 0.31 -0.16 0.64 0.29 -0.25 0.51

SLC35B4 6816 1.14 2.32 1.91 1.79 1.27 1.78 1.21 0.83 1.79 1.29 1.70 0.77 1.28 -0.17 0.85 0.57 0.48 -0.02 0.07

SLC35C1 3531 5.09 8.41 5.22 7.66 5.66 3.50 7.98 5.06 5.03 5.42 5.92 2.57 5.87 -0.21 0.52 -0.17 0.38 -0.05 -0.76

SLC35C2 2461 13.81 18.36 13.74 12.62 26.89 21.60 11.58 9.36 17.92 12.67 17.84 4.16 12.88 0.10 0.51 0.09 -0.03 1.06 0.28

SLC35D1 6475 1.62 3.11 3.20 2.69 2.08 3.25 2.24 2.60 2.78 3.25 2.66 1.41 2.72 -0.75 0.20 0.24 -0.01 -0.39 0.29

SLC35D2 1643 3.82 9.31 6.27 7.24 12.53 13.66 5.13 6.74 11.21 11.15 8.80 3.14 8.56 -1.16 0.12 -0.45 -0.24 0.55 0.63

SLC35D3 2371 0.03 0.15 0.00 0.00 0.10 0.07 0.00 0.00 0.01 0.01 0.06 -4.10 0.00 2.82 4.94 #NUM! #NUM! 4.31 0.27

SLC35E1 5109 6.88 12.33 11.18 7.66 10.26 4.67 10.64 9.40 5.75 6.09 8.83 3.14 7.97 -0.21 0.63 0.49 -0.06 0.36 -0.92

SLC35E2 6308 2.84 8.12 2.87 4.22 0.89 4.79 5.40 2.62 3.87 2.95 3.96 1.98 3.71 -0.38 1.13 -0.37 0.18 -2.06 0.28

SLC35E2B 6020 4.58 9.32 4.90 8.52 1.92 7.70 9.22 2.68 6.74 5.14 6.16 2.62 5.95 -0.38 0.65 -0.28 0.52 -1.63 0.32

SLC35E3 2347 3.25 2.09 2.19 2.44 3.71 3.10 1.28 2.11 1.83 2.61 2.80 1.48 1.96 0.73 0.09 0.16 0.32 0.92 0.15

SLC35E4 2542 1.69 2.05 0.99 1.00 2.65 1.42 1.90 1.89 0.00 3.83 1.64 0.71 1.91 -0.17 0.11 -0.94 -0.92 0.48 -0.20

SLC35F1 4852 0.10 0.23 0.12 0.07 0.03 0.38 0.40 0.15 0.88 0.24 0.16 -2.69 0.42 -2.11 -0.88 -1.79 -2.63 -3.59 1.30

SLC35F2 3184 2.80 4.29 3.79 5.96 3.57 3.90 6.77 10.24 2.79 7.69 4.05 2.02 6.87 -1.29 -0.68 -0.86 -0.20 -0.95 -0.06

SLC35F3 2891 0.05 0.14 0.02 0.01 0.09 0.21 0.16 0.00 0.19 0.28 0.09 -3.54 0.16 -1.81 -0.22 -2.90 -3.80 -0.77 1.26

SLC35F4 1779 0.00 0.08 0.04 0.00 0.02 0.11 0.19 0.00 0.61 0.03 0.04 -4.59 0.21 #NUM! -1.33 -2.43 #NUM! -3.76 1.46

SLC35F5 2875 4.77 5.90 6.98 8.25 6.57 10.87 5.67 7.86 6.62 15.00 7.22 2.85 8.79 -0.88 -0.57 -0.33 -0.09 -0.42 0.59

SLC35G1 2428 2.60 0.42 0.51 0.56 0.52 1.79 0.35 0.29 0.43 0.60 1.07 0.09 0.42 2.63 -0.01 0.29 0.43 0.31 0.75

SLC35G3 1874 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.02 0.00 0.02 0.00 -8.16 0.01 #NUM! -1.65 0.57 #NUM! #NUM! #NUM!

SLC35G5 1201 0.27 0.24 0.03 0.03 0.00 0.02 0.18 0.07 0.09 0.00 0.10 -3.34 0.09 1.66 1.50 -1.57 -1.47 #NUM! -2.20

SLC35G6 1195 0.00 0.01 0.00 0.00 0.00 0.00 0.03 0.01 0.00 0.02 0.00 -9.91 0.01 #NUM! -1.23 #NUM! #NUM! #NUM! #NUM!

SLC36A1 5821 1.34 2.72 2.14 3.18 2.18 1.30 1.64 1.49 1.43 1.10 2.14 1.10 1.42 -0.08 0.94 0.59 1.17 0.62 -0.72

SLC36A2 3439 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 0.00 0.01 0.00 -9.02 0.00 #NUM! #NUM! #NUM! 1.43 #NUM! 0.00

SLC36A3 2983 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 -9.53 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SLC36A4 2493 1.27 1.90 1.34 2.13 4.53 2.81 0.97 0.95 1.69 2.04 2.33 1.22 1.41 -0.15 0.42 -0.08 0.59 1.68 0.27

SLC37A1 3098 4.59 17.38 6.35 18.49 18.73 6.31 6.65 10.08 2.83 3.83 11.98 3.58 5.85 -0.35 1.57 0.12 1.66 1.68 -0.92

SLC37A2 4196 6.31 3.71 4.40 9.25 2.12 1.04 12.74 16.78 1.09 3.94 4.47 2.16 8.64 -0.45 -1.22 -0.97 0.10 -2.03 -2.11

SLC37A3 3335 5.38 10.53 8.65 11.25 6.11 10.44 5.87 7.86 10.22 13.51 8.72 3.13 9.36 -0.80 0.17 -0.11 0.26 -0.62 0.26

SLC37A4 2621 5.10 5.03 3.62 5.14 10.63 3.99 4.33 4.26 3.13 4.37 5.59 2.48 4.02 0.34 0.32 -0.15 0.35 1.40 -0.49

SLC38A1 8487 5.86 6.59 17.39 22.45 9.27 6.78 6.48 5.47 7.07 4.39 11.39 3.51 5.85 0.00 0.17 1.57 1.94 0.66 -0.75

SLC38A10 4303 10.00 16.78 11.53 22.32 36.51 10.40 10.21 9.88 25.75 9.37 17.92 4.16 13.80 -0.47 0.28 -0.26 0.69 1.40 -0.79

SLC38A11 1790 0.59 0.73 0.09 0.36 0.02 0.82 0.31 0.55 1.35 0.91 0.43 -1.21 0.78 -0.42 -0.10 -3.11 -1.14 -5.70 0.92

SLC38A2 4961 17.07 32.83 37.53 87.57 60.81 52.23 34.52 62.93 15.98 67.82 48.01 5.59 45.31 -1.41 -0.47 -0.27 0.95 0.42 0.12

SLC38A3 2572 0.09 0.25 0.01 0.03 0.07 0.12 1.46 0.35 0.21 0.39 0.09 -3.41 0.60 -2.78 -1.26 -5.56 -4.45 -3.07 0.29

SLC38A4 3999 0.29 0.77 0.20 0.41 0.56 0.31 0.09 0.28 0.05 0.35 0.42 -1.24 0.20 0.56 1.98 0.04 1.08 1.52 -0.46

SLC38A5 2006 5.36 26.98 11.02 3.67 88.88 3.55 4.91 2.45 6.18 5.82 23.25 4.54 4.84 0.15 2.48 1.19 -0.40 4.20 -2.71

SLC38A6 1947 2.82 3.65 3.31 3.02 4.45 7.01 1.26 1.83 2.92 4.18 4.04 2.01 2.55 0.15 0.52 0.38 0.24 0.80 0.79

SLC38A7 2773 3.37 6.28 3.80 12.23 5.94 2.49 2.12 1.90 2.12 1.35 5.69 2.51 1.87 0.85 1.74 1.02 2.71 1.67 -1.19

SLC38A8 1308 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC38A9 2554 3.38 3.13 2.25 6.24 3.70 5.98 2.47 2.52 3.67 4.07 4.11 2.04 3.18 0.09 -0.02 -0.50 0.97 0.22 0.54

SLC39A1 2445 40.36 0.00 0.00 0.00 0.00 0.00 19.16 16.57 0.00 0.00 6.73 2.75 8.93 2.18 #NUM! #NUM! #NUM! #NUM! #NUM!

SLC39A10 5386 1.96 4.85 2.44 2.01 6.31 5.28 1.87 2.07 3.25 4.62 3.81 1.93 2.95 -0.59 0.72 -0.28 -0.56 1.10 0.47

SLC39A11 2799 7.31 12.22 5.16 6.42 11.23 4.60 5.45 7.25 2.76 5.33 7.82 2.97 5.20 0.49 1.23 -0.01 0.30 1.11 -0.77

SLC39A12 2808 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 -9.25 0.00 #NUM! 2.18 #NUM! #NUM! #NUM! #NUM!

SLC39A13 2429 9.04 15.72 7.09 11.98 19.62 12.24 9.69 5.11 35.53 8.77 12.61 3.66 14.78 -0.71 0.09 -1.06 -0.30 0.41 -0.04

SLC39A14 4740 3.39 20.94 7.97 3.72 29.64 15.76 3.95 7.69 15.29 32.69 13.57 3.76 14.90 -2.14 0.49 -0.90 -2.00 0.99 0.22

SLC39A2 1418 8.80 1.71 3.47 2.29 0.47 3.84 10.10 6.36 3.12 8.99 3.43 1.78 7.14 0.30 -2.06 -1.04 -1.64 -3.92 0.16

SLC39A3 3005 11.07 7.04 11.57 12.24 16.08 7.67 7.79 3.96 17.77 7.85 10.94 3.45 9.34 0.24 -0.41 0.31 0.39 0.78 -0.51

SLC39A4 2342 47.45 18.88 18.15 17.49 58.78 8.22 5.02 2.80 8.50 3.78 28.16 4.82 5.02 3.24 1.91 1.85 1.80 3.55 -1.78

SLC39A5 2015 0.00 3.67 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.61 -0.71 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLC39A6 3637 11.68 15.72 20.69 19.22 31.98 22.07 8.38 12.27 10.75 16.49 20.23 4.34 11.97 -0.04 0.39 0.79 0.68 1.42 0.13

SLC39A7 2475 15.03 30.50 19.95 17.58 52.59 29.65 12.99 11.47 47.94 31.31 27.55 4.78 25.93 -0.79 0.23 -0.38 -0.56 1.02 0.11

SLC39A8 4098 6.92 10.30 5.77 6.96 18.83 10.82 5.86 5.79 10.50 8.53 9.93 3.31 7.67 -0.15 0.42 -0.41 -0.14 1.30 0.12

SLC39A9 5401 8.36 11.26 8.38 10.26 14.08 14.51 7.14 7.86 9.34 5.14 11.14 3.48 7.37 0.18 0.61 0.19 0.48 0.93 0.38

SLC3A1 2353 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC3A2 2350 28.29 61.66 58.76 60.28 376.89 65.90 35.18 32.59 49.03 60.19 108.63 6.76 44.25 -0.65 0.48 0.41 0.45 3.09 -0.72

SLC40A1 3381 23.57 31.87 16.30 8.66 4.65 48.29 11.58 9.93 19.52 23.28 22.22 4.47 16.08 0.55 0.99 0.02 -0.89 -1.79 1.12

SLC41A1 4869 3.35 6.84 7.76 5.88 4.92 6.61 4.51 4.29 10.17 7.29 5.89 2.56 6.56 -0.97 0.06 0.24 -0.16 -0.41 0.16

SLC41A2 3548 0.89 3.18 0.97 1.17 2.47 1.76 0.67 0.43 1.28 1.02 1.74 0.80 0.85 0.06 1.90 0.20 0.46 1.54 0.02

SLC41A3 2349 13.05 14.15 7.34 12.22 30.65 20.57 12.27 10.13 25.34 20.97 16.33 4.03 17.18 -0.40 -0.28 -1.23 -0.49 0.84 0.33

SLC43A1 2555 1.33 5.63 1.22 0.98 1.65 3.73 2.25 1.54 7.90 2.75 2.42 1.28 3.61 -1.44 0.64 -1.56 -1.89 -1.13 0.62

SLC43A2 3024 2.37 9.93 6.14 3.63 9.20 3.62 1.70 1.89 5.51 2.55 5.81 2.54 2.91 -0.30 1.77 1.07 0.32 1.66 -0.68

SLC43A3 2867 13.11 24.34 3.45 13.52 51.65 22.09 9.67 11.29 23.54 14.77 21.36 4.42 14.82 -0.18 0.72 -2.10 -0.13 1.80 0.05

SLC44A1 4540 12.09 18.09 15.65 17.58 17.22 17.17 13.45 14.24 10.44 18.42 16.30 4.03 14.14 -0.23 0.36 0.15 0.31 0.28 0.07

SLC44A2 3434 42.47 51.27 36.55 56.63 63.57 29.24 49.83 46.96 43.99 31.83 46.62 5.54 43.15 -0.02 0.25 -0.24 0.39 0.56 -0.67

SLC44A3 2418 2.41 7.25 3.34 2.26 5.75 3.61 2.16 1.81 1.24 4.37 4.10 2.04 2.40 0.01 1.60 0.48 -0.09 1.26 -0.19

SLC44A4 2646 2.08 92.81 9.07 0.56 0.22 3.75 0.57 0.98 1.55 2.14 18.08 4.18 1.31 0.67 6.15 2.79 -1.21 -2.56 -2.27

SLC44A5 3894 0.03 0.06 1.30 0.02 0.09 0.16 0.05 0.01 0.09 0.08 0.27 -1.86 0.06 -0.89 -0.06 4.46 -1.90 0.57 -0.80

SLC45A1 2401 0.33 0.85 0.32 0.19 0.29 0.77 0.80 0.47 4.26 1.45 0.46 -1.13 1.75 -2.40 -1.04 -2.47 -3.19 -2.58 0.75

SLC45A2 2769 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SLC45A3 3398 0.76 11.50 0.53 0.96 1.86 1.31 0.52 0.72 1.17 0.90 2.82 1.49 0.83 -0.13 3.79 -0.66 0.22 1.16 -1.11

SLC45A4 3376 2.76 2.64 5.02 1.89 4.21 1.54 1.05 1.86 2.01 0.95 3.01 1.59 1.47 0.91 0.85 1.77 0.36 1.52 -0.97

SLC46A1 6507 1.44 3.07 1.99 2.46 8.21 1.79 1.65 1.01 3.46 1.62 3.16 1.66 1.93 -0.42 0.67 0.04 0.35 2.09 -0.82

SLC46A2 2518 0.26 0.52 0.15 0.35 0.06 0.08 1.46 1.59 0.27 0.55 0.24 -2.08 0.97 -1.92 -0.90 -2.69 -1.47 -4.01 -1.49

SLC46A3 3372 1.52 6.39 1.56 1.90 0.58 5.49 1.14 1.13 3.83 3.82 2.91 1.54 2.48 -0.70 1.37 -0.67 -0.39 -2.10 0.92

SLC47A1 3279 1.92 3.66 0.40 0.62 0.56 2.74 5.89 4.92 9.58 4.08 1.65 0.72 6.12 -1.67 -0.74 -3.93 -3.29 -3.45 0.73

SLC47A2 2355 0.41 0.17 0.49 0.98 0.67 0.26 0.13 0.09 0.20 0.46 0.50 -1.01 0.22 0.89 -0.37 1.17 2.16 1.62 -0.95

SLC48A1 3034 9.01 8.33 5.80 7.10 11.28 6.90 14.82 8.75 9.89 8.90 8.07 3.01 10.59 -0.23 -0.35 -0.87 -0.58 0.09 -0.23

SLC4A1 4953 0.53 0.11 3.86 0.05 0.49 0.02 1.45 0.05 0.51 0.01 0.84 -0.25 0.51 0.06 -2.26 2.93 -3.47 -0.06 -5.53

SLC4A10 5717 0.03 0.10 0.02 0.01 0.01 0.15 0.04 0.02 0.02 0.04 0.05 -4.25 0.03 -0.04 1.57 -1.04 -2.52 -1.36 1.52

SLC4A11 3268 1.74 12.69 5.98 6.93 0.00 0.00 1.52 3.29 0.10 0.00 4.56 2.19 1.23 0.51 3.37 2.28 2.50 #NUM! #NUM!

SLC4A1AP 2982 8.05 7.66 18.77 12.92 11.41 11.06 7.66 7.89 7.34 8.33 11.65 3.54 7.81 0.04 -0.03 1.27 0.73 0.55 -0.07

SLC4A2 4943 11.20 17.55 19.17 18.19 22.28 10.36 14.94 5.98 20.26 12.21 16.46 4.04 13.35 -0.25 0.39 0.52 0.45 0.74 -0.67

SLC4A3 4255 0.49 3.87 0.28 1.73 1.15 1.03 0.92 0.98 3.10 0.89 1.43 0.51 1.47 -1.60 1.39 -2.37 0.23 -0.35 -0.47

SLC4A4 7693 0.01 2.46 0.04 0.01 0.01 0.14 0.11 0.04 0.36 0.15 0.45 -1.16 0.17 -4.06 3.89 -2.10 -3.73 -4.15 -1.62

SLC4A5 6364 0.27 0.52 0.00 0.00 0.00 0.72 0.43 0.00 0.00 0.00 0.25 -2.00 0.11 1.34 2.27 #NUM! #NUM! #NUM! 1.51

SLC4A7 7757 0.59 4.21 3.15 5.55 0.41 5.36 0.00 3.83 1.81 7.67 3.21 1.68 3.33 -2.49 0.34 -0.08 0.74 -3.02 0.74

SLC4A8 5218 0.03 0.28 0.14 0.19 0.04 0.16 0.03 0.03 0.01 0.06 0.14 -2.85 0.03 -0.08 3.08 2.06 2.55 0.16 0.16

SLC4A9 3293 0.00 0.00 0.01 0.00 0.06 0.00 0.00 0.02 0.01 0.02 0.01 -6.43 0.01 #NUM! #NUM! -0.44 #NUM! 2.23 #NUM!

SLC50A1 1363 26.52 28.00 21.98 12.64 73.90 30.42 14.75 13.12 17.90 19.11 32.24 5.01 16.22 0.71 0.79 0.44 -0.36 2.19 -0.08

SLC5A1 5061 1.65 2.14 0.10 0.24 0.00 0.29 3.51 3.41 0.00 2.22 0.74 -0.44 2.29 -0.47 -0.09 -4.50 -3.24 #NUM! -1.33

SLC5A10 2139 0.00 0.00 0.00 0.00 0.00 1.36 0.00 0.00 0.00 0.00 0.23 -2.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SLC5A11 2384 0.55 0.00 0.04 0.03 0.00 0.02 0.00 0.00 0.04 0.01 0.11 -3.23 0.01 5.46 #NUM! 1.68 1.19 #NUM! -2.41

SLC5A12 6253 0.00 0.00 0.01 0.00 0.00 0.12 0.00 0.00 0.01 0.02 0.02 -5.46 0.01 -1.12 -1.13 0.10 #NUM! #NUM! 2.38

SLC5A2 2279 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC5A3 11579 1.08 2.26 2.71 1.87 0.00 1.29 1.03 3.20 0.43 1.80 1.53 0.62 1.61 -0.57 0.48 0.75 0.21 #NUM! -0.25

SLC5A4 2029 0.05 0.37 0.05 0.03 0.00 0.28 0.20 0.32 0.36 0.18 0.13 -2.95 0.26 -2.28 0.48 -2.46 -2.95 #NUM! 1.09

SLC5A5 3594 0.04 0.32 0.64 0.04 0.10 0.06 0.01 0.00 0.01 0.05 0.20 -2.34 0.02 1.37 4.22 5.24 1.12 2.50 -1.78

SLC5A6 3357 6.39 4.70 12.01 4.08 14.34 0.00 0.00 2.39 0.00 0.00 6.92 2.79 0.60 3.42 2.97 4.33 2.77 4.58 #NUM!

SLC5A7 5158 0.00 0.01 0.00 0.01 0.00 0.11 0.02 0.01 0.38 0.07 0.02 -5.52 0.12 #NUM! -2.98 #NUM! -4.24 #NUM! 2.33

SLC5A8 3286 0.00 0.00 0.00 0.04 0.00 0.01 0.01 0.04 0.01 0.43 0.01 -6.99 0.12 #NUM! #NUM! #NUM! -1.59 #NUM! -0.16

SLC5A9 3293 0.09 1.61 0.05 0.00 0.02 0.61 0.14 0.19 0.12 0.16 0.40 -1.33 0.15 -0.76 3.39 -1.67 #NUM! -2.73 0.61

SLC6A1 4494 0.05 0.32 0.11 0.06 0.08 0.35 0.36 0.09 0.36 0.46 0.16 -2.63 0.32 -2.63 -0.01 -1.48 -2.47 -1.98 1.11

SLC6A10P 3839 0.23 0.01 0.12 0.04 0.08 0.34 0.06 0.01 0.00 0.08 0.13 -2.89 0.04 2.52 -2.54 1.66 -0.16 0.97 1.33

SLC6A11 1991 1.26 1.06 2.94 12.70 2.49 0.53 1.33 0.13 0.01 0.91 3.50 1.81 0.59 1.09 0.84 2.30 4.42 2.06 -2.73

SLC6A12 3500 0.02 0.29 0.20 0.14 0.24 0.29 0.17 0.46 0.16 0.32 0.20 -2.34 0.28 -3.49 0.04 -0.50 -0.98 -0.20 0.55

SLC6A13 2224 0.00 0.00 0.00 0.02 0.00 0.02 0.01 0.00 0.09 0.02 0.01 -7.22 0.03 #NUM! #NUM! #NUM! -0.88 #NUM! 1.75

SLC6A14 4564 0.74 7.97 1.35 0.20 14.00 1.99 0.81 1.52 0.01 0.40 4.37 2.13 0.68 0.11 3.54 0.98 -1.78 4.36 -1.14

SLC6A15 4830 0.37 0.18 0.44 0.18 0.01 0.20 0.30 1.31 0.06 0.31 0.23 -2.12 0.50 -0.43 -1.44 -0.18 -1.46 -5.48 -0.23

SLC6A16 2945 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC6A17 6422 0.01 0.04 0.02 0.75 0.72 0.08 0.01 0.01 0.07 0.06 0.27 -1.89 0.04 -1.61 -0.03 -0.65 4.37 4.30 -1.75

SLC6A18 2141 0.01 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.01 -6.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLC6A2 3887 0.25 0.12 0.00 0.45 2.83 0.49 0.20 0.01 0.17 0.15 0.69 -0.53 0.13 0.92 -0.13 #NUM! 1.76 4.41 -0.48

SLC6A20 5455 0.03 0.40 0.02 0.06 0.00 0.10 0.01 0.03 0.00 0.04 0.10 -3.27 0.02 0.56 4.14 -0.03 1.37 #NUM! -0.04

SLC6A3 3952 0.00 0.02 0.01 0.00 0.02 0.05 0.01 0.03 0.02 0.04 0.02 -6.02 0.03 #NUM! -0.35 -1.71 #NUM! -0.45 1.59

SLC6A4 4535 0.05 0.07 0.05 0.04 0.01 0.08 0.90 0.71 0.01 0.30 0.05 -4.40 0.48 -3.40 -2.82 -3.37 -3.48 -6.49 0.67

SLC6A6 6516 2.86 9.88 2.71 4.68 5.03 4.95 3.06 3.01 3.06 4.10 5.02 2.33 3.31 -0.21 1.58 -0.29 0.50 0.60 -0.02

SLC6A7 3756 0.03 0.52 0.02 0.02 0.00 0.02 0.00 0.01 0.00 0.01 0.10 -3.30 0.00 3.13 7.35 2.94 2.46 #NUM! -2.06

SLC6A8 3580 18.92 7.52 124.30 11.43 72.88 4.46 10.89 9.49 8.42 7.82 39.92 5.32 9.15 1.05 -0.28 3.76 0.32 2.99 -3.16

SLC6A9 3375 4.24 9.35 9.55 3.29 11.53 4.01 29.47 20.39 6.99 7.25 6.99 2.81 16.03 -1.92 -0.78 -0.75 -2.28 -0.48 -0.80

SLC7A1 7357 4.96 8.07 16.49 28.86 4.70 3.66 13.14 11.39 2.92 6.79 11.12 3.48 8.56 -0.79 -0.08 0.95 1.75 -0.86 -1.60

SLC7A10 1962 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC7A11 9648 0.12 0.44 1.53 0.37 0.31 0.13 0.12 0.12 0.02 0.05 0.48 -1.05 0.08 0.59 2.51 4.31 2.27 2.01 -1.85

SLC7A13 1865 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -8.67 0.00 1.98 #NUM! #NUM! #NUM! #NUM! #NUM!

SLC7A14 10133 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 -10.39 0.00 #NUM! -4.37 -0.60 -2.95 -3.41 #NUM!

SLC7A2 7584 0.52 4.74 2.65 2.10 15.25 3.73 2.00 3.61 4.33 3.91 4.83 2.27 3.46 -2.75 0.45 -0.38 -0.72 2.14 -0.37

SLC7A3 2289 0.10 0.82 0.04 0.05 0.00 0.70 0.38 0.23 0.15 0.97 0.28 -1.82 0.43 -2.17 0.92 -3.35 -3.25 #NUM! 1.30

SLC7A4 2323 1.42 0.40 0.01 2.11 0.07 0.21 0.26 0.31 0.29 0.30 0.70 -0.51 0.29 2.30 0.46 -4.40 2.87 -2.15 -1.71

SLC7A5 4543 12.12 90.30 23.99 18.07 230.94 6.29 18.56 14.47 8.76 8.76 63.62 5.99 12.64 -0.06 2.84 0.92 0.52 4.19 -3.34

SLC7A5P1 615 0.27 0.00 0.00 0.00 0.00 0.00 0.64 0.00 0.00 0.00 0.05 -4.47 0.16 0.76 #NUM! #NUM! #NUM! #NUM! #NUM!

SLC7A5P2 2552 1.23 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.40 0.00 0.21 -2.28 0.10 3.62 #NUM! #NUM! #NUM! #NUM! #NUM!

SLC7A6 6362 2.61 5.11 3.43 4.50 2.60 3.65 2.65 2.14 3.16 3.22 3.65 1.87 2.79 -0.10 0.87 0.30 0.69 -0.10 0.00

SLC7A6OS 1642 5.37 7.41 4.64 5.96 5.66 5.66 4.26 4.00 6.51 5.03 5.78 2.53 4.95 0.12 0.58 -0.09 0.27 0.19 -0.03

SLC7A7 2531 3.54 10.67 5.68 2.94 23.34 9.75 2.68 1.50 8.65 3.91 9.32 3.22 4.19 -0.24 1.35 0.44 -0.51 2.48 0.06

SLC7A8 4237 7.48 22.52 26.81 46.76 15.91 12.26 32.16 29.95 8.47 12.83 21.96 4.46 20.85 -1.48 0.11 0.36 1.17 -0.39 -0.84

SLC7A9 1789 0.14 0.00 0.08 0.19 0.08 0.30 0.12 0.05 0.10 0.33 0.13 -2.92 0.15 -0.03 #NUM! -0.94 0.33 -0.94 1.21

SLC8A1 6053 0.78 2.18 1.19 1.33 0.60 2.42 2.46 0.97 7.80 3.72 1.42 0.50 3.74 -2.26 -0.78 -1.65 -1.50 -2.63 0.77

SLC8A2 5111 0.06 0.10 0.04 2.24 3.87 0.23 0.36 0.04 2.14 0.18 1.09 0.12 0.68 -3.62 -2.83 -4.27 1.72 2.51 -2.27

SLC8A3 5268 0.04 0.00 0.04 0.05 0.06 0.15 0.08 0.06 0.11 0.03 0.05 -4.21 0.07 -1.01 #NUM! -0.86 -0.60 -0.39 1.43

SLC9A1 4587 5.70 13.38 33.97 40.81 15.11 4.97 7.34 6.69 9.38 6.26 18.99 4.25 7.42 -0.38 0.85 2.20 2.46 1.03 -1.93

SLC9A10 4138 0.02 0.09 0.01 1.17 0.07 0.06 0.02 0.00 0.00 0.06 0.23 -2.09 0.02 -0.03 2.23 -1.39 5.92 1.78 -2.08

SLC9A11 4427 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 -10.19 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SLC9A2 5446 0.00 0.13 0.01 0.01 0.02 0.03 0.01 0.00 0.00 0.03 0.03 -4.87 0.01 -0.96 3.79 0.26 0.36 1.26 -0.24

SLC9A3 2777 6.58 4.69 0.13 6.40 9.48 1.26 7.20 21.20 1.31 6.03 4.76 2.25 8.94 -0.44 -0.93 -6.05 -0.48 0.09 -1.91

SLC9A3R1 2013 56.22 76.78 220.36 180.97 54.81 28.90 120.51 104.92 14.99 50.80 103.01 6.69 72.81 -0.37 0.08 1.60 1.31 -0.41 -1.83

SLC9A3R2 2192 11.30 32.81 8.15 7.02 7.74 35.93 13.38 8.70 76.41 23.08 17.16 4.10 30.39 -1.43 0.11 -1.90 -2.11 -1.97 1.07

SLC9A4 4174 0.36 0.86 0.73 0.79 0.13 0.29 0.74 0.60 0.08 0.33 0.53 -0.92 0.44 -0.27 0.97 0.75 0.85 -1.73 -0.86

SLC9A5 3745 0.09 0.89 0.00 1.19 0.00 0.99 0.27 0.00 0.34 0.23 0.53 -0.93 0.21 -1.21 2.08 #NUM! 2.50 #NUM! 0.91

SLC9A6 4742 2.25 3.32 2.97 3.29 2.26 4.61 2.40 2.95 3.78 3.68 3.12 1.64 3.20 -0.51 0.05 -0.11 0.04 -0.50 0.56

SLC9A7 2200 0.69 2.89 2.25 2.67 2.05 2.79 0.53 0.80 0.17 0.60 2.22 1.15 0.53 0.38 2.45 2.10 2.34 1.96 0.33

SLC9A7P1 3306 0.26 0.12 0.04 0.05 0.21 0.08 0.08 0.10 0.15 0.10 0.13 -3.00 0.11 1.31 0.17 -1.51 -1.09 0.97 -0.71

SLC9A8 6255 1.42 5.07 4.17 3.20 1.82 1.82 2.26 2.15 1.57 1.27 2.92 1.54 1.81 -0.35 1.48 1.20 0.82 0.00 -0.68

SLC9A9 3647 3.58 4.54 4.44 5.50 0.78 5.16 5.26 7.40 8.51 5.65 4.00 2.00 6.70 -0.90 -0.56 -0.59 -0.29 -3.10 0.37

SLC9B1 1879 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLC9B2 3377 3.27 1.99 3.23 1.46 4.23 3.44 1.57 1.76 4.20 3.89 2.94 1.55 2.85 0.20 -0.52 0.18 -0.97 0.57 0.23

SLCO1A2 7695 0.00 0.01 0.77 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.13 -2.92 0.00 #NUM! 2.59 9.13 3.47 #NUM! -6.09

SLCO1B1 2800 0.00 0.00 0.21 0.00 0.00 0.00 0.05 0.07 0.00 0.01 0.03 -4.85 0.03 #NUM! #NUM! 2.73 #NUM! #NUM! #NUM!

SLCO1B3 2712 0.00 0.00 7.85 0.04 0.81 0.05 0.01 0.03 0.02 0.11 1.46 0.54 0.04 #NUM! #NUM! 7.56 0.09 4.28 -4.76

SLCO1B7 1923 0.00 0.00 1.42 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.24 -2.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLCO1C1 3471 0.02 0.02 0.15 0.03 0.02 0.66 0.01 0.02 0.14 0.29 0.15 -2.74 0.11 -2.78 -2.18 0.37 -1.86 -2.27 2.14

SLCO2A1 4234 6.06 15.84 6.37 3.39 3.00 17.85 13.02 19.09 41.55 21.59 8.75 3.13 23.81 -1.97 -0.59 -1.90 -2.81 -2.99 1.03

SLCO2B1 4362 3.76 19.74 8.45 6.45 13.36 9.83 6.75 6.63 10.56 8.67 10.26 3.36 8.15 -1.12 1.28 0.05 -0.34 0.71 -0.06

SLCO3A1 5106 7.99 10.44 5.67 9.63 5.32 9.48 10.92 10.13 6.93 8.42 8.09 3.02 9.10 -0.19 0.20 -0.68 0.08 -0.77 0.23

SLCO4A1 2796 2.00 2.14 2.14 1.86 16.13 1.54 3.44 7.45 6.18 8.71 4.30 2.10 6.45 -1.69 -1.59 -1.59 -1.80 1.32 -1.48

SLCO4C1 5334 0.07 0.12 0.03 0.01 0.02 0.26 0.05 0.04 0.02 0.02 0.09 -3.53 0.03 1.19 1.92 -0.22 -1.44 -0.86 1.60

SLCO5A1 3806 0.18 0.26 0.25 0.09 0.17 0.40 0.06 0.10 0.21 0.07 0.22 -2.16 0.11 0.70 1.25 1.17 -0.35 0.59 0.85

SLCO6A1 2544 0.00 0.00 0.07 0.15 0.00 0.10 0.00 0.00 0.00 0.00 0.05 -4.21 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.93

SLED1 751 0.44 0.00 0.21 0.34 0.04 0.31 0.09 0.00 0.12 0.22 0.22 -2.16 0.11 2.06 #NUM! 0.98 1.66 -1.37 0.47

SLFN11 5292 2.48 2.69 2.67 2.87 5.32 6.61 2.78 5.50 3.82 5.40 3.77 1.92 4.37 -0.82 -0.70 -0.71 -0.61 0.28 0.81

SLFN12 2405 0.91 0.95 1.34 1.17 0.21 1.77 0.27 0.68 1.21 1.23 1.06 0.08 0.85 0.10 0.16 0.65 0.46 -2.00 0.74

SLFN12L 1767 0.11 3.30 0.26 1.26 0.12 1.13 0.07 0.31 0.08 0.10 1.03 0.04 0.14 -0.35 4.56 0.88 3.17 -0.25 0.14

SLFN13 8469 1.95 0.00 3.73 8.35 4.22 0.00 0.51 1.53 0.00 0.00 3.04 1.60 0.51 1.93 #NUM! 2.87 4.03 3.05 #NUM!

SLFN14 2882 0.00 0.22 0.00 0.02 0.00 0.00 0.00 0.01 0.01 0.00 0.04 -4.64 0.00 #NUM! 5.64 #NUM! 2.41 #NUM! #NUM!

SLFN5 4660 2.80 12.43 8.81 17.76 5.45 5.10 2.81 3.49 6.17 3.14 8.72 3.12 3.90 -0.48 1.67 1.18 2.19 0.48 -0.78

SLFNL1 2133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLIRP 436 252.86 121.22 179.93 140.12 292.89 149.05 86.43 97.28 97.39 117.95 189.34 7.56 99.76 1.34 0.28 0.85 0.49 1.55 -0.35

SLIT1 7949 0.00 0.00 0.00 0.14 0.57 0.00 0.00 0.00 0.00 0.00 0.12 -3.06 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SLIT2 4950 1.09 8.07 5.94 2.59 0.02 5.03 7.68 6.33 7.91 7.13 3.79 1.92 7.26 -2.74 0.15 -0.29 -1.49 -8.47 0.41

SLIT3 5395 1.87 8.32 5.66 1.72 0.91 9.40 17.89 14.63 30.22 10.99 4.65 2.22 18.43 -3.30 -1.15 -1.70 -3.42 -4.33 1.02

SLITRK1 5201 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.07 0.02 0.00 -8.85 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SLITRK2 4417 0.05 0.08 0.04 0.01 0.00 0.17 0.18 0.07 0.51 0.19 0.06 -4.13 0.24 -2.37 -1.59 -2.63 -4.85 #NUM! 1.57

SLITRK3 4281 0.04 0.19 0.01 0.00 0.00 0.15 0.20 0.01 2.08 0.58 0.07 -3.93 0.72 -4.07 -1.92 -5.65 #NUM! #NUM! 1.15

SLITRK4 8767 0.02 0.11 0.01 0.08 0.00 0.07 0.21 0.18 0.14 0.02 0.05 -4.34 0.14 -2.56 -0.40 -3.34 -0.84 -5.66 0.56



SLITRK5 4461 0.00 0.14 0.01 0.00 0.00 0.13 0.20 0.14 1.32 0.49 0.05 -4.43 0.54 #NUM! -1.95 -6.31 #NUM! #NUM! 1.51

SLITRK6 4199 0.28 0.25 0.09 0.17 0.06 0.99 0.51 0.58 0.32 0.51 0.31 -1.71 0.48 -0.78 -0.96 -2.35 -1.49 -3.05 1.69

SLK 5629 6.69 13.77 20.34 25.12 6.38 12.27 20.22 26.50 6.36 18.39 14.10 3.82 17.87 -1.42 -0.38 0.19 0.49 -1.48 -0.20

SLMAP 4420 5.26 11.33 14.46 17.13 3.26 10.51 22.08 11.18 36.92 13.00 10.33 3.37 20.79 -1.98 -0.88 -0.52 -0.28 -2.67 0.03

SLMO1 1734 0.63 0.63 0.65 1.23 3.97 1.46 0.53 0.15 1.48 1.04 1.43 0.51 0.80 -0.34 -0.34 -0.30 0.63 2.32 0.03

SLMO2 2581 16.23 29.69 27.80 20.64 18.30 25.22 19.91 19.96 0.00 18.91 22.98 4.52 14.70 0.14 1.01 0.92 0.49 0.32 0.13

SLMO2-ATP5E 1027 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SLN 738 0.05 0.00 0.05 0.00 2.13 0.08 0.00 0.00 0.28 0.00 0.39 -1.38 0.07 -0.62 #NUM! -0.37 #NUM! 4.92 -2.27

SLPI 598 1410.32 1140.02 160.59 773.48 1052.28 214.41 466.12 1558.77 10.93 669.95 791.85 9.63 676.44 1.06 0.75 -2.07 0.19 0.64 -1.88

SLTM 4164 11.33 16.02 19.20 21.43 3.44 17.52 17.03 14.31 7.04 11.93 14.82 3.89 12.58 -0.15 0.35 0.61 0.77 -1.87 0.24

SLU7 3570 8.77 9.54 5.64 15.15 4.48 11.37 11.22 8.79 6.29 9.22 9.16 3.20 8.88 -0.02 0.10 -0.66 0.77 -0.99 0.31

SLURP1 537 205.53 91.61 6.53 3.09 3.04 14.95 543.74 545.98 0.25 149.68 54.13 5.76 309.91 -0.59 -1.76 -5.57 -6.65 -6.67 -1.86

SLX1A-SULT1A3 2218 0.00 6.38 0.00 10.26 0.00 0.00 0.00 2.26 0.00 0.00 2.77 1.47 0.57 #NUM! 3.50 #NUM! 4.18 #NUM! #NUM!

SLX4 7304 0.28 1.47 1.66 1.49 1.55 1.33 0.78 0.77 0.37 0.52 1.30 0.37 0.61 -1.12 1.28 1.45 1.29 1.35 0.04

SMA5 1759 1.10 15.22 5.41 6.00 1.46 5.67 3.99 7.02 3.30 3.65 5.81 2.54 4.49 -2.04 1.76 0.27 0.42 -1.62 -0.03

SMAD1 3056 10.00 8.48 20.69 14.69 7.98 13.91 4.27 7.32 12.60 10.78 12.63 3.66 8.74 0.19 -0.04 1.24 0.75 -0.13 0.14

SMAD2 10531 4.39 4.29 6.26 5.25 3.42 14.90 3.73 4.72 5.28 5.82 6.42 2.68 4.89 -0.16 -0.19 0.36 0.10 -0.52 1.22

SMAD3 6256 10.88 11.35 20.17 20.02 13.37 9.75 8.50 11.94 7.57 15.63 14.26 3.83 10.91 0.00 0.06 0.89 0.88 0.29 -0.55

SMAD4 8789 2.43 3.81 9.43 3.25 2.51 8.61 9.74 9.60 8.30 6.23 5.01 2.32 8.46 -1.80 -1.15 0.16 -1.38 -1.75 0.78

SMAD5 7096 2.55 5.50 2.58 8.93 2.53 7.72 4.62 9.11 6.72 8.52 4.97 2.31 7.24 -1.51 -0.40 -1.49 0.30 -1.52 0.64

SMAD5-AS1 1827 0.00 0.06 0.02 0.00 0.33 0.19 0.24 0.00 0.22 0.17 0.10 -3.33 0.16 #NUM! -1.36 -3.14 #NUM! 1.06 0.92

SMAD6 3018 6.76 7.93 2.46 3.52 6.63 3.02 2.76 2.36 6.59 3.33 5.05 2.34 3.76 0.84 1.08 -0.61 -0.10 0.82 -0.74

SMAD7 3088 5.32 10.97 8.44 7.04 8.48 22.94 7.42 15.55 16.36 37.35 10.53 3.40 19.17 -1.85 -0.81 -1.18 -1.45 -1.18 1.12

SMAD9 5592 0.40 1.81 0.34 0.58 0.20 1.74 1.78 0.76 3.13 1.91 0.85 -0.24 1.89 -2.25 -0.06 -2.48 -1.70 -3.24 1.04

SMAGP 1087 0.00 0.00 64.04 0.00 0.00 0.00 52.74 67.40 0.00 0.00 10.67 3.42 30.03 #NUM! #NUM! 1.09 #NUM! #NUM! #NUM!

SMAP1 3344 17.18 11.69 24.83 19.15 11.28 11.72 11.83 11.16 7.56 15.73 15.98 4.00 11.57 0.57 0.02 1.10 0.73 -0.04 -0.45

SMAP2 2946 7.93 20.04 21.31 18.30 13.82 20.95 14.23 12.21 15.13 10.46 17.06 4.09 13.01 -0.71 0.62 0.71 0.49 0.09 0.30

SMARCA1 4102 1.92 5.13 2.69 1.73 2.54 13.01 5.77 4.46 14.42 14.52 4.50 2.17 9.79 -2.35 -0.93 -1.86 -2.50 -1.95 1.53

SMARCA2 5758 8.84 12.49 11.90 7.31 3.07 15.06 10.79 12.37 27.21 15.06 9.78 3.29 16.36 -0.89 -0.39 -0.46 -1.16 -2.41 0.62

SMARCA4 5779 6.25 17.95 45.15 17.61 27.19 6.97 19.46 0.00 24.55 9.48 20.19 4.34 13.37 -1.10 0.42 1.76 0.40 1.02 -1.53

SMARCA5 7926 2.51 7.45 12.30 7.79 4.50 10.76 4.74 11.23 6.05 10.22 7.55 2.92 8.06 -1.68 -0.11 0.61 -0.05 -0.84 0.51

SMARCAD1 5114 3.65 7.00 8.17 7.54 1.45 6.27 5.18 5.14 3.41 4.56 5.68 2.51 4.57 -0.33 0.61 0.84 0.72 -1.66 0.14

SMARCAL1 3281 5.13 5.94 5.01 4.08 5.39 6.82 4.66 4.57 7.57 4.64 5.39 2.43 5.36 -0.06 0.15 -0.10 -0.39 0.01 0.34

SMARCB1 1717 40.11 36.53 63.47 40.72 41.78 41.53 28.75 29.48 39.31 30.95 44.03 5.46 32.12 0.32 0.19 0.98 0.34 0.38 -0.08

SMARCC1 5780 3.74 14.30 18.65 18.38 6.74 8.92 10.34 10.40 10.89 11.57 11.79 3.56 10.80 -1.53 0.41 0.79 0.77 -0.68 -0.40

SMARCC2 5588 0.00 16.91 22.25 18.69 0.00 0.00 15.40 13.32 28.92 0.00 9.64 3.27 14.41 #NUM! 0.23 0.63 0.38 #NUM! #NUM!

SMARCD1 3431 7.35 12.55 23.25 22.11 16.99 7.80 9.42 8.43 10.14 6.81 15.01 3.91 8.70 -0.24 0.53 1.42 1.35 0.97 -0.94

SMARCD2 2770 16.11 19.22 41.93 37.34 30.24 18.56 21.17 17.90 23.34 15.23 27.23 4.77 19.41 -0.27 -0.01 1.11 0.94 0.64 -0.55

SMARCD3 1728 8.05 15.11 0.00 4.97 0.00 14.65 11.17 9.87 16.73 16.44 7.13 2.83 13.55 -0.75 0.16 #NUM! -1.45 #NUM! 1.04

SMARCE1 2425 40.22 44.35 38.95 36.33 18.63 52.02 36.95 32.01 47.87 40.24 38.42 5.26 39.27 0.03 0.18 -0.01 -0.11 -1.08 0.44

SMC1A 9725 3.86 11.48 17.76 10.76 8.81 9.94 7.95 7.06 5.23 8.57 10.44 3.38 7.20 -0.90 0.67 1.30 0.58 0.29 -0.07

SMC1B 4266 1.81 2.19 2.39 4.45 0.46 2.97 0.00 0.00 0.00 0.06 2.38 1.25 0.02 6.77 7.05 7.18 8.07 4.80 0.32

SMC2 6054 4.83 4.14 11.86 7.84 3.02 4.82 2.86 4.62 0.64 2.28 6.08 2.61 2.60 0.89 0.67 2.19 1.59 0.22 -0.34

SMC3 4131 8.61 10.87 14.61 18.35 5.65 14.33 11.25 11.82 2.98 6.80 12.07 3.59 8.21 0.07 0.41 0.83 1.16 -0.54 0.25

SMC4 5297 15.01 15.96 39.36 65.96 8.30 13.94 16.20 11.56 1.51 2.59 26.42 4.72 7.97 0.91 1.00 2.31 3.05 0.06 -0.92

SMC5 5965 1.69 6.15 10.12 8.05 1.42 8.23 3.73 5.80 1.76 4.78 5.94 2.57 4.02 -1.25 0.61 1.33 1.00 -1.50 0.47

SMC6 5275 5.92 5.21 21.72 23.05 4.78 5.73 5.13 6.91 1.52 3.05 11.07 3.47 4.15 0.51 0.33 2.39 2.47 0.20 -0.95

SMCHD1 8672 3.44 10.48 8.26 7.61 3.76 8.20 7.35 6.73 3.27 5.99 6.96 2.80 5.84 -0.76 0.84 0.50 0.38 -0.64 0.24

SMCP 784 0.30 0.00 0.05 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.06 -4.10 0.01 4.73 #NUM! 2.17 #NUM! #NUM! #NUM!

SMCR5 2844 0.01 0.02 0.01 0.05 0.00 0.00 0.05 0.02 0.00 0.02 0.01 -6.13 0.02 -1.28 -0.28 -1.05 1.05 #NUM! #NUM!

SMCR7 2610 2.18 5.13 0.78 2.17 7.62 1.37 1.90 1.14 3.50 2.49 3.21 1.68 2.26 -0.05 1.18 -1.52 -0.06 1.76 -1.22

SMCR7L 5730 3.53 3.93 6.22 3.46 2.96 2.74 3.33 2.06 3.56 3.52 3.81 1.93 3.12 0.18 0.33 1.00 0.15 -0.08 -0.47

SMCR8 8327 1.39 4.46 5.82 5.52 1.34 1.09 2.48 1.80 1.52 1.21 3.27 1.71 1.75 -0.34 1.35 1.73 1.66 -0.39 -1.59

SMEK1 3894 5.01 12.29 18.24 14.42 11.48 20.39 10.49 8.44 9.47 11.81 13.64 3.77 10.05 -1.01 0.29 0.86 0.52 0.19 0.58

SMEK2 4470 12.97 15.19 29.37 19.45 5.70 15.16 14.39 13.46 9.40 15.80 16.31 4.03 13.26 -0.03 0.20 1.15 0.55 -1.22 -0.11

SMEK3P 3133 0.00 0.01 0.01 0.03 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -6.91 0.00 #NUM! 2.18 2.40 4.09 #NUM! #NUM!

SMG1 16065 3.30 6.78 8.04 14.24 0.00 5.15 4.11 7.84 2.49 5.02 6.25 2.64 4.87 -0.56 0.48 0.72 1.55 #NUM! -0.28

SMG5 4577 9.10 10.94 18.92 20.85 11.76 9.03 10.66 4.79 21.79 8.34 13.43 3.75 11.39 -0.32 -0.06 0.73 0.87 0.05 -0.57

SMG6 6331 1.30 11.21 5.92 7.49 3.32 8.13 6.57 7.76 16.32 6.15 6.23 2.64 9.20 -2.82 0.29 -0.64 -0.30 -1.47 0.38

SMG7 6054 6.22 14.98 18.62 17.94 9.18 10.91 9.57 9.05 8.16 7.46 12.98 3.70 8.56 -0.46 0.81 1.12 1.07 0.10 -0.25

SMG8 3283 2.14 2.89 2.70 3.23 4.90 2.08 1.71 1.31 3.28 2.67 2.99 1.58 2.24 -0.07 0.37 0.27 0.53 1.13 -0.53

SMG9 2371 4.93 10.50 15.67 17.01 11.02 11.83 6.74 6.07 8.12 7.76 11.82 3.56 7.17 -0.54 0.55 1.13 1.25 0.62 0.00

SMN1 1641 24.98 26.75 33.86 35.96 11.07 28.78 32.27 41.22 37.65 34.81 26.90 4.75 36.49 -0.55 -0.45 -0.11 -0.02 -1.72 0.10

SMN2 1634 10.00 22.57 15.46 5.85 67.79 34.80 10.37 18.32 35.65 19.51 26.08 4.70 20.96 -1.07 0.11 -0.44 -1.84 1.69 0.42

SMNDC1 2043 5.77 15.08 8.27 15.35 18.01 19.99 7.48 14.37 16.70 20.70 13.74 3.78 14.81 -1.36 0.03 -0.84 0.05 0.28 0.54

SMO 3772 4.80 5.48 3.99 4.41 5.80 5.81 10.01 4.37 8.83 9.81 5.05 2.34 8.26 -0.78 -0.59 -1.05 -0.90 -0.51 0.20

SMOC1 3716 0.25 18.70 0.10 4.99 75.11 1.01 3.32 0.14 12.74 0.66 16.69 4.06 4.21 -4.08 2.15 -5.41 0.24 4.16 -4.04

SMOC2 3150 3.17 15.88 2.49 2.83 1.53 20.12 8.22 3.16 57.14 23.73 7.67 2.94 23.06 -2.86 -0.54 -3.21 -3.02 -3.91 1.39

SMOX 2203 4.42 5.67 3.19 7.76 51.12 6.12 24.85 14.66 8.98 12.56 13.04 3.71 15.26 -1.79 -1.43 -2.26 -0.98 1.74 -1.09

SMPD1 2482 7.31 13.44 12.08 9.92 14.13 9.38 14.14 9.04 14.87 9.69 11.04 3.47 11.94 -0.71 0.17 0.02 -0.27 0.24 -0.24

SMPD2 1697 5.53 8.08 5.53 8.26 15.39 6.59 14.59 10.40 3.99 9.01 8.23 3.04 9.50 -0.78 -0.23 -0.78 -0.20 0.70 -0.32

SMPD3 5269 0.50 2.86 0.82 0.64 0.27 0.59 0.51 0.47 0.30 0.30 0.95 -0.08 0.40 0.35 2.85 1.05 0.70 -0.53 -0.69

SMPD4 4913 6.51 15.60 19.97 8.55 0.00 0.00 6.79 7.86 11.39 7.63 8.44 3.08 8.42 -0.37 0.89 1.25 0.02 #NUM! #NUM!

SMPDL3A 2210 10.97 16.33 10.32 11.04 2.56 22.50 11.89 18.38 6.94 16.90 12.28 3.62 13.53 -0.30 0.27 -0.39 -0.29 -2.40 0.87

SMPDL3B 1890 3.95 6.70 7.54 1.10 10.35 3.67 0.28 0.61 0.16 0.52 5.55 2.47 0.39 3.33 4.10 4.26 1.49 4.72 -0.60

SMPX 886 0.00 0.03 0.00 0.00 0.00 0.06 0.17 0.00 1.70 0.16 0.02 -6.03 0.51 #NUM! -3.91 #NUM! #NUM! #NUM! 1.92

SMR3A 598 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SMS 1844 17.21 27.31 23.44 25.95 113.22 74.18 19.83 15.30 47.56 31.74 46.88 5.55 28.61 -0.73 -0.07 -0.29 -0.14 1.98 0.66

SMTN 3336 4.85 97.47 18.32 28.20 9.23 19.55 155.04 16.53 344.94 43.20 29.61 4.89 139.93 -4.85 -0.52 -2.93 -2.31 -3.92 -0.60

SMTNL1 1649 0.10 0.82 0.00 0.63 0.49 0.00 0.38 0.10 0.00 0.14 0.34 -1.56 0.16 -0.61 2.39 #NUM! 2.03 1.66 #NUM!

SMTNL2 2285 0.22 0.56 0.20 0.18 0.09 0.87 0.25 0.14 4.29 1.26 0.35 -1.50 1.49 -2.73 -1.41 -2.90 -3.06 -4.00 1.30

SMU1 7091 3.34 5.35 6.23 2.45 12.09 8.11 4.63 5.12 22.53 25.45 6.26 2.65 14.43 -2.11 -1.43 -1.21 -2.56 -0.26 0.37

SMUG1 1570 16.95 10.39 9.98 15.72 41.91 18.68 8.33 6.45 16.39 11.36 18.94 4.24 10.63 0.67 -0.03 -0.09 0.56 1.98 -0.02

SMURF1 5781 3.46 10.84 14.08 11.85 5.78 4.74 7.07 9.45 4.73 7.91 8.46 3.08 7.29 -1.07 0.57 0.95 0.70 -0.33 -0.84

SMURF2 3866 3.19 6.06 5.06 7.22 2.86 4.71 3.58 3.68 3.41 4.47 4.85 2.28 3.79 -0.25 0.68 0.42 0.93 -0.41 -0.04

SMYD1 4441 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SMYD2 1689 17.60 8.15 11.89 16.38 27.15 24.09 10.72 9.70 12.20 16.92 17.54 4.13 12.38 0.51 -0.60 -0.06 0.40 1.13 0.46

SMYD3 1641 3.96 7.83 3.34 3.08 21.56 8.33 2.88 3.64 7.03 5.87 8.02 3.00 4.85 -0.29 0.69 -0.54 -0.65 2.15 0.06

SMYD4 4349 0.96 2.46 0.00 3.34 3.11 1.68 1.87 1.16 2.71 2.10 1.93 0.95 1.96 -1.04 0.33 #NUM! 0.77 0.67 -0.20

SMYD5 2585 5.68 6.77 11.10 4.34 10.35 4.02 6.02 4.24 6.34 4.78 7.04 2.82 5.35 0.09 0.34 1.05 -0.30 0.95 -0.81

SNAI1 1722 0.59 5.63 6.47 1.75 11.23 11.12 3.26 7.29 11.21 20.15 6.13 2.62 10.47 -4.16 -0.90 -0.69 -2.59 0.10 0.86

SNAI2 2112 21.88 16.13 8.99 15.08 12.77 14.31 19.50 37.06 13.19 18.60 14.86 3.89 22.09 -0.01 -0.45 -1.30 -0.55 -0.79 -0.05

SNAI3 1713 0.50 1.42 0.95 0.43 0.76 0.00 0.79 0.28 0.24 0.48 0.68 -0.56 0.45 0.16 1.67 1.09 -0.06 0.76 #NUM!

SNAP23 2650 8.69 12.68 10.37 8.49 8.79 25.19 9.26 7.99 26.98 22.59 12.37 3.63 16.70 -0.94 -0.40 -0.69 -0.98 -0.93 1.03

SNAP25 2053 0.11 1.46 0.14 0.12 0.04 0.72 0.31 0.23 1.83 0.48 0.43 -1.22 0.71 -2.75 1.03 -2.35 -2.61 -4.26 0.74

SNAP29 4277 8.84 9.04 10.95 11.44 5.64 7.48 7.43 6.68 7.77 5.31 8.90 3.15 6.80 0.38 0.41 0.69 0.75 -0.27 -0.25

SNAP47 2388 8.02 10.28 11.45 5.74 11.66 3.75 5.63 4.11 11.34 7.89 8.48 3.08 7.24 0.15 0.51 0.66 -0.33 0.69 -1.18

SNAP91 4742 0.02 0.09 0.02 0.00 0.00 0.07 0.06 0.05 0.17 0.19 0.03 -4.98 0.12 -2.89 -0.39 -2.67 #NUM! #NUM! 1.06

SNAPC1 2684 4.33 2.94 3.51 7.05 10.09 8.23 2.14 7.97 3.63 12.50 6.03 2.59 6.56 -0.60 -1.16 -0.90 0.10 0.62 0.45

SNAPC2 1561 5.38 9.34 8.97 8.18 17.45 8.44 11.29 6.42 33.76 11.85 9.63 3.27 15.83 -1.56 -0.76 -0.82 -0.95 0.14 -0.19

SNAPC3 3095 3.96 5.32 4.42 2.80 3.31 5.86 4.90 5.82 6.11 7.95 4.28 2.10 6.20 -0.65 -0.22 -0.49 -1.14 -0.90 0.45

SNAPC4 4661 1.84 4.65 2.63 4.66 5.17 1.38 2.30 1.64 1.58 0.94 3.39 1.76 1.61 0.19 1.53 0.70 1.53 1.68 -1.30

SNAPC5 785 7.39 0.00 0.00 0.00 0.00 5.63 0.00 0.00 12.62 0.00 2.17 1.12 3.15 1.23 #NUM! #NUM! #NUM! #NUM! 1.38

SNAPIN 1047 41.19 24.62 32.16 19.05 50.62 39.73 23.30 18.88 32.72 28.82 34.56 5.11 25.93 0.67 -0.08 0.31 -0.44 0.97 0.20

SNCA 3215 1.73 2.09 0.40 0.26 5.93 16.87 3.43 2.71 15.01 7.94 4.55 2.18 7.27 -2.07 -1.80 -4.17 -4.82 -0.29 1.89

SNCAIP 3569 9.84 18.74 2.45 4.77 3.79 12.68 6.35 5.38 8.36 6.41 8.71 3.12 6.62 0.57 1.50 -1.43 -0.47 -0.80 0.54

SNCB 1467 0.02 0.29 0.03 0.11 0.13 0.34 0.00 0.00 0.00 0.05 0.15 -2.70 0.01 0.71 4.43 0.95 3.05 3.20 1.14

SNCG 855 13.28 5.37 3.59 12.60 199.17 53.31 17.77 13.14 83.91 0.00 47.89 5.58 28.70 -1.11 -2.42 -3.00 -1.19 2.79 0.15

SND1 3522 20.89 38.98 44.02 31.02 43.96 41.28 24.67 32.13 55.24 33.77 36.69 5.20 36.45 -0.80 0.10 0.27 -0.23 0.27 0.17

SNED1 6834 1.57 9.22 1.83 0.85 0.55 5.46 4.71 5.18 12.79 5.02 3.25 1.70 6.93 -2.14 0.41 -1.92 -3.02 -3.65 0.75

SNF8 1226 19.73 13.07 17.69 14.19 81.70 36.90 12.35 9.66 52.29 30.80 30.54 4.93 26.28 -0.41 -1.01 -0.57 -0.89 1.64 0.27

SNHG1 1134 36.82 4.21 6.13 23.41 40.19 39.83 3.30 9.07 13.35 41.55 25.10 4.65 16.82 1.13 -2.00 -1.45 0.48 1.26 0.67

SNHG10 1972 0.90 1.74 1.53 1.04 1.30 1.80 1.70 0.74 1.26 2.18 1.39 0.47 1.47 -0.71 0.24 0.06 -0.49 -0.18 0.38

SNHG11 1101 6.03 7.71 1.47 9.71 10.73 1.60 1.71 2.21 3.00 2.15 6.21 2.63 2.27 1.41 1.77 -0.63 2.10 2.24 -1.96

SNHG12 758 4.05 8.69 4.69 7.71 17.73 19.93 5.73 5.05 5.83 18.93 10.47 3.39 8.88 -1.13 -0.03 -0.92 -0.20 1.00 0.93

SNHG3 2346 5.42 10.11 0.00 8.62 6.01 8.57 4.25 8.84 4.91 5.52 6.46 2.69 5.88 -0.12 0.78 #NUM! 0.55 0.03 0.41

SNHG4 1100 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNHG5 524 21.02 11.82 10.00 11.51 79.12 269.61 27.35 6.25 84.17 266.62 67.18 6.07 96.10 -2.19 -3.02 -3.26 -3.06 -0.28 2.00

SNHG6 472 162.33 86.58 208.57 126.67 485.11 323.25 156.73 115.93 220.01 311.96 232.08 7.86 201.16 -0.31 -1.22 0.05 -0.67 1.27 0.48

SNHG7 2176 11.87 15.69 6.25 14.87 48.60 32.40 20.80 20.07 39.59 51.52 21.62 4.43 32.99 -1.47 -1.07 -2.40 -1.15 0.56 0.58

SNHG8 653 46.92 21.20 31.64 40.31 72.37 407.58 39.69 32.15 150.99 634.41 103.34 6.69 214.31 -2.19 -3.34 -2.76 -2.41 -1.57 1.98

SNHG9 345 21.96 0.00 2.69 20.56 0.00 37.25 14.82 0.83 46.54 33.36 13.74 3.78 23.89 -0.12 #NUM! -3.15 -0.22 #NUM! 1.44

SNIP1 2531 2.19 3.54 3.61 4.29 6.77 6.07 3.09 3.57 4.78 6.82 4.41 2.14 4.56 -1.06 -0.37 -0.34 -0.09 0.57 0.46

SNN 3307 5.24 5.87 4.37 10.95 9.35 14.14 6.05 5.76 16.12 14.73 8.32 3.06 10.67 -1.03 -0.86 -1.29 0.04 -0.19 0.77

SNORA1 130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA10 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.31 9.23 0.00 #NUM! 4.63 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA11 131 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA11B 127 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA12 147 118.90 67.22 0.00 0.00 0.00 0.00 203.15 60.94 15.24 3.72 31.02 4.96 70.76 0.75 -0.07 #NUM! #NUM! #NUM! #NUM!

SNORA13 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA14A 134 12.71 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.12 1.08 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA14B 135 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA15 133 0.00 0.00 0.00 0.00 0.00 6.88 0.00 0.00 0.00 0.00 1.15 0.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA16A 134 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA16B 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA18 132 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA19 128 0.00 105.73 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 17.62 4.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA20 132 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 9.98 0.00 #NUM! 2.50 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA21 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA22 134 0.00 0.00 0.00 0.00 10.36 19.09 0.00 0.00 0.00 0.00 4.91 2.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.96

SNORA23 189 5.66 0.00 0.00 0.00 0.00 6.02 8.02 0.00 0.85 4.03 1.95 0.96 3.22 0.81 #NUM! #NUM! #NUM! #NUM! 1.63

SNORA24 131 0.00 0.00 0.00 0.00 0.00 12.14 0.00 0.00 0.00 0.00 2.02 1.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA25 134 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA26 122 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA27 126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA28 126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA29 140 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA2A 135 0.00 0.65 0.00 0.00 0.00 8.85 0.00 0.00 0.00 0.00 1.58 0.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.48

SNORA2B 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA3 130 0.00 0.00 0.00 0.00 0.00 13.22 0.00 0.00 0.00 0.00 2.20 1.14 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA30 129 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA31 130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA32 121 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA33 133 0.00 0.00 0.00 0.00 0.00 0.00 32.46 0.00 0.00 0.00 0.00 #NUM! 8.12 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA34 137 0.00 0.00 0.00 0.00 0.00 30.57 0.00 0.00 0.00 6.88 5.10 2.35 1.72 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORA36A 132 0.00 0.00 0.00 0.00 14.33 0.00 0.00 0.00 0.00 0.00 2.39 1.26 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA37 129 0.00 0.00 0.00 0.00 0.00 14.42 0.00 0.00 0.00 12.81 2.40 1.27 3.20 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORA38 132 0.00 0.00 0.00 43.00 0.00 11.18 0.00 0.00 0.00 0.00 9.03 3.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.31

SNORA38B 132 0.00 0.00 0.00 0.00 0.00 33.54 0.00 0.00 0.00 9.98 5.59 2.48 2.50 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORA39 136 0.00 0.00 0.00 34.28 0.00 0.00 0.00 0.00 0.00 0.00 5.71 2.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA4 137 0.00 0.00 0.00 32.49 8.30 15.29 0.00 0.00 0.00 13.76 9.34 3.22 3.44 #NUM! #NUM! #NUM! 3.24 1.27 0.71

SNORA40 127 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA41 132 0.00 0.00 0.00 0.00 0.00 11.18 0.00 0.00 0.00 0.00 1.86 0.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA42 134 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA44 132 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA45 131 0.00 0.00 0.00 0.00 13.17 0.00 0.00 0.00 21.77 54.10 2.19 1.13 18.97 #NUM! #NUM! #NUM! #NUM! -0.53 #NUM!

SNORA46 135 0.00 0.00 0.00 0.00 0.00 26.54 0.00 0.00 32.09 0.00 4.42 2.14 8.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORA47 138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA48 135 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA49 137 0.00 0.00 0.00 0.00 0.00 22.93 0.00 0.00 0.00 0.00 3.82 1.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA50 136 0.00 0.00 0.00 0.00 0.00 8.21 0.00 0.00 0.00 0.00 1.37 0.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA52 134 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA53 250 0.86 0.00 0.00 0.57 0.00 0.00 0.46 0.00 0.30 3.13 0.24 -2.07 0.97 -0.18 #NUM! #NUM! -0.76 #NUM! #NUM!

SNORA54 123 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 22.70 0.00 #NUM! 5.68 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA55 137 0.00 0.00 0.00 0.00 8.30 0.00 0.00 0.00 0.00 6.88 1.38 0.47 1.72 #NUM! #NUM! #NUM! #NUM! 2.27 #NUM!

SNORA56 129 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 12.81 0.00 #NUM! 3.20 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA57 149 0.00 0.00 0.00 0.00 3.98 0.00 0.00 0.00 0.00 0.00 0.66 -0.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA5A 134 0.00 0.00 0.00 0.00 0.00 9.54 0.00 0.00 0.00 25.65 1.59 0.67 6.41 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORA5B 132 0.00 0.00 0.00 0.00 0.00 0.00 0.00 67.69 0.00 0.00 0.00 #NUM! 16.92 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA5C 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA6 149 0.00 0.00 0.00 0.00 7.95 3.66 0.00 0.00 3.43 13.40 1.94 0.95 4.21 #NUM! #NUM! #NUM! #NUM! 0.92 0.92

SNORA60 136 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA61 130 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA62 154 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.62 0.00 #NUM! 0.66 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA63 135 0.00 0.00 0.00 0.00 19.20 132.68 0.00 0.00 0.00 23.81 25.31 4.66 5.95 #NUM! #NUM! #NUM! #NUM! 1.69 2.39

SNORA64 134 0.00 0.00 0.00 0.00 20.71 0.00 0.00 0.00 8.63 0.00 3.45 1.79 2.16 #NUM! #NUM! #NUM! #NUM! 3.26 #NUM!

SNORA65 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA66 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA67 137 43.59 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.27 2.86 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA68 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA69 132 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA70 135 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA70F 135 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA70G 142 0.00 0.46 0.00 0.83 0.00 0.00 0.00 0.40 0.00 0.00 0.22 -2.22 0.10 #NUM! 2.20 #NUM! 3.05 #NUM! #NUM!

SNORA71A 138 0.00 0.00 0.00 0.00 0.00 14.25 0.00 0.00 0.00 0.00 2.38 1.25 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA71B 136 0.00 0.66 0.00 0.87 0.00 0.00 0.00 0.00 0.00 0.00 0.25 -1.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA71C 138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA71D 138 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA72 132 0.00 0.00 0.00 0.00 12.13 11.18 0.00 0.00 20.11 19.96 3.88 1.96 10.02 #NUM! #NUM! #NUM! #NUM! 0.28 1.53

SNORA73A 207 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA73B 205 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA74A 200 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.66 2.51 0.00 #NUM! 0.79 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA74B 204 0.00 0.00 0.00 0.00 0.67 1.84 0.00 0.00 1.84 4.05 0.42 -1.26 1.47 #NUM! #NUM! #NUM! #NUM! -1.15 2.14

SNORA75 137 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 6.88 0.00 #NUM! 1.72 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA76 133 0.00 0.00 0.00 0.00 0.00 0.00 64.93 0.00 0.68 0.00 0.00 #NUM! 16.40 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORA77 125 0.00 113.44 0.00 67.89 0.00 0.00 0.00 0.00 0.00 0.00 30.22 4.92 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SNORA78 127 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA7B 139 0.00 0.00 0.00 0.00 0.00 26.62 0.00 0.00 0.00 0.00 4.44 2.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORA8 139 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA80 136 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!



SNORA80B 136 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA81 178 0.00 0.00 0.00 5.99 3.77 10.44 0.00 0.00 2.27 2.17 3.37 1.75 1.11 #NUM! #NUM! #NUM! 2.43 1.77 1.63

SNORA84 133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORA9 133 0.00 0.00 0.00 0.00 0.00 10.32 0.00 0.00 0.00 0.00 1.72 0.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORD10 148 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD114-4 104 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD15A 148 0.00 0.00 0.00 0.00 0.00 3.86 0.00 0.00 0.00 0.00 0.64 -0.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SNORD15B 146 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 12.06 0.00 0.00 #NUM! 3.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SNORD17 237 0.00 0.00 0.00 0.00 1.54 8.34 0.00 0.00 0.72 6.04 1.65 0.72 1.69 #NUM! #NUM! #NUM! #NUM! -0.14 2.34

SNORD22 126 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD23 110 0.00 513.71 0.00 311.46 0.00 0.00 2120.77 0.00 0.00 0.00 137.53 7.10 530.19 #NUM! -0.05 #NUM! -0.77 #NUM! #NUM!

SNORD3A 217 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD3C 217 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD8 109 0.00 0.00 0.00 0.00 0.00 192.07 0.00 0.00 0.00 165.00 32.01 5.00 41.25 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SNORD89 114 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNORD94 137 0.00 0.00 0.00 0.00 8.30 7.64 0.00 0.00 6.97 0.00 2.66 1.41 1.74 #NUM! #NUM! #NUM! #NUM! 2.25 1.52

SNORD97 142 0.00 0.00 0.00 0.00 11.89 87.62 0.00 0.00 10.11 9.93 16.58 4.05 5.01 #NUM! #NUM! #NUM! #NUM! 1.25 2.40

SNPH 5026 0.26 0.67 0.31 0.21 0.00 0.30 1.16 0.29 3.92 0.62 0.29 -1.78 1.50 -2.54 -1.15 -2.26 -2.82 #NUM! 0.03

SNRK 5236 2.44 9.84 9.56 6.00 2.01 9.36 12.22 29.03 12.21 18.25 6.54 2.71 17.93 -2.87 -0.87 -0.91 -1.58 -3.16 0.52

SNRNP200 7230 7.35 26.83 39.02 20.46 27.28 15.78 21.05 15.13 37.65 15.00 22.79 4.51 22.21 -1.59 0.27 0.81 -0.12 0.30 -0.53

SNRNP25 1103 9.93 5.80 9.61 6.55 32.22 22.99 4.26 4.15 16.64 12.87 14.52 3.86 9.48 0.07 -0.71 0.02 -0.53 1.76 0.66

SNRNP27 1452 14.61 13.65 13.16 17.48 24.83 30.05 13.33 15.08 21.80 22.27 18.97 4.25 18.12 -0.31 -0.41 -0.46 -0.05 0.45 0.66

SNRNP35 967 10.93 9.33 9.39 13.05 17.99 12.41 11.59 6.83 14.53 10.84 12.18 3.61 10.95 0.00 -0.23 -0.22 0.25 0.72 0.03

SNRNP40 1638 22.89 17.23 41.25 28.26 17.69 21.86 13.48 15.05 16.95 13.32 24.86 4.64 14.70 0.64 0.23 1.49 0.94 0.27 -0.19

SNRNP48 4173 1.24 2.70 3.12 3.01 1.06 3.33 1.75 1.86 1.48 2.25 2.41 1.27 1.84 -0.57 0.55 0.76 0.71 -0.79 0.47

SNRNP70 1940 29.28 70.21 73.23 77.93 79.17 50.99 51.80 54.08 55.27 47.38 63.47 5.99 52.13 -0.83 0.43 0.49 0.58 0.60 -0.32

SNRPA 1646 43.19 47.71 61.71 44.12 54.22 27.28 30.51 42.61 29.89 22.93 46.37 5.54 31.48 0.46 0.60 0.97 0.49 0.78 -0.77

SNRPA1 1068 25.22 13.30 20.57 18.09 42.64 31.79 13.59 10.09 11.53 25.36 25.27 4.66 15.14 0.74 -0.19 0.44 0.26 1.49 0.33

SNRPB 1153 87.65 68.33 114.42 141.26 453.33 137.95 54.54 47.28 116.42 100.95 167.16 7.39 79.80 0.14 -0.22 0.52 0.82 2.51 -0.28

SNRPB2 1692 23.21 40.32 22.73 23.52 35.69 55.01 16.82 13.97 35.69 24.75 33.41 5.06 22.81 0.03 0.82 -0.01 0.04 0.65 0.72

SNRPC 1231 77.00 43.07 66.80 73.38 190.95 58.81 33.52 29.54 44.22 34.17 85.00 6.41 35.36 1.12 0.28 0.92 1.05 2.43 -0.53

SNRPD1 1614 16.94 9.64 19.54 15.88 77.73 37.76 8.11 7.40 17.81 24.95 29.58 4.89 14.57 0.22 -0.60 0.42 0.12 2.42 0.35

SNRPD2 882 271.10 121.54 186.46 289.76 242.02 253.93 178.51 108.92 225.65 223.42 227.47 7.83 184.13 0.56 -0.60 0.02 0.65 0.39 0.16

SNRPD3 1385 106.31 32.29 59.92 122.79 71.31 71.70 33.62 51.85 36.78 48.17 77.39 6.27 42.61 1.32 -0.40 0.49 1.53 0.74 -0.11

SNRPE 1593 9.76 5.95 13.06 6.00 288.47 56.52 3.99 3.47 78.41 132.67 63.30 5.98 54.63 -2.48 -3.20 -2.06 -3.19 2.40 -0.16

SNRPF 806 28.40 12.66 22.47 18.03 210.16 144.88 12.82 9.26 89.77 46.92 72.77 6.19 39.69 -0.48 -1.65 -0.82 -1.14 2.40 0.99

SNRPG 606 145.23 68.75 130.43 82.75 461.76 161.30 54.05 55.75 170.44 114.74 175.03 7.45 98.75 0.56 -0.52 0.40 -0.26 2.23 -0.12

SNRPN 1605 27.39 26.71 13.15 16.03 7.18 67.41 31.11 20.07 83.30 71.39 26.31 4.72 51.47 -0.91 -0.95 -1.97 -1.68 -2.84 1.36

SNTA1 2345 4.69 5.00 4.66 5.90 9.98 6.68 7.19 5.03 26.69 6.09 6.15 2.62 11.25 -1.26 -1.17 -1.27 -0.93 -0.17 0.12

SNTB1 4975 0.29 2.24 1.79 1.65 0.53 3.70 1.52 1.57 3.41 3.09 1.70 0.77 2.40 -3.03 -0.10 -0.42 -0.54 -2.17 1.12

SNTB2 9771 2.23 4.61 2.88 4.43 1.77 4.89 4.95 5.27 6.25 4.45 3.47 1.79 5.23 -1.23 -0.18 -0.86 -0.24 -1.56 0.50

SNTG1 1889 0.00 0.00 0.00 0.00 0.06 0.01 0.09 0.00 0.00 0.00 0.01 -6.41 0.02 -3.10 #NUM! #NUM! #NUM! 1.24 0.12

SNTG2 1905 0.12 0.18 0.09 0.00 1.19 0.60 1.19 0.25 2.20 1.84 0.36 -1.47 1.37 -3.55 -2.96 -4.00 #NUM! -0.21 0.74

SNTN 1586 0.00 0.04 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.01 -6.87 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.86

SNUPN 1803 11.74 7.18 11.33 7.68 19.95 10.62 6.41 5.76 11.33 8.87 11.42 3.51 8.09 0.54 -0.17 0.49 -0.08 1.30 -0.10

SNURF 437 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNW1 2146 16.71 20.93 31.40 28.00 20.93 30.54 18.02 23.13 24.96 29.31 24.75 4.63 23.86 -0.51 -0.19 0.40 0.23 -0.19 0.30

SNX1 8221 18.04 10.10 9.08 21.91 21.39 34.01 10.19 17.84 47.45 24.63 19.09 4.25 25.03 -0.47 -1.31 -1.46 -0.19 -0.23 0.83

SNX10 2712 3.55 4.46 10.12 2.79 4.13 8.18 0.93 0.68 2.71 2.43 5.54 2.47 1.69 1.07 1.40 2.58 0.72 1.29 0.56

SNX11 2402 5.92 6.19 5.78 5.92 12.21 5.89 4.90 2.99 9.18 5.76 6.99 2.80 5.71 0.05 0.12 0.02 0.05 1.10 -0.25

SNX12 642 15.20 21.09 26.05 17.43 19.38 26.98 19.34 17.31 25.14 18.87 21.02 4.39 20.17 -0.41 0.06 0.37 -0.21 -0.06 0.36

SNX13 6371 4.01 3.92 4.11 4.80 1.49 5.44 3.48 3.69 2.93 4.38 3.96 1.99 3.62 0.15 0.12 0.18 0.41 -1.28 0.46

SNX14 3505 4.70 8.27 8.93 7.82 7.45 12.81 6.32 6.31 10.86 10.52 8.33 3.06 8.50 -0.85 -0.04 0.07 -0.12 -0.19 0.62

SNX15 1699 10.11 10.11 12.21 10.89 10.87 9.64 10.82 8.67 12.87 8.98 10.64 3.41 10.34 -0.03 -0.03 0.24 0.08 0.07 -0.14

SNX16 3471 1.05 1.06 2.14 1.12 0.72 5.21 0.99 1.57 2.48 3.74 1.88 0.91 2.20 -1.07 -1.06 -0.04 -0.97 -1.60 1.47

SNX17 2043 27.63 31.94 37.36 17.65 73.25 35.61 23.07 17.69 61.33 34.24 37.24 5.22 34.08 -0.30 -0.09 0.13 -0.95 1.10 -0.06

SNX18 5382 2.58 5.36 2.75 5.86 1.59 3.74 4.28 3.43 5.00 4.18 3.65 1.87 4.22 -0.71 0.34 -0.62 0.47 -1.41 0.04

SNX19 6095 4.93 11.08 2.44 5.10 2.56 4.72 7.18 6.50 14.13 9.57 5.14 2.36 9.35 -0.92 0.24 -1.94 -0.87 -1.87 -0.12

SNX2 2091 15.53 18.70 16.75 22.03 10.02 37.49 16.50 19.51 21.13 27.26 20.09 4.33 21.10 -0.44 -0.17 -0.33 0.06 -1.07 0.90

SNX20 3304 2.85 4.98 4.90 1.77 2.06 4.10 0.95 0.64 1.46 1.20 3.44 1.78 1.06 1.42 2.23 2.20 0.74 0.95 0.25

SNX21 3184 2.46 7.58 1.98 3.07 3.70 5.13 7.92 7.39 16.70 7.72 3.99 2.00 9.93 -2.02 -0.39 -2.33 -1.69 -1.43 0.36

SNX22 3614 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SNX24 2140 23.19 8.10 8.28 8.48 18.36 5.19 21.60 22.44 4.24 10.04 11.93 3.58 14.58 0.67 -0.85 -0.82 -0.78 0.33 -1.20

SNX25 3237 1.76 3.45 4.12 3.37 2.11 4.13 3.27 3.94 4.08 4.36 3.16 1.66 3.91 -1.15 -0.18 0.07 -0.21 -0.89 0.39

SNX27 7085 1.22 5.25 3.99 2.75 2.54 3.49 2.94 2.67 3.41 2.56 3.21 1.68 2.89 -1.24 0.86 0.47 -0.07 -0.19 0.12

SNX29 7011 1.77 4.08 2.49 4.70 0.99 1.69 3.44 2.79 2.97 2.26 2.62 1.39 2.86 -0.70 0.51 -0.20 0.71 -1.53 -0.63

SNX3 1497 102.33 84.01 92.74 86.96 166.11 154.35 91.37 80.10 249.18 140.36 114.42 6.84 140.25 -0.45 -0.74 -0.60 -0.69 0.24 0.43

SNX30 7616 1.55 2.89 2.42 2.73 0.99 2.27 1.19 1.58 1.34 1.86 2.14 1.10 1.49 0.06 0.95 0.69 0.87 -0.59 0.08

SNX31 2469 0.22 0.34 0.01 0.11 0.00 2.90 0.02 0.99 0.14 1.86 0.60 -0.74 0.75 -1.79 -1.16 -5.88 -2.78 #NUM! 2.28

SNX32 1719 0.00 0.40 0.13 0.18 0.02 0.17 0.12 0.22 0.23 0.12 0.15 -2.73 0.17 #NUM! 1.22 -0.35 0.11 -3.49 0.19

SNX33 3250 8.35 11.06 7.83 23.30 25.20 6.06 11.01 10.07 13.65 10.44 13.63 3.77 11.29 -0.44 -0.03 -0.53 1.05 1.16 -1.17

SNX4 2567 7.42 6.26 8.45 9.88 9.01 16.16 5.24 4.91 10.48 9.07 9.53 3.25 7.42 0.00 -0.25 0.19 0.41 0.28 0.76

SNX5 2154 29.12 48.90 34.42 56.89 23.92 46.41 17.88 22.63 28.54 36.96 39.94 5.32 26.50 0.14 0.88 0.38 1.10 -0.15 0.22

SNX6 3080 23.54 20.48 26.69 19.12 16.75 32.31 16.37 16.58 24.43 28.19 23.15 4.53 21.39 0.14 -0.06 0.32 -0.16 -0.35 0.48

SNX7 1792 14.25 9.86 16.62 13.64 15.46 18.33 7.13 8.70 14.69 13.40 14.69 3.88 10.98 0.38 -0.16 0.60 0.31 0.49 0.32

SNX8 4745 3.81 2.55 17.09 2.90 6.38 2.49 2.07 1.17 2.26 2.24 5.87 2.55 1.94 0.98 0.40 3.14 0.58 1.72 -1.24

SNX9 4200 8.01 23.17 9.86 11.03 7.00 26.52 16.33 17.94 26.32 35.75 14.27 3.83 24.08 -1.59 -0.06 -1.29 -1.13 -1.78 0.89

SOAT1 3407 1.57 3.32 2.58 1.94 3.89 5.86 1.38 2.89 3.50 4.07 3.19 1.67 2.96 -0.92 0.17 -0.20 -0.61 0.39 0.88

SOAT2 2073 0.05 0.54 0.03 0.00 0.07 0.29 0.12 0.05 0.10 0.13 0.16 -2.61 0.10 -0.96 2.40 -1.74 #NUM! -0.48 0.81

SOBP 6248 0.74 1.70 0.51 0.30 0.07 4.71 1.94 1.53 3.93 2.28 1.34 0.42 2.42 -1.70 -0.51 -2.24 -3.00 -5.22 1.81

SOCS1 1216 5.31 11.08 10.66 3.03 14.56 9.55 2.81 6.53 6.58 8.04 9.03 3.17 5.99 -0.17 0.89 0.83 -0.98 1.28 0.08

SOCS2 2210 16.96 36.38 20.82 9.04 3.42 44.02 23.76 21.78 94.97 62.66 21.77 4.44 50.79 -1.58 -0.48 -1.29 -2.49 -3.89 1.02

SOCS3 2746 5.70 72.94 119.98 59.47 338.60 274.73 20.41 108.55 265.80 422.27 145.24 7.18 204.26 -5.16 -1.49 -0.77 -1.78 0.73 0.92

SOCS4 7029 1.09 2.24 2.60 2.31 1.15 2.88 1.37 1.84 1.67 2.25 2.04 1.03 1.78 -0.71 0.33 0.55 0.38 -0.63 0.49

SOCS5 4510 2.23 4.17 3.25 2.41 1.24 9.57 2.56 2.84 6.57 13.03 3.81 1.93 6.25 -1.49 -0.59 -0.94 -1.37 -2.33 1.33

SOCS6 5846 1.46 3.82 1.15 3.64 0.67 3.08 4.23 4.65 2.57 6.01 2.30 1.20 4.37 -1.58 -0.19 -1.93 -0.26 -2.69 0.42

SOCS7 7978 0.77 1.20 1.24 1.21 0.36 0.71 1.89 0.98 1.15 1.32 0.91 -0.13 1.33 -0.78 -0.16 -0.11 -0.14 -1.89 -0.36

SOD1 981 56.46 43.94 53.49 105.30 413.73 237.33 73.23 61.24 278.68 221.25 151.71 7.25 158.60 -1.49 -1.85 -1.57 -0.59 1.38 0.65

SOD2 1593 166.65 323.75 1447.82 183.74 1557.17 481.64 46.06 197.83 112.62 271.72 693.46 9.44 157.06 0.09 1.04 3.20 0.23 3.31 -0.53

SOD3 1546 39.10 70.74 26.03 21.08 10.78 87.90 133.48 84.98 222.73 88.59 42.60 5.41 132.45 -1.76 -0.90 -2.35 -2.65 -3.62 1.04

SOHLH1 1997 0.00 0.00 0.00 0.00 0.00 3.41 0.00 0.00 0.00 0.00 0.57 -0.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SOLH 4759 3.19 10.60 7.19 10.08 7.00 2.13 7.88 6.15 3.57 3.60 6.70 2.74 5.30 -0.73 1.00 0.44 0.93 0.40 -1.65

SON 8412 12.49 37.91 41.15 73.44 22.13 18.79 28.73 30.57 13.81 20.57 34.32 5.10 23.42 -0.91 0.69 0.81 1.65 -0.08 -0.87

SORBS1 7226 1.77 11.55 1.28 1.63 0.51 9.47 13.02 3.32 49.61 14.17 4.37 2.13 20.03 -3.50 -0.79 -3.97 -3.62 -5.30 1.12

SORBS2 6344 1.09 2.92 1.16 0.49 1.06 6.16 12.72 5.37 20.21 3.96 2.14 1.10 10.56 -3.28 -1.85 -3.18 -4.44 -3.32 1.52

SORBS3 3140 23.82 49.92 28.85 31.07 44.76 35.14 76.33 53.59 84.36 48.39 35.59 5.15 65.67 -1.46 -0.40 -1.19 -1.08 -0.55 -0.02

SORCS1 7623 0.23 0.57 0.02 0.07 0.01 1.48 0.39 0.19 0.98 1.20 0.40 -1.33 0.69 -1.58 -0.27 -4.80 -3.33 -6.88 1.90

SORCS2 6061 0.25 1.78 1.18 0.39 1.40 0.91 0.70 0.62 4.95 0.93 0.99 -0.02 1.80 -2.84 -0.02 -0.61 -2.19 -0.36 -0.11

SORCS3 5757 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.07 0.01 0.00 -10.59 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SORD 2898 16.89 7.89 27.12 11.68 16.00 10.54 11.20 20.12 3.66 14.76 15.02 3.91 12.44 0.44 -0.66 1.12 -0.09 0.36 -0.51

SORL1 10973 1.62 4.95 3.59 4.59 0.87 3.98 5.30 6.86 3.27 3.96 3.27 1.71 4.85 -1.58 0.03 -0.43 -0.08 -2.48 0.28

SORT1 7034 4.32 9.62 10.19 2.08 4.54 6.88 11.34 7.97 10.03 5.58 6.27 2.65 8.73 -1.01 0.14 0.22 -2.07 -0.94 0.13

SOS1 8331 3.07 7.84 11.56 8.13 1.46 5.42 6.26 7.60 3.04 4.05 6.25 2.64 5.24 -0.77 0.58 1.14 0.63 -1.84 -0.20

SOS2 5313 4.37 6.62 9.64 8.94 1.31 4.53 8.42 5.09 3.58 4.41 5.90 2.56 5.38 -0.30 0.30 0.84 0.73 -2.04 -0.38

SOST 2322 0.05 0.05 0.00 0.00 0.07 0.06 0.05 0.19 0.06 0.04 0.04 -4.76 0.08 -0.86 -0.85 #NUM! #NUM! -0.37 0.74

SOSTDC1 1883 9.74 0.64 0.16 0.00 0.00 0.88 3.28 12.94 0.07 3.49 1.90 0.93 4.94 0.98 -2.96 -4.99 #NUM! #NUM! -1.11

SOX1 4108 0.00 0.00 0.02 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.00 -8.02 0.01 #NUM! #NUM! 0.60 #NUM! #NUM! -2.06

SOX10 2882 0.66 0.95 0.37 0.12 0.02 2.66 2.19 0.20 8.53 1.66 0.79 -0.33 3.14 -2.26 -1.73 -3.09 -4.76 -7.51 1.74

SOX11 8737 0.00 0.02 0.01 0.01 0.05 0.10 0.00 0.01 0.00 0.00 0.03 -5.08 0.00 -1.95 2.21 0.85 0.96 3.62 1.75

SOX12 4645 1.94 2.40 4.06 4.75 10.24 1.08 3.63 2.06 6.77 1.88 4.08 2.03 3.58 -0.89 -0.58 0.18 0.41 1.52 -1.91

SOX13 4088 2.79 8.45 4.31 8.31 8.35 6.92 5.13 4.79 10.71 5.45 6.52 2.71 6.52 -1.22 0.37 -0.60 0.35 0.36 0.09

SOX14 2043 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -7.33 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

SOX15 1394 32.26 0.00 0.00 136.37 63.02 0.00 41.37 34.12 0.00 23.16 38.61 5.27 24.66 0.39 #NUM! #NUM! 2.47 1.35 #NUM!

SOX17 2350 0.65 2.19 1.07 0.43 0.27 8.75 1.80 2.31 27.55 19.75 2.23 1.16 12.85 -4.30 -2.55 -3.58 -4.90 -5.59 1.97

SOX18 1718 6.91 14.39 17.37 2.86 2.49 9.05 19.48 16.53 52.23 9.48 8.84 3.14 24.43 -1.82 -0.76 -0.49 -3.10 -3.30 0.03

SOX2 2520 7.92 3.93 24.92 1.59 1.33 7.06 5.00 2.04 0.45 2.06 7.79 2.96 2.39 1.73 0.72 3.38 -0.58 -0.84 -0.14

SOX21 2537 1.58 0.50 3.83 0.15 0.07 1.05 1.12 0.77 0.00 0.75 1.20 0.26 0.66 1.26 -0.39 2.54 -2.16 -3.24 -0.19

SOX2OT 2529 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SOX3 2074 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.00 -8.83 0.02 #NUM! -0.70 #NUM! #NUM! #NUM! #NUM!

SOX30 3280 0.07 0.18 0.98 1.32 1.08 0.79 0.01 0.02 0.03 0.01 0.74 -0.44 0.02 2.21 3.52 5.96 6.40 6.11 0.10

SOX4 4912 11.19 31.72 12.81 24.26 18.80 26.34 6.34 9.00 9.48 20.80 20.85 4.38 11.41 -0.03 1.48 0.17 1.09 0.72 0.34

SOX5 4563 0.52 1.92 0.14 0.32 0.01 0.71 1.13 1.36 1.38 1.02 0.60 -0.73 1.22 -1.24 0.65 -3.13 -1.94 -6.77 0.24

SOX6 8979 0.18 0.44 2.44 0.39 0.01 0.33 0.73 0.63 0.32 0.33 0.63 -0.66 0.50 -1.51 -0.18 2.28 -0.37 -5.53 -0.93

SOX7 3219 6.15 2.87 2.97 7.77 7.99 19.05 51.41 23.16 13.91 37.43 7.80 2.96 31.48 -2.36 -3.45 -3.40 -2.02 -1.98 1.29

SOX8 3049 0.11 0.38 0.12 0.08 0.12 0.33 0.32 0.16 1.62 0.48 0.19 -2.40 0.64 -2.52 -0.76 -2.41 -3.08 -2.41 0.78

SOX9 3963 1.68 23.99 12.64 8.68 4.71 9.60 4.19 36.49 0.46 14.79 10.21 3.35 13.98 -3.06 0.78 -0.15 -0.69 -1.57 -0.09

SP1 7667 8.60 14.92 16.36 15.76 8.46 11.40 11.49 12.35 10.61 11.86 12.58 3.65 11.58 -0.43 0.37 0.50 0.44 -0.45 -0.14

SP100 5455 20.10 28.22 29.26 18.29 14.90 40.74 14.34 20.57 19.58 31.45 25.25 4.66 21.48 -0.10 0.39 0.45 -0.23 -0.53 0.69

SP110 2591 5.92 12.98 14.72 23.11 8.96 18.18 6.66 6.56 8.54 10.92 13.98 3.81 8.17 -0.46 0.67 0.85 1.50 0.13 0.38

SP140 3270 0.44 3.42 3.59 1.14 1.28 3.89 0.44 0.74 0.43 0.71 2.29 1.20 0.58 -0.41 2.56 2.63 0.98 1.14 0.76

SP140L 2668 1.12 4.71 9.38 4.48 2.89 5.75 3.72 3.45 2.17 3.91 4.72 2.24 3.31 -1.57 0.51 1.50 0.43 -0.20 0.29

SP2 3132 3.67 13.19 16.47 10.85 6.35 9.49 10.53 11.38 10.37 6.20 10.00 3.32 9.62 -1.39 0.45 0.78 0.17 -0.60 -0.08

SP3 6359 10.47 15.19 13.61 18.85 5.13 18.80 8.40 11.17 11.88 14.26 13.67 3.77 11.43 -0.13 0.41 0.25 0.72 -1.16 0.46

SP4 5811 0.66 1.61 2.94 1.47 0.38 2.17 1.06 1.35 1.07 1.38 1.54 0.62 1.22 -0.88 0.41 1.27 0.28 -1.70 0.50

SP5 1963 0.63 4.20 0.35 2.15 2.28 1.06 0.75 1.17 0.02 1.88 1.78 0.83 0.96 -0.59 2.14 -1.46 1.17 1.25 -0.74

SP6 3794 0.38 6.84 0.85 1.57 0.81 1.86 2.05 1.77 0.39 1.27 2.05 1.04 1.37 -1.83 2.32 -0.68 0.20 -0.76 -0.14

SP7 3010 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.02 0.00 0.00 -9.40 0.01 #NUM! 0.50 #NUM! #NUM! #NUM! #NUM!

SP8 3738 0.06 0.06 0.04 0.02 0.04 0.15 0.27 0.17 0.00 0.03 0.06 -3.98 0.12 -0.87 -0.87 -1.49 -2.71 -1.55 1.25

SP9 1455 0.61 0.00 0.32 0.02 0.16 0.00 0.02 0.02 0.00 0.03 0.19 -2.42 0.02 4.97 #NUM! 4.06 0.35 3.09 #NUM!

SPA17 955 4.89 0.00 0.00 0.00 7.99 0.00 0.00 0.00 0.00 0.00 2.15 1.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SPACA3 819 0.00 0.12 0.00 0.00 0.00 0.07 0.00 0.04 0.03 0.00 0.03 -4.98 0.02 #NUM! 2.68 #NUM! #NUM! #NUM! 1.12

SPACA4 978 0.13 2.02 0.64 0.00 0.03 0.39 1.44 0.33 0.00 0.23 0.53 -0.91 0.50 -1.98 2.01 0.35 #NUM! -4.09 -0.46

SPACA5 765 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPAG1 3958 0.00 2.77 4.48 3.68 1.61 3.01 1.23 1.34 0.96 0.00 2.59 1.37 0.88 #NUM! 1.65 2.35 2.06 0.87 0.22

SPAG11B 651 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.08 0.00 -8.06 0.03 -0.48 #NUM! #NUM! #NUM! #NUM! #NUM!

SPAG16 2189 4.98 6.97 2.25 3.10 7.80 18.06 6.08 11.10 11.99 18.95 7.19 2.85 12.03 -1.27 -0.79 -2.42 -1.96 -0.63 1.33

SPAG17 7125 0.53 1.59 3.90 0.91 0.00 1.53 0.98 7.43 0.00 1.93 1.41 0.50 2.59 -2.29 -0.70 0.59 -1.51 #NUM! 0.12

SPAG4 1452 2.80 3.42 1.85 1.86 25.48 3.65 1.72 2.97 1.41 1.70 6.51 2.70 1.95 0.52 0.81 -0.08 -0.07 3.71 -0.83

SPAG5 3824 5.60 4.80 13.96 10.13 6.51 4.05 1.66 3.05 0.33 1.10 7.51 2.91 1.54 1.87 1.64 3.18 2.72 2.08 -0.89

SPAG6 2630 0.03 1.48 0.19 0.00 0.03 0.60 0.00 0.00 0.00 0.02 0.39 -1.36 0.01 2.39 7.89 4.94 #NUM! 2.29 0.63

SPAG7 1038 18.43 20.01 22.79 16.83 50.66 43.97 18.69 21.35 58.65 38.31 28.78 4.85 34.25 -0.89 -0.78 -0.59 -1.02 0.56 0.61

SPAG8 2010 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPAG9 8273 2.47 6.82 7.52 7.30 2.81 8.64 6.31 7.84 8.38 12.39 5.93 2.57 8.73 -1.82 -0.36 -0.21 -0.26 -1.63 0.54

SPAM1 2438 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.90 0.00 #NUM! #NUM! #NUM! 6.17 #NUM! #NUM!

SPANXN1 613 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SPANXN3 623 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPARC 3178 165.11 412.88 306.22 199.17 225.60 469.95 240.23 113.73 1009.74 560.82 296.49 8.21 481.13 -1.54 -0.22 -0.65 -1.27 -1.09 0.66

SPARCL1 3058 68.76 241.78 28.58 37.31 3.66 660.14 321.57 256.18 708.12 464.79 173.37 7.44 437.66 -2.67 -0.86 -3.94 -3.55 -6.90 1.93

SPAST 5221 1.17 2.59 5.41 2.20 1.22 4.35 2.03 2.36 1.90 3.49 2.82 1.50 2.45 -1.06 0.08 1.14 -0.15 -1.01 0.62

SPATA12 2430 0.02 0.20 0.08 0.08 0.12 0.07 0.04 0.03 0.04 0.07 0.10 -3.37 0.05 -1.02 2.16 0.79 0.89 1.47 -0.50

SPATA13 8457 1.37 7.42 4.00 2.60 0.98 4.41 1.75 1.89 2.40 4.41 3.46 1.79 2.61 -0.93 1.51 0.62 -0.01 -1.42 0.35

SPATA17 1251 0.33 3.26 0.27 0.21 1.04 0.58 0.30 0.17 0.19 0.32 0.95 -0.07 0.25 0.44 3.73 0.14 -0.23 2.09 -0.71

SPATA18 4314 1.61 3.39 3.32 1.92 0.49 2.25 3.03 2.38 1.02 2.15 2.16 1.11 2.14 -0.41 0.66 0.63 -0.16 -2.13 0.06

SPATA19 866 0.07 0.07 0.00 0.00 0.00 0.00 0.04 0.11 0.00 0.00 0.02 -5.34 0.04 0.95 0.98 #NUM! #NUM! #NUM! #NUM!

SPATA2 4156 2.02 5.30 4.42 3.80 3.13 2.38 2.74 2.30 2.36 2.13 3.51 1.81 2.38 -0.24 1.16 0.89 0.67 0.39 -0.56

SPATA20 2640 19.14 24.10 4.88 18.27 23.70 15.78 9.50 7.18 21.08 10.54 17.65 4.14 12.08 0.66 1.00 -1.31 0.60 0.97 -0.16

SPATA21 2015 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SPATA22 1559 0.00 0.00 0.10 0.00 0.06 0.04 0.02 0.06 0.46 0.07 0.03 -4.96 0.16 #NUM! #NUM! -0.70 #NUM! -1.45 0.31

SPATA24 719 2.50 2.74 2.08 0.00 0.00 3.79 1.97 2.24 3.34 3.40 1.85 0.89 2.74 -0.13 0.00 -0.40 #NUM! #NUM! 1.03

SPATA2L 2388 2.14 5.61 3.31 4.95 6.81 3.49 5.99 5.34 5.03 8.75 4.39 2.13 6.28 -1.55 -0.16 -0.92 -0.34 0.12 -0.33

SPATA4 1233 0.00 0.02 0.00 0.00 0.02 0.02 0.02 0.02 0.08 0.06 0.01 -6.49 0.05 #NUM! -0.99 #NUM! #NUM! -1.11 0.90

SPATA5 8152 0.44 0.90 1.54 1.01 0.59 1.03 0.57 0.93 0.63 1.24 0.92 -0.12 0.84 -0.92 0.09 0.88 0.26 -0.52 0.17

SPATA5L1 2610 3.34 3.45 6.05 5.60 4.53 3.04 4.33 3.14 3.31 3.71 4.34 2.12 3.62 -0.12 -0.07 0.74 0.63 0.32 -0.51

SPATA6 5020 0.46 1.32 1.28 1.34 0.06 1.84 1.40 1.89 1.93 2.12 1.05 0.07 1.83 -2.01 -0.47 -0.51 -0.46 -4.88 0.81

SPATA7 2031 2.09 2.93 1.03 1.56 0.66 4.84 1.97 2.21 2.17 4.19 2.19 1.13 2.64 -0.33 0.15 -1.36 -0.75 -2.01 1.15

SPATA8 1041 0.06 0.00 0.07 0.08 0.00 0.03 0.00 0.00 0.08 0.00 0.04 -4.70 0.02 1.60 #NUM! 1.84 1.93 #NUM! -0.56

SPATA9 1243 0.05 0.26 0.03 0.09 0.00 0.46 0.00 0.15 0.40 0.02 0.15 -2.76 0.14 -1.57 0.89 -2.33 -0.65 #NUM! 1.63

SPATC1 2065 0.05 0.39 0.14 0.15 0.09 0.11 0.03 0.00 0.04 0.04 0.15 -2.69 0.03 1.04 3.90 2.44 2.48 1.79 -0.55

SPATS1 1134 0.00 0.00 0.00 0.00 0.99 0.09 0.00 0.00 0.00 0.00 0.18 -2.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.94

SPATS2 3796 4.88 4.86 9.21 6.41 10.61 6.34 7.27 9.44 4.66 6.52 7.05 2.82 6.97 -0.51 -0.52 0.40 -0.12 0.61 -0.15

SPATS2L 6335 27.90 20.18 51.47 62.06 12.37 45.87 38.49 34.94 36.07 28.72 36.64 5.20 34.55 -0.31 -0.78 0.57 0.84 -1.48 0.32

SPC24 654 3.03 3.09 6.45 2.68 9.38 0.88 1.46 1.55 0.19 0.43 4.25 2.09 0.91 1.73 1.77 2.83 1.56 3.37 -2.27

SPC25 1375 7.57 13.65 12.27 11.86 8.40 7.24 7.13 6.18 1.02 2.26 10.16 3.35 4.15 0.87 1.72 1.57 1.52 1.02 -0.49

SPCS1 1100 84.67 85.58 57.84 74.55 75.32 95.05 45.37 45.45 100.41 118.30 78.84 6.30 77.38 0.13 0.15 -0.42 -0.05 -0.04 0.27

SPCS2 2731 5.72 5.33 4.14 1.79 22.00 11.73 2.58 3.27 12.29 10.08 8.45 3.08 7.06 -0.30 -0.40 -0.77 -1.98 1.64 0.47

SPCS3 4596 11.34 23.31 15.86 16.37 17.67 26.63 13.28 13.55 34.39 24.53 18.53 4.21 21.44 -0.92 0.12 -0.43 -0.39 -0.28 0.52

SPDEF 1894 0.25 9.19 0.03 0.13 0.17 1.73 0.00 0.00 0.08 0.70 1.92 0.94 0.19 0.37 5.56 -2.49 -0.62 -0.24 -0.15

SPDYA 1830 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPDYC 882 2.05 0.00 2.02 0.00 0.00 0.13 0.00 0.00 0.00 0.00 0.70 -0.52 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.48

SPDYE1 2691 0.31 0.00 1.26 0.00 0.00 0.21 0.00 0.95 0.10 0.00 0.30 -1.75 0.26 0.24 #NUM! 2.27 #NUM! #NUM! -0.50

SPDYE2 1983 0.24 0.00 2.82 11.28 0.17 0.75 0.41 1.66 0.00 0.24 2.54 1.35 0.58 -1.25 #NUM! 2.29 4.29 -1.79 -1.76

SPDYE3 3206 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPDYE4 923 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SPDYE5 2667 0.17 2.84 1.81 1.90 0.13 0.28 0.84 1.21 0.07 0.26 1.19 0.25 0.59 -1.76 2.26 1.61 1.68 -2.21 -2.08

SPDYE6 3145 0.23 5.48 2.56 2.93 0.22 0.65 1.73 2.01 0.22 0.30 2.01 1.01 1.06 -2.22 2.37 1.27 1.46 -2.29 -1.62

SPDYE7P 6338 1.23 3.60 2.41 2.79 0.46 1.20 1.85 1.33 0.44 0.37 1.95 0.96 1.00 0.30 1.85 1.27 1.48 -1.10 -0.70

SPDYE8P 2884 0.20 0.97 0.79 1.35 0.25 0.46 0.19 0.27 0.29 0.35 0.67 -0.57 0.27 -0.43 1.82 1.52 2.30 -0.11 -0.56

SPECC1 3948 2.29 7.67 5.84 7.70 22.24 4.35 1.31 1.34 2.90 2.84 8.35 3.06 2.10 0.13 1.87 1.48 1.87 3.41 -0.94

SPECC1L 6795 3.90 6.16 6.73 6.56 2.60 4.68 5.73 5.37 7.28 5.00 5.10 2.35 5.84 -0.58 0.08 0.20 0.17 -1.17 -0.13

SPEF1 1597 0.00 0.61 0.00 0.00 0.05 0.06 0.04 0.04 0.05 0.07 0.12 -3.06 0.05 #NUM! 3.66 #NUM! #NUM! 0.05 -0.95

SPEF2 5651 0.37 3.09 0.13 0.18 0.01 1.81 1.48 1.79 1.01 2.23 0.93 -0.10 1.63 -2.12 0.92 -3.67 -3.15 -7.00 0.96

SPEG 10650 4.65 7.45 3.19 1.69 1.69 6.63 8.09 2.60 60.47 10.98 4.22 2.08 20.53 -2.14 -1.46 -2.68 -3.61 -3.60 0.65

SPEN 12227 2.20 7.65 13.01 11.26 1.62 3.29 8.43 9.04 2.11 4.60 6.51 2.70 6.04 -1.45 0.34 1.11 0.90 -1.90 -0.98

SPERT 1613 0.05 0.00 0.00 0.04 0.11 0.02 0.00 0.02 0.00 0.00 0.04 -4.74 0.00 3.56 #NUM! #NUM! 3.31 4.69 -1.30

SPESP1 1436 1.05 0.34 3.49 0.00 0.00 0.48 0.32 0.71 1.00 0.58 0.89 -0.16 0.65 0.68 -0.93 2.42 #NUM! #NUM! -0.90

SPG11 7817 3.47 8.32 7.95 7.27 1.21 17.65 5.37 7.05 4.03 4.96 7.64 2.93 5.35 -0.63 0.64 0.57 0.44 -2.15 1.21

SPG20 5031 4.03 13.58 11.74 5.66 2.53 19.72 11.62 25.85 18.44 25.68 9.54 3.25 20.40 -2.34 -0.59 -0.80 -1.85 -3.01 1.05

SPG21 1815 43.56 31.91 25.95 28.25 55.66 60.14 20.16 19.38 57.21 45.85 40.91 5.35 35.65 0.29 -0.16 -0.46 -0.34 0.64 0.56

SPG7 3096 12.72 12.08 9.33 13.05 12.00 8.71 10.21 6.62 13.85 7.36 11.31 3.50 9.51 0.42 0.34 -0.03 0.46 0.34 -0.38

SPHAR 1135 0.00 0.00 0.00 0.00 0.00 6.91 0.00 0.00 0.00 0.00 1.15 0.20 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58



SPHK1 2202 6.81 12.43 14.30 35.53 112.90 15.07 8.68 6.43 12.11 22.39 32.84 5.04 12.40 -0.86 0.00 0.21 1.52 3.19 -1.12

SPHK2 3012 0.00 0.00 0.00 0.00 0.00 1.10 2.57 0.00 0.00 1.91 0.18 -2.44 1.12 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SPHKAP 6913 0.03 0.17 0.00 0.00 0.00 0.12 0.09 0.38 0.07 0.25 0.05 -4.23 0.20 -2.72 -0.20 #NUM! #NUM! #NUM! 1.16

SPI1 1426 13.25 32.15 34.88 22.55 34.87 28.42 10.83 9.22 23.00 9.27 27.69 4.79 13.08 0.02 1.30 1.42 0.79 1.41 0.04

SPIB 1493 0.80 1.58 1.62 0.28 0.03 1.33 0.08 0.26 0.18 0.29 0.94 -0.09 0.20 1.98 2.96 2.99 0.48 -2.54 0.50

SPIC 1116 0.10 0.13 0.04 0.08 0.00 0.08 0.00 0.00 0.00 0.00 0.07 -3.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.23

SPICE1 5464 1.36 2.08 0.00 0.00 5.02 1.21 1.22 6.20 2.73 3.59 1.61 0.69 3.43 -1.33 -0.72 #NUM! #NUM! 0.55 -0.41

SPIN1 4535 10.35 25.66 19.02 14.26 13.97 29.15 13.30 16.46 32.05 30.48 18.73 4.23 23.07 -1.16 0.15 -0.28 -0.69 -0.72 0.64

SPIN2A 1351 0.29 0.29 0.00 0.09 0.04 0.00 0.00 0.06 0.00 0.00 0.12 -3.07 0.02 4.22 4.20 #NUM! 2.50 1.37 #NUM!

SPIN2B 1277 1.28 2.18 0.85 1.55 1.42 3.94 0.82 1.66 4.91 3.00 1.87 0.90 2.60 -1.02 -0.25 -1.61 -0.74 -0.87 1.08

SPIN3 4479 1.19 2.58 0.91 1.55 1.26 2.44 1.26 1.41 3.34 2.80 1.66 0.73 2.20 -0.88 0.23 -1.27 -0.51 -0.81 0.56

SPIN4 4112 1.28 2.15 3.50 6.66 2.57 3.10 0.91 2.46 1.11 3.87 3.21 1.68 2.09 -0.70 0.05 0.75 1.67 0.30 -0.05

SPINK1 454 0.00 1.59 0.12 0.00 0.73 0.09 0.21 0.00 0.00 0.00 0.42 -1.25 0.05 #NUM! 4.92 1.20 #NUM! 3.80 -2.30

SPINK13 509 0.00 9.29 0.00 0.00 0.29 0.34 0.08 0.00 0.07 0.00 1.65 0.73 0.04 #NUM! 7.95 #NUM! #NUM! 2.94 -2.29

SPINK2 591 1.67 0.51 0.22 0.16 0.17 3.30 1.83 4.23 0.11 6.20 1.01 0.01 3.09 -0.88 -2.59 -3.80 -4.30 -4.17 1.71

SPINK4 386 0.00 0.31 0.00 0.00 2.10 0.00 0.67 0.00 0.00 0.00 0.40 -1.32 0.17 #NUM! 0.89 #NUM! #NUM! 3.65 #NUM!

SPINK5 3745 180.00 187.25 24.18 16.12 0.69 10.76 965.40 1045.09 0.34 230.69 69.83 6.13 560.38 -1.64 -1.58 -4.53 -5.12 -9.67 -2.70

SPINK6 737 6.67 5.60 0.00 0.35 65.61 1.67 14.58 6.57 0.16 10.98 13.32 3.74 8.07 -0.28 -0.53 #NUM! -4.54 3.02 -2.99

SPINK7 566 307.68 205.14 1.58 29.97 0.00 10.96 1020.93 961.39 0.61 248.04 92.56 6.53 557.74 -0.86 -1.44 -8.47 -4.22 #NUM! -3.08

SPINK8 440 0.90 0.00 0.00 0.00 0.00 0.00 0.32 0.00 0.09 0.40 0.15 -2.74 0.20 2.16 #NUM! #NUM! #NUM! #NUM! #NUM!

SPINK9 453 0.00 0.00 0.23 0.00 0.00 0.00 0.20 0.20 0.00 0.00 0.04 -4.71 0.10 #NUM! #NUM! 1.20 #NUM! #NUM! #NUM!

SPINLW1 1998 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SPINLW1-WFDC6 1867 0.02 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 -8.36 0.01 1.14 -2.65 #NUM! #NUM! #NUM! #NUM!

SPINT1 2484 47.99 59.21 56.96 102.97 80.96 23.27 57.92 55.67 0.98 25.41 61.89 5.95 35.00 0.46 0.76 0.70 1.56 1.21 -1.41

SPINT2 1817 96.44 119.06 132.83 221.20 220.71 147.60 72.85 34.87 17.72 131.12 156.31 7.29 64.14 0.59 0.89 1.05 1.79 1.78 -0.08

SPIRE1 5444 2.28 4.56 1.39 4.42 2.57 4.34 2.82 3.27 4.28 5.09 3.26 1.71 3.86 -0.76 0.24 -1.47 0.19 -0.59 0.41

SPIRE2 3249 1.75 8.65 2.15 2.58 4.41 1.35 1.28 1.20 2.03 1.37 3.48 1.80 1.47 0.26 2.56 0.55 0.82 1.59 -1.37

SPN 6915 0.87 3.58 3.04 1.21 0.89 0.64 1.26 0.70 0.41 0.37 1.70 0.77 0.69 0.34 2.38 2.14 0.81 0.37 -1.41

SPNS1 2230 11.62 18.18 7.86 23.56 28.80 16.48 9.03 8.64 18.74 10.83 17.75 4.15 11.81 -0.02 0.62 -0.59 1.00 1.29 -0.11

SPNS2 4349 6.82 5.04 0.00 2.86 0.00 3.22 11.32 5.40 7.34 6.13 2.99 1.58 7.55 -0.15 -0.58 #NUM! -1.40 #NUM! 0.11

SPNS3 1915 0.20 0.85 0.92 0.22 0.26 0.78 0.12 0.28 0.36 0.37 0.54 -0.90 0.28 -0.48 1.59 1.70 -0.37 -0.13 0.53

SPO11 1826 0.00 0.00 0.02 0.04 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -6.10 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.97

SPOCD1 3888 0.73 5.24 0.14 6.38 0.74 2.21 0.69 0.05 2.85 1.06 2.57 1.36 1.16 -0.67 2.17 -3.05 2.46 -0.64 -0.22

SPOCK1 4841 4.99 23.31 4.15 2.43 0.57 17.10 7.55 6.30 10.10 11.32 8.76 3.13 8.82 -0.82 1.40 -1.09 -1.86 -3.94 0.97

SPOCK2 5345 2.04 12.20 10.44 4.47 2.33 7.84 1.64 1.81 2.76 2.66 6.55 2.71 2.22 -0.12 2.46 2.24 1.01 0.07 0.26

SPOCK3 3061 0.00 0.06 0.00 2.97 0.05 0.07 0.00 0.00 0.03 0.26 0.53 -0.92 0.07 -6.70 -0.21 #NUM! 5.35 -0.48 -2.85

SPON1 5400 5.47 23.52 3.77 5.28 0.25 6.22 17.39 11.32 22.53 6.84 7.42 2.89 14.52 -1.41 0.70 -1.95 -1.46 -5.85 -0.25

SPON2 2179 14.11 96.33 7.43 18.02 15.68 56.13 60.51 26.52 177.67 45.41 34.62 5.11 77.53 -2.46 0.31 -3.38 -2.11 -2.31 0.70

SPOP 3105 16.16 12.46 9.80 19.29 14.49 29.86 21.46 15.60 72.19 23.35 17.01 4.09 33.15 -1.04 -1.41 -1.76 -0.78 -1.19 0.81

SPOPL 5741 1.36 3.07 3.78 3.30 2.11 4.91 2.39 2.70 2.53 5.37 3.09 1.63 3.25 -1.25 -0.08 0.22 0.02 -0.62 0.67

SPP1 1641 21.40 7.53 29.48 132.15 385.25 62.35 0.47 4.38 6.48 16.95 106.36 6.73 7.07 1.60 0.09 2.06 4.22 5.77 -0.77

SPPL2A 2010 6.70 6.95 8.01 4.63 6.53 19.07 5.17 3.87 16.82 15.12 8.65 3.11 10.24 -0.61 -0.56 -0.35 -1.15 -0.65 1.14

SPPL2B 3832 3.07 9.73 5.91 10.91 5.92 3.54 4.67 2.95 6.58 4.10 6.51 2.70 4.57 -0.58 1.09 0.37 1.25 0.37 -0.88

SPPL3 3432 11.71 12.84 20.89 23.32 16.73 11.96 18.38 17.12 11.28 15.14 16.24 4.02 15.48 -0.40 -0.27 0.43 0.59 0.11 -0.44

SPR 1466 7.26 4.80 6.30 12.42 46.08 10.17 4.59 3.26 15.29 8.84 14.50 3.86 8.00 -0.14 -0.74 -0.34 0.64 2.53 -0.51

SPRED1 7255 1.33 3.71 2.37 1.69 1.40 8.41 2.78 2.58 4.98 7.74 3.15 1.66 4.52 -1.76 -0.28 -0.93 -1.42 -1.69 1.41

SPRED2 4457 2.43 9.33 7.40 4.26 3.40 6.69 9.54 10.12 6.07 7.55 5.59 2.48 8.32 -1.77 0.16 -0.17 -0.97 -1.29 0.26

SPRED3 1323 0.00 1.16 0.53 0.50 0.13 0.15 0.15 0.39 0.32 0.27 0.41 -1.28 0.28 #NUM! 2.03 0.91 0.81 -1.10 -1.43

SPRN 3188 0.54 0.00 0.00 0.00 0.00 0.00 0.75 0.00 0.00 0.64 0.09 -3.47 0.35 0.65 #NUM! #NUM! #NUM! #NUM! #NUM!

SPRNP1 2403 0.00 0.00 0.05 0.11 0.00 0.01 0.04 0.02 0.00 0.00 0.03 -5.10 0.01 #NUM! #NUM! 1.92 3.06 #NUM! -1.56

SPRR1A 671 2952.72 0.00 2611.35 0.00 0.70 227.12 5851.15 0.00 3.47 2365.59 965.32 9.91 2055.05 0.52 #NUM! 0.35 #NUM! -11.51 -2.09

SPRR1B 641 6238.88 3770.99 3091.76 3167.57 2.68 477.69 6422.20 0.00 2.88 2345.74 2791.59 11.45 2192.71 1.51 0.78 0.50 0.53 -9.68 -2.55

SPRR2A 692 2581.65 1089.97 120.71 971.56 0.66 84.68 1520.41 0.00 1.89 357.60 808.20 9.66 469.98 2.46 1.21 -1.96 1.05 -9.47 -3.25

SPRR2B 662 33.21 0.00 0.00 0.00 0.00 0.00 14.08 0.00 0.02 0.00 5.53 2.47 3.52 3.24 #NUM! #NUM! #NUM! #NUM! #NUM!

SPRR2C 678 78.37 0.00 0.00 0.00 0.00 0.00 22.44 0.00 0.03 0.00 13.06 3.71 5.62 3.80 #NUM! #NUM! #NUM! #NUM! #NUM!

SPRR2D 682 1231.33 323.71 69.35 811.12 0.14 26.54 315.28 0.00 0.09 53.41 410.37 8.68 92.20 3.74 1.81 -0.41 3.14 -9.36 -3.95

SPRR2E 762 1297.74 361.89 0.00 0.00 0.00 0.00 193.44 0.00 0.63 0.00 276.61 8.11 48.52 4.74 2.90 #NUM! #NUM! #NUM! #NUM!

SPRR2F 657 393.16 0.00 0.00 0.00 0.00 0.00 47.97 0.00 0.00 0.00 65.53 6.03 11.99 5.03 #NUM! #NUM! #NUM! #NUM! #NUM!

SPRR2G 650 8.28 0.00 0.00 0.00 0.00 0.00 2.88 0.00 0.09 0.00 1.38 0.47 0.74 3.47 #NUM! #NUM! #NUM! #NUM! #NUM!

SPRR3 1002 10133.10 3602.55 0.00 0.00 2.36 456.81 16910.80 0.00 9.19 7292.30 2365.80 11.21 6053.07 0.74 -0.75 #NUM! #NUM! -11.32 -2.37

SPRR4 766 1.81 1.11 0.00 0.00 0.12 0.71 2.45 0.00 0.00 0.87 0.63 -0.68 0.83 1.13 0.42 #NUM! #NUM! -2.79 0.19

SPRY1 2612 5.64 17.35 9.58 5.72 2.54 45.42 11.36 41.76 146.56 54.16 14.37 3.85 63.46 -3.49 -1.87 -2.73 -3.47 -4.65 1.66

SPRY2 2126 3.20 9.35 4.02 1.54 1.38 11.84 5.75 7.87 20.53 15.01 5.22 2.38 12.29 -1.94 -0.39 -1.61 -3.00 -3.16 1.18

SPRY3 9038 0.01 0.03 0.01 0.01 0.00 0.01 0.01 0.02 0.01 0.01 0.01 -6.41 0.02 -0.52 1.10 -1.36 -0.81 -1.68 -0.68

SPRY4 4992 0.93 2.81 2.91 2.37 3.27 2.69 2.13 1.64 5.05 3.25 2.50 1.32 3.02 -1.70 -0.10 -0.05 -0.35 0.11 0.11

SPRYD3 2949 9.21 0.00 12.48 12.89 19.61 0.00 18.96 0.00 35.97 0.00 9.03 3.18 13.73 -0.58 #NUM! -0.14 -0.09 0.51 #NUM!

SPRYD4 2122 3.80 4.83 4.51 3.73 8.64 5.65 4.23 4.66 5.08 5.71 5.20 2.38 4.92 -0.37 -0.03 -0.13 -0.40 0.81 0.12

SPRYD5 1648 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SPRYD7 3220 2.22 2.70 2.16 4.07 2.79 2.89 3.20 2.97 3.24 3.36 2.80 1.49 3.19 -0.53 -0.24 -0.57 0.35 -0.19 0.04

SPSB1 3130 10.39 32.67 11.48 22.31 7.74 20.92 9.59 13.79 23.19 32.73 17.59 4.14 19.83 -0.93 0.72 -0.79 0.17 -1.36 0.25

SPSB2 1272 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SPSB3 1553 19.18 25.63 11.61 26.31 34.12 20.40 24.85 16.89 27.78 18.40 22.87 4.52 21.98 -0.20 0.22 -0.92 0.26 0.63 -0.17

SPSB4 2455 0.01 0.23 0.04 2.10 0.47 0.42 0.06 0.10 0.21 0.02 0.55 -0.87 0.10 -3.11 1.28 -1.30 4.45 2.28 -0.38

SPTA1 8017 0.00 0.01 0.01 0.65 0.01 0.04 0.04 0.57 0.01 0.01 0.12 -3.06 0.16 #NUM! -4.06 -3.42 2.04 -4.74 -1.62

SPTAN1 7907 40.54 124.61 79.87 80.89 21.93 43.49 108.65 48.77 73.92 19.51 65.22 6.03 62.71 -0.63 0.99 0.35 0.37 -1.52 -0.58

SPTB 10074 1.05 1.14 2.44 0.00 0.97 0.72 1.26 0.50 0.00 0.68 1.05 0.07 0.61 0.78 0.90 2.00 #NUM! 0.66 -0.54

SPTBN1 10238 6.89 74.16 17.75 48.49 21.70 20.51 25.29 29.37 74.79 25.65 31.58 4.98 38.77 -2.49 0.94 -1.13 0.32 -0.84 -0.62

SPTBN2 7884 4.21 5.23 21.04 6.54 6.76 2.66 9.93 10.68 0.50 0.00 7.74 2.95 5.27 -0.33 -0.01 2.00 0.31 0.36 -1.54

SPTBN4 8705 0.03 0.16 0.06 0.05 0.13 0.14 0.24 0.12 0.76 0.37 0.10 -3.37 0.37 -3.54 -1.25 -2.62 -2.76 -1.48 0.57

SPTBN5 11739 0.00 0.00 0.00 0.00 1.68 0.00 0.00 0.00 0.17 0.00 0.28 -1.84 0.04 #NUM! #NUM! #NUM! #NUM! 5.34 #NUM!

SPTLC1 2780 28.32 24.30 17.60 23.60 31.09 34.10 20.13 24.53 29.59 31.26 26.50 4.73 26.38 0.10 -0.12 -0.58 -0.16 0.24 0.36

SPTLC2 8164 2.14 6.41 7.00 4.72 4.29 5.46 4.94 5.84 4.97 8.20 5.01 2.32 5.99 -1.49 0.10 0.23 -0.34 -0.48 0.13

SPTLC3 3855 0.63 1.96 1.48 2.37 0.93 1.65 4.83 4.35 0.92 2.94 1.50 0.59 3.26 -2.38 -0.74 -1.14 -0.46 -1.81 0.14

SPTSSA 2538 19.30 15.42 12.02 14.81 61.68 31.94 10.50 40.72 20.97 36.08 25.86 4.69 27.07 -0.49 -0.81 -1.17 -0.87 1.19 0.30

SPTSSB 2306 1.57 3.73 1.55 0.96 1.97 3.85 6.02 5.42 0.49 4.08 2.27 1.18 4.00 -1.35 -0.10 -1.37 -2.07 -1.02 0.76

SPTY2D1 5752 2.32 4.59 9.44 2.96 3.84 5.71 4.55 5.86 3.16 6.59 4.81 2.27 5.04 -1.12 -0.14 0.90 -0.77 -0.39 0.25

SPZ1 1873 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.66 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SQLE 2989 18.79 12.00 80.37 60.35 21.26 16.47 24.98 31.06 4.39 38.39 34.87 5.12 24.70 -0.39 -1.04 1.70 1.29 -0.22 -1.08

SQRDL 1682 43.52 27.91 48.87 49.43 59.63 32.39 24.67 24.36 17.54 32.62 43.63 5.45 24.80 0.81 0.17 0.98 1.00 1.27 -0.43

SQSTM1 2931 51.12 90.04 71.06 143.29 101.31 158.52 68.51 105.26 236.81 243.13 102.56 6.68 163.43 -1.68 -0.86 -1.20 -0.19 -0.69 0.63

SRA1 1965 15.75 0.00 13.60 0.00 39.85 19.81 8.41 6.78 22.87 18.52 14.84 3.89 14.15 0.15 #NUM! -0.06 #NUM! 1.49 0.42

SRBD1 3717 2.23 3.39 4.97 4.33 1.71 5.53 3.40 2.57 1.84 3.96 3.69 1.89 2.94 -0.40 0.20 0.76 0.56 -0.78 0.58

SRC 4145 9.64 22.31 15.14 33.82 25.32 9.88 13.70 10.00 16.93 14.99 19.35 4.27 13.91 -0.53 0.68 0.12 1.28 0.86 -0.97

SRCAP 10491 3.55 5.18 9.64 4.32 0.00 0.00 4.50 5.70 3.63 0.00 3.78 1.92 3.46 0.04 0.58 1.48 0.32 #NUM! #NUM!

SRCIN1 7050 0.02 0.74 0.18 1.46 1.24 0.18 0.06 0.04 0.30 0.04 0.64 -0.65 0.11 -2.60 2.76 0.71 3.74 3.51 -1.84

SRCRB4D 2806 0.00 0.00 0.00 0.52 0.00 0.23 0.00 0.00 0.00 0.00 0.12 -3.00 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.87

SRD5A1 2285 10.51 5.47 11.69 21.35 6.29 7.35 6.18 9.06 2.44 9.91 10.44 3.38 6.90 0.61 -0.33 0.76 1.63 -0.13 -0.51

SRD5A1P1 2155 0.01 0.00 0.00 0.06 0.05 0.03 0.00 0.00 0.00 0.02 0.03 -5.21 0.01 0.69 #NUM! -0.41 3.28 2.94 0.30

SRD5A2 2446 0.07 0.15 2.88 0.06 0.00 0.46 2.97 0.16 2.83 0.87 0.60 -0.73 1.71 -4.70 -3.47 0.76 -4.95 #NUM! -0.38

SRD5A3 4089 21.06 10.50 9.34 9.13 6.96 4.19 10.29 20.55 0.00 5.63 10.20 3.35 9.12 1.21 0.20 0.04 0.00 -0.39 -1.28

SREBF1 5012 8.84 25.64 78.72 24.54 35.24 21.81 12.85 16.23 10.36 31.63 32.47 5.02 17.77 -1.01 0.53 2.15 0.47 0.99 -0.57

SREBF2 4325 23.03 24.36 63.10 33.84 9.21 9.55 27.54 24.83 10.47 16.04 27.18 4.76 19.72 0.22 0.30 1.68 0.78 -1.10 -1.51

SREK1 4222 15.18 29.98 14.16 35.53 3.27 15.44 28.70 20.91 5.75 10.07 18.93 4.24 16.36 -0.11 0.87 -0.21 1.12 -2.32 -0.29

SREK1IP1 6856 2.44 3.20 2.54 7.38 43.04 5.85 4.26 3.86 2.70 4.17 10.74 3.43 3.75 -0.62 -0.23 -0.56 0.98 3.52 -0.88

SRF 4343 5.44 15.03 35.25 16.99 12.52 14.26 25.54 49.93 49.83 25.71 16.58 4.05 37.75 -2.79 -1.33 -0.10 -1.15 -1.59 -0.22

SRFBP1 2836 1.68 2.77 3.73 2.45 1.18 3.69 1.43 3.17 2.30 2.71 2.58 1.37 2.40 -0.51 0.20 0.63 0.03 -1.03 0.52

SRGAP1 8475 0.70 2.97 2.80 2.12 1.06 1.34 1.30 1.04 0.60 1.18 1.83 0.87 1.03 -0.57 1.53 1.44 1.04 0.04 -0.45

SRGAP2 6306 3.59 9.58 22.64 15.41 7.18 8.69 7.53 19.43 11.03 10.47 11.18 3.48 12.12 -1.76 -0.34 0.90 0.35 -0.75 -0.36

SRGAP2P2 1033 3.36 14.19 23.29 31.28 4.35 9.41 9.26 18.50 12.04 8.59 14.31 3.84 12.10 -1.85 0.23 0.94 1.37 -1.48 -0.61

SRGAP3 8901 0.42 0.70 2.49 0.96 0.70 0.59 0.57 0.81 0.14 0.35 0.97 -0.04 0.47 -0.15 0.58 2.42 1.05 0.59 -0.73

SRGN 1270 59.31 89.55 128.23 64.19 179.17 319.79 30.90 92.93 199.96 178.52 140.04 7.13 125.58 -1.08 -0.49 0.03 -0.97 0.51 1.19

SRI 2030 15.95 41.80 16.57 49.11 266.66 45.29 12.50 14.37 74.53 42.97 72.56 6.18 36.09 -1.18 0.21 -1.12 0.44 2.89 -0.68

SRL 4219 0.11 0.23 1.88 0.08 0.10 0.52 0.32 0.14 3.18 0.45 0.49 -1.04 1.02 -3.21 -2.17 0.88 -3.59 -3.31 0.10

SRM 1273 37.78 39.62 66.78 43.42 42.97 29.44 33.31 21.15 46.56 23.20 43.33 5.44 31.05 0.28 0.35 1.10 0.48 0.47 -0.56

SRMS 1516 0.00 1.53 0.20 0.00 2.54 0.13 0.31 0.00 0.00 0.05 0.73 -0.44 0.09 #NUM! 4.09 1.13 #NUM! 4.82 -2.46

SRP14 1126 221.85 165.93 143.83 182.30 175.53 298.73 418.23 141.86 332.50 328.06 198.03 7.63 305.16 -0.46 -0.88 -1.09 -0.74 -0.80 0.59

SRP19 1967 9.10 9.13 16.00 19.45 22.64 21.05 9.39 5.33 15.53 18.27 16.23 4.02 12.13 -0.41 -0.41 0.40 0.68 0.90 0.38

SRP54 2298 12.02 14.82 17.71 17.40 14.05 20.77 11.80 12.04 11.16 16.30 16.13 4.01 12.83 -0.09 0.21 0.47 0.44 0.13 0.37

SRP68 2515 31.64 28.98 35.43 38.27 40.25 27.00 32.69 23.66 28.84 26.88 33.60 5.07 28.02 0.18 0.05 0.34 0.45 0.52 -0.32

SRP72 3893 25.19 25.74 37.51 25.86 13.13 24.54 20.95 24.89 16.40 27.13 25.33 4.66 22.34 0.17 0.20 0.75 0.21 -0.77 -0.05

SRP9 1648 104.07 78.85 75.54 73.04 82.46 130.60 62.82 53.96 96.01 95.04 90.76 6.50 76.96 0.44 0.04 -0.03 -0.08 0.10 0.52

SRPK1 4408 7.89 12.13 18.18 16.09 14.23 10.87 12.71 12.11 4.24 11.13 13.23 3.73 10.05 -0.35 0.27 0.85 0.68 0.50 -0.28

SRPK2 3737 5.35 6.32 9.33 15.87 6.14 6.61 5.86 7.69 5.78 7.18 8.27 3.05 6.63 -0.31 -0.07 0.49 1.26 -0.11 -0.32

SRPK3 2014 0.00 0.00 0.51 0.10 0.00 1.06 0.81 0.43 1.33 0.40 0.28 -1.85 0.74 #NUM! #NUM! -0.55 -2.85 #NUM! 1.93

SRPR 3100 29.52 45.54 35.63 36.48 24.92 32.54 33.68 34.22 43.61 36.74 34.11 5.09 37.06 -0.33 0.30 -0.06 -0.02 -0.57 -0.07

SRPRB 2880 24.90 9.85 12.74 9.07 18.89 11.35 4.95 6.66 9.77 10.52 14.47 3.85 7.98 1.64 0.30 0.68 0.19 1.24 -0.35

SRPX 1920 1.94 6.37 3.13 1.52 1.77 15.61 6.97 4.03 39.17 15.43 5.05 2.34 16.40 -3.08 -1.36 -2.39 -3.43 -3.21 1.63

SRPX2 2206 10.10 14.32 5.44 8.20 8.61 5.59 7.87 3.23 13.93 5.72 8.71 3.12 7.69 0.39 0.90 -0.50 0.09 0.16 -0.64

SRR 2477 2.21 2.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.71 -0.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SRRD 1310 14.13 8.40 6.79 8.07 10.17 8.14 4.68 4.94 6.26 8.76 9.28 3.21 6.16 1.20 0.45 0.14 0.39 0.72 -0.19

SRRM1 3952 17.68 29.90 43.31 40.96 10.38 18.50 28.60 31.35 10.33 17.44 26.79 4.74 21.93 -0.31 0.45 0.98 0.90 -1.08 -0.53

SRRM2 9379 12.55 80.86 52.72 66.44 18.46 18.14 50.78 63.72 26.51 24.82 41.53 5.38 41.46 -1.72 0.96 0.35 0.68 -1.17 -1.19

SRRM3 3651 5.09 3.38 1.33 10.60 3.42 2.71 5.78 7.77 3.25 3.24 4.42 2.14 5.01 0.02 -0.57 -1.92 1.08 -0.55 -0.71

SRRM4 8494 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.01 0.03 0.01 0.01 -7.54 0.01 -2.01 0.99 #NUM! #NUM! -2.10 -1.03

SRRM5 2415 0.00 0.00 0.00 0.00 0.82 1.47 0.00 0.00 1.79 0.00 0.38 -1.39 0.45 #NUM! #NUM! #NUM! #NUM! 0.87 1.95

SRRT 3032 11.08 24.37 49.79 32.95 38.83 22.58 20.24 16.04 22.38 12.78 29.93 4.90 17.86 -0.69 0.45 1.48 0.88 1.12 -0.41

SRSF1 5668 17.26 17.09 28.42 17.27 27.70 33.22 13.32 13.80 20.61 30.24 23.49 4.55 19.49 -0.18 -0.19 0.54 -0.17 0.51 0.50

SRSF10 3056 19.24 18.00 32.04 23.00 16.69 44.48 14.50 12.21 18.52 30.51 25.57 4.68 18.94 0.02 -0.07 0.76 0.28 -0.18 0.80

SRSF11 2811 57.86 74.30 71.07 106.93 19.44 51.68 67.06 60.60 25.42 45.39 63.55 5.99 49.62 0.22 0.58 0.52 1.11 -1.35 -0.30

SRSF12 3628 0.20 0.33 0.08 0.03 0.23 0.83 0.12 0.15 0.69 0.88 0.28 -1.82 0.46 -1.18 -0.46 -2.59 -4.07 -1.00 1.55

SRSF2 3003 16.79 76.06 37.48 94.70 75.73 86.62 23.86 30.55 45.75 90.92 64.56 6.01 47.77 -1.51 0.67 -0.35 0.99 0.66 0.42

SRSF3 3600 38.51 32.52 74.77 51.77 226.10 251.94 34.61 83.04 65.90 101.08 112.60 6.82 71.16 -0.89 -1.13 0.07 -0.46 1.67 1.16

SRSF4 2535 18.03 39.27 56.75 52.12 25.04 42.74 27.30 29.26 46.86 39.75 38.99 5.29 35.79 -0.99 0.13 0.66 0.54 -0.52 0.13

SRSF5 1651 44.49 84.34 35.15 64.92 56.97 97.05 67.12 59.94 72.56 140.70 63.82 6.00 85.08 -0.94 -0.01 -1.28 -0.39 -0.58 0.60

SRSF6 4023 21.10 31.66 23.76 29.66 22.65 44.02 16.23 13.62 19.81 30.00 28.81 4.85 19.92 0.08 0.67 0.25 0.57 0.19 0.61

SRSF7 2489 27.97 20.93 65.84 46.74 40.53 77.30 16.80 18.57 36.77 68.24 46.55 5.54 35.10 -0.33 -0.75 0.91 0.41 0.21 0.73

SRSF8 4335 6.31 6.29 2.91 8.81 5.35 7.46 7.99 5.89 8.34 9.12 6.19 2.63 7.84 -0.31 -0.32 -1.43 0.17 -0.55 0.27

SRSF9 1204 80.85 44.42 86.83 64.09 181.63 74.85 73.17 70.16 62.67 102.73 88.78 6.47 77.18 0.07 -0.80 0.17 -0.27 1.23 -0.25

SRXN1 2580 7.20 6.89 12.09 10.50 18.43 9.77 11.59 11.24 7.79 20.68 10.81 3.43 12.82 -0.83 -0.90 -0.08 -0.29 0.52 -0.15

SRY 897 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SS18 3440 12.93 17.03 26.30 23.12 8.02 24.26 12.39 20.11 17.88 18.51 18.61 4.22 17.22 -0.41 -0.02 0.61 0.42 -1.10 0.38

SS18L1 4566 0.00 4.11 3.02 3.76 1.66 4.07 2.15 2.12 1.77 2.94 2.77 1.47 2.25 #NUM! 0.87 0.43 0.74 -0.43 0.56

SS18L2 822 17.96 0.00 18.77 0.00 22.98 29.89 13.49 18.27 15.10 33.30 14.93 3.90 20.04 -0.16 #NUM! -0.09 #NUM! 0.20 1.00

SSB 1673 28.22 26.03 41.47 18.56 30.64 62.43 25.70 27.06 30.46 37.22 34.56 5.11 30.11 -0.09 -0.21 0.46 -0.70 0.03 0.85

SSBP1 628 85.92 35.76 76.60 58.51 241.47 106.79 43.39 34.26 85.15 99.74 100.84 6.66 65.63 0.39 -0.88 0.22 -0.17 1.88 0.08

SSBP2 1948 4.35 9.32 10.57 5.05 1.89 19.52 7.09 16.68 8.65 52.51 8.45 3.08 21.23 -2.29 -1.19 -1.01 -2.07 -3.49 1.21

SSBP3 2106 17.95 35.14 24.45 34.93 18.71 27.66 38.77 47.17 30.26 27.65 26.47 4.73 35.96 -1.00 -0.03 -0.56 -0.04 -0.94 0.06

SSBP4 1817 12.69 31.18 19.71 13.41 37.80 18.49 16.21 10.38 28.49 20.54 22.22 4.47 18.91 -0.57 0.72 0.06 -0.50 1.00 -0.26

SSC5D 4910 1.71 15.44 3.58 2.98 0.37 4.42 13.52 7.38 24.67 6.62 4.75 2.25 13.05 -2.93 0.24 -1.86 -2.13 -5.14 -0.10

SSFA2 5308 9.01 22.33 16.48 18.62 8.39 22.18 14.57 46.35 15.80 44.05 16.17 4.02 30.19 -1.75 -0.44 -0.87 -0.70 -1.85 0.46

SSH1 8537 1.85 5.33 4.96 5.56 3.63 4.34 3.67 3.62 5.33 6.30 4.28 2.10 4.73 -1.35 0.17 0.07 0.23 -0.38 0.02

SSH2 9166 6.07 2.77 14.38 2.43 1.74 6.18 1.91 1.72 4.37 1.23 5.60 2.48 2.31 1.40 0.26 2.64 0.08 -0.41 0.14

SSH3 2894 14.09 12.82 15.28 31.01 21.67 10.92 18.26 13.62 15.17 15.29 17.63 4.14 15.59 -0.15 -0.28 -0.03 0.99 0.48 -0.69

SSNA1 954 45.62 28.72 43.26 44.05 132.83 43.34 33.02 19.52 48.46 34.43 56.30 5.82 33.86 0.43 -0.24 0.35 0.38 1.97 -0.38

SSPN 4547 7.11 10.07 3.11 1.56 0.38 11.72 8.32 6.98 12.67 12.86 5.66 2.50 10.21 -0.52 -0.02 -1.71 -2.71 -4.73 1.05

SSPO 15580 0.00 0.31 0.03 0.10 0.03 0.02 0.05 0.13 0.00 0.03 0.08 -3.62 0.05 #NUM! 2.50 -0.68 0.92 -0.90 -2.26

SSR1 9874 15.79 27.11 14.31 13.79 6.51 34.75 9.96 24.04 7.89 30.18 18.71 4.23 18.02 -0.19 0.59 -0.33 -0.39 -1.47 0.89

SSR2 1152 185.08 188.59 112.86 118.47 220.42 225.58 97.26 88.49 261.95 162.17 175.17 7.45 152.47 0.28 0.31 -0.43 -0.36 0.53 0.36

SSR3 3734 34.69 31.81 17.87 24.15 52.30 33.00 18.93 41.42 40.83 24.85 32.30 5.01 31.51 0.14 0.01 -0.82 -0.38 0.73 0.03

SSR4 948 359.68 187.27 148.05 98.80 398.75 241.65 122.92 107.25 278.39 201.80 239.03 7.90 177.59 1.02 0.08 -0.26 -0.85 1.17 0.02

SSRP1 2825 28.84 32.63 55.34 44.49 68.47 61.62 34.68 23.53 35.93 34.27 48.57 5.60 32.10 -0.15 0.02 0.79 0.47 1.09 0.34

SSSCA1 661 40.13 22.37 28.90 0.00 82.63 30.16 0.00 19.63 35.52 31.86 34.03 5.09 21.75 0.88 0.04 0.41 #NUM! 1.93 -0.17

SST 665 1.07 1.74 0.27 0.07 0.00 2.36 0.18 0.52 0.79 2.32 0.92 -0.12 0.95 0.17 0.87 -1.83 -3.74 #NUM! 1.36

SSTR1 4343 0.08 0.08 0.06 0.02 0.00 0.19 0.38 0.04 1.45 0.43 0.07 -3.81 0.57 -2.87 -2.87 -3.17 -4.65 #NUM! 1.38

SSTR2 2996 0.15 0.57 0.55 0.15 0.15 2.02 0.38 0.28 3.28 1.68 0.60 -0.74 1.41 -3.21 -1.30 -1.35 -3.26 -3.25 1.75

SSTR3 2123 0.01 0.09 0.51 0.05 0.04 0.02 0.38 0.00 0.01 0.00 0.12 -3.05 0.10 -2.94 -0.13 2.38 -1.03 -1.46 -2.42

SSTR4 1258 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.04 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SSTR5 2674 0.19 0.24 0.27 0.10 0.16 0.48 0.40 0.07 0.00 0.06 0.24 -2.06 0.13 0.53 0.87 1.03 -0.39 0.27 0.99

SSU72 1319 100.64 63.55 64.26 58.74 86.74 71.48 75.98 74.46 71.96 56.12 74.23 6.21 69.63 0.53 -0.13 -0.12 -0.25 0.32 -0.05

SSX2IP 6025 1.94 2.04 3.54 3.77 1.83 5.67 1.33 1.44 1.22 2.42 3.13 1.65 1.60 0.27 0.35 1.14 1.23 0.19 0.86

SSX5 1399 0.00 0.00 0.00 0.00 0.00 0.08 0.02 0.00 0.00 0.00 0.01 -6.21 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

SSX6 1286 0.04 0.00 0.01 0.02 0.14 0.02 0.00 0.00 0.03 0.00 0.04 -4.73 0.01 2.35 #NUM! 0.15 1.25 4.12 -0.93

ST13 3214 48.03 54.02 46.00 40.77 29.16 95.35 48.86 53.16 77.65 103.61 52.22 5.71 70.82 -0.56 -0.39 -0.62 -0.80 -1.28 0.87

ST13P4 1599 0.01 0.02 0.05 0.08 0.16 0.22 0.09 0.04 0.20 0.28 0.09 -3.46 0.15 -4.13 -2.65 -1.51 -0.97 0.04 1.28

ST14 3319 20.31 32.68 37.02 60.20 51.90 14.59 32.40 44.99 1.03 39.33 36.12 5.17 29.43 -0.54 0.15 0.33 1.03 0.82 -1.31

ST18 6330 0.01 0.06 0.03 0.02 0.01 0.02 0.01 0.07 0.00 0.01 0.02 -5.32 0.02 -1.49 1.31 0.54 -0.16 -1.00 -0.23

ST20 1025 0.00 2.67 0.00 2.43 0.00 0.00 0.00 0.00 0.00 0.00 0.85 -0.23 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ST20-MTHFS 2282 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ST3GAL1 6971 2.71 12.75 8.18 13.96 6.19 5.28 7.93 5.90 9.79 0.00 8.18 3.03 5.90 -1.12 1.11 0.47 1.24 0.07 -0.63

ST3GAL2 4450 2.76 8.63 2.54 2.27 2.66 2.96 3.16 2.23 10.15 3.20 3.64 1.86 4.68 -0.76 0.88 -0.88 -1.04 -0.82 -0.30

ST3GAL3 2549 3.76 3.50 0.00 2.41 2.73 5.02 4.00 2.61 9.55 4.74 2.90 1.54 5.22 -0.48 -0.58 #NUM! -1.12 -0.94 0.79

ST3GAL4 1766 11.05 10.12 5.97 4.52 36.58 15.81 12.49 13.05 18.00 22.15 14.01 3.81 16.42 -0.57 -0.70 -1.46 -1.86 1.16 0.17

ST3GAL5 2397 2.09 4.19 2.74 2.24 1.80 5.46 1.21 2.19 2.78 4.47 3.09 1.63 2.67 -0.35 0.65 0.04 -0.25 -0.57 0.82

ST3GAL6 2107 0.90 2.18 1.30 4.20 1.17 3.75 1.48 1.30 1.56 1.83 2.25 1.17 1.54 -0.77 0.50 -0.25 1.45 -0.39 0.74

ST5 4571 19.54 51.61 31.85 17.20 59.10 26.35 26.89 23.01 62.16 34.94 34.27 5.10 36.75 -0.91 0.49 -0.21 -1.10 0.69 -0.38

ST6GAL1 4604 16.14 55.37 8.01 5.59 10.21 15.89 5.96 7.33 14.05 9.45 18.54 4.21 9.20 0.81 2.59 -0.20 -0.72 0.15 -0.22

ST6GAL2 6871 0.91 1.58 0.23 0.50 0.01 1.00 0.63 0.91 0.19 0.74 0.71 -0.50 0.62 0.56 1.36 -1.41 -0.29 -5.46 0.50

ST6GALNAC1 2550 7.13 7.77 6.04 0.58 2.70 0.99 3.07 2.77 1.75 3.87 4.20 2.07 2.87 1.32 1.44 1.08 -2.30 -0.08 -2.08

ST6GALNAC2 2105 31.33 16.74 28.67 69.95 47.08 22.00 17.61 18.26 8.97 8.33 35.96 5.17 13.29 1.24 0.33 1.11 2.40 1.82 -0.71

ST6GALNAC3 3259 0.90 1.01 0.46 0.27 0.11 3.99 0.80 0.59 4.57 2.62 1.12 0.17 2.14 -1.25 -1.08 -2.21 -3.01 -4.25 1.83

ST6GALNAC4 1717 20.53 50.52 48.36 10.86 20.75 8.78 13.29 9.39 15.53 10.96 26.63 4.74 12.29 0.74 2.04 1.98 -0.18 0.76 -1.60

ST6GALNAC5 2048 2.15 4.19 1.75 0.98 0.09 2.05 0.79 0.00 3.21 1.12 1.87 0.90 1.28 0.75 1.71 0.45 -0.38 -3.86 0.13

ST6GALNAC6 2416 5.23 7.69 0.00 0.00 9.56 19.77 8.45 6.42 52.20 28.78 7.04 2.82 23.96 -2.20 -1.64 #NUM! #NUM! -1.33 1.49

ST7 2970 5.25 3.30 7.72 2.59 7.83 4.80 3.93 0.00 8.30 8.15 5.25 2.39 5.09 0.04 -0.63 0.60 -0.97 0.62 -0.13

ST7-AS1 1908 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ST7L 4552 0.00 0.00 0.00 0.00 3.62 0.00 0.00 0.00 3.55 0.00 0.60 -0.73 0.89 #NUM! #NUM! #NUM! #NUM! 2.03 #NUM!

ST7OT3 1052 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ST7OT4 1589 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ST8SIA1 9737 0.20 1.01 0.42 0.63 0.02 0.69 0.44 0.94 2.29 0.65 0.49 -1.02 1.08 -2.46 -0.09 -1.37 -0.79 -5.63 0.48

ST8SIA2 5626 0.03 0.04 0.03 0.01 0.03 0.10 0.00 0.00 0.00 0.01 0.04 -4.64 0.00 3.48 3.84 3.48 2.00 3.16 1.31



ST8SIA3 10154 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -10.10 0.00 2.17 #NUM! 2.40 #NUM! #NUM! -3.07

ST8SIA4 6330 1.19 1.98 1.77 0.92 0.84 4.88 1.10 0.78 1.85 3.61 1.93 0.95 1.84 -0.62 0.11 -0.05 -1.00 -1.13 1.34

ST8SIA5 2627 0.00 0.02 0.01 0.00 0.05 0.03 0.01 0.02 0.05 0.00 0.02 -5.82 0.02 #NUM! -0.07 -0.84 #NUM! 1.16 0.59

ST8SIA6 1398 0.28 1.02 0.10 0.05 0.06 0.39 1.12 1.89 0.11 0.54 0.32 -1.66 0.91 -1.73 0.16 -3.24 -4.14 -3.99 0.30

STAB1 7965 2.20 22.19 8.48 8.35 8.91 10.45 3.84 6.30 14.72 6.62 10.10 3.34 7.87 -1.84 1.49 0.11 0.08 0.18 0.05

STAB2 8266 0.97 0.79 0.38 1.79 0.00 0.47 1.20 0.58 1.14 0.72 0.73 -0.45 0.91 0.10 -0.21 -1.25 0.98 -8.31 -0.64

STAC 2963 0.83 1.28 0.16 0.90 0.44 1.02 1.28 2.23 1.14 1.99 0.77 -0.38 1.66 -1.00 -0.37 -3.41 -0.88 -1.91 0.40

STAC2 3293 0.08 0.09 0.02 0.07 0.11 0.25 0.18 0.04 0.64 0.18 0.10 -3.28 0.26 -1.77 -1.56 -3.47 -1.98 -1.21 1.30

STAC3 1643 1.24 1.87 0.00 0.00 1.96 2.55 0.64 0.43 1.52 0.79 1.27 0.35 0.84 0.56 1.14 #NUM! #NUM! 1.22 1.01

STAG1 5166 3.98 12.51 8.25 11.60 5.90 12.22 4.72 6.27 6.07 7.85 9.08 3.18 6.22 -0.65 1.01 0.41 0.90 -0.08 0.43

STAG2 6277 9.09 13.25 14.10 12.39 5.72 20.13 10.93 14.04 6.24 14.83 12.45 3.64 11.51 -0.34 0.20 0.29 0.11 -1.01 0.69

STAG3 4285 2.22 0.00 0.42 7.73 0.00 3.25 0.00 0.00 0.00 0.00 2.27 1.18 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.52

STAG3L1 1826 2.72 24.54 8.67 9.94 6.59 2.95 11.81 8.01 3.56 4.64 9.24 3.21 7.00 -1.36 1.81 0.31 0.51 -0.09 -1.65

STAG3L2 1140 2.29 20.18 8.41 9.29 4.31 2.80 8.59 13.25 2.75 3.82 7.88 2.98 7.10 -1.64 1.51 0.24 0.39 -0.72 -1.49

STAG3L3 1272 1.85 20.66 3.93 5.02 3.60 1.92 7.17 5.35 1.45 3.36 6.16 2.62 4.33 -1.23 2.25 -0.14 0.21 -0.27 -1.68

STAG3L4 2135 2.51 1.93 2.94 1.98 5.53 3.42 1.52 1.45 4.66 3.70 3.05 1.61 2.84 -0.18 -0.56 0.05 -0.52 0.96 0.16

STAM 3882 4.03 4.79 13.71 11.94 5.16 5.21 5.84 7.18 3.40 6.57 7.47 2.90 5.75 -0.51 -0.26 1.25 1.05 -0.16 -0.52

STAM2 5701 3.84 4.85 6.03 2.95 1.54 7.19 4.66 5.60 3.92 5.05 4.40 2.14 4.81 -0.32 0.01 0.33 -0.70 -1.64 0.71

STAMBP 2417 15.20 11.93 13.68 16.11 7.23 11.68 14.29 19.28 9.06 12.55 12.64 3.66 13.80 0.14 -0.21 -0.01 0.22 -0.93 -0.11

STAMBPL1 2010 2.66 4.83 5.42 4.38 2.45 8.18 2.65 2.49 2.57 3.41 4.65 2.22 2.78 -0.06 0.80 0.96 0.66 -0.18 0.81

STAP1 1524 1.20 0.70 1.10 0.35 0.05 1.53 0.53 0.41 0.08 0.61 0.82 -0.28 0.41 1.55 0.77 1.43 -0.21 -2.97 0.90

STAP2 1557 57.23 21.13 88.39 41.05 199.64 13.48 63.23 31.46 3.71 28.40 70.15 6.13 31.70 0.85 -0.59 1.48 0.37 2.65 -2.38

STAR 2695 0.74 0.09 0.82 0.35 0.20 0.31 0.60 0.37 0.08 0.00 0.42 -1.26 0.26 1.49 -1.56 1.64 0.40 -0.42 -0.43

STARD10 1988 25.26 21.81 98.05 33.61 33.04 11.38 23.64 15.12 24.78 25.20 37.19 5.22 22.19 0.19 -0.02 2.14 0.60 0.57 -1.71

STARD13 5929 1.36 5.72 1.28 2.88 0.86 5.01 4.30 3.21 21.09 5.63 2.85 1.51 8.55 -2.66 -0.58 -2.75 -1.57 -3.31 0.81

STARD3 2834 8.31 16.01 12.01 10.58 17.91 10.73 7.32 8.86 16.65 9.22 12.59 3.65 10.51 -0.34 0.61 0.19 0.01 0.77 -0.23

STARD3NL 1646 11.95 12.49 12.02 6.45 20.01 26.92 6.29 7.69 45.06 21.87 14.98 3.90 20.23 -0.76 -0.70 -0.75 -1.65 -0.02 0.85

STARD4 2264 0.00 0.00 6.82 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.14 0.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STARD5 1344 30.32 10.88 14.85 43.76 11.76 8.33 10.71 9.42 8.55 8.91 19.98 4.32 9.40 1.69 0.21 0.66 2.22 0.32 -1.26

STARD6 663 0.00 0.00 0.00 0.20 0.29 0.00 0.00 0.00 0.00 0.00 0.08 -3.61 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STARD7 3394 22.72 22.37 24.10 32.34 27.57 29.29 12.97 11.74 25.17 20.72 26.40 4.72 17.65 0.36 0.34 0.45 0.87 0.64 0.15

STARD8 4962 0.62 3.56 1.48 1.07 1.07 1.57 1.11 1.69 3.83 2.72 1.56 0.64 2.34 -1.91 0.61 -0.66 -1.13 -1.12 0.01

STARD9 15584 0.23 1.07 0.69 0.85 0.08 0.77 1.26 1.13 1.59 1.10 0.62 -0.70 1.27 -2.48 -0.24 -0.88 -0.58 -4.00 0.33

STAT1 4326 27.94 77.12 133.58 69.50 58.50 90.33 10.45 20.91 21.25 41.37 76.16 6.25 23.49 0.25 1.71 2.51 1.56 1.32 0.25

STAT2 4576 7.21 29.39 20.64 43.67 28.13 17.81 8.45 9.76 11.26 10.13 24.48 4.61 9.90 -0.46 1.57 1.06 2.14 1.51 -0.46

STAT3 4978 18.14 62.13 80.35 48.39 51.44 47.30 29.51 33.69 61.61 51.90 51.29 5.68 44.17 -1.28 0.49 0.86 0.13 0.22 -0.12

STAT4 2761 3.49 4.34 5.72 1.45 1.66 5.48 3.40 2.00 0.39 3.38 3.69 1.88 2.29 0.61 0.92 1.32 -0.66 -0.47 0.57

STAT5A 4314 4.08 8.80 20.22 8.99 19.96 10.04 5.36 5.45 15.37 11.62 12.01 3.59 9.45 -1.21 -0.10 1.10 -0.07 1.08 -0.26

STAT5B 5171 5.40 15.34 12.00 9.69 14.23 16.55 11.92 10.37 45.42 22.77 12.20 3.61 22.62 -2.07 -0.56 -0.92 -1.22 -0.67 0.44

STAT6 4050 36.47 52.53 59.73 49.70 56.38 36.02 58.60 39.81 47.81 27.29 48.47 5.60 43.38 -0.25 0.28 0.46 0.20 0.38 -0.43

STATH 608 0.49 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.63 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STAU1 3688 20.37 53.38 43.62 43.04 26.26 36.49 27.03 30.53 26.54 28.87 37.19 5.22 28.24 -0.47 0.92 0.63 0.61 -0.10 -0.03

STAU2 4225 8.53 10.84 11.38 8.26 3.27 10.08 6.57 13.43 5.77 7.05 8.73 3.13 8.20 0.06 0.40 0.47 0.01 -1.33 0.21

STBD1 2468 1.84 1.53 0.92 2.81 4.60 2.36 2.75 0.00 9.94 6.31 2.34 1.23 4.75 -1.37 -1.64 -2.36 -0.76 -0.05 0.01

STC1 3897 2.70 6.42 13.28 1.12 1.93 20.64 4.70 35.59 15.27 42.84 7.68 2.94 24.60 -3.19 -1.94 -0.89 -4.46 -3.68 1.43

STC2 5361 0.82 1.13 1.55 0.91 9.47 1.58 0.92 1.52 9.26 1.77 2.58 1.36 3.37 -2.04 -1.58 -1.12 -1.89 1.49 -0.71

STEAP1 1330 23.18 9.16 23.52 9.54 8.08 12.16 3.11 4.80 7.29 7.85 14.27 3.84 5.76 2.01 0.67 2.03 0.73 0.49 -0.23

STEAP1B 1299 4.48 0.72 5.36 5.95 10.23 2.78 2.34 3.21 2.45 2.38 4.92 2.30 2.59 0.79 -1.85 1.05 1.20 1.98 -0.82

STEAP2 6932 0.91 2.26 2.53 1.94 0.27 2.41 0.82 1.15 2.23 1.40 1.72 0.78 1.40 -0.62 0.69 0.85 0.47 -2.39 0.49

STEAP3 4285 5.77 3.92 17.45 6.92 16.19 6.39 3.13 3.36 2.92 2.70 9.44 3.24 3.03 0.93 0.37 2.53 1.19 2.42 -0.56

STEAP4 4587 5.21 14.30 2.44 10.51 52.19 17.81 5.76 26.57 19.20 17.21 17.08 4.09 17.18 -1.72 -0.26 -2.82 -0.71 1.60 0.06

STIL 5019 2.20 2.10 6.10 4.72 2.18 4.59 0.49 1.08 0.12 0.36 3.65 1.87 0.51 2.10 2.03 3.57 3.20 2.08 0.33

STIM1 4062 4.36 14.86 22.47 8.73 8.39 7.31 9.29 20.05 9.44 15.72 11.02 3.46 13.62 -1.65 0.13 0.72 -0.64 -0.70 -0.59

STIM2 5222 3.87 5.66 7.39 6.02 4.59 5.42 3.16 3.68 7.75 4.18 5.49 2.46 4.69 -0.28 0.27 0.65 0.36 -0.03 -0.02

STIP1 2219 40.75 37.62 83.02 77.88 98.24 48.79 41.48 36.46 61.13 48.66 64.38 6.01 46.93 -0.20 -0.32 0.82 0.73 1.07 -0.40

STK10 6039 1.78 6.41 6.95 4.99 6.18 3.99 3.59 2.53 4.88 2.53 5.05 2.34 3.38 -0.93 0.92 1.04 0.56 0.87 -0.34

STK11 3286 8.50 8.44 13.29 19.58 10.58 6.72 10.06 9.54 14.80 10.30 11.19 3.48 11.18 -0.39 -0.41 0.25 0.81 -0.08 -0.73

STK11IP 3602 1.31 3.56 1.70 2.50 1.66 3.87 2.25 2.18 3.36 2.23 2.43 1.28 2.51 -0.93 0.51 -0.56 0.00 -0.59 0.67

STK16 3118 0.00 0.00 0.00 0.00 0.00 4.64 0.00 0.00 0.00 0.00 0.77 -0.37 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

STK17A 3949 6.74 14.95 29.87 27.64 37.41 26.64 5.90 16.42 7.41 26.78 23.87 4.58 14.13 -1.07 0.08 1.08 0.97 1.40 0.16

STK17B 5324 2.73 6.34 9.74 5.40 4.07 11.99 2.68 3.92 3.33 4.83 6.71 2.75 3.69 -0.44 0.78 1.40 0.55 0.14 0.84

STK19 1805 0.25 0.03 0.26 0.40 1.35 0.77 0.52 0.12 1.22 1.10 0.51 -0.97 0.74 -1.59 -4.41 -1.52 -0.90 0.87 0.60

STK24 4624 40.33 82.78 38.91 53.83 49.67 55.10 69.27 136.28 38.13 50.16 53.44 5.74 73.46 -0.87 0.17 -0.92 -0.45 -0.56 0.04

STK25 2198 17.35 25.08 16.80 17.09 43.85 24.32 24.17 17.86 36.72 25.84 24.08 4.59 26.15 -0.59 -0.06 -0.64 -0.61 0.75 0.01

STK3 2826 8.04 8.85 10.99 9.54 5.43 13.48 9.69 7.44 9.70 9.70 9.39 3.23 9.13 -0.18 -0.05 0.27 0.06 -0.75 0.52

STK31 3527 0.04 0.11 0.52 0.00 0.01 0.06 0.05 0.03 0.02 0.03 0.12 -3.02 0.04 0.27 1.60 3.87 -4.20 -1.90 -1.01

STK32A 1693 0.00 0.10 0.00 0.00 0.00 0.00 0.05 0.00 0.56 0.28 0.02 -5.92 0.22 #NUM! -1.17 #NUM! #NUM! #NUM! #NUM!

STK32B 3224 0.33 0.83 0.31 0.20 0.38 1.10 0.61 0.94 2.07 1.01 0.52 -0.93 1.16 -1.83 -0.47 -1.92 -2.50 -1.60 1.06

STK32C 2141 0.51 1.47 1.51 2.31 9.82 1.58 1.66 0.87 3.33 1.20 2.87 1.52 1.77 -1.79 -0.26 -0.23 0.38 2.48 -0.86

STK33 2707 0.11 0.91 0.06 0.06 0.06 1.50 0.29 0.24 2.09 1.08 0.45 -1.15 0.92 -3.10 -0.02 -4.01 -3.90 -4.07 1.74

STK35 6414 1.84 4.39 4.89 6.01 4.71 2.74 4.99 3.75 3.74 2.38 4.09 2.03 3.72 -1.01 0.24 0.40 0.69 0.34 -0.58

STK36 4935 2.33 5.63 1.65 1.71 0.00 1.40 2.38 1.47 1.78 1.91 2.12 1.08 1.89 0.31 1.58 -0.19 -0.14 #NUM! -0.60

STK38 3593 11.91 17.95 17.78 16.00 8.80 15.13 13.06 12.75 9.62 10.35 14.59 3.87 11.44 0.06 0.65 0.64 0.48 -0.38 0.05

STK38L 5110 5.17 9.01 35.05 11.62 1.54 14.36 11.48 21.26 5.96 18.34 12.79 3.68 14.26 -1.46 -0.66 1.30 -0.30 -3.21 0.17

STK39 3288 2.93 6.26 7.73 6.56 5.87 9.19 9.45 11.96 6.01 10.05 6.42 2.68 9.37 -1.68 -0.58 -0.28 -0.51 -0.67 0.52

STK4 6344 2.81 9.75 9.03 7.78 3.03 6.45 4.47 4.56 3.65 3.59 6.48 2.70 4.07 -0.53 1.26 1.15 0.94 -0.42 -0.01

STK40 3863 6.66 12.00 23.58 14.07 11.85 9.39 24.47 21.20 0.00 18.50 12.92 3.69 16.04 -1.27 -0.42 0.56 -0.19 -0.44 -0.46

STL 5360 0.00 0.00 3.99 0.00 1.38 0.00 1.13 0.98 0.00 0.00 0.89 -0.16 0.53 #NUM! #NUM! 2.91 #NUM! 1.39 #NUM!

STMN1 2265 142.03 48.74 59.85 165.24 163.24 94.78 41.94 56.13 35.86 57.25 112.31 6.81 47.80 1.57 0.03 0.32 1.79 1.77 -0.24

STMN2 2314 3.26 1.95 0.72 0.64 0.16 1.84 2.80 5.00 0.73 1.38 1.43 0.52 2.48 0.40 -0.34 -1.78 -1.95 -3.96 0.36

STMN3 2255 6.80 13.14 4.57 7.83 6.19 10.19 8.64 6.54 18.85 12.58 8.12 3.02 11.65 -0.78 0.17 -1.35 -0.57 -0.91 0.33

STMN4 1352 0.00 0.02 0.00 0.03 0.04 0.08 0.00 0.00 0.33 0.05 0.03 -5.16 0.10 #NUM! -2.11 #NUM! -1.79 -1.23 1.46

STOM 3108 45.21 87.59 91.67 105.41 114.15 134.20 30.32 55.29 157.12 163.07 96.37 6.59 101.45 -1.17 -0.21 -0.15 0.06 0.17 0.48

STOML1 2116 3.12 3.04 6.74 1.90 9.29 4.26 2.51 1.16 7.37 3.76 4.72 2.24 3.70 -0.25 -0.29 0.87 -0.96 1.33 -0.15

STOML2 1303 38.85 36.64 44.61 24.73 113.24 46.38 29.67 26.57 54.12 38.89 50.74 5.67 37.31 0.06 -0.03 0.26 -0.59 1.60 -0.13

STOML3 2020 0.00 0.03 0.00 0.00 0.01 0.00 0.03 0.03 0.00 0.01 0.01 -7.15 0.02 #NUM! 0.70 #NUM! #NUM! -0.40 #NUM!

STON1 5651 1.43 3.32 0.35 2.01 0.29 3.21 2.72 3.96 10.01 3.65 1.77 0.82 5.09 -1.83 -0.62 -3.85 -1.34 -4.13 0.86

STON1-GTF2A1L 3790 0.34 0.00 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STON2 2919 4.07 3.60 12.26 19.28 3.29 2.88 5.99 4.97 0.37 3.48 7.56 2.92 3.70 0.14 -0.04 1.73 2.38 -0.17 -1.39

STOX1 3396 1.01 0.47 2.37 0.58 0.66 1.23 0.25 0.41 0.24 0.35 1.05 0.07 0.31 1.69 0.58 2.92 0.89 1.08 0.22

STOX2 4654 1.27 1.03 2.31 3.06 0.93 1.20 2.56 4.00 0.37 0.83 1.63 0.71 1.94 -0.61 -0.92 0.25 0.65 -1.06 -0.44

STRA13 863 59.25 31.97 36.00 43.10 117.01 42.61 26.86 21.81 28.02 25.58 54.99 5.78 25.57 1.21 0.32 0.49 0.75 2.19 -0.37

STRA6 3097 17.50 23.03 5.84 6.10 1.07 6.88 1.30 2.73 0.16 6.79 10.07 3.33 2.75 2.67 3.07 1.09 1.15 -1.35 -0.55

STRA8 993 0.32 0.00 9.43 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.62 0.70 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STRADA 2802 6.06 11.86 10.92 10.87 8.36 6.61 5.46 5.66 0.00 0.00 9.11 3.19 2.78 1.12 2.09 1.97 1.97 1.59 -0.46

STRADB 2328 4.57 4.46 3.64 4.76 2.32 5.09 2.86 1.91 3.87 3.84 4.14 2.05 3.12 0.55 0.51 0.22 0.61 -0.43 0.30

STRAP 1924 21.14 41.28 42.57 24.56 42.81 46.91 20.84 20.74 43.46 50.54 36.54 5.19 33.90 -0.68 0.28 0.33 -0.46 0.34 0.36

STRBP 6426 3.12 3.33 1.01 2.61 0.00 1.40 0.00 3.36 0.75 3.37 1.91 0.94 1.87 0.74 0.84 -0.89 0.48 #NUM! -0.45

STRC 5515 0.04 0.00 0.06 0.00 0.06 0.04 0.00 0.00 0.01 0.06 0.03 -4.91 0.02 1.29 #NUM! 1.73 #NUM! 1.72 0.43

STRN 3479 1.67 2.99 6.64 7.40 1.09 2.33 3.95 4.89 1.43 2.71 3.69 1.88 3.25 -0.96 -0.12 1.03 1.19 -1.58 -0.66

STRN3 4233 2.52 4.00 7.31 6.32 4.29 7.32 4.34 6.24 5.12 6.77 5.29 2.40 5.62 -1.16 -0.49 0.38 0.17 -0.39 0.47

STRN4 3242 12.75 28.03 49.82 50.63 13.99 12.03 24.48 26.48 23.00 13.85 27.87 4.80 21.95 -0.78 0.35 1.18 1.21 -0.65 -1.21

STS 6377 1.62 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.27 -1.89 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

STT3A 2803 24.60 25.49 22.11 16.34 25.81 28.90 21.97 20.69 41.27 30.70 23.88 4.58 28.66 -0.22 -0.17 -0.37 -0.81 -0.15 0.28

STT3B 2481 10.81 23.17 23.31 20.80 25.39 26.74 21.55 19.85 16.36 28.04 21.71 4.44 21.45 -0.99 0.11 0.12 -0.04 0.24 0.30

STUB1 1646 19.63 20.70 11.67 19.84 30.58 18.19 21.31 17.01 32.40 21.23 20.10 4.33 22.99 -0.23 -0.15 -0.98 -0.21 0.41 -0.14

STX10 750 34.33 31.52 29.56 0.00 0.00 40.61 16.64 15.48 42.48 0.00 22.67 4.50 18.65 0.88 0.76 0.66 #NUM! #NUM! 0.84

STX11 5509 0.92 2.91 5.22 2.49 5.25 5.56 3.39 6.75 3.83 12.58 3.72 1.90 6.64 -2.86 -1.19 -0.35 -1.42 -0.34 0.58

STX12 3098 10.67 14.95 13.26 18.59 7.69 24.85 15.97 20.50 28.14 28.35 15.00 3.91 23.24 -1.12 -0.64 -0.81 -0.32 -1.60 0.73

STX16 4978 4.46 17.66 7.60 17.42 6.01 12.46 8.98 9.23 6.69 10.70 10.93 3.45 8.90 -1.00 0.99 -0.23 0.97 -0.57 0.19

STX16-NPEPL1 4048 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

STX17 6910 2.95 6.32 4.89 6.75 2.32 5.46 5.84 5.76 3.68 4.60 4.78 2.26 4.97 -0.75 0.35 -0.02 0.44 -1.10 0.19

STX18 2162 9.81 16.34 14.66 8.99 10.22 12.40 9.77 8.30 24.63 9.92 12.07 3.59 13.16 -0.42 0.31 0.16 -0.55 -0.36 0.04

STX19 1198 0.00 2.23 3.44 5.31 3.54 1.08 4.67 2.70 0.00 1.87 2.60 1.38 2.31 #NUM! -0.05 0.58 1.20 0.62 -1.27

STX1A 2138 0.84 6.17 3.99 4.78 5.75 1.40 1.22 0.96 1.71 1.92 3.82 1.93 1.45 -0.78 2.09 1.46 1.72 1.99 -1.45

STX1B 4544 0.00 0.49 0.12 0.16 0.21 0.13 0.16 0.11 0.09 0.06 0.19 -2.43 0.10 #NUM! 2.25 0.21 0.65 1.03 -0.48

STX2 3469 1.29 5.76 2.51 2.52 1.89 5.36 2.99 3.29 9.04 4.83 3.22 1.69 5.03 -1.97 0.20 -1.00 -1.00 -1.42 0.73

STX3 6498 2.42 5.53 3.42 4.91 5.50 11.47 3.96 6.34 2.95 5.34 5.54 2.47 4.65 -0.94 0.25 -0.44 0.08 0.24 1.05

STX4 1403 13.91 19.33 15.01 22.55 52.28 41.58 15.86 12.53 34.31 28.55 27.44 4.78 22.81 -0.71 -0.24 -0.60 -0.02 1.20 0.60

STX5 1794 20.94 22.01 19.77 22.87 30.44 24.41 18.72 18.45 26.46 22.33 23.40 4.55 21.49 -0.04 0.03 -0.12 0.09 0.50 0.06

STX6 4548 6.88 8.96 10.34 18.86 16.81 15.41 7.23 6.78 5.87 9.50 12.88 3.69 7.34 -0.09 0.29 0.49 1.36 1.19 0.26

STX7 4270 6.52 16.84 24.14 12.71 8.09 18.44 6.96 8.90 13.18 14.36 14.46 3.85 10.85 -0.73 0.63 1.15 0.23 -0.42 0.35

STX8 988 38.53 25.51 24.29 30.65 47.15 47.01 26.34 28.18 54.03 41.91 35.52 5.15 37.61 0.03 -0.56 -0.63 -0.30 0.33 0.40

STXBP1 3976 2.34 8.86 2.96 9.61 6.09 11.78 8.90 13.02 13.91 11.37 6.94 2.80 11.80 -2.33 -0.41 -1.99 -0.30 -0.95 0.76

STXBP2 1910 13.39 22.95 36.71 33.86 94.47 13.05 28.58 20.66 7.19 12.58 35.74 5.16 17.25 -0.37 0.41 1.09 0.97 2.45 -1.45

STXBP3 2522 5.59 7.77 11.29 9.38 5.48 26.41 7.86 10.95 10.22 15.34 10.99 3.46 11.09 -0.99 -0.51 0.03 -0.24 -1.02 1.27

STXBP4 6046 0.79 0.00 0.68 0.49 0.35 1.25 0.48 0.65 0.65 0.87 0.59 -0.75 0.66 0.26 #NUM! 0.04 -0.43 -0.93 1.08

STXBP5 6433 1.15 3.22 3.07 6.38 0.75 3.16 5.08 4.89 2.44 3.68 2.95 1.56 4.02 -1.81 -0.32 -0.39 0.66 -2.43 0.10

STXBP5L 9382 0.96 0.14 0.01 0.00 0.00 0.06 0.07 0.04 0.21 0.13 0.20 -2.35 0.11 3.08 0.33 -3.59 -5.07 #NUM! -1.67

STXBP6 1970 0.53 0.46 0.25 0.14 0.08 1.51 0.78 0.77 1.74 1.59 0.50 -1.01 1.22 -1.21 -1.39 -2.28 -3.11 -3.96 1.61

STYK1 3022 0.56 1.27 2.66 1.85 2.05 1.25 0.78 0.78 0.34 1.41 1.61 0.68 0.83 -0.56 0.62 1.69 1.17 1.31 -0.36

STYX 4879 2.25 4.44 6.01 4.46 2.30 4.35 2.94 3.65 2.67 3.21 3.97 1.99 3.12 -0.47 0.51 0.95 0.52 -0.44 0.13

STYXL1 1429 14.67 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.44 1.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SUB1 3522 202.42 17.27 28.54 50.38 119.99 171.30 33.01 15.82 34.07 121.27 98.32 6.62 51.04 1.99 -1.56 -0.84 -0.02 1.23 0.80

SUCLA2 2182 6.60 7.52 5.64 6.51 5.51 17.77 7.31 9.01 15.49 20.95 8.26 3.05 13.19 -1.00 -0.81 -1.23 -1.02 -1.26 1.11

SUCLG1 1475 53.70 25.73 261.33 51.05 45.20 43.97 46.02 39.97 54.29 60.21 80.16 6.32 50.12 0.10 -0.96 2.38 0.03 -0.15 -0.87

SUCLG2 2363 10.88 20.90 16.84 16.72 8.61 24.31 12.79 16.46 23.01 25.23 16.38 4.03 19.37 -0.83 0.11 -0.20 -0.21 -1.17 0.57

SUCNR1 1650 0.32 0.58 0.40 0.13 0.22 0.27 0.00 0.00 0.00 0.07 0.32 -1.65 0.02 4.19 5.04 4.49 2.86 3.65 -0.25

SUDS3 4728 6.18 7.25 10.39 8.41 7.16 9.01 7.57 8.20 8.96 9.10 8.07 3.01 8.46 -0.45 -0.22 0.30 -0.01 -0.24 0.16

SUFU 4994 2.63 4.70 3.16 8.03 4.58 2.59 4.73 4.77 5.21 2.82 4.28 2.10 4.38 -0.73 0.10 -0.47 0.87 0.06 -0.73

SUGP1 2101 8.09 8.89 21.99 12.00 14.59 7.93 7.41 6.18 10.57 5.84 12.25 3.61 7.50 0.11 0.24 1.55 0.68 0.96 -0.63

SUGP2 4768 2.00 12.08 9.76 5.05 4.52 4.52 4.31 6.08 5.51 6.18 6.32 2.66 5.52 -1.47 1.13 0.82 -0.13 -0.29 -0.48

SUGT1 1801 8.26 9.38 14.78 9.55 12.93 26.32 7.85 7.87 14.74 17.40 13.54 3.76 11.96 -0.53 -0.35 0.31 -0.33 0.11 0.96

SUGT1P1 820 0.09 0.22 0.21 0.00 0.52 0.26 0.23 0.26 0.75 0.49 0.22 -2.21 0.43 -2.33 -0.98 -1.03 #NUM! 0.26 0.28

SUGT1P3 1078 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SULF1 5716 9.84 79.93 13.58 18.93 4.12 37.42 6.90 5.31 20.45 11.50 27.30 4.77 11.04 -0.17 2.86 0.30 0.78 -1.42 0.45

SULF2 4248 48.33 147.86 15.31 112.08 38.79 55.00 59.05 37.80 88.97 32.52 69.57 6.12 54.58 -0.18 1.44 -1.83 1.04 -0.49 -0.34

SULT1A1 1598 4.82 7.44 1.56 5.56 14.88 5.25 2.29 2.72 13.23 4.09 6.58 2.72 5.58 -0.21 0.41 -1.84 -0.01 1.41 -0.33

SULT1A2 1348 0.68 1.78 0.82 1.60 3.83 0.00 0.65 0.56 0.00 0.00 1.45 0.54 0.30 1.17 2.56 1.43 2.40 3.66 #NUM!

SULT1A3 1408 11.64 20.17 10.40 14.93 0.00 0.00 4.53 5.44 0.00 12.46 9.52 3.25 5.61 1.05 1.85 0.89 1.41 #NUM! #NUM!

SULT1B1 1320 0.39 0.94 0.31 0.22 0.19 0.21 0.79 3.32 0.23 0.27 0.38 -1.40 1.15 -1.56 -0.30 -1.89 -2.37 -2.60 -0.83

SULT1C2 2832 0.31 1.60 0.33 0.01 0.01 0.66 0.88 0.44 1.06 0.77 0.49 -1.04 0.79 -1.34 1.03 -1.24 -6.04 -6.47 0.43

SULT1C2P1 1875 0.00 0.09 0.00 0.00 0.00 0.06 0.03 0.01 0.00 0.00 0.03 -5.29 0.01 #NUM! 2.95 #NUM! #NUM! #NUM! 1.34

SULT1C3 915 0.00 0.10 0.00 0.00 0.00 0.00 0.40 0.14 0.00 0.06 0.02 -5.85 0.15 #NUM! -0.51 #NUM! #NUM! #NUM! #NUM!

SULT1C4 1664 3.22 13.07 1.15 1.41 0.05 7.26 4.82 7.44 5.85 5.95 4.36 2.12 6.02 -0.90 1.12 -2.38 -2.09 -7.00 0.74

SULT1E1 1805 0.37 1.25 0.05 0.08 3.73 5.12 5.61 6.40 0.37 0.13 1.77 0.82 3.13 -3.07 -1.32 -5.84 -5.32 0.26 1.53

SULT2A1 1987 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SULT2B1 1281 24.08 63.74 44.54 27.52 7.20 10.62 192.08 191.02 0.50 130.07 29.62 4.89 128.42 -2.41 -1.01 -1.53 -2.22 -4.16 -1.48

SULT4A1 2465 0.00 0.00 0.00 0.15 0.00 0.20 0.00 0.00 0.00 0.01 0.06 -4.08 0.00 #NUM! #NUM! #NUM! 6.10 #NUM! 1.78

SULT6B1 934 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

SUMF1 2179 5.91 6.25 5.43 5.65 15.56 8.91 6.79 6.26 17.11 12.64 7.95 2.99 10.70 -0.86 -0.78 -0.98 -0.92 0.54 0.16

SUMF2 2064 22.23 36.62 42.13 38.66 51.07 32.20 19.83 24.21 41.41 24.73 37.15 5.22 27.54 -0.31 0.41 0.61 0.49 0.89 -0.21

SUMO1 1527 25.05 19.71 23.45 26.18 44.80 63.70 16.34 15.43 43.56 53.65 33.81 5.08 32.25 -0.36 -0.71 -0.46 -0.30 0.47 0.91

SUMO1P1 1212 0.03 0.05 0.03 0.00 0.02 0.04 0.03 0.00 0.02 0.02 0.03 -5.15 0.02 0.58 1.52 0.74 #NUM! 0.41 0.60

SUMO1P3 1210 0.50 0.42 0.25 0.00 0.19 0.00 0.41 0.21 0.12 0.34 0.23 -2.13 0.27 0.89 0.64 -0.11 #NUM! -0.47 #NUM!

SUMO2 1066 391.99 237.91 301.84 473.27 375.56 322.35 198.25 296.80 315.51 273.04 350.49 8.45 270.90 0.53 -0.19 0.16 0.80 0.47 -0.12

SUMO3 1831 45.32 49.72 80.95 89.83 98.12 59.87 29.36 26.44 64.59 48.17 70.63 6.14 42.14 0.10 0.24 0.94 1.09 1.22 -0.24

SUMO4 702 0.05 1.79 0.47 0.57 0.07 0.43 0.58 0.58 0.04 0.35 0.56 -0.83 0.39 -2.96 2.21 0.28 0.54 -2.55 -0.38

SUN1 3977 10.95 18.89 17.08 26.40 17.98 24.98 18.22 20.76 31.58 30.51 19.38 4.28 25.27 -1.21 -0.42 -0.57 0.06 -0.49 0.37

SUN2 4070 9.03 25.52 23.93 24.32 24.67 38.60 25.48 19.40 54.81 28.36 24.34 4.61 32.01 -1.83 -0.33 -0.42 -0.40 -0.38 0.66

SUN3 1452 0.04 0.00 0.05 0.00 0.06 0.00 0.00 0.04 0.00 0.00 0.03 -5.30 0.01 1.97 #NUM! 2.21 #NUM! 2.46 #NUM!

SUOX 2564 8.89 6.45 6.12 11.05 5.55 5.02 4.87 0.00 10.64 4.26 7.18 2.84 4.94 0.85 0.38 0.31 1.16 0.17 -0.52

SUPT16H 4684 28.22 22.77 47.00 26.75 17.62 19.07 13.35 14.00 20.89 18.77 26.91 4.75 16.75 0.75 0.44 1.49 0.67 0.07 -0.50

SUPT3H 2500 4.15 3.45 3.70 1.57 19.34 7.99 2.22 2.84 4.87 5.82 6.70 2.74 3.94 0.07 -0.19 -0.09 -1.33 2.30 0.25

SUPT4H1 1499 57.38 37.54 37.26 44.61 64.25 60.51 29.98 26.54 57.80 41.32 50.26 5.65 38.91 0.56 -0.05 -0.06 0.20 0.72 0.27

SUPT5H 3798 7.98 25.00 44.35 83.39 28.48 18.15 18.13 18.90 30.82 19.05 34.56 5.11 21.72 -1.44 0.20 1.03 1.94 0.39 -0.93

SUPT6H 5896 6.19 24.75 30.40 26.32 10.69 19.95 19.04 15.18 34.60 14.44 19.72 4.30 20.81 -1.75 0.25 0.55 0.34 -0.96 0.02

SUPT7L 4261 8.82 14.40 14.36 14.48 12.30 9.51 6.04 9.81 13.60 7.43 12.31 3.62 9.22 -0.06 0.64 0.64 0.65 0.42 -0.37

SUPV3L1 2490 8.66 7.08 11.98 8.59 8.18 6.30 5.44 6.38 6.27 5.14 8.46 3.08 5.81 0.58 0.29 1.04 0.56 0.49 -0.43

SURF1 1037 12.76 13.01 9.18 10.07 0.00 30.06 0.00 6.73 19.62 0.00 12.51 3.65 6.59 0.95 0.98 0.48 0.61 #NUM! 1.26

SURF2 844 13.47 15.82 36.05 20.29 33.20 15.66 11.85 0.00 10.54 10.71 22.41 4.49 8.27 0.70 0.94 2.12 1.29 2.00 -0.52

SURF4 2985 37.29 55.63 38.38 57.98 87.18 37.87 35.45 30.53 66.99 40.19 52.39 5.71 43.29 -0.22 0.36 -0.17 0.42 1.01 -0.47

SURF6 2352 5.14 0.00 7.94 7.37 22.87 7.01 5.57 3.53 11.98 0.00 8.39 3.07 5.27 -0.04 #NUM! 0.59 0.48 2.12 -0.26

SUSD1 3010 1.58 3.79 2.57 3.65 5.89 3.66 0.86 1.53 4.29 4.02 3.52 1.82 2.68 -0.76 0.50 -0.06 0.45 1.14 0.05

SUSD2 3201 2.21 3.73 3.99 1.85 0.68 4.72 4.23 3.53 10.04 3.62 2.86 1.52 5.35 -1.27 -0.52 -0.42 -1.54 -2.98 0.72

SUSD3 1205 3.42 6.02 5.61 3.86 37.51 7.51 3.10 1.44 20.99 3.74 10.65 3.41 7.32 -1.10 -0.28 -0.38 -0.92 2.36 -0.50

SUSD4 3030 29.99 11.41 49.29 5.56 1.74 12.47 29.46 25.00 0.70 16.83 18.41 4.20 18.00 0.74 -0.66 1.45 -1.70 -3.37 -0.56

SUSD5 5005 0.10 0.43 0.07 0.19 0.05 1.29 0.72 0.22 1.49 0.93 0.35 -1.50 0.84 -3.11 -0.98 -3.54 -2.17 -3.99 1.87

SUV39H1 2745 3.18 4.97 6.63 6.76 8.09 2.91 1.71 1.09 1.84 0.64 5.42 2.44 1.32 1.27 1.91 2.33 2.36 2.62 -0.90

SUV39H2 3148 3.15 1.96 5.54 3.09 2.70 3.59 1.38 1.62 0.86 1.50 3.34 1.74 1.34 1.23 0.55 2.05 1.21 1.01 0.10

SUV420H1 4562 4.55 5.81 6.82 5.95 3.72 10.62 6.38 5.48 5.33 9.17 6.24 2.64 6.59 -0.54 -0.18 0.05 -0.15 -0.82 0.77

SUV420H2 2318 1.98 4.31 4.28 8.45 11.93 3.19 1.73 1.82 1.45 1.39 5.69 2.51 1.60 0.31 1.43 1.42 2.40 2.90 -0.83

SUZ12 4477 4.87 8.00 10.76 9.44 4.85 10.85 4.96 6.36 5.18 7.07 8.13 3.02 5.89 -0.27 0.44 0.87 0.68 -0.28 0.42

SUZ12P 728 5.47 10.96 6.81 5.26 7.57 11.62 3.92 3.16 11.97 10.11 7.95 2.99 7.29 -0.41 0.59 -0.10 -0.47 0.05 0.55

SV2A 4431 2.14 2.26 0.90 0.45 0.16 1.70 2.79 1.52 2.26 1.90 1.27 0.34 2.12 0.01 0.09 -1.23 -2.24 -3.74 0.43

SV2B 11361 0.04 0.13 0.03 0.05 0.00 0.20 0.02 0.04 0.08 0.08 0.08 -3.72 0.06 -0.32 1.28 -0.83 -0.29 -8.57 1.40

SV2C 2362 0.04 0.05 0.03 0.06 0.02 0.04 0.04 0.02 0.00 0.06 0.04 -4.69 0.03 0.26 0.67 0.03 0.96 -0.39 0.07

SVEP1 12356 1.29 3.61 1.70 0.74 0.64 4.19 5.63 2.96 6.83 8.42 2.03 1.02 5.96 -2.21 -0.72 -1.81 -3.01 -3.22 1.05

SVIL 8306 7.90 17.13 34.60 18.69 2.72 12.38 37.48 19.62 62.42 32.18 15.57 3.96 37.92 -2.26 -1.15 -0.13 -1.02 -3.80 -0.33

SVIP 1405 2.99 4.49 8.38 0.57 6.63 15.61 4.21 4.05 5.38 13.11 6.45 2.69 6.69 -1.16 -0.58 0.33 -3.55 -0.01 1.28

SVOP 3486 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.66 0.00 #NUM! #NUM! #NUM! #NUM! 3.66 #NUM!

SVOPL 1804 0.36 0.14 0.02 0.08 0.12 0.60 0.02 0.02 0.23 0.15 0.22 -2.17 0.11 1.78 0.43 -2.16 -0.47 0.24 1.44

SWAP70 4848 3.83 6.90 17.18 5.01 6.22 16.30 7.08 10.45 12.43 18.47 9.24 3.21 12.11 -1.66 -0.81 0.50 -1.27 -0.96 0.82

SWI5 1004 18.85 9.94 11.33 8.16 33.61 22.76 8.79 10.26 21.69 17.31 17.44 4.12 14.51 0.38 -0.55 -0.36 -0.83 1.21 0.38

SWT1 3871 0.81 1.03 1.21 1.35 0.00 2.18 2.09 1.68 0.83 1.22 1.10 0.13 1.46 -0.84 -0.50 -0.26 -0.11 #NUM! 0.99

SYAP1 3533 7.48 11.04 9.58 9.50 39.32 28.76 8.67 11.15 10.73 16.19 17.61 4.14 11.69 -0.64 -0.08 -0.29 -0.30 1.75 0.71

SYBU 3251 1.38 1.86 2.42 0.79 4.95 2.47 2.03 3.28 8.82 3.29 2.31 1.21 4.36 -1.66 -1.23 -0.85 -2.47 0.18 0.10

SYCE1 1452 0.00 0.00 0.07 0.00 0.00 0.10 0.18 0.00 0.16 0.09 0.03 -5.19 0.11 #NUM! #NUM! -0.65 #NUM! #NUM! 1.82

SYCE1L 877 0.00 0.00 0.00 7.32 0.00 4.55 0.00 0.00 4.30 5.44 1.98 0.98 2.44 #NUM! #NUM! #NUM! 1.59 #NUM! 1.20

SYCE2 946 2.87 0.00 0.00 1.07 10.64 0.00 0.00 0.60 0.00 0.00 2.43 1.28 0.15 4.26 #NUM! #NUM! 2.83 6.15 #NUM!



SYCN 482 0.00 0.00 0.00 0.11 0.00 0.00 0.00 0.27 0.00 0.21 0.02 -5.79 0.12 #NUM! #NUM! #NUM! -0.13 #NUM! #NUM!

SYCP1 3503 0.02 0.00 0.00 0.14 0.00 0.03 0.00 0.00 0.00 0.00 0.03 -4.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.06

SYCP2 5497 2.37 13.48 7.78 5.09 0.81 13.15 0.17 0.13 0.11 0.53 7.11 2.83 0.23 3.34 5.84 5.05 4.44 1.78 0.89

SYCP2L 3139 0.00 0.18 0.01 0.01 0.56 0.13 0.00 0.05 0.07 0.08 0.15 -2.76 0.05 #NUM! 1.82 -2.35 -2.24 3.49 -0.23

SYCP3 1141 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SYDE1 3254 4.12 9.39 3.90 2.43 4.16 4.78 7.28 4.20 20.47 6.63 4.80 2.26 9.65 -1.23 -0.04 -1.31 -1.99 -1.21 0.00

SYDE2 4711 0.15 0.79 0.68 0.40 0.24 0.66 0.74 0.30 0.69 0.54 0.49 -1.04 0.57 -1.89 0.47 0.26 -0.51 -1.24 0.45

SYF2 1777 17.48 15.25 14.50 16.48 13.10 48.09 16.73 14.02 27.32 37.49 20.82 4.38 23.89 -0.45 -0.65 -0.72 -0.54 -0.87 1.21

SYK 5079 9.32 8.34 10.54 10.52 6.22 7.37 6.35 6.70 2.43 4.52 8.72 3.12 5.00 0.90 0.74 1.08 1.07 0.31 -0.24

Symbol geneLength 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SYMPK 4188 5.48 10.96 17.38 29.82 12.91 7.69 8.98 8.25 10.81 6.93 14.04 3.81 8.74 -0.67 0.33 0.99 1.77 0.56 -0.87

SYN1 3210 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SYN2 3887 0.11 0.26 0.16 0.04 0.08 0.87 0.42 0.48 1.15 0.66 0.25 -1.99 0.68 -2.66 -1.41 -2.07 -4.11 -3.16 1.79

SYN3 3147 0.00 0.04 0.03 0.00 0.01 0.08 0.21 0.08 0.39 0.14 0.03 -5.22 0.20 #NUM! -2.23 -2.74 #NUM! -4.29 1.51

SYNC 3493 7.68 14.78 5.47 8.01 22.23 24.56 10.73 7.86 14.67 11.23 13.79 3.79 11.12 -0.53 0.41 -1.02 -0.47 1.00 0.83

SYNCRIP 7337 12.48 19.74 41.40 28.04 26.87 23.74 17.13 21.91 17.83 21.13 25.38 4.67 19.50 -0.64 0.02 1.09 0.52 0.46 -0.10

SYNDIG1 2437 1.28 2.44 0.27 0.21 0.14 0.29 2.60 1.36 0.95 0.18 0.77 -0.37 1.27 0.01 0.94 -2.23 -2.62 -3.14 -1.41

SYNDIG1L 2629 0.00 0.06 0.00 0.01 0.05 0.09 0.02 0.02 0.06 0.00 0.04 -4.82 0.03 #NUM! 1.22 #NUM! -1.04 0.86 1.35

SYNE1 27748 1.34 11.49 3.51 3.30 2.26 23.50 2.19 1.93 4.02 21.50 7.57 2.92 7.41 -2.47 0.63 -1.08 -1.17 -1.72 1.64

SYNE2 21882 8.90 23.30 32.26 28.24 20.68 24.24 20.86 22.75 6.79 13.08 22.94 4.52 15.87 -0.83 0.55 1.02 0.83 0.38 0.08

SYNGAP1 6011 1.69 7.06 3.64 2.14 1.24 1.64 5.24 4.93 3.09 2.72 2.90 1.54 3.99 -1.24 0.82 -0.14 -0.90 -1.69 -0.82

SYNGR1 4447 28.30 9.49 2.00 3.43 3.54 7.91 18.28 11.72 23.91 12.60 9.11 3.19 16.63 0.77 -0.81 -3.06 -2.28 -2.23 -0.20

SYNGR2 1694 75.22 17.69 131.99 48.48 196.45 51.44 49.88 59.60 46.42 62.76 86.88 6.44 54.66 0.46 -1.63 1.27 -0.17 1.85 -0.76

SYNGR3 2076 3.45 0.45 0.95 5.38 19.88 1.98 0.13 0.08 0.32 0.18 5.35 2.42 0.18 4.29 1.35 2.43 4.93 6.82 -1.43

SYNGR4 1029 0.27 0.27 3.34 0.08 0.14 0.08 0.00 0.03 0.03 0.00 0.70 -0.52 0.01 4.24 4.26 7.87 2.41 3.29 -3.15

SYNJ1 7099 0.72 3.55 3.54 7.18 0.41 2.16 1.70 1.97 0.97 1.56 2.92 1.55 1.55 -1.12 1.19 1.19 2.21 -1.90 -0.44

SYNJ2 7416 1.22 4.34 5.02 4.65 2.57 2.87 2.02 2.34 1.79 3.15 3.44 1.78 2.33 -0.93 0.90 1.11 1.00 0.14 -0.26

SYNJ2BP 7074 2.81 2.90 3.31 3.36 2.07 0.00 3.42 3.10 4.41 3.30 2.41 1.27 3.56 -0.34 -0.30 -0.10 -0.08 -0.78 #NUM!

SYNJ2BP-COX16 1928 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SYNM 7355 1.28 0.97 1.83 1.39 1.01 4.03 7.59 1.39 44.58 7.65 1.75 0.81 15.30 -3.58 -3.98 -3.06 -3.46 -3.93 1.20

SYNPO 5397 7.70 12.45 17.43 24.20 20.06 9.41 9.58 12.70 28.38 12.97 15.21 3.93 15.91 -1.05 -0.35 0.13 0.60 0.33 -0.69

SYNPO2 9950 3.98 11.26 4.94 1.89 0.21 16.31 41.97 12.26 82.53 20.01 6.43 2.68 39.19 -3.30 -1.80 -2.99 -4.38 -7.56 1.34

SYNPO2L 4933 0.11 0.74 0.45 0.11 0.05 0.03 0.37 0.24 0.00 0.07 0.25 -2.01 0.17 -0.67 2.12 1.40 -0.67 -1.69 -3.10

SYNPR 2632 0.00 0.00 0.01 0.00 0.00 0.05 0.00 0.00 0.01 0.01 0.01 -6.48 0.00 #NUM! -1.93 1.46 #NUM! #NUM! 2.27

SYNRG 8181 2.27 5.71 9.08 5.05 2.36 3.47 3.64 3.88 2.63 2.43 4.66 2.22 3.14 -0.47 0.86 1.53 0.69 -0.41 -0.43

SYP 2449 0.28 0.31 0.18 0.22 0.37 1.07 0.52 0.20 1.57 0.78 0.40 -1.31 0.77 -1.48 -1.31 -2.09 -1.79 -1.06 1.40

SYPL1 2183 45.87 36.20 46.98 32.35 38.93 73.77 32.74 36.96 66.98 93.89 45.68 5.51 57.64 -0.33 -0.67 -0.30 -0.83 -0.57 0.69

SYPL2 3779 0.23 0.63 0.20 0.16 0.14 0.85 0.46 0.16 2.37 0.81 0.37 -1.45 0.95 -2.02 -0.60 -2.24 -2.61 -2.81 1.21

SYS1 2967 8.66 9.92 9.02 6.36 14.18 13.93 7.23 6.34 17.57 7.94 10.34 3.37 9.77 -0.17 0.02 -0.11 -0.62 0.54 0.43

SYS1-DBNDD2 1344 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

SYT1 4841 0.15 0.26 2.43 0.10 0.30 0.75 1.15 0.83 1.48 0.72 0.67 -0.58 1.05 -2.78 -2.00 1.22 -3.37 -1.79 0.17

SYT10 3286 0.02 0.01 0.00 0.00 0.00 0.05 0.46 0.00 0.13 0.10 0.01 -6.21 0.17 -2.85 -4.43 #NUM! #NUM! #NUM! 1.86

SYT11 5298 1.72 5.60 3.66 1.51 1.44 7.92 3.77 3.30 12.26 8.42 3.64 1.87 6.94 -2.01 -0.31 -0.92 -2.20 -2.27 1.12

SYT12 3632 0.04 0.48 0.03 0.00 26.55 1.61 0.17 0.10 0.04 0.11 4.79 2.26 0.10 -1.22 2.21 -1.58 #NUM! 8.00 -1.57

SYT13 5184 0.00 5.33 0.00 0.02 0.01 0.25 0.01 0.00 0.00 0.00 0.93 -0.10 0.00 #NUM! 10.14 #NUM! 1.99 0.98 -1.91

SYT14 5194 0.00 0.02 0.08 0.01 0.00 0.03 0.00 0.00 0.00 0.00 0.02 -5.44 0.00 #NUM! 3.76 6.19 2.50 #NUM! 0.48

SYT14L 2628 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

SYT15 5511 1.76 1.83 1.43 2.33 5.46 3.43 3.75 2.50 3.83 3.20 2.71 1.44 3.32 -0.92 -0.86 -1.21 -0.51 0.72 0.34

SYT16 3137 0.00 0.01 0.00 0.02 0.18 0.00 0.00 0.00 0.02 0.01 0.04 -4.81 0.01 #NUM! 0.21 #NUM! 1.53 4.66 #NUM!

SYT17 1912 5.39 8.06 0.94 6.36 1.88 1.34 1.24 1.02 0.41 0.39 4.00 2.00 0.76 2.82 3.40 0.29 3.06 1.30 -1.57

SYT2 7614 0.09 0.83 0.13 0.10 0.02 0.09 0.05 0.06 0.07 0.00 0.21 -2.24 0.05 1.00 4.14 1.51 1.15 -1.32 -1.22

SYT3 2928 0.05 0.23 0.06 0.21 0.03 0.24 0.22 0.21 0.15 0.21 0.14 -2.87 0.20 -1.89 0.18 -1.66 0.04 -2.72 0.82

SYT4 4111 0.00 0.02 0.00 0.01 0.00 0.04 0.40 0.00 7.68 0.02 0.01 -6.49 2.03 #NUM! -6.74 #NUM! -7.99 #NUM! 1.84

SYT5 1853 0.03 0.00 0.12 0.00 0.04 0.88 0.06 0.00 0.00 0.01 0.18 -2.48 0.02 0.67 #NUM! 2.71 #NUM! 1.16 2.29

SYT6 4370 0.04 0.05 0.02 0.00 0.03 0.10 0.00 0.04 0.01 0.01 0.04 -4.70 0.02 1.22 1.64 0.45 #NUM! 0.86 1.37

SYT7 4609 2.16 0.82 1.72 3.65 1.28 0.79 1.52 0.89 0.37 0.54 1.74 0.80 0.83 1.38 -0.01 1.06 2.14 0.62 -1.14

SYT8 1423 1.74 10.02 3.42 0.30 4.80 10.33 1.46 0.47 0.02 0.84 5.10 2.35 0.70 1.33 3.85 2.30 -1.20 2.79 1.02

SYT9 3958 0.03 0.19 0.00 0.02 0.00 0.08 0.73 0.36 1.45 0.15 0.05 -4.27 0.67 -4.36 -1.85 #NUM! -5.35 #NUM! 0.53

SYTL1 1989 29.26 25.34 24.59 49.05 13.89 39.52 85.86 30.67 0.93 24.88 30.27 4.92 35.59 -0.28 -0.49 -0.53 0.46 -1.36 0.38

SYTL2 4807 1.61 5.82 2.20 2.12 1.13 15.26 3.34 2.03 9.48 6.17 4.69 2.23 5.26 -1.71 0.15 -1.26 -1.31 -2.22 1.70

SYTL3 2896 0.92 2.15 3.08 1.52 3.62 0.00 4.05 3.61 0.00 2.16 1.88 0.91 2.45 -1.42 -0.19 0.33 -0.69 0.56 #NUM!

SYTL4 3936 3.11 7.70 3.96 2.38 1.09 5.22 4.32 3.43 12.61 4.85 3.91 1.97 6.30 -1.02 0.29 -0.67 -1.40 -2.53 0.42

SYTL5 4821 0.90 0.50 0.02 0.18 0.07 0.24 0.51 0.85 0.26 0.34 0.32 -1.65 0.49 0.88 0.02 -4.68 -1.41 -2.88 -0.39

SYVN1 3074 0.00 21.51 12.00 17.09 0.00 0.00 9.37 8.00 0.00 0.00 8.43 3.08 4.34 #NUM! 2.31 1.47 1.98 #NUM! #NUM!

SZT2 10217 1.31 7.90 2.91 4.45 1.81 3.03 2.52 2.05 2.19 1.37 3.57 1.84 2.03 -0.64 1.96 0.52 1.13 -0.16 -0.24

T 2518 0.00 0.00 0.00 0.00 1.17 0.05 0.00 0.00 0.00 0.00 0.20 -2.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -2.12

TAAR1 1020 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TAAR2 1056 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TAAR3 1078 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TAAR5 1147 0.00 0.05 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.01 -6.84 0.01 #NUM! 1.97 #NUM! #NUM! #NUM! #NUM!

TAAR9 1049 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TAB1 3240 5.09 4.96 5.41 6.28 5.65 5.45 5.14 4.56 12.31 5.02 5.47 2.45 6.75 -0.41 -0.44 -0.32 -0.11 -0.26 -0.01

TAB2 4395 14.13 19.98 29.71 26.24 11.39 22.78 18.35 33.85 18.49 18.90 20.70 4.37 22.40 -0.66 -0.17 0.41 0.23 -0.98 0.14

TAB3 6798 1.98 4.65 7.54 5.23 1.50 5.16 3.80 4.68 1.52 3.24 4.34 2.12 3.31 -0.74 0.49 1.19 0.66 -1.14 0.25

TAC1 1188 0.00 0.78 0.00 0.00 0.00 4.83 0.09 1.50 2.71 2.67 0.94 -0.10 1.74 #NUM! -1.16 #NUM! #NUM! #NUM! 2.37

TAC3 958 0.00 1.86 0.00 0.05 0.00 0.17 0.00 0.00 0.00 0.09 0.35 -1.53 0.02 #NUM! 6.32 #NUM! 1.18 #NUM! -1.05

TAC4 675 0.00 0.37 0.00 0.00 0.00 0.00 0.00 0.00 0.37 0.00 0.06 -4.01 0.09 #NUM! 2.00 #NUM! #NUM! #NUM! #NUM!

TACC1 7802 8.61 21.04 9.22 8.06 2.39 24.94 19.97 17.15 41.42 22.94 12.38 3.63 25.37 -1.56 -0.27 -1.46 -1.65 -3.41 1.01

TACC2 9706 5.85 18.25 8.64 18.62 8.84 6.69 18.58 27.16 15.73 12.90 11.15 3.48 18.59 -1.67 -0.03 -1.11 0.00 -1.07 -0.74

TACC3 2788 6.08 7.41 33.69 11.39 18.47 15.50 4.30 4.75 2.12 2.49 15.42 3.95 3.42 0.83 1.12 3.30 1.74 2.44 0.01

TACO1 1479 9.08 8.89 11.32 10.07 23.56 6.97 4.86 3.46 7.95 4.88 11.65 3.54 5.29 0.78 0.75 1.10 0.93 2.16 -0.74

TACR1 4795 1.30 2.02 1.94 0.24 0.01 2.55 2.40 2.69 9.72 4.42 1.34 0.42 4.81 -1.89 -1.26 -1.31 -4.34 -9.90 0.93

TACR2 2416 1.72 0.51 0.61 0.20 12.95 1.03 3.35 0.10 48.05 1.70 2.84 1.50 13.30 -2.95 -4.69 -4.45 -6.09 -0.04 -1.46

TACR3 1753 0.00 0.00 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TACSTD2 2080 238.38 241.46 370.80 709.45 489.47 292.89 383.24 669.22 16.08 348.24 390.41 8.61 354.19 -0.57 -0.55 0.07 1.00 0.47 -0.41

TADA1 2276 5.87 5.81 4.82 5.65 3.81 5.74 3.59 3.88 3.68 4.63 5.28 2.40 3.94 0.57 0.56 0.29 0.52 -0.05 0.12

TADA2A 1886 5.41 5.24 8.07 6.11 4.23 4.63 4.57 3.19 4.01 3.84 5.62 2.49 3.90 0.47 0.43 1.05 0.65 0.12 -0.28

TADA2B 4312 1.77 2.80 3.06 3.07 3.54 3.05 4.10 2.24 5.81 3.44 2.88 1.53 3.90 -1.14 -0.48 -0.35 -0.35 -0.14 0.08

TADA3 2571 30.25 43.72 39.06 31.44 22.01 24.94 40.12 30.27 45.85 32.43 31.90 5.00 37.17 -0.30 0.23 0.07 -0.24 -0.76 -0.36

TAF1 7709 1.11 6.12 5.62 4.95 1.07 4.61 3.86 3.72 3.45 4.32 3.91 1.97 3.84 -1.79 0.67 0.55 0.37 -1.84 0.24

TAF10 834 82.24 67.71 88.77 50.09 157.39 61.55 63.23 100.44 0.00 52.50 84.63 6.40 54.04 0.61 0.33 0.72 -0.11 1.54 -0.46

TAF11 1599 10.05 11.08 9.24 16.46 14.53 17.63 7.46 7.73 15.85 12.79 13.16 3.72 10.96 -0.13 0.02 -0.25 0.59 0.41 0.42

TAF12 1466 34.53 22.07 32.18 47.35 19.93 38.68 21.56 22.18 21.36 20.84 32.46 5.02 21.48 0.68 0.04 0.58 1.14 -0.11 0.25

TAF13 577 5.10 4.50 8.65 7.48 26.59 27.66 4.76 7.85 22.45 26.79 13.33 3.74 15.46 -1.60 -1.78 -0.84 -1.05 0.78 1.05

TAF15 2166 22.86 51.86 98.07 62.81 50.16 46.39 38.73 45.45 42.44 40.76 55.36 5.79 41.84 -0.87 0.31 1.23 0.59 0.26 -0.25

TAF1A 1966 1.03 1.55 2.77 1.39 3.38 3.91 0.55 0.76 1.67 2.56 2.34 1.22 1.39 -0.43 0.16 1.00 0.00 1.28 0.74

TAF1B 2306 3.38 2.40 4.06 5.41 7.48 7.39 2.58 6.98 2.21 8.36 5.02 2.33 5.03 -0.58 -1.07 -0.31 0.10 0.57 0.56

TAF1C 3925 6.44 11.76 5.20 13.35 8.69 8.49 6.11 4.41 7.14 6.33 8.99 3.17 6.00 0.10 0.97 -0.20 1.15 0.54 -0.08

TAF1D 1323 0.00 0.00 0.00 0.00 25.04 0.00 0.00 0.00 11.40 0.00 4.17 2.06 2.85 #NUM! #NUM! #NUM! #NUM! 3.14 #NUM!

TAF1L 6216 0.01 0.04 0.31 0.08 0.00 0.00 0.14 0.17 0.02 0.00 0.07 -3.76 0.08 -2.73 -0.99 1.92 0.02 #NUM! #NUM!

TAF2 5049 10.88 10.78 19.09 27.43 1.29 5.99 4.15 6.11 3.79 4.87 12.58 3.65 4.73 1.20 1.19 2.01 2.54 -1.87 -1.07

TAF3 2790 4.74 6.27 10.90 9.46 2.08 5.10 6.56 5.49 2.77 2.95 6.42 2.68 4.44 0.09 0.50 1.29 1.09 -1.10 -0.33

TAF4 4647 1.17 6.10 5.68 6.58 1.96 2.89 3.91 2.48 1.60 1.80 4.06 2.02 2.45 -1.06 1.32 1.21 1.43 -0.32 -0.49

TAF4B 4777 0.89 0.87 2.78 1.89 0.44 2.02 0.73 1.63 0.93 1.57 1.48 0.57 1.21 -0.44 -0.48 1.19 0.64 -1.46 0.45

TAF5 3283 0.00 1.25 1.55 2.19 0.00 0.00 0.00 1.29 0.00 0.00 0.83 -0.27 0.32 #NUM! 1.95 2.26 2.76 #NUM! #NUM!

TAF5L 4139 4.61 7.10 10.10 8.53 7.28 4.78 4.89 4.58 7.83 4.43 7.07 2.82 5.43 -0.24 0.39 0.89 0.65 0.42 -0.56

TAF6 2787 15.05 32.32 39.09 20.83 0.00 0.00 19.53 15.27 26.55 13.74 17.88 4.16 18.77 -0.32 0.78 1.06 0.15 #NUM! #NUM!

TAF6L 2176 0.00 0.00 0.00 0.00 9.83 0.00 0.00 0.00 0.00 3.39 1.64 0.71 0.85 #NUM! #NUM! #NUM! #NUM! 3.54 #NUM!

TAF7 2310 14.29 18.01 23.29 20.25 42.69 42.07 18.49 16.36 46.61 50.43 26.77 4.74 32.97 -1.21 -0.87 -0.50 -0.70 0.37 0.65

TAF7L 2371 0.35 0.39 1.07 1.65 2.85 3.19 0.03 0.10 0.08 0.31 1.58 0.66 0.13 1.43 1.58 3.06 3.68 4.47 1.01

TAF8 4323 4.00 3.24 5.17 3.19 3.23 3.80 2.16 0.00 3.82 1.85 3.77 1.92 1.96 1.03 0.73 1.40 0.71 0.73 0.01

TAF9 1482 43.90 20.82 28.11 37.30 43.93 87.26 36.31 26.79 50.87 72.94 43.55 5.44 46.73 -0.09 -1.17 -0.73 -0.33 -0.09 1.00

TAF9B 2714 7.39 9.66 0.00 4.93 0.00 14.72 7.90 7.27 11.83 9.03 6.12 2.61 9.01 -0.29 0.10 #NUM! -0.87 #NUM! 1.27

TAG 624 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -11.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TAGAP 3363 1.83 4.48 6.96 3.89 3.09 7.54 1.92 2.35 1.95 2.69 4.63 2.21 2.23 -0.28 1.01 1.64 0.80 0.47 0.70

TAGLN 1574 223.73 585.63 88.89 63.06 156.34 1345.24 747.54 68.45 9893.42 1368.33 410.48 8.68 3019.44 -3.75 -2.37 -5.09 -5.58 -4.27 1.71

TAGLN2 1360 487.61 423.38 551.37 947.32 1272.76 651.77 360.08 298.14 307.33 417.16 722.37 9.50 345.68 0.50 0.29 0.67 1.45 1.88 -0.15

TAGLN3 1503 0.05 0.05 0.12 0.00 0.07 0.05 0.00 0.00 0.19 0.18 0.06 -4.18 0.09 -0.91 -0.89 0.33 #NUM! -0.43 -0.19

tAKR 1408 0.00 0.00 0.00 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.02 -5.80 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TAL1 5018 0.25 0.82 0.23 0.13 0.62 0.68 0.78 0.41 0.96 0.79 0.45 -1.14 0.74 -1.55 0.15 -1.71 -2.45 -0.25 0.58

TAL2 656 0.00 0.11 0.00 0.00 0.00 0.19 0.29 0.00 0.10 0.09 0.05 -4.32 0.12 #NUM! -0.07 #NUM! #NUM! #NUM! 1.91

TALDO1 1319 123.73 75.56 116.50 81.51 274.48 107.86 129.58 87.04 70.16 91.35 129.94 7.02 94.53 0.39 -0.32 0.30 -0.21 1.54 -0.27

TANC1 7517 3.36 9.64 8.13 4.96 3.38 11.08 8.38 12.50 4.78 7.53 6.76 2.76 8.30 -1.30 0.22 -0.03 -0.74 -1.30 0.71

TANC2 11747 0.70 3.50 1.77 3.74 2.25 5.20 2.75 2.00 0.82 1.42 2.86 1.52 1.75 -1.32 1.00 0.02 1.10 0.37 0.86

TANK 2089 14.42 19.98 23.11 18.95 7.60 29.98 16.76 19.89 9.91 12.29 19.01 4.25 14.71 -0.03 0.44 0.65 0.37 -0.95 0.66

TAOK1 12096 2.45 6.55 6.30 3.73 1.41 4.20 3.07 7.30 3.25 4.38 4.11 2.04 4.50 -0.88 0.54 0.49 -0.27 -1.67 0.03

TAOK2 4920 4.91 14.87 7.68 2.97 6.36 4.77 8.34 5.43 9.55 5.38 6.93 2.79 7.17 -0.55 1.05 0.10 -1.27 -0.17 -0.54

TAOK3 4399 10.75 12.71 15.95 17.55 3.73 9.69 13.33 13.78 7.24 6.38 11.73 3.55 10.18 0.08 0.32 0.65 0.79 -1.45 -0.28

TAP1 2974 39.89 92.18 142.77 55.54 156.52 63.13 12.83 20.17 31.70 34.12 91.67 6.52 24.70 0.69 1.90 2.53 1.17 2.66 -0.54

TAP2 5679 5.87 22.92 29.46 23.97 23.64 16.20 9.57 9.23 7.96 13.92 20.34 4.35 10.17 -0.79 1.17 1.53 1.24 1.22 -0.33

TAPBP 3779 32.77 121.32 155.80 51.06 112.75 41.54 28.09 42.10 25.65 16.81 85.87 6.42 28.16 0.22 2.11 2.47 0.86 2.00 -1.05

TAPBPL 1834 18.00 20.45 19.39 14.93 17.37 17.28 9.12 6.13 12.28 10.42 17.90 4.16 9.49 0.92 1.11 1.03 0.65 0.87 -0.05

TAPT1 4610 1.97 3.27 3.42 2.24 1.17 4.98 3.23 2.88 3.99 5.10 2.84 1.51 3.80 -0.95 -0.22 -0.15 -0.76 -1.69 0.81

TARBP1 5130 1.92 8.73 3.51 7.67 9.18 7.17 3.52 2.39 3.53 4.70 6.36 2.67 3.53 -0.88 1.30 -0.01 1.12 1.38 0.17

TARBP2 1888 8.91 6.24 9.77 6.52 14.61 7.59 4.27 3.74 7.38 6.72 8.94 3.16 5.53 0.69 0.18 0.82 0.24 1.40 -0.24

TARDBP 4236 13.24 24.34 26.33 32.75 20.35 26.88 16.46 25.67 26.55 28.13 23.98 4.58 24.20 -0.87 0.01 0.12 0.44 -0.25 0.16

TARP 1027 5.22 8.98 20.54 2.42 3.00 8.64 3.96 2.65 1.84 3.39 8.13 3.02 2.96 0.82 1.60 2.79 -0.29 0.02 0.09

TARS 2850 21.74 16.08 59.08 26.63 16.31 16.39 17.34 19.27 12.57 20.28 26.04 4.70 17.36 0.32 -0.11 1.77 0.62 -0.09 -0.67

TARS2 2390 4.60 9.56 8.28 8.70 12.30 6.20 4.17 4.27 5.54 4.25 8.27 3.05 4.56 0.01 1.07 0.86 0.93 1.43 -0.42

TARSL2 3300 1.55 1.90 2.33 1.26 2.54 5.12 1.40 1.34 1.97 3.10 2.45 1.29 1.95 -0.33 -0.04 0.25 -0.63 0.38 1.06

TAS1R1 2803 0.04 0.01 0.16 0.00 0.04 0.04 0.18 0.02 0.03 0.02 0.05 -4.40 0.06 -0.60 -2.18 1.37 #NUM! -0.70 -0.42

TAS1R2 2521 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.03 0.00 0.00 0.01 -7.59 0.01 #NUM! 1.40 #NUM! #NUM! 0.30 #NUM!

TAS1R3 2559 0.00 0.23 0.00 0.08 0.04 0.20 0.45 0.12 0.06 0.07 0.09 -3.45 0.17 #NUM! 0.40 #NUM! -1.15 -2.16 1.14

TAS2R1 1355 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.02 0.00 -8.33 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TAS2R10 924 0.00 0.03 0.04 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.01 -6.34 0.01 #NUM! 1.95 2.17 #NUM! #NUM! #NUM!

TAS2R13 1637 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TAS2R14 954 0.00 0.00 0.00 0.00 0.34 0.00 0.00 0.00 0.00 0.58 0.06 -4.15 0.15 #NUM! #NUM! #NUM! #NUM! 1.21 #NUM!

TAS2R19 900 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.14 0.01 -6.53 0.04 #NUM! #NUM! #NUM! #NUM! 0.87 #NUM!

TAS2R20 1914 0.17 0.30 0.22 0.40 0.36 0.39 0.15 0.26 0.29 0.14 0.31 -1.70 0.21 -0.29 0.52 0.05 0.91 0.78 0.35

TAS2R3 1101 0.00 0.03 0.00 0.10 0.00 0.00 0.00 0.03 0.00 0.00 0.02 -5.52 0.01 #NUM! 1.99 #NUM! 3.89 #NUM! #NUM!

TAS2R30 960 0.00 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.00 0.00 -7.74 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TAS2R31 1021 0.00 0.06 0.04 0.20 0.06 0.12 0.03 0.12 0.05 0.02 0.08 -3.68 0.06 #NUM! 0.07 -0.71 1.80 -0.05 0.59

TAS2R38 1143 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TAS2R4 900 0.17 0.50 0.00 0.00 0.00 0.06 0.25 0.07 0.00 0.00 0.12 -3.03 0.08 1.14 2.65 #NUM! #NUM! #NUM! -1.00

TAS2R40 972 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

TAS2R42 945 0.00 0.07 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.00 0.01 -6.49 0.02 #NUM! 1.97 #NUM! #NUM! #NUM! #NUM!

TAS2R43 1027 0.00 0.03 0.00 0.02 0.00 0.03 0.00 0.00 0.00 0.02 0.01 -6.21 0.01 #NUM! 2.32 #NUM! 2.05 #NUM! 0.94

TAS2R45 900 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TAS2R46 930 0.00 0.03 0.12 0.04 0.00 0.04 0.04 0.03 0.00 0.00 0.04 -4.65 0.02 #NUM! 0.97 2.77 1.28 #NUM! 0.14

TAS2R5 1150 0.05 0.26 0.00 0.13 0.00 0.09 0.20 0.21 0.00 0.17 0.09 -3.49 0.14 -1.49 0.85 #NUM! -0.16 #NUM! 0.02

TAS2R50 1000 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.03 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TAS2R60 957 0.00 0.00 0.08 0.00 0.00 0.00 0.00 0.03 0.03 0.00 0.01 -6.30 0.02 #NUM! #NUM! 2.31 #NUM! #NUM! #NUM!

TAS2R9 1075 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TASP1 2368 2.23 4.68 3.53 3.81 3.98 6.20 1.36 2.16 5.68 4.97 4.07 2.03 3.54 -0.67 0.40 -0.01 0.11 0.17 0.61

TAT 2757 0.00 0.08 0.00 0.00 0.02 0.03 0.00 0.00 0.00 0.00 0.02 -5.64 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.34

TATDN1 1158 11.62 6.09 10.49 0.00 0.00 24.31 8.60 8.44 9.57 19.79 8.75 3.13 11.60 0.00 -0.93 -0.14 #NUM! #NUM! 1.47

TATDN2 4909 3.55 9.60 11.43 8.83 4.91 4.96 6.81 6.40 8.31 7.27 7.21 2.85 7.20 -1.02 0.41 0.67 0.29 -0.55 -0.54

TATDN3 2609 2.04 2.65 2.55 1.54 1.76 4.13 1.62 1.42 2.02 2.88 2.45 1.29 1.99 0.04 0.42 0.36 -0.37 -0.17 0.76

TAX1BP1 3506 24.82 27.80 43.37 32.62 13.94 33.93 36.69 44.06 21.79 31.15 29.41 4.88 33.42 -0.43 -0.27 0.38 -0.04 -1.26 0.21

TAX1BP3 1398 182.74 171.01 172.99 234.98 226.55 128.48 142.75 127.60 146.71 124.76 186.12 7.54 135.46 0.43 0.34 0.35 0.79 0.74 -0.53

TAZ 1935 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TBC1D1 5688 7.01 11.75 13.40 4.51 7.24 13.08 10.55 5.27 47.46 12.22 9.50 3.25 18.88 -1.43 -0.68 -0.49 -2.06 -1.38 0.46

TBC1D10A 2038 10.46 16.41 26.75 44.37 15.15 15.12 24.05 23.04 15.77 26.08 21.38 4.42 22.24 -1.09 -0.44 0.27 1.00 -0.55 -0.50

TBC1D10B 3326 7.17 23.30 12.10 21.87 21.69 8.82 11.26 8.77 13.50 8.13 15.82 3.98 10.41 -0.54 1.16 0.22 1.07 1.06 -0.84

TBC1D10C 1766 3.47 9.47 0.00 4.72 6.37 10.59 1.28 1.47 2.74 0.00 5.77 2.53 1.37 1.34 2.79 #NUM! 1.78 2.21 0.88

TBC1D12 5749 0.72 1.38 0.92 0.89 0.89 1.94 0.94 1.56 2.19 2.37 1.13 0.17 1.77 -1.29 -0.35 -0.93 -0.99 -0.98 0.79

TBC1D13 3879 3.60 5.04 5.06 4.78 4.85 2.52 5.03 2.25 4.54 2.56 4.31 2.11 3.60 0.00 0.49 0.49 0.41 0.43 -0.77

TBC1D14 5009 7.84 1.80 1.11 2.42 1.41 1.45 9.02 3.94 4.01 5.14 2.67 1.42 5.53 0.50 -1.62 -2.32 -1.19 -1.97 -0.88

TBC1D15 5852 6.11 4.59 6.42 9.79 3.63 17.04 5.70 7.27 4.54 13.16 7.93 2.99 7.67 -0.33 -0.74 -0.26 0.35 -1.08 1.10

TBC1D16 3303 1.43 2.69 1.02 1.53 1.80 0.77 2.90 1.42 2.72 1.53 1.54 0.62 2.14 -0.58 0.33 -1.06 -0.49 -0.25 -0.99

TBC1D17 2390 2.91 18.21 0.00 16.90 0.00 10.30 10.95 11.16 22.68 7.84 8.05 3.01 13.16 -2.18 0.47 #NUM! 0.36 #NUM! 0.35

TBC1D19 2204 1.36 2.13 1.24 1.13 1.31 3.58 1.66 1.50 3.82 3.14 1.79 0.84 2.53 -0.90 -0.24 -1.03 -1.16 -0.94 1.00

TBC1D2 3330 8.86 14.32 7.38 19.76 42.57 6.61 9.15 12.68 2.59 9.47 16.58 4.05 8.47 0.06 0.76 -0.20 1.22 2.33 -1.33

TBC1D20 4456 5.82 9.55 10.97 8.46 8.67 8.43 9.04 8.02 12.12 9.02 8.65 3.11 9.55 -0.71 0.00 0.20 -0.17 -0.14 -0.04

TBC1D22A 3793 7.55 10.26 16.03 11.38 7.12 7.72 7.56 7.26 9.60 7.77 10.01 3.32 8.05 -0.09 0.35 0.99 0.50 -0.18 -0.38

TBC1D22B 3477 3.05 5.08 4.55 8.22 8.14 4.63 5.30 6.33 4.33 5.75 5.61 2.49 5.43 -0.83 -0.10 -0.25 0.60 0.58 -0.28

TBC1D23 3912 5.96 7.75 7.28 9.33 5.61 10.25 5.98 6.67 4.59 9.30 7.70 2.94 6.64 -0.16 0.22 0.13 0.49 -0.24 0.41

TBC1D24 6607 0.44 1.57 1.00 1.52 1.91 1.72 0.77 0.59 0.72 0.00 1.36 0.44 0.52 -0.26 1.58 0.94 1.54 1.87 0.34

TBC1D25 3830 3.98 7.30 8.50 6.66 5.50 3.42 5.11 3.58 5.38 4.49 5.89 2.56 4.64 -0.22 0.65 0.87 0.52 0.25 -0.78

TBC1D26 1883 0.00 0.06 0.03 0.06 0.04 0.06 0.05 0.03 0.03 0.05 0.04 -4.55 0.04 #NUM! 0.66 -0.12 0.56 0.14 0.60

TBC1D28 1978 0.01 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -7.09 0.00 1.71 #NUM! #NUM! 3.63 #NUM! #NUM!

TBC1D29 685 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TBC1D2B 6087 4.05 15.24 4.45 9.33 5.66 8.16 6.02 5.65 9.77 9.70 7.81 2.97 7.78 -0.94 0.97 -0.81 0.26 -0.46 0.06

TBC1D3 2305 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TBC1D30 7840 0.56 0.54 1.58 0.52 0.72 0.50 0.21 0.30 0.72 0.70 0.74 -0.44 0.48 0.22 0.15 1.70 0.11 0.58 -0.55

TBC1D3B 2114 1.19 3.14 1.41 5.16 1.74 2.13 2.44 2.60 0.82 1.81 2.46 1.30 1.92 -0.69 0.71 -0.44 1.43 -0.14 -0.21

TBC1D3C 2140 1.59 4.38 2.01 7.30 2.11 2.82 3.44 3.47 0.95 2.14 3.37 1.75 2.50 -0.66 0.81 -0.31 1.55 -0.25 -0.26

TBC1D3F 2122 4.58 12.86 5.75 25.15 5.75 7.49 10.01 10.12 2.81 6.24 10.26 3.36 7.30 -0.67 0.82 -0.34 1.79 -0.34 -0.45

TBC1D3G 2177 0.96 2.52 1.27 4.30 1.61 1.81 2.04 2.30 0.77 1.65 2.08 1.06 1.69 -0.82 0.58 -0.41 1.35 -0.07 -0.20

TBC1D3P1-DHX40P1 1129 0.00 0.00 0.00 0.00 0.98 0.00 0.94 0.00 3.49 3.68 0.16 -2.61 2.03 #NUM! #NUM! #NUM! #NUM! -1.04 #NUM!

TBC1D3P2 2086 0.31 0.97 0.41 1.54 0.41 0.45 0.68 0.66 0.18 0.44 0.68 -0.55 0.49 -0.65 0.98 -0.27 1.66 -0.26 -0.61

TBC1D4 6363 3.30 7.30 8.04 7.11 1.61 13.27 4.62 7.57 3.43 6.75 6.77 2.76 5.59 -0.76 0.38 0.52 0.35 -1.80 0.97

TBC1D5 7869 2.87 7.87 9.43 7.88 2.06 5.41 7.72 8.70 5.39 6.13 5.92 2.57 6.98 -1.28 0.17 0.43 0.17 -1.76 -0.13

TBC1D7 1322 13.13 14.46 8.15 17.92 13.34 9.55 6.05 5.79 4.56 6.19 12.76 3.67 5.65 1.22 1.36 0.53 1.67 1.24 -0.42

TBC1D8 4163 0.00 8.51 9.82 10.46 0.00 0.00 0.00 0.00 0.00 5.91 4.80 2.26 1.48 #NUM! 2.52 2.73 2.82 #NUM! #NUM!

TBC1D8B 5726 1.00 1.83 1.84 0.85 0.31 1.81 0.89 0.95 0.80 1.17 1.27 0.35 0.95 0.07 0.94 0.95 -0.16 -1.64 0.51

TBC1D9 5507 2.23 5.27 6.39 3.48 3.01 7.93 3.97 5.87 7.02 6.35 4.72 2.24 5.80 -1.38 -0.14 0.14 -0.74 -0.95 0.75

TBC1D9B 5189 10.85 18.62 11.77 22.26 22.76 16.46 18.78 17.01 28.08 18.18 17.12 4.10 20.51 -0.92 -0.14 -0.80 0.12 0.15 -0.06

TBCA 679 80.98 73.05 134.53 122.98 424.82 237.66 103.83 109.28 183.37 195.97 179.00 7.48 148.11 -0.87 -1.02 -0.14 -0.27 1.52 0.41

TBCB 1475 29.35 32.47 31.58 31.76 137.93 64.96 26.68 14.38 64.76 41.02 54.68 5.77 36.71 -0.32 -0.18 -0.22 -0.21 1.91 0.25



TBCC 1675 9.69 6.13 5.86 6.01 7.60 6.73 7.16 3.99 5.52 7.48 7.00 2.81 6.04 0.68 0.02 -0.04 -0.01 0.33 -0.06

TBCCD1 3080 4.32 4.43 5.05 5.36 3.95 4.84 2.90 2.69 3.27 2.83 4.66 2.22 2.92 0.56 0.60 0.79 0.87 0.44 0.06

TBCD 4449 8.02 26.24 15.04 15.53 13.98 9.34 15.99 9.36 19.16 8.53 14.69 3.88 13.26 -0.73 0.98 0.18 0.23 0.08 -0.65

TBCE 1973 8.15 4.95 4.64 4.59 9.40 8.24 3.97 5.83 4.96 7.68 6.66 2.74 5.61 0.54 -0.18 -0.27 -0.29 0.74 0.31

TBCEL 4041 0.94 0.00 1.09 0.00 0.00 0.00 0.00 1.29 3.95 2.03 0.34 -1.56 1.82 -0.96 #NUM! -0.74 #NUM! #NUM! #NUM!

TBCK 3541 7.99 8.67 3.93 6.46 0.00 5.28 15.26 6.80 3.76 4.54 5.39 2.43 7.59 0.07 0.19 -0.95 -0.23 #NUM! -0.03

TBK1 3098 6.03 9.72 14.26 9.50 4.08 9.80 6.18 5.80 2.77 7.65 8.90 3.15 5.60 0.11 0.80 1.35 0.76 -0.46 0.14

TBKBP1 4150 0.84 3.47 2.47 1.71 2.86 1.22 4.09 3.09 7.13 3.17 2.10 1.07 4.37 -2.38 -0.33 -0.82 -1.35 -0.61 -0.78

TBL1X 5715 3.92 11.65 5.08 7.07 2.26 5.13 9.38 5.38 10.17 6.25 5.85 2.55 7.80 -0.99 0.58 -0.62 -0.14 -1.79 -0.19

TBL1XR1 6550 6.38 10.89 10.55 14.27 8.31 19.82 7.79 9.24 9.10 14.70 11.70 3.55 10.21 -0.68 0.09 0.05 0.48 -0.30 0.76

TBL2 3041 7.48 7.63 20.46 5.12 13.33 6.34 5.40 4.04 8.86 8.46 10.06 3.33 6.69 0.16 0.19 1.61 -0.39 0.99 -0.67

TBL3 2618 7.41 9.56 6.64 10.91 23.35 8.25 10.19 6.80 13.09 9.55 11.02 3.46 9.91 -0.42 -0.05 -0.58 0.14 1.24 -0.42

TBP 1921 5.76 5.65 7.92 11.16 8.38 6.40 4.97 5.37 5.99 4.65 7.55 2.92 5.24 0.14 0.11 0.60 1.09 0.68 -0.24

TBPL1 1340 12.62 12.40 17.37 14.03 18.63 14.82 9.63 10.27 11.42 15.88 14.98 3.90 11.80 0.10 0.07 0.56 0.25 0.66 -0.02

TBPL2 1304 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TBR1 3186 0.03 0.01 0.00 0.00 0.25 0.31 0.00 0.00 0.00 0.00 0.10 -3.32 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.62

TBRG1 5162 3.11 5.84 3.61 6.81 8.21 7.11 6.59 3.70 4.82 6.39 5.78 2.53 5.38 -0.79 0.12 -0.57 0.34 0.61 0.30

TBRG4 2299 16.00 11.42 23.04 17.94 41.88 11.31 9.98 11.42 15.31 11.41 20.27 4.34 12.03 0.41 -0.07 0.94 0.58 1.80 -0.84

TBX1 2082 2.47 3.20 1.20 1.00 0.31 1.55 11.32 2.68 1.38 1.82 1.62 0.70 4.30 -0.80 -0.43 -1.84 -2.10 -3.82 -0.07

TBX10 1557 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 -8.46 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TBX15 3513 0.18 1.28 0.09 0.05 0.18 0.28 0.00 0.01 0.11 0.07 0.34 -1.55 0.05 1.89 4.73 0.86 -0.04 1.91 -0.31

TBX18 4070 0.11 0.27 0.22 5.14 0.01 1.42 0.58 0.42 0.80 0.62 1.20 0.26 0.60 -2.40 -1.17 -1.43 3.09 -5.66 0.24

TBX19 2882 0.96 1.35 0.60 0.00 0.00 0.00 0.67 1.00 0.00 0.00 0.49 -1.04 0.42 1.20 1.69 0.53 #NUM! #NUM! #NUM!

TBX2 3396 1.31 7.20 1.90 2.50 1.97 3.89 5.44 4.68 18.28 6.14 3.13 1.65 8.64 -2.72 -0.26 -2.18 -1.79 -2.13 0.32

TBX20 1824 0.00 0.02 0.04 0.02 0.00 0.00 0.00 0.12 0.00 0.00 0.01 -6.32 0.03 #NUM! -1.01 0.21 -0.35 #NUM! #NUM!

TBX21 2589 0.48 0.88 1.19 0.26 0.58 1.22 0.44 0.28 0.20 0.33 0.77 -0.38 0.31 0.61 1.50 1.93 -0.26 0.90 0.66

TBX22 2355 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TBX3 4814 3.50 19.36 3.03 3.62 0.67 7.30 13.74 13.95 6.79 13.12 6.25 2.64 11.90 -1.77 0.70 -1.97 -1.72 -4.14 0.22

TBX4 2470 0.05 0.00 0.27 0.12 0.16 0.11 0.05 0.14 0.24 0.04 0.12 -3.05 0.12 -1.11 #NUM! 1.19 0.07 0.50 -0.08

TBX5 3921 0.01 0.00 0.03 0.03 0.00 0.10 0.01 0.06 0.19 0.02 0.03 -5.12 0.07 -3.28 #NUM! -1.05 -1.36 #NUM! 1.87

TBX6 1830 6.52 1.93 7.36 2.88 3.66 0.67 4.89 3.19 0.30 1.98 3.84 1.94 2.59 1.33 -0.42 1.51 0.15 0.50 -2.51

TBXA2R 2619 0.70 1.22 0.43 0.48 1.87 0.81 1.23 0.64 6.26 0.80 0.92 -0.12 2.23 -1.67 -0.87 -2.37 -2.23 -0.26 -0.17

TBXAS1 2385 2.88 5.99 3.82 3.02 6.09 7.71 1.92 2.43 4.38 2.85 4.92 2.30 2.90 -0.01 1.05 0.40 0.06 1.07 0.65

TC2N 5030 6.49 16.79 14.37 3.83 4.43 7.22 6.10 8.49 4.43 8.16 8.86 3.15 6.79 -0.07 1.31 1.08 -0.83 -0.62 -0.29

TCAM1P 3291 1.20 1.60 0.81 2.23 2.67 1.96 0.01 0.02 0.03 0.06 1.75 0.80 0.03 5.36 5.76 4.78 6.25 6.51 0.17

TCAP 963 0.06 0.49 0.19 0.12 0.00 0.34 0.51 0.23 0.28 0.18 0.20 -2.32 0.30 -2.23 0.70 -0.66 -1.31 #NUM! 0.75

TCEA1 2784 16.81 17.59 34.12 21.47 16.35 48.91 17.36 16.98 30.88 36.64 25.87 4.69 25.47 -0.60 -0.53 0.42 -0.25 -0.64 0.92

TCEA2 1749 7.07 14.80 23.35 4.32 8.88 14.73 11.14 5.69 25.05 12.67 12.19 3.61 13.64 -0.95 0.12 0.78 -1.66 -0.62 0.27

TCEA3 1586 20.06 16.68 32.91 16.59 26.18 28.60 21.26 21.54 18.59 23.80 23.50 4.55 21.29 -0.09 -0.35 0.63 -0.36 0.30 0.28

TCEAL1 1220 17.71 20.56 5.65 5.40 14.60 41.15 23.34 13.52 84.45 45.91 17.51 4.13 41.80 -1.24 -1.02 -2.89 -2.95 -1.52 1.23

TCEAL2 1123 1.37 4.17 0.54 0.03 0.18 11.60 4.37 1.54 15.12 14.76 2.98 1.58 8.95 -2.71 -1.10 -4.04 -8.03 -5.66 1.96

TCEAL3 1154 15.17 21.28 7.89 4.81 11.91 35.31 31.15 11.50 64.11 53.63 16.06 4.01 40.10 -1.40 -0.91 -2.35 -3.06 -1.75 1.14

TCEAL4 1353 46.87 58.70 23.53 21.78 34.09 128.22 70.64 54.44 203.57 122.83 52.20 5.71 112.87 -1.27 -0.94 -2.26 -2.37 -1.73 1.30

TCEAL5 1166 0.85 0.95 0.22 0.14 0.12 4.26 1.60 0.21 4.35 3.89 1.09 0.12 2.51 -1.57 -1.41 -3.52 -4.21 -4.37 1.97

TCEAL6 1532 0.49 1.02 0.45 0.25 0.76 3.36 1.19 0.36 5.35 13.76 1.05 0.07 5.17 -3.40 -2.35 -3.53 -4.38 -2.77 1.67

TCEAL7 1213 2.94 3.82 1.38 0.91 0.70 24.05 6.29 3.96 25.53 27.70 5.63 2.49 15.87 -2.43 -2.05 -3.52 -4.12 -4.51 2.09

TCEAL8 1231 32.08 31.48 12.59 27.12 19.69 46.71 28.50 22.86 50.32 52.51 28.28 4.82 38.55 -0.26 -0.29 -1.61 -0.51 -0.97 0.72

TCEANC 1955 0.54 0.85 0.31 0.64 0.46 0.87 0.47 0.20 0.52 0.57 0.61 -0.71 0.44 0.31 0.96 -0.49 0.55 0.06 0.50

TCEANC2 4097 1.25 1.37 1.01 1.84 0.98 1.86 1.22 0.89 1.33 1.84 1.39 0.47 1.32 -0.08 0.05 -0.38 0.48 -0.42 0.43

TCEB1 2235 50.15 6.86 14.93 34.73 272.90 35.30 28.40 8.23 71.95 112.12 69.14 6.11 55.17 -0.14 -3.01 -1.89 -0.67 2.31 -0.97

TCEB2 998 258.43 0.00 0.00 223.84 749.52 286.67 146.50 147.96 300.12 137.18 253.08 7.98 182.94 0.50 #NUM! #NUM! 0.29 2.03 0.18

TCEB3 4959 6.71 7.96 13.06 19.02 4.11 6.72 9.76 0.00 5.95 8.13 9.60 3.26 5.96 0.17 0.42 1.13 1.67 -0.54 -0.51

TCEB3B 3062 0.01 0.00 0.03 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 -6.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.05

TCEB3CL 1641 0.06 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TCERG1 4233 7.02 10.35 9.76 15.49 9.19 8.58 6.83 8.94 4.94 7.26 10.06 3.33 7.00 0.00 0.57 0.48 1.15 0.39 -0.23

TCERG1L 2632 0.00 0.11 0.01 0.00 0.93 0.13 0.04 0.05 0.10 0.04 0.20 -2.33 0.06 #NUM! 0.93 -2.30 #NUM! 3.99 -0.56

TCF12 4806 11.31 18.33 17.74 12.27 1.61 18.09 15.46 21.05 11.30 18.56 13.23 3.73 16.59 -0.55 0.14 0.10 -0.44 -3.36 0.45

TCF15 1227 0.60 0.00 0.03 0.27 0.09 0.40 0.05 0.07 0.42 0.37 0.23 -2.12 0.23 1.39 #NUM! -3.02 0.25 -1.36 0.79

TCF19 3306 7.76 9.86 16.32 14.62 22.39 10.30 3.92 4.06 2.50 3.27 13.54 3.76 3.44 1.17 1.52 2.25 2.09 2.70 -0.39

TCF20 7407 4.21 6.77 13.01 9.96 3.12 8.74 5.79 9.18 4.09 5.14 7.63 2.93 6.05 -0.52 0.16 1.10 0.72 -0.95 0.19

TCF21 3249 1.24 1.06 0.49 0.12 0.17 3.54 16.08 0.79 84.27 5.24 1.10 0.14 26.60 -4.42 -4.66 -5.77 -7.75 -7.28 1.68

TCF23 786 0.00 0.89 0.00 0.11 0.00 0.07 0.35 0.00 0.00 0.68 0.18 -2.49 0.26 #NUM! 1.80 #NUM! -1.29 #NUM! -1.30

TCF24 2450 0.05 0.00 0.04 0.00 0.08 0.09 0.00 0.00 0.00 0.01 0.04 -4.52 0.00 4.38 #NUM! 3.87 #NUM! 4.96 0.99

TCF25 2286 30.34 44.35 23.46 42.93 35.57 31.42 32.96 33.54 52.92 31.67 34.68 5.12 37.77 -0.32 0.23 -0.69 0.18 -0.09 -0.14

TCF3 4462 5.69 12.45 14.27 14.54 9.98 5.71 8.83 7.19 8.41 6.71 10.44 3.38 7.79 -0.45 0.68 0.87 0.90 0.36 -0.87

TCF4 8332 9.84 20.97 7.99 7.42 0.79 20.90 12.04 14.53 9.97 15.38 11.32 3.50 12.98 -0.40 0.69 -0.70 -0.81 -4.04 0.88

TCF7 3322 2.16 12.97 5.68 8.34 2.79 8.20 2.33 2.18 1.52 1.76 6.69 2.74 1.95 0.15 2.74 1.54 2.10 0.52 0.29

TCF7L1 2932 3.98 9.67 12.36 5.90 6.91 9.31 11.43 11.34 21.79 8.25 8.02 3.00 13.20 -1.73 -0.45 -0.10 -1.16 -0.93 0.22

TCF7L2 4092 2.03 10.03 3.46 7.32 3.97 6.58 5.89 6.61 10.50 6.48 5.57 2.48 7.37 -1.86 0.45 -1.09 -0.01 -0.89 0.24

TCFL5 2474 1.82 3.55 2.84 4.40 6.33 4.26 2.36 2.12 6.00 3.77 3.87 1.95 3.56 -0.97 0.00 -0.33 0.31 0.83 0.14

TCHH 6900 0.09 0.05 31.15 0.04 0.07 0.13 0.27 0.10 0.05 0.15 5.26 2.39 0.14 -0.62 -1.46 7.78 -1.77 -1.11 -5.31

TCHHL1 3603 0.00 0.00 0.05 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.44 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TCHP 3172 2.35 5.54 5.99 7.30 2.27 4.86 4.81 4.69 3.66 3.44 4.72 2.24 4.15 -0.82 0.42 0.53 0.82 -0.87 0.04

TCIRG1 2727 12.15 29.68 21.98 14.77 72.58 32.20 12.48 10.43 20.48 20.87 30.56 4.93 16.07 -0.40 0.89 0.45 -0.12 2.18 0.08

TCL1A 1410 0.27 1.04 1.74 0.00 0.02 0.40 0.06 0.02 0.09 0.02 0.58 -0.79 0.05 2.47 4.43 5.17 #NUM! -1.33 -0.54

TCL1B 1172 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TCL6 3307 0.03 0.06 0.09 0.00 0.01 0.03 0.01 0.00 0.00 0.16 0.04 -4.75 0.04 -0.39 0.61 1.15 #NUM! -2.49 -0.42

TCN1 1577 30.65 87.51 6.67 0.97 0.15 2.38 0.60 2.15 0.06 7.85 21.39 4.42 2.67 3.52 5.04 1.32 -1.46 -4.20 -3.17

TCN2 2104 7.73 9.00 9.08 5.07 4.66 14.58 4.32 4.46 28.61 11.72 8.35 3.06 12.28 -0.67 -0.45 -0.44 -1.28 -1.40 0.80

TCOF1 5113 5.99 14.04 12.94 28.85 0.00 0.00 11.45 6.84 0.00 5.46 10.30 3.37 5.94 0.01 1.24 1.12 2.28 #NUM! #NUM!

TCP1 2463 34.70 30.58 52.10 49.90 85.63 61.73 34.03 36.98 55.12 63.04 52.44 5.71 47.29 -0.45 -0.63 0.14 0.08 0.86 0.24

TCP10L 2730 0.07 0.14 0.02 0.00 0.00 0.00 0.00 0.12 0.00 0.00 0.04 -4.70 0.03 1.21 2.21 -0.37 #NUM! #NUM! #NUM!

TCP10L2 2185 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TCP11 2023 3.12 1.76 0.58 1.67 0.04 1.05 0.01 0.23 0.22 0.27 1.37 0.45 0.18 4.09 3.27 1.66 3.19 -2.20 -0.38

TCP11L1 2817 1.47 1.25 1.62 3.44 4.46 3.25 2.23 0.00 3.78 3.20 2.58 1.37 2.30 -0.65 -0.89 -0.51 0.58 0.95 0.33

TCP11L2 2243 2.29 3.74 1.47 4.93 1.26 2.84 6.53 6.61 1.74 3.17 2.76 1.46 4.52 -0.98 -0.27 -1.62 0.13 -1.84 0.04

TCTA 2172 0.00 0.00 0.00 0.00 5.85 6.91 6.35 4.50 0.00 6.07 2.13 1.09 4.23 #NUM! #NUM! #NUM! #NUM! 0.47 1.70

TCTE1 1686 0.00 0.22 0.14 0.10 0.09 0.03 0.07 0.02 0.06 0.07 0.10 -3.37 0.05 #NUM! 2.03 1.36 0.97 0.81 -1.73

TCTE3 747 1.23 0.83 0.00 0.66 1.10 0.87 0.00 0.00 0.04 0.84 0.78 -0.36 0.22 2.48 1.91 #NUM! 1.58 2.31 0.15

TCTEX1D1 2268 0.07 0.23 0.06 0.01 0.09 1.11 0.09 0.21 0.44 0.84 0.26 -1.94 0.39 -2.46 -0.79 -2.81 -4.71 -2.14 2.09

TCTEX1D2 695 0.00 4.50 0.00 0.00 20.15 28.40 5.71 4.46 12.55 17.54 8.84 3.14 10.06 #NUM! -1.16 #NUM! #NUM! 1.00 1.68

TCTEX1D4 1278 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TCTN1 2040 5.96 10.64 1.65 7.04 7.66 9.51 7.61 5.30 11.46 9.31 7.08 2.82 8.42 -0.50 0.34 -2.35 -0.26 -0.14 0.43

TCTN2 2934 3.23 5.51 2.21 3.84 3.50 3.93 3.50 2.84 3.35 2.93 3.70 1.89 3.16 0.04 0.80 -0.51 0.28 0.15 0.08

TCTN3 2741 12.54 14.24 5.15 8.76 11.20 13.80 8.41 8.81 17.18 12.47 10.95 3.45 11.72 0.10 0.28 -1.19 -0.42 -0.07 0.33

TDG 3251 8.10 8.36 20.21 17.93 9.69 10.63 7.91 7.50 5.52 10.40 12.49 3.64 7.83 0.05 0.09 1.37 1.19 0.31 -0.23

TDGF1 2174 0.39 0.06 0.02 0.08 0.00 0.14 0.13 0.11 0.06 0.11 0.11 -3.12 0.10 1.93 -0.71 -2.49 -0.39 #NUM! 0.26

TDGF1P3 2710 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TDH 1357 0.00 0.11 0.15 0.27 0.00 0.15 0.02 0.00 0.02 0.00 0.11 -3.16 0.01 #NUM! 3.38 3.87 4.70 #NUM! 0.41

TDO2 1713 0.74 0.93 2.68 0.82 1.25 1.52 0.02 0.05 0.29 0.44 1.32 0.40 0.20 1.89 2.23 3.75 2.05 2.65 0.20

TDP1 3763 3.45 4.69 6.74 6.38 5.77 3.90 3.04 3.11 1.89 2.38 5.16 2.37 2.61 0.41 0.85 1.37 1.29 1.15 -0.40

TDP2 1940 12.83 13.92 17.19 20.34 14.18 24.79 11.04 8.47 11.32 12.59 17.21 4.11 10.86 0.24 0.36 0.66 0.91 0.39 0.53

TDRD1 4510 0.01 0.02 0.01 0.01 0.00 0.01 0.01 0.13 0.01 0.01 0.01 -6.75 0.04 -2.79 -1.21 -1.57 -1.46 #NUM! -0.88

TDRD10 2544 1.85 0.00 0.05 0.53 0.06 12.94 0.00 0.00 0.00 0.00 2.57 1.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.33

TDRD12 1617 0.00 0.00 0.00 0.00 0.02 0.00 0.09 0.02 0.06 0.01 0.00 -8.53 0.05 #NUM! #NUM! #NUM! #NUM! -1.51 #NUM!

TDRD3 3032 3.01 4.98 5.91 5.85 0.87 7.65 6.07 5.55 3.25 5.16 4.71 2.24 5.01 -0.73 -0.01 0.24 0.23 -2.52 0.70

TDRD5 3978 0.00 0.01 0.00 0.24 1.38 0.69 0.00 0.12 0.01 0.07 0.39 -1.37 0.05 #NUM! -1.78 #NUM! 2.26 4.81 0.84

TDRD6 8977 0.07 1.18 0.00 0.84 0.00 0.67 0.00 0.04 0.15 0.31 0.46 -1.12 0.13 -0.87 3.22 #NUM! 2.72 #NUM! 0.55

TDRD7 3785 3.77 6.38 10.34 7.62 5.10 11.89 4.55 2.59 7.73 5.10 7.52 2.91 4.99 -0.40 0.35 1.05 0.61 0.03 0.66

TDRD9 4782 0.01 0.03 0.07 3.44 0.03 4.40 0.11 0.04 0.15 0.07 1.33 0.41 0.09 -3.10 -1.78 -0.42 5.21 -1.61 1.73

TDRG1 1197 0.00 0.00 0.00 0.03 0.00 0.00 0.09 0.08 0.22 0.04 0.01 -7.43 0.11 #NUM! #NUM! #NUM! -1.65 #NUM! #NUM!

TDRKH 2854 1.96 3.11 3.57 2.09 0.00 0.00 1.33 0.00 0.00 0.00 1.79 0.84 0.33 2.55 3.22 3.42 2.64 #NUM! #NUM!

TEAD1 9433 2.23 8.00 4.46 3.40 2.75 4.94 5.53 8.11 6.00 7.29 4.30 2.10 6.73 -1.59 0.25 -0.59 -0.98 -1.29 0.20

TEAD2 2220 13.85 11.15 16.06 12.06 9.32 19.75 10.59 8.41 44.85 20.04 13.70 3.78 20.97 -0.60 -0.91 -0.39 -0.80 -1.17 0.53

TEAD3 3023 8.18 26.90 28.63 25.75 19.70 11.89 20.33 15.16 36.54 18.90 20.17 4.33 22.73 -1.47 0.24 0.33 0.18 -0.21 -0.76

TEAD4 1798 9.98 7.75 25.05 14.74 36.72 7.54 3.36 3.72 10.31 8.62 16.96 4.08 6.50 0.62 0.25 1.95 1.18 2.50 -1.17

TEC 3620 0.59 0.89 2.32 1.36 0.40 0.72 1.56 2.85 0.36 1.62 1.05 0.07 1.60 -1.44 -0.84 0.54 -0.23 -2.00 -0.53

TECPR1 4371 0.71 2.71 2.09 2.30 1.71 2.10 0.00 1.50 2.71 0.00 1.94 0.95 1.05 -0.57 1.37 0.99 1.13 0.70 0.11

TECPR2 8703 1.06 2.77 2.99 3.48 7.97 1.35 2.72 2.51 3.74 1.83 3.27 1.71 2.70 -1.34 0.04 0.15 0.37 1.56 -1.27

TECR 1245 192.35 188.00 195.67 152.15 238.74 79.26 310.91 241.82 65.30 129.35 174.36 7.45 186.84 0.04 0.01 0.07 -0.30 0.35 -1.14

TECRL 2843 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TECTA 6468 0.03 0.00 0.03 0.00 0.00 0.00 0.00 0.08 0.12 0.05 0.01 -6.77 0.06 -1.18 #NUM! -1.18 #NUM! #NUM! #NUM!

TECTB 990 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.01 -7.58 0.01 #NUM! 2.21 #NUM! #NUM! #NUM! #NUM!

TEDDM1 2500 0.04 0.03 0.00 0.00 0.01 0.12 0.08 0.03 0.00 0.01 0.03 -4.86 0.03 0.51 0.10 #NUM! #NUM! -1.58 1.82

TEF 4382 3.26 3.14 2.79 0.82 0.78 3.98 1.58 1.25 6.34 5.09 2.46 1.30 3.57 -0.13 -0.18 -0.35 -2.12 -2.20 0.69

TEK 4817 1.30 2.61 1.96 0.49 0.33 9.45 2.93 2.69 8.97 7.23 2.69 1.43 5.46 -2.06 -1.07 -1.48 -3.46 -4.03 1.81

TEKT1 1428 0.00 0.84 0.00 0.00 0.00 0.04 0.06 0.04 0.05 0.07 0.15 -2.78 0.06 #NUM! 3.90 #NUM! #NUM! #NUM! -2.04

TEKT2 1536 0.28 1.78 0.15 0.07 0.19 1.05 2.17 0.19 1.10 0.52 0.59 -0.77 0.99 -1.82 0.84 -2.69 -3.81 -2.37 0.83

TEKT3 1795 1.54 0.59 1.34 0.06 0.06 1.71 2.29 2.49 3.74 0.95 0.88 -0.18 2.37 -0.62 -2.01 -0.82 -5.34 -5.35 0.95

TEKT4 1471 0.67 5.41 0.12 0.05 0.01 0.29 5.52 0.27 0.10 0.38 1.09 0.12 1.57 -1.23 1.79 -3.75 -4.99 -7.42 -1.90

TEKT4P2 1640 25.83 13.17 3.04 1.01 7.76 21.99 15.62 2.83 27.53 18.84 12.13 3.60 16.20 0.67 -0.30 -2.41 -4.01 -1.06 0.86

TEKT5 1609 0.00 0.12 0.08 0.02 0.08 0.02 0.05 0.00 0.03 0.00 0.05 -4.21 0.02 #NUM! 2.49 1.91 0.01 1.90 -1.82

TELO2 3338 2.78 6.28 3.67 10.30 14.19 5.39 3.74 2.81 6.93 3.98 7.10 2.83 4.37 -0.65 0.52 -0.25 1.24 1.70 -0.40

TEN1 1010 16.07 14.79 11.68 0.00 25.71 13.73 16.64 9.67 10.47 16.65 13.66 3.77 13.36 0.27 0.15 -0.19 #NUM! 0.94 0.01

TENC1 4952 4.25 22.05 6.99 4.86 1.62 0.00 18.32 19.92 29.67 0.00 6.63 2.73 16.98 -2.00 0.38 -1.28 -1.81 -3.39 #NUM!

TEP1 10694 1.45 3.82 3.02 4.58 1.26 2.17 1.81 1.50 1.87 2.99 2.71 1.44 2.05 -0.50 0.90 0.56 1.16 -0.70 -0.33

TEPP 1638 0.00 0.86 0.02 0.00 5.01 0.42 0.64 0.74 0.05 0.34 1.05 0.07 0.44 #NUM! 0.96 -4.36 #NUM! 3.51 -1.32

TERC 451 0.57 0.00 0.23 0.97 0.09 0.08 0.10 0.71 0.00 0.08 0.32 -1.62 0.22 1.37 #NUM! 0.06 2.14 -1.34 -1.98

TERF1 2960 4.93 6.29 8.62 8.39 3.10 10.61 5.35 6.16 7.42 7.01 6.99 2.80 6.48 -0.40 -0.04 0.41 0.37 -1.07 0.60

TERF2 2979 5.36 10.66 5.94 9.27 9.39 7.51 8.27 7.43 9.61 7.41 8.02 3.00 8.18 -0.61 0.38 -0.46 0.18 0.20 -0.09

TERF2IP 2196 21.68 40.11 14.77 25.72 20.57 60.84 23.02 30.09 69.20 68.33 30.61 4.94 47.66 -1.14 -0.25 -1.69 -0.89 -1.21 0.99

TERT 4018 0.00 0.63 1.12 0.91 1.36 0.25 0.85 0.01 0.00 0.01 0.71 -0.49 0.22 #NUM! 1.53 2.37 2.07 2.64 -1.51

TES 2799 10.13 20.11 25.39 21.36 21.04 29.36 29.05 21.87 164.68 33.16 21.23 4.41 62.19 -2.62 -1.63 -1.29 -1.54 -1.56 0.47

TESC 1044 2.00 14.84 1.62 0.84 3.95 7.23 2.28 2.48 11.35 7.45 5.08 2.35 5.89 -1.56 1.33 -1.86 -2.81 -0.58 0.51

TESK1 2559 6.15 13.08 20.64 5.91 21.06 9.38 11.97 6.90 9.02 7.06 12.70 3.67 8.74 -0.51 0.58 1.24 -0.56 1.27 -0.44

TESK2 3093 4.00 3.55 6.31 7.04 4.12 3.95 5.57 7.71 2.69 4.55 4.83 2.27 5.13 -0.36 -0.53 0.30 0.46 -0.32 -0.29

TET1 9601 0.25 0.46 0.32 0.22 0.02 0.15 0.19 0.15 0.07 0.10 0.23 -2.09 0.13 0.97 1.84 1.31 0.77 -2.70 -0.66

TET2 9796 1.66 5.16 5.86 4.63 0.29 4.13 4.08 9.47 1.20 3.21 3.62 1.86 4.49 -1.44 0.20 0.38 0.04 -3.96 0.19

TET3 10983 0.60 2.29 5.80 3.56 1.79 1.26 2.71 4.61 0.32 1.88 2.55 1.35 2.38 -1.98 -0.06 1.29 0.58 -0.41 -1.02

TEX10 3129 3.98 7.81 11.19 7.64 11.64 6.00 5.23 8.72 9.25 7.84 8.04 3.01 7.76 -0.96 0.01 0.53 -0.02 0.59 -0.42

TEX101 1600 0.31 0.22 0.00 0.11 0.00 0.12 1.27 1.68 0.00 0.42 0.13 -2.99 0.84 -1.46 -1.94 #NUM! -2.91 #NUM! -0.11

TEX11 3151 0.03 0.11 0.02 0.00 0.00 0.09 0.00 0.00 0.04 0.01 0.04 -4.56 0.01 1.07 3.19 0.71 #NUM! -2.32 1.12

TEX12 1144 0.00 0.24 0.00 0.23 0.02 0.16 0.03 0.16 0.00 0.00 0.11 -3.21 0.05 #NUM! 2.34 #NUM! 2.30 -0.94 0.56

TEX13B 1248 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.67 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TEX14 4954 0.00 0.07 0.06 0.58 0.56 0.11 0.02 0.05 0.06 0.03 0.23 -2.11 0.04 #NUM! 0.74 0.57 3.79 3.73 -1.03

TEX15 10155 0.00 0.01 0.00 0.02 0.00 0.12 0.02 0.03 0.01 0.03 0.03 -5.29 0.02 #NUM! -1.21 -2.98 -0.07 #NUM! 2.21

TEX19 1951 0.06 0.00 0.00 0.00 0.33 0.00 0.00 0.00 0.00 0.00 0.06 -3.95 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TEX2 5105 7.11 9.92 10.44 9.37 3.22 5.72 7.00 9.12 7.21 6.21 7.63 2.93 7.39 -0.05 0.43 0.50 0.34 -1.20 -0.41

TEX21P 1062 0.06 0.18 0.03 0.15 0.16 0.23 0.00 0.06 0.10 0.02 0.13 -2.90 0.05 0.33 1.93 -0.44 1.66 1.81 0.77

TEX22 2571 0.01 0.15 0.02 0.00 0.06 0.05 0.02 0.04 0.06 0.05 0.05 -4.35 0.04 -2.11 1.70 -0.88 #NUM! 0.38 0.16

TEX261 3381 13.87 16.58 17.31 14.04 12.27 13.78 13.82 11.63 19.07 13.62 14.64 3.87 14.54 -0.07 0.19 0.25 -0.05 -0.24 -0.09

TEX264 1434 23.65 25.89 15.28 22.66 28.01 19.96 18.05 13.93 36.42 18.30 22.58 4.50 21.67 0.13 0.26 -0.50 0.06 0.37 -0.18

TEX9 1470 2.64 2.02 1.05 0.71 0.30 1.73 0.53 0.53 0.16 0.85 1.41 0.49 0.52 2.34 1.95 1.01 0.44 -0.77 0.30

TF 2808 0.13 0.07 0.11 0.67 0.01 0.14 0.32 5.71 0.11 0.36 0.19 -2.41 1.62 -3.61 -4.61 -3.87 -1.29 -7.51 -0.40

TFAM 1936 5.71 4.35 8.74 6.54 17.51 12.22 3.66 3.10 6.04 10.27 9.18 3.20 5.77 -0.01 -0.41 0.60 0.18 1.60 0.41

TFAMP1 2223 0.00 0.01 0.02 0.02 0.03 0.01 0.00 0.00 0.01 0.00 0.01 -6.18 0.00 #NUM! 2.18 2.73 2.51 3.30 -0.37

TFAP2A 3808 5.92 15.42 24.31 40.94 20.69 6.42 13.67 13.59 0.48 5.83 18.95 4.24 8.40 -0.50 0.88 1.53 2.29 1.30 -1.56

TFAP2B 5770 0.03 0.04 0.01 0.04 0.00 0.25 0.06 0.01 0.03 0.02 0.06 -4.04 0.03 -0.11 0.62 -2.47 0.44 #NUM! 2.04

TFAP2C 2895 5.73 11.65 11.93 24.98 7.62 19.33 14.55 15.10 2.41 11.57 13.54 3.76 10.91 -0.93 0.09 0.13 1.19 -0.52 0.51

TFAP2D 2040 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TFAP2E 2189 1.15 0.70 3.01 0.23 0.09 1.25 1.60 2.57 0.39 0.91 1.07 0.10 1.37 -0.25 -0.97 1.14 -2.55 -3.88 0.22

TFAP4 2147 2.82 3.92 2.47 6.82 15.00 3.50 2.99 1.34 1.88 2.64 5.75 2.52 2.21 0.35 0.82 0.16 1.62 2.76 -0.72

TFB1M 2818 2.41 2.67 2.16 2.35 3.49 3.10 2.15 1.82 1.88 2.28 2.70 1.43 2.03 0.25 0.39 0.09 0.21 0.78 0.20

TFB2M 1799 8.44 5.21 8.29 4.31 4.42 6.09 2.83 2.67 4.11 4.81 6.13 2.62 3.61 1.23 0.53 1.20 0.26 0.29 -0.01

TFCP2 3715 6.22 8.87 11.42 10.06 4.07 8.50 6.78 6.02 6.31 6.69 8.19 3.03 6.45 -0.05 0.46 0.82 0.64 -0.66 0.05

TFCP2L1 9306 0.66 1.60 1.35 1.07 0.40 1.00 1.41 0.87 0.01 0.69 1.01 0.02 0.74 -0.17 1.11 0.86 0.52 -0.91 -0.01

TFDP1 2651 33.75 36.71 48.98 46.88 50.58 37.20 19.32 28.63 21.22 26.02 42.35 5.40 23.80 0.50 0.63 1.04 0.98 1.09 -0.19

TFDP2 9946 2.63 3.73 1.91 3.75 8.65 7.79 2.67 2.42 4.63 5.61 4.74 2.25 3.83 -0.54 -0.04 -1.01 -0.03 1.17 0.72

TFDP3 1680 0.03 0.04 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.78 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TFE3 3431 9.37 23.44 22.02 27.93 18.09 19.17 20.73 17.85 31.40 24.49 20.00 4.32 23.62 -1.33 -0.01 -0.10 0.24 -0.39 -0.06

TFEB 2364 6.46 6.56 8.58 12.00 10.24 6.43 7.00 5.25 11.11 8.72 8.38 3.07 8.02 -0.31 -0.29 0.10 0.58 0.35 -0.38

TFEC 6631 0.33 1.65 1.22 0.32 0.11 1.86 0.16 0.79 0.17 1.02 0.91 -0.13 0.54 -0.71 1.62 1.19 -0.72 -2.27 1.02

TFF1 508 2.31 904.89 1.39 0.00 88.26 0.00 0.00 0.09 0.07 0.20 166.14 7.38 0.09 4.69 13.30 3.96 #NUM! 9.95 #NUM!

TFF2 717 0.00 5.23 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.87 -0.20 0.01 #NUM! 9.07 #NUM! #NUM! #NUM! #NUM!

TFF3 1054 2.12 91.55 1.12 2.93 0.40 5.36 4.37 1.05 6.92 8.55 17.25 4.11 5.23 -1.30 4.13 -2.23 -0.84 -3.71 -1.68

TFG 2090 76.04 56.86 70.64 88.92 159.27 42.69 50.25 48.57 41.89 44.18 82.40 6.36 46.22 0.72 0.30 0.61 0.94 1.78 -0.95

TFIP11 2941 6.49 11.09 12.28 15.69 7.45 6.97 8.55 4.90 7.33 7.37 10.00 3.32 7.04 -0.12 0.66 0.80 1.16 0.08 -0.52

TFPI 3927 6.43 10.08 5.13 2.47 9.43 28.61 10.71 13.51 16.77 22.78 10.36 3.37 15.94 -1.31 -0.66 -1.63 -2.69 -0.76 1.47

TFPI2 1203 0.18 1.38 2.35 0.73 0.19 15.76 0.19 1.26 1.40 5.26 3.43 1.78 2.03 -3.52 -0.56 0.21 -1.47 -3.43 2.20

TFPT 1223 5.88 0.00 13.66 0.00 41.45 9.18 0.00 0.00 11.04 6.32 11.70 3.55 4.34 0.44 #NUM! 1.65 #NUM! 3.26 -0.35

TFR2 2891 0.69 1.44 4.64 0.82 9.07 0.94 0.29 0.39 0.06 0.19 2.93 1.55 0.23 1.60 2.65 4.34 1.83 5.31 -1.65

TFRC 5241 15.66 11.82 19.05 24.53 38.20 20.37 7.60 10.54 7.92 13.99 21.61 4.43 10.01 0.65 0.24 0.93 1.29 1.93 -0.09

TG 8453 0.02 0.09 1.06 0.82 0.66 0.81 0.79 0.12 0.10 0.65 0.58 -0.79 0.41 -4.08 -2.21 1.36 0.99 0.67 0.49

TGDS 1952 5.65 4.72 7.44 5.40 3.25 6.03 2.37 2.17 4.60 4.75 5.42 2.44 3.47 0.70 0.44 1.10 0.64 -0.10 0.16

TGFA 4264 4.40 5.14 11.42 19.08 19.80 3.67 6.62 7.68 0.96 5.32 10.59 3.40 5.15 -0.22 0.00 1.15 1.89 1.94 -1.53

TGFB1 2217 25.45 50.03 65.64 93.34 39.80 34.66 37.06 31.74 58.50 35.53 51.49 5.69 40.71 -0.68 0.30 0.69 1.20 -0.03 -0.57

TGFB1I1 1813 13.21 32.40 12.07 13.36 5.54 24.49 40.77 12.38 165.96 34.29 16.84 4.07 63.35 -2.26 -0.97 -2.39 -2.25 -3.52 0.54

TGFB2 5966 1.01 4.41 0.64 0.77 3.32 5.18 4.97 4.98 7.27 7.54 2.56 1.35 6.19 -2.61 -0.49 -3.27 -3.01 -0.90 1.02

TGFB3 3183 10.82 22.08 6.16 7.78 1.80 23.38 5.86 4.99 27.59 20.45 12.00 3.59 14.72 -0.44 0.58 -1.26 -0.92 -3.03 0.96

TGFBI 2805 29.94 83.79 28.35 45.24 565.48 56.85 14.93 28.37 60.75 24.50 134.94 7.08 32.14 -0.10 1.38 -0.18 0.49 4.14 -1.25

TGFBR1 6475 2.29 7.90 4.27 3.49 31.67 11.06 3.61 4.31 10.50 19.00 10.11 3.34 9.35 -2.03 -0.24 -1.13 -1.42 1.76 0.13

TGFBR2 4704 11.46 43.66 11.31 13.86 4.35 45.74 28.62 25.29 88.45 44.26 21.73 4.44 46.65 -2.03 -0.10 -2.04 -1.75 -3.42 1.07

TGFBR3 6572 1.62 7.89 1.77 0.89 0.11 23.19 15.31 14.95 34.34 31.29 5.91 2.56 23.97 -3.88 -1.60 -3.76 -4.75 -7.72 1.97

TGFBRAP1 2978 2.10 4.62 3.60 6.95 4.25 3.25 3.22 3.20 2.96 2.48 4.13 2.05 2.96 -0.50 0.64 0.28 1.23 0.52 -0.35

TGIF1 2076 12.99 42.86 27.38 69.73 91.64 63.23 15.93 39.84 25.48 44.25 51.31 5.68 31.38 -1.27 0.45 -0.20 1.15 1.55 0.30

TGIF2 3456 0.00 9.01 10.25 0.00 0.00 0.00 3.88 5.54 7.12 9.29 3.21 1.68 6.46 #NUM! 0.48 0.67 #NUM! #NUM! #NUM!

TGIF2-C20ORF24 1090 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TGM1 2777 26.10 37.94 36.78 27.41 25.39 2.90 84.44 112.47 0.26 74.10 26.09 4.71 67.82 -1.38 -0.84 -0.88 -1.31 -1.42 -3.17

TGM2 3937 48.08 181.25 30.08 27.84 181.69 75.85 47.38 49.33 243.98 108.00 90.80 6.50 112.17 -1.22 0.69 -1.90 -2.01 0.70 -0.26

TGM3 2679 374.81 4.09 0.15 0.48 0.20 0.71 34.33 25.67 0.08 4.37 63.41 5.99 16.11 4.54 -1.98 -6.73 -5.06 -6.33 -6.48



TGM4 3027 0.00 0.04 0.04 0.04 0.04 0.01 0.04 0.08 0.00 0.00 0.03 -5.07 0.03 #NUM! 0.59 0.49 0.60 0.49 -1.94

TGM5 2777 10.83 3.56 0.31 2.07 3.52 0.42 6.62 10.43 0.03 7.69 3.45 1.79 6.19 0.81 -0.80 -4.32 -1.58 -0.82 -3.04

TGM6 2292 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TGM7 2312 0.09 0.02 0.00 0.00 0.00 0.01 0.05 0.12 0.03 0.03 0.02 -5.56 0.06 0.72 -1.28 #NUM! #NUM! #NUM! -1.05

TGOLN2 6431 6.51 26.72 17.12 17.63 21.12 20.93 16.50 16.36 25.24 19.94 18.34 4.20 19.51 -1.58 0.45 -0.19 -0.15 0.11 0.19

TGS1 3708 4.71 4.52 12.16 9.93 3.10 5.01 3.54 3.17 3.01 4.46 6.57 2.72 3.54 0.41 0.35 1.78 1.49 -0.19 -0.39

TH 1910 0.29 0.18 0.00 2.14 2.56 0.07 0.05 0.09 0.28 0.09 0.87 -0.20 0.13 1.18 0.53 #NUM! 4.07 4.33 -3.71

TH1L 2263 17.72 31.50 31.13 23.03 35.98 26.02 19.74 18.66 23.12 21.77 27.57 4.78 20.82 -0.23 0.60 0.58 0.15 0.79 -0.08

THADA 6346 1.85 9.59 5.15 9.77 13.71 8.03 6.24 7.97 4.26 5.13 8.02 3.00 5.90 -1.67 0.70 -0.20 0.73 1.22 0.00

THAP1 2189 4.86 2.66 8.57 2.80 4.11 4.85 3.01 2.16 3.86 3.20 4.64 2.21 3.06 0.67 -0.20 1.49 -0.13 0.43 0.06

THAP10 2119 2.77 1.05 2.01 2.04 0.61 1.50 0.95 0.85 1.21 0.00 1.67 0.74 0.75 1.88 0.48 1.42 1.44 -0.30 -0.15

THAP11 1903 15.29 10.90 8.93 9.39 20.39 10.65 10.88 7.62 20.24 12.96 12.59 3.65 12.93 0.24 -0.25 -0.53 -0.46 0.66 -0.24

THAP2 4840 1.21 0.00 0.98 1.22 0.51 5.54 0.73 0.00 0.82 1.17 1.58 0.66 0.68 0.83 #NUM! 0.53 0.84 -0.41 1.81

THAP3 2104 5.54 4.17 0.00 0.00 5.41 6.35 5.10 2.88 8.46 6.53 3.58 1.84 5.74 -0.05 -0.46 #NUM! #NUM! -0.09 0.83

THAP4 2245 53.72 20.46 18.77 9.93 56.47 21.85 31.69 27.89 30.90 21.47 30.20 4.92 27.99 0.94 -0.45 -0.58 -1.49 1.01 -0.47

THAP5 3427 3.27 4.02 4.11 3.41 2.14 4.03 2.11 1.81 3.15 2.56 3.50 1.81 2.41 0.44 0.74 0.77 0.50 -0.17 0.20

THAP6 3578 2.09 3.16 2.40 3.28 0.80 2.55 1.89 1.47 1.33 1.85 2.38 1.25 1.64 0.35 0.95 0.55 1.00 -1.03 0.10

THAP7 1271 30.61 19.89 22.16 29.27 26.86 16.91 16.46 9.73 24.68 15.66 24.29 4.60 16.63 0.88 0.26 0.41 0.82 0.69 -0.52

THAP8 1825 3.56 2.84 2.38 3.22 8.22 2.58 2.98 2.23 5.64 1.68 3.80 1.93 3.13 0.18 -0.14 -0.40 0.04 1.39 -0.56

THAP9 4038 0.61 0.00 0.00 0.00 0.38 0.00 0.51 0.00 0.50 0.00 0.16 -2.61 0.25 1.26 #NUM! #NUM! #NUM! 0.58 #NUM!

THBD 4048 8.09 14.69 8.66 53.45 12.19 30.93 14.74 73.52 37.74 52.02 21.34 4.42 44.50 -2.46 -1.60 -2.36 0.26 -1.87 0.54

THBS1 5820 4.67 70.13 77.85 36.30 26.14 275.76 24.20 51.85 99.38 229.12 81.81 6.35 101.14 -4.44 -0.53 -0.38 -1.48 -1.95 1.75

THBS2 5826 9.49 64.05 15.00 12.99 4.07 90.43 21.32 20.98 17.42 106.50 32.67 5.03 41.55 -2.13 0.62 -1.47 -1.68 -3.35 1.47

THBS3 3176 0.00 7.88 2.87 0.00 0.00 6.98 6.77 0.00 20.60 8.04 2.96 1.56 8.85 #NUM! -0.17 -1.62 #NUM! #NUM! 1.24

THBS4 3233 0.10 1.98 0.50 0.00 0.56 4.70 0.43 0.12 6.15 1.19 1.31 0.39 1.97 -4.33 0.01 -1.96 #NUM! -1.81 1.85

THEG 1337 0.05 0.05 0.47 0.06 0.00 0.12 0.12 0.02 0.02 0.00 0.12 -3.02 0.04 0.16 0.18 3.48 0.49 #NUM! -0.01

THEM4 5172 2.06 4.30 2.61 4.81 1.41 2.53 1.63 0.95 1.92 1.15 2.95 1.56 1.42 0.54 1.60 0.88 1.77 0.00 -0.22

THEM5 1146 3.75 4.68 3.97 2.66 8.16 4.00 10.73 7.75 0.21 2.91 4.54 2.18 5.40 -0.53 -0.21 -0.44 -1.02 0.60 -0.18

THEMIS 3983 0.59 1.73 2.04 0.52 0.08 1.99 0.57 0.56 0.31 0.44 1.16 0.21 0.47 0.33 1.88 2.12 0.15 -2.64 0.78

THG1L 1320 6.11 5.07 5.51 7.47 8.31 8.02 6.59 5.69 6.39 7.71 6.75 2.75 6.60 -0.11 -0.38 -0.26 0.18 0.33 0.25

THNSL1 3787 2.48 0.84 0.90 1.18 1.16 0.90 1.03 0.80 0.53 1.04 1.24 0.31 0.85 1.54 -0.02 0.08 0.48 0.45 -0.47

THNSL2 2150 1.33 3.76 3.95 2.07 17.33 7.45 3.21 0.90 22.11 7.16 5.98 2.58 8.34 -2.65 -1.15 -1.08 -2.01 1.05 0.32

THOC1 2133 5.41 6.10 9.49 7.20 3.90 11.01 4.88 5.66 3.20 6.70 7.19 2.85 5.11 0.08 0.25 0.89 0.49 -0.39 0.62

THOC2 5625 8.50 11.95 43.98 23.52 4.50 17.38 15.26 8.78 4.38 4.27 18.31 4.19 8.17 0.06 0.55 2.43 1.53 -0.86 -0.07

THOC3 1842 29.85 9.00 22.04 53.57 127.64 27.88 21.13 22.28 11.44 29.11 44.99 5.49 20.99 0.51 -1.22 0.07 1.35 2.60 -0.69

THOC4 1113 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

THOC5 2694 11.90 8.68 0.00 7.83 6.82 7.23 7.81 5.54 14.27 6.67 7.08 2.82 8.57 0.47 0.02 #NUM! -0.13 -0.33 0.03

THOC6 1444 15.95 16.62 14.01 24.12 68.55 17.30 14.56 12.24 20.75 16.51 26.09 4.71 16.01 -0.01 0.05 -0.19 0.59 2.10 -0.59

THOC7 1028 38.40 30.68 49.32 52.64 36.57 50.05 33.68 34.32 44.21 47.37 42.94 5.42 39.89 -0.06 -0.38 0.31 0.40 -0.13 0.22

THOP1 2568 6.34 5.00 11.75 10.63 12.52 4.97 4.67 4.30 7.43 5.26 8.53 3.09 5.41 0.23 -0.12 1.12 0.97 1.21 -0.78

THPO 1805 0.09 0.78 0.18 0.08 0.09 0.34 1.11 0.00 0.86 0.38 0.26 -1.95 0.59 -2.67 0.40 -1.71 -2.92 -2.78 0.38

THRA 2566 7.37 5.45 2.83 3.72 3.47 9.61 13.31 8.04 35.24 13.26 5.41 2.44 17.46 -1.24 -1.68 -2.63 -2.23 -2.33 0.83

THRAP3 4447 12.95 27.73 28.44 36.78 17.24 19.29 20.86 25.27 19.14 18.27 23.74 4.57 20.89 -0.69 0.41 0.45 0.82 -0.28 -0.30

THRB 7553 0.55 1.29 0.30 1.46 0.17 1.25 2.04 2.22 2.10 2.28 0.84 -0.26 2.16 -1.96 -0.74 -2.86 -0.56 -3.64 0.58

THRSP 1182 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

THSD1 3366 1.95 1.72 1.29 6.51 2.45 1.38 0.00 0.76 5.49 2.27 2.55 1.35 2.13 -0.12 -0.31 -0.72 1.61 0.20 -0.89

THSD1P1 3493 0.47 1.61 0.83 2.24 0.35 1.60 1.28 0.34 1.22 1.56 1.18 0.24 1.10 -1.23 0.55 -0.41 1.03 -1.66 0.43

THSD4 9145 3.26 11.72 2.77 1.93 1.38 2.15 31.30 40.51 4.00 14.37 3.87 1.95 22.55 -2.79 -0.94 -3.03 -3.55 -4.03 -0.85

THSD7A 10607 0.29 1.05 0.59 0.17 0.00 1.55 1.42 1.06 2.18 1.46 0.61 -0.72 1.53 -2.42 -0.54 -1.38 -3.17 #NUM! 1.35

THSD7B 5846 0.15 0.51 0.03 0.01 0.00 0.80 0.54 0.41 0.38 0.95 0.25 -2.01 0.57 -1.94 -0.17 -4.22 -6.70 -10.93 1.69

THTPA 2200 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 3.55 0.00 #NUM! 0.89 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

THUMPD1 4416 5.28 7.72 5.48 6.23 2.14 7.98 8.05 5.67 5.15 9.09 5.80 2.54 6.99 -0.40 0.14 -0.35 -0.17 -1.71 0.46

THUMPD2 2345 5.02 3.92 12.50 11.52 4.04 4.78 2.53 1.88 4.69 5.17 6.97 2.80 3.57 0.49 0.14 1.81 1.69 0.18 -0.54

THUMPD3 3980 3.13 6.25 7.99 6.61 3.01 4.93 4.20 3.95 4.51 5.31 5.32 2.41 4.49 -0.52 0.48 0.83 0.56 -0.58 -0.11

THY1 2413 59.26 95.89 48.22 37.85 23.26 48.31 31.92 16.64 197.56 24.72 52.13 5.70 67.71 -0.19 0.50 -0.49 -0.84 -1.54 -0.11

THYN1 1323 39.53 24.06 20.53 11.47 12.92 30.97 21.16 23.84 36.43 29.03 23.25 4.54 27.62 0.52 -0.20 -0.43 -1.27 -1.10 0.41

TIA1 4653 4.68 9.07 8.48 7.21 4.96 17.92 5.61 5.60 9.75 14.21 8.72 3.12 8.79 -0.91 0.04 -0.05 -0.29 -0.83 1.04

TIAF1 2110 0.00 7.39 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.23 0.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TIAL1 3945 12.18 11.83 13.45 26.84 22.51 16.19 10.38 13.72 10.35 16.26 17.17 4.10 12.68 -0.06 -0.10 0.09 1.08 0.83 -0.08

TIAM1 7218 3.62 6.90 9.67 15.84 0.95 3.32 8.19 15.99 4.35 6.45 6.71 2.75 8.75 -1.27 -0.34 0.14 0.86 -3.20 -1.02

TIAM2 5916 0.00 0.55 0.25 0.48 0.00 0.21 0.34 0.74 0.29 0.29 0.25 -2.01 0.42 #NUM! 0.39 -0.72 0.21 #NUM! -0.21

TICAM1 2720 4.08 11.76 26.82 22.80 39.00 5.48 14.56 23.74 8.27 12.87 18.32 4.20 14.86 -1.86 -0.34 0.85 0.62 1.39 -1.74

TICAM2 3074 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TIE1 3960 4.55 5.45 2.98 1.55 1.61 13.44 4.00 4.06 23.56 11.11 4.93 2.30 10.68 -1.23 -0.97 -1.84 -2.79 -2.73 1.45

TIFA 3090 3.24 2.33 5.14 2.40 3.64 8.59 2.15 1.75 1.77 6.03 4.22 2.08 2.93 0.15 -0.33 0.81 -0.28 0.31 1.02

TIFAB 1285 0.81 1.27 1.78 0.96 0.13 0.68 0.25 0.13 0.06 0.04 0.94 -0.09 0.12 2.76 3.40 3.89 3.00 0.09 -0.46

TIGD1 2448 0.00 0.00 0.00 0.70 0.26 0.00 0.00 0.71 0.00 1.19 0.16 -2.65 0.47 #NUM! #NUM! #NUM! 0.57 -0.89 #NUM!

TIGD2 2101 1.27 2.37 1.60 2.32 3.73 1.47 0.75 0.60 0.58 1.07 2.13 1.09 0.75 0.76 1.66 1.10 1.63 2.32 -0.54

TIGD3 1980 0.10 0.06 0.10 0.19 0.59 0.32 0.13 0.03 0.04 0.15 0.22 -2.15 0.09 0.18 -0.62 0.19 1.16 2.77 0.50

TIGD4 2472 0.04 0.41 0.05 0.15 0.00 0.09 0.05 0.11 0.08 0.07 0.12 -3.02 0.08 -0.80 2.45 -0.58 0.99 #NUM! -0.53

TIGD5 2412 2.01 0.00 4.85 2.94 11.82 0.64 2.34 0.00 1.46 1.01 3.71 1.89 1.20 0.74 #NUM! 2.01 1.29 3.30 -2.52

TIGD6 3508 0.67 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.11 -3.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TIGD7 3435 0.58 1.99 0.92 0.00 1.30 2.34 1.35 1.12 2.02 1.90 1.19 0.25 1.60 -1.47 0.32 -0.80 #NUM! -0.29 0.98

TIGIT 2978 1.38 2.60 9.75 1.35 3.95 9.53 0.55 0.60 0.46 1.03 4.76 2.25 0.66 1.06 1.97 3.88 1.03 2.58 1.00

TIMD4 1374 0.34 0.14 0.42 0.05 0.00 0.97 0.02 0.05 0.11 0.13 0.32 -1.65 0.08 2.13 0.82 2.44 -0.55 #NUM! 1.60

TIMELESS 5154 4.70 6.85 12.01 11.67 14.73 6.77 2.11 2.25 1.65 4.09 9.45 3.24 2.52 0.90 1.44 2.25 2.21 2.54 -0.48

TIMM10 684 23.25 14.47 28.13 9.77 59.55 42.23 10.05 6.95 29.15 23.36 29.57 4.89 17.38 0.42 -0.26 0.69 -0.83 1.78 0.51

TIMM13 1977 20.05 8.69 16.92 15.84 25.96 12.45 12.67 8.34 16.06 31.50 16.65 4.06 17.14 0.23 -0.98 -0.02 -0.11 0.60 -0.42

TIMM17A 1675 12.25 9.64 10.89 8.08 37.93 34.33 6.76 7.60 26.80 31.01 18.85 4.24 18.04 -0.56 -0.90 -0.73 -1.16 1.07 0.86

TIMM17B 1117 58.86 45.09 46.12 50.57 88.17 40.15 28.27 21.46 35.95 28.21 54.83 5.78 28.47 1.05 0.66 0.70 0.83 1.63 -0.45

TIMM22 1691 11.37 5.78 11.89 10.33 21.11 6.74 6.29 4.59 12.41 7.09 11.20 3.49 7.60 0.58 -0.39 0.65 0.44 1.47 -0.73

TIMM23 1182 37.19 30.57 31.84 42.00 84.15 32.00 23.86 19.87 31.84 30.92 42.96 5.42 26.63 0.48 0.20 0.26 0.66 1.66 -0.42

TIMM44 2017 8.64 6.79 12.59 7.13 21.36 6.93 8.18 5.39 15.17 8.95 10.57 3.40 9.42 -0.13 -0.47 0.42 -0.40 1.18 -0.61

TIMM50 2572 16.76 14.34 19.56 18.95 13.69 10.57 11.03 9.36 15.88 14.76 15.65 3.97 12.76 0.39 0.17 0.62 0.57 0.10 -0.57

TIMM8A 1459 2.87 1.17 2.81 2.74 8.80 4.52 1.50 1.25 2.33 4.41 3.82 1.93 2.37 0.27 -1.02 0.25 0.21 1.89 0.24

TIMM8B 1155 125.02 51.65 57.41 59.11 45.70 42.50 67.50 61.95 45.13 54.13 63.56 5.99 57.18 1.13 -0.15 0.01 0.05 -0.32 -0.58

TIMM9 1108 38.75 17.55 17.47 15.73 40.26 29.80 19.81 15.18 28.07 31.92 26.59 4.73 23.74 0.71 -0.44 -0.44 -0.59 0.76 0.16

TIMMDC1 1596 41.53 27.14 25.12 52.49 53.04 35.14 18.02 19.69 31.64 27.68 39.08 5.29 24.26 0.78 0.16 0.05 1.11 1.13 -0.15

TIMP1 931 266.09 773.03 295.04 183.36 1410.01 449.24 300.46 292.63 677.78 257.08 562.79 9.14 381.99 -0.52 1.02 -0.37 -1.06 1.88 -0.33

TIMP2 3670 32.29 227.45 41.17 54.43 52.00 208.08 136.03 116.63 319.01 242.20 102.57 6.68 203.47 -2.66 0.16 -2.31 -1.90 -1.97 1.02

TIMP3 5496 21.98 81.87 17.78 43.95 12.97 96.28 122.07 61.90 345.45 164.60 45.80 5.52 173.51 -2.98 -1.08 -3.29 -1.98 -3.74 1.07

TIMP4 1667 0.27 0.67 0.16 0.00 0.16 2.96 1.33 0.19 3.58 0.94 0.70 -0.50 1.51 -2.46 -1.17 -3.23 #NUM! -3.24 2.07

TINAG 1804 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TINAGL1 2252 18.20 41.44 8.07 43.57 114.22 73.87 15.89 12.49 117.89 44.56 49.89 5.64 47.71 -1.39 -0.20 -2.56 -0.13 1.26 0.57

TINF2 2196 17.72 25.97 47.12 46.51 57.00 24.28 16.90 24.89 34.34 27.55 36.43 5.19 25.92 -0.55 0.00 0.86 0.84 1.14 -0.59

TIPARP 4132 8.92 12.90 24.55 39.63 20.73 39.36 17.69 74.07 16.45 35.19 24.35 4.61 35.85 -2.01 -1.47 -0.55 0.14 -0.79 0.69

TIPARP-AS1 2556 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TIPIN 1295 4.27 2.18 8.38 3.98 0.00 7.63 1.65 1.41 1.94 2.49 4.41 2.14 1.87 1.19 0.22 2.16 1.09 #NUM! 0.79

TIPRL 3032 10.55 10.46 10.59 11.98 16.06 19.31 8.92 7.15 14.18 13.40 13.16 3.72 10.91 -0.05 -0.06 -0.04 0.13 0.56 0.55

TIRAP 2348 1.59 2.56 1.96 2.17 0.79 1.22 2.62 1.08 1.34 1.76 1.71 0.78 1.70 -0.10 0.59 0.20 0.35 -1.11 -0.49

TJAP1 2788 5.13 13.22 12.08 9.73 13.45 6.36 8.86 7.38 11.25 5.68 9.99 3.32 8.29 -0.69 0.67 0.54 0.23 0.70 -0.65

TJP1 7165 6.29 20.23 14.92 28.42 6.31 25.93 25.94 46.62 11.71 30.87 17.02 4.09 28.79 -2.19 -0.51 -0.95 -0.02 -2.19 0.61

TJP2 4725 4.64 20.15 32.16 44.12 18.68 10.98 11.40 14.56 7.81 11.72 21.79 4.45 11.37 -1.29 0.83 1.50 1.96 0.72 -0.99

TJP3 2859 1.75 7.26 3.48 0.00 21.28 1.47 3.97 2.95 0.04 1.39 5.87 2.55 2.09 -0.26 1.80 0.73 #NUM! 3.35 -2.00

TK1 1616 52.41 18.47 55.93 86.10 148.68 24.24 9.88 11.75 1.63 4.91 64.30 6.01 7.04 2.90 1.39 2.99 3.61 4.40 -1.41

TK2 5114 2.07 3.47 1.48 2.43 3.01 4.65 1.97 3.77 8.49 3.84 2.85 1.51 4.52 -1.13 -0.38 -1.61 -0.90 -0.58 0.71

TKT 2957 66.08 79.52 246.59 131.96 135.87 61.50 93.78 81.59 57.68 57.86 120.25 6.91 72.73 -0.14 0.13 1.76 0.86 0.90 -0.97

TKTL1 2652 0.00 0.00 0.01 0.05 0.02 0.21 0.03 0.01 0.93 0.07 0.05 -4.36 0.26 #NUM! #NUM! -4.42 -2.32 -3.74 2.10

TKTL2 2837 0.02 0.08 0.00 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.02 -5.65 0.00 3.18 5.18 #NUM! #NUM! #NUM! 0.32

TLCD1 1037 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TLCD2 5901 1.18 2.90 3.52 1.41 1.14 0.82 2.90 2.67 0.00 1.20 1.83 0.87 1.69 -0.52 0.78 1.05 -0.27 -0.57 -1.15

TLE1 3283 4.86 14.03 12.42 10.02 10.59 10.30 13.49 9.85 27.68 12.53 10.37 3.37 15.89 -1.71 -0.18 -0.36 -0.67 -0.58 -0.01

TLE2 2722 4.57 7.61 3.46 2.35 2.03 6.20 6.31 3.99 15.11 6.80 4.37 2.13 8.05 -0.82 -0.08 -1.22 -1.78 -1.99 0.50

TLE3 5354 4.87 13.41 16.71 18.72 9.65 8.35 12.59 13.99 8.70 8.30 11.95 3.58 10.90 -1.16 0.30 0.62 0.78 -0.18 -0.52

TLE4 4749 3.78 7.36 20.47 8.04 2.65 6.20 6.60 12.18 6.14 7.00 8.08 3.02 7.98 -1.08 -0.12 1.36 0.01 -1.59 -0.38

TLE6 2033 0.16 0.26 0.05 0.13 0.52 0.43 0.10 0.07 0.40 0.33 0.26 -1.96 0.23 -0.48 0.19 -2.19 -0.87 1.18 0.73

TLK1 5751 3.62 11.27 12.34 17.14 2.44 10.67 5.59 8.26 3.74 8.11 9.58 3.26 6.43 -0.83 0.81 0.94 1.42 -1.40 0.16

TLK2 5455 2.70 4.85 11.34 9.37 3.50 5.23 3.42 6.51 4.04 4.57 6.16 2.62 4.64 -0.78 0.06 1.29 1.01 -0.41 -0.24

TLL1 7284 0.15 0.59 0.53 0.35 1.43 2.76 0.63 0.88 1.34 1.33 0.97 -0.05 1.05 -2.84 -0.82 -0.99 -1.60 0.45 1.51

TLL2 6788 0.04 0.03 0.05 0.09 0.40 0.11 0.02 0.02 0.42 0.12 0.12 -3.05 0.14 -1.94 -2.45 -1.45 -0.68 1.49 -0.10

TLN1 8434 8.17 51.06 48.54 51.88 30.54 67.66 45.87 40.78 127.41 34.05 42.98 5.43 62.02 -2.92 -0.28 -0.35 -0.26 -1.02 0.65

TLN2 11650 0.64 2.87 0.51 0.63 0.25 1.33 2.25 2.05 2.77 2.02 1.04 0.05 2.27 -1.84 0.34 -2.17 -1.86 -3.18 0.36

TLR1 2867 1.96 1.90 2.70 1.87 0.83 1.80 0.71 0.72 1.19 0.69 1.84 0.88 0.83 1.24 1.20 1.71 1.17 -0.01 -0.03

TLR10 3990 0.49 0.65 0.87 0.14 0.00 0.57 0.13 0.01 0.07 0.14 0.45 -1.15 0.09 2.46 2.89 3.30 0.62 #NUM! 0.33

TLR2 3417 2.16 3.99 3.88 16.75 11.91 3.58 0.82 1.26 1.65 2.05 7.04 2.82 1.45 0.58 1.47 1.42 3.53 3.04 -0.98

TLR3 3057 2.12 2.72 2.04 3.61 1.27 2.72 2.26 4.11 1.39 1.97 2.41 1.27 2.43 -0.20 0.16 -0.25 0.57 -0.94 0.17

TLR4 5787 1.28 2.74 2.33 1.53 0.64 3.80 1.56 2.36 3.94 2.84 2.05 1.04 2.67 -1.06 0.04 -0.20 -0.81 -2.05 0.89

TLR5 4277 3.31 2.68 2.84 2.32 0.55 2.41 2.46 2.84 0.72 2.14 2.35 1.23 2.04 0.70 0.39 0.47 0.18 -1.89 0.03

TLR6 5891 0.61 0.69 1.22 0.50 0.15 0.54 0.88 0.24 0.15 0.00 0.62 -0.69 0.32 0.95 1.13 1.95 0.65 -1.11 -0.20

TLR7 4992 0.46 1.27 0.96 0.35 0.23 0.85 0.24 0.41 0.36 0.43 0.68 -0.55 0.36 0.36 1.81 1.41 -0.05 -0.67 0.31

TLR8 4216 0.50 1.42 1.39 0.66 0.34 0.66 0.28 0.35 0.41 0.26 0.83 -0.27 0.32 0.62 2.13 2.09 1.03 0.06 -0.32

TLR8-AS1 1660 0.05 0.02 0.08 0.00 0.00 0.00 0.06 0.04 0.00 0.04 0.03 -5.28 0.03 0.65 -0.92 1.30 #NUM! #NUM! #NUM!

TLR9 3922 0.17 0.41 0.35 0.19 0.11 0.19 0.14 0.26 0.20 0.21 0.24 -2.08 0.20 -0.26 1.03 0.82 -0.11 -0.83 -0.32

TLX1 2146 0.00 0.04 0.00 0.00 0.04 0.18 0.00 0.01 0.00 0.00 0.04 -4.53 0.00 #NUM! 3.69 #NUM! #NUM! 3.47 2.07

TLX1NB 1882 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TLX2 2170 0.00 0.08 0.00 0.99 1.57 0.71 0.01 0.00 0.01 0.01 0.56 -0.84 0.01 #NUM! 3.13 #NUM! 6.84 7.50 0.34

TLX3 1513 0.17 0.36 0.04 3.16 0.00 1.53 0.00 0.00 0.00 0.00 0.88 -0.19 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.80

TM2D1 1250 17.48 11.39 9.15 9.27 26.15 36.85 8.60 9.21 30.81 20.21 18.38 4.20 17.21 0.02 -0.60 -0.91 -0.89 0.60 1.00

TM2D2 3641 8.49 5.85 5.85 4.74 27.07 9.59 4.11 4.13 10.13 8.39 10.26 3.36 6.69 0.34 -0.19 -0.19 -0.50 2.02 -0.10

TM2D3 1421 9.57 11.75 5.27 7.58 25.47 30.86 7.18 10.58 29.98 30.92 15.08 3.91 19.66 -1.04 -0.74 -1.90 -1.38 0.37 1.03

TM4SF1 1712 60.18 139.89 82.76 265.21 282.22 342.93 268.38 839.99 274.50 817.53 195.53 7.61 550.10 -3.19 -1.98 -2.73 -1.05 -0.96 0.81

TM4SF18 3852 4.43 2.39 1.49 0.64 0.15 3.95 2.00 2.14 7.74 3.66 2.17 1.12 3.89 0.19 -0.70 -1.38 -2.59 -4.73 0.86

TM4SF19 1077 0.00 0.00 0.00 0.00 0.00 0.00 1.04 0.00 0.00 0.00 0.00 #NUM! 0.26 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TM4SF19-TCTEX1D2 1022 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TM4SF20 2310 0.06 0.26 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.05 -4.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TM4SF4 1624 0.00 3.36 0.00 0.02 0.00 0.06 0.00 0.04 0.05 0.04 0.57 -0.80 0.03 #NUM! 6.75 #NUM! -0.51 -3.26 -3.23

TM4SF5 708 0.00 8.12 0.00 0.00 0.53 0.04 0.00 0.00 0.04 0.00 1.45 0.54 0.01 #NUM! 9.59 #NUM! #NUM! 5.67 -5.12

TM6SF1 1909 0.96 1.93 0.00 0.00 1.46 7.63 0.00 1.57 3.75 5.20 2.00 1.00 2.63 -1.45 -0.45 #NUM! #NUM! -0.85 1.93

TM6SF2 1483 0.46 1.62 0.31 0.24 0.13 0.44 0.66 0.25 1.28 0.28 0.53 -0.90 0.62 -0.43 1.39 -0.97 -1.36 -2.31 -0.27

TM7SF2 1599 13.85 11.56 8.73 6.05 0.00 0.00 53.77 23.25 0.00 10.31 6.70 2.74 21.83 -0.66 -0.92 -1.32 -1.85 #NUM! #NUM!

TM7SF3 4346 10.57 9.79 17.10 30.85 13.02 17.38 8.83 19.87 9.21 12.71 16.45 4.04 12.66 -0.26 -0.37 0.43 1.29 0.04 0.08

TM7SF4 1952 0.00 0.61 0.26 0.65 0.04 0.16 0.01 0.00 0.02 0.07 0.29 -1.80 0.03 #NUM! 4.49 3.28 4.59 0.54 -0.84

TM9SF1 2449 13.54 28.18 10.47 19.98 37.17 19.81 12.39 12.78 38.78 22.12 21.53 4.43 21.52 -0.67 0.39 -1.04 -0.11 0.79 -0.12

TM9SF2 2391 36.13 56.46 40.57 51.73 45.94 63.88 33.50 33.27 38.42 50.80 49.12 5.62 39.00 -0.11 0.53 0.06 0.41 0.24 0.38

TM9SF3 6140 9.80 19.23 7.76 14.09 30.97 32.67 13.15 14.62 19.00 32.38 19.08 4.25 19.79 -1.01 -0.04 -1.35 -0.49 0.65 0.78

TM9SF4 3996 16.78 22.21 18.86 30.06 23.47 12.08 16.65 18.14 14.85 13.61 20.58 4.36 15.81 0.09 0.49 0.25 0.93 0.57 -0.77

TMBIM1 2375 56.93 88.09 49.95 59.46 80.35 78.11 69.57 114.16 98.70 142.13 68.82 6.10 106.14 -0.90 -0.27 -1.09 -0.84 -0.40 0.18

TMBIM4 1831 36.41 14.51 25.95 26.36 38.89 42.07 14.38 24.55 105.17 94.08 30.70 4.94 59.54 -0.71 -2.04 -1.20 -1.18 -0.61 0.45

TMBIM6 3255 176.77 161.39 181.61 262.74 262.38 181.35 151.25 153.67 168.98 148.87 204.37 7.68 155.69 0.18 0.05 0.22 0.75 0.75 -0.17

TMC1 3201 0.07 0.03 0.02 2.98 0.01 0.10 0.11 0.07 0.04 0.03 0.53 -0.90 0.06 0.10 -0.90 -1.67 5.61 -3.53 -2.36

TMC2 3169 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.01 0.00 -9.06 0.00 #NUM! #NUM! #NUM! 1.56 #NUM! -1.21

TMC3 3303 0.25 0.00 0.00 0.00 0.02 0.00 0.22 0.17 0.18 0.00 0.04 -4.48 0.14 0.81 #NUM! #NUM! #NUM! -2.66 #NUM!

TMC4 2494 6.17 15.56 21.02 33.81 61.71 3.71 9.64 11.25 1.94 4.94 23.66 4.56 6.94 -0.17 1.16 1.60 2.28 3.15 -2.67

TMC5 4917 1.46 8.53 0.24 0.56 1.33 1.29 0.18 0.10 0.02 0.22 2.23 1.16 0.13 3.48 6.03 0.86 2.09 3.35 -0.79

TMC6 2891 5.92 16.67 35.88 17.01 31.67 11.45 6.00 7.36 6.47 5.39 19.77 4.30 6.31 -0.09 1.40 2.51 1.43 2.33 -0.79

TMC7 4524 0.38 2.23 0.30 2.64 1.13 1.23 0.91 0.44 0.75 0.89 1.32 0.40 0.75 -0.98 1.57 -1.31 1.81 0.59 -0.10

TMC8 4419 2.01 8.71 14.35 3.68 3.99 5.01 1.43 3.00 1.45 2.39 6.29 2.65 2.07 -0.04 2.07 2.79 0.83 0.95 -0.33

TMCC1 6095 8.52 8.00 14.62 16.50 20.73 13.41 5.94 11.93 7.76 8.85 13.63 3.77 8.62 -0.02 -0.11 0.76 0.94 1.27 -0.02

TMCC2 4021 1.08 0.58 1.22 2.14 1.10 2.67 0.65 1.58 1.31 0.93 1.46 0.55 1.12 -0.05 -0.94 0.13 0.94 -0.02 0.87

TMCC3 5867 3.17 4.80 2.55 14.93 2.00 2.64 3.21 6.85 2.40 4.34 5.01 2.33 4.20 -0.41 0.19 -0.72 1.83 -1.07 -0.92

TMCO1 4456 19.55 16.46 13.14 15.43 46.08 23.15 10.21 11.20 30.32 40.73 22.30 4.48 23.11 -0.24 -0.49 -0.82 -0.58 1.00 0.05

TMCO2 741 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TMCO3 3102 6.00 8.23 3.40 6.97 10.87 10.14 5.08 3.71 21.49 10.24 7.60 2.93 10.13 -0.76 -0.30 -1.58 -0.54 0.10 0.42

TMCO4 2989 3.05 4.34 12.72 8.59 6.32 7.46 4.07 4.34 6.26 4.49 7.08 2.82 4.79 -0.65 -0.14 1.41 0.84 0.40 0.08

TMCO5A 1186 0.15 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.29 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMCO6 1896 5.68 3.97 0.00 5.34 10.03 0.00 4.49 3.30 0.00 0.00 4.17 2.06 1.95 1.54 1.03 #NUM! 1.45 2.36 #NUM!

TMCO7 4834 1.56 1.84 1.70 2.09 3.27 2.62 1.34 2.11 3.61 2.43 2.18 1.13 2.37 -0.61 -0.37 -0.48 -0.18 0.46 0.27

TMED1 1374 8.04 9.00 12.51 14.90 68.69 21.29 5.42 0.00 27.88 18.50 22.40 4.49 12.95 -0.69 -0.53 -0.05 0.20 2.41 -0.07

TMED10 4163 41.00 51.48 34.69 35.00 55.34 57.24 37.17 39.38 57.81 54.43 45.79 5.52 47.20 -0.20 0.13 -0.44 -0.43 0.23 0.32

TMED10P1 4033 0.38 0.38 0.55 0.38 0.00 0.00 0.35 0.00 0.00 0.00 0.28 -1.82 0.09 2.13 2.13 2.66 2.13 #NUM! #NUM!

TMED11P 545 0.00 1.29 1.44 1.29 0.00 0.00 0.00 0.00 0.00 0.12 0.67 -0.58 0.03 #NUM! 5.46 5.61 5.46 #NUM! #NUM!

TMED2 2126 100.93 84.61 88.89 73.37 78.24 83.57 63.83 73.16 82.84 91.27 84.93 6.41 77.77 0.38 0.12 0.19 -0.08 0.01 -0.02

TMED3 1435 55.93 29.99 21.01 45.53 124.08 39.46 42.58 31.48 49.36 62.51 52.67 5.72 46.48 0.27 -0.63 -1.15 -0.03 1.42 -0.42

TMED4 1048 23.24 28.39 21.92 41.21 49.55 22.42 18.94 23.10 32.09 26.51 31.12 4.96 25.16 -0.11 0.17 -0.20 0.71 0.98 -0.47

TMED5 6154 4.81 20.59 9.36 7.09 5.77 12.80 4.04 11.96 6.87 8.45 10.07 3.33 7.83 -0.70 1.39 0.26 -0.14 -0.44 0.35

TMED6 940 0.13 1.84 0.00 0.00 0.00 0.00 0.35 0.00 0.17 0.21 0.33 -1.61 0.18 -0.48 3.32 #NUM! #NUM! #NUM! #NUM!

TMED7 4063 9.25 15.47 9.61 12.73 16.26 8.79 12.06 12.92 9.62 9.69 12.02 3.59 11.07 -0.26 0.48 -0.20 0.20 0.55 -0.45

TMED7-TICAM2 3627 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMED8 978 0.52 3.29 3.05 9.76 1.45 2.86 1.24 2.16 2.36 2.19 3.49 1.80 1.99 -1.93 0.73 0.62 2.30 -0.45 -0.28

TMED9 1402 71.77 63.99 37.73 66.63 195.47 83.92 50.72 73.63 90.39 79.17 86.58 6.44 73.48 -0.03 -0.20 -0.96 -0.14 1.41 -0.05

TMEFF1 2501 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEFF2 1814 0.00 0.02 0.00 0.00 0.00 0.07 0.10 0.05 0.22 0.14 0.01 -6.19 0.13 #NUM! -3.03 #NUM! #NUM! #NUM! 2.29

TMEM100 2269 1.42 1.34 0.24 0.08 0.01 6.90 2.61 2.21 8.97 8.63 1.67 0.74 5.61 -1.98 -2.06 -4.54 -6.14 -8.57 2.05

TMEM101 1563 9.25 7.43 5.00 7.60 25.87 13.14 6.17 4.34 16.32 12.25 11.38 3.51 9.77 -0.08 -0.40 -0.97 -0.36 1.40 0.21

TMEM102 1996 3.67 3.10 6.78 7.02 5.86 1.18 3.58 0.00 0.82 2.95 4.60 2.20 1.84 1.00 0.76 1.88 1.93 1.67 -1.96

TMEM104 4763 1.73 3.83 7.89 4.09 3.04 1.28 2.27 1.74 1.56 1.26 3.64 1.86 1.70 0.02 1.17 2.21 1.26 0.83 -1.51

TMEM105 3335 0.02 0.08 0.02 1.19 0.19 0.01 0.04 0.01 0.00 0.03 0.25 -1.99 0.02 -0.37 1.95 -0.14 5.87 3.23 -4.18

TMEM106A 2795 1.92 3.52 3.05 2.37 2.01 1.74 1.46 1.68 2.43 1.26 2.44 1.29 1.71 0.17 1.04 0.84 0.47 0.24 -0.49

TMEM106B 6514 3.69 5.86 4.92 3.34 1.96 8.71 4.24 4.66 6.85 7.81 4.75 2.25 5.89 -0.67 -0.01 -0.26 -0.82 -1.59 0.88

TMEM106C 1606 65.92 27.97 38.82 26.96 100.99 46.80 15.12 10.61 15.85 26.19 51.24 5.68 16.94 1.96 0.72 1.20 0.67 2.58 -0.13

TMEM107 1776 10.51 8.43 1.53 7.16 13.06 3.94 3.30 0.00 4.10 2.86 7.44 2.90 2.56 2.04 1.72 -0.74 1.48 2.35 -0.92

TMEM108 3808 0.08 0.16 0.14 0.09 0.06 0.25 0.48 0.51 1.34 0.20 0.13 -2.95 0.63 -3.06 -1.94 -2.13 -2.87 -3.45 0.94

TMEM109 2412 44.52 42.58 48.09 51.40 73.30 44.48 45.39 39.87 72.92 47.54 50.73 5.66 51.43 -0.21 -0.27 -0.10 0.00 0.51 -0.19

TMEM11 1688 22.79 17.33 44.71 21.12 32.43 9.91 16.11 16.78 16.47 14.37 24.72 4.63 15.93 0.52 0.12 1.49 0.41 1.03 -1.32

TMEM110 4746 1.98 2.70 2.80 2.25 1.91 2.82 2.92 1.74 5.70 3.61 2.41 1.27 3.49 -0.82 -0.37 -0.32 -0.63 -0.87 0.23

TMEM110-MUSTN1 1459 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM111 1107 32.72 23.79 35.42 51.47 31.07 33.81 27.28 21.75 44.14 37.10 34.71 5.12 32.57 0.01 -0.45 0.12 0.66 -0.07 -0.04

TMEM114 959 0.00 0.00 0.07 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.03 -5.23 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.83

TMEM115 2178 9.61 26.38 24.60 18.88 16.78 8.81 14.05 19.95 19.89 13.31 17.51 4.13 16.80 -0.81 0.65 0.55 0.17 0.00 -0.99

TMEM116 1607 0.00 0.00 3.17 0.00 5.79 0.00 1.98 2.35 2.68 0.00 1.49 0.58 1.75 #NUM! #NUM! 0.85 #NUM! 1.73 #NUM!



TMEM117 2706 4.92 4.77 3.77 6.31 1.11 3.70 5.86 5.49 1.88 4.92 4.10 2.03 4.54 0.12 0.07 -0.27 0.48 -2.04 -0.15

TMEM119 2701 8.92 26.50 9.42 3.75 0.20 15.33 9.63 11.53 13.00 18.05 10.69 3.42 13.05 -0.55 1.02 -0.47 -1.80 -6.01 0.52

TMEM120A 1497 11.39 0.00 8.96 0.00 0.00 25.89 0.00 0.00 29.54 26.54 7.71 2.95 14.02 -0.30 #NUM! -0.65 #NUM! #NUM! 1.75

TMEM120B 7510 0.72 1.86 0.00 1.46 2.38 0.45 1.80 2.51 3.20 0.88 1.14 0.19 2.10 -1.54 -0.17 #NUM! -0.52 0.18 -1.36

TMEM121 1538 0.00 1.71 0.00 1.15 11.52 1.24 1.04 0.00 3.23 2.53 2.60 1.38 1.70 #NUM! 0.01 #NUM! -0.57 2.76 -1.07

TMEM123 3605 72.55 42.70 45.79 45.70 465.03 62.74 43.78 55.40 38.02 61.53 122.42 6.94 49.68 0.55 -0.22 -0.12 -0.12 3.23 -0.96

TMEM125 1803 0.81 4.19 0.42 1.63 12.57 2.15 1.95 1.51 0.00 1.92 3.63 1.86 1.34 -0.74 1.64 -1.68 0.28 3.23 -0.76

TMEM126A 818 17.60 6.78 6.37 9.87 36.70 22.29 12.14 8.56 18.71 23.88 16.60 4.05 15.82 0.15 -1.22 -1.31 -0.68 1.21 0.43

TMEM126B 1205 36.15 12.33 9.87 15.26 24.83 36.50 11.98 11.54 26.43 25.98 22.49 4.49 18.99 0.93 -0.62 -0.94 -0.31 0.39 0.70

TMEM127 4593 12.58 18.21 20.41 20.83 17.02 10.01 13.96 12.17 21.79 11.13 16.51 4.05 14.76 -0.23 0.30 0.47 0.50 0.20 -0.72

TMEM128 1750 9.89 6.06 6.54 4.81 10.42 18.97 4.13 4.80 14.88 15.59 9.45 3.24 9.85 0.01 -0.70 -0.59 -1.03 0.08 1.01

TMEM129 2858 7.91 9.29 6.59 3.81 9.61 6.37 8.46 5.47 14.92 6.18 7.26 2.86 8.76 -0.15 0.08 -0.41 -1.20 0.13 -0.19

TMEM130 3065 0.49 2.31 0.74 0.27 0.07 2.02 2.29 0.44 12.16 3.66 0.98 -0.02 4.64 -3.25 -1.01 -2.64 -4.09 -6.08 1.04

TMEM131 6657 9.58 10.67 15.13 32.58 2.24 10.59 8.45 17.90 3.66 8.20 13.46 3.75 9.55 0.00 0.16 0.66 1.77 -2.09 -0.35

TMEM132A 3520 9.22 7.62 19.24 20.58 29.90 7.81 2.42 2.33 1.61 2.75 15.73 3.98 2.28 2.02 1.74 3.08 3.18 3.71 -1.01

TMEM132B 7578 0.23 0.21 0.71 0.29 0.03 0.10 0.21 0.59 0.20 0.45 0.26 -1.93 0.36 -0.67 -0.78 0.97 -0.34 -3.40 -1.35

TMEM132C 4947 0.42 1.91 0.05 0.17 0.00 1.42 4.98 3.49 5.88 5.08 0.66 -0.60 4.86 -3.55 -1.35 -6.64 -4.81 -9.96 1.10

TMEM132D 5777 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.22 0.00 #NUM! 5.15 #NUM! 6.54 0.97 0.22

TMEM132E 4369 0.04 0.27 0.09 0.08 0.10 0.13 0.04 0.03 0.59 0.07 0.12 -3.08 0.18 -2.14 0.57 -1.02 -1.15 -0.87 0.13

TMEM133 1866 1.50 2.61 1.08 1.48 1.83 1.20 0.00 2.15 0.00 0.80 1.62 0.69 0.74 1.02 1.82 0.55 1.00 1.31 -0.42

TMEM134 930 57.78 23.18 33.00 54.45 52.99 32.89 37.57 32.92 22.25 33.72 42.38 5.41 31.61 0.87 -0.45 0.06 0.78 0.75 -0.37

TMEM135 9098 0.69 0.89 0.77 3.80 1.30 1.70 0.50 0.85 1.17 1.36 1.53 0.61 0.97 -0.49 -0.13 -0.35 1.97 0.42 0.16

TMEM136 4462 0.52 0.57 0.11 0.23 0.78 1.65 0.64 0.35 2.01 1.98 0.65 -0.63 1.25 -1.25 -1.12 -3.47 -2.43 -0.67 1.36

TMEM138 1868 15.97 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.66 1.41 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM139 2400 1.14 7.37 1.08 0.15 0.95 0.47 0.11 0.09 0.41 0.72 1.86 0.90 0.33 1.78 4.48 1.70 -1.12 1.52 -1.98

TMEM140 2072 6.51 8.22 17.69 9.44 14.24 14.84 5.96 5.26 21.51 8.84 11.82 3.56 10.39 -0.68 -0.34 0.77 -0.14 0.45 0.33

TMEM141 875 50.95 22.73 36.27 24.11 135.64 35.01 35.05 24.18 26.65 39.35 50.78 5.67 31.31 0.70 -0.46 0.21 -0.38 2.12 -0.54

TMEM143 2265 4.14 1.81 1.35 3.29 1.48 1.73 2.75 2.54 2.37 1.08 2.30 1.20 2.18 0.92 -0.27 -0.69 0.59 -0.56 -0.41

TMEM144 3318 1.10 2.44 1.59 1.98 0.87 1.79 2.29 2.28 0.56 1.48 1.63 0.70 1.65 -0.58 0.57 -0.05 0.26 -0.92 0.13

TMEM145 1779 0.00 0.06 0.15 0.65 0.13 0.14 0.11 0.11 0.06 0.01 0.19 -2.41 0.07 #NUM! -0.23 1.00 3.15 0.84 -0.46

TMEM146 2528 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM147 869 78.69 47.41 31.38 52.31 330.74 55.99 43.25 29.96 72.21 67.37 99.42 6.64 53.20 0.56 -0.17 -0.76 -0.02 2.64 -0.83

TMEM14A 1015 12.00 6.19 6.81 8.25 50.19 39.42 5.24 5.04 37.64 36.96 20.48 4.36 21.22 -0.82 -1.78 -1.64 -1.36 1.24 0.94

TMEM14B 989 46.89 41.19 31.17 38.00 67.17 68.59 23.52 19.87 47.31 43.22 48.84 5.61 33.48 0.49 0.30 -0.10 0.18 1.00 0.49

TMEM14C 1201 48.29 33.56 31.21 35.15 166.67 111.31 30.55 27.22 118.06 91.52 71.03 6.15 66.84 -0.47 -0.99 -1.10 -0.93 1.32 0.65

TMEM14E 1293 0.00 0.09 0.13 0.34 0.02 0.02 0.02 0.05 0.00 0.09 0.10 -3.31 0.04 #NUM! 1.18 1.72 3.08 -0.94 -2.14

TMEM150A 1556 8.56 9.30 5.50 3.88 0.00 0.00 7.52 5.13 9.36 7.10 4.54 2.18 7.28 0.23 0.35 -0.40 -0.91 #NUM! #NUM!

TMEM150B 875 1.33 7.42 1.32 0.76 0.49 1.07 0.08 0.40 0.00 0.41 2.07 1.05 0.22 2.58 5.07 2.58 1.78 1.14 -0.94

TMEM150C 1888 1.22 1.38 2.86 1.58 0.26 4.43 1.56 2.10 2.71 3.18 1.96 0.97 2.39 -0.96 -0.79 0.26 -0.60 -3.18 1.18

TMEM151A 2546 0.20 0.05 0.07 0.23 0.10 0.02 0.06 0.02 0.04 0.02 0.11 -3.16 0.03 2.61 0.69 1.18 2.78 1.59 -2.59

TMEM151B 4637 0.00 0.01 0.03 0.01 0.02 0.03 0.05 0.02 0.00 0.04 0.02 -6.05 0.03 #NUM! -2.37 -0.15 -1.04 -0.88 0.96

TMEM154 3233 7.29 9.58 11.03 42.76 5.79 3.25 10.48 16.11 0.65 8.56 13.28 3.73 8.95 -0.30 0.10 0.30 2.26 -0.63 -2.03

TMEM155 2316 0.00 0.05 0.11 0.04 0.00 0.11 0.01 0.00 0.31 0.03 0.05 -4.29 0.09 #NUM! -0.89 0.34 -1.15 -8.20 1.13

TMEM156 1880 0.40 1.85 1.11 0.52 3.45 4.09 0.30 0.20 0.20 0.85 1.90 0.93 0.39 0.06 2.27 1.52 0.44 3.16 1.10

TMEM158 1876 1.57 4.12 6.14 3.23 14.65 3.03 3.18 3.61 9.51 4.16 5.46 2.45 5.12 -1.70 -0.31 0.26 -0.67 1.52 -0.85

TMEM159 1922 11.76 10.31 5.79 18.89 22.35 10.76 20.05 17.17 15.87 22.06 13.31 3.73 18.79 -0.68 -0.87 -1.70 0.01 0.25 -0.31

TMEM160 696 27.36 18.78 11.57 20.88 21.88 17.46 11.32 7.74 14.98 11.42 19.66 4.30 11.37 1.27 0.72 0.03 0.88 0.94 -0.17

TMEM161A 1795 12.82 10.56 13.23 7.09 21.57 6.90 8.26 7.66 12.56 8.09 12.03 3.59 9.14 0.49 0.21 0.53 -0.37 1.24 -0.80

TMEM161B 2594 3.28 4.15 2.39 5.80 2.91 7.65 1.95 3.74 2.23 5.72 4.36 2.13 3.41 -0.06 0.28 -0.51 0.77 -0.23 0.81

TMEM163 1901 0.22 0.76 0.85 0.04 1.04 0.60 0.00 0.00 0.09 0.15 0.58 -0.78 0.06 1.84 3.64 3.81 -0.74 4.10 0.03

TMEM164 5584 2.82 10.29 5.76 6.31 7.24 2.99 5.42 5.10 2.43 2.95 5.90 2.56 3.97 -0.50 1.37 0.54 0.67 0.87 -0.98

TMEM165 1983 39.36 34.45 59.46 51.29 81.53 54.47 28.20 35.00 63.50 46.97 53.42 5.74 43.42 -0.14 -0.33 0.45 0.24 0.91 0.03

TMEM167A 4608 4.51 6.75 4.15 8.10 32.63 17.20 5.68 5.96 10.92 12.84 12.22 3.61 8.85 -0.97 -0.39 -1.09 -0.13 1.88 0.49

TMEM167B 2768 8.70 9.02 9.21 7.32 7.69 22.57 8.21 8.02 17.46 23.59 10.75 3.43 14.32 -0.72 -0.67 -0.64 -0.97 -0.90 1.07

TMEM168 3951 3.40 3.57 2.90 3.77 1.54 5.67 4.31 3.94 5.75 6.75 3.48 1.80 5.19 -0.61 -0.54 -0.84 -0.46 -1.75 0.71

TMEM169 3477 0.19 0.25 0.05 0.12 0.07 0.18 0.02 0.02 0.08 0.06 0.14 -2.81 0.05 2.07 2.41 -0.03 1.34 0.64 0.32

TMEM17 1925 0.44 0.77 0.44 1.09 1.85 1.21 0.75 0.61 0.96 0.90 0.97 -0.04 0.80 -0.86 -0.06 -0.86 0.44 1.20 0.32

TMEM170A 1068 2.22 3.86 2.99 1.99 8.13 4.90 1.91 3.21 0.00 6.03 4.01 2.00 2.79 -0.33 0.47 0.10 -0.49 1.54 0.29

TMEM170B 8362 0.16 0.52 0.36 0.16 0.27 1.05 0.31 0.32 0.81 0.86 0.42 -1.25 0.58 -1.88 -0.15 -0.67 -1.86 -1.10 1.32

TMEM171 1266 3.85 1.28 2.54 16.55 10.03 0.73 0.34 0.70 0.08 0.15 5.83 2.54 0.32 3.60 2.01 3.00 5.70 4.98 -3.01

TMEM173 2191 38.16 24.01 30.14 34.22 38.23 41.57 20.34 25.67 56.25 32.84 34.39 5.10 33.78 0.18 -0.49 -0.16 0.02 0.18 0.27

TMEM175 1809 7.81 11.57 10.13 11.24 10.01 7.18 10.23 7.08 10.35 4.80 9.65 3.27 8.11 -0.06 0.51 0.32 0.47 0.30 -0.43

TMEM176A 1047 166.83 40.03 158.59 19.33 41.59 122.33 26.23 33.48 79.18 101.16 91.45 6.51 60.01 1.48 -0.58 1.40 -1.63 -0.53 0.42

TMEM176B 1444 37.08 64.76 43.16 25.16 49.37 117.35 32.23 31.26 95.25 95.09 56.15 5.81 63.46 -0.78 0.03 -0.56 -1.33 -0.36 1.06

TMEM177 1759 5.08 3.48 3.35 4.86 15.12 1.93 2.16 1.23 2.83 2.05 5.64 2.49 2.07 1.30 0.75 0.70 1.23 2.87 -1.55

TMEM178 1703 0.21 0.41 0.08 0.21 0.08 1.04 0.50 0.58 4.59 1.23 0.34 -1.56 1.73 -3.02 -2.09 -4.48 -3.01 -4.44 1.62

TMEM179 1623 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.85 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM179B 1060 88.68 54.75 70.11 70.94 61.16 52.43 48.53 43.55 47.19 32.10 66.35 6.05 42.84 1.05 0.35 0.71 0.73 0.51 -0.34

TMEM18 2138 9.99 13.91 9.21 4.45 24.01 19.03 6.49 4.85 26.93 14.09 13.43 3.75 13.09 -0.39 0.09 -0.51 -1.56 0.88 0.50

TMEM180 2834 3.19 2.16 1.92 2.19 3.13 1.93 1.45 0.63 0.76 0.90 2.42 1.27 0.94 1.77 1.21 1.03 1.23 1.74 -0.33

TMEM181 5397 2.68 4.49 2.74 4.90 2.44 6.79 2.64 2.91 8.62 6.97 4.01 2.00 5.28 -0.98 -0.23 -0.95 -0.11 -1.11 0.76

TMEM182 3588 4.94 0.54 1.19 0.55 2.45 1.27 0.27 0.36 0.42 1.31 1.82 0.87 0.59 3.07 -0.13 1.02 -0.10 2.05 -0.52

TMEM183A 2220 0.00 2.84 0.00 0.00 0.00 6.27 2.58 0.00 7.26 6.90 1.52 0.60 4.19 #NUM! -0.56 #NUM! #NUM! #NUM! 2.05

TMEM183B 1706 22.74 19.04 20.28 25.01 53.61 39.88 14.28 19.23 29.88 30.69 30.09 4.91 23.52 -0.05 -0.30 -0.21 0.09 1.19 0.41

TMEM184A 6293 2.43 6.65 7.49 7.75 13.20 0.00 14.80 14.52 2.59 9.73 6.25 2.64 10.41 -2.10 -0.65 -0.48 -0.43 0.34 #NUM!

TMEM184B 3730 13.53 23.08 28.79 21.09 14.33 10.18 13.51 12.51 11.63 11.01 18.50 4.21 12.16 0.15 0.92 1.24 0.79 0.24 -0.86

TMEM184C 2986 3.91 6.03 6.51 6.55 3.51 5.93 5.26 4.00 4.84 5.00 5.41 2.43 4.78 -0.29 0.34 0.45 0.46 -0.44 0.13

TMEM185A 2732 7.28 5.38 4.25 9.05 5.78 7.87 5.93 4.53 8.87 5.96 6.60 2.72 6.32 0.20 -0.23 -0.57 0.52 -0.13 0.25

TMEM185B 5938 5.09 5.24 7.89 7.61 8.21 5.32 4.74 4.46 5.50 4.90 6.56 2.71 4.90 0.05 0.10 0.69 0.64 0.75 -0.30

TMEM186 1465 3.25 2.64 1.13 2.80 10.90 3.69 2.22 1.70 3.80 3.49 4.07 2.02 2.80 0.21 -0.09 -1.31 0.00 1.96 -0.14

TMEM187 1682 3.17 2.52 2.18 2.04 6.11 4.95 1.85 1.22 5.52 2.63 3.49 1.81 2.81 0.17 -0.15 -0.36 -0.46 1.12 0.50

TMEM188 2129 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM189 2399 27.80 33.23 0.00 35.45 60.13 21.49 18.33 22.87 15.72 17.85 29.68 4.89 18.69 0.57 0.83 #NUM! 0.92 1.69 -0.47

TMEM189-UBE2V1 2925 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM19 4659 18.59 5.30 7.45 5.34 4.71 6.04 5.77 6.46 3.93 5.82 7.90 2.98 5.49 1.76 -0.05 0.44 -0.04 -0.22 -0.39

TMEM190 593 0.00 0.82 0.54 0.62 0.00 0.32 0.00 0.00 0.05 0.00 0.38 -1.38 0.01 #NUM! 5.93 5.33 5.53 #NUM! -0.26

TMEM191A 1978 4.46 1.15 1.27 3.13 3.19 2.51 2.00 1.43 1.23 1.63 2.62 1.39 1.57 1.51 -0.45 -0.31 0.99 1.02 -0.06

TMEM191B 1334 3.07 1.34 1.06 1.67 1.75 1.12 1.74 1.81 1.22 0.90 1.67 0.74 1.42 1.11 -0.08 -0.41 0.24 0.30 -0.58

TMEM191C 1325 2.30 0.79 1.20 2.01 2.61 0.99 1.73 1.36 0.81 1.18 1.65 0.72 1.27 0.86 -0.68 -0.08 0.66 1.04 -0.73

TMEM192 4511 1.04 2.89 1.17 2.08 2.11 2.49 1.71 1.79 2.12 2.92 1.96 0.97 2.13 -1.04 0.44 -0.86 -0.04 -0.01 0.34

TMEM194A 5632 2.98 3.38 5.61 8.79 2.91 6.64 1.79 2.71 2.30 2.67 5.05 2.34 2.37 0.33 0.51 1.25 1.89 0.30 0.39

TMEM194B 3637 2.01 0.00 0.90 1.22 3.58 2.09 0.00 0.00 1.44 1.30 1.63 0.71 0.68 1.55 #NUM! 0.40 0.83 2.39 0.36

TMEM196 3381 0.01 0.00 0.00 0.00 0.00 0.06 0.00 0.02 0.03 0.10 0.01 -6.43 0.04 -2.22 #NUM! #NUM! #NUM! #NUM! 2.41

TMEM198 2239 0.30 1.38 0.31 0.00 0.44 1.06 0.70 0.00 2.41 0.90 0.58 -0.78 1.00 -1.72 0.46 -1.67 #NUM! -1.20 0.87

TMEM199 1466 5.17 5.15 4.41 5.74 0.00 11.21 0.00 2.29 8.49 8.41 5.28 2.40 4.80 0.11 0.10 -0.12 0.26 #NUM! 1.09

TMEM2 6540 1.13 3.22 7.83 3.67 7.85 11.06 2.79 5.79 5.55 18.03 5.79 2.53 8.04 -2.83 -1.32 -0.04 -1.13 -0.04 0.93

TMEM200A 5042 1.21 5.46 1.00 0.77 0.38 7.94 1.46 1.57 4.70 6.05 2.79 1.48 3.45 -1.51 0.66 -1.79 -2.16 -3.17 1.51

TMEM200B 2584 5.47 9.97 3.89 10.35 8.26 11.45 11.45 6.34 31.57 18.21 8.23 3.04 16.89 -1.63 -0.76 -2.12 -0.71 -1.03 0.48

TMEM200C 1920 0.03 0.46 0.26 0.07 0.00 0.31 0.03 0.07 0.22 0.48 0.19 -2.40 0.20 -2.80 1.20 0.41 -1.47 #NUM! 0.73

TMEM201 3912 1.96 3.09 5.84 5.85 3.97 3.14 2.48 2.31 2.10 1.83 3.97 1.99 2.18 -0.16 0.50 1.42 1.43 0.86 -0.34

TMEM203 1576 13.23 7.36 6.36 13.86 34.31 10.62 11.02 5.34 19.83 9.76 14.29 3.84 11.49 0.20 -0.64 -0.85 0.27 1.58 -0.43

TMEM204 943 10.70 11.78 2.07 2.94 0.00 14.71 5.80 3.04 22.97 16.23 7.04 2.81 12.01 -0.17 -0.03 -2.53 -2.03 #NUM! 1.06

TMEM205 1311 60.76 67.04 46.56 18.53 93.70 42.67 37.29 31.11 64.53 46.11 54.88 5.78 44.76 0.44 0.58 0.06 -1.27 1.07 -0.36

TMEM206 2137 2.12 2.04 4.37 2.18 10.94 4.45 1.22 1.46 2.14 2.71 4.35 2.12 1.88 0.17 0.12 1.22 0.22 2.54 0.03

TMEM207 1449 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM208 808 16.59 10.92 5.07 10.57 88.21 39.70 5.75 4.87 30.14 29.55 28.51 4.83 17.58 -0.08 -0.69 -1.79 -0.73 2.33 0.48

TMEM209 3560 2.44 5.50 11.00 8.11 3.53 3.90 2.68 3.13 2.32 2.33 5.75 2.52 2.61 -0.10 1.07 2.07 1.63 0.43 -0.56

TMEM211 507 0.08 0.25 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.06 0.05 -4.20 0.02 2.31 3.96 #NUM! #NUM! #NUM! #NUM!

TMEM212 1902 0.77 3.13 1.81 2.36 0.11 0.71 1.67 1.51 0.16 0.32 1.48 0.57 0.92 -0.25 1.78 0.98 1.37 -3.07 -1.07

TMEM213 3398 0.00 0.02 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -7.93 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM214 3064 19.96 33.01 33.78 24.39 38.26 14.47 20.33 15.93 26.25 15.55 27.31 4.77 19.51 0.03 0.76 0.79 0.32 0.97 -0.92

TMEM215 5399 0.68 1.00 0.03 0.14 0.00 0.99 0.01 0.00 0.02 0.65 0.47 -1.08 0.17 1.99 2.55 -2.61 -0.31 -5.26 1.06

TMEM216 1306 16.90 8.81 11.62 7.97 19.58 15.41 7.32 4.84 10.55 10.39 13.38 3.74 8.28 1.03 0.09 0.49 -0.05 1.24 0.20

TMEM217 2009 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM218 2104 7.05 7.91 1.83 6.91 6.31 11.09 2.87 0.00 16.83 12.05 6.85 2.78 7.94 -0.17 -0.01 -2.11 -0.20 -0.33 0.70

TMEM219 1019 87.85 73.62 34.88 56.06 99.37 74.45 54.66 53.07 101.04 73.78 71.04 6.15 70.64 0.31 0.06 -1.02 -0.33 0.49 0.07

TMEM22 2079 1.76 2.08 1.05 0.00 21.05 7.13 1.07 1.34 6.88 5.43 5.51 2.46 3.68 -1.07 -0.82 -1.80 #NUM! 2.52 0.37

TMEM220 3092 1.92 1.67 1.50 0.96 0.45 4.08 1.32 0.83 3.40 2.78 1.76 0.82 2.09 -0.12 -0.32 -0.48 -1.11 -2.23 1.21

TMEM221 1930 0.13 0.37 0.07 0.41 0.46 0.42 0.40 0.16 0.30 0.62 0.31 -1.69 0.37 -1.54 -0.02 -2.48 0.15 0.32 0.45

TMEM222 1870 14.29 12.78 15.26 20.01 20.27 17.00 12.82 7.69 21.01 13.64 16.60 4.05 13.79 0.05 -0.11 0.15 0.54 0.56 0.03

TMEM223 954 0.00 0.00 0.00 0.00 36.78 0.00 0.00 0.00 0.00 7.89 6.13 2.62 1.97 #NUM! #NUM! #NUM! #NUM! 4.22 #NUM!

TMEM229A 2569 0.00 0.02 0.00 0.01 0.00 0.00 0.02 0.00 0.04 0.03 0.01 -7.46 0.02 #NUM! -0.15 #NUM! -0.82 #NUM! #NUM!

TMEM229B 4068 0.63 2.47 4.70 0.74 4.07 0.75 4.20 1.63 1.06 0.71 2.22 1.15 1.90 -1.60 0.38 1.31 -1.36 1.10 -1.58

TMEM231 3034 1.17 4.25 0.47 1.67 0.58 2.23 1.90 1.58 4.82 3.76 1.73 0.79 3.02 -1.37 0.50 -2.68 -0.86 -2.37 0.37

TMEM232 3193 0.11 0.06 0.01 0.11 0.02 0.20 0.03 0.06 0.05 0.29 0.09 -3.54 0.11 -0.02 -0.92 -3.51 0.06 -2.24 1.25

TMEM233 1573 0.34 0.31 0.23 0.09 0.03 0.50 0.17 0.35 0.58 0.45 0.25 -2.00 0.39 -0.18 -0.33 -0.74 -2.10 -3.53 1.00

TMEM234 1108 5.28 0.00 6.01 0.00 0.00 0.00 3.47 3.32 0.00 0.00 1.88 0.91 1.70 1.64 #NUM! 1.82 #NUM! #NUM! #NUM!

TMEM235 2509 0.00 0.00 0.00 0.00 0.00 0.02 0.01 0.00 0.01 0.00 0.00 -8.17 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TMEM236 5464 0.01 0.06 0.06 0.02 0.05 0.07 0.01 0.03 0.04 0.03 0.05 -4.42 0.02 -0.82 1.38 1.21 -0.20 0.96 0.67

TMEM237 5399 9.14 2.71 4.54 14.72 10.45 6.31 3.75 10.21 2.63 5.54 7.98 3.00 5.53 0.72 -1.03 -0.29 1.41 0.92 -0.34

TMEM25 2551 2.69 3.76 2.73 0.99 1.98 3.13 0.00 3.67 5.96 0.00 2.55 1.35 2.41 0.16 0.64 0.18 -1.28 -0.28 0.30

TMEM26 5155 0.23 0.89 0.49 0.28 0.20 0.76 0.26 0.23 0.54 0.45 0.47 -1.08 0.37 -0.69 1.26 0.41 -0.40 -0.89 0.67

TMEM27 1588 0.34 3.12 6.27 0.38 9.08 0.00 0.49 0.16 0.19 0.56 3.20 1.68 0.35 -0.03 3.16 4.17 0.13 4.70 #NUM!

TMEM30A 4544 5.67 10.31 17.94 12.35 17.46 34.72 5.75 8.12 23.30 28.38 16.41 4.04 16.39 -1.53 -0.67 0.13 -0.41 0.09 1.08

TMEM30B 4443 5.74 8.09 15.16 12.23 13.60 7.57 10.53 13.56 2.38 11.54 10.40 3.38 9.50 -0.73 -0.23 0.67 0.36 0.52 -0.46

TMEM30C 375 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM31 732 0.32 0.00 0.00 0.17 0.00 0.00 0.05 0.28 0.00 0.26 0.08 -3.60 0.15 1.12 #NUM! #NUM! 0.23 #NUM! #NUM!

TMEM33 7717 3.36 5.22 22.20 5.44 5.67 5.22 3.73 13.21 2.91 4.58 7.85 2.97 6.11 -0.86 -0.23 1.86 -0.17 -0.11 -0.59

TMEM35 2086 0.38 0.45 0.46 0.17 0.00 1.72 1.42 0.54 10.34 2.33 0.53 -0.92 3.66 -3.26 -3.03 -2.98 -4.47 #NUM! 1.70

TMEM37 1687 17.38 4.65 2.31 13.83 5.77 3.74 2.48 3.00 3.11 4.47 7.95 2.99 3.27 2.41 0.51 -0.50 2.08 0.82 -1.09

TMEM38A 1639 0.67 1.49 1.42 0.47 2.85 1.18 0.51 0.68 0.70 0.52 1.34 0.43 0.60 0.16 1.31 1.23 -0.37 2.24 -0.19

TMEM38B 2076 5.41 3.12 9.39 2.39 8.06 9.05 1.48 3.66 4.11 7.21 6.24 2.64 4.11 0.39 -0.40 1.19 -0.79 0.97 0.54

TMEM39A 2957 8.58 10.14 12.36 16.23 14.48 10.99 6.78 6.93 11.71 10.95 12.13 3.60 9.09 -0.08 0.16 0.44 0.84 0.67 -0.14

TMEM39B 1834 11.14 9.71 12.17 11.32 17.58 23.02 8.07 6.67 13.58 7.31 14.16 3.82 8.91 0.32 0.12 0.45 0.35 0.98 0.70

TMEM40 1710 34.81 13.47 47.66 26.24 16.83 7.82 45.04 43.91 0.29 43.75 24.47 4.61 33.25 0.07 -1.30 0.52 -0.34 -0.98 -1.65

TMEM41A 2840 7.18 8.60 7.96 14.55 19.97 9.54 6.89 7.43 5.16 10.40 11.30 3.50 7.47 -0.06 0.20 0.09 0.96 1.42 -0.24

TMEM41B 3445 4.27 6.31 12.85 4.04 7.73 6.57 5.93 6.72 2.57 6.28 6.96 2.80 5.37 -0.33 0.23 1.26 -0.41 0.53 -0.08

TMEM42 981 1.16 3.33 2.61 3.70 5.85 3.12 2.49 1.41 11.02 8.96 3.29 1.72 5.97 -2.36 -0.84 -1.19 -0.69 -0.03 -0.08

TMEM43 3343 20.60 34.47 29.75 33.67 14.11 30.50 37.31 36.14 69.55 42.55 27.18 4.76 46.39 -1.17 -0.43 -0.64 -0.46 -1.72 0.17

TMEM44 2503 2.48 4.80 0.00 4.38 15.07 3.89 1.81 1.58 4.48 4.65 5.10 2.35 3.13 -0.34 0.62 #NUM! 0.49 2.27 -0.39

TMEM45A 1564 70.57 40.59 15.15 4.39 169.81 67.21 33.26 88.88 19.48 32.13 61.29 5.94 43.44 0.70 -0.10 -1.52 -3.31 1.97 0.13

TMEM45B 2207 8.04 9.80 1.49 1.76 4.09 2.37 25.27 41.92 0.05 13.17 4.59 2.20 20.10 -1.32 -1.04 -3.76 -3.52 -2.30 -0.96

TMEM47 4068 2.23 7.02 2.08 1.21 0.34 13.85 10.14 7.35 18.48 17.16 4.45 2.16 13.29 -2.57 -0.92 -2.68 -3.46 -5.28 1.64

TMEM48 4840 5.59 2.98 6.71 5.66 5.30 7.28 2.30 2.70 1.92 3.28 5.59 2.48 2.55 1.13 0.23 1.40 1.15 1.06 0.38

TMEM5 1451 7.37 4.82 5.80 6.27 6.98 10.76 4.18 4.53 8.79 7.74 7.00 2.81 6.31 0.22 -0.39 -0.12 -0.01 0.14 0.62

TMEM50A 2327 51.95 47.80 41.20 52.53 32.30 63.12 34.12 33.07 46.34 50.60 48.15 5.59 41.03 0.34 0.22 0.01 0.36 -0.35 0.39

TMEM50B 2350 5.38 8.40 7.11 0.00 9.17 21.98 7.46 4.58 21.46 20.68 8.67 3.12 13.55 -1.33 -0.69 -0.93 #NUM! -0.56 1.34

TMEM51 2031 12.53 15.40 19.09 30.53 12.56 14.35 13.36 16.63 7.42 19.44 17.41 4.12 14.21 -0.18 0.12 0.43 1.10 -0.18 -0.28

TMEM52 987 1.30 1.12 0.50 1.18 1.45 1.38 2.06 1.68 0.17 0.95 1.16 0.21 1.21 0.10 -0.11 -1.29 -0.04 0.26 0.26

TMEM53 1614 3.45 3.64 0.00 0.00 0.00 0.00 0.00 1.65 0.00 0.00 1.18 0.24 0.41 3.06 3.14 #NUM! #NUM! #NUM! #NUM!

TMEM54 1063 99.14 94.35 90.82 215.15 151.84 53.82 62.64 49.42 38.77 47.33 117.52 6.88 49.54 1.00 0.93 0.87 2.12 1.62 -1.13

TMEM55A 2420 2.64 2.84 1.60 1.91 1.33 8.29 2.71 2.59 8.39 4.90 3.10 1.63 4.65 -0.82 -0.71 -1.54 -1.28 -1.81 1.42

TMEM55B 1730 12.37 15.67 14.97 12.57 21.15 14.36 12.19 11.45 15.82 15.38 15.18 3.92 13.71 -0.15 0.19 0.13 -0.12 0.63 -0.08

TMEM56 6921 0.23 0.56 0.33 0.14 0.33 1.46 0.18 0.17 1.08 0.00 0.51 -0.98 0.36 -0.62 0.65 -0.13 -1.32 -0.13 1.52

TMEM56-RWDD3 1520 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMEM57 3940 4.64 7.63 4.93 7.47 3.17 6.52 7.46 6.33 4.04 6.27 5.73 2.52 6.03 -0.38 0.34 -0.29 0.31 -0.93 0.19

TMEM59 1709 129.98 82.16 60.17 95.84 172.14 234.91 86.35 115.09 183.18 192.83 129.20 7.01 144.36 -0.15 -0.81 -1.26 -0.59 0.25 0.86

TMEM59L 1712 0.29 0.49 0.08 0.07 0.18 0.44 0.36 0.04 4.22 0.20 0.26 -1.96 1.20 -2.03 -1.30 -3.89 -4.20 -2.76 0.77

TMEM60 882 8.90 5.33 5.88 4.90 22.38 14.03 4.66 3.09 11.40 12.61 10.24 3.36 7.94 0.16 -0.58 -0.43 -0.70 1.49 0.46

TMEM61 1122 2.17 0.77 0.00 2.18 6.34 1.81 1.86 0.95 0.05 0.42 2.21 1.14 0.82 1.40 -0.08 #NUM! 1.41 2.95 -0.29

TMEM62 2814 0.00 5.73 4.22 4.36 3.23 5.22 2.20 2.22 5.39 4.20 3.79 1.92 3.50 #NUM! 0.71 0.27 0.31 -0.12 0.46

TMEM63A 4469 3.20 21.30 4.78 4.66 7.95 0.00 4.49 3.63 0.00 4.07 6.98 2.80 3.05 0.07 2.80 0.65 0.61 1.38 #NUM!

TMEM63B 3215 10.15 19.53 24.57 53.44 31.52 9.46 10.50 13.49 6.35 8.20 24.78 4.63 9.63 0.08 1.02 1.35 2.47 1.71 -1.39

TMEM63C 5434 0.38 0.23 0.43 1.23 0.05 0.32 1.25 0.77 0.02 0.19 0.44 -1.18 0.56 -0.55 -1.26 -0.38 1.15 -3.51 -0.46

TMEM64 4819 1.33 1.58 2.35 1.44 3.33 6.05 2.12 1.41 5.83 5.02 2.68 1.42 3.60 -1.43 -1.19 -0.62 -1.33 -0.11 1.18

TMEM65 4318 3.30 4.11 4.62 9.56 6.43 10.80 4.00 6.63 4.90 8.17 6.47 2.69 5.93 -0.84 -0.53 -0.36 0.69 0.12 0.74

TMEM66 1977 62.92 76.80 54.77 37.06 64.92 142.24 53.83 60.88 104.48 129.47 73.12 6.19 87.17 -0.47 -0.18 -0.67 -1.23 -0.43 0.96

TMEM67 4744 0.64 2.38 0.84 1.65 0.50 2.06 1.11 1.12 0.95 1.80 1.35 0.43 1.25 -0.95 0.94 -0.57 0.41 -1.31 0.61

TMEM68 2317 2.47 2.64 3.52 5.02 3.26 6.31 2.79 3.33 2.73 4.26 3.87 1.95 3.28 -0.41 -0.31 0.10 0.62 -0.01 0.71

TMEM69 1487 27.48 16.29 17.67 14.75 24.24 22.11 10.97 12.21 10.27 14.24 20.43 4.35 11.92 1.20 0.45 0.57 0.31 1.02 0.11

TMEM70 2189 5.54 2.97 4.64 5.15 12.72 23.53 4.08 3.08 18.79 21.49 9.09 3.18 11.86 -1.10 -2.00 -1.35 -1.20 0.10 1.37

TMEM71 2105 1.02 2.59 1.96 6.99 1.45 3.25 1.25 1.22 2.24 1.13 2.88 1.52 1.46 -0.52 0.83 0.43 2.26 -0.01 0.18

TMEM72 1085 0.00 0.00 0.00 0.00 0.00 0.02 0.06 0.00 0.00 0.00 0.00 -7.95 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TMEM74 2087 0.01 0.10 0.47 0.02 0.01 0.17 0.12 0.16 0.17 0.07 0.13 -2.92 0.13 -3.34 -0.34 1.84 -3.01 -3.44 0.38

TMEM79 2240 16.06 20.94 17.61 55.29 0.00 13.49 59.18 48.06 0.00 30.43 20.57 4.36 34.42 -1.10 -0.72 -0.97 0.68 #NUM! -0.61

TMEM80 1637 6.40 0.00 0.00 4.05 11.41 8.95 0.00 0.00 6.73 0.00 5.13 2.36 1.68 1.93 #NUM! #NUM! 1.27 2.76 0.80

TMEM81 1350 0.91 0.59 0.84 0.66 1.05 1.78 0.64 0.29 0.55 1.02 0.97 -0.04 0.62 0.54 -0.08 0.43 0.07 0.75 0.88

TMEM82 1520 0.00 0.17 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM85 1013 70.08 53.60 49.04 64.93 72.00 79.40 60.38 64.27 81.10 74.85 64.84 6.02 70.15 0.00 -0.39 -0.52 -0.11 0.04 0.29

TMEM86A 3607 0.67 1.49 0.96 1.30 1.91 1.02 1.67 0.40 0.94 1.04 1.23 0.29 1.01 -0.60 0.56 -0.08 0.35 0.91 -0.26

TMEM86B 1751 0.76 0.00 0.00 0.00 0.00 1.00 1.39 0.00 0.00 0.00 0.29 -1.77 0.35 1.13 #NUM! #NUM! #NUM! #NUM! 1.77

TMEM87A 3023 11.71 15.73 14.45 14.16 11.05 31.70 14.78 19.41 24.41 33.00 16.47 4.04 22.90 -0.97 -0.54 -0.66 -0.69 -1.05 0.94

TMEM87B 5228 2.82 5.59 6.91 9.55 4.00 8.16 3.37 4.19 5.02 5.25 6.17 2.63 4.46 -0.66 0.33 0.63 1.10 -0.16 0.40

TMEM88 887 5.40 2.99 0.00 0.00 0.00 9.87 2.90 3.79 22.84 0.00 3.04 1.61 7.38 -0.45 -1.31 #NUM! #NUM! #NUM! 1.70

TMEM88B 492 0.00 0.09 0.40 0.00 0.00 0.00 0.00 0.17 0.00 0.00 0.08 -3.63 0.04 #NUM! 1.00 3.20 #NUM! #NUM! #NUM!

TMEM89 480 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.00 #NUM! 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TMEM8A 3656 6.47 9.97 7.46 6.97 14.84 5.78 4.09 2.80 9.95 5.07 8.58 3.10 5.48 0.24 0.86 0.45 0.35 1.44 -0.57

TMEM8B 3747 1.35 5.07 1.28 1.72 4.02 3.55 5.87 5.51 7.22 5.14 2.83 1.50 5.94 -2.14 -0.23 -2.21 -1.79 -0.56 0.33

TMEM8C 818 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.22 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM9 1557 25.12 32.40 9.95 24.00 67.75 52.43 11.88 13.51 49.62 38.02 35.27 5.14 28.26 -0.17 0.20 -1.51 -0.24 1.26 0.57

TMEM91 1091 0.00 0.00 3.42 7.75 1.02 4.50 7.96 0.00 0.00 9.16 2.78 1.48 4.28 #NUM! #NUM! -0.33 0.86 -2.07 0.70

TMEM92 2782 2.09 4.59 0.39 2.43 21.77 0.98 0.49 0.49 0.65 0.60 5.37 2.43 0.56 1.90 3.04 -0.53 2.12 5.28 -2.46

TMEM93 805 0.00 0.00 0.00 0.00 97.24 0.00 0.00 0.00 0.00 0.00 16.21 4.02 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMEM95 1169 0.00 0.20 0.24 0.38 0.05 0.48 0.36 0.00 0.00 0.51 0.23 -2.15 0.22 #NUM! -0.09 0.13 0.81 -2.21 1.09

TMEM97 2585 14.51 20.23 10.82 7.92 17.73 4.76 5.22 4.26 2.02 0.00 12.66 3.66 2.88 2.33 2.81 1.91 1.46 2.62 -1.41

TMEM98 1808 21.91 28.22 13.02 3.24 9.57 32.90 16.12 14.05 41.89 30.87 18.14 4.18 25.73 -0.23 0.13 -0.98 -2.99 -1.43 0.86

TMEM99 2083 2.96 0.00 0.00 3.22 6.92 0.00 0.00 0.00 3.54 0.00 2.18 1.13 0.89 1.74 #NUM! #NUM! 1.86 2.97 #NUM!

TMEM9B 1753 24.11 18.35 20.97 11.69 24.97 28.55 19.03 24.65 20.82 35.08 21.44 4.42 24.89 -0.05 -0.44 -0.25 -1.09 0.00 0.41

TMF1 6895 1.15 4.51 4.32 2.35 0.77 4.70 1.58 3.37 2.31 3.56 2.97 1.57 2.71 -1.24 0.74 0.67 -0.20 -1.81 0.66

TMIE 1861 0.46 0.06 1.00 0.00 1.82 0.33 0.28 0.23 0.37 0.40 0.61 -0.71 0.32 0.52 -2.42 1.64 #NUM! 2.51 -0.89



TMIGD1 1201 0.00 0.07 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.51 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMIGD2 1282 0.30 0.80 1.74 0.23 5.40 0.61 0.10 0.14 0.08 0.30 1.51 0.60 0.16 0.96 2.35 3.48 0.59 5.11 -1.31

TMLHE 3961 8.60 8.35 7.86 9.01 3.74 5.19 6.59 9.13 4.98 4.37 7.12 2.83 6.27 0.46 0.41 0.33 0.52 -0.75 -0.46

TMOD1 3352 0.00 6.12 0.00 0.00 0.00 10.79 4.46 13.69 6.93 16.77 2.82 1.49 10.46 #NUM! -0.77 #NUM! #NUM! #NUM! 1.94

TMOD2 9186 0.71 1.52 1.23 1.24 0.30 3.04 2.28 2.38 3.12 1.92 1.34 0.42 2.43 -1.76 -0.68 -0.98 -0.97 -3.01 1.18

TMOD3 4682 8.44 13.52 20.73 16.27 7.79 15.43 15.11 28.59 6.48 19.80 13.69 3.78 17.50 -1.05 -0.37 0.24 -0.10 -1.17 0.17

TMOD4 1322 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMPO 4186 13.49 15.48 26.71 20.64 29.55 33.96 7.26 10.24 10.69 14.57 23.30 4.54 10.69 0.34 0.53 1.32 0.95 1.47 0.54

TMPPE 3985 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMPRSS11A 2428 34.50 30.08 20.18 0.57 0.04 4.60 47.74 166.26 0.10 40.35 15.00 3.91 63.61 -0.88 -1.08 -1.66 -6.81 -10.58 -1.70

TMPRSS11B 2645 11.97 12.43 0.19 0.05 0.00 2.92 45.23 68.83 0.06 36.62 4.59 2.20 37.69 -1.65 -1.60 -7.64 -9.54 #NUM! -0.65

TMPRSS11BNL 3202 0.49 2.31 0.42 0.02 0.00 0.15 20.29 11.62 0.00 29.46 0.57 -0.82 15.34 -4.96 -2.73 -5.18 -9.54 #NUM! -1.89

TMPRSS11D 2800 97.42 32.72 50.22 35.50 2.84 7.27 96.37 119.50 0.07 61.74 37.66 5.24 69.42 0.49 -1.09 -0.47 -0.97 -4.61 -2.37

TMPRSS11E 2136 61.33 21.20 6.17 20.55 0.93 5.21 120.18 80.28 0.16 87.44 19.23 4.27 72.01 -0.23 -1.76 -3.55 -1.81 -6.28 -1.88

TMPRSS11F 2077 2.60 2.79 0.28 2.73 0.01 0.37 3.42 7.54 0.00 1.87 1.46 0.55 3.21 -0.30 -0.20 -3.54 -0.23 -8.03 -1.99

TMPRSS12 1478 0.02 0.00 0.00 0.07 0.07 0.00 0.04 0.25 0.00 0.11 0.03 -5.18 0.10 -2.38 #NUM! #NUM! -0.47 -0.48 #NUM!

TMPRSS13 3462 7.91 2.54 4.18 20.47 7.71 2.93 8.19 6.61 0.07 4.08 7.62 2.93 4.74 0.74 -0.90 -0.18 2.11 0.70 -1.38

TMPRSS15 3946 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TMPRSS2 3250 6.30 6.87 1.14 1.41 0.32 0.87 2.21 1.75 0.00 1.30 2.82 1.49 1.31 2.26 2.39 -0.20 0.10 -2.03 -1.70

TMPRSS3 2463 1.16 18.06 2.89 0.25 121.04 0.45 0.05 0.04 0.06 0.45 23.97 4.58 0.15 2.96 6.92 4.28 0.74 9.66 -5.74

TMPRSS4 3549 66.76 25.05 66.02 13.40 13.18 11.48 3.35 3.57 0.03 8.63 32.65 5.03 3.90 4.10 2.68 4.08 1.78 1.76 -1.51

TMPRSS5 2233 0.06 0.10 0.03 0.06 0.11 0.11 0.12 0.10 0.35 0.05 0.08 -3.67 0.15 -1.32 -0.64 -2.41 -1.31 -0.42 0.45

TMPRSS6 3212 0.00 1.56 0.09 0.08 0.51 0.05 0.12 0.07 0.09 0.03 0.38 -1.39 0.08 #NUM! 4.30 0.13 0.07 2.69 -2.91

TMPRSS7 2622 0.00 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.00 0.00 0.01 -6.65 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TMPRSS9 3180 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMSB10 482 3517.83 2955.74 4029.28 5147.23 9987.40 2388.35 1448.79 1692.93 2065.76 1258.06 4670.97 12.19 1616.39 1.12 0.87 1.32 1.67 2.63 -0.97

TMSB15A 666 0.94 0.97 3.54 0.07 0.77 10.49 0.71 0.92 1.94 3.48 2.80 1.48 1.76 -0.91 -0.87 1.00 -4.74 -1.19 1.91

TMSB15B 683 1.04 0.93 0.37 0.44 0.53 9.17 0.60 0.65 11.74 10.86 2.08 1.06 5.96 -2.51 -2.68 -4.00 -3.75 -3.49 2.14

TMSB4X 657 2596.81 2459.35 1567.70 977.24 6626.97 5773.34 1178.03 1403.50 5499.11 3741.39 3333.57 11.70 2955.51 -0.19 -0.27 -0.91 -1.60 1.16 0.79

TMSL3 634 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMTC1 8841 0.91 1.79 3.27 0.54 0.04 4.13 2.92 3.99 5.54 5.72 1.78 0.83 4.54 -2.32 -1.34 -0.48 -3.07 -6.81 1.21

TMTC2 4855 2.51 4.12 8.59 4.53 1.62 3.66 3.31 4.77 11.08 4.78 4.17 2.06 5.98 -1.25 -0.54 0.52 -0.40 -1.88 -0.19

TMTC3 7203 2.64 2.95 6.64 5.78 1.77 4.95 2.79 3.75 1.35 3.00 4.12 2.04 2.72 -0.04 0.12 1.29 1.09 -0.62 0.26

TMTC4 3771 3.10 6.57 1.55 5.33 3.17 4.97 2.01 2.05 3.13 2.65 4.11 2.04 2.46 0.33 1.42 -0.67 1.11 0.36 0.27

TMUB1 1810 24.11 24.68 39.53 30.33 42.89 15.28 17.02 13.60 15.63 13.17 29.47 4.88 14.86 0.70 0.73 1.41 1.03 1.53 -0.95

TMUB2 2443 17.29 17.69 14.79 14.44 28.68 12.36 11.51 12.19 27.23 14.90 17.54 4.13 16.46 0.07 0.10 -0.15 -0.19 0.80 -0.51

TMX1 4119 8.23 5.02 20.17 7.51 13.66 20.18 3.69 3.99 7.27 13.81 12.46 3.64 7.19 0.19 -0.52 1.49 0.06 0.93 0.70

TMX2 1818 97.66 0.00 0.00 0.00 52.23 56.27 0.00 0.00 39.35 40.47 34.36 5.10 19.96 2.29 #NUM! #NUM! #NUM! 1.39 0.71

TMX2-CTNND1 6251 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TMX3 4767 1.54 5.05 4.43 5.55 1.93 12.15 3.09 3.85 5.50 7.33 5.11 2.35 4.94 -1.68 0.03 -0.16 0.17 -1.35 1.25

TMX4 2368 10.19 10.42 10.14 7.30 5.88 18.28 9.93 11.93 19.18 15.89 10.37 3.37 14.23 -0.48 -0.45 -0.49 -0.96 -1.28 0.82

TNC 7616 11.58 83.36 15.50 46.19 47.54 23.44 35.66 36.37 172.29 44.07 37.93 5.25 72.10 -2.64 0.21 -2.22 -0.64 -0.60 -0.69

TNF 1669 2.12 0.89 6.13 6.61 22.22 2.02 1.13 0.34 0.31 1.08 6.66 2.74 0.71 1.57 0.32 3.10 3.21 4.96 -1.73

TNFAIP1 3822 14.17 24.36 27.21 40.88 48.10 10.86 16.83 24.72 21.10 21.74 27.60 4.79 21.10 -0.57 0.21 0.37 0.95 1.19 -1.35

TNFAIP2 4180 19.05 54.09 204.88 37.85 92.22 36.39 17.13 33.14 18.13 41.83 74.08 6.21 27.56 -0.53 0.97 2.89 0.46 1.74 -1.03

TNFAIP3 4446 5.84 26.34 86.71 28.63 66.04 67.14 4.89 48.11 17.81 22.74 46.78 5.55 23.39 -2.00 0.17 1.89 0.29 1.50 0.52

TNFAIP6 1439 0.88 3.96 6.79 3.03 14.84 32.41 0.95 3.57 7.70 10.63 10.32 3.37 5.71 -2.69 -0.53 0.25 -0.91 1.38 1.65

TNFAIP8 2015 12.46 11.77 26.03 28.23 29.56 29.14 6.39 8.15 12.57 14.92 22.87 4.52 10.51 0.25 0.16 1.31 1.43 1.49 0.35

TNFAIP8L1 3845 3.48 5.42 7.61 6.31 4.91 2.41 4.42 3.30 2.26 2.43 5.02 2.33 3.11 0.16 0.80 1.29 1.02 0.66 -1.06

TNFAIP8L2 1199 0.00 6.49 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.08 0.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TNFAIP8L2-SCNM1 1948 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TNFAIP8L3 2292 1.95 2.24 2.19 2.53 1.36 3.80 5.60 3.83 15.78 5.93 2.35 1.23 7.79 -2.00 -1.79 -1.83 -1.62 -2.51 0.70

TNFRSF10A 1764 1.45 3.51 10.03 2.52 0.00 2.44 4.18 4.21 3.10 6.96 3.32 1.73 4.61 -1.67 -0.39 1.12 -0.87 #NUM! -0.45

TNFRSF10B 4154 4.70 11.31 24.80 8.50 52.00 10.76 3.80 10.16 6.88 16.42 18.68 4.22 9.31 -0.99 0.28 1.41 -0.13 2.48 -0.80

TNFRSF10C 1512 0.70 1.45 0.00 0.98 2.03 1.48 0.00 0.69 3.22 1.16 1.11 0.15 1.27 -0.86 0.20 #NUM! -0.37 0.68 0.42

TNFRSF10D 3561 1.59 1.55 0.00 0.98 0.00 4.01 0.82 1.67 1.58 4.37 1.35 0.44 2.11 -0.41 -0.45 #NUM! -1.11 #NUM! 1.57

TNFRSF11A 3133 0.20 3.42 1.53 1.10 0.61 1.05 0.99 0.99 1.19 1.06 1.32 0.40 1.06 -2.39 1.69 0.54 0.05 -0.79 -0.33

TNFRSF11B 2354 0.75 0.53 0.38 0.23 0.29 1.72 0.14 0.19 1.34 0.53 0.65 -0.62 0.55 0.44 -0.06 -0.55 -1.25 -0.93 1.41

TNFRSF12A 1048 19.57 48.68 49.84 93.19 370.89 69.01 55.21 37.87 97.09 96.81 108.53 6.76 71.74 -1.87 -0.56 -0.53 0.38 2.37 -0.65

TNFRSF13B 1377 1.34 0.83 1.79 0.40 0.04 0.75 0.45 0.39 0.15 0.09 0.86 -0.22 0.27 2.32 1.64 2.74 0.58 -2.76 -0.19

TNFRSF13C 934 0.43 0.85 0.81 1.53 0.46 0.61 0.28 0.34 0.06 0.11 0.78 -0.35 0.20 1.14 2.10 2.03 2.96 1.24 -0.36

TNFRSF14 1730 14.05 33.01 31.93 19.32 19.57 37.08 16.69 11.24 23.07 22.28 25.82 4.69 18.32 -0.38 0.85 0.80 0.08 0.09 0.52

TNFRSF17 994 3.02 1.13 1.13 0.62 0.09 1.97 0.39 0.06 0.27 0.35 1.32 0.41 0.27 3.49 2.07 2.07 1.21 -1.64 0.57

TNFRSF18 1214 16.36 3.20 11.04 2.13 13.05 9.73 2.35 0.90 1.19 3.17 9.25 3.21 1.90 3.10 0.75 2.54 0.17 2.78 0.07

TNFRSF19 4523 0.92 2.96 0.35 0.31 0.53 4.18 6.16 2.71 2.55 3.04 1.54 0.62 3.61 -1.98 -0.29 -3.36 -3.52 -2.77 1.44

TNFRSF1A 2258 36.91 76.42 60.48 102.98 113.98 63.39 62.36 64.98 140.41 109.72 75.69 6.24 94.37 -1.35 -0.30 -0.64 0.13 0.27 -0.26

TNFRSF1B 3682 5.44 22.34 17.83 11.09 24.46 16.20 7.00 13.63 17.13 20.28 16.23 4.02 14.51 -1.41 0.62 0.30 -0.39 0.75 0.00

TNFRSF21 3662 11.26 29.16 19.32 23.96 11.63 15.83 13.54 42.46 3.70 18.10 18.53 4.21 19.45 -0.79 0.58 -0.01 0.30 -0.74 -0.23

TNFRSF25 1665 0.00 7.84 8.19 14.78 0.00 0.00 0.00 0.00 1.61 2.62 5.13 2.36 1.06 #NUM! 2.89 2.95 3.80 #NUM! #NUM!

TNFRSF4 1120 3.31 7.25 6.45 4.05 2.96 8.41 0.68 0.92 1.14 2.39 5.41 2.43 1.28 1.37 2.50 2.33 1.66 1.21 0.64

TNFRSF6B 1155 17.76 44.38 18.69 27.44 412.52 20.29 0.00 10.19 19.63 36.54 90.18 6.49 16.59 0.10 1.42 0.17 0.73 4.64 -2.15

TNFRSF8 3686 0.34 0.61 1.20 0.21 0.19 0.59 0.66 0.07 0.76 0.44 0.52 -0.93 0.48 -0.50 0.34 1.32 -1.20 -1.32 0.17

TNFRSF9 6001 0.08 0.56 1.25 0.51 0.41 1.49 0.07 0.09 0.10 1.18 0.72 -0.48 0.36 -2.15 0.64 1.81 0.50 0.21 1.06

TNFSF10 1953 137.82 49.13 31.41 345.17 64.74 123.91 21.95 33.24 11.44 44.82 125.36 6.97 27.86 2.31 0.82 0.17 3.63 1.22 -0.02

TNFSF11 2377 0.07 0.31 1.67 0.22 0.39 0.95 1.06 0.02 0.00 0.08 0.60 -0.73 0.29 -1.98 0.09 2.52 -0.37 0.43 0.66

TNFSF12 1642 12.50 22.49 10.26 6.25 12.57 30.40 19.11 10.69 68.35 25.04 15.74 3.98 30.80 -1.30 -0.45 -1.59 -2.30 -1.29 0.95

TNFSF12-TNFSF13 1882 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TNFSF13 2293 6.76 19.99 7.65 7.10 35.52 0.00 5.54 3.66 8.82 6.75 12.84 3.68 6.19 0.13 1.69 0.31 0.20 2.52 #NUM!

TNFSF13B 2675 2.80 4.79 11.97 1.54 1.84 18.96 1.36 1.29 6.22 5.59 6.98 2.80 3.62 -0.37 0.41 1.73 -1.23 -0.97 1.44

TNFSF14 2894 1.32 0.00 1.99 0.79 1.19 0.00 1.09 0.39 0.00 0.89 0.88 -0.18 0.59 1.16 #NUM! 1.75 0.43 1.01 #NUM!

TNFSF15 6705 0.76 1.19 0.93 0.79 0.81 0.83 0.19 0.25 0.53 0.42 0.89 -0.17 0.35 1.13 1.77 1.42 1.18 1.23 -0.09

TNFSF18 748 0.09 0.09 0.11 0.28 0.08 0.29 0.00 0.00 0.08 0.07 0.16 -2.68 0.04 1.24 1.28 1.49 2.90 1.14 0.89

TNFSF4 3493 0.18 0.93 1.31 0.36 0.29 2.10 0.13 0.11 0.43 0.40 0.86 -0.21 0.27 -0.57 1.80 2.30 0.42 0.14 1.28

TNFSF8 1979 0.56 2.02 1.71 0.83 0.22 2.38 0.56 1.08 1.16 0.92 1.29 0.37 0.93 -0.72 1.12 0.88 -0.17 -2.09 0.89

TNFSF9 1680 5.03 1.16 2.34 4.43 20.30 6.61 3.38 4.11 1.51 13.35 6.65 2.73 5.59 -0.15 -2.26 -1.25 -0.33 1.86 -0.01

TNIK 5816 0.51 2.63 3.10 0.84 0.24 1.59 0.49 0.48 0.77 0.97 1.48 0.57 0.68 -0.41 1.96 2.19 0.31 -1.48 0.10

TNIP1 3268 20.68 32.62 39.29 48.25 109.52 31.78 30.95 27.55 0.00 19.92 47.02 5.56 19.60 0.08 0.73 1.00 1.30 2.48 -0.57

TNIP2 1993 9.18 10.11 23.89 6.90 35.52 16.36 6.69 5.54 21.68 15.20 16.99 4.09 12.28 -0.42 -0.28 0.96 -0.83 1.53 -0.05

TNIP3 2429 1.42 0.45 1.60 0.58 0.93 1.52 0.25 0.29 0.15 0.23 1.08 0.12 0.23 2.64 0.99 2.81 1.34 2.03 0.49

TNK1 2835 3.65 5.87 7.26 7.70 7.12 3.43 3.19 0.00 0.00 3.73 5.84 2.55 1.73 1.08 1.76 2.07 2.15 2.04 -0.77

TNK2 4476 3.45 19.86 11.59 28.97 16.17 5.28 8.99 14.39 4.52 6.75 14.22 3.83 8.66 -1.33 1.20 0.42 1.74 0.90 -1.43

TNKS 9599 2.22 3.85 3.66 2.81 1.33 3.50 3.36 4.46 2.98 3.50 2.90 1.53 3.57 -0.69 0.11 0.03 -0.35 -1.42 0.27

TNKS1BP1 5822 10.62 23.91 142.92 245.14 112.81 18.38 36.64 39.86 34.71 28.86 92.30 6.53 35.02 -1.72 -0.55 2.03 2.81 1.69 -2.33

TNKS2 6274 3.21 8.86 6.77 15.07 2.93 10.60 6.51 8.58 8.04 13.48 7.90 2.98 9.15 -1.51 -0.05 -0.44 0.72 -1.65 0.42

TNMD 1360 0.00 0.06 0.05 0.00 0.00 0.07 0.04 0.13 0.22 0.30 0.03 -4.98 0.17 #NUM! -1.43 -1.79 #NUM! #NUM! 1.24

TNN 5008 0.02 0.58 0.28 0.18 0.09 0.51 0.04 0.00 0.07 0.34 0.28 -1.86 0.11 -2.88 2.37 1.28 0.67 -0.31 0.88

TNNC1 705 0.93 1.87 0.35 0.06 1.46 1.02 0.57 0.15 4.18 1.15 0.95 -0.08 1.51 -0.70 0.30 -2.11 -4.61 -0.05 0.11

TNNC2 698 0.67 2.85 0.00 0.38 0.23 2.56 0.48 0.77 4.78 1.09 1.12 0.16 1.78 -1.40 0.68 #NUM! -2.21 -2.92 1.19

TNNI1 6162 0.20 0.00 0.28 0.34 0.00 0.13 0.28 0.35 0.01 0.00 0.16 -2.64 0.16 0.35 #NUM! 0.83 1.11 #NUM! -0.31

TNNI2 746 1.29 8.89 0.00 0.80 0.95 11.75 1.25 0.45 0.73 0.54 3.95 1.98 0.74 0.80 3.58 #NUM! 0.11 0.35 1.57

TNNI3 866 0.59 0.35 4.93 0.87 9.22 0.64 0.24 0.08 0.03 0.00 2.77 1.47 0.09 2.75 1.99 5.81 3.30 6.71 -2.11

TNNI3K 3026 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TNNT1 1059 3.46 1.67 42.04 127.26 73.71 2.17 2.86 2.23 0.27 0.67 41.72 5.38 1.51 1.20 0.14 4.80 6.40 5.61 -4.26

TNNT2 1153 0.80 0.00 6.95 0.00 0.10 1.22 3.47 1.38 0.54 0.81 1.51 0.60 1.55 -0.96 #NUM! 2.17 #NUM! -3.97 -0.31

TNNT3 1217 0.98 0.68 2.68 0.99 0.02 0.00 7.67 3.01 1.61 1.68 0.89 -0.16 3.49 -1.83 -2.35 -0.38 -1.82 -7.22 #NUM!

TNP1 415 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TNPO1 8559 2.84 7.18 5.98 11.00 5.32 12.18 5.11 8.62 6.97 11.10 7.42 2.89 7.95 -1.48 -0.15 -0.41 0.47 -0.58 0.72

TNPO2 5092 7.73 10.76 16.89 0.00 17.55 6.65 9.74 3.26 15.74 8.25 9.93 3.31 9.25 -0.26 0.22 0.87 #NUM! 0.92 -0.58

TNPO3 4583 8.77 12.47 25.83 17.30 6.12 7.57 10.27 8.35 6.90 6.47 13.01 3.70 8.00 0.13 0.64 1.69 1.11 -0.38 -0.78

TNR 5190 0.00 0.02 0.02 0.01 0.01 0.01 0.00 0.00 0.00 0.00 0.01 -6.38 0.00 #NUM! 4.49 4.40 2.50 3.08 -0.46

TNRC18 10586 2.72 16.37 15.86 11.82 7.76 2.34 11.99 10.45 10.14 4.45 9.48 3.24 9.26 -1.77 0.82 0.78 0.35 -0.25 -2.02

TNRC6A 8438 4.43 9.05 4.81 9.38 1.01 4.05 7.34 6.50 2.74 3.56 5.45 2.45 5.04 -0.19 0.85 -0.07 0.90 -2.32 -0.43

TNRC6B 18297 1.72 2.88 2.59 2.77 0.24 1.03 2.61 2.78 0.77 1.06 1.87 0.90 1.80 -0.07 0.68 0.52 0.62 -2.91 -0.86

TNRC6C 9794 0.73 2.90 0.00 1.39 0.00 1.42 1.72 1.35 0.87 1.99 1.07 0.10 1.48 -1.03 0.97 #NUM! -0.10 #NUM! 0.41

TNS1 10276 3.86 29.34 8.54 6.79 8.28 10.77 35.98 19.43 94.72 21.52 11.26 3.49 42.91 -3.48 -0.55 -2.33 -2.66 -2.37 -0.06

TNS3 7639 2.62 11.34 5.70 6.92 9.58 9.54 4.84 3.31 17.18 7.77 7.62 2.93 8.27 -1.66 0.45 -0.54 -0.26 0.21 0.33

TNS4 4090 7.63 38.77 49.14 76.33 153.69 12.95 42.63 147.21 0.17 34.59 56.42 5.82 56.15 -2.88 -0.53 -0.19 0.44 1.45 -2.12

TNXA 2783 0.17 1.12 0.00 0.10 0.06 0.00 0.00 1.19 0.00 0.00 0.24 -2.05 0.30 -0.83 1.92 #NUM! -1.62 -2.42 #NUM!

TNXB 13143 1.08 4.22 0.91 0.39 0.28 1.59 4.35 5.55 10.90 1.49 1.41 0.50 5.58 -2.36 -0.40 -2.62 -3.84 -4.29 0.17

TOB1 1830 14.13 50.67 20.25 27.26 31.40 43.67 37.04 152.90 17.11 96.38 31.23 4.96 75.86 -2.42 -0.58 -1.91 -1.48 -1.27 0.48

TOB2 4575 6.98 11.38 19.34 11.55 5.08 10.83 13.91 15.53 17.33 17.06 10.86 3.44 15.96 -1.19 -0.49 0.28 -0.47 -1.65 0.00

TOB2P1 3592 0.26 0.09 0.24 0.21 0.80 0.11 0.06 0.04 0.10 0.04 0.29 -1.81 0.06 2.15 0.56 2.00 1.83 3.77 -1.31

TOE1 2408 4.70 6.94 8.57 9.28 9.08 5.35 2.90 2.73 4.95 3.81 7.32 2.87 3.60 0.39 0.95 1.25 1.37 1.34 -0.45

TOLLIP 3665 10.64 13.54 19.45 16.25 14.73 9.42 24.03 20.77 15.71 15.45 14.01 3.81 18.99 -0.84 -0.49 0.03 -0.22 -0.37 -0.57

TOM1 2425 14.01 20.34 16.18 18.38 24.29 18.12 32.99 25.33 13.79 28.63 18.55 4.21 25.19 -0.85 -0.31 -0.64 -0.45 -0.05 -0.03

TOM1L1 2356 6.14 9.28 20.76 14.33 5.10 6.56 6.28 6.90 0.00 5.88 10.36 3.37 4.76 0.37 0.96 2.12 1.59 0.10 -0.66

TOM1L2 5825 4.20 10.65 7.86 19.45 2.27 3.04 21.86 15.60 12.92 6.77 7.91 2.98 14.29 -1.77 -0.42 -0.86 0.45 -2.65 -1.38

TOMM20 3407 24.65 29.82 55.20 25.01 46.39 45.71 27.95 28.94 31.59 48.93 37.80 5.24 34.35 -0.48 -0.20 0.68 -0.46 0.43 0.27

TOMM20L 610 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TOMM22 1396 65.67 42.32 58.01 41.24 40.02 33.10 39.00 46.47 38.11 32.49 46.73 5.55 39.02 0.75 0.12 0.57 0.08 0.04 -0.50

TOMM34 2066 12.71 23.71 21.43 12.70 33.00 13.08 8.06 7.34 13.16 9.97 19.44 4.28 9.63 0.40 1.30 1.15 0.40 1.78 -0.57

TOMM40 1819 27.00 19.50 51.34 40.68 32.51 17.32 16.60 17.08 16.84 19.16 31.39 4.97 17.42 0.63 0.16 1.56 1.22 0.90 -0.86

TOMM40L 2713 3.41 2.69 4.05 3.74 5.51 3.37 1.91 1.67 5.84 3.88 3.80 1.92 3.32 0.04 -0.31 0.29 0.17 0.73 -0.17

TOMM5 932 107.91 80.42 172.50 59.83 190.59 99.63 62.83 63.13 93.50 105.37 118.48 6.89 81.21 0.41 -0.01 1.09 -0.44 1.23 -0.25

TOMM6 881 77.41 38.67 48.16 66.68 113.81 111.73 53.60 35.18 77.00 83.18 76.08 6.25 62.24 0.31 -0.69 -0.37 0.10 0.87 0.55

TOMM7 746 75.72 43.17 31.71 41.03 469.29 266.50 51.10 45.13 746.47 542.59 154.57 7.27 346.32 -2.19 -3.00 -3.45 -3.08 0.44 0.79

TOMM70A 4376 10.53 10.32 12.55 8.82 16.63 12.35 11.55 9.39 16.94 13.06 11.86 3.57 12.74 -0.27 -0.30 -0.02 -0.53 0.38 0.06

TONSL 4519 2.09 3.94 8.73 12.95 10.72 1.98 0.00 1.70 0.64 0.00 6.73 2.75 0.59 1.83 2.75 3.89 4.46 4.19 -1.76

TOP1 3734 16.62 37.49 54.84 54.32 11.21 23.15 30.16 33.46 11.48 22.42 32.94 5.04 24.38 -0.55 0.62 1.17 1.16 -1.12 -0.51

TOP1MT 1923 5.83 6.63 9.17 8.01 22.34 12.68 7.70 10.69 11.48 14.65 10.78 3.43 11.13 -0.93 -0.75 -0.28 -0.48 1.00 0.23

TOP1P1 2431 0.00 0.24 0.18 0.00 0.00 0.00 0.00 0.00 0.17 0.24 0.07 -3.83 0.10 #NUM! 1.23 0.78 #NUM! #NUM! #NUM!

TOP1P2 1521 0.00 0.00 0.01 0.02 0.06 0.02 0.00 0.00 0.02 0.01 0.02 -5.72 0.01 #NUM! #NUM! 0.14 1.41 2.77 0.11

TOP2A 5753 14.02 15.55 33.33 22.72 7.75 14.94 7.68 9.19 0.23 2.06 18.05 4.17 4.79 1.55 1.70 2.80 2.25 0.69 -0.27

TOP2B 5189 6.52 17.10 19.86 11.91 2.91 17.24 20.00 17.68 12.26 21.07 12.59 3.65 17.75 -1.44 -0.05 0.16 -0.58 -2.61 0.45

TOP3A 4116 2.04 5.55 7.23 6.57 5.20 2.05 2.61 2.22 2.79 2.23 4.77 2.26 2.46 -0.27 1.17 1.55 1.42 1.08 -1.22

TOP3B 3124 4.32 4.60 11.57 8.66 3.44 3.73 3.18 5.78 3.69 3.72 6.05 2.60 4.09 0.08 0.17 1.50 1.08 -0.25 -0.70

TOPBP1 5378 12.13 11.48 10.45 29.40 2.92 15.57 4.05 5.46 2.01 4.59 13.66 3.77 4.03 1.59 1.51 1.38 2.87 -0.47 0.19

TOPORS 4183 5.46 6.68 6.93 4.66 0.00 5.78 6.16 7.57 2.66 6.43 4.92 2.30 5.70 -0.06 0.23 0.28 -0.29 #NUM! 0.23

TOR1A 2117 15.24 22.79 17.28 19.61 35.86 17.29 11.12 10.54 22.63 12.86 21.34 4.42 14.29 0.09 0.67 0.27 0.46 1.33 -0.30

TOR1AIP1 3824 11.41 22.52 20.19 16.51 7.59 21.43 17.03 20.59 24.24 22.41 16.61 4.05 21.07 -0.88 0.10 -0.06 -0.35 -1.47 0.37

TOR1AIP2 8331 2.97 7.48 5.43 7.38 5.96 4.75 4.86 6.20 2.20 3.44 5.66 2.50 4.18 -0.49 0.84 0.38 0.82 0.51 -0.25

TOR1B 2774 6.08 11.42 7.48 7.48 13.01 7.01 5.19 4.04 7.27 6.63 8.75 3.13 5.78 0.07 0.98 0.37 0.37 1.17 -0.32

TOR2A 2509 7.65 8.50 6.40 19.52 20.26 6.32 4.63 2.89 4.43 3.43 11.44 3.52 3.84 0.99 1.14 0.74 2.34 2.40 -0.86

TOR3A 2138 10.85 10.20 9.18 10.06 26.09 21.24 4.55 4.09 25.53 14.02 14.60 3.87 12.05 -0.15 -0.24 -0.39 -0.26 1.11 0.54

TOX 4131 0.50 2.20 3.08 1.92 0.77 2.59 1.29 0.76 2.16 1.17 1.85 0.88 1.34 -1.42 0.71 1.20 0.52 -0.80 0.49

TOX2 2558 1.49 3.14 3.91 4.21 3.83 5.88 2.71 3.37 5.19 2.54 3.74 1.90 3.45 -1.21 -0.14 0.18 0.29 0.15 0.65

TOX3 3123 0.12 7.86 0.02 0.02 0.00 0.42 1.10 1.57 0.00 0.65 1.41 0.49 0.83 -2.81 3.24 -5.39 -5.29 #NUM! -1.74

TOX4 4538 25.14 14.82 15.60 18.83 20.13 13.45 13.27 28.85 13.41 23.69 18.00 4.17 19.81 0.34 -0.42 -0.34 -0.07 0.02 -0.42

TP53 2719 14.89 34.38 31.56 64.58 38.48 13.85 20.04 20.32 17.70 10.40 32.95 5.04 17.11 -0.20 1.01 0.88 1.92 1.17 -1.25

TP53AIP1 1278 16.46 2.75 1.54 4.52 1.59 5.09 15.76 8.18 0.04 9.52 5.32 2.41 8.38 0.97 -1.61 -2.45 -0.89 -2.40 -0.07

TP53BP1 6236 5.83 12.92 12.87 5.14 1.81 5.44 4.94 6.37 6.37 6.31 7.33 2.87 6.00 -0.04 1.11 1.10 -0.22 -1.72 -0.43

TP53BP2 4802 3.62 9.20 13.33 10.79 5.96 7.98 6.98 8.68 6.53 9.62 8.48 3.08 7.95 -1.14 0.21 0.75 0.44 -0.42 -0.09

TP53I11 3648 8.41 23.68 5.36 29.37 33.71 12.38 8.69 5.56 17.03 7.41 18.82 4.23 9.67 -0.20 1.29 -0.85 1.60 1.80 -0.60

TP53I13 1478 14.58 17.81 14.77 15.66 39.18 19.78 13.35 10.20 28.12 14.95 20.30 4.34 16.66 -0.19 0.10 -0.17 -0.09 1.23 -0.04

TP53I3 2042 16.60 14.97 16.35 17.56 42.17 12.10 21.96 15.12 0.00 26.52 19.96 4.32 15.90 0.06 -0.09 0.04 0.14 1.41 -0.72

TP53INP1 5666 1.33 3.03 3.09 3.09 1.20 4.35 1.21 1.32 2.04 3.91 2.68 1.42 2.12 -0.67 0.52 0.54 0.54 -0.82 0.70

TP53INP2 4124 4.37 12.06 10.31 6.07 2.55 8.41 22.00 22.13 13.64 8.84 7.29 2.87 16.65 -1.93 -0.47 -0.69 -1.46 -2.71 0.20

TP53RK 3384 4.35 5.70 5.91 4.77 7.25 6.23 5.46 3.92 4.93 6.50 5.70 2.51 5.20 -0.26 0.13 0.18 -0.13 0.48 0.13

TP53TG1 751 41.28 18.01 15.80 23.80 46.89 30.66 21.49 23.43 32.42 25.57 29.41 4.88 25.73 0.68 -0.51 -0.70 -0.11 0.87 0.06

TP53TG3 2034 0.14 0.00 0.00 0.00 0.00 0.11 0.17 0.05 0.03 0.26 0.04 -4.59 0.13 0.10 #NUM! #NUM! #NUM! #NUM! 1.45

TP53TG3B 1824 0.00 0.00 0.00 0.10 0.00 0.93 0.00 0.01 0.00 0.00 0.17 -2.53 0.00 #NUM! #NUM! #NUM! 5.09 #NUM! 2.44

TP53TG5 995 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TP63 4927 33.73 24.16 96.07 68.65 20.61 31.98 45.98 159.52 0.19 39.22 45.87 5.52 61.23 -0.86 -1.34 0.65 0.17 -1.57 -0.52

TP73 5154 1.64 3.39 6.05 3.72 3.14 1.94 2.57 2.19 0.00 0.80 3.31 1.73 1.39 0.24 1.29 2.12 1.42 1.18 -0.77

TP73-AS1 6409 0.63 0.00 0.00 1.01 0.57 0.69 1.47 0.74 2.01 0.71 0.48 -1.06 1.23 -0.98 #NUM! #NUM! -0.30 -1.12 0.52

TPBG 3392 15.91 21.01 49.15 35.95 42.61 19.99 14.27 15.98 15.77 20.60 30.77 4.94 16.65 -0.07 0.34 1.56 1.11 1.36 -0.62

TPCN1 5472 3.36 12.66 3.99 6.56 3.82 5.42 7.61 5.46 6.10 4.85 5.97 2.58 6.00 -0.84 1.08 -0.59 0.13 -0.65 -0.14

TPCN2 5026 1.01 1.58 1.40 1.85 2.14 1.96 1.53 0.93 5.05 2.57 1.66 0.73 2.52 -1.32 -0.68 -0.85 -0.44 -0.24 0.24

TPD52 4250 21.56 14.43 24.28 13.87 19.55 13.74 9.72 15.49 1.30 16.42 17.90 4.16 10.73 1.01 0.43 1.18 0.37 0.86 -0.38

TPD52L1 1409 75.78 18.28 37.62 26.53 34.23 22.47 43.60 44.50 23.64 49.25 35.82 5.16 40.25 0.91 -1.14 -0.10 -0.60 -0.23 -0.67

TPD52L2 2426 22.42 48.03 36.97 33.39 79.72 40.70 26.45 19.62 79.95 33.73 43.54 5.44 39.94 -0.83 0.27 -0.11 -0.26 1.00 -0.10

TPH1 1815 0.02 0.17 0.04 0.02 0.00 0.13 0.03 0.12 0.03 0.00 0.06 -4.03 0.05 -1.58 1.88 -0.35 -1.25 #NUM! 1.08

TPH2 2360 0.11 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.55 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TPI1 1602 385.92 168.23 444.86 299.93 1112.08 236.18 231.14 241.44 217.90 286.48 441.20 8.79 244.24 0.66 -0.54 0.87 0.30 2.19 -0.90

TPI1P2 2017 0.31 0.00 0.00 0.00 0.00 0.15 0.07 0.05 0.07 0.13 0.08 -3.72 0.08 1.92 #NUM! #NUM! #NUM! #NUM! 0.96

TPI1P3 1214 0.20 0.01 0.08 0.14 0.59 0.12 0.09 0.09 0.15 0.11 0.19 -2.39 0.11 0.82 -3.04 -0.44 0.39 2.42 -0.67

TPK1 2449 1.21 2.95 3.08 0.69 1.83 2.46 2.90 0.49 1.71 1.34 2.04 1.03 1.61 -0.42 0.87 0.93 -1.22 0.19 0.27

TPM1 1797 51.67 143.69 26.15 52.30 39.42 183.16 125.12 21.81 1253.18 207.07 82.73 6.37 401.80 -2.96 -1.48 -3.94 -2.94 -3.35 1.15

TPM2 1327 59.82 126.52 56.09 23.79 177.26 257.17 191.48 28.50 2557.22 276.93 116.78 6.87 763.53 -3.67 -2.59 -3.77 -5.00 -2.11 1.14

TPM3 7116 153.94 233.73 166.20 122.41 157.44 115.71 88.74 93.62 111.21 115.46 158.24 7.31 102.26 0.59 1.19 0.70 0.26 0.62 -0.45

TPM4 2645 153.15 377.16 408.30 229.40 212.54 454.09 272.77 446.28 295.54 493.44 305.77 8.26 377.01 -1.30 0.00 0.12 -0.72 -0.83 0.57

TPMT 3258 5.27 9.92 18.72 8.04 6.76 8.06 4.86 5.72 3.90 8.32 9.46 3.24 5.70 -0.11 0.80 1.72 0.50 0.25 -0.23

TPO 3152 0.00 0.00 0.00 0.00 0.09 0.03 0.11 0.00 0.10 0.07 0.02 -5.69 0.07 #NUM! #NUM! #NUM! #NUM! 0.33 0.52

TPP1 3540 31.77 86.47 67.81 52.06 39.43 47.43 36.76 38.68 70.38 33.75 54.16 5.76 44.89 -0.50 0.95 0.60 0.21 -0.19 -0.19

TPP2 4716 4.74 12.60 12.13 19.19 2.11 7.84 9.18 8.07 4.16 6.04 9.77 3.29 6.86 -0.54 0.88 0.82 1.48 -1.70 -0.32

TPPP 6039 0.65 0.69 1.61 2.44 1.49 0.38 2.98 7.59 3.60 1.85 1.21 0.28 4.00 -2.62 -2.54 -1.31 -0.72 -1.43 -1.66

TPPP2 812 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TPPP3 1146 11.85 24.81 8.45 9.19 28.45 62.92 41.64 41.92 235.45 54.91 24.28 4.60 93.48 -2.98 -1.91 -3.47 -3.35 -1.72 1.37

TPR 9727 3.60 17.28 21.51 18.42 2.33 19.21 8.76 11.13 2.82 4.47 13.72 3.78 6.80 -0.92 1.35 1.66 1.44 -1.54 0.48

TPRA1 1873 18.68 10.84 12.25 25.95 59.12 17.26 9.81 8.17 18.25 15.58 24.02 4.59 12.95 0.53 -0.26 -0.08 1.00 2.19 -0.48

TPRG1 3665 30.48 6.18 0.98 0.28 0.59 4.20 79.92 86.17 5.12 45.69 7.12 2.83 54.22 -0.83 -3.13 -5.79 -7.61 -6.53 -0.76

TPRG1L 2440 15.14 18.73 18.66 18.22 10.32 18.23 26.75 21.75 31.53 22.49 16.55 4.05 25.63 -0.76 -0.45 -0.46 -0.49 -1.31 0.14

TPRKB 752 35.87 17.52 28.64 21.74 42.90 37.46 16.88 13.81 23.95 31.85 30.69 4.94 21.62 0.73 -0.30 0.41 0.01 0.99 0.29

TPRN 2641 2.57 3.33 4.79 3.68 14.11 0.00 5.87 3.28 2.15 1.72 4.74 2.25 3.26 -0.34 0.03 0.56 0.18 2.11 #NUM!

TPRXL 2276 1.67 1.53 3.26 5.45 0.23 0.73 3.36 4.62 0.04 1.37 2.15 1.10 2.35 -0.49 -0.62 0.47 1.21 -3.32 -1.55

TPSAB1 1194 38.81 43.18 18.99 17.46 0.07 46.38 14.25 15.69 31.14 32.72 27.48 4.78 23.45 0.73 0.88 -0.30 -0.43 -8.41 0.75

TPSB2 1165 47.08 51.94 33.93 23.32 0.07 79.41 31.58 20.66 237.17 94.50 39.29 5.30 95.98 -1.03 -0.89 -1.50 -2.04 -10.40 1.02

TPSD1 855 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TPSG1 1124 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TPST1 2062 11.86 12.97 9.94 5.28 13.13 21.78 7.47 12.78 25.32 25.08 12.49 3.64 17.66 -0.57 -0.45 -0.83 -1.74 -0.43 0.80



TPST2 2018 16.14 13.61 15.70 27.59 41.54 21.32 10.06 10.01 13.54 16.02 22.65 4.50 12.41 0.38 0.13 0.34 1.15 1.74 -0.09

TPT1 829 2720.38 2708.02 1621.12 1755.72 4867.02 6055.35 2668.89 3290.98 5866.79 5816.76 3287.94 11.68 4410.86 -0.70 -0.70 -1.44 -1.33 0.14 0.88

TPTE2 1974 0.55 0.06 0.08 0.06 0.00 0.14 0.00 0.00 0.02 0.04 0.15 -2.75 0.02 5.07 1.90 2.22 1.89 #NUM! -0.05

TPTE2P1 6477 0.01 0.09 0.12 0.08 0.04 0.08 0.10 0.06 0.06 0.04 0.07 -3.86 0.07 -2.47 0.47 0.87 0.22 -0.82 0.22

TPTE2P2 70641 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TPTE2P3 2627 0.00 0.00 0.05 0.08 0.01 0.10 0.03 0.03 0.43 0.76 0.04 -4.63 0.31 #NUM! #NUM! -2.70 -1.94 -5.03 1.36

TPX2 3685 24.35 13.63 29.23 23.91 14.06 9.67 4.16 6.74 0.42 1.89 19.14 4.26 3.30 2.88 2.05 3.15 2.86 2.09 -0.98

TRA2A 1852 18.74 19.34 27.27 38.53 10.81 36.56 19.05 23.86 20.31 32.27 25.21 4.66 23.87 -0.35 -0.30 0.19 0.69 -1.14 0.54

TRA2B 4290 22.43 42.67 82.93 48.82 42.20 75.99 16.32 13.11 43.13 62.70 52.51 5.71 33.81 -0.59 0.34 1.29 0.53 0.32 0.53

TRABD 2315 11.97 21.25 18.16 27.78 30.66 11.86 13.93 11.27 11.50 10.18 20.28 4.34 11.72 0.03 0.86 0.63 1.25 1.39 -0.77

TRADD 1496 16.49 15.39 12.24 38.20 35.11 15.11 13.18 8.90 23.71 11.90 22.09 4.47 14.42 0.19 0.09 -0.24 1.41 1.28 -0.55

TRAF1 4450 1.68 6.22 4.68 4.25 17.61 5.74 1.10 1.58 1.34 2.59 6.70 2.74 1.65 0.02 1.91 1.50 1.36 3.41 -0.22

TRAF2 2298 4.34 6.34 8.09 8.81 29.33 6.77 2.70 2.16 6.78 3.88 10.62 3.41 3.88 0.16 0.71 1.06 1.18 2.92 -0.65

TRAF3 7793 1.90 3.13 4.55 4.22 2.39 1.99 2.28 1.57 1.63 1.99 3.03 1.60 1.87 0.02 0.74 1.28 1.18 0.35 -0.61

TRAF3IP1 4183 0.93 3.58 1.43 1.49 1.37 3.52 2.81 3.75 3.56 3.10 2.06 1.04 3.30 -1.82 0.12 -1.21 -1.15 -1.27 0.78

TRAF3IP2 2778 20.25 21.70 21.51 42.71 39.32 15.69 30.47 20.10 23.56 24.28 26.86 4.75 24.60 -0.28 -0.18 -0.19 0.80 0.68 -0.78

TRAF3IP2-AS1 4943 0.00 0.00 0.00 0.00 0.00 2.90 0.00 0.00 0.00 0.00 0.48 -1.05 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

TRAF3IP3 2267 6.29 0.00 0.00 0.00 0.00 0.00 0.00 0.00 2.03 0.00 1.05 0.07 0.51 3.64 #NUM! #NUM! #NUM! #NUM! #NUM!

TRAF4 2902 8.99 19.76 32.28 13.57 58.73 12.48 5.90 8.69 9.64 17.02 24.30 4.60 10.31 -0.20 0.94 1.65 0.40 2.51 -0.96

TRAF5 4013 1.45 6.62 3.12 1.71 1.46 1.62 1.85 1.35 3.76 3.24 2.66 1.41 2.55 -0.81 1.38 0.29 -0.57 -0.80 -0.72

TRAF6 8040 1.39 2.21 2.36 1.26 0.82 1.33 2.43 1.79 1.16 1.97 1.56 0.64 1.84 -0.41 0.27 0.36 -0.55 -1.16 -0.23

TRAF7 3676 13.23 22.72 11.01 25.94 33.51 8.99 17.02 21.95 18.88 16.07 19.23 4.27 18.48 -0.48 0.30 -0.75 0.49 0.86 -1.10

TRAFD1 3196 12.40 14.40 19.14 16.46 31.18 13.03 9.01 11.30 15.94 12.25 17.77 4.15 12.13 0.03 0.25 0.66 0.44 1.36 -0.45

TRAIP 2042 1.43 1.54 3.19 4.17 2.71 1.16 0.74 0.73 0.71 0.97 2.37 1.24 0.79 0.86 0.97 2.02 2.40 1.78 -1.03

TRAK1 5123 5.47 26.63 12.38 15.30 3.82 7.24 10.56 11.10 6.95 8.45 11.80 3.56 9.26 -0.76 1.52 0.42 0.72 -1.28 -0.71

TRAK2 6527 2.83 4.52 4.97 3.11 0.97 7.35 3.59 2.20 7.13 4.30 3.96 1.98 4.30 -0.61 0.07 0.21 -0.47 -2.15 0.89

TRAM1 3099 64.77 83.29 56.97 32.71 37.89 82.39 46.60 39.36 54.95 68.89 59.67 5.90 52.45 0.30 0.67 0.12 -0.68 -0.47 0.47

TRAM1L1 2037 0.40 0.34 0.14 0.12 0.03 0.56 0.23 0.08 0.89 0.55 0.26 -1.92 0.44 -0.11 -0.37 -1.62 -1.88 -4.12 1.07

TRAM2 7065 2.90 7.12 5.67 5.26 1.79 4.33 3.36 3.00 5.45 3.97 4.51 2.17 3.95 -0.44 0.85 0.52 0.42 -1.14 -0.06

TRANK1 10499 0.73 5.46 3.71 4.69 1.00 3.53 2.14 2.30 1.79 2.61 3.18 1.67 2.21 -1.60 1.30 0.75 1.08 -1.14 0.15

TRAP1 2310 35.72 44.63 33.62 39.56 57.76 25.12 32.19 30.95 25.48 26.49 39.40 5.30 28.78 0.31 0.63 0.22 0.46 1.01 -0.65

TRAPPC1 837 57.28 59.64 61.46 85.01 192.49 78.34 49.27 41.88 112.78 67.13 89.04 6.48 67.76 -0.24 -0.18 -0.14 0.33 1.51 -0.18

TRAPPC10 6970 2.81 7.55 11.49 12.94 3.52 4.34 4.77 5.17 3.24 3.91 7.11 2.83 4.27 -0.60 0.82 1.43 1.60 -0.28 -0.71

TRAPPC2 2869 1.70 2.90 1.57 2.10 4.47 4.44 2.32 0.00 2.71 2.62 2.86 1.52 1.92 -0.17 0.60 -0.28 0.14 1.22 0.63

TRAPPC2L 637 80.43 39.72 39.13 36.77 91.57 53.21 23.20 29.75 47.13 40.93 56.81 5.83 35.25 1.19 0.17 0.15 0.06 1.38 -0.09

TRAPPC2P1 755 2.77 2.66 6.94 0.23 21.32 6.51 2.18 3.44 10.42 9.95 6.74 2.75 6.50 -1.23 -1.29 0.09 -4.81 1.71 -0.05

TRAPPC3 1278 32.20 18.58 31.05 0.00 87.94 49.58 19.40 14.88 41.06 34.18 36.56 5.19 27.38 0.23 -0.56 0.18 #NUM! 1.68 0.44

TRAPPC4 1216 0.00 9.11 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.52 0.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TRAPPC5 814 66.66 38.93 52.27 53.48 290.95 52.38 41.92 31.33 71.96 50.68 92.44 6.53 48.98 0.44 -0.33 0.09 0.13 2.57 -0.82

TRAPPC6A 822 13.01 11.37 9.85 10.22 14.37 23.28 9.11 10.84 21.78 17.73 13.69 3.77 14.86 -0.19 -0.39 -0.59 -0.54 -0.05 0.77

TRAPPC6B 3364 3.79 4.61 6.20 6.25 3.64 10.38 4.54 4.96 6.19 7.90 5.81 2.54 5.90 -0.64 -0.36 0.07 0.08 -0.70 0.84

TRAPPC8 6283 3.56 5.28 9.09 7.45 0.58 12.77 6.30 13.46 3.61 5.00 6.46 2.69 7.09 -0.99 -0.43 0.36 0.07 -3.61 0.98

TRAPPC9 4480 1.58 6.50 4.74 20.37 11.01 3.76 6.22 5.22 12.08 3.99 7.99 3.00 6.88 -2.12 -0.08 -0.54 1.57 0.68 -1.09

TRAT1 1695 0.66 4.93 2.37 0.99 0.14 3.65 0.26 0.67 0.17 0.60 2.12 1.09 0.43 0.63 3.53 2.48 1.22 -1.62 0.78

TRDMT1 7687 0.56 1.03 0.41 0.50 0.05 1.55 0.85 0.64 1.58 1.37 0.68 -0.55 1.11 -0.98 -0.11 -1.42 -1.14 -4.49 1.18

TRDN 4475 0.13 0.03 0.00 0.00 0.00 0.17 0.12 0.00 0.13 0.12 0.06 -4.12 0.09 0.55 -1.62 #NUM! -7.67 -4.31 1.61

TREH 1874 0.01 0.99 0.00 0.00 0.10 0.00 0.16 0.03 0.05 0.07 0.18 -2.44 0.08 -2.39 3.66 #NUM! #NUM! 0.42 #NUM!

TREM1 948 2.57 2.00 3.77 75.55 19.45 4.71 1.34 1.18 5.73 0.86 18.01 4.17 2.27 0.18 -0.19 0.73 5.05 3.10 -1.93

TREM2 1059 3.71 6.48 5.79 14.52 15.68 12.25 0.21 0.35 2.74 2.43 9.74 3.28 1.44 1.37 2.17 2.01 3.34 3.45 0.33

TREML1 980 1.24 0.32 0.11 0.75 0.42 0.79 0.49 0.13 0.92 0.03 0.60 -0.73 0.39 1.66 -0.30 -1.82 0.94 0.10 0.38

TREML2 3758 0.12 0.11 0.20 0.19 0.30 0.14 0.12 0.05 0.20 0.02 0.18 -2.48 0.10 0.38 0.21 1.08 1.00 1.66 -0.35

TREML3 1137 0.00 0.13 0.03 0.00 0.00 0.16 0.03 0.05 0.07 0.00 0.05 -4.21 0.04 #NUM! 1.82 -0.28 #NUM! #NUM! 1.57

TREML4 2088 0.00 0.03 0.00 0.18 0.00 0.08 0.00 0.00 0.00 0.00 0.05 -4.38 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.75

TRERF1 7580 0.93 3.28 4.46 7.25 2.24 2.85 4.32 4.74 2.80 2.70 3.50 1.81 3.64 -1.98 -0.15 0.29 0.99 -0.70 -0.30

TREX1 1835 16.08 0.00 22.62 32.26 34.40 0.00 15.70 14.68 0.00 0.00 17.56 4.13 7.60 1.08 #NUM! 1.57 2.09 2.18 #NUM!

TREX2 1255 2.05 0.00 0.11 0.00 0.00 0.63 8.78 0.00 0.28 0.43 0.46 -1.11 2.37 -0.21 #NUM! -4.44 #NUM! #NUM! 0.43

TRH 2022 0.00 0.01 0.00 0.00 0.00 0.07 0.93 0.73 1.02 0.32 0.01 -6.14 0.75 #NUM! -5.78 #NUM! #NUM! #NUM! 2.33

TRHDE 5552 0.68 1.22 0.25 0.05 0.00 2.69 1.99 2.26 2.89 5.47 0.81 -0.30 3.15 -2.21 -1.37 -3.67 -6.09 -13.21 1.72

TRIAP1 1196 10.69 5.68 7.20 8.65 31.56 20.88 6.66 3.59 16.03 18.28 14.11 3.82 11.14 -0.06 -0.97 -0.63 -0.37 1.50 0.57

TRIB1 3658 3.71 19.47 54.36 84.10 11.78 40.22 21.82 59.86 26.88 57.27 35.61 5.15 41.46 -3.48 -1.09 0.39 1.02 -1.82 0.18

TRIB2 4408 3.23 5.61 6.64 2.00 2.72 8.62 3.06 2.16 6.37 7.16 4.80 2.26 4.69 -0.54 0.26 0.50 -1.23 -0.79 0.84

TRIB3 2469 1.43 2.12 27.37 3.06 12.89 3.31 2.48 1.25 2.27 2.04 8.36 3.06 2.01 -0.49 0.08 3.77 0.61 2.68 -1.34

TRIL 5056 0.93 1.81 1.49 1.49 0.93 1.75 2.23 1.89 4.45 1.58 1.40 0.48 2.54 -1.45 -0.49 -0.77 -0.77 -1.45 0.32

TRIM10 3572 0.02 0.35 0.06 0.05 0.46 0.01 0.00 0.00 0.00 0.01 0.16 -2.67 0.00 3.30 7.60 5.11 4.69 8.02 -4.35

TRIM11 2715 4.70 6.40 9.91 10.71 13.32 3.93 4.62 4.01 5.67 5.19 8.16 3.03 4.87 -0.05 0.39 1.02 1.14 1.45 -1.05

TRIM13 7311 2.42 3.29 0.93 3.22 0.76 4.09 3.40 1.97 2.86 4.38 2.45 1.29 3.16 -0.38 0.06 -1.77 0.03 -2.05 0.74

TRIM14 4454 4.97 13.82 16.94 11.61 6.53 5.88 6.03 5.81 2.10 4.36 9.96 3.32 4.58 0.12 1.59 1.89 1.34 0.51 -0.76

TRIM15 2241 0.00 2.94 0.23 0.05 4.95 0.10 0.00 0.00 0.00 0.02 1.38 0.46 0.00 #NUM! 9.21 5.53 3.21 9.97 -3.84

TRIM16 2920 10.43 29.04 49.35 38.16 39.21 12.04 43.90 63.45 7.76 57.31 29.70 4.89 43.11 -2.05 -0.57 0.20 -0.18 -0.14 -1.30

TRIM16L 1982 8.18 17.41 31.10 25.84 22.55 6.97 28.32 30.94 5.78 28.08 18.68 4.22 23.28 -1.51 -0.42 0.42 0.15 -0.05 -1.42

TRIM17 2085 0.37 1.67 1.04 0.48 4.05 0.40 0.27 0.12 0.23 0.35 1.33 0.42 0.24 0.64 2.80 2.11 1.00 4.08 -1.75

TRIM2 6792 3.32 11.46 9.86 2.12 0.18 7.54 3.90 5.10 3.18 5.41 5.75 2.52 4.40 -0.40 1.38 1.17 -1.06 -4.63 0.39

TRIM21 1946 8.35 7.29 13.29 6.55 21.55 11.69 5.92 3.62 12.05 8.73 11.45 3.52 7.58 0.14 -0.06 0.81 -0.21 1.51 0.03

TRIM22 3111 10.42 28.98 35.34 21.60 11.84 43.80 6.26 11.94 20.39 28.82 25.33 4.66 16.85 -0.69 0.78 1.07 0.36 -0.51 0.79

TRIM23 3914 0.63 1.20 0.73 2.28 0.94 4.05 1.66 1.33 2.13 3.55 1.64 0.71 2.17 -1.78 -0.86 -1.57 0.07 -1.20 1.31

TRIM24 4007 3.87 5.28 13.58 8.71 0.97 3.82 4.44 5.02 1.39 2.86 6.04 2.59 3.43 0.17 0.62 1.99 1.34 -1.82 -0.66

TRIM25 5744 4.58 3.83 4.39 4.50 5.55 1.72 5.56 2.34 2.30 2.14 4.09 2.03 3.08 0.57 0.31 0.51 0.54 0.85 -1.25

TRIM26 3499 9.90 23.00 35.46 29.99 24.71 11.13 14.66 13.67 13.95 12.21 22.37 4.48 13.62 -0.46 0.76 1.38 1.14 0.86 -1.01

TRIM27 2969 10.18 12.80 11.28 12.25 19.72 8.96 7.94 5.74 12.88 8.51 12.53 3.65 8.77 0.22 0.55 0.36 0.48 1.17 -0.48

TRIM28 2989 40.32 51.09 127.68 132.35 132.85 42.11 43.90 36.87 71.85 44.14 87.73 6.46 49.19 -0.29 0.05 1.38 1.43 1.43 -1.06

TRIM29 3037 234.99 224.31 300.48 309.87 145.00 51.30 547.39 819.48 3.29 253.81 210.99 7.72 405.99 -0.79 -0.86 -0.43 -0.39 -1.49 -2.04

TRIM3 3059 1.68 4.98 3.51 2.91 0.00 2.86 6.66 3.84 7.07 3.47 2.66 1.41 5.26 -1.65 -0.08 -0.58 -0.86 #NUM! 0.10

TRIM31 2049 3.95 42.16 0.08 0.68 0.78 1.01 0.00 0.10 0.00 0.28 8.11 3.02 0.10 5.38 8.79 -0.27 2.83 3.04 -3.01

TRIM32 3734 2.59 3.54 2.79 3.25 6.75 2.29 2.11 1.74 4.72 2.87 3.53 1.82 2.86 -0.14 0.31 -0.03 0.19 1.24 -0.63

TRIM33 8339 2.82 6.34 7.40 7.41 2.18 7.70 6.43 6.43 2.83 5.40 5.64 2.50 5.27 -0.90 0.26 0.49 0.49 -1.27 0.45

TRIM34 2330 2.66 3.95 2.48 4.24 3.37 4.39 2.16 3.53 4.67 3.53 3.52 1.81 3.47 -0.39 0.19 -0.48 0.29 -0.04 0.32

TRIM35 4227 3.72 3.41 4.90 3.82 4.15 2.08 3.44 3.23 4.20 2.21 3.68 1.88 3.27 0.18 0.06 0.59 0.23 0.34 -0.82

TRIM36 4456 0.23 0.80 0.89 0.31 0.15 1.35 0.25 0.11 1.01 1.03 0.62 -0.69 0.60 -1.39 0.41 0.55 -0.98 -2.04 1.12

TRIM37 4520 4.27 4.52 5.50 6.42 2.69 6.49 3.34 3.35 4.43 5.53 4.98 2.32 4.17 0.04 0.12 0.40 0.62 -0.63 0.38

TRIM38 3286 5.79 10.05 9.03 12.69 3.95 8.68 8.21 8.77 6.53 10.74 8.37 3.06 8.56 -0.57 0.23 0.08 0.57 -1.11 0.05

TRIM39 3578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM39-RPP21 1567 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM4 3458 3.83 4.69 7.13 6.28 3.57 4.94 5.74 5.88 7.43 6.10 5.07 2.34 6.29 -0.72 -0.42 0.18 0.00 -0.81 -0.04

TRIM40 1939 0.00 0.78 0.00 0.00 0.15 0.01 0.00 0.00 0.00 0.00 0.16 -2.68 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -3.64

TRIM41 3641 6.63 6.52 3.75 9.73 8.74 0.00 5.97 4.59 5.22 3.13 5.90 2.56 4.73 0.49 0.46 -0.33 1.04 0.89 #NUM!

TRIM42 2568 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TRIM44 4337 5.76 13.78 14.44 10.11 6.17 11.45 10.99 11.61 11.59 8.89 10.28 3.36 10.77 -0.90 0.36 0.42 -0.09 -0.80 0.15

TRIM45 3581 0.93 1.43 0.80 1.58 2.24 1.40 1.65 0.00 1.70 1.01 1.40 0.48 1.09 -0.23 0.40 -0.45 0.54 1.04 0.00

TRIM46 3142 0.11 0.00 0.00 0.65 0.00 0.00 0.21 0.07 0.00 0.00 0.13 -2.98 0.07 0.71 #NUM! #NUM! 3.21 #NUM! #NUM!

TRIM47 2268 20.81 28.81 59.10 32.06 58.35 21.90 27.36 10.57 43.74 17.70 36.84 5.20 24.84 -0.26 0.21 1.25 0.37 1.23 -0.75

TRIM49 2163 0.00 0.00 0.00 0.00 0.00 0.01 0.01 0.02 0.00 0.00 0.00 -8.68 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TRIM5 3659 3.60 7.67 4.72 5.91 6.17 7.56 3.97 5.76 6.23 6.49 5.94 2.57 5.61 -0.64 0.45 -0.25 0.08 0.14 0.35

TRIM50 2047 0.94 0.05 0.18 0.24 1.80 0.19 0.15 0.14 0.10 0.13 0.57 -0.81 0.13 2.88 -1.39 0.53 0.92 3.82 -1.55

TRIM52 2244 0.88 3.19 1.48 1.83 0.92 2.70 3.24 1.85 1.65 2.19 1.83 0.87 2.23 -1.34 0.52 -0.59 -0.29 -1.27 0.56

TRIM53P 1744 0.03 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.17 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TRIM54 2073 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM55 2859 0.00 0.01 0.00 0.06 0.00 0.04 0.00 0.00 0.01 0.01 0.02 -5.83 0.00 #NUM! 1.24 #NUM! 3.62 #NUM! 1.11

TRIM56 3547 1.63 7.08 7.38 8.08 1.81 0.95 5.01 3.35 0.97 1.29 4.49 2.17 2.66 -0.70 1.41 1.47 1.60 -0.55 -2.25

TRIM58 5158 0.22 0.15 0.14 3.46 0.17 0.62 0.39 0.49 0.50 0.17 0.79 -0.34 0.39 -0.82 -1.38 -1.53 3.15 -1.22 -0.35

TRIM59 3886 2.26 1.62 2.80 6.12 1.19 2.93 1.24 0.81 0.10 0.96 2.82 1.50 0.78 1.54 1.06 1.85 2.98 0.62 0.06

TRIM6 3430 0.00 0.00 0.00 0.00 0.00 0.00 0.93 0.00 0.00 1.42 0.00 #NUM! 0.59 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TRIM60 1842 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TRIM61 1607 0.23 0.41 0.12 0.04 0.00 0.20 0.24 0.11 0.47 0.14 0.17 -2.57 0.24 -0.06 0.77 -1.02 -2.43 #NUM! 0.27

TRIM62 3865 0.92 2.30 4.52 3.70 1.63 2.12 2.16 1.49 1.83 0.89 2.53 1.34 1.59 -0.79 0.53 1.51 1.22 0.03 -0.26

TRIM63 1764 0.11 0.14 0.04 0.04 0.00 0.91 0.23 0.13 0.21 0.35 0.21 -2.28 0.23 -1.05 -0.68 -2.63 -2.53 #NUM! 2.14

TRIM64C 1353 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 -9.82 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TRIM65 3429 3.48 5.17 6.32 4.68 11.18 3.56 3.51 2.08 5.50 2.92 5.73 2.52 3.50 -0.01 0.56 0.85 0.42 1.68 -0.69

TRIM66 9753 0.25 1.54 0.47 0.67 0.20 0.40 0.54 0.41 0.30 0.53 0.59 -0.77 0.45 -0.84 1.79 0.07 0.58 -1.18 -0.55

TRIM67 8522 0.00 0.01 0.02 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.63 0.00 #NUM! 4.61 5.10 5.21 #NUM! -1.95

TRIM68 3321 0.94 2.57 2.15 1.41 2.57 1.29 1.46 0.93 2.28 1.64 1.82 0.87 1.58 -0.74 0.70 0.45 -0.16 0.70 -0.50

TRIM69 1911 20.00 0.41 25.84 17.43 12.69 1.32 0.15 0.26 13.34 15.65 12.95 3.69 7.35 1.44 -4.18 1.81 1.25 0.79 -3.30

TRIM6-TRIM34 3487 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM7 3026 7.25 3.50 3.16 6.74 5.97 2.45 6.84 3.71 0.93 6.16 4.84 2.28 4.41 0.72 -0.33 -0.48 0.61 0.44 -0.98

TRIM71 3138 0.01 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.48 0.00 4.57 4.57 #NUM! #NUM! #NUM! #NUM!

TRIM72 2152 0.25 0.00 0.37 0.03 0.07 0.01 0.01 0.00 0.01 0.02 0.12 -3.03 0.01 4.49 #NUM! 5.04 1.50 2.65 -3.47

TRIM73 1351 4.95 0.00 2.42 0.97 12.97 0.93 2.26 0.00 0.37 0.53 3.71 1.89 0.79 2.65 #NUM! 1.61 0.29 4.04 -1.99

TRIM74 1351 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM77P 1353 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM78P 1277 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRIM8 2753 18.05 51.02 19.65 48.04 43.07 25.62 30.38 27.47 52.11 26.25 34.24 5.10 34.05 -0.92 0.58 -0.79 0.50 0.34 -0.42

TRIM9 4946 0.07 0.34 0.29 0.30 0.17 0.92 0.61 0.44 2.60 1.63 0.35 -1.51 1.32 -4.15 -1.96 -2.17 -2.14 -2.96 1.40

TRIML1 1645 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.45 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TRIML2 1300 0.00 0.00 0.00 0.31 0.00 0.06 0.00 0.00 0.00 0.00 0.06 -4.03 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.06

TRIO 10244 1.69 4.79 5.08 8.53 5.39 6.72 2.79 4.41 2.87 2.94 5.37 2.42 3.25 -0.95 0.56 0.64 1.39 0.73 0.33

TRIOBP 10159 14.62 15.23 22.14 15.69 12.27 25.37 26.37 18.95 41.60 18.66 17.55 4.13 26.39 -0.85 -0.79 -0.25 -0.75 -1.10 0.53

TRIP10 2029 27.18 43.23 60.86 35.48 87.32 28.12 57.76 63.13 45.47 68.88 47.03 5.56 58.81 -1.11 -0.44 0.05 -0.73 0.57 -0.74

TRIP11 8106 1.51 3.66 4.55 5.67 1.14 2.01 4.17 4.62 1.85 2.10 3.09 1.63 3.18 -1.07 0.20 0.52 0.83 -1.48 -0.62

TRIP12 6428 6.09 16.59 12.77 14.13 4.64 17.23 13.21 16.66 12.61 15.32 11.91 3.57 14.45 -1.25 0.20 -0.18 -0.03 -1.64 0.53

TRIP13 2408 6.60 2.33 12.86 7.18 10.65 3.68 2.24 3.68 0.47 1.33 7.22 2.85 1.93 1.78 0.28 2.74 1.90 2.47 -0.97

TRIP4 2057 9.87 8.12 13.47 9.49 8.12 11.28 5.38 8.46 8.81 9.01 10.06 3.33 7.91 0.32 0.04 0.77 0.26 0.04 0.17

TRIP6 1762 20.18 33.14 69.57 43.00 64.81 26.53 31.55 25.82 55.34 50.09 42.87 5.42 40.70 -1.01 -0.30 0.77 0.08 0.67 -0.69

TRIT1 2146 6.87 4.08 6.00 6.11 7.28 9.95 5.07 5.06 6.87 7.38 6.72 2.75 6.10 0.17 -0.58 -0.02 0.00 0.26 0.57

TRMT1 2282 6.47 8.70 8.22 5.90 18.00 8.43 6.38 5.17 11.10 9.18 9.29 3.22 7.96 -0.30 0.13 0.05 -0.43 1.18 -0.14

TRMT11 1967 4.94 4.63 4.32 3.53 6.11 11.38 3.54 2.80 7.01 9.21 5.82 2.54 5.64 -0.19 -0.28 -0.39 -0.67 0.12 0.97

TRMT112 612 189.24 130.66 164.99 179.23 805.12 385.19 132.83 96.82 319.31 274.20 309.07 8.27 205.79 -0.12 -0.66 -0.32 -0.20 1.97 0.32

TRMT12 2232 3.10 2.02 3.36 11.60 5.39 2.79 3.20 2.43 4.02 2.72 4.71 2.24 3.09 0.00 -0.62 0.12 1.91 0.80 -0.75

TRMT1L 4421 1.96 3.60 4.00 3.60 1.85 4.45 2.47 2.24 2.65 2.43 3.24 1.70 2.45 -0.32 0.56 0.71 0.56 -0.40 0.46

TRMT2A 2917 5.04 6.14 8.78 7.49 9.68 5.10 4.90 4.56 9.05 5.63 7.04 2.82 6.04 -0.26 0.03 0.54 0.31 0.68 -0.46

TRMT2B 3574 3.83 5.32 4.93 4.15 3.36 4.59 2.43 2.84 1.78 2.62 4.37 2.13 2.42 0.66 1.14 1.03 0.78 0.48 0.07

TRMT5 5302 1.92 2.30 3.01 2.81 6.97 1.73 2.19 1.88 1.82 2.14 3.12 1.64 2.01 -0.06 0.20 0.58 0.48 1.80 -0.85

TRMT6 2311 4.74 5.04 12.07 8.27 7.03 8.22 4.02 5.37 3.62 5.39 7.56 2.92 4.60 0.04 0.13 1.39 0.85 0.61 0.12

TRMT61A 3257 2.98 4.01 4.97 2.91 6.75 5.02 3.82 2.72 12.54 3.89 4.44 2.15 5.74 -0.95 -0.52 -0.21 -0.98 0.23 0.18

TRMT61B 1856 3.59 3.62 4.90 4.41 0.00 7.38 4.95 2.82 5.49 5.43 3.98 1.99 4.67 -0.38 -0.37 0.07 -0.08 #NUM! 0.89

TRMU 1974 4.98 4.41 5.17 4.45 6.41 6.57 3.25 2.43 3.67 3.97 5.33 2.41 3.33 0.58 0.40 0.64 0.42 0.94 0.30

TRNAU1AP 2032 7.52 7.12 8.06 6.93 9.71 12.45 4.67 2.95 9.11 8.60 8.63 3.11 6.33 0.25 0.17 0.35 0.13 0.62 0.53

TRNP1 1949 5.76 5.97 12.36 6.08 9.77 4.12 8.24 4.61 17.77 4.10 7.34 2.88 8.68 -0.59 -0.54 0.51 -0.51 0.17 -0.83

TRNT1 2291 2.23 3.97 3.83 1.58 2.89 5.37 2.86 2.44 4.22 7.29 3.31 1.73 4.20 -0.92 -0.08 -0.13 -1.41 -0.54 0.70

TRO 4665 1.91 4.32 0.78 0.80 0.00 0.00 1.98 1.44 0.00 0.00 1.30 0.38 0.85 1.16 2.34 -0.13 -0.10 #NUM! #NUM!

TROAP 2618 27.70 5.85 21.62 15.40 19.90 9.02 3.00 3.68 0.24 1.58 16.58 4.05 2.12 3.70 1.46 3.35 2.86 3.23 -0.88

TROVE2 3257 5.27 8.49 4.64 12.62 5.69 5.48 8.74 4.79 3.85 2.62 7.03 2.81 5.00 0.08 0.76 -0.11 1.34 0.19 -0.36

TRPA1 5190 0.60 0.00 0.69 0.00 0.52 0.00 0.00 0.00 0.00 0.00 0.30 -1.73 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TRPC1 4077 0.27 1.30 0.60 0.20 0.18 3.08 1.29 1.26 7.29 4.23 0.94 -0.09 3.52 -3.72 -1.44 -2.55 -4.17 -4.30 1.72

TRPC2 1196 0.00 0.03 0.00 0.00 0.09 0.07 0.10 0.05 0.11 0.06 0.03 -5.04 0.08 #NUM! -1.69 #NUM! #NUM! 0.19 1.10

TRPC3 3548 0.16 0.25 0.07 0.03 0.01 0.73 0.38 0.18 0.51 0.71 0.21 -2.26 0.45 -1.50 -0.83 -2.59 -3.91 -4.92 1.80

TRPC4 3549 0.32 0.81 0.12 0.33 0.10 1.63 0.62 0.34 1.25 2.65 0.55 -0.85 1.21 -1.92 -0.58 -3.28 -1.88 -3.62 1.56

TRPC4AP 3189 12.58 28.58 17.75 24.21 27.57 17.78 13.31 13.94 21.07 15.69 21.41 4.42 16.00 -0.35 0.84 0.15 0.60 0.78 -0.27

TRPC5 5840 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.02 0.00 0.00 -9.14 0.01 -1.17 -1.30 #NUM! #NUM! -2.84 #NUM!

TRPC6 4612 0.87 1.33 0.42 0.57 0.49 1.84 1.40 2.23 4.15 1.63 0.92 -0.12 2.35 -1.43 -0.82 -2.49 -2.04 -2.25 1.00

TRPC7 2935 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TRPM1 5428 0.02 0.04 0.00 0.01 0.00 0.05 0.14 0.38 0.01 0.03 0.02 -5.68 0.14 -2.64 -1.95 #NUM! -3.63 #NUM! 1.28

TRPM2 5879 0.19 1.93 2.29 3.76 5.06 2.13 0.40 0.30 0.52 0.84 2.56 1.36 0.51 -1.43 1.91 2.16 2.88 3.30 -0.26

TRPM3 6288 0.19 0.09 0.16 0.00 0.00 0.00 0.03 0.13 0.17 0.06 0.07 -3.79 0.10 0.96 -0.19 0.71 #NUM! #NUM! #NUM!

TRPM4 4103 3.77 9.07 8.45 9.29 2.56 1.23 4.46 4.20 4.51 1.91 5.73 2.52 3.77 0.00 1.27 1.16 1.30 -0.56 -2.22

TRPM5 3946 0.00 0.23 0.00 0.02 0.01 0.02 0.28 0.00 0.00 0.01 0.05 -4.47 0.07 #NUM! 1.69 #NUM! -2.11 -3.54 -1.38

TRPM6 8431 0.08 0.23 0.11 0.37 0.05 0.16 0.20 0.36 0.82 0.49 0.17 -2.58 0.47 -2.60 -1.00 -2.02 -0.33 -3.09 -0.09

TRPM7 10404 2.38 3.94 5.71 1.99 0.34 4.76 3.11 2.13 1.04 3.47 3.19 1.67 2.44 -0.04 0.69 1.23 -0.29 -2.82 0.58

TRPM8 5621 0.00 0.01 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -8.78 0.00 #NUM! 1.53 #NUM! #NUM! #NUM! #NUM!

TRPS1 9990 1.56 3.94 5.13 4.29 0.08 2.38 9.06 24.49 4.02 4.64 2.90 1.53 10.55 -2.76 -1.42 -1.04 -1.30 -6.96 -0.28

TRPT1 1077 0.00 0.00 0.00 0.00 0.00 0.00 0.00 7.81 0.00 10.70 0.00 #NUM! 4.63 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TRPV1 4443 0.24 0.00 0.00 0.00 0.00 0.52 0.00 0.00 0.00 0.00 0.13 -2.98 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.03

TRPV2 2829 2.15 3.64 4.11 2.60 6.62 5.68 3.12 2.84 9.13 4.35 4.14 2.05 4.86 -1.17 -0.42 -0.24 -0.90 0.45 0.46

TRPV3 3420 0.17 0.54 3.59 8.75 0.55 0.09 0.89 0.65 0.16 0.76 2.28 1.19 0.61 -1.86 -0.17 2.55 3.84 -0.15 -4.60

TRPV4 3250 4.22 8.96 17.16 4.80 6.87 1.40 1.00 1.73 0.38 1.04 7.24 2.86 1.04 2.03 3.11 4.05 2.21 2.73 -2.37

TRPV5 2486 0.00 0.00 0.00 0.00 0.05 0.00 0.05 0.00 0.03 0.00 0.01 -6.90 0.02 #NUM! #NUM! #NUM! #NUM! 1.45 #NUM!

TRPV6 2918 0.74 0.55 0.10 0.00 4.35 5.26 0.00 0.00 0.54 0.94 1.84 0.88 0.37 1.00 0.58 -1.95 #NUM! 3.55 1.52

TRRAP 12596 4.22 7.68 8.80 4.85 2.13 2.15 6.32 3.92 2.89 2.40 4.97 2.31 3.88 0.12 0.98 1.18 0.32 -0.87 -1.21

TRUB1 3412 2.92 2.67 2.06 4.07 3.57 6.09 1.80 2.49 3.68 4.61 3.56 1.83 3.15 -0.11 -0.23 -0.61 0.37 0.18 0.77

TRUB2 1439 24.80 17.19 18.14 14.54 38.58 11.82 11.10 8.81 12.15 10.26 20.85 4.38 10.58 1.23 0.70 0.78 0.46 1.87 -0.82

TSC1 8626 1.70 3.61 2.59 3.65 1.99 1.90 3.48 2.26 1.72 1.93 2.57 1.36 2.35 -0.47 0.62 0.14 0.63 -0.24 -0.44

TSC2 5675 6.96 40.49 7.18 14.42 13.07 5.29 10.29 9.08 10.89 5.68 14.57 3.86 8.98 -0.37 2.17 -0.32 0.68 0.54 -1.46

TSC22D1 4837 14.40 83.88 58.31 83.64 169.95 387.11 28.07 179.94 346.47 179.21 132.88 7.05 183.42 -3.67 -1.13 -1.65 -1.13 -0.11 1.54

TSC22D2 3901 2.26 10.12 13.54 23.95 8.47 16.03 14.71 19.61 5.38 14.56 12.40 3.63 13.56 -2.59 -0.42 0.00 0.82 -0.68 0.37

TSC22D3 2312 19.17 23.96 43.34 30.32 22.58 110.69 32.13 29.01 53.03 62.36 41.68 5.38 44.13 -1.20 -0.88 -0.03 -0.54 -0.97 1.41

TSC22D4 2399 8.74 31.36 18.97 27.32 28.67 10.97 15.60 10.78 18.72 9.03 21.00 4.39 13.53 -0.63 1.21 0.49 1.01 1.08 -0.94

TSEN15 2090 12.05 11.12 14.16 13.62 20.32 23.13 6.99 8.54 11.97 11.71 15.73 3.98 9.80 0.30 0.18 0.53 0.47 1.05 0.56

TSEN2 2697 1.35 2.48 3.40 3.39 1.46 2.65 2.15 2.46 3.26 3.04 2.45 1.30 2.73 -1.02 -0.14 0.32 0.31 -0.90 0.11

TSEN34 2315 19.73 9.25 19.39 23.24 65.45 19.24 15.84 15.24 23.66 18.74 26.05 4.70 18.37 0.10 -0.99 0.08 0.34 1.83 -0.44

TSEN54 1970 8.32 9.76 11.45 12.12 20.69 9.32 6.38 4.99 9.40 7.62 11.94 3.58 7.10 0.23 0.46 0.69 0.77 1.54 -0.36

TSFM 2102 4.92 5.61 5.60 3.42 28.51 0.00 3.50 0.00 8.62 0.00 8.01 3.00 3.03 0.70 0.89 0.89 0.17 3.23 #NUM!

TSG1 4798 0.00 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -10.13 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TSG101 1562 31.64 31.19 61.73 24.24 48.46 41.95 33.77 37.47 39.78 35.90 39.87 5.32 36.73 -0.21 -0.24 0.75 -0.60 0.40 0.07

TSGA10 3685 0.40 0.93 0.34 0.46 0.00 0.00 0.00 1.67 0.18 0.00 0.35 -1.50 0.46 -0.22 1.01 -0.46 -0.01 #NUM! #NUM!

TSGA10IP 1726 0.05 0.03 0.13 0.00 0.00 0.03 0.00 0.00 0.00 0.01 0.04 -4.64 0.00 3.88 3.31 5.34 #NUM! #NUM! -0.51

TSGA13 1700 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSGA14 3526 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSHB 578 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSHR 4410 0.18 1.19 1.12 0.20 0.00 0.18 1.50 0.66 0.16 0.13 0.48 -1.06 0.61 -1.73 0.96 0.88 -1.59 #NUM! -1.38

TSHZ1 4982 3.74 10.68 5.00 6.89 0.70 6.08 8.22 8.72 6.26 6.95 5.51 2.46 7.54 -1.01 0.50 -0.59 -0.13 -3.43 0.14

TSHZ2 12204 5.44 10.71 2.24 3.21 0.06 2.39 4.57 3.21 1.56 1.13 4.01 2.00 2.62 1.06 2.03 -0.23 0.30 -5.34 -0.74

TSHZ3 4995 1.31 8.12 4.66 5.59 0.93 5.64 4.74 6.86 7.17 6.71 4.37 2.13 6.37 -2.28 0.35 -0.45 -0.19 -2.78 0.37



TSIX 37027 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSKS 1812 0.31 0.25 4.22 0.13 0.04 0.41 0.45 0.28 0.65 0.38 0.89 -0.16 0.44 -0.53 -0.84 3.26 -1.71 -3.36 -1.11

TSKU 2725 33.27 57.29 33.73 15.82 59.81 16.94 46.21 42.66 25.14 42.45 36.14 5.18 39.11 -0.23 0.55 -0.21 -1.31 0.61 -1.09

TSLP 2629 0.70 0.77 1.11 2.52 1.14 4.10 1.40 2.51 1.53 2.14 1.72 0.79 1.90 -1.43 -1.30 -0.77 0.41 -0.73 1.25

TSN 3408 11.73 13.35 10.43 15.47 17.69 17.21 8.57 8.47 12.61 11.78 14.31 3.84 10.36 0.18 0.37 0.01 0.58 0.77 0.27

TSNARE1 1915 1.02 1.93 1.98 2.20 3.88 2.43 2.34 1.98 3.25 2.48 2.24 1.16 2.51 -1.31 -0.38 -0.34 -0.19 0.63 0.12

TSNAX 2667 3.89 7.05 7.15 6.97 7.18 21.75 6.32 5.99 12.22 12.99 9.00 3.17 9.38 -1.27 -0.41 -0.39 -0.43 -0.39 1.27

TSNAX-DISC1 7682 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSNAXIP1 2455 0.12 0.62 0.00 0.15 0.09 0.44 0.14 0.04 0.49 0.43 0.24 -2.07 0.27 -1.19 1.17 #NUM! -0.86 -1.57 0.90

TSPAN1 1639 13.91 49.36 7.33 1.31 140.55 11.29 2.19 1.88 2.04 7.14 37.29 5.22 3.31 2.07 3.90 1.15 -1.34 5.41 -1.72

TSPAN10 1613 3.95 0.80 0.86 0.00 10.17 0.00 0.50 0.48 0.38 0.45 2.63 1.39 0.45 3.12 0.82 0.92 #NUM! 4.49 #NUM!

TSPAN11 5562 1.33 2.62 2.11 2.13 0.35 1.83 1.83 0.56 6.00 1.47 1.73 0.79 2.47 -0.89 0.09 -0.23 -0.21 -2.80 0.09

TSPAN12 2579 1.80 3.48 6.39 0.68 1.20 6.13 2.65 1.97 6.82 4.64 3.28 1.71 4.02 -1.16 -0.21 0.67 -2.56 -1.74 0.90

TSPAN13 1912 10.05 10.44 25.59 1.53 23.11 20.49 6.79 6.82 13.89 18.11 15.20 3.93 11.41 -0.18 -0.13 1.17 -2.90 1.02 0.43

TSPAN14 5579 9.59 14.68 18.47 25.03 16.69 10.06 14.73 14.02 10.80 9.47 15.75 3.98 12.25 -0.35 0.26 0.59 1.03 0.45 -0.65

TSPAN15 1726 13.65 18.73 12.03 6.09 61.22 12.36 5.91 2.07 48.81 5.27 20.68 4.37 15.52 -0.19 0.27 -0.37 -1.35 1.98 -0.74

TSPAN16 1040 0.40 0.12 0.00 0.11 0.00 0.00 0.00 0.00 0.42 0.00 0.11 -3.24 0.11 1.94 0.22 #NUM! 0.07 #NUM! #NUM!

TSPAN17 2605 6.15 6.74 6.77 9.17 13.29 8.11 5.43 4.39 8.85 6.41 8.37 3.07 6.27 -0.03 0.10 0.11 0.55 1.08 -0.05

TSPAN18 4242 1.40 5.54 1.86 0.00 0.00 4.29 5.47 2.80 14.72 6.11 2.18 1.13 7.27 -2.38 -0.39 -1.97 #NUM! #NUM! 0.97

TSPAN19 1035 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSPAN2 3213 1.04 3.04 0.41 0.29 0.76 5.63 3.81 1.36 22.64 7.00 1.86 0.90 8.70 -3.06 -1.52 -4.40 -4.88 -3.52 1.60

TSPAN3 3871 39.19 40.75 23.50 20.81 29.64 60.51 13.06 11.90 10.54 20.50 35.73 5.16 14.00 1.49 1.54 0.75 0.57 1.08 0.76

TSPAN31 1749 7.71 6.59 0.00 6.64 0.00 12.96 6.92 6.75 21.40 16.44 5.65 2.50 12.88 -0.74 -0.97 #NUM! -0.95 #NUM! 1.20

TSPAN32 1376 0.58 0.62 0.57 1.02 0.39 1.96 1.14 0.64 0.93 1.66 0.86 -0.22 1.09 -0.90 -0.81 -0.94 -0.09 -1.49 1.19

TSPAN33 2900 3.27 4.22 9.16 3.34 3.71 8.24 3.65 1.78 2.85 4.78 5.32 2.41 3.26 0.00 0.37 1.49 0.03 0.19 0.63

TSPAN4 1479 16.54 0.00 0.00 12.02 40.74 31.66 0.00 0.00 65.51 32.94 16.83 4.07 24.61 -0.57 #NUM! #NUM! -1.03 0.73 0.91

TSPAN5 3406 7.51 6.09 7.49 11.10 2.71 7.21 6.56 5.42 10.38 7.92 7.02 2.81 7.57 -0.01 -0.31 -0.02 0.55 -1.48 0.04

TSPAN6 2069 18.09 18.92 11.83 8.73 13.82 27.84 11.02 12.60 19.66 18.66 16.54 4.05 15.48 0.22 0.29 -0.39 -0.83 -0.16 0.75

TSPAN7 1816 17.82 9.15 5.26 3.47 0.40 43.89 19.84 23.41 86.28 50.00 13.33 3.74 44.88 -1.33 -2.29 -3.09 -3.69 -6.81 1.72

TSPAN8 1159 0.82 49.33 0.06 0.07 0.00 1.27 0.06 0.00 4.04 1.80 8.59 3.10 1.47 -0.85 5.06 -4.57 -4.47 #NUM! -2.76

TSPAN9 4351 7.57 13.47 15.24 13.20 19.47 15.05 11.46 11.22 22.09 14.53 14.00 3.81 14.83 -0.97 -0.14 0.04 -0.17 0.39 0.10

TSPEAR 3980 0.00 0.07 0.00 0.00 0.00 0.02 0.01 0.02 0.02 0.01 0.02 -6.03 0.02 #NUM! 2.19 #NUM! -2.63 #NUM! 0.19

TSPO 876 437.38 153.84 203.10 127.62 195.43 142.64 330.47 222.64 132.86 215.98 210.00 7.71 225.49 0.96 -0.55 -0.15 -0.82 -0.21 -0.56

TSPO2 1021 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.07 0.00 0.01 -7.23 0.02 #NUM! 1.22 #NUM! #NUM! #NUM! #NUM!

TSPY26P 1215 0.19 1.88 0.60 0.46 0.05 1.14 1.12 0.48 1.93 1.04 0.72 -0.47 1.14 -2.56 0.72 -0.93 -1.32 -4.66 0.67

TSPYL1 5259 5.94 11.83 14.10 11.76 11.24 9.61 12.64 19.75 11.67 13.35 10.75 3.43 14.35 -1.27 -0.28 -0.03 -0.29 -0.35 -0.16

TSPYL2 2833 4.37 15.67 7.68 4.07 2.91 16.10 9.96 9.20 23.48 21.79 8.47 3.08 16.11 -1.88 -0.04 -1.07 -1.99 -2.47 0.93

TSPYL4 4144 1.94 6.97 2.29 2.28 2.92 6.28 4.76 4.59 7.97 7.75 3.78 1.92 6.27 -1.69 0.15 -1.45 -1.46 -1.10 0.73

TSPYL5 4478 0.94 1.99 0.78 0.63 0.10 4.63 2.72 1.68 5.51 4.10 1.51 0.60 3.50 -1.89 -0.82 -2.16 -2.47 -5.17 1.61

TSPYL6 3095 0.00 0.00 0.00 0.00 0.00 0.01 0.03 0.04 0.00 0.00 0.00 -9.65 0.02 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

TSR1 4890 4.50 7.62 14.33 13.19 10.72 6.70 6.74 6.79 7.91 9.17 9.51 3.25 7.65 -0.77 -0.01 0.90 0.79 0.49 -0.51

TSR2 1353 13.30 15.85 15.93 14.57 39.44 38.61 12.78 10.72 35.36 29.77 22.95 4.52 22.16 -0.74 -0.48 -0.48 -0.60 0.83 0.75

TSSC1 1732 18.00 7.23 18.89 12.08 35.40 10.17 6.84 7.92 8.07 7.81 16.96 4.08 7.66 1.23 -0.08 1.30 0.66 2.21 -0.74

TSSC4 1443 10.70 0.00 13.65 7.86 17.67 0.00 11.94 8.10 39.63 19.90 8.31 3.06 19.89 -0.89 #NUM! -0.54 -1.34 -0.17 #NUM!

TSSK1B 2478 0.01 0.01 0.05 0.01 0.04 0.02 0.01 0.01 0.03 0.01 0.02 -5.37 0.01 -0.47 -0.46 1.76 -0.14 1.43 -0.35

TSSK2 1832 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TSSK3 1330 1.75 0.00 1.05 1.59 0.21 0.00 0.00 0.99 0.00 0.00 0.77 -0.39 0.25 2.82 #NUM! 2.08 2.68 -0.27 #NUM!

TSSK4 1330 0.19 2.10 0.74 1.94 0.00 0.31 1.51 1.20 0.24 0.23 0.88 -0.18 0.79 -2.05 1.40 -0.11 1.29 #NUM! -1.48

TSSK6 1442 0.00 0.00 0.23 0.35 0.00 0.00 0.17 0.04 0.22 0.00 0.10 -3.37 0.11 #NUM! #NUM! 1.11 1.69 #NUM! #NUM!

TST 1167 14.66 27.28 4.26 12.93 42.16 13.59 45.24 31.96 11.71 28.15 19.15 4.26 29.27 -1.00 -0.10 -2.78 -1.18 0.53 -0.49

TSTA3 1363 40.82 46.49 53.27 60.44 175.63 35.60 23.64 21.14 24.54 25.04 68.71 6.10 23.59 0.79 0.98 1.18 1.36 2.90 -0.95

TSTD1 688 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 3.46 0.00 0.00 #NUM! 0.86 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TSTD2 4445 4.42 10.73 8.19 3.94 2.48 10.54 5.82 5.67 6.95 14.82 6.71 2.75 8.31 -0.91 0.37 -0.02 -1.08 -1.75 0.65

TTBK1 7128 0.04 0.18 0.11 0.01 0.03 0.06 0.03 0.02 0.08 0.01 0.07 -3.82 0.03 0.03 2.40 1.61 -1.97 -0.39 -0.18

TTBK2 5635 0.51 1.15 1.27 0.95 0.15 1.64 0.81 1.32 1.25 1.02 0.94 -0.08 1.10 -1.11 0.06 0.21 -0.21 -2.84 0.79

TTC1 1407 28.85 17.78 15.30 26.30 31.38 29.13 20.37 17.67 28.56 20.16 24.79 4.63 21.69 0.41 -0.29 -0.50 0.28 0.53 0.23

TTC12 2330 1.70 1.55 1.45 2.45 1.32 2.78 2.31 2.93 3.83 2.54 1.87 0.91 2.90 -0.77 -0.91 -1.00 -0.24 -1.14 0.57

TTC13 3289 2.48 4.81 3.55 3.86 3.07 9.00 1.52 1.89 1.66 2.70 4.46 2.16 1.94 0.35 1.31 0.87 0.99 0.66 1.01

TTC14 4813 3.17 6.70 2.69 7.17 1.29 6.78 3.08 3.85 3.43 7.03 4.63 2.21 4.35 -0.46 0.63 -0.69 0.72 -1.75 0.55

TTC15 2546 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TTC16 2884 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TTC17 4525 10.67 17.18 18.04 20.23 5.83 10.54 14.21 14.79 9.33 5.97 13.75 3.78 11.08 -0.05 0.63 0.70 0.87 -0.92 -0.38

TTC18 3714 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TTC19 3642 6.93 10.93 8.41 0.00 7.31 8.76 7.94 8.29 7.80 10.28 7.06 2.82 8.58 -0.31 0.35 -0.03 #NUM! -0.23 0.31

TTC21A 4269 0.19 1.41 0.00 0.87 0.00 1.29 0.92 0.00 0.00 0.00 0.63 -0.68 0.23 -0.32 2.61 #NUM! 1.92 #NUM! 1.04

TTC21B 4916 0.82 1.69 1.61 1.02 1.03 5.37 1.60 2.63 2.19 2.57 1.92 0.94 2.25 -1.46 -0.41 -0.49 -1.14 -1.13 1.48

TTC22 2249 8.12 14.19 6.20 16.12 4.56 5.19 30.55 23.77 0.26 14.50 9.06 3.18 17.27 -1.09 -0.28 -1.48 -0.10 -1.92 -0.80

TTC23 3808 4.11 5.68 3.46 6.11 4.29 3.66 3.46 2.82 5.65 0.00 4.55 2.19 2.98 0.46 0.93 0.21 1.03 0.52 -0.31

TTC23L 1369 0.00 0.12 0.02 0.00 0.00 0.07 0.00 0.09 0.10 0.00 0.04 -4.80 0.05 #NUM! 1.35 -0.89 #NUM! #NUM! 1.02

TTC24 2005 0.00 1.01 1.27 0.29 0.06 0.66 0.00 0.11 0.02 0.04 0.55 -0.86 0.04 #NUM! 4.50 4.83 2.70 0.51 0.26

TTC25 2298 0.00 0.60 0.03 0.10 0.07 0.42 0.23 0.16 0.58 0.48 0.21 -2.29 0.36 #NUM! 0.74 -3.56 -1.87 -2.30 1.05

TTC26 2151 0.69 1.24 0.79 1.18 1.06 2.19 1.00 0.81 1.22 1.30 1.19 0.25 1.08 -0.64 0.20 -0.45 0.13 -0.02 0.87

TTC27 2953 3.15 3.11 6.59 2.20 4.21 6.89 2.48 3.14 4.24 6.28 4.36 2.12 4.04 -0.36 -0.38 0.71 -0.87 0.06 0.66

TTC28 11795 2.03 3.94 3.12 1.54 0.25 2.70 5.17 4.72 4.04 2.41 2.26 1.18 4.09 -1.01 -0.05 -0.39 -1.41 -4.03 0.25

TTC28-AS1 5125 3.19 0.00 0.00 0.00 5.22 0.00 0.00 0.00 1.23 1.40 1.40 0.49 0.66 2.28 #NUM! #NUM! #NUM! 2.99 #NUM!

TTC29 1798 0.00 0.02 0.00 0.00 0.00 0.04 0.05 0.00 0.03 0.04 0.01 -6.73 0.03 #NUM! -0.87 #NUM! #NUM! #NUM! 2.12

TTC3 9021 19.30 29.64 15.40 16.59 5.90 10.79 15.74 12.98 8.45 8.48 16.27 4.02 11.41 0.76 1.38 0.43 0.54 -0.95 -0.59

TTC30A 4686 1.01 0.87 0.46 1.47 1.05 1.21 0.42 0.36 0.84 0.50 1.01 0.02 0.53 0.93 0.71 -0.21 1.47 0.98 0.26

TTC30B 2652 0.00 1.25 0.00 2.61 1.17 1.19 0.46 0.39 0.98 0.40 1.04 0.05 0.56 #NUM! 1.17 #NUM! 2.22 1.07 0.20

TTC31 2929 4.42 7.89 4.49 10.24 6.03 7.23 3.45 4.54 5.65 3.66 6.72 2.75 4.32 0.03 0.87 0.05 1.24 0.48 0.11

TTC32 838 1.55 2.86 14.62 2.53 24.24 10.92 1.15 2.47 9.33 6.01 9.45 3.24 4.74 -1.61 -0.73 1.63 -0.90 2.35 0.21

TTC33 5519 0.95 1.13 3.10 1.87 1.45 3.29 1.17 0.80 3.09 3.54 1.97 0.98 2.15 -1.17 -0.93 0.53 -0.20 -0.57 0.74

TTC35 1268 18.55 12.15 24.33 32.11 13.22 34.81 13.19 19.02 17.55 30.14 22.53 4.49 19.98 -0.11 -0.72 0.28 0.68 -0.60 0.63

TTC36 679 0.00 0.16 0.00 0.00 0.38 0.00 0.00 0.00 0.00 0.00 0.09 -3.49 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

TTC37 5704 4.04 9.53 6.31 7.21 1.55 16.14 7.10 8.84 5.39 8.05 7.46 2.90 7.34 -0.86 0.38 -0.22 -0.03 -2.24 1.11

TTC38 2616 5.72 8.28 6.16 7.69 6.69 7.88 5.61 4.31 8.12 5.30 7.07 2.82 5.84 -0.03 0.50 0.08 0.40 0.20 0.16

TTC39A 2759 4.19 5.66 4.99 1.90 3.13 5.44 10.61 6.05 2.85 6.07 4.22 2.08 6.40 -0.61 -0.18 -0.36 -1.75 -1.03 0.37

TTC39B 3276 4.49 2.45 3.72 2.37 2.45 5.10 2.05 4.20 2.07 4.17 3.43 1.78 3.12 0.52 -0.35 0.25 -0.40 -0.35 0.57

TTC39C 5253 2.40 4.17 3.67 3.60 15.64 18.68 2.47 3.50 3.32 6.32 8.03 3.00 3.91 -0.71 0.10 -0.09 -0.12 2.00 1.22

TTC3P1 2542 0.69 1.04 0.29 0.36 0.00 0.30 0.99 0.55 0.72 0.39 0.45 -1.16 0.66 0.06 0.65 -1.20 -0.89 #NUM! -0.55

TTC4 2395 6.91 3.64 7.94 8.24 13.54 9.41 4.83 3.96 8.42 7.39 8.28 3.05 6.15 0.17 -0.76 0.37 0.42 1.14 0.18

TTC5 1881 3.63 3.17 2.87 2.48 3.96 4.29 1.80 2.58 4.79 3.24 3.40 1.77 3.10 0.23 0.03 -0.11 -0.32 0.35 0.34

TTC7A 5167 4.12 8.82 13.94 9.13 10.54 5.76 6.68 6.35 5.38 5.78 8.72 3.12 6.05 -0.56 0.54 1.20 0.59 0.80 -0.60

TTC7B 3443 2.42 3.34 3.51 5.16 3.61 5.28 2.91 3.62 10.86 4.48 3.88 1.96 5.47 -1.18 -0.71 -0.64 -0.08 -0.60 0.44

TTC8 2248 4.02 6.92 4.57 5.30 5.47 7.38 3.36 4.51 8.70 5.47 5.61 2.49 5.51 -0.46 0.33 -0.27 -0.06 -0.01 0.40

TTC9 5217 3.05 3.19 13.29 1.11 0.65 2.58 7.03 6.54 0.38 2.98 3.98 1.99 4.23 -0.48 -0.41 1.65 -1.94 -2.71 -0.62

TTC9B 859 0.19 0.19 0.13 0.00 0.14 0.00 0.00 0.00 0.00 0.04 0.11 -3.19 0.01 4.30 4.33 3.81 #NUM! 3.87 #NUM!

TTC9C 1156 8.42 8.79 7.77 9.90 18.91 9.36 6.40 4.89 11.10 6.18 10.53 3.40 7.14 0.24 0.30 0.12 0.47 1.40 -0.17

TTF1 3154 3.65 4.97 6.06 6.89 4.11 4.95 4.76 4.66 3.73 3.91 5.11 2.35 4.27 -0.22 0.22 0.51 0.69 -0.05 -0.05

TTF2 4860 2.13 2.32 4.19 0.00 2.20 2.77 1.44 2.37 1.07 1.56 2.27 1.18 1.61 0.40 0.53 1.38 #NUM! 0.45 0.29

TTI1 3931 11.84 7.29 7.05 8.63 11.41 4.44 3.70 3.79 4.16 2.61 8.45 3.08 3.56 1.73 1.03 0.98 1.28 1.68 -0.93

TTK 3019 5.35 1.82 9.07 8.25 1.26 3.51 1.32 2.42 0.06 0.77 4.88 2.29 1.14 2.23 0.68 2.99 2.85 0.14 -0.47

TTL 5181 2.64 3.46 5.32 3.01 3.68 4.20 3.56 3.00 0.02 5.37 3.72 1.89 2.99 -0.18 0.21 0.83 0.01 0.30 0.18

TTLL1 1877 2.05 2.81 1.43 2.54 1.42 3.29 1.73 1.65 4.03 2.26 2.26 1.17 2.42 -0.24 0.22 -0.76 0.07 -0.77 0.54

TTLL10 2126 0.18 0.16 0.68 0.08 0.20 0.08 0.18 0.12 0.07 0.10 0.23 -2.12 0.12 0.61 0.41 2.52 -0.54 0.79 -1.45

TTLL11 3280 0.31 1.13 1.05 4.61 7.69 1.04 1.44 1.49 2.62 1.42 2.64 1.40 1.74 -2.47 -0.62 -0.74 1.40 2.14 -1.35

TTLL12 3421 31.35 21.69 57.91 30.41 25.24 8.17 33.51 32.39 7.25 14.50 29.13 4.86 21.91 0.52 -0.01 1.40 0.47 0.20 -1.83

TTLL13 1793 0.12 0.14 0.05 0.00 0.00 0.09 0.00 0.06 0.01 0.00 0.07 -3.86 0.02 2.69 2.87 1.51 #NUM! #NUM! 0.46

TTLL2 2877 0.00 0.06 0.02 0.01 0.00 0.00 0.02 0.02 0.01 0.02 0.01 -6.09 0.02 #NUM! 1.69 0.33 -0.57 #NUM! #NUM!

TTLL3 4160 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TTLL4 4997 2.05 4.73 3.67 2.97 5.68 1.79 3.19 3.57 1.20 2.13 3.48 1.80 2.52 -0.30 0.91 0.54 0.24 1.17 -0.96

TTLL5 4773 0.00 9.02 7.15 18.65 3.54 4.63 5.28 8.83 4.40 3.68 7.17 2.84 5.55 #NUM! 0.70 0.37 1.75 -0.65 -0.63

TTLL6 3454 0.00 1.30 0.05 0.00 0.07 0.04 0.07 0.09 0.03 0.01 0.24 -2.04 0.05 #NUM! 4.80 0.08 #NUM! 0.56 -2.72

TTLL7 3648 0.28 0.72 2.55 0.27 0.06 2.82 1.12 0.41 1.28 1.22 1.12 0.16 1.01 -1.83 -0.49 1.34 -1.90 -4.07 1.34

TTLL9 1607 0.00 0.00 0.00 0.20 0.13 0.09 0.07 0.00 0.09 0.00 0.07 -3.84 0.04 #NUM! #NUM! #NUM! 2.25 1.65 0.39

TTN 101520 0.14 1.03 0.23 2.11 0.11 1.03 0.58 0.96 0.30 0.76 0.77 -0.37 0.65 -2.20 0.67 -1.50 1.70 -2.51 0.41

TTPA 2633 0.00 0.16 0.00 0.03 0.00 0.01 0.00 0.01 0.01 0.02 0.03 -4.94 0.01 #NUM! 4.17 #NUM! 1.51 #NUM! -1.87

TTPAL 6215 1.31 2.74 6.35 3.20 2.37 2.21 2.88 2.87 0.00 3.14 3.03 1.60 2.22 -0.76 0.30 1.52 0.53 0.09 -0.45

TTR 938 0.10 0.07 0.04 0.00 0.00 0.35 0.11 0.14 0.62 0.35 0.09 -3.42 0.30 -1.60 -2.16 -2.94 #NUM! #NUM! 1.91

TTYH1 1924 1.18 0.34 0.69 0.58 1.48 0.61 0.67 0.26 13.31 0.63 0.82 -0.30 3.72 -1.65 -3.44 -2.43 -2.68 -1.33 -0.41

TTYH2 3468 0.74 2.56 1.87 2.53 1.30 2.38 1.12 1.41 3.88 2.49 1.89 0.92 2.22 -1.58 0.20 -0.25 0.19 -0.78 0.33

TTYH3 4838 4.81 26.32 18.51 23.87 21.15 6.90 4.01 5.40 5.85 4.99 16.93 4.08 5.06 -0.07 2.38 1.87 2.24 2.06 -1.29

TUB 6432 0.80 3.23 0.45 0.90 0.46 2.85 2.54 1.88 5.60 6.25 1.45 0.53 4.07 -2.34 -0.33 -3.18 -2.18 -3.13 0.98

TUBA1A 1677 113.14 111.12 0.00 0.00 212.00 202.01 160.67 106.75 551.27 169.74 106.38 6.73 247.11 -1.13 -1.15 #NUM! #NUM! -0.22 0.93

TUBA1B 1771 190.46 283.79 648.86 508.17 446.54 397.27 258.43 251.25 452.51 271.45 412.52 8.69 308.41 -0.70 -0.12 1.07 0.72 0.53 -0.05

TUBA1C 1581 430.89 282.65 725.57 552.49 526.70 223.01 326.03 309.38 220.95 240.36 456.88 8.84 274.18 0.65 0.04 1.40 1.01 0.94 -1.03

TUBA3C 1564 0.01 0.02 0.02 0.01 0.00 0.01 0.02 0.00 0.00 0.01 0.01 -6.58 0.01 0.10 1.21 1.44 -0.18 -3.42 -0.62

TUBA3D 1560 0.27 0.00 0.38 0.21 0.04 0.03 0.78 0.15 0.27 0.00 0.15 -2.70 0.30 -0.13 #NUM! 0.34 -0.55 -2.90 -2.51

TUBA3E 1554 0.04 0.06 0.11 0.06 0.02 0.06 0.12 0.08 0.15 0.02 0.06 -4.15 0.09 -1.39 -0.59 0.29 -0.71 -2.50 -0.01

TUBA4A 1514 125.53 113.75 78.10 123.19 123.76 47.70 133.32 124.40 0.00 123.61 102.01 6.67 95.33 0.40 0.25 -0.29 0.37 0.38 -1.10

TUBA4B 1380 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TUBA8 2124 0.00 0.00 0.35 0.00 0.00 0.00 0.43 0.32 0.00 0.41 0.06 -4.11 0.29 #NUM! #NUM! 0.26 #NUM! #NUM! #NUM!

TUBAL3 1815 0.38 0.07 0.00 0.10 0.07 0.35 0.42 1.03 0.65 0.14 0.16 -2.63 0.56 -0.55 -3.06 #NUM! -2.53 -2.96 1.12

TUBB 2510 326.11 307.97 550.32 300.20 600.55 223.76 217.73 193.96 234.13 173.81 384.82 8.59 204.91 0.67 0.59 1.43 0.55 1.55 -0.78

TUBB1 3496 0.50 0.11 0.14 0.14 0.00 0.00 1.41 0.00 0.00 0.14 0.15 -2.76 0.39 0.35 -1.79 -1.51 -1.46 #NUM! #NUM!

TUBB2A 1621 5.54 37.59 29.48 32.50 30.22 41.78 77.17 120.69 45.64 122.04 29.52 4.88 91.38 -4.04 -1.28 -1.63 -1.49 -1.60 0.50

TUBB2B 2019 2.20 20.92 0.00 0.00 20.65 8.71 0.00 71.64 32.73 57.66 8.75 3.13 40.51 -4.20 -0.95 #NUM! #NUM! -0.97 -0.01

TUBB2C 1591 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TUBB3 1851 3.01 8.30 7.16 12.58 29.57 7.54 3.03 6.11 4.89 6.97 11.36 3.51 5.25 -0.80 0.66 0.45 1.26 2.49 -0.59

TUBB4 2318 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TUBB4Q 1305 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TUBB6 1843 66.30 56.51 31.82 91.70 152.57 68.96 81.85 66.99 117.09 95.19 77.98 6.28 90.28 -0.45 -0.68 -1.50 0.02 0.76 -0.18

TUBB8 1504 0.06 0.02 0.01 0.43 0.16 0.10 0.02 0.01 0.01 0.04 0.13 -2.95 0.02 1.47 0.11 -1.94 4.39 2.99 -0.34

TUBBP5 2660 2.75 2.43 0.24 2.23 1.29 1.37 1.10 2.06 0.17 0.94 1.72 0.78 1.07 1.36 1.19 -2.14 1.06 0.27 -0.32

TUBD1 2505 4.20 2.07 3.70 3.53 2.31 3.63 3.08 3.06 2.21 3.59 3.24 1.70 2.98 0.49 -0.53 0.31 0.24 -0.37 0.16

TUBE1 2314 3.23 2.97 5.56 2.58 2.42 9.15 2.88 3.89 5.71 9.42 4.32 2.11 5.48 -0.76 -0.88 0.02 -1.08 -1.18 1.08

TUBG1 1968 23.72 26.57 59.82 32.71 52.76 13.56 19.78 18.01 12.26 8.47 34.86 5.12 14.63 0.70 0.86 2.03 1.16 1.85 -1.36

TUBG2 1841 8.24 12.52 9.91 14.90 17.30 10.27 11.62 6.77 16.02 9.97 12.19 3.61 11.10 -0.43 0.17 -0.16 0.42 0.64 -0.25

TUBGCP2 3198 9.46 16.68 26.17 20.96 25.44 8.73 15.92 13.61 20.19 10.74 17.91 4.16 15.11 -0.68 0.14 0.79 0.47 0.75 -1.04

TUBGCP3 3908 3.91 6.53 7.83 7.11 6.63 7.63 4.31 4.31 5.55 4.81 6.61 2.72 4.74 -0.28 0.46 0.72 0.58 0.48 0.21

TUBGCP4 3087 2.65 4.44 5.24 6.81 1.33 3.77 6.59 4.52 2.29 2.62 4.04 2.01 4.00 -0.60 0.15 0.39 0.77 -1.59 -0.10

TUBGCP5 3934 1.67 2.98 2.71 4.53 1.59 3.03 1.62 2.19 2.38 2.21 2.75 1.46 2.10 -0.33 0.51 0.37 1.11 -0.40 0.14

TUBGCP6 6040 1.22 5.93 6.42 5.69 2.56 5.46 3.54 4.84 5.03 1.28 4.55 2.18 3.67 -1.59 0.69 0.80 0.63 -0.52 0.26

TUFM 2089 40.25 40.27 26.36 35.54 66.56 43.97 32.13 21.86 40.58 42.60 42.16 5.40 34.29 0.23 0.23 -0.38 0.05 0.96 0.06

TUFT1 3127 2.44 13.65 12.70 12.34 19.91 9.44 12.31 41.21 2.99 14.83 11.75 3.55 17.84 -2.87 -0.39 -0.49 -0.53 0.16 -0.32

TUG1 7115 16.59 21.46 16.08 26.99 3.00 16.46 18.69 15.96 16.53 14.35 16.76 4.07 16.39 0.02 0.39 -0.03 0.72 -2.45 -0.03

TULP1 2107 0.51 0.38 0.42 0.21 0.42 0.21 0.64 0.20 0.14 0.29 0.36 -1.48 0.32 0.67 0.28 0.40 -0.58 0.42 -0.80

TULP2 1791 0.00 0.06 0.11 0.00 0.00 0.06 0.30 0.08 0.26 0.09 0.04 -4.71 0.18 #NUM! -1.52 -0.71 #NUM! #NUM! 0.53

TULP3 3106 7.65 15.88 18.45 9.72 7.26 9.46 15.88 14.66 13.97 10.55 11.40 3.51 13.76 -0.85 0.21 0.42 -0.50 -0.92 -0.27

TULP4 11123 0.68 2.34 3.53 3.05 1.26 2.07 1.81 2.19 1.00 2.84 2.16 1.11 1.96 -1.52 0.25 0.85 0.64 -0.64 -0.06

TUSC1 2477 5.33 5.49 3.37 6.46 23.53 7.29 4.27 4.87 9.64 6.71 8.58 3.10 6.37 -0.26 -0.22 -0.92 0.02 1.88 -0.23

TUSC2 1691 8.86 11.62 9.50 9.01 11.20 9.84 10.23 8.50 16.15 13.03 10.01 3.32 11.98 -0.43 -0.04 -0.33 -0.41 -0.10 -0.02

TUSC3 3888 29.65 11.94 26.42 20.75 38.27 24.27 8.33 10.34 21.96 28.04 25.22 4.66 17.17 0.79 -0.52 0.62 0.27 1.16 -0.06

TUSC5 3596 0.00 0.01 0.02 0.00 0.02 0.02 0.05 0.01 0.11 0.01 0.01 -6.40 0.05 #NUM! -1.64 -1.42 #NUM! -1.16 0.69

TUT1 2844 0.00 0.00 0.00 4.86 0.00 0.00 0.00 0.00 0.00 3.39 0.81 -0.30 0.85 #NUM! #NUM! #NUM! 2.52 #NUM! #NUM!

TWF1 3083 33.53 25.01 40.70 25.87 14.07 35.00 27.38 32.40 18.73 40.77 29.03 4.86 29.82 0.17 -0.25 0.45 -0.21 -1.08 0.27

TWF2 1659 16.80 27.87 26.40 26.89 39.39 24.79 17.67 14.22 42.32 21.87 27.02 4.76 24.02 -0.52 0.21 0.14 0.16 0.71 -0.12

TWIST1 1669 1.80 4.30 3.34 4.89 1.25 11.04 2.24 3.53 3.38 5.02 4.44 2.15 3.54 -0.98 0.28 -0.08 0.47 -1.50 1.32

TWIST2 1186 8.19 41.67 9.46 11.91 5.03 27.36 26.86 72.20 30.87 29.05 17.27 4.11 39.74 -2.28 0.07 -2.07 -1.74 -2.98 0.66

TWISTNB 3892 5.78 4.14 8.09 4.08 2.02 9.13 4.16 7.80 2.81 6.05 5.54 2.47 5.21 0.15 -0.33 0.64 -0.35 -1.36 0.72

TWSG1 3779 8.64 12.65 8.96 7.47 5.75 22.44 9.66 7.75 23.05 19.07 10.99 3.46 14.88 -0.78 -0.23 -0.73 -0.99 -1.37 1.03

TXK 2914 0.24 0.46 0.45 0.27 0.37 0.30 0.39 0.18 0.10 0.10 0.35 -1.52 0.20 0.27 1.24 1.19 0.48 0.92 -0.22

TXLNA 4843 8.13 11.91 20.14 5.43 17.15 10.58 10.55 7.08 16.75 4.88 12.22 3.61 9.81 -0.27 0.28 1.04 -0.85 0.81 -0.21

TXLNB 4685 0.21 0.69 0.67 0.18 0.06 0.58 0.28 0.42 0.45 0.25 0.40 -1.32 0.35 -0.70 0.98 0.95 -0.96 -2.59 0.54

TXLNG 4418 2.88 5.90 4.72 5.33 0.00 0.00 4.51 4.82 0.00 5.93 3.14 1.65 3.82 -0.41 0.63 0.31 0.48 #NUM! #NUM!

TXN 508 317.96 151.60 138.70 204.92 1013.43 738.30 201.56 162.18 170.09 353.74 427.49 8.74 221.89 0.52 -0.55 -0.68 -0.11 2.19 0.79

TXN2 1342 77.83 34.47 51.10 48.04 40.59 42.70 44.80 37.54 54.50 42.65 49.12 5.62 44.87 0.79 -0.38 0.19 0.10 -0.14 -0.20

TXNDC11 3047 12.33 20.28 11.23 14.71 15.47 11.67 9.77 11.33 17.91 10.92 14.28 3.84 12.48 -0.02 0.70 -0.15 0.24 0.31 -0.29

TXNDC12 1616 58.38 33.81 37.34 46.87 68.76 29.70 27.84 23.77 32.39 36.34 45.81 5.52 30.08 0.96 0.17 0.31 0.64 1.19 -0.62

TXNDC15 3689 10.15 10.25 4.48 12.64 6.62 15.26 9.69 6.90 24.48 13.30 9.90 3.31 13.59 -0.42 -0.41 -1.60 -0.11 -1.04 0.62

TXNDC16 4651 1.33 2.64 2.14 2.56 0.92 3.79 1.66 1.75 2.01 4.29 2.23 1.16 2.43 -0.87 0.12 -0.18 0.08 -1.39 0.76

TXNDC17 2075 39.33 6.52 9.45 21.09 83.76 65.87 8.53 5.58 10.09 71.21 37.67 5.24 23.85 0.72 -1.87 -1.34 -0.18 1.81 0.81

TXNDC2 2175 0.00 0.00 0.02 0.05 0.05 0.06 0.03 0.03 0.04 0.01 0.03 -5.01 0.03 #NUM! #NUM! -0.70 0.99 0.98 1.01

TXNDC3 2327 0.02 0.77 0.07 0.07 0.02 0.48 0.15 0.11 0.22 0.00 0.24 -2.06 0.12 -2.34 2.71 -0.79 -0.69 -2.44 0.99

TXNDC5 3231 57.64 81.12 55.75 11.65 54.04 69.22 45.04 33.73 80.06 58.25 54.90 5.78 54.27 0.09 0.58 0.04 -2.22 -0.01 0.33

TXNDC6 2133 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TXNDC9 1556 11.73 7.22 11.33 14.57 20.00 16.77 8.79 6.84 11.86 14.79 13.60 3.77 10.57 0.15 -0.55 0.10 0.46 0.92 0.30

TXNIP 2953 117.64 240.93 92.34 85.60 45.10 176.48 209.49 143.38 401.35 187.51 126.35 6.98 235.43 -1.00 0.03 -1.35 -1.46 -2.38 0.48

TXNL1 1434 37.50 34.13 56.66 46.63 35.04 52.69 37.18 33.39 42.33 46.03 43.77 5.45 39.73 -0.08 -0.22 0.51 0.23 -0.18 0.27

TXNL4A 1415 23.02 19.56 21.04 16.78 61.09 29.40 28.87 12.76 45.17 37.31 28.48 4.83 31.03 -0.43 -0.67 -0.56 -0.89 0.98 0.05

TXNL4B 2563 3.56 3.91 3.43 4.52 5.28 4.19 2.35 0.00 3.05 2.88 4.15 2.05 2.07 0.78 0.92 0.73 1.13 1.35 0.01

TXNRD1 3923 6.96 9.16 15.06 9.45 14.95 17.00 7.33 6.51 20.97 12.76 12.09 3.60 11.89 -0.77 -0.38 0.34 -0.33 0.33 0.49

TXNRD2 1964 0.00 0.00 0.00 0.00 12.51 9.75 0.00 0.00 11.13 0.00 3.71 1.89 2.78 #NUM! #NUM! #NUM! #NUM! 2.17 1.39

TXNRD3 2919 0.95 0.60 0.70 1.66 6.25 2.25 0.75 0.88 2.52 2.13 2.07 1.05 1.57 -0.73 -1.40 -1.16 0.08 1.99 0.12

TXNRD3NB 1165 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

TYK2 4262 15.70 28.52 35.55 31.67 21.16 7.37 15.38 10.80 8.06 5.91 23.33 4.54 10.04 0.65 1.51 1.82 1.66 1.08 -1.66

TYMP 1671 96.04 69.20 148.31 390.58 368.72 136.73 11.28 19.96 32.18 59.80 201.59 7.66 30.81 1.64 1.17 2.27 3.66 3.58 -0.56

TYMS 1603 11.38 16.14 15.90 10.31 29.90 19.62 3.37 3.02 1.70 3.60 17.21 4.11 2.92 1.96 2.47 2.44 1.82 3.36 0.19

TYR 2082 0.01 0.25 1.58 0.18 0.00 0.01 2.67 1.14 0.00 0.00 0.34 -1.56 0.95 -6.17 -1.92 0.73 -2.38 #NUM! -4.87

TYRO3 4001 2.12 2.44 2.57 3.39 1.97 1.47 6.38 3.68 4.00 3.84 2.33 1.22 4.47 -1.07 -0.87 -0.80 -0.40 -1.19 -0.66

TYRO3P 864 0.00 0.00 0.00 0.00 0.00 0.00 0.09 0.08 0.00 0.00 0.00 #NUM! 0.04 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

TYROBP 608 138.35 178.47 195.14 138.50 204.21 212.14 65.08 75.72 145.63 85.81 177.80 7.47 93.06 0.57 0.94 1.07 0.57 1.13 0.25

TYRP1 2876 0.04 0.01 0.04 0.00 0.00 0.07 0.01 0.00 0.51 0.01 0.03 -5.21 0.13 -1.83 -3.82 -1.60 #NUM! #NUM! 1.43

TYSND1 3802 3.37 3.24 3.81 4.27 16.61 0.00 2.18 3.45 4.95 4.93 5.22 2.38 3.88 -0.20 -0.26 -0.03 0.14 2.10 #NUM!

TYW1 3344 4.21 6.26 5.37 6.02 6.19 9.30 3.82 8.70 7.64 5.26 6.22 2.64 6.35 -0.59 -0.02 -0.24 -0.08 -0.04 0.58

TYW1B 3171 2.14 4.86 2.22 2.02 3.46 5.66 2.46 3.08 5.14 5.02 3.39 1.76 3.93 -0.88 0.31 -0.82 -0.96 -0.18 0.74

TYW3 3539 3.17 2.91 3.36 2.99 1.82 9.78 2.84 2.28 3.06 6.35 4.00 2.00 3.63 -0.20 -0.32 -0.11 -0.28 -1.00 1.29

TYW5 5384 0.63 1.65 1.49 1.40 0.34 1.45 1.19 0.51 0.59 1.00 1.16 0.22 0.82 -0.39 1.01 0.86 0.77 -1.25 0.32

U2AF1 1038 47.93 43.29 83.23 111.96 183.16 100.38 34.58 41.91 94.35 76.23 94.99 6.57 61.77 -0.37 -0.51 0.43 0.86 1.57 0.08

U2AF1L4 792 0.00 0.00 0.00 7.72 0.00 8.19 12.11 0.00 8.62 0.00 2.65 1.41 5.18 #NUM! #NUM! #NUM! 0.57 #NUM! 1.63



U2AF2 3148 29.15 37.17 63.10 47.78 60.66 35.01 40.70 26.97 41.72 30.30 45.48 5.51 34.92 -0.26 0.09 0.85 0.45 0.80 -0.38

U2SURP 7464 7.03 18.00 21.75 47.90 3.25 19.26 11.09 15.40 3.77 7.20 19.53 4.29 9.36 -0.41 0.94 1.22 2.35 -1.53 -0.02

UACA 7096 4.03 6.30 5.89 5.58 0.96 5.94 9.15 9.28 2.70 4.31 4.78 2.26 6.36 -0.66 -0.01 -0.11 -0.19 -2.73 0.31

UAP1 2344 17.17 20.31 16.58 12.09 33.25 43.56 23.27 46.41 28.94 87.23 23.83 4.57 46.46 -1.44 -1.19 -1.49 -1.94 -0.48 0.87

UAP1L1 3401 2.92 3.83 4.86 4.47 4.90 3.56 1.55 1.56 3.76 3.33 4.09 2.03 2.55 0.20 0.59 0.93 0.81 0.94 -0.20

UBA1 3616 79.29 93.62 82.83 185.29 127.34 87.81 74.33 96.30 97.25 51.98 109.36 6.77 79.97 -0.01 0.23 0.05 1.21 0.67 -0.32

UBA2 2682 14.18 19.43 38.32 37.21 49.31 37.79 15.08 19.94 31.15 36.78 32.71 5.03 25.74 -0.86 -0.41 0.57 0.53 0.94 0.21

UBA3 2136 15.21 20.73 17.62 18.92 10.04 24.25 12.81 15.46 19.96 29.88 17.79 4.15 19.53 -0.36 0.09 -0.15 -0.05 -0.96 0.45

UBA5 3044 4.75 6.27 4.42 7.34 8.77 8.32 5.13 3.54 5.00 7.73 6.64 2.73 5.35 -0.17 0.23 -0.28 0.46 0.71 0.32

UBA52 2823 1332.28 937.99 1687.10 558.43 1974.19 1729.50 186.27 419.24 1095.59 1090.00 1369.91 10.42 697.77 0.93 0.43 1.27 -0.32 1.50 0.34

UBA6 6462 2.76 6.59 16.91 9.15 7.27 9.35 5.47 11.64 1.96 7.06 8.67 3.12 6.53 -1.24 0.01 1.37 0.49 0.15 0.11

UBA7 3330 7.09 19.92 22.00 21.64 13.44 14.22 8.17 8.93 13.70 11.40 16.38 4.03 10.55 -0.57 0.92 1.06 1.04 0.35 -0.20

UBAC1 1877 28.34 13.14 18.70 20.69 45.62 22.61 15.58 15.56 21.42 19.10 24.85 4.64 17.91 0.66 -0.45 0.06 0.21 1.35 -0.14

UBAC2 2840 18.80 17.37 14.83 16.26 72.15 20.34 12.99 13.68 24.59 20.76 26.63 4.73 18.01 0.06 -0.05 -0.28 -0.15 2.00 -0.39

UBAP1 2898 22.31 35.26 45.39 31.32 39.07 24.91 33.81 55.69 31.40 41.77 33.04 5.05 40.67 -0.87 -0.21 0.16 -0.38 -0.06 -0.41

UBAP2 4299 9.31 16.25 17.93 17.34 13.30 6.40 12.10 10.35 6.73 4.92 13.42 3.75 8.52 0.13 0.93 1.07 1.02 0.64 -1.07

UBAP2L 4006 20.74 57.71 50.64 59.25 30.82 21.60 29.02 41.63 30.71 20.86 40.13 5.33 30.56 -0.56 0.92 0.73 0.96 0.01 -0.89

UBASH3A 2492 1.09 3.83 2.91 0.92 2.42 1.93 0.33 0.59 0.21 0.18 2.18 1.13 0.33 1.73 3.55 3.15 1.49 2.88 -0.18

UBASH3B 6917 0.73 1.57 2.09 0.82 1.07 0.95 0.34 0.50 0.32 0.86 1.21 0.27 0.51 0.53 1.64 2.05 0.69 1.08 -0.34

UBB 971 887.81 800.48 700.15 705.57 1432.26 883.51 578.54 652.80 1012.31 835.33 901.63 9.82 769.75 0.21 0.06 -0.14 -0.13 0.90 -0.03

UBC 2594 308.24 441.48 554.77 385.33 1042.29 935.81 587.00 1339.06 1067.22 1600.34 611.32 9.26 1148.41 -1.90 -1.38 -1.05 -1.58 -0.14 0.61

UBD 1006 13.04 179.03 288.44 13.36 191.60 103.65 0.36 1.11 3.82 6.47 131.52 7.04 2.94 2.15 5.93 6.62 2.18 6.03 -0.34

UBE2A 2678 17.35 25.25 22.68 26.65 44.77 52.65 16.95 17.13 32.87 35.01 31.56 4.98 25.49 -0.55 -0.01 -0.17 0.06 0.81 0.74

UBE2B 2631 12.48 19.57 9.91 23.25 38.99 40.01 15.60 34.39 22.18 36.33 24.04 4.59 27.12 -1.12 -0.47 -1.45 -0.22 0.52 0.74

UBE2C 1490 64.64 45.65 128.33 56.27 87.06 52.01 16.07 16.49 1.62 6.05 72.33 6.18 10.06 2.68 2.18 3.67 2.48 3.11 -0.48

UBE2CBP 1849 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UBE2D1 2680 6.28 6.24 8.55 11.25 12.47 14.03 21.54 5.02 8.17 10.47 9.80 3.29 11.30 -0.85 -0.86 -0.40 -0.01 0.14 0.52

UBE2D2 2879 23.95 24.39 21.02 37.37 47.66 37.89 24.57 23.96 34.01 33.23 32.05 5.00 28.94 -0.27 -0.25 -0.46 0.37 0.72 0.24

UBE2D3 2623 198.89 196.43 294.98 156.32 101.53 139.68 83.39 195.02 91.55 168.88 181.30 7.50 134.71 0.56 0.54 1.13 0.21 -0.41 -0.38

UBE2D4 3998 3.21 4.48 0.00 0.00 0.00 0.00 7.36 0.00 0.00 0.00 1.28 0.36 1.84 0.80 1.28 #NUM! #NUM! #NUM! #NUM!

UBE2E1 1845 40.65 0.00 30.78 53.14 48.02 61.29 32.87 52.61 71.39 66.56 38.98 5.28 55.86 -0.46 #NUM! -0.86 -0.07 -0.22 0.65

UBE2E2 1760 18.44 13.04 29.51 31.46 18.00 18.77 18.40 33.28 30.69 19.85 21.53 4.43 25.55 -0.47 -0.97 0.21 0.30 -0.51 -0.20

UBE2E3 1559 25.07 28.50 42.34 44.27 47.95 60.79 29.31 25.27 46.10 47.08 41.49 5.37 36.94 -0.56 -0.37 0.20 0.26 0.38 0.55

UBE2F 2206 9.95 10.45 7.68 7.11 18.57 15.75 11.00 10.47 15.06 4.78 11.58 3.53 10.33 -0.05 0.02 -0.43 -0.54 0.85 0.44

UBE2F-SCLY 2972 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UBE2G1 4208 8.76 13.15 20.30 26.94 18.39 12.80 19.47 24.93 11.90 20.14 16.72 4.06 19.11 -1.13 -0.54 0.09 0.50 -0.06 -0.39

UBE2G2 3515 7.26 16.87 11.68 24.93 14.11 15.28 11.03 10.39 28.44 13.78 15.02 3.91 15.91 -1.13 0.08 -0.45 0.65 -0.17 0.02

UBE2H 5174 7.12 17.11 21.11 20.80 26.76 21.68 14.08 18.49 29.38 26.01 19.10 4.26 21.99 -1.63 -0.36 -0.06 -0.08 0.28 0.18

UBE2I 1478 30.08 33.15 95.16 37.34 146.90 31.90 68.92 23.39 37.39 27.35 62.42 5.96 39.26 -0.38 -0.24 1.28 -0.07 1.90 -0.97

UBE2J1 4360 16.52 16.50 15.32 11.48 7.70 21.64 12.08 13.61 17.81 18.85 14.86 3.89 15.59 0.08 0.08 -0.03 -0.44 -1.02 0.54

UBE2J2 2396 7.40 10.43 14.67 13.43 14.68 12.43 10.82 7.01 12.42 9.07 12.17 3.61 9.83 -0.41 0.09 0.58 0.45 0.58 0.03

UBE2K 5259 8.12 10.18 16.50 8.83 12.69 14.52 10.39 31.56 9.36 11.76 11.81 3.56 15.77 -0.96 -0.63 0.07 -0.84 -0.31 0.30

UBE2L3 3016 61.30 40.53 56.30 55.95 29.05 30.58 35.75 33.74 30.69 22.71 45.62 5.51 30.72 1.00 0.40 0.87 0.86 -0.08 -0.58

UBE2L6 1642 96.81 107.19 159.07 167.56 256.78 123.27 35.42 37.74 73.61 51.78 151.78 7.25 49.64 0.96 1.11 1.68 1.76 2.37 -0.30

UBE2M 1540 16.72 23.28 59.95 61.55 94.06 26.26 25.02 19.66 41.59 23.95 46.97 5.55 27.55 -0.72 -0.24 1.12 1.16 1.77 -0.84

UBE2MP1 961 0.03 0.00 0.25 0.16 0.22 0.22 0.00 0.04 0.11 0.24 0.15 -2.77 0.10 -1.62 #NUM! 1.32 0.71 1.12 0.59

UBE2N 2568 34.90 23.69 81.49 27.50 34.10 45.17 38.22 57.77 26.49 40.56 41.14 5.36 40.76 -0.22 -0.78 1.00 -0.57 -0.26 0.13

UBE2NL 1190 0.02 0.00 0.00 0.04 0.23 0.06 0.03 0.02 0.06 0.08 0.06 -4.09 0.05 -1.21 #NUM! #NUM! -0.39 2.23 0.11

UBE2O 5395 1.78 4.49 6.17 7.65 6.54 2.80 3.77 3.80 5.48 2.96 4.90 2.29 4.00 -1.17 0.16 0.62 0.93 0.71 -0.81

UBE2Q1 3223 14.68 32.82 24.88 44.40 62.43 23.02 13.34 37.25 22.60 16.73 33.71 5.07 22.48 -0.61 0.55 0.15 0.98 1.47 -0.55

UBE2Q2 3109 8.92 8.30 7.70 16.83 3.24 18.58 6.38 6.07 15.82 17.83 10.60 3.41 11.52 -0.37 -0.47 -0.58 0.55 -1.83 0.81

UBE2Q2P1 2150 0.66 0.00 0.49 1.46 0.32 0.32 0.00 1.59 0.30 0.62 0.54 -0.89 0.63 0.07 #NUM! -0.37 1.21 -0.99 -0.74

UBE2Q2P2 1610 0.43 0.00 0.71 0.77 0.72 0.23 0.63 0.69 0.25 1.01 0.48 -1.07 0.65 -0.57 #NUM! 0.13 0.25 0.16 -1.05

UBE2Q2P3 1223 0.90 0.00 1.46 0.97 1.05 0.32 2.51 1.32 0.33 0.61 0.78 -0.35 1.19 -0.41 #NUM! 0.30 -0.29 -0.17 -1.30

UBE2QL1 6129 0.19 1.32 0.27 0.82 0.22 1.00 0.65 0.43 1.77 1.15 0.64 -0.65 1.00 -2.39 0.40 -1.88 -0.30 -2.17 0.66

UBE2R2 4457 10.16 18.59 17.33 13.88 26.96 15.26 20.91 20.52 42.30 18.06 17.03 4.09 25.45 -1.32 -0.45 -0.55 -0.87 0.08 -0.16

UBE2S 1207 50.72 31.27 193.75 182.96 134.59 44.03 25.76 29.69 24.11 21.91 106.22 6.73 25.37 1.00 0.30 2.93 2.85 2.41 -1.27

UBE2T 935 20.62 18.73 19.87 20.08 46.44 33.52 4.50 5.84 7.68 4.40 26.54 4.73 5.60 1.88 1.74 1.83 1.84 3.05 0.34

UBE2V1 2539 47.43 88.63 65.55 91.41 58.05 50.31 46.64 42.58 50.40 37.85 66.90 6.06 44.37 0.10 1.00 0.56 1.04 0.39 -0.41

UBE2V2 1535 26.93 11.34 25.00 18.32 40.82 29.64 29.14 14.12 18.16 23.87 25.34 4.66 21.32 0.34 -0.91 0.23 -0.22 0.94 0.23

UBE2W 4057 3.41 3.84 13.53 7.29 5.33 8.71 3.33 4.64 5.82 7.34 7.02 2.81 5.28 -0.63 -0.46 1.36 0.47 0.01 0.31

UBE2Z 3137 15.37 35.16 47.61 40.18 40.46 23.60 17.37 21.55 32.61 22.05 33.73 5.08 23.40 -0.61 0.59 1.02 0.78 0.79 -0.52

UBE3A 5276 7.53 10.59 16.29 13.18 5.39 16.57 13.06 13.88 9.75 15.18 11.59 3.53 12.97 -0.78 -0.29 0.33 0.02 -1.27 0.52

UBE3B 5753 4.74 7.49 9.67 13.67 5.41 4.48 6.17 5.89 5.84 3.85 7.58 2.92 5.44 -0.20 0.46 0.83 1.33 -0.01 -0.76

UBE3C 5195 7.57 10.44 18.00 11.89 9.33 9.98 9.58 9.50 15.20 10.77 11.20 3.49 11.26 -0.57 -0.11 0.68 0.08 -0.27 -0.17

UBE4A 6144 5.81 8.83 5.79 0.00 1.83 5.31 7.63 8.85 0.00 6.59 4.59 2.20 5.77 0.01 0.62 0.00 #NUM! -1.66 0.21

UBE4B 5890 5.52 8.61 8.32 15.46 3.15 8.09 10.78 6.94 10.97 5.50 8.19 3.03 8.55 -0.63 0.01 -0.04 0.86 -1.44 -0.02

UBFD1 4931 2.92 5.72 3.62 5.44 8.79 7.26 4.31 3.24 8.07 5.27 5.63 2.49 5.22 -0.84 0.13 -0.53 0.06 0.75 0.37

UBIAD1 3687 4.26 3.66 4.82 4.62 3.00 3.39 3.01 2.14 5.11 2.96 3.96 1.99 3.31 0.37 0.15 0.54 0.48 -0.14 -0.22

UBL3 4355 3.95 8.18 2.61 3.37 2.58 23.61 10.85 8.99 14.40 21.35 7.38 2.88 13.90 -1.81 -0.76 -2.41 -2.04 -2.43 1.68

UBL4A 2318 18.48 11.97 15.45 15.44 33.87 14.03 11.85 6.43 14.60 12.40 18.21 4.19 11.32 0.71 0.08 0.45 0.45 1.58 -0.38

UBL4B 1510 0.00 0.02 0.00 0.00 0.00 0.05 0.00 0.00 0.13 0.00 0.01 -6.46 0.03 #NUM! -0.81 #NUM! #NUM! #NUM! 2.12

UBL5 537 311.26 146.81 165.49 267.85 730.57 342.53 185.73 129.77 425.93 341.72 327.42 8.35 270.79 0.20 -0.88 -0.71 -0.02 1.43 0.07

UBL7 1461 37.75 23.05 25.35 31.66 50.84 20.30 20.32 17.68 29.17 16.01 31.49 4.98 20.80 0.86 0.15 0.29 0.61 1.29 -0.63

UBLCP1 2410 9.32 8.12 7.48 9.97 3.72 14.48 7.07 7.37 5.73 10.47 8.85 3.15 7.66 0.28 0.08 -0.03 0.38 -1.04 0.71

UBN1 6485 3.07 8.11 6.03 9.53 3.30 6.43 9.95 7.66 3.77 0.00 6.08 2.60 5.34 -0.80 0.60 0.18 0.83 -0.70 0.08

UBN2 14461 0.76 1.69 2.13 1.85 0.43 1.33 1.47 1.54 0.50 1.10 1.37 0.45 1.15 -0.60 0.55 0.89 0.68 -1.41 -0.04

UBOX5 4346 1.25 1.90 1.77 1.89 1.90 0.90 2.13 1.63 2.74 1.88 1.60 0.68 2.10 -0.74 -0.14 -0.24 -0.15 -0.14 -0.83

UBP1 4162 7.12 14.79 18.13 18.62 5.79 11.94 10.57 9.61 16.22 16.92 12.73 3.67 13.33 -0.90 0.15 0.44 0.48 -1.20 -0.09

UBQLN1 4177 13.59 26.72 36.52 36.26 27.85 31.34 19.57 23.72 21.47 32.28 28.71 4.84 24.26 -0.84 0.14 0.59 0.58 0.20 0.13

UBQLN2 3418 7.89 18.62 33.92 26.66 10.85 14.27 12.59 14.33 11.93 10.57 18.70 4.22 12.36 -0.65 0.59 1.46 1.11 -0.19 -0.39

UBQLN3 2347 0.05 0.01 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.24 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UBQLN4 3545 13.99 20.90 26.22 19.35 16.56 9.57 17.50 14.20 18.75 11.02 17.76 4.15 15.37 -0.14 0.44 0.77 0.33 0.11 -0.89

UBQLNL 2350 0.07 0.36 0.12 0.28 0.05 0.28 0.22 0.12 0.08 0.11 0.19 -2.37 0.13 -0.93 1.44 -0.12 1.06 -1.30 0.55

UBR1 7758 1.13 6.31 2.81 4.66 0.53 4.58 3.20 3.02 4.66 3.85 3.34 1.74 3.68 -1.71 0.78 -0.39 0.34 -2.81 0.46

UBR2 7898 2.58 8.27 6.35 8.71 3.37 5.00 4.85 6.17 3.24 4.08 5.71 2.51 4.58 -0.83 0.85 0.47 0.93 -0.44 -0.19

UBR3 7969 1.12 3.31 4.21 2.10 1.13 8.01 3.03 4.35 3.36 6.60 3.31 1.73 4.33 -1.95 -0.39 -0.04 -1.04 -1.95 1.27

UBR4 15882 30.18 70.78 23.83 9.60 31.01 28.83 87.81 118.27 10.10 17.94 32.37 5.02 58.53 -0.96 0.27 -1.30 -2.61 -0.92 -0.17

UBR5 10900 2.14 5.93 9.10 8.83 4.90 11.81 5.21 6.99 4.01 12.75 7.12 2.83 7.24 -1.76 -0.29 0.33 0.29 -0.56 0.73

UBR7 3709 6.10 8.63 9.54 10.33 10.00 10.77 5.57 5.82 7.47 7.87 9.23 3.21 6.68 -0.13 0.37 0.51 0.63 0.58 0.22

UBTD1 1575 6.99 8.46 6.27 10.24 20.24 8.25 10.24 9.43 22.14 14.59 10.08 3.33 14.10 -1.01 -0.74 -1.17 -0.46 0.52 -0.29

UBTD2 3015 5.64 9.31 8.35 11.26 10.94 11.17 6.81 5.99 12.26 11.38 9.45 3.24 9.11 -0.69 0.03 -0.12 0.31 0.26 0.24

UBTF 4635 9.37 21.61 21.77 27.90 21.24 17.56 18.20 15.70 26.22 15.46 19.91 4.32 18.89 -1.01 0.19 0.20 0.56 0.17 -0.18

UBTFL1 1182 0.15 0.05 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -4.90 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UBXN1 1307 35.99 35.84 51.83 42.05 112.77 98.03 30.27 38.40 101.71 86.53 62.75 5.97 64.23 -0.84 -0.84 -0.31 -0.61 0.81 0.64

UBXN10 2987 0.12 2.12 0.08 0.08 0.02 0.20 0.28 0.04 2.01 0.47 0.44 -1.19 0.70 -2.50 1.60 -3.08 -3.17 -5.40 -1.16

UBXN11 1869 2.40 14.16 6.55 14.37 6.87 0.00 5.42 8.42 3.46 5.38 7.39 2.89 5.67 -1.24 1.32 0.21 1.34 0.28 #NUM!

UBXN2A 1909 5.10 3.86 8.75 6.05 13.35 8.00 4.42 3.58 5.58 6.50 7.52 2.91 5.02 0.02 -0.38 0.80 0.27 1.41 0.09

UBXN2B 5088 3.20 4.59 6.09 3.19 1.56 4.67 2.58 2.48 1.47 2.50 3.88 1.96 2.26 0.50 1.02 1.43 0.50 -0.54 0.27

UBXN4 4018 20.41 28.52 30.83 19.42 12.67 35.13 22.60 25.83 13.71 27.72 24.50 4.61 22.47 -0.14 0.34 0.46 -0.21 -0.83 0.52

UBXN6 1933 28.17 30.81 34.83 42.82 117.44 32.58 32.13 30.14 70.25 41.32 47.78 5.58 43.46 -0.63 -0.50 -0.32 -0.02 1.43 -0.55

UBXN7 4740 0.00 2.82 3.74 4.27 1.73 3.25 2.65 3.28 2.11 3.80 2.63 1.40 2.96 #NUM! -0.07 0.34 0.53 -0.78 0.30

UBXN8 1442 7.85 4.10 3.15 2.87 2.83 6.63 3.44 3.30 4.38 5.69 4.57 2.19 4.20 0.90 -0.04 -0.42 -0.55 -0.57 0.54

UCA1 1441 2.59 0.85 0.07 4.47 64.07 0.97 1.38 1.24 0.11 1.34 12.17 3.61 1.02 1.35 -0.26 -3.83 2.13 5.98 -3.65

UCHL1 1141 10.16 9.13 5.53 4.22 33.59 20.92 17.18 10.42 31.61 16.90 13.93 3.80 19.03 -0.91 -1.06 -1.78 -2.17 0.82 0.59

UCHL3 899 41.67 14.06 39.45 34.71 64.53 27.96 18.21 18.07 11.82 33.17 37.07 5.21 20.32 1.04 -0.53 0.96 0.77 1.67 -0.41

UCHL5 5108 5.09 2.35 11.24 2.92 3.68 9.14 6.14 7.75 3.44 4.54 5.74 2.52 5.47 -0.10 -1.22 1.04 -0.90 -0.57 0.67

UCK1 2191 9.28 9.39 9.67 10.97 36.17 10.11 7.42 5.20 15.29 9.49 14.26 3.83 9.35 -0.01 0.01 0.05 0.23 1.95 -0.50

UCK2 4940 5.95 3.98 5.18 6.86 13.68 4.87 3.15 2.53 2.99 5.17 6.76 2.76 3.46 0.78 0.20 0.58 0.99 1.98 -0.47

UCKL1 2113 10.32 12.22 14.85 14.12 21.18 16.38 12.71 12.65 15.15 12.95 14.85 3.89 13.36 -0.37 -0.13 0.15 0.08 0.66 0.14

UCKL1-AS1 3571 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UCMA 840 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 0.03 0.00 #NUM! 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

UCN 615 0.94 0.00 0.00 0.00 0.00 1.18 0.00 0.24 0.53 0.63 0.35 -1.50 0.35 1.42 #NUM! #NUM! #NUM! #NUM! 1.74

UCN2 1546 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UCN3 710 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UCP1 1000 0.00 0.16 0.00 0.00 0.00 0.08 0.03 0.00 0.00 0.02 0.04 -4.67 0.01 #NUM! 3.45 #NUM! #NUM! #NUM! 1.03

UCP2 1646 32.37 25.19 61.69 21.58 113.44 48.41 10.43 6.80 27.97 14.09 50.44 5.66 14.82 1.13 0.76 2.06 0.54 2.94 -0.06

UCP3 2438 0.26 0.65 0.55 0.00 0.00 0.38 0.38 0.23 0.11 0.30 0.31 -1.71 0.26 0.01 1.33 1.11 #NUM! #NUM! 0.31

UEVLD 2136 3.35 4.48 5.54 3.97 1.83 5.10 4.67 4.05 2.91 2.59 4.04 2.02 3.55 -0.08 0.33 0.64 0.16 -0.96 0.33

UFC1 1124 65.03 59.53 31.56 44.08 50.14 127.85 43.43 38.44 75.88 85.05 63.03 5.98 60.70 0.10 -0.03 -0.94 -0.46 -0.28 1.02

UFD1L 1783 39.64 14.49 22.02 24.09 41.27 34.94 13.24 22.31 20.52 28.54 29.41 4.88 21.15 0.91 -0.55 0.06 0.19 0.96 0.25

UFM1 2618 8.87 19.41 10.09 13.81 10.11 36.97 12.14 13.46 17.90 39.35 16.54 4.05 20.71 -1.22 -0.09 -1.04 -0.59 -1.03 1.16

UFSP1 1016 1.81 1.00 1.38 1.16 0.00 0.40 0.65 0.03 0.00 0.00 0.96 -0.06 0.17 3.42 2.56 3.02 2.78 #NUM! -1.25

UFSP2 2379 8.89 11.98 11.19 6.43 6.97 14.23 10.17 10.12 11.80 17.06 9.95 3.31 12.29 -0.47 -0.04 -0.13 -0.93 -0.82 0.52

UG0898H09 7056 0.05 0.15 0.02 0.00 0.00 0.10 0.08 0.01 0.18 0.08 0.05 -4.24 0.09 -0.67 0.78 -2.35 #NUM! #NUM! 0.90

UGCG 1637 4.95 20.14 19.28 20.73 22.65 50.50 11.78 50.99 24.94 47.03 23.04 4.53 33.68 -2.77 -0.74 -0.81 -0.70 -0.57 1.13

UGDH 3195 4.55 8.03 18.95 3.10 4.58 12.10 9.45 10.43 8.10 17.60 8.55 3.10 11.39 -1.32 -0.50 0.73 -1.88 -1.31 0.50

UGGT1 10955 2.23 6.34 6.72 8.59 3.37 3.40 3.85 3.95 2.68 2.62 5.11 2.35 3.28 -0.55 0.95 1.03 1.39 0.04 -0.59

UGGT2 4947 3.08 2.76 1.96 4.09 5.90 8.50 1.16 1.43 3.32 4.70 4.38 2.13 2.65 0.22 0.06 -0.43 0.63 1.15 0.96

UGP2 2185 35.23 33.34 36.25 23.53 29.87 49.98 30.68 33.25 45.48 48.52 34.70 5.12 39.48 -0.16 -0.24 -0.12 -0.75 -0.40 0.53

UGT1A1 2357 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT1A10 2399 0.00 0.00 0.45 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.07 -3.74 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UGT1A3 2345 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT1A4 2374 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT1A5 2345 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT1A6 2495 23.14 0.17 0.47 2.18 1.69 4.43 5.66 4.70 0.00 2.84 5.35 2.42 3.30 2.81 -4.30 -2.80 -0.60 -0.97 -0.27

UGT1A7 2333 0.00 0.23 0.00 0.00 0.00 0.00 4.37 2.62 0.00 1.37 0.04 -4.72 2.09 #NUM! -3.20 #NUM! #NUM! #NUM! #NUM!

UGT1A8 2396 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT1A9 2395 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UGT2A1 2603 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.12 0.00 0.00 #NUM! 0.03 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

UGT2A2 2568 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.02 0.00 0.00 0.00 -8.36 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

UGT2A3 3069 0.00 0.04 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -7.07 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UGT2B10 2756 0.00 0.03 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 -7.41 0.00 -1.66 2.89 #NUM! #NUM! #NUM! #NUM!

UGT2B11 1722 0.00 0.08 0.07 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UGT2B15 2144 0.02 1.54 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.26 -1.94 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UGT2B17 2099 0.01 1.03 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.17 -2.54 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

UGT2B28 1851 0.09 0.01 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.02 0.02 -5.83 0.01 2.81 -0.08 #NUM! #NUM! #NUM! #NUM!

UGT2B7 1899 0.00 0.46 0.00 0.00 0.03 0.00 0.00 0.01 0.00 0.07 0.08 -3.63 0.02 #NUM! 4.41 #NUM! #NUM! 0.34 #NUM!

UGT3A1 2888 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

UGT3A2 2385 0.04 0.09 0.05 0.04 0.06 0.03 0.02 0.05 0.03 0.06 0.05 -4.24 0.04 0.23 1.31 0.46 0.22 0.53 -1.02

UGT8 2906 1.88 4.31 5.13 1.94 0.07 1.17 1.12 1.22 3.76 0.37 2.42 1.27 1.62 0.22 1.41 1.67 0.26 -4.61 -1.04

UHMK1 8535 2.91 7.32 7.25 7.28 4.45 14.97 3.35 3.18 3.92 7.03 7.36 2.88 4.37 -0.59 0.74 0.73 0.74 0.02 1.02

UHRF1 4086 3.97 3.18 14.93 13.14 41.85 4.34 0.85 1.55 0.22 0.88 13.57 3.76 0.88 2.18 1.86 4.09 3.91 5.58 -1.64

UHRF1BP1 9658 0.81 1.53 4.60 2.47 1.05 1.17 0.87 0.87 1.05 1.07 1.94 0.95 0.97 -0.25 0.66 2.25 1.36 0.12 -0.73

UHRF1BP1L 5195 2.07 3.77 4.29 3.00 0.58 4.73 2.30 3.18 1.86 3.25 3.07 1.62 2.65 -0.36 0.51 0.70 0.18 -2.18 0.62

UHRF2 3637 5.54 9.91 6.99 6.52 12.45 10.28 5.17 6.35 9.16 12.77 8.62 3.11 8.36 -0.59 0.25 -0.26 -0.36 0.57 0.25

UIMC1 2825 3.69 6.56 4.09 9.17 7.64 15.86 4.11 4.50 10.39 11.85 7.83 2.97 7.71 -1.06 -0.23 -0.91 0.25 -0.01 1.02

ULBP1 3160 0.56 0.26 0.86 2.72 0.58 0.59 0.25 0.56 0.04 0.40 0.93 -0.11 0.31 0.83 -0.28 1.46 3.12 0.89 -0.65

ULBP2 1362 6.82 5.06 9.98 24.93 39.83 8.26 3.35 9.99 0.90 3.29 15.81 3.98 4.38 0.64 0.21 1.19 2.51 3.18 -0.94

ULBP3 735 0.00 0.93 0.00 0.00 0.00 0.00 0.59 0.00 0.08 0.00 0.16 -2.68 0.17 #NUM! 2.48 #NUM! #NUM! #NUM! #NUM!

ULK1 5239 2.81 8.36 7.24 20.60 13.06 4.66 8.42 8.10 9.41 5.75 9.46 3.24 7.92 -1.50 0.08 -0.13 1.38 0.72 -1.02

ULK2 9165 1.79 3.14 2.00 4.78 2.08 2.89 3.88 3.38 4.05 2.72 2.78 1.47 3.51 -0.97 -0.16 -0.81 0.45 -0.76 0.06

ULK3 2635 13.20 13.69 15.24 11.13 15.97 8.47 40.76 24.68 8.57 12.98 12.95 3.69 21.74 -0.72 -0.67 -0.51 -0.97 -0.45 -0.61

ULK4 4425 1.05 3.69 0.75 2.35 0.13 1.63 2.15 9.41 32.22 7.63 1.60 0.68 12.85 -3.61 -1.80 -4.10 -2.45 -6.59 0.02

UMOD 2327 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

UMODL1 5442 0.01 0.02 0.00 0.02 0.02 0.03 0.01 0.00 0.00 0.01 0.02 -6.03 0.00 0.57 2.46 #NUM! 2.49 2.48 0.86

UMPS 6837 3.11 1.98 3.92 5.29 7.65 9.26 1.69 1.81 2.39 2.54 5.20 2.38 2.11 0.56 -0.09 0.90 1.33 1.86 0.83

UNC119 1665 17.27 14.43 21.53 19.61 23.18 14.14 12.81 9.89 15.92 11.37 18.36 4.20 12.50 0.47 0.21 0.78 0.65 0.89 -0.38

UNC119B 4811 3.36 1.67 2.34 2.94 2.17 2.83 3.99 1.38 5.37 4.89 2.55 1.35 3.91 -0.22 -1.23 -0.74 -0.41 -0.85 0.15

UNC13A 9847 0.05 0.11 0.05 0.03 0.08 0.03 0.04 0.01 0.05 0.02 0.06 -4.13 0.03 0.73 1.87 0.79 -0.02 1.38 -0.86

UNC13B 6398 2.20 5.26 9.50 1.16 2.53 3.37 6.24 4.61 3.21 4.58 4.00 2.00 4.66 -1.08 0.18 1.03 -2.01 -0.88 -0.25

UNC13C 8140 0.00 0.01 0.00 0.00 0.00 0.01 0.02 0.00 0.00 0.01 0.00 -8.35 0.01 -1.17 -0.17 -0.94 #NUM! #NUM! 0.83

UNC13D 4406 2.70 6.36 16.39 4.63 10.00 3.16 8.92 8.43 2.39 3.31 7.21 2.85 5.76 -1.09 0.14 1.51 -0.31 0.80 -1.19

UNC45A 4035 9.47 16.43 11.52 12.04 39.57 26.60 13.52 11.20 59.78 17.80 19.27 4.27 25.58 -1.43 -0.64 -1.15 -1.09 0.63 0.47

UNC45B 5694 0.04 0.01 0.04 0.02 0.00 0.22 0.02 0.00 0.03 0.04 0.06 -4.15 0.02 0.83 -0.76 0.88 -0.43 -2.44 1.97

UNC50 1167 15.82 13.40 13.58 15.93 26.75 27.77 12.20 11.17 28.24 23.32 18.88 4.24 18.73 -0.24 -0.48 -0.46 -0.23 0.51 0.56

UNC5A 3749 0.11 0.43 0.13 0.16 0.00 0.19 0.11 0.08 0.00 0.09 0.17 -2.57 0.07 0.61 2.61 0.91 1.17 #NUM! 0.15

UNC5B 4998 5.51 8.92 14.24 12.51 3.35 4.31 11.49 11.20 0.81 5.63 8.14 3.02 7.28 -0.40 0.29 0.97 0.78 -1.12 -0.92

UNC5C 9879 0.12 0.63 0.16 0.14 0.03 0.32 0.50 0.22 1.44 0.40 0.23 -2.10 0.64 -2.41 -0.02 -2.02 -2.14 -4.48 0.47

UNC5CL 3128 0.07 2.60 0.14 0.38 0.51 0.32 0.12 0.24 0.07 0.29 0.67 -0.58 0.18 -1.41 3.86 -0.38 1.10 1.52 -1.04

UNC5D 7290 0.00 0.05 0.00 0.00 0.00 0.00 0.11 0.07 0.00 0.03 0.01 -6.68 0.05 #NUM! 0.02 #NUM! -5.84 -5.49 -1.42

UNC80 13562 0.01 0.00 0.00 0.00 0.00 0.01 0.03 0.01 0.00 0.00 0.00 -8.15 0.01 -0.33 -1.66 #NUM! #NUM! #NUM! 1.21

UNC93A 2132 0.10 0.50 0.00 0.43 0.61 0.09 0.43 1.18 0.00 0.26 0.29 -1.79 0.47 -2.18 0.10 #NUM! -0.13 0.38 -1.68

UNC93B1 2334 12.89 20.15 12.67 23.24 55.93 14.05 8.02 6.84 7.56 8.14 23.16 4.53 7.64 0.75 1.40 0.73 1.61 2.87 -0.72

UNG 2166 27.62 13.73 22.11 24.13 73.67 16.93 10.79 11.33 7.80 11.84 29.70 4.89 10.44 1.40 0.39 1.08 1.21 2.82 -0.81

UNK 3865 5.83 8.83 12.37 12.80 4.15 7.41 8.23 7.51 8.22 6.87 8.56 3.10 7.71 -0.40 0.20 0.68 0.73 -0.89 -0.21

UNKL 5109 0.00 2.00 0.65 0.00 0.00 0.00 1.10 0.00 0.00 0.00 0.44 -1.18 0.28 #NUM! 2.85 1.23 #NUM! #NUM! #NUM!

UNQ6494 2194 0.02 0.82 0.13 0.00 0.10 0.52 0.00 0.11 2.34 0.03 0.27 -1.91 0.62 -4.65 0.40 -2.25 #NUM! -2.56 0.96

UNQ6975 1114 0.35 0.00 0.26 0.00 0.00 1.50 0.64 0.00 0.11 0.34 0.35 -1.51 0.27 0.39 #NUM! -0.07 #NUM! #NUM! 2.09

UOX 1553 0.02 0.00 0.04 0.02 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -6.16 0.00 2.30 #NUM! 3.53 2.63 #NUM! #NUM!

UPB1 2167 1.09 0.22 0.02 0.18 0.01 1.37 0.11 0.05 0.10 0.08 0.48 -1.05 0.09 3.66 1.39 -2.48 1.08 -2.81 1.51

UPF1 5360 3.58 13.86 22.56 10.36 27.52 9.49 10.29 8.74 21.17 12.80 14.56 3.86 13.25 -1.89 0.06 0.77 -0.35 1.05 -0.62

UPF2 5223 8.71 8.98 12.26 15.55 8.38 8.67 10.18 7.26 3.48 4.71 10.42 3.38 6.41 0.44 0.49 0.94 1.28 0.39 -0.27

UPF3A 2402 12.79 17.23 12.43 13.37 6.75 19.20 15.69 8.62 14.05 14.18 13.63 3.77 13.14 -0.04 0.39 -0.08 0.03 -0.96 0.49

UPF3B 2404 6.52 7.91 13.49 9.01 2.43 11.16 6.73 3.32 2.16 4.04 8.42 3.07 4.06 0.68 0.96 1.73 1.15 -0.74 0.41

UPK1A 1223 13.28 9.97 0.51 0.18 0.09 1.76 60.64 137.77 0.02 24.43 4.30 2.10 55.71 -2.07 -2.48 -6.78 -8.26 -9.28 -1.29

UPK1B 2060 0.17 0.00 2.21 0.07 0.05 0.00 0.03 0.07 0.00 0.01 0.41 -1.27 0.03 2.65 #NUM! 6.38 1.33 0.90 #NUM!

UPK2 947 0.47 0.58 0.08 0.84 0.22 0.29 0.28 0.10 0.00 1.08 0.41 -1.28 0.37 0.35 0.65 -2.22 1.20 -0.76 -0.50

UPK3A 1056 0.35 1.70 0.20 0.22 0.51 0.28 0.05 0.00 0.31 0.38 0.54 -0.88 0.18 0.93 3.21 0.15 0.25 1.48 -0.97

UPK3B 1625 2.80 0.00 28.37 3.02 6.44 0.00 11.82 6.47 0.61 3.48 6.77 2.76 5.59 -1.00 #NUM! 2.34 -0.89 0.20 #NUM!

UPK3BL 1360 20.54 60.49 46.28 60.08 0.00 118.15 108.69 385.58 0.00 97.38 50.92 5.67 147.91 -2.85 -1.29 -1.68 -1.30 #NUM! 1.21

UPP1 1857 19.31 24.84 22.74 63.71 228.03 29.69 36.96 43.19 20.02 75.78 64.72 6.02 43.99 -1.19 -0.82 -0.95 0.53 2.37 -1.12

UPP2 2410 0.08 0.01 0.07 0.00 0.00 0.17 0.00 0.02 0.00 0.05 0.05 -4.23 0.02 2.20 -0.61 1.94 #NUM! #NUM! 1.64

UPRT 2570 0.81 2.41 1.80 1.33 0.78 4.76 1.99 1.95 4.29 3.82 1.98 0.99 3.01 -1.90 -0.32 -0.75 -1.18 -1.94 1.26

UQCC 2461 11.45 8.95 5.90 8.75 9.29 8.45 4.61 6.52 8.23 5.76 8.80 3.14 6.28 0.87 0.51 -0.09 0.48 0.56 -0.06

UQCR10 993 260.70 83.49 147.55 115.02 67.18 68.43 76.11 379.97 60.41 48.07 123.73 6.95 141.14 0.89 -0.76 0.06 -0.30 -1.07 -0.85

UQCR11 1335 320.19 275.20 18.46 70.87 61.94 52.00 302.90 40.72 31.98 192.33 133.11 7.06 141.98 1.17 0.95 -2.94 -1.00 -1.20 -1.36

UQCRB 4442 102.07 22.96 20.22 34.36 239.54 149.20 36.41 25.99 154.78 650.09 94.73 6.57 216.82 -1.09 -3.24 -3.42 -2.66 0.14 0.66

UQCRC1 1636 63.86 73.73 158.86 95.08 137.06 55.88 57.92 52.95 77.45 58.97 97.41 6.61 61.82 0.05 0.25 1.36 0.62 1.15 -0.80

UQCRC2 1674 79.85 53.87 37.40 60.42 60.92 76.68 56.73 69.83 75.10 88.38 61.52 5.94 72.51 0.14 -0.43 -0.96 -0.26 -0.25 0.32



UQCRFS1 1224 75.46 55.40 65.21 79.61 44.69 44.24 53.20 55.42 73.07 61.77 60.77 5.93 60.87 0.31 -0.14 0.10 0.39 -0.45 -0.46

UQCRH 546 317.58 66.88 93.09 112.84 584.62 407.94 107.17 104.61 322.97 379.90 263.82 8.04 228.66 0.47 -1.77 -1.30 -1.02 1.35 0.63

UQCRHL 538 10.12 1.50 6.02 3.84 35.61 27.91 1.99 6.11 0.00 30.25 14.17 3.82 9.59 0.08 -2.68 -0.67 -1.32 1.89 0.98

UQCRQ 1585 64.09 16.55 11.08 24.09 354.58 26.25 104.72 43.27 36.64 34.76 82.77 6.37 54.85 0.22 -1.73 -2.31 -1.19 2.69 -1.66

URB1 10808 1.10 3.09 7.14 12.47 3.87 2.21 2.17 3.40 2.98 1.10 4.98 2.32 2.41 -1.13 0.35 1.57 2.37 0.68 -1.17

URB2 5613 0.74 1.54 2.65 1.22 1.75 1.78 1.57 0.85 1.26 2.11 1.61 0.69 1.44 -0.97 0.10 0.87 -0.24 0.28 0.14

URGCP 3831 3.03 6.47 24.51 6.84 13.91 0.00 10.85 0.00 8.30 7.07 9.13 3.19 6.55 -1.11 -0.02 1.90 0.06 1.09 #NUM!

URGCP-MRPS24 838 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

URM1 1745 25.70 27.36 19.29 23.96 67.70 30.39 19.72 15.19 39.87 20.76 32.40 5.02 23.88 0.11 0.20 -0.31 0.00 1.50 -0.09

UROC1 3460 0.00 0.01 0.02 0.00 0.04 0.03 0.00 0.00 0.00 0.01 0.02 -6.02 0.00 #NUM! 2.30 3.52 #NUM! 4.52 0.87

UROD 1458 24.76 17.93 14.89 22.75 55.64 36.51 15.13 12.63 49.14 30.90 28.75 4.85 26.95 -0.12 -0.59 -0.86 -0.24 1.05 0.35

UROS 1371 17.27 11.84 9.23 15.21 27.65 12.19 8.70 6.49 18.79 9.20 15.57 3.96 10.80 0.68 0.13 -0.23 0.49 1.36 -0.35

USE1 877 15.09 18.96 16.65 8.83 36.86 25.24 15.44 10.81 24.36 20.70 20.27 4.34 17.83 -0.24 0.09 -0.10 -1.01 1.05 0.32

USF1 1831 19.33 22.13 19.63 19.74 25.40 0.00 10.36 11.12 22.58 17.56 17.71 4.15 15.40 0.33 0.52 0.35 0.36 0.72 #NUM!

USF2 1732 41.32 67.34 69.54 111.37 262.20 62.15 54.99 48.30 64.98 44.07 102.32 6.68 53.09 -0.36 0.34 0.39 1.07 2.30 -0.72

USH1C 3246 0.02 34.65 0.03 0.00 0.01 0.11 0.03 0.00 0.01 0.12 5.80 2.54 0.04 -0.67 9.81 -0.44 #NUM! -1.77 -5.77

USH1G 3561 0.99 0.40 0.14 1.08 0.14 0.10 0.50 1.96 0.01 0.18 0.47 -1.07 0.66 0.58 -0.72 -2.27 0.71 -2.27 -2.30

USH2A 18883 0.12 0.01 0.01 0.01 0.00 0.00 0.25 0.00 0.00 0.00 0.02 -5.35 0.06 0.91 -2.79 -3.37 -3.65 -4.66 -2.40

USHBP1 2410 0.41 1.31 0.33 0.27 0.28 1.76 1.22 0.40 4.01 1.50 0.73 -0.46 1.78 -2.12 -0.45 -2.43 -2.74 -2.67 1.27

USMG5 714 318.64 73.70 78.68 172.94 789.65 362.76 150.56 101.11 364.50 360.55 299.39 8.23 244.18 0.38 -1.73 -1.63 -0.50 1.69 0.28

USO1 3998 14.96 22.27 21.39 16.64 5.85 20.39 19.45 20.39 16.52 15.54 16.92 4.08 17.97 -0.26 0.31 0.25 -0.11 -1.62 0.27

USP1 3949 6.99 7.60 15.77 10.69 11.90 38.18 6.16 5.54 6.29 9.60 15.19 3.92 6.90 0.02 0.14 1.19 0.63 0.79 1.33

USP10 3399 17.42 19.93 15.36 24.41 18.69 13.52 16.76 16.56 12.85 12.36 18.22 4.19 14.63 0.25 0.45 0.07 0.74 0.35 -0.43

USP11 3300 11.54 22.07 14.67 19.99 22.06 18.26 15.71 15.32 47.56 18.42 18.10 4.18 24.25 -1.07 -0.14 -0.73 -0.28 -0.14 0.01

USP12 4503 2.17 4.89 6.10 6.65 2.78 8.90 3.39 6.40 5.13 10.18 5.25 2.39 6.28 -1.53 -0.36 -0.04 0.08 -1.17 0.76

USP13 7933 0.65 1.42 1.01 0.75 0.62 1.48 1.20 0.88 1.87 1.38 0.99 -0.02 1.33 -1.04 0.09 -0.40 -0.83 -1.11 0.59

USP14 4156 5.28 8.68 10.52 11.14 11.38 12.75 7.80 13.83 6.76 10.56 9.96 3.32 9.74 -0.88 -0.17 0.11 0.19 0.22 0.36

USP15 4611 8.20 8.66 17.00 12.80 2.00 9.84 5.20 12.98 2.31 7.69 9.75 3.29 7.05 0.22 0.30 1.27 0.86 -1.82 0.01

USP16 3052 9.38 12.55 12.32 21.99 2.87 14.62 12.01 11.82 5.78 9.85 12.29 3.62 9.87 -0.07 0.35 0.32 1.16 -1.78 0.25

USP17 1593 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 -8.51 0.00 0.55 0.14 -1.41 -0.04 0.22 #NUM!

USP17L2 1593 0.00 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 -8.50 0.01 #NUM! #NUM! 1.00 #NUM! #NUM! #NUM!

USP18 2037 5.45 4.85 10.13 15.94 9.46 11.46 0.94 1.28 2.48 4.39 9.55 3.26 2.27 1.26 1.09 2.16 2.81 2.06 0.26

USP19 4883 3.14 9.91 13.68 8.65 5.71 4.97 7.58 6.84 13.34 6.14 7.67 2.94 8.47 -1.43 0.23 0.69 0.03 -0.57 -0.63

USP2 3748 0.36 3.09 0.67 3.22 1.82 1.65 3.05 16.16 2.51 7.21 1.80 0.85 7.23 -4.32 -1.23 -3.43 -1.17 -1.99 -0.13

USP20 4511 2.69 5.59 4.85 5.00 5.83 4.15 4.05 3.29 8.42 4.53 4.68 2.23 5.07 -0.92 0.14 -0.06 -0.02 0.20 -0.18

USP21 2358 8.93 8.98 8.48 9.82 7.79 13.65 7.90 5.34 8.60 7.40 9.61 3.26 7.31 0.29 0.30 0.21 0.43 0.09 0.51

USP22 5220 9.67 21.62 15.36 21.41 11.46 9.36 20.24 12.54 18.99 14.49 14.81 3.89 16.57 -0.78 0.38 -0.11 0.37 -0.53 -0.66

USP24 10802 1.44 12.25 4.82 6.84 3.12 3.83 2.93 5.72 1.97 3.69 5.38 2.43 3.58 -1.32 1.78 0.43 0.94 -0.20 -0.49

USP25 4968 4.74 11.36 12.45 17.78 1.72 9.43 11.38 12.65 9.84 8.10 9.58 3.26 10.49 -1.15 0.11 0.25 0.76 -2.61 -0.02

USP26 2794 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -9.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

USP27X 2714 1.18 1.87 1.05 1.04 0.56 1.18 1.41 1.10 1.07 1.89 1.15 0.20 1.37 -0.21 0.46 -0.38 -0.39 -1.28 0.04

USP28 4642 3.91 3.82 5.50 4.44 2.27 3.47 3.93 4.57 3.12 3.23 3.90 1.96 3.71 0.07 0.04 0.57 0.26 -0.71 -0.17

USP3 2345 3.14 6.37 4.89 6.34 4.87 5.02 4.12 6.89 3.59 5.37 5.10 2.35 4.99 -0.67 0.35 -0.03 0.35 -0.04 -0.02

USP30 3766 2.59 4.37 1.80 3.39 1.91 2.55 2.93 2.42 3.66 2.73 2.77 1.47 2.93 -0.18 0.57 -0.70 0.21 -0.62 -0.12

USP31 10698 1.85 2.20 1.24 5.66 5.01 2.85 1.86 2.56 1.30 2.46 3.14 1.65 2.05 -0.14 0.10 -0.72 1.47 1.29 -0.14

USP32 7026 2.15 5.83 8.30 9.28 5.28 4.24 4.84 5.97 2.73 5.27 5.85 2.55 4.70 -1.13 0.31 0.82 0.98 0.17 -0.46

USP33 4524 3.50 6.95 10.82 8.36 9.37 24.10 5.98 7.35 10.09 9.38 10.52 3.39 8.20 -1.23 -0.24 0.40 0.03 0.19 1.20

USP34 11326 9.36 18.60 20.86 8.02 9.44 26.87 24.12 14.45 10.78 15.04 15.53 3.96 16.10 -0.78 0.21 0.37 -1.00 -0.77 0.79

USP35 4311 0.59 1.76 2.10 1.54 2.84 1.21 1.35 1.06 3.15 2.18 1.67 0.74 1.93 -1.71 -0.14 0.12 -0.33 0.56 -0.47

USP36 5234 2.24 7.67 7.79 5.74 5.36 5.67 5.60 9.49 4.87 14.39 5.75 2.52 8.59 -1.94 -0.16 -0.14 -0.58 -0.68 -0.02

USP37 8032 0.98 2.82 2.27 1.52 1.76 3.22 1.82 1.89 1.29 2.04 2.09 1.07 1.76 -0.84 0.68 0.37 -0.21 0.00 0.62

USP38 5195 2.27 5.09 5.04 4.67 4.69 4.05 3.00 3.44 3.19 4.62 4.30 2.10 3.56 -0.65 0.51 0.50 0.39 0.40 -0.09

USP39 2234 18.16 14.33 26.32 22.75 21.25 12.40 12.94 11.64 17.82 14.68 19.20 4.26 14.27 0.35 0.01 0.88 0.67 0.57 -0.63

USP4 4120 8.90 14.89 17.56 18.18 11.16 9.84 22.75 12.19 13.25 10.37 13.42 3.75 14.64 -0.72 0.02 0.26 0.31 -0.39 -0.45

USP40 5623 3.55 6.49 3.21 4.30 6.12 4.98 2.88 2.38 2.91 2.88 4.77 2.26 2.76 0.36 1.23 0.22 0.64 1.15 0.06

USP42 5135 1.80 3.55 6.77 3.97 1.28 1.75 4.63 3.64 1.33 2.97 3.19 1.67 3.14 -0.80 0.17 1.11 0.34 -1.29 -0.86

USP43 4089 0.70 1.61 4.08 1.52 12.87 0.38 0.77 1.00 0.02 0.67 3.52 1.82 0.61 0.19 1.39 2.73 1.30 4.39 -3.21

USP44 3476 0.21 0.13 0.02 0.05 0.13 0.21 0.14 0.07 0.17 0.42 0.13 -3.00 0.20 0.08 -0.59 -3.45 -2.03 -0.65 0.73

USP45 6388 0.00 1.15 0.00 0.00 0.91 0.00 0.00 0.00 0.69 0.00 0.34 -1.54 0.17 #NUM! 2.74 #NUM! #NUM! 2.40 #NUM!

USP46 8057 1.72 1.25 0.87 1.72 0.66 2.12 1.70 2.95 2.49 1.53 1.39 0.48 2.17 -0.34 -0.79 -1.31 -0.33 -1.72 0.61

USP47 7777 2.45 6.00 7.98 3.77 2.65 7.29 6.12 7.49 3.73 7.87 5.02 2.33 6.30 -1.36 -0.07 0.34 -0.74 -1.25 0.54

USP48 4465 6.79 10.68 8.42 9.91 1.90 13.38 7.49 7.08 5.77 11.10 8.52 3.09 7.86 -0.21 0.44 0.10 0.33 -2.05 0.65

USP49 3194 0.07 0.55 0.55 1.05 0.09 0.00 0.25 0.52 0.00 0.00 0.39 -1.38 0.19 -1.37 1.50 1.52 2.45 -1.18 #NUM!

USP5 3214 9.77 14.76 22.28 19.79 25.59 11.32 15.60 12.70 24.87 12.48 17.25 4.11 16.41 -0.75 -0.15 0.44 0.27 0.64 -0.61

USP50 1392 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

USP51 4410 0.80 0.93 0.25 1.27 0.05 0.40 0.45 0.33 0.38 0.74 0.62 -0.70 0.47 0.75 0.97 -0.92 1.43 -3.18 -0.63

USP53 6612 2.66 5.50 3.81 6.73 0.70 5.47 4.85 8.54 1.24 7.04 4.14 2.05 5.42 -1.03 0.02 -0.51 0.31 -2.96 0.40

USP54 6202 2.69 9.33 14.73 8.33 4.81 2.90 7.22 9.77 2.41 3.93 7.13 2.83 5.83 -1.11 0.68 1.34 0.51 -0.28 -1.30

USP6 7971 0.21 0.69 0.93 1.07 0.59 0.54 0.58 0.57 0.29 0.68 0.67 -0.57 0.53 -1.32 0.38 0.82 1.02 0.16 -0.33

USP6NL 4739 3.28 5.34 4.55 6.30 2.21 3.17 5.87 8.69 1.70 3.88 4.14 2.05 5.04 -0.62 0.08 -0.15 0.32 -1.19 -0.38

USP7 5412 6.16 18.26 11.75 19.22 7.73 12.81 21.74 15.14 10.34 18.29 12.65 3.66 16.38 -1.41 0.16 -0.48 0.23 -1.08 0.02

USP8 5866 11.32 14.42 13.91 17.76 1.59 15.57 8.81 12.96 4.45 5.39 12.43 3.64 7.90 0.52 0.87 0.82 1.17 -2.31 0.33

USP9X 12401 3.55 10.59 9.81 11.29 4.04 8.13 7.75 9.44 4.48 7.82 7.90 2.98 7.37 -1.06 0.52 0.41 0.61 -0.87 0.04

USP9Y 10048 0.00 0.01 0.04 0.00 0.01 0.00 0.02 0.00 0.00 0.00 0.01 -6.67 0.00 #NUM! 1.60 2.83 #NUM! 0.09 -1.49

USPL1 3905 3.02 5.04 3.62 4.75 0.44 0.00 2.98 3.22 2.60 6.73 2.81 1.49 3.89 -0.37 0.37 -0.10 0.29 -3.14 #NUM!

UST 4396 2.96 2.04 3.82 2.98 5.25 2.58 4.95 6.92 7.35 3.21 3.27 1.71 5.61 -0.92 -1.46 -0.55 -0.91 -0.10 -0.35

UTF1 1157 0.00 0.03 0.09 0.06 0.10 0.09 0.08 0.05 0.02 0.00 0.06 -4.03 0.04 #NUM! -0.59 1.22 0.73 1.29 0.56

UTP11L 2067 19.62 12.70 21.01 19.62 11.64 21.85 14.62 12.08 14.61 14.30 17.74 4.15 13.90 0.50 -0.13 0.60 0.50 -0.26 0.30

UTP14A 2577 8.48 9.59 9.39 7.00 7.67 8.86 7.28 5.53 6.70 8.72 8.50 3.09 7.06 0.27 0.44 0.41 -0.01 0.12 0.06

UTP14C 5537 0.57 2.98 0.88 1.67 0.00 1.66 0.99 1.19 0.45 0.96 1.29 0.37 0.90 -0.66 1.73 -0.04 0.89 #NUM! 0.36

UTP15 3655 1.06 2.23 2.07 2.67 1.27 2.03 1.90 1.78 1.26 3.54 1.89 0.92 2.12 -1.00 0.07 -0.03 0.33 -0.74 0.10

UTP18 1893 5.51 6.01 8.45 6.75 19.14 16.78 5.59 5.52 12.03 22.18 10.44 3.38 11.33 -1.04 -0.91 -0.42 -0.75 0.76 0.68

UTP20 9029 0.93 3.22 4.02 1.33 0.73 1.89 1.80 2.29 1.34 1.41 2.02 1.02 1.71 -0.88 0.91 1.23 -0.36 -1.22 -0.09

UTP23 3693 2.99 3.17 3.92 5.47 1.37 0.00 3.20 2.10 1.94 3.08 2.82 1.50 2.58 0.21 0.30 0.60 1.08 -0.92 #NUM!

UTP3 2088 7.04 8.04 13.19 9.88 9.20 8.64 8.85 7.00 7.56 11.57 9.33 3.22 8.74 -0.31 -0.12 0.59 0.18 0.07 -0.11

UTP6 2065 7.10 8.64 17.31 13.02 11.60 16.24 7.04 6.95 12.17 14.55 12.32 3.62 10.18 -0.52 -0.24 0.77 0.36 0.19 0.40

UTRN 12436 3.39 7.31 6.81 4.62 2.08 8.26 12.19 9.84 4.57 7.34 5.41 2.44 8.49 -1.32 -0.22 -0.32 -0.88 -2.03 0.61

UTS2 648 6.39 1.14 0.00 0.00 2.98 0.00 1.21 2.45 2.42 2.73 1.75 0.81 2.20 1.54 -0.95 #NUM! #NUM! 0.44 #NUM!

UTS2D 2408 0.12 0.17 0.10 0.03 0.03 0.11 0.06 0.11 0.11 0.08 0.09 -3.42 0.09 0.44 0.89 0.21 -1.69 -1.53 0.20

UTS2R 1170 0.05 0.05 0.00 0.00 0.00 0.02 0.00 0.00 0.04 0.00 0.02 -5.60 0.01 2.18 2.20 #NUM! #NUM! #NUM! 0.10

UTY 4931 0.00 0.00 0.06 0.00 0.01 0.00 0.01 0.00 0.00 0.01 0.01 -6.25 0.00 -1.84 #NUM! 3.75 #NUM! 1.67 #NUM!

UVRAG 5166 2.22 3.54 3.56 3.85 4.12 4.46 2.87 3.20 5.90 3.94 3.62 1.86 3.98 -0.84 -0.17 -0.16 -0.04 0.05 0.30

UXS1 2132 18.48 14.68 15.84 13.67 23.28 16.25 11.07 10.21 16.26 16.47 17.03 4.09 13.50 0.45 0.12 0.23 0.02 0.79 -0.07

UXT 734 110.95 88.67 73.78 55.59 197.02 153.16 64.48 69.95 102.53 115.26 113.19 6.82 88.06 0.33 0.01 -0.26 -0.66 1.16 0.44

VAC14 3107 9.21 12.87 14.96 19.28 37.92 10.98 8.73 8.01 9.74 5.49 17.53 4.13 7.99 0.20 0.69 0.90 1.27 2.25 -0.68

VAMP1 3151 1.77 5.01 2.36 1.59 0.00 0.00 4.16 1.00 0.00 1.35 1.79 0.84 1.63 0.12 1.62 0.54 -0.03 #NUM! #NUM!

VAMP2 2173 12.83 39.76 19.70 20.07 16.56 27.67 38.15 34.33 47.29 29.73 22.77 4.51 37.38 -1.54 0.09 -0.92 -0.90 -1.17 0.28

VAMP3 2225 35.03 39.96 35.65 45.31 16.38 55.69 33.98 35.85 49.44 59.31 38.01 5.25 44.65 -0.35 -0.16 -0.32 0.02 -1.45 0.55

VAMP4 5155 2.77 4.01 2.77 5.25 3.10 6.91 3.45 3.35 3.84 5.06 4.13 2.05 3.93 -0.50 0.03 -0.50 0.42 -0.34 0.74

VAMP5 694 60.50 39.15 62.34 0.00 102.92 98.55 35.40 0.00 132.92 75.54 60.58 5.92 60.96 -0.01 -0.64 0.03 #NUM! 0.76 0.70

VAMP7 2664 0.89 1.10 0.50 0.70 0.44 1.45 0.52 0.83 1.24 1.23 0.85 -0.24 0.96 -0.10 0.21 -0.94 -0.44 -1.11 0.78

VAMP8 790 207.80 83.35 106.13 162.34 290.07 139.43 116.46 190.12 34.30 129.66 164.85 7.37 117.63 0.82 -0.50 -0.15 0.46 1.30 -0.24

VANGL1 8691 2.94 3.33 3.74 5.51 3.45 3.14 2.82 2.32 2.08 1.52 3.69 1.88 2.18 0.43 0.61 0.78 1.34 0.66 -0.23

VANGL2 5355 3.93 7.36 5.38 11.51 0.65 7.82 4.27 4.81 3.03 5.49 6.11 2.61 4.40 -0.16 0.74 0.29 1.39 -2.76 0.36

VAPA 6994 66.16 53.17 94.54 87.58 26.71 79.69 16.52 70.96 19.06 23.08 67.98 6.09 32.41 1.03 0.71 1.54 1.43 -0.28 0.23

VAPB 7949 3.11 5.92 6.36 12.84 3.67 4.47 4.94 1.96 4.89 3.10 6.06 2.60 3.72 -0.26 0.67 0.77 1.79 -0.02 -0.44

VARS 4308 5.15 15.36 18.70 11.17 23.14 10.46 8.38 8.05 15.19 7.05 14.00 3.81 9.67 -0.91 0.67 0.95 0.21 1.26 -0.42

VARS2 3629 2.20 4.19 4.48 0.00 9.06 3.60 5.19 2.35 4.16 3.86 3.92 1.97 3.89 -0.83 0.11 0.20 #NUM! 1.22 -0.12

VASH1 6030 2.74 5.79 2.87 3.08 2.90 3.86 2.87 1.82 4.12 1.69 3.54 1.82 2.63 0.06 1.14 0.13 0.23 0.14 0.12

VASH2 4337 0.29 1.28 0.42 0.33 0.12 1.88 0.08 0.15 0.27 0.61 0.72 -0.47 0.28 0.08 2.19 0.60 0.24 -1.20 1.38

VASN 2864 3.49 19.85 5.78 9.84 23.19 22.25 17.49 22.63 16.55 39.41 14.07 3.81 24.02 -2.78 -0.28 -2.06 -1.29 -0.05 0.66

VASP 2298 25.24 60.15 58.91 65.27 59.45 35.26 31.18 31.54 96.31 44.65 50.71 5.66 50.92 -1.01 0.24 0.21 0.36 0.22 -0.52

VAT1 2758 31.73 47.32 27.42 29.43 62.31 55.77 98.99 73.63 83.98 70.71 42.33 5.40 81.83 -1.37 -0.79 -1.58 -1.48 -0.39 0.40

VAT1L 3784 0.01 0.09 0.02 0.05 0.05 0.13 0.51 0.01 0.49 0.02 0.06 -4.10 0.26 -4.23 -1.53 -4.00 -2.31 -2.51 1.19

VAV1 2888 1.64 4.29 4.45 1.97 19.40 4.83 1.49 1.12 3.28 2.16 6.10 2.61 2.01 -0.29 1.09 1.14 -0.03 3.27 -0.34

VAV2 4865 1.48 9.56 6.81 10.15 22.31 3.71 2.58 1.95 4.91 3.59 9.00 3.17 3.26 -1.14 1.55 1.06 1.64 2.78 -1.28

VAV3 4776 15.08 8.29 17.11 20.14 17.06 28.62 16.32 16.14 1.95 14.36 17.72 4.15 12.19 0.31 -0.56 0.49 0.72 0.48 0.69

VAX1 4494 0.00 0.00 0.00 0.53 2.50 0.08 0.03 0.00 0.01 0.00 0.52 -0.95 0.01 #NUM! #NUM! #NUM! 5.95 8.19 -2.76

VAX2 1163 1.61 0.68 0.43 0.00 0.05 0.29 0.16 0.03 0.77 0.55 0.51 -0.97 0.38 2.10 0.86 0.18 #NUM! -2.96 -0.79

VBP1 1643 16.95 9.89 12.91 10.03 21.23 39.18 8.28 8.01 18.67 24.01 18.36 4.20 14.74 0.20 -0.58 -0.19 -0.56 0.53 1.09

VCAM1 3220 4.12 11.36 13.35 3.78 0.97 41.48 1.97 4.50 33.70 14.40 12.51 3.65 13.64 -1.73 -0.26 -0.03 -1.85 -3.81 1.73

VCAN 12416 14.26 47.87 15.32 9.73 2.02 33.99 11.26 10.61 10.39 11.22 20.53 4.36 10.87 0.39 2.14 0.49 -0.16 -2.43 0.73

VCL 5647 18.77 60.01 40.05 43.89 22.55 24.16 81.57 65.88 82.42 49.01 34.90 5.13 69.72 -1.89 -0.22 -0.80 -0.67 -1.63 -0.53

VCP 3859 29.34 37.82 57.79 27.51 106.05 48.04 28.65 29.30 86.28 46.55 51.09 5.67 47.70 -0.70 -0.33 0.28 -0.79 1.15 -0.09

VCPIP1 8176 0.60 1.60 1.67 1.84 0.81 1.82 1.14 0.80 1.10 1.47 1.39 0.48 1.13 -0.92 0.51 0.57 0.71 -0.47 0.39

VCX3A 1004 0.15 0.03 0.00 0.07 0.01 0.04 0.03 0.00 0.00 0.00 0.05 -4.28 0.01 4.19 1.95 #NUM! 3.19 0.82 -0.29

VCX3B 1183 0.12 0.03 0.00 0.05 0.01 0.01 0.04 0.00 0.02 0.00 0.04 -4.80 0.02 2.97 0.72 #NUM! 1.73 -0.40 -2.51

VDAC1 2074 52.03 59.85 39.34 64.55 207.42 61.24 47.64 49.12 49.47 64.56 80.74 6.34 52.70 -0.02 0.18 -0.42 0.29 1.98 -0.40

VDAC2 1963 123.77 71.95 124.14 152.06 245.32 89.74 133.24 159.77 94.71 185.82 134.50 7.07 143.38 -0.21 -0.99 -0.21 0.08 0.77 -0.58

VDAC3 1461 69.93 33.42 45.55 22.52 85.42 48.12 36.16 33.34 46.39 45.79 50.83 5.67 40.42 0.79 -0.27 0.17 -0.84 1.08 -0.08

VDR 5060 4.76 12.04 6.12 14.60 9.35 5.28 5.84 6.03 1.19 6.59 8.69 3.12 4.91 -0.05 1.29 0.32 1.57 0.93 -0.72

VEGFA 3677 13.89 29.44 70.77 22.11 120.30 26.32 20.04 55.90 17.57 63.11 47.14 5.56 39.16 -1.50 -0.41 0.85 -0.82 1.62 -0.84

VEGFB 1172 18.84 27.84 41.30 24.98 58.58 54.86 28.30 28.46 47.75 32.24 37.73 5.24 34.19 -0.86 -0.30 0.27 -0.45 0.78 0.54

VEGFC 2076 2.49 6.49 3.68 5.21 1.99 15.97 3.45 6.69 10.52 9.66 5.97 2.58 7.58 -1.61 -0.22 -1.04 -0.54 -1.93 1.42

VENTX 2428 0.16 0.56 0.17 0.21 0.09 0.33 0.48 0.26 0.12 0.23 0.25 -1.97 0.27 -0.74 1.05 -0.68 -0.37 -1.54 0.38

VEPH1 4313 0.25 0.13 0.13 0.03 1.53 0.05 0.24 0.08 0.04 0.18 0.35 -1.51 0.14 0.87 -0.11 -0.11 -2.05 3.50 -2.94

VEZF1 4652 5.22 13.20 11.78 8.44 5.20 12.66 11.86 9.01 11.67 10.17 9.42 3.24 10.68 -1.03 0.31 0.14 -0.34 -1.04 0.43

VEZT 4653 14.17 16.65 25.30 17.32 21.40 13.53 13.06 16.85 9.19 10.05 18.06 4.18 12.29 0.21 0.44 1.04 0.50 0.80 -0.42

VGF 2586 0.01 0.02 0.13 0.30 0.35 0.27 0.00 0.02 0.00 0.03 0.18 -2.45 0.01 -0.22 0.78 3.46 4.63 4.85 0.59

VGLL1 1242 0.63 0.24 0.37 2.01 0.54 0.11 0.08 0.00 0.02 0.08 0.65 -0.62 0.04 3.84 2.47 3.07 5.51 3.62 -2.62

VGLL2 2212 0.00 0.03 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 0.01 -6.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.77

VGLL3 10396 0.32 0.96 0.96 0.47 0.13 2.54 1.00 0.92 1.73 2.55 0.90 -0.16 1.55 -2.28 -0.68 -0.69 -1.74 -3.55 1.50

VGLL4 3783 8.04 27.64 19.04 20.46 12.22 24.20 17.08 19.91 21.66 29.77 18.60 4.22 22.11 -1.46 0.32 -0.22 -0.11 -0.86 0.38

VHL 4560 3.81 8.47 7.79 7.98 3.83 4.71 7.34 4.26 3.97 5.19 6.10 2.61 5.19 -0.45 0.71 0.59 0.62 -0.44 -0.37

VHLL 1014 0.00 0.00 0.14 0.00 0.00 0.00 0.06 0.00 0.00 0.00 0.02 -5.40 0.02 #NUM! #NUM! 3.17 #NUM! #NUM! #NUM!

VIL1 2759 0.01 14.13 0.39 0.02 0.00 0.01 0.08 0.00 0.02 0.00 2.43 1.28 0.02 -1.35 9.16 3.98 -0.02 #NUM! -8.15

VILL 2787 5.45 37.50 3.08 2.61 3.13 3.38 1.81 1.53 3.58 2.93 9.19 3.20 2.46 1.14 3.93 0.32 0.08 0.35 -1.44

VIM 2151 374.41 603.82 586.21 242.19 171.22 1148.05 757.93 624.35 1986.27 1111.80 520.98 9.03 1120.09 -1.58 -0.89 -0.93 -2.21 -2.71 1.14

VIP 1618 0.02 0.05 0.04 0.00 0.00 0.57 0.15 0.18 0.11 0.60 0.11 -3.13 0.26 -3.88 -2.28 -2.64 #NUM! #NUM! 2.33

VIPAR 2969 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VIPR1 2808 2.34 4.00 0.32 5.77 1.34 4.24 3.49 3.00 0.32 1.92 3.00 1.59 2.18 0.10 0.88 -2.79 1.40 -0.70 0.50

VIPR2 3961 0.60 8.33 0.35 0.26 1.04 2.69 2.92 1.18 9.37 2.05 2.21 1.14 3.88 -2.70 1.10 -3.49 -3.92 -1.90 0.28

VIT 2832 0.06 0.25 0.08 0.07 0.56 1.58 2.70 0.14 12.42 0.67 0.43 -1.21 3.99 -6.08 -4.00 -5.73 -5.75 -2.84 1.87

VKORC1 1042 145.60 52.53 32.24 75.46 117.68 68.96 54.86 38.73 120.80 63.24 82.08 6.36 69.41 1.07 -0.40 -1.11 0.12 0.76 -0.25

VKORC1L1 1148 7.05 10.21 12.29 7.16 16.02 6.07 7.34 8.68 5.73 5.53 9.80 3.29 6.82 0.05 0.58 0.85 0.07 1.23 -0.69

VLDLR 3646 2.18 1.80 4.03 4.70 3.14 1.89 3.97 2.68 3.38 3.91 2.96 1.56 3.49 -0.68 -0.96 0.21 0.43 -0.15 -0.65

VMA21 4760 5.77 6.29 6.04 6.97 6.45 9.47 4.80 4.22 3.66 5.31 6.83 2.77 4.50 0.36 0.48 0.42 0.63 0.52 0.47

VMAC 1708 2.09 0.00 0.00 0.00 0.00 0.00 0.00 0.00 1.67 0.00 0.35 -1.52 0.42 2.32 #NUM! #NUM! #NUM! #NUM! #NUM!

VMO1 821 1.03 0.00 2.69 2.40 72.18 5.75 0.65 1.35 3.74 4.39 14.01 3.81 2.53 -1.30 #NUM! 0.09 -0.08 4.83 -1.28

VMP1 2197 52.38 48.50 48.20 35.39 46.17 0.00 26.81 88.70 42.42 130.77 38.44 5.26 72.17 -0.46 -0.57 -0.58 -1.03 -0.64 #NUM!

VN1R1 1566 0.00 0.42 0.02 0.07 0.00 0.02 0.00 0.15 0.11 0.00 0.09 -3.52 0.06 #NUM! 2.70 -1.61 0.08 #NUM! -2.47

VN1R2 1311 0.00 0.22 0.05 0.06 0.00 0.04 0.07 0.09 0.04 0.09 0.06 -4.02 0.07 #NUM! 1.63 -0.47 -0.37 #NUM! -0.67

VN1R5 1074 0.00 0.00 0.00 0.00 0.05 0.00 0.00 0.00 0.00 0.00 0.01 -6.84 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

VNN1 3844 1.17 5.22 2.78 1.50 4.06 0.92 0.13 0.13 0.23 0.36 2.61 1.38 0.21 2.44 4.60 3.70 2.80 4.24 -1.51

VNN2 2034 3.61 2.23 2.63 3.03 5.95 5.80 1.93 2.21 9.26 2.50 3.88 1.95 3.98 -0.14 -0.84 -0.60 -0.39 0.58 0.58

VNN3 1780 0.35 0.21 0.32 2.24 1.34 0.49 0.25 0.34 0.38 0.04 0.82 -0.28 0.25 0.46 -0.27 0.36 3.15 2.41 -0.75

VOPP1 2962 17.53 25.55 23.15 15.11 30.68 29.64 11.73 9.98 24.58 20.87 23.61 4.56 16.79 0.06 0.61 0.46 -0.15 0.87 0.33

VPRBP 6001 1.48 5.38 11.02 4.90 1.50 2.99 4.10 7.37 4.01 4.46 4.55 2.18 4.99 -1.75 0.11 1.14 -0.03 -1.74 -0.60

VPREB1 641 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VPREB3 602 2.90 2.48 2.86 0.40 0.35 4.47 0.33 0.33 0.00 0.66 2.24 1.17 0.33 3.13 2.91 3.11 0.27 0.08 1.00

VPS11 3279 7.82 12.13 9.03 6.34 8.38 9.13 9.03 7.77 17.72 10.24 8.81 3.14 11.19 -0.52 0.12 -0.31 -0.82 -0.42 0.05

VPS13A 11262 2.26 3.24 3.59 8.58 1.15 3.30 3.15 3.11 1.96 2.31 3.69 1.88 2.63 -0.22 0.30 0.45 1.71 -1.19 -0.16

VPS13B 14111 2.21 3.21 3.73 7.00 0.46 4.58 2.93 3.50 5.85 2.74 3.53 1.82 3.75 -0.76 -0.23 -0.01 0.90 -3.04 0.38

VPS13C 14607 2.33 12.09 8.79 7.62 1.27 15.53 4.25 6.77 1.83 7.79 7.94 2.99 5.16 -1.14 1.23 0.77 0.56 -2.03 0.97

VPS13D 16341 1.55 3.27 4.31 8.16 0.60 7.37 8.44 7.66 2.69 6.21 4.21 2.07 6.25 -2.01 -0.93 -0.54 0.38 -3.37 0.81

VPS16 2769 6.13 11.81 9.59 12.25 23.40 10.45 5.77 6.91 12.82 8.97 12.27 3.62 8.62 -0.49 0.45 0.15 0.51 1.44 -0.23

VPS18 3922 3.52 5.18 7.75 6.45 6.76 3.40 2.96 2.03 5.23 3.51 5.51 2.46 3.43 0.04 0.59 1.17 0.91 0.98 -0.70

VPS24 3194 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VPS25 1122 68.42 52.71 40.50 55.88 116.96 28.80 33.11 31.04 30.63 31.57 60.55 5.92 31.59 1.12 0.74 0.36 0.82 1.89 -1.07

VPS26A 2707 14.63 13.87 23.13 24.45 17.99 24.87 16.18 18.40 13.17 25.35 19.82 4.31 18.27 -0.32 -0.40 0.34 0.42 -0.02 0.33

VPS26B 3685 7.80 9.57 5.97 7.09 6.13 5.38 10.45 7.60 14.19 8.18 6.99 2.81 10.10 -0.37 -0.08 -0.76 -0.51 -0.72 -0.38

VPS28 1160 99.90 82.70 95.37 61.74 283.70 91.98 61.10 63.55 135.89 92.42 119.23 6.90 88.24 0.18 -0.09 0.11 -0.52 1.68 -0.37

VPS29 1107 89.20 52.12 98.36 93.06 105.79 80.67 97.21 46.97 62.51 63.68 86.53 6.44 67.59 0.40 -0.38 0.54 0.46 0.65 -0.10

VPS33A 2628 3.32 5.14 5.97 5.53 6.11 3.70 3.00 3.16 0.00 2.70 4.96 2.31 2.22 0.58 1.21 1.43 1.32 1.46 -0.43

VPS33B 2639 2.73 5.95 3.04 3.83 3.72 3.55 3.46 2.19 3.85 3.53 3.80 1.93 3.26 -0.26 0.87 -0.10 0.24 0.19 -0.10

VPS35 3298 30.11 30.73 21.58 37.87 17.39 30.47 25.97 28.91 23.69 32.21 28.02 4.81 27.69 0.12 0.15 -0.36 0.45 -0.67 0.12

VPS36 4427 5.85 8.30 5.60 11.58 2.60 10.66 8.07 8.29 7.04 9.95 7.43 2.89 8.34 -0.51 -0.01 -0.57 0.47 -1.68 0.52

VPS37A 4585 11.76 12.63 21.35 8.95 7.34 17.31 5.04 12.52 11.66 14.25 13.22 3.73 10.87 0.11 0.22 0.97 -0.28 -0.57 0.39

VPS37B 2766 8.70 16.24 14.31 19.16 9.31 8.33 18.55 13.91 8.06 15.05 12.67 3.66 13.89 -0.68 0.23 0.04 0.46 -0.58 -0.61

VPS37C 2711 3.92 7.41 15.88 8.34 12.98 9.69 7.41 6.70 14.91 6.89 9.70 3.28 8.98 -1.19 -0.28 0.82 -0.11 0.53 0.00

VPS37D 1609 0.88 1.14 0.21 0.15 0.41 0.86 1.13 0.00 2.67 1.71 0.61 -0.72 1.38 -0.64 -0.27 -2.74 -3.16 -1.75 0.50

VPS39 4851 5.71 12.77 8.97 13.75 4.65 7.86 9.02 8.98 14.21 7.62 8.95 3.16 9.96 -0.80 0.36 -0.15 0.47 -1.10 -0.19

VPS41 4894 5.43 5.95 7.91 6.88 2.65 8.40 5.12 7.53 6.24 7.78 6.20 2.63 6.67 -0.30 -0.16 0.25 0.05 -1.33 0.44

VPS45 2817 22.87 20.54 10.86 10.14 4.93 16.20 9.98 8.82 9.70 14.43 14.26 3.83 10.73 1.09 0.94 0.02 -0.08 -1.12 0.18

VPS4A 2211 16.72 28.68 20.47 25.88 42.47 22.42 27.17 19.86 36.10 26.61 26.11 4.71 27.44 -0.71 0.06 -0.42 -0.08 0.63 -0.22

VPS4B 3396 5.32 9.26 12.55 25.86 5.34 17.14 10.47 14.71 10.70 17.20 12.58 3.65 13.27 -1.32 -0.52 -0.08 0.96 -1.31 0.45

VPS52 2990 11.29 25.79 16.36 45.85 17.17 14.04 19.01 18.54 17.12 11.40 21.75 4.44 16.52 -0.55 0.64 -0.01 1.47 0.06 -0.63

VPS53 13106 0.94 2.68 4.54 6.37 1.37 1.03 2.85 4.00 1.15 1.15 2.82 1.50 2.29 -1.28 0.23 0.99 1.48 -0.74 -1.45

VPS54 3994 0.00 3.17 5.52 3.69 4.66 5.11 3.41 3.82 3.71 6.61 3.69 1.88 4.39 #NUM! -0.47 0.33 -0.25 0.09 0.47

VPS72 1324 26.98 24.63 37.45 37.78 64.51 44.67 24.65 19.06 46.27 22.76 39.34 5.30 28.18 -0.06 -0.19 0.41 0.42 1.19 0.18

VPS8 5064 7.82 6.28 3.62 10.99 6.21 10.67 5.55 5.39 4.63 7.60 7.60 2.93 5.79 0.43 0.12 -0.68 0.92 0.10 0.49

VRK1 1720 4.54 2.97 5.37 10.75 10.96 11.94 2.06 2.50 4.03 5.12 7.75 2.96 3.43 0.40 -0.21 0.65 1.65 1.68 0.62

VRK2 2076 11.81 9.70 30.48 9.41 1.14 6.75 8.21 15.62 1.25 8.32 11.55 3.53 8.35 0.50 0.22 1.87 0.17 -2.87 -0.78

VRK3 2129 7.62 12.38 17.58 21.83 8.32 10.23 7.80 7.18 13.75 6.98 12.99 3.70 8.93 -0.23 0.47 0.98 1.29 -0.10 -0.34

VRTN 3464 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.01 0.03 0.00 0.00 -8.06 0.01 #NUM! 0.52 #NUM! #NUM! -0.58 #NUM!

VSIG1 3236 0.12 0.49 0.20 1.31 0.06 0.68 0.07 0.06 0.06 0.10 0.48 -1.07 0.07 0.68 2.75 1.42 4.16 -0.41 0.51

VSIG10 5003 1.13 2.93 2.21 3.09 2.58 4.01 3.06 1.98 1.76 2.52 2.66 1.41 2.33 -1.04 0.33 -0.07 0.41 0.14 0.59

VSIG10L 3674 13.77 6.68 2.58 82.31 0.84 2.50 54.49 37.55 1.30 11.10 18.11 4.18 26.11 -0.92 -1.97 -3.34 1.66 -4.96 -2.85

VSIG2 1138 3.91 2.19 0.25 0.34 0.20 0.46 0.00 0.63 0.00 1.26 1.22 0.29 0.47 3.05 2.21 -0.91 -0.49 -1.25 -1.42

VSIG4 2209 3.78 9.27 7.95 7.77 35.68 21.61 4.02 6.74 20.48 14.87 14.34 3.84 11.53 -1.61 -0.31 -0.54 -0.57 1.63 0.59



VSIG8 1818 0.00 0.00 0.00 0.00 0.00 0.00 10.24 4.72 0.00 0.00 0.00 #NUM! 3.74 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

VSNL1 2014 41.03 15.02 31.43 30.90 1.11 7.26 25.17 51.39 5.31 25.16 21.13 4.40 26.76 0.62 -0.83 0.23 0.21 -4.59 -1.54

VSTM1 1034 0.00 0.27 1.26 0.00 0.44 0.44 0.09 0.15 0.37 0.17 0.40 -1.31 0.20 #NUM! 0.47 2.69 #NUM! 1.18 0.13

VSTM2A 1286 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

VSTM2B 1243 0.02 0.52 0.06 0.00 0.00 0.33 3.02 0.41 2.36 0.63 0.16 -2.69 1.60 -6.09 -1.62 -4.86 #NUM! #NUM! 1.09

VSTM2L 2018 0.17 0.53 0.49 2.51 2.65 0.25 0.24 0.13 0.89 0.56 1.10 0.14 0.46 -1.45 0.22 0.11 2.46 2.54 -2.17

VSTM4 6354 1.48 3.97 0.98 1.59 0.24 3.66 3.71 2.04 11.43 3.81 1.99 0.99 5.25 -1.82 -0.40 -2.42 -1.72 -4.43 0.88

VSTM5 603 0.00 0.00 0.00 0.00 0.84 0.05 0.00 0.12 0.05 0.05 0.15 -2.76 0.06 #NUM! #NUM! #NUM! #NUM! 3.88 -1.50

VSX1 1956 0.00 0.05 0.00 0.03 0.00 0.02 0.00 0.00 0.02 0.07 0.02 -5.83 0.02 #NUM! 1.15 #NUM! 0.41 #NUM! 0.41

VSX2 2995 0.00 0.04 0.00 0.01 0.00 0.01 0.00 0.02 0.01 0.00 0.01 -6.79 0.01 #NUM! 2.46 #NUM! 0.79 #NUM! -0.22

VTA1 3273 18.21 8.71 25.58 11.33 13.98 14.84 8.64 10.56 7.95 12.93 15.44 3.95 10.02 0.86 -0.20 1.35 0.18 0.48 -0.06

VTCN1 2605 1.61 0.54 0.20 0.06 0.17 1.17 0.01 0.00 0.06 0.73 0.62 -0.68 0.20 2.99 1.41 -0.01 -1.77 -0.25 0.90

VTI1A 4401 2.81 2.76 2.26 5.23 2.67 3.04 2.80 3.25 2.21 3.08 3.13 1.65 2.83 -0.01 -0.04 -0.33 0.89 -0.08 -0.04

VTI1B 1357 44.60 22.36 27.65 25.74 39.39 37.82 27.12 22.28 46.38 35.72 32.92 5.04 32.88 0.44 -0.56 -0.25 -0.35 0.26 0.20

VTN 1678 0.13 0.47 0.06 0.10 175.86 0.25 0.10 0.10 0.96 0.15 29.48 4.88 0.33 -1.30 0.52 -2.48 -1.65 9.07 -6.89

VWA1 4659 8.00 9.99 5.05 7.77 17.20 14.11 16.40 6.66 66.22 6.01 10.35 3.37 23.82 -1.57 -1.25 -2.24 -1.62 -0.47 0.45

VWA2 2946 0.40 0.48 0.02 0.49 3.19 1.30 0.74 1.50 0.08 0.80 0.98 -0.03 0.78 -0.97 -0.69 -5.21 -0.68 2.03 0.41

VWA3A 4686 0.00 0.66 0.00 0.02 0.00 0.00 0.02 0.00 0.01 0.27 0.11 -3.13 0.08 #NUM! 3.08 #NUM! -1.88 #NUM! -4.53

VWA3B 4765 0.00 0.26 0.02 0.04 0.02 0.00 0.00 0.00 0.03 0.01 0.06 -4.14 0.01 -1.33 4.64 0.89 1.81 1.02 -3.57

VWA5A 3552 5.46 8.88 4.63 5.88 7.03 10.59 6.13 10.66 11.28 12.19 7.08 2.82 10.07 -0.88 -0.18 -1.12 -0.78 -0.52 0.58

VWA5B1 4475 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VWA5B2 4040 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VWC2 1918 0.22 0.06 0.14 0.02 0.00 0.23 0.67 0.04 0.55 0.07 0.11 -3.18 0.33 -0.61 -2.51 -1.26 -4.19 #NUM! 1.05

VWC2L 908 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

VWCE 3536 0.12 0.25 0.29 0.13 0.21 0.84 0.35 0.10 0.49 0.36 0.31 -1.71 0.32 -1.46 -0.37 -0.17 -1.32 -0.61 1.45

VWDE 5583 0.03 0.01 0.01 0.01 0.02 0.34 0.01 0.06 0.02 0.11 0.07 -3.85 0.05 -0.62 -2.37 -3.20 -2.10 -1.52 2.30

VWF 8833 3.66 15.26 18.79 11.87 7.12 29.67 6.46 19.88 68.40 24.97 14.39 3.85 29.93 -3.03 -0.97 -0.67 -1.33 -2.07 1.04

WAC 3806 24.55 36.48 26.85 55.66 10.37 22.69 32.21 38.66 13.05 55.90 29.43 4.88 34.95 -0.51 0.06 -0.38 0.67 -1.75 -0.38

WAPAL 6302 2.46 5.64 5.24 7.30 6.50 6.67 6.50 6.48 4.64 6.98 5.64 2.49 6.15 -1.32 -0.12 -0.23 0.25 0.08 0.24

WARS 2884 34.05 159.14 674.92 62.69 186.42 54.43 15.01 16.49 44.34 29.77 195.27 7.61 26.40 0.37 2.59 4.68 1.25 2.82 -1.84

WARS2 2835 4.44 3.60 4.62 3.18 4.04 6.10 2.99 5.36 3.07 4.48 4.33 2.11 3.97 0.16 -0.14 0.22 -0.32 0.02 0.49

WAS 1844 3.70 12.28 11.98 6.47 8.51 10.40 3.53 4.10 6.95 2.77 8.89 3.15 4.34 -0.23 1.50 1.47 0.58 0.97 0.23

WASF1 3230 1.74 2.66 6.35 4.40 3.59 5.11 2.31 2.86 4.42 3.53 3.97 1.99 3.28 -0.91 -0.30 0.95 0.43 0.13 0.36

WASF2 5676 21.17 25.05 43.25 33.12 8.73 13.84 53.31 30.71 25.38 21.63 24.19 4.60 32.76 -0.63 -0.39 0.40 0.02 -1.91 -0.81

WASF3 4850 0.39 1.85 1.76 1.39 0.20 3.01 1.68 1.67 3.16 3.04 1.43 0.52 2.39 -2.62 -0.37 -0.44 -0.78 -3.55 1.07

WASH1 1837 3.76 6.81 4.85 10.53 2.79 4.02 3.78 1.18 2.99 3.03 5.46 2.45 2.75 0.45 1.31 0.82 1.94 0.02 -0.44

WASH2P 1975 0.74 4.63 2.13 2.89 2.82 3.00 2.11 1.22 4.40 2.81 2.70 1.43 2.64 -1.84 0.81 -0.31 0.13 0.10 0.15

WASH3P 2590 1.59 11.96 5.93 3.41 6.72 6.71 2.28 2.55 5.09 3.47 6.06 2.60 3.35 -1.07 1.84 0.83 0.03 1.00 0.15

WASH5P 1137 2.02 15.35 5.18 13.79 2.96 2.16 4.29 7.48 1.40 2.29 6.91 2.79 3.87 -0.94 1.99 0.42 1.83 -0.38 -1.68

WASH7P 1786 2.02 8.51 3.66 4.66 3.64 4.13 3.19 2.67 3.25 3.29 4.44 2.15 3.10 -0.62 1.46 0.24 0.59 0.23 -0.10

WASL 4430 6.57 12.81 16.92 14.34 8.19 15.34 11.39 12.54 12.17 15.76 12.36 3.63 12.97 -0.98 -0.02 0.38 0.15 -0.66 0.31

WBP1 1237 13.76 10.78 12.94 22.93 29.25 27.70 32.37 14.84 46.36 29.83 19.56 4.29 30.85 -1.16 -1.52 -1.25 -0.43 -0.08 0.50

WBP11 2690 17.17 25.81 49.88 32.83 24.20 21.87 21.10 23.48 13.70 20.68 28.63 4.84 19.74 -0.20 0.39 1.34 0.73 0.29 -0.39

WBP11P1 2986 0.01 0.03 0.01 0.00 0.01 0.02 0.02 0.05 0.01 0.11 0.01 -6.31 0.05 -2.34 -0.76 -2.63 -4.34 -1.90 0.54

WBP2 1944 24.88 48.90 40.70 62.76 95.83 57.57 53.57 47.92 74.50 54.56 55.11 5.78 57.64 -1.21 -0.24 -0.50 0.12 0.73 0.06

WBP2NL 2330 0.00 0.09 0.01 0.15 0.00 0.16 0.12 0.05 0.11 0.06 0.07 -3.85 0.08 #NUM! 0.17 -2.61 0.82 #NUM! 1.23

WBP4 2354 6.84 8.34 5.81 12.11 1.70 12.08 11.82 8.83 6.44 7.24 7.82 2.97 8.58 -0.33 -0.04 -0.56 0.50 -2.33 0.63

WBP5 1102 33.34 31.70 18.57 29.73 68.75 98.83 25.32 28.91 52.40 93.45 46.82 5.55 50.02 -0.59 -0.66 -1.43 -0.75 0.46 1.08

WBSCR16 2386 6.68 7.56 11.25 9.82 24.65 14.24 7.10 5.85 23.27 12.84 12.37 3.63 12.26 -0.88 -0.70 -0.12 -0.32 1.01 0.20

WBSCR17 3298 0.11 0.42 0.05 0.03 0.03 0.35 1.07 0.17 7.37 0.88 0.17 -2.58 2.37 -4.39 -2.50 -5.51 -6.27 -6.28 1.09

WBSCR22 1435 15.60 14.17 19.62 20.67 67.89 39.04 12.86 10.88 32.92 32.15 29.50 4.88 22.20 -0.51 -0.65 -0.18 -0.10 1.61 0.40

WBSCR27 958 7.97 0.00 1.45 0.00 0.00 2.12 0.00 0.00 1.23 0.98 1.92 0.94 0.55 3.85 #NUM! 1.38 #NUM! #NUM! 0.14

WBSCR28 857 0.11 0.19 0.00 0.00 0.72 0.83 0.00 0.00 0.00 0.06 0.31 -1.69 0.02 2.89 3.65 #NUM! #NUM! 5.58 1.42

WDFY1 4607 6.32 14.78 11.10 5.36 3.68 15.05 6.01 8.43 6.94 12.64 9.38 3.23 8.51 -0.43 0.80 0.38 -0.67 -1.21 0.68

WDFY2 3809 2.62 4.24 4.47 8.76 3.10 3.02 4.90 8.44 1.29 5.42 4.37 2.13 5.01 -0.93 -0.24 -0.16 0.81 -0.69 -0.53

WDFY3 14329 1.01 3.33 4.83 5.65 0.87 4.53 5.03 5.02 2.27 3.23 3.37 1.75 3.89 -1.94 -0.22 0.31 0.54 -2.16 0.43

WDFY4 10033 0.77 1.64 2.20 3.89 0.57 1.34 1.14 1.03 0.50 0.40 1.74 0.80 0.77 0.01 1.09 1.52 2.34 -0.44 -0.38

WDHD1 6054 1.80 1.73 4.77 4.67 1.61 2.11 0.70 1.15 0.18 0.75 2.78 1.48 0.70 1.36 1.31 2.77 2.74 1.20 -0.40

WDPCP 3326 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WDR1 3160 41.60 91.30 108.10 67.28 91.94 88.04 73.69 68.12 158.14 96.83 81.38 6.35 99.19 -1.25 -0.12 0.12 -0.56 -0.11 0.11

WDR11 4746 4.07 6.72 6.01 5.83 3.82 9.34 4.45 5.95 7.40 15.04 5.97 2.58 8.21 -1.01 -0.29 -0.45 -0.49 -1.10 0.65

WDR12 2299 4.33 3.45 3.77 6.35 4.64 6.92 3.23 3.51 4.76 7.24 4.91 2.30 4.68 -0.11 -0.44 -0.31 0.44 -0.01 0.50

WDR13 2485 13.17 26.06 21.24 17.76 81.44 28.77 19.49 13.45 44.34 27.20 31.41 4.97 26.12 -0.99 0.00 -0.30 -0.56 1.64 -0.13

WDR16 2207 0.07 0.31 0.16 0.04 0.06 0.06 0.01 0.14 0.09 0.09 0.12 -3.09 0.08 -0.28 1.88 0.95 -0.95 -0.37 -0.96

WDR17 7529 0.04 0.08 0.00 0.02 0.01 0.19 0.10 0.07 0.28 0.18 0.06 -4.12 0.16 -1.92 -0.93 -5.28 -2.86 -4.60 1.71

WDR18 1551 21.48 13.80 32.33 22.78 25.40 9.91 16.40 11.22 14.36 12.34 20.95 4.39 13.58 0.66 0.02 1.25 0.75 0.90 -1.08

WDR19 4534 3.10 6.00 2.65 3.43 1.46 10.93 6.89 4.92 6.95 13.31 4.59 2.20 8.02 -1.37 -0.42 -1.60 -1.23 -2.45 1.25

WDR20 3102 5.87 7.30 0.00 5.67 4.34 4.95 7.56 6.61 6.75 6.49 4.69 2.23 6.85 -0.22 0.09 #NUM! -0.27 -0.66 0.08

WDR24 3165 3.02 0.00 3.70 7.90 7.38 0.00 3.40 2.42 3.17 1.51 3.67 1.87 2.63 0.20 #NUM! 0.49 1.59 1.49 #NUM!

WDR25 2121 3.42 7.38 0.00 0.00 11.73 4.66 2.63 2.94 0.00 0.00 4.53 2.18 1.39 1.30 2.41 #NUM! #NUM! 3.08 0.04

WDR26 6884 5.09 17.43 12.95 21.52 23.10 15.93 16.80 18.18 9.86 17.05 16.00 4.00 15.47 -1.60 0.17 -0.26 0.48 0.58 -0.01

WDR27 3599 0.92 4.06 3.07 8.67 0.00 2.62 6.39 4.66 2.07 0.00 3.22 1.69 3.28 -1.84 0.31 -0.09 1.40 #NUM! -0.30

WDR3 3877 2.40 3.18 7.99 4.92 6.31 6.77 3.47 2.89 5.43 8.10 5.26 2.40 4.97 -1.05 -0.64 0.68 -0.02 0.34 0.36

WDR31 2508 0.66 1.30 0.64 1.06 0.32 0.51 0.70 0.63 0.42 0.55 0.75 -0.42 0.58 0.20 1.17 0.15 0.87 -0.86 -0.54

WDR33 6315 6.50 10.90 11.06 10.30 10.99 18.59 6.99 25.61 8.21 11.68 11.39 3.51 13.12 -1.01 -0.27 -0.25 -0.35 -0.26 0.71

WDR34 1818 24.05 35.10 34.54 31.87 170.75 27.20 0.00 0.00 0.00 12.80 53.92 5.75 3.20 2.91 3.46 3.43 3.32 5.74 -0.99

WDR35 6957 0.56 1.53 1.16 1.00 1.42 2.10 1.08 1.06 1.43 2.17 1.30 0.38 1.43 -1.35 0.10 -0.31 -0.51 -0.01 0.70

WDR36 6611 1.42 3.37 2.28 3.73 2.19 4.52 2.17 2.73 2.39 3.57 2.92 1.55 2.72 -0.93 0.31 -0.25 0.46 -0.31 0.63

WDR37 4611 1.68 2.98 0.00 5.49 1.45 2.35 2.19 2.21 0.00 0.00 2.33 1.22 1.10 0.61 1.44 #NUM! 2.32 0.39 0.02

WDR38 1252 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WDR4 2155 2.11 3.81 5.92 8.48 7.85 2.88 2.74 1.64 2.67 2.87 5.17 2.37 2.48 -0.23 0.62 1.26 1.77 1.66 -0.85

WDR41 2608 7.64 8.00 7.10 7.70 7.87 12.28 8.10 6.03 6.40 13.00 8.43 3.08 8.38 -0.13 -0.07 -0.24 -0.12 -0.09 0.54

WDR43 3501 6.41 8.69 35.86 15.83 12.51 8.33 9.46 13.45 5.73 13.68 14.60 3.87 10.58 -0.72 -0.28 1.76 0.58 0.24 -0.81

WDR44 4160 2.05 5.31 6.45 6.15 2.77 5.38 3.50 5.09 3.61 4.39 4.69 2.23 4.15 -1.01 0.36 0.64 0.57 -0.58 0.20

WDR45 1925 28.18 31.69 16.52 25.47 44.22 28.96 14.86 14.34 36.13 24.86 29.17 4.87 22.55 0.32 0.49 -0.45 0.18 0.97 -0.01

WDR45L 2596 23.81 30.76 40.79 26.54 35.72 29.59 23.96 21.87 29.18 32.98 31.20 4.96 27.00 -0.18 0.19 0.60 -0.02 0.40 -0.08

WDR46 2363 8.90 11.83 12.24 8.14 20.37 12.31 7.15 0.00 17.84 12.41 12.30 3.62 9.35 -0.07 0.34 0.39 -0.20 1.12 0.00

WDR47 4394 2.64 3.00 8.04 4.95 1.55 4.84 4.47 7.30 4.74 5.64 4.17 2.06 5.54 -1.07 -0.89 0.54 -0.16 -1.84 0.22

WDR48 3705 5.07 9.26 12.02 9.81 1.67 6.92 6.88 6.45 8.74 9.89 7.46 2.90 7.99 -0.66 0.21 0.59 0.30 -2.26 -0.11

WDR49 2672 0.00 0.04 0.06 0.01 0.03 0.08 0.02 0.18 0.04 0.06 0.04 -4.74 0.07 #NUM! -0.83 -0.29 -2.51 -1.35 1.12

WDR5 3163 6.54 7.82 17.18 13.62 15.53 5.76 6.39 4.66 6.64 5.85 11.08 3.47 5.89 0.15 0.41 1.55 1.21 1.40 -0.94

WDR52 10277 1.59 0.00 0.00 0.00 0.17 0.00 2.62 1.09 2.09 1.36 0.29 -1.76 1.79 -0.17 #NUM! #NUM! #NUM! -3.38 #NUM!

WDR53 1584 4.04 2.97 2.57 12.72 8.83 5.55 3.21 2.47 2.61 3.04 6.11 2.61 2.83 0.51 0.07 -0.14 2.17 1.64 -0.14

WDR54 1223 5.64 8.49 0.00 17.88 30.47 8.84 5.00 3.69 9.28 6.04 11.89 3.57 6.00 -0.09 0.50 #NUM! 1.58 2.34 -0.43

WDR55 2580 2.92 6.12 3.53 7.23 8.11 0.00 3.97 3.14 0.00 4.08 4.65 2.22 2.80 0.06 1.13 0.33 1.37 1.54 #NUM!

WDR59 3678 3.35 7.17 3.62 7.53 9.49 6.61 5.00 6.22 8.31 6.56 6.30 2.65 6.52 -0.96 0.14 -0.85 0.21 0.54 0.07

WDR5B 4183 1.58 1.21 0.00 0.00 0.00 1.69 0.00 0.00 0.00 0.00 0.75 -0.42 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 1.18

WDR6 4273 5.13 14.68 12.17 13.45 12.43 7.16 10.56 9.21 19.62 8.10 10.84 3.44 11.87 -1.21 0.31 0.04 0.18 0.07 -0.60

WDR60 3789 14.16 12.31 4.78 9.73 1.87 3.22 6.56 9.76 4.32 3.60 7.68 2.94 6.06 1.23 1.02 -0.34 0.68 -1.70 -1.25

WDR61 1205 20.48 11.47 13.89 12.28 34.36 37.83 10.63 13.08 38.18 40.25 21.72 4.44 25.54 -0.32 -1.15 -0.88 -1.06 0.43 0.80

WDR62 4746 1.33 3.06 4.61 7.37 5.43 1.85 2.49 1.96 0.07 0.53 3.94 1.98 1.26 0.08 1.28 1.87 2.54 2.10 -1.09

WDR63 3026 0.06 0.42 0.07 0.64 0.01 0.13 0.18 0.16 0.05 0.09 0.22 -2.17 0.12 -0.93 1.85 -0.70 2.45 -3.83 -0.74

WDR64 4371 0.03 0.04 0.01 0.00 0.00 0.09 0.01 0.00 0.21 0.03 0.03 -5.22 0.06 -1.04 -0.78 -3.14 #NUM! #NUM! 1.73

WDR65 3125 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WDR66 3768 2.24 2.41 115.13 46.76 39.97 2.75 0.63 1.28 0.39 0.95 34.87 5.12 0.81 1.46 1.57 7.15 5.85 5.62 -3.67

WDR67 3520 1.38 0.00 2.27 0.00 1.12 1.41 0.83 1.22 0.32 0.44 1.03 0.04 0.70 0.98 #NUM! 1.69 #NUM! 0.68 0.45

WDR69 1669 0.00 0.27 0.02 0.00 0.12 0.03 0.00 0.00 0.00 0.00 0.07 -3.76 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.33

WDR7 7282 0.57 3.25 3.21 2.88 0.66 2.70 1.87 2.61 2.41 2.15 2.21 1.14 2.26 -2.00 0.52 0.51 0.35 -1.77 0.29

WDR70 2247 9.86 10.49 17.30 10.79 7.81 11.81 8.35 9.42 11.26 11.57 11.34 3.50 10.15 -0.04 0.05 0.77 0.09 -0.38 0.06

WDR72 7326 1.79 0.60 1.66 0.00 0.00 0.58 0.00 0.00 0.00 0.04 0.77 -0.38 0.01 7.40 5.81 7.29 #NUM! #NUM! -0.42

WDR73 1855 5.82 6.93 5.41 7.91 10.28 6.36 3.77 4.03 9.67 6.50 7.12 2.83 5.99 -0.04 0.21 -0.15 0.40 0.78 -0.16

WDR74 1385 19.82 15.62 24.63 13.14 36.70 18.48 14.33 10.87 16.00 17.22 21.40 4.42 14.61 0.44 0.10 0.75 -0.15 1.33 -0.21

WDR75 2777 10.02 9.43 32.72 20.93 5.23 12.63 8.88 10.46 6.16 10.55 15.16 3.92 9.01 0.15 0.07 1.86 1.22 -0.79 -0.26

WDR76 4037 4.90 3.14 11.98 7.05 3.31 3.28 0.91 1.65 0.68 0.87 5.61 2.49 1.03 2.25 1.61 3.54 2.78 1.69 -0.77

WDR77 2428 12.16 10.39 11.29 14.88 19.17 14.41 8.05 7.04 10.30 8.04 13.72 3.78 8.36 0.54 0.31 0.43 0.83 1.20 0.07

WDR78 3871 0.19 0.00 0.00 0.51 0.32 1.15 0.56 0.00 0.00 0.75 0.36 -1.46 0.33 -0.77 #NUM! #NUM! 0.65 -0.01 1.67

WDR81 6869 1.62 7.49 5.18 5.95 7.20 3.48 3.66 3.67 6.53 2.59 5.15 2.37 4.11 -1.35 0.86 0.33 0.53 0.81 -0.57

WDR82 4292 9.53 25.23 31.52 23.55 15.04 20.01 19.60 20.99 32.42 30.69 20.81 4.38 25.92 -1.44 -0.04 0.28 -0.14 -0.79 -0.06

WDR83 1476 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WDR85 1847 5.16 4.99 4.76 8.74 19.40 7.75 4.08 2.85 7.49 6.22 8.47 3.08 5.16 0.00 -0.05 -0.12 0.76 1.91 -0.13

WDR86 2056 2.45 0.00 0.33 1.88 0.14 0.00 4.39 6.31 5.00 6.67 0.80 -0.32 5.59 -1.19 #NUM! -4.09 -1.57 -5.35 #NUM!

WDR87 8947 0.01 0.01 0.00 0.01 0.00 0.17 0.00 0.00 0.00 0.01 0.03 -4.97 0.00 1.32 1.27 -1.67 1.02 -4.21 2.38

WDR88 1724 0.00 0.06 0.00 0.28 2.56 0.11 0.00 0.18 0.62 0.40 0.50 -0.99 0.30 #NUM! -2.43 #NUM! -0.08 3.09 -2.15

WDR89 3164 2.10 2.57 2.16 2.41 2.76 3.09 1.76 1.40 2.00 3.07 2.52 1.33 2.06 0.03 0.32 0.07 0.23 0.43 0.30

WDR90 5541 1.52 7.38 1.85 3.98 13.63 2.17 0.73 1.22 4.20 1.73 5.09 2.35 1.97 -0.37 1.91 -0.09 1.02 2.79 -1.23

WDR91 4619 12.20 4.50 25.48 7.98 17.69 5.71 2.46 8.85 3.14 3.69 12.26 3.62 4.53 1.43 -0.01 2.49 0.82 1.96 -1.10

WDR92 2244 2.10 2.12 2.26 3.29 2.29 4.30 2.70 1.51 2.92 2.96 2.73 1.45 2.52 -0.26 -0.25 -0.16 0.38 -0.14 0.66

WDR93 2445 0.03 0.19 0.00 0.18 0.01 0.06 0.00 0.00 0.02 0.05 0.08 -3.66 0.02 1.03 3.54 #NUM! 3.48 -0.65 -0.43

WDR96 5365 0.00 0.33 0.03 0.18 0.02 0.11 0.05 0.12 0.02 0.78 0.11 -3.15 0.24 -8.70 0.44 -2.85 -0.39 -3.74 0.01

WDSUB1 1944 2.88 4.66 2.75 2.71 2.62 6.04 1.93 4.08 3.31 2.97 3.61 1.85 3.07 -0.09 0.60 -0.16 -0.18 -0.23 0.74

WDTC1 4802 6.49 13.60 14.80 20.75 8.36 9.85 12.23 12.48 17.85 7.74 12.31 3.62 12.58 -0.95 0.11 0.23 0.72 -0.59 -0.32

WDYHV1 1348 8.21 3.93 4.12 11.28 11.94 8.77 4.74 3.11 7.29 7.23 8.04 3.01 5.59 0.55 -0.51 -0.44 1.01 1.09 0.13

WEE1 3374 6.39 8.98 24.41 17.26 12.08 33.14 15.84 61.04 11.96 38.66 17.04 4.09 31.87 -2.32 -1.83 -0.39 -0.89 -1.40 0.96

WEE2 3061 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WFDC1 1396 6.71 9.19 2.33 2.62 4.41 10.86 9.26 1.64 65.22 7.49 6.02 2.59 20.90 -1.64 -1.19 -3.16 -2.99 -2.25 0.85

WFDC10B 632 0.00 0.18 0.00 0.00 0.00 0.15 0.00 0.00 0.39 0.32 0.05 -4.19 0.18 #NUM! 0.04 #NUM! #NUM! #NUM! 1.41

WFDC11 615 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

WFDC12 774 3.19 0.48 0.20 0.05 0.00 0.11 0.67 3.43 0.00 0.21 0.67 -0.57 1.08 1.57 -1.17 -2.42 -4.33 #NUM! -2.60

WFDC13 1372 0.00 0.00 0.02 0.00 0.00 0.00 0.07 0.00 0.00 0.00 0.00 -7.93 0.02 #NUM! #NUM! 0.58 #NUM! #NUM! #NUM!

WFDC2 570 128.47 70.15 5.70 32.79 254.53 110.70 3.42 3.71 5.81 94.19 100.39 6.65 26.78 2.26 1.39 -2.23 0.29 3.25 0.14

WFDC3 1000 0.06 1.10 1.35 0.12 0.82 0.13 0.32 0.03 1.13 0.05 0.60 -0.74 0.38 -2.65 1.53 1.82 -1.73 1.09 -2.16

WFDC5 1008 10.06 3.99 2.32 9.89 1.14 3.32 3.42 11.13 0.00 2.02 5.12 2.36 4.14 1.28 -0.06 -0.84 1.25 -1.86 -0.62

WFDC6 619 0.00 0.00 0.00 0.00 0.00 0.00 0.31 0.00 0.00 0.20 0.00 #NUM! 0.13 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

WFDC8 1269 0.00 0.00 0.00 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.01 -6.11 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

WFIKKN1 1948 0.25 0.06 0.24 0.33 0.07 0.26 0.75 0.16 0.02 0.09 0.20 -2.33 0.26 -0.07 -2.18 -0.11 0.35 -1.97 0.39

WFIKKN2 3765 0.00 0.03 0.02 0.00 0.00 0.07 0.42 0.11 0.20 0.15 0.02 -5.57 0.22 #NUM! -2.68 -3.19 #NUM! #NUM! 1.67

WFS1 3640 4.40 12.87 9.71 4.69 6.18 8.92 10.62 5.77 41.16 12.31 7.79 2.96 17.46 -1.99 -0.44 -0.85 -1.90 -1.50 0.19

WHAMM 4261 1.01 4.92 4.95 5.22 1.44 1.84 2.24 2.27 1.63 2.41 3.23 1.69 2.14 -1.08 1.20 1.21 1.29 -0.57 -0.81

WHAMMP2 5246 0.32 1.01 0.22 0.58 0.30 1.01 0.72 0.56 0.63 1.25 0.57 -0.80 0.79 -1.29 0.36 -1.88 -0.45 -1.42 0.82

WHAMMP3 3589 0.78 1.05 0.39 0.73 0.42 1.81 1.23 0.67 1.14 1.69 0.86 -0.21 1.18 -0.60 -0.17 -1.62 -0.70 -1.48 1.07

WHSC1 8390 3.29 6.21 14.38 6.74 10.08 5.90 3.36 3.45 2.35 3.56 7.77 2.96 3.18 0.05 0.96 2.18 1.08 1.66 -0.40

WHSC1L1 5431 9.09 14.06 25.04 11.45 7.38 12.80 16.14 14.61 8.63 8.55 13.30 3.73 11.98 -0.40 0.23 1.06 -0.07 -0.70 -0.06

WHSC2 2466 4.38 6.07 17.65 7.60 12.95 11.14 10.02 9.82 9.21 10.70 9.96 3.32 9.94 -1.18 -0.71 0.83 -0.39 0.38 0.16

WIBG 1244 24.96 0.00 21.02 33.23 38.98 22.28 21.86 15.68 17.52 18.38 23.41 4.55 18.36 0.44 #NUM! 0.19 0.86 1.09 -0.07

WIF1 2240 0.10 1.15 0.00 0.00 0.02 0.48 1.05 1.45 0.31 0.53 0.29 -1.78 0.83 -3.13 0.46 #NUM! #NUM! -5.21 0.71

WIPF1 4664 8.62 28.37 21.45 19.54 28.59 29.32 10.32 9.47 13.67 13.79 22.65 4.50 11.81 -0.46 1.26 0.86 0.73 1.27 0.37

WIPF2 5525 6.23 11.33 16.46 11.96 6.23 4.15 12.51 11.45 5.75 2.45 9.39 3.23 8.04 -0.37 0.49 1.03 0.57 -0.37 -1.18

WIPF3 3241 0.33 0.48 1.70 0.16 0.89 0.87 0.36 0.72 0.49 0.27 0.74 -0.44 0.46 -0.49 0.07 1.88 -1.50 0.95 0.23

WIPI1 1939 10.57 18.38 10.04 11.63 5.17 15.35 10.42 11.95 9.71 8.59 11.86 3.57 10.17 0.06 0.85 -0.02 0.19 -0.97 0.37

WIPI2 4489 18.82 15.71 13.87 29.66 30.14 13.26 9.10 15.27 11.16 13.33 20.24 4.34 12.21 0.62 0.36 0.18 1.28 1.30 -0.61

WISP1 5194 2.49 13.72 20.95 4.29 0.86 6.17 1.60 6.55 2.64 7.10 8.08 3.01 4.47 -0.84 1.62 2.23 -0.06 -2.37 -0.39

WISP2 1433 76.32 48.83 16.28 8.41 1.27 69.55 96.62 116.10 112.78 84.80 36.78 5.20 102.58 -0.43 -1.07 -2.66 -3.61 -6.33 0.92

WISP3 1332 0.28 0.77 3.28 0.33 0.31 0.27 1.78 2.57 0.12 3.41 0.87 -0.20 1.97 -2.80 -1.35 0.73 -2.59 -2.68 -1.70

WIZ 4185 5.64 15.06 41.54 18.45 15.36 7.19 16.25 13.21 19.57 6.98 17.21 4.10 14.00 -1.31 0.11 1.57 0.40 0.13 -1.26

WLS 2810 12.48 15.42 13.16 19.64 29.61 25.75 22.40 24.24 39.20 30.96 19.34 4.27 29.20 -1.23 -0.92 -1.15 -0.57 0.02 0.41

WNK1 11232 14.69 44.79 37.01 76.06 5.05 11.57 44.59 61.97 8.13 19.32 31.53 4.98 33.50 -1.19 0.42 0.14 1.18 -2.73 -1.45

WNK2 6834 0.27 1.01 1.69 0.24 1.29 1.22 1.28 1.89 2.13 0.61 0.95 -0.07 1.48 -2.44 -0.55 0.20 -2.65 -0.20 0.35

WNK3 11356 0.25 0.35 0.42 0.40 0.10 0.37 0.09 0.20 0.05 0.12 0.31 -1.67 0.11 1.16 1.61 1.88 1.83 -0.23 0.23

WNK4 4194 0.00 4.69 0.18 1.07 0.67 0.11 1.51 1.27 0.20 0.00 1.12 0.16 0.75 #NUM! 2.65 -2.04 0.53 -0.16 -3.36

WNT1 2284 0.00 0.27 0.17 0.00 0.02 0.09 0.06 0.01 0.01 0.01 0.09 -3.44 0.02 #NUM! 3.53 2.82 #NUM! -0.09 0.02

WNT10A 2375 8.87 11.13 4.69 2.03 0.33 3.08 5.01 4.47 0.11 2.61 5.02 2.33 3.05 1.54 1.87 0.62 -0.58 -3.22 -0.70

WNT10B 2370 0.39 0.00 0.47 0.11 0.83 0.39 0.32 0.32 0.09 0.10 0.36 -1.46 0.21 0.89 #NUM! 1.15 -0.87 1.99 0.10

WNT11 1927 0.22 4.34 0.05 0.26 0.47 1.52 1.03 0.29 1.76 1.28 1.14 0.19 1.09 -2.28 2.00 -4.44 -2.04 -1.22 0.41

WNT16 3132 0.82 0.00 0.16 0.01 0.00 1.31 2.87 5.06 8.70 1.46 0.38 -1.39 4.52 -2.47 #NUM! -4.81 -8.61 #NUM! 1.77

WNT2 2907 1.59 13.64 6.58 1.22 0.86 4.72 0.00 0.07 0.32 4.51 4.77 2.25 1.23 0.38 3.47 2.42 0.00 -0.51 -0.02

WNT2B 2515 4.35 1.84 0.00 0.00 0.77 1.19 0.00 2.17 7.71 0.00 1.36 0.44 2.47 0.82 -0.42 #NUM! #NUM! -1.68 -0.19

WNT3 1506 0.72 0.76 0.37 1.23 2.54 0.68 0.47 0.45 0.65 0.29 1.05 0.07 0.46 0.63 0.71 -0.32 1.40 2.45 -0.63

WNT3A 2988 0.44 0.28 0.00 0.74 0.54 0.56 1.01 0.59 0.02 0.36 0.43 -1.23 0.49 -0.15 -0.84 #NUM! 0.58 0.13 0.40

WNT4 3905 3.38 1.85 3.31 5.87 0.95 2.20 5.19 3.41 1.91 2.58 2.93 1.55 3.27 0.05 -0.82 0.02 0.84 -1.78 -0.41

WNT5A 5855 8.95 12.55 3.09 9.81 1.72 3.75 7.57 8.51 0.58 8.92 6.64 2.73 6.39 0.48 0.97 -1.05 0.62 -1.89 -0.83

WNT5B 2251 1.82 5.14 0.58 1.82 4.57 4.25 1.55 1.54 17.82 3.65 3.03 1.60 6.14 -1.76 -0.26 -3.39 -1.75 -0.43 0.49

WNT6 1700 0.30 0.98 0.57 0.21 0.15 1.07 1.00 0.18 2.56 0.83 0.55 -0.87 1.14 -1.95 -0.22 -0.99 -2.47 -2.90 0.97

WNT7A 1732 1.07 1.37 0.11 5.23 5.85 1.19 0.09 0.07 0.01 0.18 2.47 1.31 0.09 3.61 3.97 0.38 5.90 6.06 -1.05

WNT7B 3928 7.09 7.03 12.48 14.40 7.42 1.55 9.08 8.08 0.01 4.88 8.33 3.06 5.51 0.36 0.35 1.18 1.39 0.43 -2.42

WNT8A 1498 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.31 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

WNT8B 1996 0.00 0.03 0.00 0.02 0.05 0.02 0.00 0.00 0.00 0.01 0.02 -5.64 0.00 #NUM! 3.30 #NUM! 2.63 4.20 0.27

WNT9A 1240 1.03 1.44 2.38 1.48 1.79 3.08 3.89 3.89 1.66 6.87 1.87 0.90 4.08 -1.98 -1.50 -0.78 -1.47 -1.19 0.72

WNT9B 1464 0.04 0.06 0.00 0.00 0.02 0.07 0.00 0.06 0.00 0.05 0.03 -5.03 0.03 0.54 1.14 #NUM! #NUM! -0.56 1.15

WRAP53 1982 4.85 0.00 0.00 0.00 10.03 3.35 0.00 0.00 0.00 0.00 3.04 1.60 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.14

WRAP73 1708 6.44 6.88 10.67 7.82 13.93 10.23 4.01 3.89 8.01 5.20 9.33 3.22 5.28 0.29 0.38 1.02 0.57 1.40 0.13

WRB 1580 7.03 4.11 2.37 6.82 12.26 15.60 5.70 3.49 20.86 16.19 8.03 3.01 11.56 -0.72 -1.49 -2.29 -0.76 0.08 0.96

WRN 5765 1.11 2.71 2.27 1.53 1.91 3.39 1.47 2.03 1.61 1.97 2.15 1.11 1.77 -0.67 0.61 0.36 -0.20 0.11 0.66

WRNIP1 2670 7.49 11.41 21.92 20.17 24.78 15.62 12.00 10.68 13.66 14.07 16.90 4.08 12.60 -0.75 -0.14 0.80 0.68 0.98 -0.11

WSB1 2849 17.67 64.02 23.60 45.04 14.15 42.89 31.87 34.30 27.36 39.24 34.56 5.11 33.19 -0.91 0.95 -0.49 0.44 -1.23 0.31

WSB2 2833 23.40 17.22 21.40 22.09 15.56 16.33 21.24 12.11 21.19 17.91 19.33 4.27 18.11 0.37 -0.07 0.24 0.29 -0.22 -0.24

WSCD1 5827 0.18 0.19 0.17 0.08 0.04 0.25 1.58 0.34 0.38 0.23 0.15 -2.74 0.63 -1.85 -1.75 -1.90 -3.03 -4.10 0.75

WSCD2 4650 1.79 0.73 0.02 5.77 0.01 0.33 0.96 0.24 7.18 0.83 1.44 0.53 2.30 -0.36 -1.66 -6.88 1.33 -7.79 -2.12

WT1 3037 0.55 4.47 1.49 0.63 0.04 2.35 3.57 1.47 19.92 4.59 1.59 0.67 7.39 -3.74 -0.72 -2.31 -3.56 -7.48 0.56

WT1-AS 2354 0.00 0.00 0.20 0.06 0.00 0.00 0.00 0.00 0.00 0.00 0.04 -4.53 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

WTAP 2143 0.00 0.00 0.00 63.64 81.31 0.00 34.71 0.00 41.77 0.00 24.16 4.59 19.12 #NUM! #NUM! #NUM! 1.73 2.09 #NUM!

WTH3DI 3672 0.11 0.16 0.14 0.11 0.20 0.22 0.18 0.16 0.15 0.20 0.16 -2.66 0.17 -0.68 -0.12 -0.28 -0.60 0.25 0.50

WTIP 2204 2.19 4.45 2.07 6.58 0.00 4.75 4.95 2.46 12.66 7.60 3.34 1.74 6.92 -1.66 -0.64 -1.74 -0.07 #NUM! 0.51

WWC1 6753 1.07 2.96 2.01 2.55 13.27 0.63 4.07 4.84 0.07 1.38 3.75 1.91 2.59 -1.28 0.19 -0.37 -0.02 2.36 -2.57

WWC2 8822 0.50 2.12 2.76 1.49 0.99 1.64 1.27 1.39 3.25 3.66 1.58 0.66 2.39 -2.27 -0.17 0.21 -0.69 -1.28 0.05

WWC3 6463 3.30 7.32 6.48 6.32 2.47 5.72 6.92 7.85 4.32 4.81 5.27 2.40 5.98 -0.86 0.29 0.12 0.08 -1.27 0.12

WWOX 2488 7.44 7.32 2.24 6.69 5.80 7.83 4.24 4.36 5.14 5.81 6.22 2.64 4.89 0.60 0.58 -1.12 0.45 0.25 0.33

WWP1 4120 8.82 7.75 13.57 12.24 2.82 16.14 9.29 13.43 7.89 11.48 10.22 3.35 10.52 -0.25 -0.44 0.37 0.22 -1.90 0.66

WWP2 4527 5.03 15.31 9.28 12.23 11.48 9.02 9.82 10.39 13.55 7.72 10.39 3.38 10.37 -1.04 0.56 -0.16 0.24 0.15 -0.20

WWTR1 5135 5.88 22.93 7.51 14.86 5.86 32.36 17.45 27.58 29.17 36.11 14.90 3.90 27.58 -2.23 -0.27 -1.88 -0.89 -2.24 1.12

XAB2 2682 7.06 11.63 16.93 17.26 42.00 12.28 11.39 10.29 21.06 14.58 17.86 4.16 14.33 -1.02 -0.30 0.24 0.27 1.55 -0.54



XAF1 3638 17.41 43.28 31.38 77.83 6.43 22.49 6.25 8.07 3.00 7.87 33.14 5.05 6.30 1.47 2.78 2.32 3.63 0.03 -0.56

XAGE5 477 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

XBP1 1820 132.75 115.69 141.67 49.13 33.21 75.84 53.25 73.19 61.37 88.08 91.38 6.51 68.97 0.94 0.75 1.04 -0.49 -1.05 -0.27

XCL1 1367 0.80 0.53 0.67 0.13 2.82 5.74 0.61 0.62 0.24 1.32 1.78 0.83 0.70 0.19 -0.40 -0.06 -2.40 2.01 1.69

XCL2 566 5.79 3.38 4.87 1.26 4.69 3.15 2.74 3.18 0.12 1.55 3.86 1.95 1.90 1.61 0.83 1.36 -0.59 1.31 -0.29

XCR1 1373 0.19 0.59 0.57 0.59 0.00 0.06 0.82 0.61 0.06 0.19 0.33 -1.59 0.42 -1.17 0.49 0.44 0.49 #NUM! -2.44

XDH 5717 1.09 2.06 2.41 2.01 0.93 0.28 0.44 0.10 0.00 0.16 1.46 0.55 0.18 2.63 3.54 3.77 3.51 2.40 -2.38

XG 2944 1.97 3.98 5.86 2.65 1.50 1.83 4.96 10.85 2.21 3.80 2.97 1.57 5.46 -1.47 -0.46 0.10 -1.04 -1.86 -0.70

XGPY2 363 0.00 0.08 0.09 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

XIAP 8460 2.72 7.88 7.39 6.65 2.25 4.95 5.78 4.52 2.86 3.41 5.31 2.41 4.14 -0.61 0.93 0.83 0.68 -0.88 -0.10

XIRP1 6451 0.00 0.14 0.34 0.04 0.11 0.23 0.01 0.02 0.10 0.09 0.14 -2.79 0.05 -3.69 1.37 2.65 -0.55 1.08 0.66

XIRP2 12689 0.00 0.00 0.00 0.00 0.00 0.00 0.21 0.01 0.01 0.00 0.00 -10.03 0.06 #NUM! -4.78 #NUM! #NUM! -4.87 0.91

XIST 19271 5.72 14.01 3.52 3.68 1.29 20.91 9.66 17.93 2.43 12.40 8.19 3.03 10.60 -0.89 0.40 -1.59 -1.53 -3.04 1.35

XK 5089 1.46 0.98 3.54 0.77 1.80 0.46 0.80 0.95 0.36 0.60 1.50 0.59 0.68 1.11 0.54 2.39 0.19 1.41 -1.70

XKR3 1700 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.00 -7.69 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.58

XKR4 3925 0.03 0.05 0.02 0.00 0.00 0.06 0.20 0.01 0.24 0.04 0.03 -5.16 0.12 -1.90 -1.41 -2.41 #NUM! #NUM! 1.20

XKR5 4908 0.07 0.05 0.07 0.08 0.03 0.07 0.01 0.02 0.01 0.02 0.06 -4.01 0.02 2.26 1.73 2.13 2.36 1.07 0.15

XKR6 3761 0.09 0.28 1.60 0.19 3.54 0.66 0.77 0.69 0.19 0.48 1.06 0.09 0.53 -2.56 -0.94 1.59 -1.47 2.74 -0.68

XKR7 2929 0.00 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 0.00 0.01 -7.45 0.00 #NUM! #NUM! #NUM! 4.09 #NUM! #NUM!

XKR8 2179 1.92 2.11 1.89 2.69 1.96 2.08 1.54 0.82 3.80 1.63 2.11 1.07 1.95 -0.02 0.11 -0.05 0.46 0.01 -0.02

XKR9 3191 0.76 1.45 0.95 1.21 0.92 0.48 0.72 0.74 0.13 0.29 0.96 -0.06 0.47 0.68 1.62 1.01 1.36 0.97 -1.01

XKRX 2854 0.60 0.20 1.97 0.54 0.03 0.43 1.09 0.81 0.02 0.52 0.63 -0.68 0.61 -0.03 -1.64 1.69 -0.18 -4.55 -0.55

XPA 1722 4.48 0.00 8.20 7.14 5.56 10.34 8.86 8.62 7.87 8.88 5.95 2.57 8.56 -0.94 #NUM! -0.06 -0.26 -0.62 0.80

XPC 3729 5.48 11.51 8.52 11.29 5.65 7.27 11.37 6.91 11.22 7.95 8.29 3.05 9.36 -0.77 0.30 -0.14 0.27 -0.73 -0.19

XPNPEP1 2557 15.14 35.80 50.26 33.99 38.30 17.07 11.56 12.04 15.75 19.48 31.76 4.99 14.71 0.04 1.28 1.77 1.21 1.38 -0.90

XPNPEP2 3333 0.45 1.10 0.30 0.20 0.04 1.40 2.11 1.19 4.71 0.99 0.58 -0.78 2.25 -2.33 -1.03 -2.89 -3.47 -5.93 1.27

XPNPEP3 8027 0.00 0.00 1.11 2.64 0.47 2.32 1.37 0.98 2.35 3.47 1.09 0.12 2.04 #NUM! #NUM! -0.89 0.37 -2.13 1.09

XPO1 4830 10.24 21.60 34.45 33.48 16.50 35.12 17.43 16.97 16.53 20.89 25.23 4.66 17.95 -0.81 0.27 0.94 0.90 -0.12 0.48

XPO4 9902 1.26 3.20 3.07 3.01 0.32 2.13 1.93 2.00 1.33 2.30 2.17 1.12 1.89 -0.58 0.76 0.70 0.67 -2.54 -0.02

XPO5 5378 3.21 7.05 11.67 8.46 12.75 4.42 4.58 4.24 3.73 4.36 7.93 2.99 4.23 -0.40 0.74 1.46 1.00 1.59 -0.84

XPO6 4422 7.44 16.40 16.67 26.61 28.27 9.14 11.10 10.45 14.75 10.03 17.42 4.12 11.59 -0.64 0.50 0.53 1.20 1.29 -0.93

XPO7 4880 10.31 15.48 22.53 11.33 9.67 11.72 11.95 14.17 11.25 10.86 13.50 3.76 12.06 -0.23 0.36 0.90 -0.09 -0.32 -0.20

XPOT 3961 8.81 9.24 20.86 14.40 12.09 14.21 15.38 12.61 9.58 17.05 13.27 3.73 13.66 -0.63 -0.56 0.61 0.08 -0.18 0.10

XPR1 8500 4.52 6.16 9.75 5.63 14.60 6.54 1.98 3.41 2.04 3.37 7.87 2.98 2.70 0.74 1.19 1.85 1.06 2.44 -0.27

XRCC1 2102 10.62 15.58 17.94 32.49 17.21 16.24 9.09 9.94 16.89 11.49 18.35 4.20 11.85 -0.16 0.39 0.60 1.45 0.54 -0.18

XRCC2 3094 0.51 0.64 2.04 3.13 0.70 0.38 0.22 0.41 0.03 0.08 1.23 0.30 0.19 1.45 1.80 3.46 4.08 1.91 -1.68

XRCC3 2657 3.03 10.92 10.32 25.58 14.69 3.54 0.00 2.81 0.00 1.90 11.35 3.50 1.18 1.37 3.22 3.13 4.44 3.64 -1.68

XRCC4 1735 3.21 3.34 1.98 6.55 4.63 6.17 1.59 3.11 3.92 4.06 4.31 2.11 3.17 0.02 0.07 -0.68 1.05 0.55 0.52

XRCC5 3448 44.67 65.34 44.38 36.53 34.62 74.78 40.57 52.26 57.16 68.13 50.05 5.65 54.53 -0.29 0.26 -0.30 -0.58 -0.66 0.58

XRCC6 2156 109.89 80.40 132.06 114.24 118.27 119.72 80.84 87.14 152.18 119.59 112.43 6.81 109.94 0.00 -0.45 0.26 0.06 0.11 0.09

XRCC6BP1 1182 10.68 1.83 7.98 3.96 5.76 4.63 3.62 2.42 3.99 2.89 5.81 2.54 3.23 1.73 -0.82 1.31 0.29 0.83 -0.33

XRN1 10092 1.39 5.04 5.16 8.64 1.63 6.05 2.50 4.16 2.79 4.41 4.65 2.22 3.46 -1.32 0.54 0.58 1.32 -1.09 0.38

XRN2 3449 16.46 19.60 31.50 25.86 13.74 22.18 14.89 29.32 21.13 19.89 21.56 4.43 21.31 -0.37 -0.12 0.56 0.28 -0.63 0.04

XRRA1 5028 1.57 5.24 2.24 3.06 4.88 3.74 2.01 4.36 4.24 4.34 3.46 1.79 3.74 -1.25 0.49 -0.74 -0.29 0.38 0.11

XYLB 3683 0.42 1.20 1.83 1.20 0.73 0.39 0.92 1.52 0.48 0.78 0.96 -0.05 0.93 -1.15 0.38 0.99 0.38 -0.34 -1.30

XYLT1 9336 0.78 3.99 0.73 2.56 0.56 1.86 3.33 2.79 2.31 2.61 1.75 0.80 2.76 -1.83 0.53 -1.92 -0.11 -2.30 0.09

XYLT2 3567 4.76 9.02 5.72 11.18 9.73 3.54 5.48 4.43 8.09 3.39 7.32 2.87 5.35 -0.17 0.75 0.10 1.06 0.86 -1.05

YAF2 5095 8.45 3.41 3.13 2.78 5.64 5.01 3.03 3.55 4.16 4.28 4.74 2.24 3.76 1.17 -0.14 -0.26 -0.43 0.59 0.08

YAP1 5396 8.28 17.00 11.56 21.11 237.14 26.08 24.35 24.54 46.01 39.18 53.53 5.74 33.52 -2.02 -0.98 -1.54 -0.67 2.82 -1.04

YARS 3117 14.61 18.03 57.04 31.48 71.26 15.90 12.94 15.58 17.76 14.51 34.72 5.12 15.20 -0.06 0.25 1.91 1.05 2.23 -1.13

YARS2 2173 4.08 4.34 5.65 8.75 7.03 5.46 3.60 3.94 5.38 5.85 5.88 2.56 4.69 -0.20 -0.11 0.27 0.90 0.58 -0.11

YBEY 1202 4.45 0.00 0.00 0.00 20.08 6.58 0.00 0.00 0.00 0.00 5.18 2.37 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 0.34

YBX1 1561 283.59 217.36 526.77 289.92 580.30 409.97 356.69 240.58 487.93 323.38 384.65 8.59 352.15 -0.31 -0.70 0.58 -0.28 0.72 0.09

YBX2 1606 2.08 3.33 2.74 6.57 11.25 1.30 1.45 0.36 4.57 0.38 4.54 2.18 1.69 0.30 0.98 0.70 1.96 2.74 -1.80

YDJC 1350 18.60 9.56 0.00 19.25 25.70 0.00 10.67 8.67 4.84 6.07 12.19 3.61 7.56 1.30 0.34 #NUM! 1.35 1.76 #NUM!

YEATS2 6524 2.29 4.71 7.62 11.23 5.97 4.58 3.47 3.99 3.88 3.30 6.07 2.60 3.66 -0.67 0.36 1.06 1.62 0.71 -0.40

YEATS4 1404 5.57 5.12 18.69 8.17 18.44 13.23 2.72 3.27 6.36 5.64 11.54 3.53 4.50 0.31 0.19 2.05 0.86 2.04 0.20

YES1 4685 6.26 7.64 13.83 12.58 6.97 14.60 8.78 10.65 5.54 10.57 10.31 3.37 8.88 -0.50 -0.22 0.64 0.50 -0.35 0.50

YIF1A 1138 53.95 46.74 52.72 52.68 110.81 27.58 30.05 26.78 41.87 26.46 57.41 5.84 31.29 0.79 0.58 0.75 0.75 1.82 -1.06

YIF1B 2931 0.00 0.00 7.87 0.00 0.00 0.00 0.00 0.00 19.68 0.00 1.31 0.39 4.92 #NUM! #NUM! 0.68 #NUM! #NUM! #NUM!

YIPF1 1924 19.21 14.62 15.03 19.31 23.95 14.03 11.72 14.63 6.69 10.77 17.69 4.14 10.95 0.81 0.42 0.46 0.82 1.13 -0.33

YIPF2 1554 25.87 22.71 25.05 12.45 43.57 14.56 19.70 17.42 21.01 20.12 24.03 4.59 19.56 0.40 0.21 0.36 -0.65 1.16 -0.72

YIPF3 1593 62.65 60.43 49.95 59.64 78.77 43.54 45.02 34.03 61.04 41.01 59.16 5.89 45.27 0.47 0.42 0.14 0.40 0.80 -0.44

YIPF4 1982 7.12 5.78 7.73 7.52 21.62 18.58 5.42 10.52 15.67 15.19 11.39 3.51 11.70 -0.72 -1.02 -0.60 -0.64 0.89 0.71

YIPF5 3461 7.95 8.96 5.68 11.62 22.98 11.67 6.76 6.90 10.71 11.01 11.48 3.52 8.85 -0.15 0.02 -0.64 0.39 1.38 0.02

YIPF6 6282 3.04 6.62 3.63 3.30 3.96 7.99 3.99 3.48 5.27 6.77 4.76 2.25 4.88 -0.68 0.44 -0.43 -0.56 -0.30 0.75

YIPF7 937 0.00 0.00 0.00 0.08 0.00 0.09 0.00 0.00 0.09 0.00 0.03 -5.14 0.02 #NUM! #NUM! #NUM! 1.93 #NUM! 1.61

YJEFN3 1032 1.87 0.00 1.59 2.29 0.00 0.00 2.46 0.80 0.00 0.00 0.96 -0.06 0.81 1.20 #NUM! 0.97 1.49 #NUM! #NUM!

YKT6 2783 17.32 14.32 31.86 23.42 32.98 14.94 13.53 11.12 22.61 16.35 22.47 4.49 15.90 0.12 -0.15 1.00 0.56 1.05 -0.59

YLPM1 8150 2.00 6.53 12.65 10.07 3.09 4.50 7.92 7.86 4.76 4.48 6.47 2.69 6.25 -1.65 0.06 1.02 0.69 -1.02 -0.52

YME1L1 4036 18.39 24.37 25.71 23.43 17.11 35.32 18.65 18.62 18.83 29.93 24.05 4.59 21.51 -0.23 0.18 0.26 0.12 -0.33 0.55

YOD1 6265 1.42 4.30 2.67 5.22 1.04 2.99 6.94 22.47 0.71 12.77 2.94 1.56 10.72 -2.91 -1.32 -2.00 -1.04 -3.36 0.02

YPEL1 4301 1.20 1.91 0.00 0.00 1.20 3.55 1.28 0.94 1.49 1.54 1.31 0.39 1.31 -0.14 0.54 #NUM! #NUM! -0.13 1.44

YPEL2 5242 1.62 3.36 1.51 2.16 1.72 6.25 2.05 2.52 5.33 6.42 2.77 1.47 4.08 -1.33 -0.28 -1.43 -0.92 -1.25 1.17

YPEL3 1588 60.59 63.72 31.58 54.69 63.83 73.69 66.53 55.34 73.59 43.55 58.02 5.86 59.75 0.02 0.09 -0.92 -0.13 0.10 0.35

YPEL4 1731 0.29 0.84 0.78 0.49 0.71 2.25 1.39 1.05 2.00 3.03 0.89 -0.17 1.87 -2.68 -1.15 -1.27 -1.94 -1.40 1.33

YPEL5 2639 26.17 30.02 35.01 36.71 45.41 71.67 27.70 63.21 53.98 81.06 40.83 5.35 56.49 -1.11 -0.91 -0.69 -0.62 -0.31 0.81

YRDC 1871 2.92 4.13 8.54 0.00 25.88 10.90 4.05 7.02 8.26 10.01 8.73 3.13 7.34 -1.33 -0.83 0.22 #NUM! 1.82 0.32

YSK4 4165 0.01 0.12 0.00 0.00 0.00 0.01 0.00 0.00 0.00 0.00 0.02 -5.44 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -0.70

YTHDC1 6249 4.78 18.18 39.37 19.47 12.16 34.94 16.36 14.28 19.37 44.89 21.48 4.43 23.72 -2.31 -0.38 0.73 -0.28 -0.96 0.70

YTHDC2 6308 1.26 7.63 3.44 6.94 1.41 4.29 5.42 3.91 2.42 4.08 4.16 2.06 3.96 -1.65 0.95 -0.20 0.81 -1.48 0.04

YTHDF1 3277 4.15 13.61 17.12 11.95 15.29 11.30 8.56 6.48 10.09 11.08 12.24 3.61 9.05 -1.13 0.59 0.92 0.40 0.76 -0.11

YTHDF2 3073 15.90 18.45 28.38 25.41 13.90 29.12 16.66 17.07 17.57 19.07 21.86 4.45 17.59 -0.15 0.07 0.69 0.53 -0.34 0.41

YTHDF3 5156 6.30 9.85 13.73 10.25 7.41 9.63 8.63 9.73 9.47 10.58 9.53 3.25 9.60 -0.61 0.04 0.52 0.09 -0.37 0.02

YWHAB 3110 54.89 109.37 89.96 104.21 60.39 93.77 77.97 65.66 67.91 71.65 85.43 6.42 70.80 -0.37 0.63 0.35 0.56 -0.23 0.13

YWHAE 1860 212.52 198.31 278.96 287.58 294.52 208.27 188.55 219.95 164.59 215.58 246.69 7.95 197.17 0.11 0.01 0.50 0.54 0.58 -0.24

YWHAG 3779 17.75 31.14 64.36 41.86 74.66 44.30 24.84 39.91 45.21 70.97 45.68 5.51 45.23 -1.35 -0.54 0.51 -0.11 0.72 -0.04

YWHAH 1807 60.42 57.60 87.00 75.76 82.46 78.38 32.26 52.51 86.72 78.36 73.61 6.20 62.46 -0.05 -0.12 0.48 0.28 0.40 0.09

YWHAQ 2166 133.69 80.90 168.11 192.18 225.36 160.20 98.09 106.64 132.38 161.51 160.07 7.32 124.65 0.10 -0.62 0.43 0.62 0.85 0.00

YWHAZ 3077 158.21 182.84 226.77 448.95 184.48 277.20 284.54 394.80 167.10 466.47 246.41 7.94 328.23 -1.05 -0.84 -0.53 0.45 -0.83 0.17

YY1 2592 8.56 16.98 23.07 19.53 26.37 23.47 17.11 15.39 15.58 19.86 19.66 4.30 16.98 -0.99 0.00 0.44 0.20 0.63 0.26

YY1AP1 3091 15.31 23.73 0.00 28.75 35.43 22.72 0.00 18.54 21.07 27.47 20.99 4.39 16.77 -0.13 0.50 #NUM! 0.78 1.08 0.11

YY2 2741 0.21 1.00 0.53 0.00 0.15 0.61 0.32 0.00 0.44 0.47 0.42 -1.26 0.31 -0.52 1.70 0.78 #NUM! -0.99 0.55

ZACN 1473 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZADH2 5495 2.19 4.50 3.48 4.99 1.64 3.70 3.43 3.58 3.04 4.13 3.42 1.77 3.54 -0.69 0.35 -0.03 0.49 -1.11 0.12

ZAK 7194 6.41 13.45 5.98 19.18 7.03 16.87 16.16 11.03 23.19 22.00 11.49 3.52 18.10 -1.50 -0.43 -1.60 0.08 -1.36 0.55

ZAN 8689 0.00 0.01 0.60 0.78 0.00 0.00 0.01 0.00 0.00 0.00 0.23 -2.12 0.00 #NUM! 1.89 8.53 8.91 #NUM! #NUM!

ZAP70 2450 2.35 8.97 8.23 3.18 4.97 5.97 1.88 1.78 0.95 1.80 5.61 2.49 1.60 0.55 2.48 2.36 0.99 1.63 0.09

ZAR1 1438 0.00 0.00 0.00 0.00 0.09 0.00 0.13 0.08 0.00 0.02 0.02 -6.02 0.06 #NUM! #NUM! #NUM! #NUM! 0.74 #NUM!

ZAR1L 1103 0.00 0.00 0.10 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.02 -5.97 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZBBX 3371 0.00 0.17 0.01 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.03 -4.99 0.00 #NUM! 5.68 1.52 #NUM! #NUM! -2.12

ZBED1 4606 0.95 2.27 0.79 1.07 3.60 1.18 1.28 1.13 1.83 0.98 1.64 0.72 1.30 -0.45 0.80 -0.73 -0.29 1.46 -0.47

ZBED2 2210 1.33 1.58 1.05 1.06 5.03 1.48 6.51 5.71 0.02 3.72 1.92 0.94 3.99 -1.59 -1.34 -1.93 -1.91 0.33 -0.38

ZBED3 1437 0.83 4.28 0.34 1.17 0.81 0.77 2.02 1.23 1.40 0.82 1.37 0.45 1.37 -0.71 1.65 -2.01 -0.23 -0.76 -0.83

ZBED4 6897 2.46 2.54 3.69 3.54 1.19 1.23 2.54 2.00 1.01 1.35 2.44 1.29 1.73 0.51 0.56 1.10 1.04 -0.54 -0.99

ZBED5 2756 7.36 9.10 8.22 6.46 4.38 12.88 7.40 7.79 7.36 10.62 8.06 3.01 8.29 -0.17 0.13 -0.01 -0.36 -0.92 0.68

ZBED6 2940 0.56 3.19 3.20 3.24 0.03 0.00 2.45 4.06 0.00 0.00 1.70 0.77 1.63 -1.54 0.97 0.98 1.00 -6.01 #NUM!

ZBP1 2327 1.62 4.08 2.97 2.98 2.98 2.62 0.42 0.35 0.30 0.36 2.87 1.52 0.36 2.18 3.51 3.06 3.06 3.06 -0.14

ZBTB1 4119 4.02 6.97 5.33 10.62 4.37 8.96 8.14 4.46 6.69 6.92 6.71 2.75 6.55 -0.71 0.09 -0.30 0.70 -0.58 0.42

ZBTB10 6061 0.43 1.58 0.47 0.27 0.95 2.98 0.75 1.19 3.01 2.60 1.11 0.15 1.89 -2.14 -0.26 -2.02 -2.81 -0.99 1.42

ZBTB11 5132 2.16 3.93 6.20 0.00 0.00 5.24 4.23 6.77 0.00 0.00 2.92 1.55 2.75 -0.35 0.51 1.17 #NUM! #NUM! 0.84

ZBTB12 1865 1.42 0.00 0.00 1.55 0.00 0.00 2.27 2.12 2.73 1.79 0.49 -1.02 2.23 -0.65 #NUM! #NUM! -0.53 #NUM! #NUM!

ZBTB16 2417 0.10 2.03 0.25 0.29 0.25 0.85 3.71 2.46 2.30 1.39 0.63 -0.68 2.47 -4.68 -0.28 -3.31 -3.10 -3.32 0.45

ZBTB17 2767 4.04 5.79 7.98 9.48 10.31 7.08 4.89 5.06 10.42 8.44 7.45 2.90 7.20 -0.83 -0.32 0.15 0.40 0.52 -0.07

ZBTB2 3105 4.85 5.52 7.75 7.65 4.28 5.83 3.94 3.09 4.17 6.10 5.98 2.58 4.32 0.17 0.35 0.84 0.82 -0.01 -0.04

ZBTB20 3779 3.82 6.06 2.12 3.24 0.15 3.18 4.30 3.57 0.73 1.75 3.10 1.63 2.59 0.56 1.23 -0.28 0.33 -4.08 0.04

ZBTB22 2681 0.00 0.00 0.00 0.00 0.00 0.00 7.13 14.29 0.00 6.89 0.00 #NUM! 7.08 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZBTB24 5597 1.10 2.23 2.88 1.60 1.03 2.51 1.46 1.53 1.18 1.40 1.89 0.92 1.39 -0.34 0.68 1.05 0.20 -0.43 0.41

ZBTB25 1609 0.00 0.00 2.49 2.86 0.00 0.00 0.00 2.41 0.00 0.00 0.89 -0.17 0.60 #NUM! #NUM! 2.04 2.25 #NUM! #NUM!

ZBTB26 1935 1.29 1.56 1.08 1.29 0.30 1.75 1.25 1.15 0.00 2.42 1.21 0.27 1.20 0.10 0.37 -0.15 0.09 -2.03 0.53

ZBTB3 2990 0.64 0.77 0.38 0.61 0.37 0.40 0.49 0.42 0.38 0.43 0.53 -0.92 0.43 0.58 0.85 -0.16 0.52 -0.22 -0.41

ZBTB32 1960 0.15 0.84 1.30 0.35 0.34 0.78 0.04 0.13 0.16 0.48 0.63 -0.67 0.20 -0.40 2.06 2.68 0.78 0.73 0.32

ZBTB33 5324 2.91 3.99 5.14 4.12 1.49 5.04 3.84 3.69 1.07 3.84 3.78 1.92 3.11 -0.10 0.36 0.72 0.41 -1.06 0.41

ZBTB34 6577 0.81 1.10 1.39 1.29 0.89 1.09 1.26 0.47 0.97 1.79 1.10 0.13 1.12 -0.47 -0.02 0.32 0.20 -0.34 0.00

ZBTB37 2300 0.23 0.52 0.58 0.00 0.22 0.57 0.36 0.25 0.29 0.28 0.35 -1.51 0.30 -0.34 0.80 0.96 #NUM! -0.44 0.68

ZBTB38 8398 4.25 11.80 7.86 6.91 4.57 9.24 5.41 5.92 8.57 6.93 7.44 2.89 6.71 -0.66 0.81 0.23 0.04 -0.55 0.31

ZBTB39 6256 1.21 0.99 1.57 1.32 0.73 0.50 1.42 0.97 0.60 1.09 1.05 0.08 1.02 0.25 -0.04 0.62 0.37 -0.48 -1.08

ZBTB4 5961 7.67 25.14 17.54 21.96 8.73 10.36 26.31 26.85 25.73 20.63 15.23 3.93 24.88 -1.70 0.01 -0.50 -0.18 -1.51 -0.56

ZBTB40 8992 1.01 2.56 2.42 3.28 0.52 1.80 2.13 1.55 2.18 1.24 1.93 0.95 1.78 -0.82 0.53 0.45 0.88 -1.78 -0.10

ZBTB41 8474 0.59 1.11 1.35 1.10 0.92 2.92 0.70 0.96 0.96 1.66 1.33 0.41 1.07 -0.86 0.06 0.33 0.03 -0.22 1.13

ZBTB42 3651 1.12 1.75 1.92 1.51 1.33 0.83 1.31 1.09 1.18 1.09 1.41 0.49 1.17 -0.06 0.58 0.72 0.37 0.19 -0.77

ZBTB43 5974 0.85 2.51 2.35 5.00 2.07 1.76 2.61 6.49 1.05 4.84 2.42 1.28 3.75 -2.14 -0.58 -0.67 0.42 -0.86 -0.46

ZBTB44 9351 1.99 2.56 4.72 3.20 0.98 4.13 2.71 3.54 1.91 3.39 2.93 1.55 2.89 -0.54 -0.17 0.71 0.15 -1.55 0.50

ZBTB45 2393 2.86 7.84 10.04 12.23 8.79 2.28 6.78 3.72 6.06 3.46 7.34 2.88 5.00 -0.80 0.65 1.01 1.29 0.81 -1.68

ZBTB46 5233 0.00 2.11 1.10 0.00 0.00 1.18 1.34 0.88 2.00 1.49 0.73 -0.45 1.43 #NUM! 0.56 -0.37 #NUM! #NUM! 0.68

ZBTB47 5524 1.58 5.40 2.66 3.35 1.62 2.78 5.94 3.17 13.65 5.20 2.90 1.54 6.99 -2.15 -0.37 -1.39 -1.06 -2.11 -0.06

ZBTB48 2412 3.04 5.53 7.45 6.80 5.60 6.76 5.03 6.93 7.36 4.47 5.86 2.55 5.95 -0.97 -0.11 0.33 0.19 -0.09 0.20

ZBTB49 2960 0.55 1.61 2.06 0.80 0.93 2.18 1.23 0.93 2.10 1.34 1.35 0.44 1.40 -1.36 0.20 0.56 -0.81 -0.60 0.69

ZBTB5 4654 2.22 4.51 6.48 2.56 2.86 2.74 4.70 6.58 2.48 5.06 3.56 1.83 4.71 -1.08 -0.06 0.46 -0.88 -0.72 -0.38

ZBTB6 4128 2.26 2.50 1.94 2.11 0.99 1.33 1.56 1.03 0.00 1.57 1.86 0.89 1.04 1.12 1.27 0.90 1.02 -0.07 -0.48

ZBTB7A 4456 9.50 25.31 28.03 33.72 12.53 3.53 42.56 26.14 7.39 9.84 18.77 4.23 21.48 -1.18 0.24 0.38 0.65 -0.78 -2.41

ZBTB7B 3630 13.83 30.41 37.63 29.27 15.17 8.36 39.34 34.14 7.93 14.59 22.44 4.49 24.00 -0.80 0.34 0.65 0.29 -0.66 -1.43

ZBTB7C 4188 13.68 8.62 24.02 2.83 0.10 3.09 24.00 20.88 2.09 5.49 8.73 3.13 13.11 0.06 -0.61 0.87 -2.21 -7.05 -1.50

ZBTB8A 7333 0.98 2.20 1.40 1.65 0.76 1.55 1.27 1.21 1.58 1.24 1.42 0.51 1.32 -0.44 0.73 0.08 0.32 -0.81 0.13

ZBTB8B 4019 0.05 0.08 0.00 0.01 0.02 0.14 0.00 0.00 0.00 0.01 0.05 -4.30 0.00 4.30 5.00 #NUM! 1.62 3.20 1.43

ZBTB8OS 717 27.56 10.47 17.39 19.32 25.30 26.39 12.88 10.56 19.19 21.96 21.07 4.40 16.15 0.77 -0.62 0.11 0.26 0.65 0.32

ZBTB9 2730 2.29 2.55 3.61 0.00 3.78 1.54 2.47 1.59 1.46 2.58 2.29 1.20 2.02 0.17 0.34 0.83 #NUM! 0.90 -0.57

ZC3H10 2121 2.82 2.00 1.89 0.79 3.52 1.39 2.07 0.91 4.18 2.10 2.07 1.05 2.32 0.28 -0.21 -0.29 -1.55 0.60 -0.57

ZC3H11A 4795 12.22 30.43 26.85 32.17 12.54 33.99 22.86 26.73 19.06 30.36 24.70 4.63 24.76 -1.02 0.30 0.12 0.38 -0.98 0.46

ZC3H12A 2737 26.69 27.23 75.01 54.37 212.57 16.74 21.14 95.42 5.84 25.29 68.77 6.10 36.92 -0.47 -0.44 1.02 0.56 2.53 -2.04

ZC3H12B 7273 0.09 0.71 0.11 0.00 0.01 0.30 0.37 0.47 0.37 0.72 0.20 -2.30 0.48 -2.34 0.56 -2.18 #NUM! -5.61 0.57

ZC3H12C 8807 0.51 1.00 1.24 1.46 0.73 1.14 0.64 1.34 1.05 1.02 1.01 0.02 1.01 -0.99 -0.02 0.30 0.53 -0.47 0.17

ZC3H12D 4907 0.31 1.60 1.06 1.03 0.37 0.79 0.09 0.20 0.17 0.17 0.86 -0.22 0.16 1.01 3.36 2.76 2.73 1.24 -0.12

ZC3H13 6409 11.38 14.44 13.15 26.02 1.14 5.61 23.03 17.04 4.95 4.06 11.96 3.58 12.27 -0.11 0.23 0.10 1.08 -3.43 -1.09

ZC3H14 4208 8.22 13.29 12.58 12.91 3.43 9.20 8.94 9.78 5.44 7.29 9.94 3.31 7.86 0.06 0.76 0.68 0.71 -1.20 -0.11

ZC3H15 2149 28.00 21.43 33.39 4.04 19.28 32.57 26.07 27.28 18.48 31.55 23.12 4.53 25.85 0.12 -0.27 0.37 -2.68 -0.42 0.49

ZC3H18 3744 3.61 12.01 11.61 17.21 10.02 6.50 9.48 8.65 9.98 5.90 10.16 3.34 8.50 -1.23 0.50 0.45 1.02 0.24 -0.65

ZC3H3 3302 3.31 11.02 20.39 14.87 17.81 3.39 6.05 7.31 5.56 3.58 11.80 3.56 5.62 -0.77 0.97 1.86 1.40 1.66 -1.80

ZC3H4 6131 1.93 7.01 6.29 8.32 3.51 2.48 4.26 3.72 3.16 1.72 4.92 2.30 3.22 -0.74 1.12 0.97 1.37 0.13 -0.99

ZC3H6 11557 0.89 1.15 1.52 0.90 0.51 0.75 0.35 4.77 0.43 0.55 0.95 -0.07 1.53 -0.78 -0.41 0.00 -0.76 -1.58 -0.35

ZC3H7A 3817 6.29 8.74 4.94 6.99 5.90 10.67 4.65 6.33 7.80 8.01 7.25 2.86 6.70 -0.09 0.38 -0.44 0.06 -0.18 0.56

ZC3H7B 5868 5.49 13.95 14.92 13.94 9.12 5.91 11.30 8.07 13.54 7.74 10.56 3.40 10.16 -0.89 0.46 0.55 0.46 -0.16 -0.84

ZC3H8 1609 3.93 3.49 5.42 8.37 2.51 5.43 2.98 3.28 1.09 4.14 4.86 2.28 2.87 0.45 0.28 0.92 1.54 -0.19 0.16

ZC3HAV1 7190 5.33 7.67 8.85 6.10 6.71 5.87 7.01 3.21 3.09 6.01 6.75 2.76 4.83 0.14 0.67 0.87 0.34 0.47 -0.20

ZC3HAV1L 1802 1.02 2.28 2.26 4.14 1.95 1.85 1.76 2.04 1.22 1.71 2.25 1.17 1.68 -0.72 0.44 0.43 1.30 0.21 -0.28

ZC3HC1 1945 5.36 5.10 8.67 5.49 6.30 4.88 3.89 3.48 7.10 3.29 5.97 2.58 4.44 0.27 0.20 0.96 0.31 0.51 -0.29

ZC4H2 2375 1.33 1.60 0.67 0.45 0.19 2.47 1.84 1.85 5.07 2.50 1.12 0.16 2.81 -1.08 -0.81 -2.07 -2.65 -3.86 1.14

ZCCHC10 2136 15.95 7.93 13.59 13.47 6.34 11.88 7.53 20.81 8.14 9.45 11.53 3.53 11.48 0.47 -0.53 0.24 0.23 -0.86 0.04

ZCCHC11 5864 2.42 11.57 6.75 8.34 3.77 7.25 7.64 5.61 2.00 3.18 6.68 2.74 4.61 -0.93 1.33 0.55 0.86 -0.29 0.12

ZCCHC12 2212 0.73 10.00 0.10 0.02 0.16 2.80 8.65 0.11 235.04 6.42 2.30 1.20 62.55 -6.43 -2.65 -9.27 -11.98 -8.60 0.28

ZCCHC14 6932 1.93 6.59 3.35 5.03 1.44 3.49 4.25 4.35 2.53 3.56 3.64 1.86 3.67 -0.93 0.84 -0.13 0.45 -1.35 -0.06

ZCCHC16 2958 0.00 0.02 0.01 0.01 0.00 0.01 0.00 0.02 0.00 0.00 0.01 -7.12 0.01 #NUM! 1.70 0.92 0.03 -1.98 0.12

ZCCHC17 1602 21.15 13.53 16.13 25.30 16.70 24.12 15.00 9.10 19.17 17.06 19.49 4.28 15.08 0.49 -0.16 0.10 0.75 0.15 0.31

ZCCHC18 3055 0.08 0.77 0.24 0.12 0.08 0.72 0.18 0.08 1.32 0.77 0.33 -1.59 0.59 -2.91 0.38 -1.30 -2.35 -2.91 1.11

ZCCHC2 5559 1.20 4.31 6.48 5.10 1.27 3.98 3.28 2.61 2.67 4.18 3.72 1.90 3.18 -1.41 0.44 1.03 0.68 -1.33 0.10

ZCCHC24 4933 3.45 12.73 2.54 2.58 0.74 8.70 10.10 5.82 26.46 12.79 5.12 2.36 13.79 -2.00 -0.12 -2.44 -2.42 -4.22 0.76

ZCCHC3 2773 2.79 4.35 7.08 5.26 9.21 5.99 4.46 3.55 7.61 7.89 5.78 2.53 5.88 -1.07 -0.43 0.27 -0.16 0.65 0.05

ZCCHC4 2814 1.29 1.82 2.62 1.12 1.14 2.88 1.56 1.76 2.51 2.23 1.81 0.86 2.02 -0.64 -0.15 0.38 -0.85 -0.82 0.67

ZCCHC5 2648 0.06 0.03 0.05 0.05 0.03 0.03 0.03 0.03 0.23 0.06 0.04 -4.63 0.09 -0.54 -1.54 -0.90 -0.79 -1.64 -0.61

ZCCHC6 5696 6.17 7.06 11.45 13.40 3.84 4.99 8.46 10.90 1.87 4.52 7.82 2.97 6.44 -0.06 0.13 0.83 1.06 -0.74 -0.65

ZCCHC7 2701 4.66 6.17 8.47 8.91 3.39 7.05 4.57 6.49 3.30 5.66 6.44 2.69 5.01 -0.10 0.30 0.76 0.83 -0.56 0.13

ZCCHC8 2874 4.84 11.62 13.80 14.12 4.23 7.65 10.86 8.87 4.97 9.38 9.38 3.23 8.52 -0.82 0.45 0.70 0.73 -1.01 -0.29

ZCCHC9 1802 11.23 12.23 8.18 14.43 16.16 16.72 11.14 8.66 10.74 12.07 13.16 3.72 10.65 0.08 0.20 -0.38 0.44 0.60 0.35

ZCRB1 1844 36.34 54.21 28.09 28.55 9.96 53.34 19.80 21.45 28.52 31.75 35.08 5.13 25.38 0.52 1.09 0.15 0.17 -1.35 0.60

ZCWPW1 2356 2.47 1.94 0.00 0.00 1.03 2.61 1.48 0.00 1.71 2.01 1.34 0.43 1.30 0.93 0.58 #NUM! #NUM! -0.33 0.96

ZCWPW2 1752 0.20 0.36 0.20 0.15 0.03 0.00 0.51 0.53 0.61 0.79 0.16 -2.67 0.61 -1.59 -0.75 -1.63 -2.04 -4.28 #NUM!

ZDBF2 10146 0.11 0.76 0.83 0.58 0.19 1.44 0.42 0.49 0.57 1.14 0.65 -0.61 0.65 -2.52 0.22 0.35 -0.17 -1.78 1.14

ZDHHC1 2026 4.67 0.00 1.50 0.00 2.42 6.09 7.40 6.92 0.00 6.04 2.45 1.29 5.09 -0.12 #NUM! -1.76 #NUM! -1.07 1.32

ZDHHC11 2618 0.60 0.00 0.00 3.46 0.00 0.17 0.71 2.81 0.00 0.00 0.71 -0.50 0.88 -0.55 #NUM! #NUM! 1.97 #NUM! -2.07

ZDHHC12 1184 45.50 34.92 44.60 43.88 92.37 18.67 26.08 14.86 7.89 12.35 46.66 5.54 15.30 1.57 1.19 1.54 1.52 2.59 -1.32

ZDHHC13 2448 11.87 15.98 11.72 9.18 11.83 14.04 14.43 14.95 4.57 12.14 12.43 3.64 11.52 0.04 0.47 0.02 -0.33 0.04 0.17

ZDHHC14 2821 3.79 6.90 4.36 8.17 4.30 6.46 2.33 1.97 4.63 3.26 5.66 2.50 3.05 0.31 1.18 0.52 1.42 0.50 0.19

ZDHHC15 6057 0.17 0.42 0.11 0.03 0.00 0.91 0.36 1.06 1.05 1.60 0.27 -1.87 1.02 -2.56 -1.27 -3.22 -5.21 #NUM! 1.74

ZDHHC16 1973 17.56 11.07 7.78 11.80 24.12 10.63 8.75 5.90 11.33 6.61 13.83 3.79 8.15 1.11 0.44 -0.07 0.53 1.57 -0.38

ZDHHC17 4771 2.11 4.42 3.43 3.28 1.91 8.96 2.42 3.07 3.95 9.23 4.02 2.01 4.67 -1.15 -0.08 -0.44 -0.51 -1.29 1.16

ZDHHC18 3165 6.59 8.89 16.89 11.37 14.14 8.56 8.35 8.99 9.66 10.02 11.07 3.47 9.26 -0.49 -0.06 0.87 0.30 0.61 -0.37

ZDHHC19 1370 0.04 0.17 0.10 0.00 0.20 0.19 0.07 0.00 0.17 0.25 0.12 -3.09 0.12 -1.49 0.52 -0.26 #NUM! 0.69 0.69

ZDHHC2 4012 1.44 2.13 5.43 0.47 3.64 9.30 2.33 1.47 4.25 8.71 3.73 1.90 4.19 -1.54 -0.98 0.37 -3.15 -0.20 1.32

ZDHHC20 5356 8.00 15.00 15.28 14.54 5.10 17.53 11.48 13.66 10.21 14.20 12.57 3.65 12.39 -0.63 0.28 0.30 0.23 -1.28 0.48

ZDHHC21 9171 0.88 2.42 1.55 3.33 0.55 2.19 2.36 18.03 0.65 2.24 1.82 0.86 5.82 -2.73 -1.27 -1.91 -0.81 -3.40 0.27

ZDHHC22 3408 0.02 0.02 0.00 0.00 0.00 0.09 0.00 0.00 0.03 0.06 0.02 -5.50 0.02 0.14 -0.44 #NUM! #NUM! #NUM! 2.09

ZDHHC23 3778 1.27 1.34 2.62 1.84 2.46 1.46 0.68 0.54 0.73 0.79 1.83 0.87 0.69 0.89 0.97 1.94 1.42 1.85 -0.33

ZDHHC24 1319 6.44 4.51 3.63 8.61 18.21 5.30 3.03 3.35 6.59 4.07 7.78 2.96 4.26 0.60 0.08 -0.23 1.02 2.10 -0.55

ZDHHC3 12714 6.82 9.83 10.65 10.52 4.04 3.54 9.78 10.35 4.75 3.51 7.57 2.92 7.10 -0.06 0.47 0.59 0.57 -0.81 -1.10

ZDHHC4 1570 24.16 10.83 11.31 5.33 22.62 18.61 9.41 6.22 26.21 17.38 15.48 3.95 14.80 0.71 -0.45 -0.39 -1.47 0.61 0.27

ZDHHC5 4582 17.90 23.85 46.89 38.39 30.67 17.60 30.25 34.77 17.23 22.15 29.22 4.87 26.10 -0.54 -0.13 0.85 0.56 0.23 -0.73

ZDHHC6 2187 14.40 15.67 9.72 18.56 18.17 18.44 10.08 10.37 10.90 14.04 15.83 3.98 11.35 0.34 0.47 -0.22 0.71 0.68 0.22

ZDHHC7 3279 11.35 17.72 6.48 12.41 13.65 10.51 11.90 8.91 18.66 12.71 12.02 3.59 13.04 -0.20 0.44 -1.01 -0.07 0.07 -0.19

ZDHHC8 5029 2.35 7.10 5.20 5.54 3.31 2.61 6.69 5.66 6.52 4.06 4.35 2.12 5.73 -1.29 0.31 -0.14 -0.05 -0.79 -0.74

ZDHHC8P1 2548 0.07 0.24 0.04 0.50 0.42 0.37 0.23 0.20 0.30 0.51 0.27 -1.88 0.31 -2.08 -0.39 -3.08 0.68 0.42 0.43



ZDHHC9 4639 5.91 14.78 5.97 7.05 10.34 4.79 7.09 7.14 5.61 6.86 8.14 3.02 6.68 -0.18 1.15 -0.16 0.08 0.63 -0.76

ZEB1 6278 3.07 16.99 3.94 3.99 0.21 14.77 13.72 16.18 10.57 9.70 7.16 2.84 12.54 -2.03 0.44 -1.67 -1.65 -5.90 1.04

ZEB1-AS1 2232 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZEB2 9243 2.72 7.46 0.00 2.62 0.66 3.85 5.00 6.55 11.17 6.67 2.88 1.53 7.35 -1.44 0.02 #NUM! -1.49 -3.48 0.42

ZER1 4299 4.21 16.14 12.39 14.25 13.88 7.29 10.75 7.69 15.11 2.80 11.36 3.51 9.09 -1.11 0.83 0.45 0.65 0.61 -0.64

ZFAND1 2212 15.06 5.93 8.37 9.42 11.86 17.35 12.68 5.50 11.95 17.73 11.33 3.50 11.96 0.33 -1.01 -0.52 -0.35 -0.01 0.62

ZFAND2A 907 13.32 9.23 24.71 12.27 29.64 21.17 9.57 10.58 28.33 90.32 18.39 4.20 34.70 -1.38 -1.91 -0.49 -1.50 -0.23 0.20

ZFAND2B 1319 15.57 13.33 10.76 9.13 13.45 16.58 15.82 11.37 20.90 17.88 13.14 3.72 16.49 -0.08 -0.31 -0.62 -0.85 -0.29 0.34

ZFAND3 3351 9.90 24.75 25.75 23.24 22.88 14.15 16.66 18.22 24.64 15.70 20.11 4.33 18.81 -0.93 0.40 0.45 0.31 0.28 -0.51

ZFAND5 5887 26.18 50.71 20.41 83.01 49.26 87.23 45.85 75.89 61.41 107.54 52.80 5.72 72.68 -1.47 -0.52 -1.83 0.19 -0.56 0.72

ZFAND6 1709 36.34 23.98 41.29 32.30 46.81 44.45 22.37 29.86 37.39 39.02 37.53 5.23 32.16 0.18 -0.42 0.36 0.01 0.54 0.24

ZFAT 4710 2.20 1.98 3.02 2.89 2.76 1.45 1.44 2.27 5.65 1.99 2.38 1.25 2.84 -0.37 -0.52 0.09 0.02 -0.04 -0.72

ZFAT-AS1 939 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZFC3H1 7158 3.07 22.82 19.41 22.81 2.55 4.22 3.86 5.94 5.42 4.24 12.48 3.64 4.86 -0.66 2.23 2.00 2.23 -0.93 -1.56

ZFHX2 9188 0.02 0.37 0.97 0.18 0.15 0.04 0.21 0.00 0.10 0.02 0.29 -1.79 0.08 -2.31 2.17 3.57 1.17 0.87 -2.71

ZFHX3 16064 0.57 4.19 3.82 5.32 1.65 1.34 3.57 2.40 1.70 1.26 2.81 1.49 2.23 -1.96 0.91 0.78 1.25 -0.44 -1.07

ZFHX4 13975 0.85 2.81 0.54 0.15 0.01 3.38 3.66 1.22 0.77 2.68 1.29 0.37 2.08 -1.30 0.43 -1.95 -3.79 -7.47 1.39

ZFP1 3307 3.11 2.01 2.03 2.24 0.75 2.79 2.42 1.73 1.53 2.72 2.16 1.11 2.10 0.57 -0.06 -0.05 0.09 -1.48 0.37

ZFP106 10487 3.45 5.81 6.50 5.18 1.10 3.85 6.52 4.06 5.24 5.52 4.31 2.11 5.34 -0.63 0.12 0.29 -0.04 -2.28 -0.16

ZFP112 3737 0.30 0.46 0.75 1.09 0.17 0.58 0.47 0.38 0.37 0.51 0.56 -0.84 0.43 -0.54 0.09 0.80 1.33 -1.33 0.07

ZFP14 7502 0.55 0.95 0.49 0.63 0.91 0.85 0.84 0.33 0.61 0.63 0.73 -0.45 0.60 -0.14 0.66 -0.28 0.07 0.60 0.22

ZFP161 3540 2.78 3.73 2.06 1.89 1.57 2.84 2.59 1.16 2.79 2.43 2.48 1.31 2.25 0.31 0.73 -0.12 -0.25 -0.52 0.19

ZFP2 2405 0.09 0.43 0.16 0.15 0.10 0.44 0.46 0.32 0.56 0.63 0.23 -2.13 0.49 -2.46 -0.18 -1.65 -1.68 -2.36 0.94

ZFP28 4104 0.38 0.71 0.08 0.15 0.02 0.94 1.07 1.04 1.73 1.55 0.38 -1.39 1.35 -1.82 -0.92 -4.05 -3.15 -5.83 1.30

ZFP3 5011 1.47 1.85 2.32 1.33 0.51 0.82 1.53 0.56 0.48 0.63 1.38 0.47 0.80 0.88 1.21 1.53 0.73 -0.64 -0.75

ZFP30 4611 0.70 0.97 0.84 0.15 0.22 0.80 1.00 0.28 0.67 0.65 0.62 -0.70 0.65 0.12 0.58 0.38 -2.14 -1.53 0.38

ZFP36 1745 40.11 547.79 765.06 690.01 394.67 1220.47 582.14 1963.39 1745.99 1308.32 609.68 9.25 1399.96 -5.13 -1.35 -0.87 -1.02 -1.83 1.00

ZFP36L1 3022 94.24 311.80 574.50 156.77 132.93 335.84 277.93 791.42 195.34 414.97 267.68 8.06 419.91 -2.16 -0.43 0.45 -1.42 -1.66 0.33

ZFP36L2 3702 13.44 109.07 55.58 46.80 34.71 68.02 74.29 189.12 58.93 109.97 54.60 5.77 108.08 -3.01 0.01 -0.96 -1.21 -1.64 0.32

ZFP37 2752 0.52 0.48 1.29 0.33 0.20 1.06 0.57 1.73 0.36 0.96 0.65 -0.63 0.91 -0.80 -0.91 0.51 -1.47 -2.19 0.72

ZFP41 4786 0.48 2.16 1.60 2.16 1.98 0.35 0.69 0.83 1.21 0.23 1.45 0.54 0.74 -0.63 1.54 1.11 1.55 1.42 -2.04

ZFP42 2646 0.02 0.02 0.01 0.03 0.00 0.00 0.00 0.00 0.00 0.01 0.01 -6.28 0.00 3.30 3.30 2.52 3.63 #NUM! #NUM!

ZFP57 1870 0.00 1.03 8.83 32.13 0.66 0.74 0.02 0.38 0.42 0.17 7.23 2.85 0.25 #NUM! 2.06 5.16 7.02 1.41 -3.29

ZFP62 4037 2.82 4.10 2.24 3.91 7.73 7.95 2.77 2.30 3.81 4.66 4.79 2.26 3.39 -0.26 0.28 -0.60 0.21 1.19 0.73

ZFP64 3281 4.70 8.52 6.35 6.31 9.83 3.48 3.57 3.10 3.35 2.23 6.53 2.71 3.06 0.62 1.48 1.05 1.04 1.68 -0.91

ZFP82 2635 0.69 1.25 0.31 0.06 2.06 0.73 1.47 0.31 1.65 1.10 0.85 -0.23 1.13 -0.71 0.14 -1.87 -4.14 0.86 -0.21

ZFP90 4384 4.27 6.48 4.27 4.46 3.09 5.00 3.50 3.48 4.37 3.73 4.59 2.20 3.77 0.18 0.78 0.18 0.24 -0.29 0.12

ZFP91 5735 7.53 14.15 24.41 19.07 9.95 0.00 11.47 15.22 11.38 4.12 12.52 3.65 10.55 -0.49 0.42 1.21 0.85 -0.08 #NUM!

ZFP91-CNTF 3544 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZFP92 1251 0.09 0.35 0.14 0.15 0.09 0.04 0.00 0.24 0.23 0.31 0.14 -2.80 0.19 -1.05 0.87 -0.49 -0.39 -1.15 -1.81

ZFPL1 1400 15.98 14.40 16.77 18.48 19.63 14.90 16.07 10.18 17.78 11.67 16.70 4.06 13.92 0.20 0.05 0.27 0.41 0.50 -0.16

ZFPM1 3241 1.32 5.66 2.13 5.20 2.82 1.13 2.18 2.30 1.60 1.07 3.04 1.61 1.79 -0.44 1.66 0.25 1.54 0.66 -1.43

ZFPM2 4507 0.41 1.48 1.24 0.33 0.06 2.57 2.24 1.50 2.31 2.04 1.01 0.02 2.02 -2.30 -0.45 -0.71 -2.63 -5.09 1.34

ZFR 4746 10.31 14.80 25.95 14.50 5.65 16.37 11.55 14.31 14.12 17.35 14.60 3.87 14.33 -0.48 0.05 0.86 0.02 -1.34 0.17

ZFR2 4757 9.11 0.00 6.56 11.83 49.89 2.54 0.12 0.00 0.29 0.33 13.32 3.74 0.18 5.63 #NUM! 5.15 6.00 8.08 -2.39

ZFX 7740 2.40 5.19 3.43 3.63 1.59 5.12 3.92 3.88 2.86 3.67 3.56 1.83 3.58 -0.57 0.54 -0.06 0.02 -1.17 0.52

ZFY 4769 0.00 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.00 0.01 0.00 -9.89 0.00 #NUM! #NUM! 0.42 #NUM! #NUM! #NUM!

ZFYVE1 4501 3.23 4.12 3.93 7.05 4.50 3.06 4.23 3.05 7.22 3.31 4.31 2.11 4.45 -0.46 -0.11 -0.18 0.66 0.01 -0.49

ZFYVE16 7224 1.86 5.28 3.29 4.31 2.83 9.50 3.22 4.85 3.33 6.49 4.51 2.17 4.47 -1.26 0.24 -0.44 -0.05 -0.66 1.07

ZFYVE19 2293 6.56 5.51 8.49 7.40 11.65 9.49 3.95 4.43 7.26 6.50 8.18 3.03 5.54 0.25 -0.01 0.62 0.42 1.07 0.21

ZFYVE20 6678 1.38 3.85 3.14 3.61 0.98 2.00 3.21 2.44 3.88 3.43 2.49 1.32 3.24 -1.23 0.25 -0.04 0.15 -1.73 -0.32

ZFYVE21 1524 16.84 20.70 12.12 15.52 36.77 36.01 24.94 17.97 66.28 49.00 22.99 4.52 39.55 -1.23 -0.93 -1.71 -1.35 -0.11 0.65

ZFYVE26 9675 1.32 4.14 3.96 4.11 1.16 1.55 2.23 2.44 1.74 1.54 2.71 1.44 1.99 -0.59 1.06 0.99 1.05 -0.78 -0.80

ZFYVE27 3059 2.77 6.54 2.98 10.13 14.94 4.93 2.77 2.74 5.80 3.99 7.05 2.82 3.83 -0.46 0.77 -0.36 1.40 1.97 -0.52

ZFYVE28 4161 1.38 3.80 1.98 1.32 2.56 3.87 1.22 1.25 2.92 1.82 2.49 1.31 1.80 -0.38 1.08 0.14 -0.44 0.51 0.64

ZFYVE9 4930 2.77 3.51 3.95 5.91 3.02 5.83 4.64 4.84 5.55 5.91 4.17 2.06 5.24 -0.92 -0.58 -0.41 0.18 -0.79 0.48

ZG16 1806 0.03 0.00 0.00 0.00 0.11 0.00 0.02 0.00 0.00 0.00 0.02 -5.37 0.00 2.93 #NUM! #NUM! #NUM! 4.83 #NUM!

ZG16B 846 10.62 10.04 0.97 0.20 5.66 5.96 9.19 9.33 0.17 6.64 5.57 2.48 6.33 0.75 0.66 -2.71 -5.01 -0.16 0.10

ZGLP1 1997 1.21 0.49 1.18 0.38 0.00 2.00 0.76 0.00 0.61 0.00 0.88 -0.19 0.34 1.82 0.52 1.78 0.16 #NUM! 1.19

ZGPAT 2028 5.51 14.58 18.13 10.04 0.00 8.98 6.79 4.93 10.79 7.09 9.54 3.25 7.40 -0.43 0.98 1.29 0.44 #NUM! -0.09

ZHX1 5234 3.13 4.08 6.51 7.69 3.18 7.11 12.43 11.85 3.94 7.83 5.28 2.40 9.01 -1.53 -1.14 -0.47 -0.23 -1.50 0.43

ZHX1-C8ORF76 1542 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZHX2 4373 3.20 11.02 5.11 7.18 3.37 6.70 4.67 6.41 10.17 12.65 6.10 2.61 8.48 -1.41 0.38 -0.73 -0.24 -1.33 0.14

ZHX3 9991 0.87 2.32 1.67 1.62 1.73 1.01 3.51 1.76 2.52 1.53 1.53 0.62 2.33 -1.43 -0.01 -0.48 -0.53 -0.43 -0.61

ZIC1 5231 0.00 0.00 0.01 0.00 0.00 0.30 0.00 0.00 0.00 0.00 0.05 -4.23 0.00 2.21 2.21 3.44 #NUM! #NUM! 2.49

ZIC2 2991 1.54 0.50 0.93 4.32 4.73 0.73 0.03 0.02 0.02 0.01 2.13 1.09 0.02 6.29 4.65 5.55 7.77 7.90 -1.54

ZIC3 3939 0.00 0.00 0.01 0.00 0.00 0.03 0.00 0.00 0.00 0.00 0.01 -7.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! 2.24

ZIC4 4152 0.02 0.00 0.00 0.00 0.00 0.04 0.01 0.02 0.00 0.00 0.01 -6.65 0.01 1.33 #NUM! #NUM! #NUM! #NUM! 2.01

ZIC5 4607 0.91 0.01 1.07 2.67 2.81 0.33 0.00 0.01 0.01 0.01 1.30 0.38 0.01 6.88 -0.47 7.11 8.42 8.50 -2.00

ZIK1 2676 0.19 0.51 0.16 0.09 0.11 0.30 0.33 0.23 0.49 0.56 0.23 -2.14 0.40 -1.09 0.33 -1.31 -2.21 -1.85 0.42

ZIM2 2276 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZIM3 2627 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZKSCAN1 5494 1.72 6.48 5.13 5.47 0.27 3.48 5.49 4.22 1.91 6.26 3.76 1.91 4.47 -1.38 0.54 0.20 0.29 -4.07 -0.11

ZKSCAN2 7142 0.32 0.48 0.45 0.65 0.30 0.33 0.36 0.34 0.51 0.35 0.42 -1.24 0.39 -0.26 0.31 0.22 0.74 -0.39 -0.37

ZKSCAN3 2312 0.38 0.97 0.25 1.03 0.49 0.63 0.66 0.33 0.81 0.55 0.62 -0.68 0.59 -0.65 0.72 -1.24 0.81 -0.27 0.01

ZKSCAN4 2307 1.01 1.40 0.67 0.89 1.72 1.06 1.68 0.26 1.40 1.16 1.12 0.17 1.12 -0.16 0.31 -0.74 -0.34 0.61 -0.08

ZKSCAN5 4361 1.60 3.07 3.33 2.94 1.30 1.95 1.74 1.39 1.98 1.32 2.37 1.24 1.61 0.00 0.93 1.05 0.87 -0.30 -0.28

ZMAT1 6124 0.95 2.14 2.88 1.99 0.50 3.65 1.83 1.32 0.97 1.65 2.02 1.01 1.44 -0.60 0.57 1.00 0.47 -1.53 0.85

ZMAT2 1512 49.14 38.77 22.12 60.86 52.28 59.84 39.04 39.57 51.22 53.41 47.17 5.56 45.81 0.10 -0.24 -1.05 0.41 0.19 0.34

ZMAT3 9113 1.06 3.73 4.01 2.33 0.62 3.20 1.72 1.37 2.68 1.90 2.49 1.32 1.92 -0.85 0.96 1.06 0.28 -1.63 0.36

ZMAT4 2482 0.00 0.00 0.00 0.00 0.00 0.06 0.02 0.01 0.07 0.00 0.01 -6.70 0.03 #NUM! #NUM! #NUM! #NUM! -5.69 2.57

ZMAT5 1051 0.00 17.94 0.00 15.75 19.92 17.86 16.79 13.72 19.99 11.51 11.91 3.57 15.50 #NUM! 0.21 #NUM! 0.02 0.36 0.58

ZMIZ1 7555 6.97 24.66 12.40 19.46 6.19 9.08 29.69 28.65 15.56 14.68 13.13 3.71 22.14 -1.67 0.16 -0.84 -0.19 -1.84 -0.53

ZMIZ2 5159 7.49 21.76 37.25 22.08 18.11 7.54 13.59 17.68 9.75 5.64 19.04 4.25 11.66 -0.64 0.90 1.68 0.92 0.63 -1.34

ZMPSTE24 3154 7.84 9.85 7.69 9.13 12.25 18.82 6.66 6.96 13.19 13.88 10.93 3.45 10.17 -0.38 -0.05 -0.40 -0.16 0.27 0.78

ZMYM1 4172 1.39 1.66 2.81 2.93 0.98 2.43 1.32 1.35 0.80 1.34 2.03 1.02 1.20 0.21 0.47 1.23 1.29 -0.30 0.25

ZMYM2 10246 2.19 4.56 16.16 10.83 1.32 5.32 8.30 9.07 3.89 5.65 6.73 2.75 6.73 -1.62 -0.56 1.26 0.69 -2.35 -0.34

ZMYM3 6136 2.49 7.80 6.24 7.52 3.84 3.28 4.81 4.52 4.94 3.04 5.19 2.38 4.33 -0.80 0.85 0.53 0.80 -0.17 -0.67

ZMYM4 7011 3.45 6.50 7.71 6.39 1.91 6.40 4.72 4.81 3.72 3.57 5.39 2.43 4.21 -0.29 0.63 0.87 0.60 -1.14 0.25

ZMYM5 3268 1.39 2.71 3.87 4.28 2.23 5.95 3.13 1.80 2.50 5.05 3.40 1.77 3.12 -1.17 -0.21 0.31 0.45 -0.49 0.81

ZMYM6 5159 2.49 3.47 1.73 6.27 1.17 3.96 0.48 1.25 1.57 1.91 3.18 1.67 1.30 0.94 1.41 0.41 2.27 -0.15 0.32

ZMYM6NB 925 26.03 22.26 19.37 15.78 34.67 52.90 14.54 16.17 58.27 48.70 28.50 4.83 34.42 -0.40 -0.63 -0.83 -1.12 0.01 0.89

ZMYND10 1780 0.00 6.93 0.04 0.00 0.16 0.00 0.00 0.02 0.16 0.18 1.19 0.25 0.09 #NUM! 6.28 -1.28 #NUM! 0.85 #NUM!

ZMYND11 4336 9.23 14.33 12.41 14.18 4.62 22.11 14.11 15.76 23.85 20.59 12.81 3.68 18.58 -1.01 -0.37 -0.58 -0.39 -2.01 0.79

ZMYND12 1782 0.24 0.00 0.00 0.73 0.00 0.65 0.34 0.84 0.62 0.00 0.27 -1.89 0.45 -0.91 #NUM! #NUM! 0.70 #NUM! 1.27

ZMYND15 2411 0.43 0.00 0.00 0.00 0.00 0.00 0.79 0.00 0.53 0.00 0.07 -3.80 0.33 0.38 #NUM! #NUM! #NUM! #NUM! #NUM!

ZMYND17 2433 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZMYND19 1371 4.92 6.24 12.71 15.27 55.96 10.57 6.52 4.16 11.16 9.26 17.61 4.14 7.78 -0.66 -0.32 0.71 0.97 2.85 -0.74

ZMYND8 4652 8.39 12.20 17.48 17.24 6.48 8.30 10.05 9.87 3.39 5.08 11.68 3.55 7.10 0.24 0.78 1.30 1.28 -0.13 -0.49

ZNF10 4417 1.04 1.70 2.67 1.07 0.56 2.11 1.25 0.98 1.46 2.23 1.53 0.61 1.48 -0.50 0.20 0.85 -0.47 -1.40 0.47

ZNF100 4479 0.76 1.26 1.02 0.64 0.38 0.84 0.79 0.83 0.44 0.97 0.82 -0.29 0.76 0.01 0.73 0.43 -0.24 -0.97 0.04

ZNF101 1458 2.40 2.66 5.55 1.58 2.94 3.27 1.43 1.18 1.07 1.60 3.07 1.62 1.32 0.86 1.01 2.07 0.26 1.16 0.09

ZNF107 5508 0.79 5.02 6.04 1.84 0.90 1.27 7.40 4.20 0.11 1.16 2.64 1.40 3.22 -2.03 0.64 0.91 -0.80 -1.84 -1.06

ZNF114 2206 0.89 0.59 0.49 0.23 0.04 0.36 0.11 0.13 0.10 0.37 0.43 -1.21 0.18 2.31 1.71 1.46 0.37 -2.31 -0.26

ZNF117 6404 0.87 0.39 0.00 0.00 0.49 1.03 2.55 0.00 0.15 1.08 0.46 -1.11 0.94 -0.12 -1.26 #NUM! #NUM! -0.96 1.15

ZNF12 5074 2.99 4.59 5.83 4.90 2.24 3.31 3.35 3.07 2.68 3.88 3.98 1.99 3.25 -0.12 0.50 0.84 0.59 -0.54 -0.27

ZNF121 1729 0.85 3.48 6.84 4.78 0.40 0.91 1.12 3.82 0.47 1.55 2.88 1.52 1.74 -1.03 1.00 1.98 1.46 -2.13 -1.65

ZNF124 1674 0.83 1.51 1.84 1.57 0.62 1.06 0.98 0.52 0.97 1.13 1.24 0.31 0.90 -0.12 0.74 1.03 0.80 -0.55 -0.23

ZNF131 2415 6.23 6.87 18.49 8.37 3.68 9.35 7.58 9.18 4.89 7.90 8.83 3.14 7.39 -0.25 -0.10 1.32 0.18 -1.01 0.08

ZNF132 3048 0.73 0.92 0.88 0.88 0.05 0.34 1.01 0.44 0.94 0.65 0.63 -0.66 0.76 -0.06 0.27 0.21 0.21 -3.96 -0.90

ZNF133 2718 3.79 4.64 4.38 5.81 6.94 4.94 4.04 2.79 5.31 4.79 5.08 2.35 4.23 -0.16 0.13 0.05 0.46 0.71 -0.04

ZNF134 2248 1.09 2.06 0.79 0.78 0.79 1.49 1.62 1.42 2.64 3.29 1.17 0.22 2.24 -1.04 -0.12 -1.51 -1.53 -1.51 0.35

ZNF135 3408 0.53 1.39 0.26 0.29 0.03 0.77 1.65 1.40 1.64 1.04 0.54 -0.88 1.43 -1.44 -0.05 -2.44 -2.32 -5.55 0.50

ZNF136 3035 0.61 1.78 2.24 0.47 0.47 1.76 1.15 1.18 1.28 1.96 1.22 0.29 1.39 -1.19 0.35 0.69 -1.56 -1.56 0.52

ZNF137P 2484 0.35 0.00 0.87 0.16 0.53 0.58 1.33 0.79 0.00 0.39 0.42 -1.26 0.62 -0.81 #NUM! 0.49 -1.94 -0.24 0.48

ZNF138 2719 1.95 2.58 1.99 2.04 0.88 2.71 2.25 0.00 0.82 1.13 2.02 1.02 1.05 0.89 1.30 0.92 0.96 -0.25 0.42

ZNF14 2967 1.05 1.21 1.69 0.10 0.15 1.54 1.02 0.40 0.51 1.82 0.96 -0.06 0.94 0.17 0.36 0.85 -3.22 -2.64 0.69

ZNF140 3067 3.33 3.54 11.73 3.24 4.20 5.19 3.64 5.44 4.64 5.37 5.20 2.38 4.78 -0.52 -0.43 1.30 -0.56 -0.19 0.00

ZNF141 1643 0.97 1.55 1.16 1.04 0.12 1.75 0.97 1.06 0.41 0.74 1.10 0.13 0.79 0.29 0.97 0.54 0.38 -2.75 0.67

ZNF142 5940 1.40 4.42 3.56 3.28 1.74 1.05 4.25 2.91 2.57 1.43 2.57 1.36 2.79 -1.00 0.66 0.35 0.23 -0.68 -1.29

ZNF143 2955 3.72 5.09 5.86 5.56 3.42 5.39 3.46 5.83 3.90 5.49 4.84 2.27 4.67 -0.33 0.12 0.33 0.25 -0.45 0.16

ZNF146 3880 14.61 16.49 28.49 27.69 12.46 18.11 12.55 13.36 4.94 13.27 19.64 4.30 11.03 0.41 0.58 1.37 1.33 0.18 -0.12

ZNF148 9573 2.91 4.19 3.90 5.71 1.43 4.05 2.84 3.56 2.21 2.28 3.70 1.89 2.72 0.10 0.62 0.52 1.07 -0.93 0.13

ZNF154 2760 0.04 1.45 0.00 0.11 0.07 0.39 0.28 0.16 0.77 0.37 0.34 -1.55 0.39 -3.34 1.88 #NUM! -1.78 -2.44 0.17

ZNF155 2673 1.53 1.90 3.33 1.92 1.13 1.83 1.47 0.57 2.07 1.69 1.94 0.96 1.45 0.08 0.39 1.20 0.40 -0.37 -0.08

ZNF157 1695 0.02 0.07 0.12 0.04 0.00 0.17 0.03 0.02 0.09 0.12 0.07 -3.86 0.06 -1.97 0.04 0.85 -0.63 #NUM! 1.33

ZNF16 2632 2.74 2.54 3.63 2.32 3.57 1.99 3.51 2.66 2.68 3.17 2.80 1.48 3.01 -0.14 -0.24 0.27 -0.37 0.25 -0.49

ZNF160 4336 0.50 3.78 5.94 0.81 0.33 2.35 2.61 0.00 1.77 2.50 2.28 1.19 1.72 -1.79 1.14 1.79 -1.09 -2.36 0.04

ZNF165 2411 0.93 0.31 2.52 1.64 1.71 0.00 1.43 8.31 0.25 8.69 1.19 0.25 4.67 -2.32 -3.90 -0.89 -1.51 -1.45 #NUM!

ZNF167 3483 0.46 1.69 1.14 0.36 0.23 0.60 0.63 0.32 1.15 0.52 0.75 -0.42 0.65 -0.51 1.37 0.80 -0.87 -1.49 -0.32

ZNF169 3556 0.62 1.75 0.55 1.09 0.23 0.48 0.40 0.27 0.31 0.34 0.79 -0.35 0.33 0.91 2.41 0.75 1.72 -0.54 -0.70

ZNF17 2678 1.35 1.59 2.41 2.34 0.70 0.00 1.31 0.97 1.32 1.41 1.40 0.48 1.25 0.11 0.34 0.94 0.90 -0.84 #NUM!

ZNF174 2498 3.05 3.69 1.68 3.87 2.92 1.81 2.59 1.72 4.45 1.60 2.84 1.50 2.59 0.24 0.51 -0.63 0.58 0.18 -0.65

ZNF175 3788 1.01 1.46 1.02 1.79 0.30 1.14 0.99 0.51 0.86 1.08 1.12 0.16 0.86 0.23 0.77 0.25 1.06 -1.51 0.02

ZNF177 2459 0.00 0.00 1.10 0.00 0.23 0.00 0.00 0.00 0.66 0.99 0.22 -2.17 0.41 #NUM! #NUM! 1.42 #NUM! -0.83 #NUM!

ZNF18 2767 2.61 2.58 2.63 3.29 1.02 3.02 1.50 1.29 2.17 2.44 2.53 1.34 1.85 0.50 0.48 0.51 0.83 -0.86 0.26

ZNF180 3140 1.66 1.31 1.36 2.02 0.43 1.70 0.89 0.40 0.89 1.28 1.41 0.50 0.87 0.94 0.60 0.65 1.22 -1.01 0.26

ZNF181 2951 2.27 1.68 1.32 0.91 0.97 0.00 1.53 0.77 1.49 2.57 1.19 0.25 1.59 0.51 0.08 -0.27 -0.80 -0.71 #NUM!

ZNF182 3669 1.35 1.89 1.10 1.17 0.40 1.75 1.07 0.57 0.99 0.87 1.28 0.35 0.88 0.62 1.11 0.33 0.42 -1.14 0.46

ZNF184 3119 2.11 2.86 2.72 2.47 1.07 3.00 1.42 1.16 1.20 1.94 2.37 1.25 1.43 0.56 1.00 0.92 0.79 -0.42 0.34

ZNF185 4440 27.23 44.19 36.93 64.30 11.60 20.95 107.78 100.93 138.70 58.56 34.20 5.10 101.49 -1.90 -1.20 -1.46 -0.66 -3.13 -0.71

ZNF187 2838 4.44 4.84 2.20 2.47 1.09 3.99 4.06 2.02 4.84 4.19 3.17 1.67 3.78 0.23 0.36 -0.78 -0.61 -1.79 0.33

ZNF189 3280 2.62 3.94 4.49 3.71 2.54 4.31 2.92 2.54 3.78 4.96 3.60 1.85 3.55 -0.44 0.15 0.34 0.06 -0.49 0.26

ZNF19 2743 0.46 1.07 0.25 0.61 0.10 0.46 0.55 0.16 0.49 0.70 0.49 -1.02 0.48 -0.07 1.17 -0.93 0.36 -2.19 -0.09

ZNF192 5362 1.86 4.87 2.90 3.12 0.55 2.44 3.26 2.32 0.00 2.65 2.63 1.39 2.06 -0.14 1.24 0.50 0.60 -1.89 -0.11

ZNF193 1851 2.91 4.25 4.10 3.66 4.63 4.26 2.89 1.92 4.46 4.31 3.97 1.99 3.39 -0.22 0.32 0.27 0.11 0.45 0.10

ZNF195 2405 3.60 5.38 5.98 3.24 1.06 6.45 3.70 3.80 1.48 3.69 4.29 2.10 3.17 0.19 0.77 0.92 0.03 -1.58 0.59

ZNF197 4338 1.75 3.16 2.52 1.46 1.17 0.53 2.82 1.54 0.70 2.29 1.76 0.82 1.84 -0.07 0.78 0.45 -0.34 -0.66 -1.73

ZNF2 3951 1.48 0.75 0.83 0.78 1.50 1.39 0.77 0.41 1.98 1.15 1.12 0.17 1.08 0.46 -0.53 -0.37 -0.47 0.48 0.31

ZNF20 3077 0.69 0.93 0.61 0.11 0.25 1.08 1.29 0.28 0.54 1.20 0.61 -0.71 0.83 -0.27 0.16 -0.45 -2.88 -1.71 0.82

ZNF200 3387 1.52 1.26 1.57 1.62 1.73 2.40 0.73 0.46 1.70 2.02 1.68 0.75 1.23 0.30 0.04 0.35 0.40 0.49 0.51

ZNF202 4055 1.27 1.96 1.45 1.25 0.82 1.94 1.89 1.48 3.15 2.37 1.45 0.53 2.22 -0.80 -0.18 -0.61 -0.84 -1.44 0.42

ZNF204P 4029 1.65 0.87 2.03 0.77 0.63 3.65 1.78 1.22 0.88 1.98 1.60 0.68 1.46 0.17 -0.75 0.47 -0.93 -1.21 1.19

ZNF205 2077 4.40 6.95 3.43 7.20 10.84 3.57 4.42 2.29 4.35 3.11 6.07 2.60 3.54 0.31 0.97 -0.05 1.02 1.61 -0.76

ZNF207 2333 51.65 20.39 50.68 75.02 52.70 51.74 37.43 72.94 37.59 54.78 50.36 5.65 50.68 0.03 -1.31 0.00 0.57 0.06 0.04

ZNF208 9088 0.06 0.12 0.09 0.09 0.01 0.13 0.12 0.25 0.03 0.06 0.08 -3.60 0.11 -1.03 0.14 -0.37 -0.26 -4.44 0.64

ZNF211 2512 0.71 3.54 3.51 0.63 0.33 2.56 1.13 1.22 2.62 2.41 1.88 0.91 1.85 -1.37 0.94 0.93 -1.56 -2.50 0.45

ZNF212 2814 1.66 4.21 4.30 4.02 5.78 2.33 4.21 4.00 2.37 5.04 3.72 1.89 3.91 -1.23 0.11 0.14 0.04 0.57 -0.67

ZNF213 3301 2.95 6.56 3.37 7.12 6.43 2.45 4.42 2.56 4.23 2.00 4.81 2.27 3.30 -0.16 0.99 0.03 1.11 0.96 -0.98

ZNF214 2668 0.59 1.20 0.41 0.20 0.00 0.80 0.37 0.23 0.59 0.74 0.53 -0.91 0.48 0.29 1.32 -0.24 -1.27 #NUM! 0.59

ZNF215 3658 0.84 0.82 0.92 0.09 0.03 0.51 0.79 0.43 0.38 0.66 0.54 -0.90 0.57 0.57 0.54 0.69 -2.66 -4.09 -0.07

ZNF217 5653 2.80 9.39 6.62 11.27 2.72 6.15 6.25 6.23 2.95 5.99 6.49 2.70 5.36 -0.93 0.81 0.30 1.07 -0.98 -0.08

ZNF219 3098 19.97 12.04 7.53 20.12 8.32 5.27 21.89 13.69 12.14 7.55 12.21 3.61 13.82 0.53 -0.20 -0.88 0.54 -0.73 -1.21

ZNF22 2204 10.11 7.61 8.47 5.28 9.30 15.65 5.77 3.89 11.23 14.49 9.41 3.23 8.84 0.19 -0.22 -0.06 -0.74 0.07 0.73

ZNF221 2426 0.07 0.36 0.00 0.16 0.03 0.00 0.26 0.07 0.00 0.07 0.10 -3.28 0.10 -0.60 1.85 #NUM! 0.62 -1.70 #NUM!

ZNF222 1680 0.22 1.06 1.37 0.15 0.63 2.04 0.57 0.43 0.81 1.78 0.91 -0.13 0.90 -2.03 0.24 0.61 -2.59 -0.51 1.16

ZNF223 2414 1.33 1.53 1.88 1.03 0.00 1.24 0.78 0.92 0.73 1.19 1.17 0.22 0.91 0.56 0.76 1.05 0.18 #NUM! 0.08

ZNF224 2483 0.31 0.00 0.00 1.29 0.00 0.00 0.00 0.30 0.00 0.00 0.27 -1.90 0.07 2.08 #NUM! #NUM! 4.12 #NUM! #NUM!

ZNF225 2731 0.67 0.65 0.73 0.39 0.09 0.51 0.42 0.10 0.42 0.51 0.51 -0.98 0.36 0.90 0.85 1.01 0.11 -1.99 0.02

ZNF226 2623 2.03 3.07 6.16 5.52 2.63 6.28 2.22 1.52 6.66 5.16 4.28 2.10 3.89 -0.94 -0.34 0.66 0.50 -0.56 0.55

ZNF227 3075 2.39 2.25 3.61 3.21 1.04 3.11 1.67 1.48 2.42 2.04 2.60 1.38 1.90 0.33 0.24 0.93 0.76 -0.88 0.26

ZNF229 4964 0.09 0.36 0.06 0.02 0.01 0.23 0.24 0.19 0.49 0.41 0.13 -2.98 0.33 -1.91 0.11 -2.45 -4.08 -5.09 0.84

ZNF23 3271 1.57 1.77 0.97 2.64 1.08 3.22 1.68 0.94 1.41 2.20 1.88 0.91 1.56 0.01 0.19 -0.68 0.76 -0.53 0.78

ZNF230 4132 0.73 0.79 0.79 0.45 0.27 0.77 0.49 0.27 0.59 0.69 0.63 -0.66 0.51 0.51 0.63 0.63 -0.18 -0.92 0.29

ZNF232 2125 2.04 2.22 4.57 1.06 7.00 3.97 1.77 1.53 3.31 6.00 3.48 1.80 3.15 -0.63 -0.51 0.54 -1.57 1.15 0.19

ZNF233 2806 0.01 0.30 0.21 0.22 0.04 0.13 0.14 0.08 0.12 0.00 0.15 -2.73 0.08 -3.14 1.84 1.33 1.36 -1.23 -0.25

ZNF234 4600 0.33 1.19 1.18 0.20 0.19 0.66 0.73 0.49 0.00 0.57 0.63 -0.68 0.45 -0.45 1.41 1.40 -1.15 -1.21 0.08

ZNF235 3190 0.36 0.77 0.78 0.33 0.05 0.67 0.73 0.22 0.00 0.63 0.49 -1.02 0.39 -0.13 0.98 0.99 -0.24 -2.86 0.43

ZNF236 8140 0.70 2.05 2.08 2.28 0.32 1.77 1.30 1.94 1.14 1.35 1.53 0.62 1.43 -1.04 0.52 0.54 0.67 -2.17 0.20

ZNF238 4244 0.70 3.25 2.11 1.47 1.81 3.90 1.62 1.59 2.57 2.85 2.21 1.14 2.16 -1.61 0.59 -0.03 -0.55 -0.25 0.82

ZNF239 2406 0.92 1.43 2.82 0.31 1.26 1.07 0.47 0.31 2.54 0.89 1.30 0.38 1.05 -0.19 0.45 1.42 -1.77 0.27 -0.29

ZNF24 6311 3.77 5.63 5.60 5.88 1.93 9.35 4.88 5.32 5.78 9.74 5.36 2.42 6.43 -0.77 -0.19 -0.20 -0.13 -1.74 0.80

ZNF248 4883 1.64 2.06 1.30 1.51 0.48 2.72 2.85 1.63 2.58 2.86 1.62 0.69 2.48 -0.60 -0.27 -0.93 -0.72 -2.37 0.75

ZNF25 3736 1.75 3.52 1.41 1.45 0.32 5.47 2.24 2.18 4.26 4.50 2.32 1.22 3.29 -0.91 0.10 -1.22 -1.18 -3.37 1.24

ZNF250 6382 0.97 1.75 0.73 2.12 2.72 0.55 1.04 0.73 1.28 2.20 1.47 0.56 1.31 -0.43 0.42 -0.84 0.69 1.05 -1.41

ZNF251 3024 1.99 4.07 2.72 5.17 5.98 3.84 2.93 2.25 5.21 3.67 3.96 1.99 3.51 -0.82 0.21 -0.37 0.56 0.77 -0.05

ZNF252 5454 1.88 2.14 2.72 2.42 1.76 2.93 2.24 1.90 1.69 1.81 2.31 1.21 1.91 -0.02 0.16 0.51 0.34 -0.12 0.34

ZNF253 2351 0.74 2.80 0.46 0.32 0.04 0.89 0.92 0.43 0.31 0.52 0.88 -0.19 0.54 0.44 2.36 -0.23 -0.75 -3.65 0.02

ZNF254 3986 1.40 3.19 0.33 0.43 0.05 0.00 3.61 5.14 0.47 0.58 0.90 -0.15 2.45 -0.81 0.38 -2.90 -2.52 -5.61 #NUM!

ZNF256 2228 0.36 1.23 0.29 0.12 0.07 0.86 1.00 0.74 1.03 0.00 0.49 -1.04 0.69 -0.96 0.83 -1.27 -2.49 -3.33 0.82

ZNF257 3534 0.10 0.09 0.05 0.05 0.01 0.14 0.16 0.17 0.04 0.12 0.07 -3.81 0.12 -0.37 -0.48 -1.26 -1.42 -4.16 0.94

ZNF259 1810 10.41 9.74 13.57 8.49 14.74 15.70 10.31 12.19 20.12 19.76 12.11 3.60 15.60 -0.58 -0.68 -0.20 -0.88 -0.08 0.37

ZNF26 3083 0.79 2.65 2.93 2.40 1.73 4.49 1.32 1.91 2.48 2.62 2.50 1.32 2.08 -1.40 0.35 0.49 0.20 -0.27 0.84

ZNF260 5474 1.66 2.73 3.06 2.86 2.29 2.01 2.22 1.56 0.66 1.30 2.44 1.28 1.43 0.21 0.93 1.09 1.00 0.67 -0.28

ZNF263 3305 3.91 7.25 4.10 7.23 10.20 7.40 4.09 3.48 9.67 9.12 6.68 2.74 6.59 -0.75 0.14 -0.68 0.13 0.63 0.15

ZNF264 12172 2.02 1.80 3.15 1.31 0.97 0.79 1.54 0.96 0.88 1.23 1.68 0.74 1.15 0.81 0.65 1.45 0.19 -0.24 -1.08

ZNF266 3618 2.64 4.81 0.00 7.60 2.69 0.00 3.03 3.55 3.77 4.20 2.96 1.56 3.64 -0.46 0.40 #NUM! 1.06 -0.44 #NUM!

ZNF267 3281 3.30 2.88 7.13 8.45 4.94 8.47 2.54 5.54 1.05 5.42 5.86 2.55 3.64 -0.14 -0.34 0.97 1.22 0.44 0.53

ZNF268 5862 1.96 2.53 5.09 2.59 0.29 2.07 1.85 1.37 1.05 1.19 2.42 1.28 1.36 0.52 0.89 1.90 0.92 -2.26 -0.22

ZNF271 5151 12.97 3.17 3.29 2.35 1.11 4.90 3.21 1.82 3.56 3.56 4.63 2.21 3.04 2.09 0.06 0.11 -0.37 -1.45 0.08

ZNF273 4414 0.31 1.12 1.08 0.48 1.13 0.89 1.15 1.83 0.27 0.92 0.83 -0.26 1.04 -1.74 0.10 0.05 -1.12 0.12 0.09

ZNF274 2839 4.44 5.02 1.98 7.74 4.52 6.97 5.03 4.68 3.97 4.92 5.11 2.35 4.65 -0.07 0.11 -1.23 0.73 -0.04 0.45

ZNF275 6320 1.42 9.19 3.62 2.69 0.81 5.18 2.06 1.47 2.58 2.38 3.82 1.93 2.12 -0.58 2.12 0.77 0.35 -1.39 0.44

ZNF276 4621 1.73 5.58 3.38 4.39 2.40 2.69 3.48 2.80 2.85 2.59 3.36 1.75 2.93 -0.76 0.93 0.21 0.58 -0.29 -0.32

ZNF277 2687 5.91 6.54 5.46 7.09 2.72 6.98 4.53 6.02 3.44 8.51 5.78 2.53 5.63 0.07 0.22 -0.04 0.33 -1.05 0.27

ZNF28 4726 1.04 0.00 0.00 0.35 0.95 0.00 0.00 0.00 0.41 0.00 0.39 -1.36 0.10 3.35 #NUM! #NUM! 1.79 3.22 #NUM!

ZNF280A 2180 0.04 0.00 0.00 0.00 0.00 0.02 0.00 0.00 0.00 0.01 0.01 -6.64 0.00 3.88 #NUM! #NUM! #NUM! #NUM! 1.15

ZNF280B 5733 0.01 0.13 0.03 0.03 0.00 0.13 0.03 0.02 0.06 0.11 0.06 -4.18 0.05 -1.98 1.29 -1.02 -0.65 -3.66 1.18

ZNF280C 4695 0.72 1.47 1.22 1.39 0.33 1.23 0.63 0.58 0.34 0.55 1.06 0.08 0.53 0.46 1.48 1.21 1.40 -0.68 0.22

ZNF280D 4484 3.65 6.40 5.52 4.69 1.86 10.85 5.50 6.14 6.61 10.79 5.49 2.46 7.26 -0.99 -0.18 -0.39 -0.63 -1.97 0.98



ZNF281 3535 1.67 4.00 3.31 4.08 1.83 3.26 2.23 1.55 1.59 2.53 3.02 1.60 1.97 -0.24 1.02 0.74 1.05 -0.11 0.11

ZNF282 3736 3.98 6.95 11.85 12.50 17.02 3.69 5.55 3.83 7.17 4.03 9.33 3.22 5.14 -0.37 0.43 1.20 1.28 1.73 -1.34

ZNF283 2565 2.53 0.29 0.62 0.30 0.22 0.68 0.25 0.18 0.29 0.78 0.77 -0.37 0.38 2.75 -0.39 0.73 -0.35 -0.77 -0.18

ZNF284 2222 0.07 0.45 0.41 0.21 0.06 0.32 0.26 0.19 0.28 0.00 0.25 -1.99 0.18 -1.31 1.29 1.16 0.22 -1.67 0.34

ZNF285 2703 0.39 0.55 0.34 0.02 0.24 0.21 0.43 0.15 0.43 0.65 0.29 -1.78 0.42 -0.11 0.39 -0.31 -4.06 -0.77 -0.48

ZNF286A 5559 1.72 1.45 4.63 1.78 1.49 2.80 1.83 1.57 1.67 2.40 2.31 1.21 1.87 -0.11 -0.37 1.31 -0.07 -0.33 0.28

ZNF286B 5328 0.53 0.85 1.42 1.24 0.61 0.96 0.81 0.73 0.35 0.89 0.93 -0.10 0.70 -0.40 0.29 1.03 0.83 -0.19 0.04

ZNF287 4278 0.61 0.57 0.48 0.27 0.57 0.74 0.41 0.27 0.77 0.60 0.54 -0.89 0.51 0.26 0.16 -0.09 -0.90 0.16 0.45

ZNF292 10100 2.65 4.60 3.88 6.22 0.74 2.24 3.47 2.83 0.75 1.76 3.39 1.76 2.20 0.27 1.06 0.82 1.50 -1.58 -0.60

ZNF295 7479 1.39 3.15 6.27 8.33 1.51 6.71 3.41 11.05 3.20 7.14 4.56 2.19 6.20 -2.16 -0.98 0.02 0.43 -2.04 0.56

ZNF296 1604 2.47 1.51 5.31 5.62 2.45 1.20 3.22 0.88 0.00 1.12 3.09 1.63 1.30 0.92 0.21 2.03 2.11 0.91 -1.37

ZNF3 2837 10.30 14.09 14.34 11.21 8.90 8.07 12.26 6.11 11.35 8.21 11.15 3.48 9.48 0.12 0.57 0.60 0.24 -0.09 -0.47

ZNF30 2681 0.57 0.47 0.51 0.14 0.46 0.83 0.38 0.19 0.38 0.70 0.50 -1.01 0.41 0.45 0.20 0.30 -1.53 0.15 0.74

ZNF300 3337 0.85 1.94 2.67 1.01 0.02 2.10 1.27 1.56 0.77 1.52 1.43 0.52 1.28 -0.59 0.60 1.06 -0.34 -6.39 0.55

ZNF300P1 2420 0.84 0.53 0.04 0.73 0.00 1.90 1.87 3.49 1.75 2.41 0.67 -0.57 2.38 -1.50 -2.16 -5.93 -1.71 #NUM! 1.50

ZNF302 2665 4.17 5.85 2.59 3.22 3.48 3.25 4.71 3.04 4.22 4.69 3.76 1.91 4.16 0.00 0.49 -0.68 -0.37 -0.26 -0.21

ZNF304 4417 0.85 2.20 3.36 0.24 0.55 0.86 1.44 2.29 1.36 1.33 1.34 0.42 1.60 -0.92 0.46 1.07 -2.77 -1.54 -0.64

ZNF311 2698 0.64 0.51 0.50 1.97 1.55 0.90 0.42 0.36 0.34 0.34 1.01 0.02 0.37 0.81 0.48 0.43 2.42 2.08 -0.17

ZNF317 4098 4.87 6.04 8.31 8.47 4.22 3.00 3.21 3.54 4.44 4.13 5.82 2.54 3.83 0.35 0.66 1.12 1.14 0.14 -0.95

ZNF318 8021 2.01 5.42 7.75 3.35 1.79 1.76 2.45 2.41 2.59 1.86 3.68 1.88 2.33 -0.21 1.22 1.74 0.53 -0.38 -1.06

ZNF319 4220 1.85 3.40 1.14 4.96 5.47 1.01 2.39 1.49 2.09 1.18 2.97 1.57 1.79 0.05 0.93 -0.65 1.47 1.61 -1.56

ZNF32 1219 23.37 15.41 12.19 11.27 25.43 26.67 15.61 10.77 32.73 24.39 19.06 4.25 20.87 0.16 -0.44 -0.78 -0.89 0.28 0.48

ZNF320 6145 0.63 2.47 0.00 0.29 1.61 12.15 3.11 3.15 1.38 3.40 2.86 1.52 2.76 -2.14 -0.16 #NUM! -3.23 -0.77 2.09

ZNF321P 2334 0.22 0.00 0.00 0.13 1.64 0.00 0.00 0.00 0.60 0.91 0.33 -1.60 0.38 -0.79 #NUM! #NUM! -1.59 2.12 #NUM!

ZNF322 4800 2.46 3.58 3.00 3.10 1.80 5.04 3.17 2.04 5.00 4.99 3.16 1.66 3.80 -0.63 -0.09 -0.34 -0.29 -1.08 0.67

ZNF322P1 2374 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF323 3554 2.54 1.93 1.46 2.68 0.92 3.10 2.19 2.41 5.86 2.48 2.11 1.07 3.23 -0.35 -0.74 -1.15 -0.27 -1.81 0.56

ZNF324 3231 1.59 2.35 6.02 5.46 1.80 0.89 2.30 2.14 0.00 2.10 3.02 1.59 1.63 -0.04 0.53 1.88 1.74 0.14 -1.76

ZNF324B 2995 0.53 0.99 0.83 1.85 1.20 0.32 0.75 0.38 0.70 0.59 0.95 -0.07 0.60 -0.19 0.71 0.45 1.61 0.99 -1.56

ZNF326 2729 6.03 7.08 21.63 12.26 3.06 11.12 5.64 7.01 3.30 6.13 10.20 3.35 5.52 0.13 0.36 1.97 1.15 -0.85 0.13

ZNF329 3426 1.04 2.53 6.15 1.77 0.97 1.43 2.29 1.76 3.19 1.87 2.31 1.21 2.28 -1.14 0.15 1.43 -0.37 -1.23 -0.69

ZNF330 1906 3.89 4.28 6.11 15.25 13.24 14.65 5.55 11.11 16.98 17.08 9.57 3.26 12.68 -1.71 -1.57 -1.05 0.27 0.06 0.61

ZNF331 5163 1.25 6.00 5.04 3.63 2.28 21.29 3.15 18.24 7.30 17.52 6.58 2.72 11.55 -3.20 -0.94 -1.20 -1.67 -2.34 1.69

ZNF333 3767 0.71 2.41 1.26 0.62 0.72 1.91 1.40 1.71 2.34 2.45 1.27 0.35 1.98 -1.47 0.29 -0.65 -1.68 -1.45 0.58

ZNF334 3489 0.92 2.48 1.21 0.11 0.01 1.08 1.29 0.67 0.30 0.82 0.97 -0.05 0.77 0.26 1.69 0.66 -2.81 -6.24 0.15

ZNF335 4462 2.86 7.99 9.15 6.77 4.62 4.12 4.10 4.48 4.71 3.44 5.92 2.57 4.19 -0.55 0.93 1.13 0.69 0.14 -0.52

ZNF337 3264 2.60 7.17 4.21 4.20 3.50 4.80 5.35 3.37 5.24 5.18 4.41 2.14 4.79 -0.88 0.58 -0.18 -0.19 -0.45 0.12

ZNF33A 6130 3.46 6.23 5.30 6.97 1.55 4.82 5.09 4.85 2.06 2.53 4.72 2.24 3.63 -0.07 0.78 0.55 0.94 -1.23 0.03

ZNF33B 5958 2.86 2.90 2.38 3.94 2.45 5.31 2.94 2.50 1.71 3.87 3.31 1.73 2.76 0.05 0.07 -0.21 0.52 -0.17 0.68

ZNF34 1943 1.86 2.57 1.55 1.40 2.04 2.23 2.06 1.25 4.23 2.59 1.94 0.96 2.53 -0.45 0.02 -0.71 -0.85 -0.31 0.20

ZNF341 3330 0.80 2.08 1.53 2.08 2.01 1.35 1.04 0.99 2.07 0.63 1.64 0.72 1.18 -0.56 0.81 0.37 0.82 0.76 -0.28

ZNF343 3632 0.00 2.11 2.16 0.00 0.00 0.00 1.86 1.82 0.00 0.00 0.71 -0.49 0.92 #NUM! 1.20 1.23 #NUM! #NUM! #NUM!

ZNF345 3162 0.32 1.38 0.65 0.15 0.10 1.03 0.93 0.58 0.41 0.86 0.60 -0.73 0.69 -1.11 0.99 -0.09 -2.22 -2.86 0.77

ZNF346 3089 2.38 3.42 1.51 4.92 2.79 3.01 1.91 1.97 4.12 2.38 3.00 1.59 2.59 -0.12 0.40 -0.78 0.92 0.11 0.00

ZNF347 4565 0.39 1.05 0.29 0.21 0.61 1.24 0.79 0.76 0.88 0.99 0.63 -0.66 0.86 -1.13 0.29 -1.58 -2.03 -0.49 0.98

ZNF35 2664 1.45 2.54 3.65 1.09 0.97 1.21 1.68 1.24 2.03 1.50 1.82 0.86 1.61 -0.16 0.65 1.18 -0.57 -0.74 -0.58

ZNF350 2358 1.82 2.59 0.62 1.68 0.17 2.26 1.85 1.11 0.82 2.23 1.52 0.61 1.50 0.27 0.79 -1.28 0.16 -3.13 0.57

ZNF354A 2555 4.26 3.27 5.29 3.82 1.40 3.98 3.71 3.21 1.91 2.64 3.67 1.88 2.87 0.57 0.19 0.88 0.42 -1.04 0.12

ZNF354B 2200 1.74 2.22 2.08 3.91 0.74 3.07 2.20 1.65 1.28 1.98 2.29 1.20 1.78 -0.04 0.32 0.23 1.14 -1.26 0.42

ZNF354C 2390 0.26 0.43 0.45 0.26 0.15 0.54 0.51 0.26 0.43 0.46 0.35 -1.52 0.42 -0.68 0.05 0.10 -0.65 -1.49 0.62

ZNF358 2003 16.61 26.32 18.41 18.44 60.25 17.24 27.01 22.94 36.81 20.78 26.21 4.71 26.88 -0.69 -0.03 -0.55 -0.54 1.16 -0.60

ZNF362 3158 9.99 18.61 9.52 17.33 13.25 8.95 11.50 8.48 10.56 4.96 12.94 3.69 8.88 0.17 1.07 0.10 0.96 0.58 -0.53

ZNF365 4223 1.01 0.90 0.06 1.38 0.07 0.70 1.36 0.80 0.52 1.07 0.69 -0.54 0.94 0.10 -0.07 -3.86 0.56 -3.77 0.02

ZNF366 2770 0.19 0.90 0.71 0.28 0.04 0.53 0.54 0.25 1.46 0.46 0.44 -1.18 0.68 -1.83 0.40 0.06 -1.29 -3.92 0.27

ZNF367 3714 1.87 1.98 5.80 5.54 5.00 4.34 0.77 1.40 0.37 1.06 4.09 2.03 0.90 1.06 1.14 2.69 2.63 2.48 0.08

ZNF37A 7058 1.66 2.96 3.17 2.21 0.74 1.68 2.62 1.45 0.88 1.14 2.07 1.05 1.52 0.12 0.96 1.06 0.54 -1.05 -0.30

ZNF37BP 8688 0.86 0.43 1.44 0.56 0.21 1.75 1.33 1.12 0.51 0.82 0.87 -0.20 0.94 -0.13 -1.12 0.60 -0.76 -2.18 1.00

ZNF382 2830 0.18 0.19 0.23 0.23 0.05 0.00 0.36 0.09 0.26 0.13 0.15 -2.76 0.21 -0.20 -0.14 0.16 0.14 -1.98 #NUM!

ZNF383 1694 1.20 1.35 1.01 1.24 0.08 2.05 1.35 0.53 1.25 1.71 1.15 0.21 1.21 -0.01 0.16 -0.26 0.03 -3.98 0.83

ZNF384 3251 11.83 17.11 23.12 18.29 19.19 12.52 11.59 9.63 15.50 8.54 17.01 4.09 11.32 0.06 0.60 1.03 0.69 0.76 -0.44

ZNF385A 2421 23.82 33.65 116.62 116.83 56.49 23.71 69.58 51.95 18.88 27.76 61.85 5.95 42.04 -0.82 -0.32 1.47 1.47 0.43 -1.38

ZNF385B 3320 0.02 0.47 0.09 2.19 0.01 0.63 0.37 0.25 0.29 0.59 0.57 -0.82 0.37 -4.19 0.35 -2.00 2.55 -5.29 0.14

ZNF385D 1812 2.27 5.27 1.38 0.73 0.04 9.11 2.86 7.58 12.14 7.77 3.13 1.65 7.59 -1.74 -0.53 -2.46 -3.38 -7.47 1.54

ZNF389 1640 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF391 1596 0.51 0.66 0.39 0.42 0.21 0.69 0.35 0.11 0.55 0.36 0.48 -1.05 0.34 0.59 0.95 0.20 0.32 -0.68 0.51

ZNF394 2259 4.37 10.41 9.81 11.15 9.36 9.87 5.98 9.64 8.18 11.41 9.16 3.20 8.80 -1.01 0.24 0.16 0.34 0.09 0.11

ZNF395 4807 6.45 7.56 5.03 5.97 8.30 6.20 12.87 10.70 7.66 11.20 6.58 2.72 10.61 -0.72 -0.49 -1.08 -0.83 -0.35 -0.09

ZNF396 2788 0.74 0.43 0.33 0.14 0.08 0.27 0.31 0.07 0.37 0.70 0.33 -1.58 0.36 1.03 0.26 -0.14 -1.34 -2.18 -0.30

ZNF397 2644 3.93 2.19 2.45 2.65 1.01 2.38 2.94 2.27 1.99 2.71 2.43 1.28 2.48 0.67 -0.18 -0.02 0.10 -1.29 -0.03

ZNF398 5508 2.69 2.66 4.37 3.08 1.62 1.33 3.33 1.99 1.64 2.40 2.63 1.39 2.34 0.20 0.18 0.90 0.39 -0.54 -0.98

ZNF404 1868 0.15 0.47 0.18 0.11 0.08 0.57 0.42 0.23 0.46 0.27 0.26 -1.94 0.35 -1.21 0.42 -0.93 -1.62 -2.05 1.13

ZNF407 8008 0.26 1.17 1.27 1.15 0.40 0.97 0.93 1.34 1.02 1.15 0.87 -0.20 1.11 -2.11 0.08 0.20 0.06 -1.48 0.15

ZNF408 2507 2.58 3.75 7.34 7.87 6.70 2.85 2.70 1.97 3.54 3.65 5.18 2.37 2.96 -0.20 0.34 1.31 1.41 1.18 -0.86

ZNF41 4375 1.56 2.74 2.74 1.97 0.63 2.34 1.98 1.52 1.37 1.35 2.00 1.00 1.55 0.01 0.82 0.82 0.34 -1.31 0.23

ZNF410 2207 14.86 13.21 17.34 12.11 30.57 31.42 10.70 10.81 24.42 27.04 19.92 4.32 18.24 -0.30 -0.47 -0.07 -0.59 0.74 0.66

ZNF414 1414 5.99 7.80 12.14 10.07 14.34 4.57 8.22 7.76 9.61 4.47 9.15 3.19 7.52 -0.33 0.05 0.69 0.42 0.93 -1.00

ZNF415 2674 2.14 2.02 0.62 0.33 0.47 1.81 3.36 2.07 3.10 2.29 1.23 0.30 2.70 -0.34 -0.42 -2.13 -3.01 -2.52 0.55

ZNF416 2523 1.95 1.24 3.71 1.48 1.01 0.80 1.73 1.25 0.97 1.16 1.70 0.76 1.28 0.61 -0.04 1.54 0.22 -0.33 -1.09

ZNF417 4703 0.44 1.61 1.76 0.52 0.50 0.59 0.92 0.82 0.94 2.47 0.90 -0.15 1.29 -1.54 0.32 0.45 -1.31 -1.37 -0.61

ZNF418 3712 0.08 0.31 0.07 0.04 0.01 0.24 0.00 0.11 0.50 0.00 0.12 -3.02 0.15 -0.97 1.04 -1.20 -2.10 -4.52 0.97

ZNF419 2384 0.56 1.34 0.19 0.12 0.74 0.79 0.73 0.48 1.90 0.99 0.62 -0.68 1.03 -0.88 0.38 -2.43 -3.05 -0.47 0.35

ZNF420 2990 0.81 0.76 0.27 0.72 0.00 1.22 0.95 0.78 0.46 0.95 0.63 -0.67 0.78 0.05 -0.04 -1.54 -0.13 #NUM! 0.95

ZNF423 4846 0.82 3.13 0.68 0.82 0.09 2.19 2.97 2.61 4.19 5.91 1.29 0.37 3.92 -2.26 -0.33 -2.53 -2.26 -5.45 0.77

ZNF425 3244 0.51 0.65 0.41 0.95 0.66 0.32 0.90 0.26 0.54 0.70 0.59 -0.77 0.60 -0.23 0.12 -0.55 0.66 0.12 -0.86

ZNF426 2320 2.81 2.32 3.33 0.49 0.35 1.04 4.10 4.21 1.11 4.35 1.72 0.78 3.44 -0.29 -0.57 -0.05 -2.83 -3.28 -0.73

ZNF428 1411 13.42 51.11 11.03 14.43 8.89 32.19 48.54 7.78 27.05 7.11 21.84 4.45 22.62 -0.75 1.18 -1.04 -0.65 -1.35 0.56

ZNF429 2361 0.54 1.14 0.41 0.23 0.02 0.00 1.16 1.40 0.00 1.03 0.39 -1.36 0.90 -0.74 0.34 -1.12 -1.97 -5.31 #NUM!

ZNF43 5225 1.01 2.33 0.46 0.21 0.05 1.26 1.30 0.73 0.47 0.56 0.89 -0.17 0.76 0.41 1.61 -0.72 -1.83 -4.02 0.51

ZNF430 3919 1.02 2.45 4.42 0.32 0.37 1.43 3.92 5.82 0.53 2.68 1.67 0.74 3.24 -1.67 -0.40 0.45 -3.35 -3.12 -0.22

ZNF431 3861 0.43 0.00 1.37 0.00 0.90 1.36 1.86 2.65 0.72 2.01 0.68 -0.56 1.81 -2.06 #NUM! -0.40 #NUM! -1.00 1.00

ZNF432 2593 0.82 1.79 3.26 0.83 0.25 1.27 1.27 1.31 0.72 0.00 1.37 0.45 0.83 -0.02 1.11 1.98 0.01 -1.75 -0.10

ZNF433 2321 0.31 1.15 1.44 0.11 0.00 1.16 1.05 0.43 0.95 0.66 0.70 -0.52 0.77 -1.30 0.58 0.90 -2.85 #NUM! 0.74

ZNF434 3044 3.48 3.76 2.71 5.27 2.02 2.81 2.76 1.40 3.13 2.73 3.34 1.74 2.50 0.47 0.59 0.11 1.07 -0.31 -0.25

ZNF436 4493 5.24 6.19 5.12 5.51 1.39 7.98 4.92 3.54 11.58 9.71 5.24 2.39 7.44 -0.50 -0.27 -0.54 -0.43 -2.42 0.61

ZNF438 3431 2.47 3.58 5.34 3.26 2.02 3.89 3.53 3.80 4.37 3.15 3.43 1.78 3.71 -0.59 -0.05 0.52 -0.19 -0.88 0.18

ZNF439 2566 0.45 0.00 0.00 0.28 0.05 1.59 0.75 0.67 0.62 1.02 0.39 -1.34 0.77 -0.76 #NUM! #NUM! -1.47 -3.97 2.01

ZNF44 2818 2.05 3.25 1.75 2.04 0.28 2.11 3.65 1.98 1.38 2.68 1.91 0.93 2.42 -0.24 0.42 -0.47 -0.25 -3.13 0.14

ZNF440 4181 1.53 2.53 2.14 0.68 0.57 0.00 2.52 1.64 0.48 1.14 1.24 0.31 1.44 0.08 0.81 0.57 -1.08 -1.35 #NUM!

ZNF441 4470 0.73 1.32 0.59 0.26 0.01 0.70 0.84 0.32 0.23 0.50 0.60 -0.73 0.47 0.63 1.49 0.32 -0.85 -5.44 0.21

ZNF442 2825 0.33 0.35 0.34 0.06 0.00 0.00 0.26 0.16 0.38 0.65 0.18 -2.47 0.36 -0.12 -0.05 -0.08 -2.61 #NUM! #NUM!

ZNF443 2736 0.29 0.50 0.58 0.09 0.28 0.68 0.60 0.24 0.60 0.77 0.40 -1.31 0.55 -0.91 -0.15 0.06 -2.66 -0.96 0.74

ZNF444 2059 4.86 13.95 9.24 16.82 12.05 5.84 6.97 4.24 13.75 5.74 10.46 3.39 7.67 -0.66 0.86 0.27 1.13 0.65 -0.84

ZNF445 10264 0.42 1.53 1.48 1.56 0.36 0.68 1.10 0.86 1.13 0.86 1.00 0.01 0.99 -1.23 0.63 0.58 0.66 -1.46 -0.57

ZNF446 1995 1.89 4.35 2.60 4.34 4.84 3.20 2.38 1.47 4.12 4.66 3.54 1.82 3.16 -0.74 0.46 -0.28 0.46 0.62 -0.14

ZNF449 4059 1.32 2.42 0.94 0.83 0.25 1.27 1.36 1.27 0.89 1.69 1.17 0.22 1.30 0.02 0.89 -0.47 -0.65 -2.41 0.12

ZNF45 3903 1.55 2.23 2.84 2.38 0.79 2.00 1.55 0.87 1.66 1.78 1.96 0.97 1.46 0.08 0.61 0.96 0.70 -0.90 0.02

ZNF451 5241 1.92 2.88 6.22 2.83 4.84 5.19 2.90 3.70 0.00 4.59 3.98 1.99 2.80 -0.54 0.04 1.15 0.01 0.79 0.38

ZNF454 2172 0.28 0.48 0.00 0.08 0.01 0.25 0.26 0.25 0.49 0.34 0.18 -2.44 0.33 -0.23 0.55 #NUM! -2.03 -4.78 0.41

ZNF460 3849 0.13 0.64 1.72 0.69 0.77 1.41 0.33 0.85 0.91 1.08 0.89 -0.16 0.79 -2.62 -0.31 1.12 -0.19 -0.04 0.66

ZNF461 3192 0.52 1.16 0.49 0.54 1.10 1.04 1.07 0.56 0.93 0.79 0.81 -0.31 0.84 -0.69 0.46 -0.78 -0.64 0.39 0.37

ZNF462 8306 1.78 3.72 1.73 3.75 2.15 0.98 3.47 4.59 0.66 1.95 2.35 1.23 2.67 -0.58 0.48 -0.63 0.49 -0.31 -1.27

ZNF467 2295 1.23 4.08 2.88 2.78 2.36 3.40 5.83 2.23 3.87 3.54 2.79 1.48 3.87 -1.65 0.07 -0.42 -0.48 -0.71 0.29

ZNF468 4053 1.33 0.00 0.00 0.00 1.12 0.00 2.89 0.00 0.86 4.09 0.41 -1.29 1.96 -0.56 #NUM! #NUM! #NUM! -0.81 #NUM!

ZNF469 13203 0.10 0.97 0.73 0.66 0.18 0.10 0.76 0.26 0.55 0.28 0.46 -1.12 0.46 -2.16 1.08 0.66 0.53 -1.33 -2.14

ZNF470 7149 0.33 0.38 0.09 0.06 0.01 0.53 0.62 0.26 0.33 0.50 0.23 -2.10 0.43 -0.38 -0.17 -2.23 -2.88 -5.42 1.19

ZNF471 4967 0.32 0.96 0.11 0.15 0.00 0.71 1.22 1.10 0.54 0.70 0.37 -1.42 0.89 -1.49 0.10 -3.03 -2.57 #NUM! 0.93

ZNF473 4711 2.05 1.63 4.40 4.32 0.59 1.49 1.34 1.17 1.11 1.66 2.41 1.27 1.32 0.63 0.31 1.74 1.71 -1.15 -0.69

ZNF474 1972 0.06 0.14 0.05 0.12 0.01 0.12 0.16 0.23 0.07 0.05 0.08 -3.57 0.13 -1.18 0.14 -1.37 -0.05 -3.28 0.55

ZNF479 2072 0.00 0.00 0.00 0.00 0.00 0.00 0.25 0.01 0.00 0.00 0.00 #NUM! 0.07 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZNF48 3357 1.17 1.24 0.89 0.86 3.05 1.02 1.03 0.00 2.09 1.25 1.37 0.46 1.09 0.09 0.18 -0.30 -0.34 1.48 -0.42

ZNF480 4742 3.21 3.45 3.21 0.46 1.52 1.94 2.79 1.88 1.07 1.28 2.30 1.20 1.76 0.87 0.97 0.87 -1.92 -0.20 -0.25

ZNF483 3721 0.07 0.37 0.14 0.11 0.18 0.49 0.26 0.30 0.59 1.43 0.23 -2.14 0.65 -3.14 -0.78 -2.22 -2.57 -1.88 1.12

ZNF484 2969 0.84 1.25 1.63 1.72 0.51 1.38 0.84 0.61 0.65 0.99 1.22 0.29 0.77 0.12 0.70 1.08 1.16 -0.59 0.17

ZNF485 2072 0.77 0.72 1.08 0.40 0.81 0.56 0.57 0.27 0.46 0.63 0.73 -0.46 0.48 0.68 0.57 1.17 -0.27 0.75 -0.36

ZNF486 1522 0.59 1.16 0.42 0.28 0.06 0.78 0.81 0.77 0.60 0.76 0.55 -0.87 0.73 -0.32 0.66 -0.80 -1.40 -3.51 0.50

ZNF487P 1491 0.76 1.39 0.66 1.52 0.40 2.01 1.70 1.80 1.04 1.31 1.12 0.17 1.46 -0.94 -0.07 -1.15 0.06 -1.88 0.84

ZNF488 3513 0.85 1.54 1.14 0.62 2.03 0.35 0.28 0.12 0.07 0.15 1.09 0.12 0.16 2.44 3.29 2.86 1.98 3.69 -1.64

ZNF490 6098 0.41 1.55 0.70 0.50 0.32 0.30 0.62 0.28 0.26 0.31 0.63 -0.67 0.37 0.13 2.06 0.91 0.43 -0.23 -1.06

ZNF491 2823 0.16 0.32 0.08 0.02 0.03 0.00 0.18 0.13 0.58 0.25 0.10 -3.31 0.29 -0.85 0.15 -1.90 -3.61 -3.45 #NUM!

ZNF492 4245 0.03 0.07 0.03 0.05 0.01 0.06 0.15 0.08 0.04 0.03 0.04 -4.55 0.08 -1.22 -0.18 -1.46 -0.63 -2.78 0.56

ZNF493 4955 0.45 0.00 0.00 0.36 0.07 0.83 0.81 0.00 0.59 0.54 0.29 -1.81 0.48 -0.10 #NUM! #NUM! -0.43 -2.72 1.54

ZNF496 2453 2.17 7.18 4.22 4.54 3.71 4.86 4.10 3.64 7.77 4.28 4.45 2.15 4.95 -1.19 0.54 -0.23 -0.12 -0.42 0.13

ZNF497 3578 0.48 2.26 0.59 0.78 1.97 0.99 0.84 0.55 1.16 0.92 1.18 0.24 0.87 -0.86 1.39 -0.55 -0.16 1.19 -0.25

ZNF498 4359 1.25 2.43 2.90 3.09 2.59 2.95 2.08 2.16 4.05 2.71 2.53 1.34 2.75 -1.14 -0.18 0.08 0.17 -0.09 0.22

ZNF500 3252 0.89 3.71 1.39 3.25 2.21 0.89 1.81 1.32 3.96 1.46 2.05 1.04 2.14 -1.27 0.79 -0.62 0.60 0.05 -1.21

ZNF501 3081 0.22 0.40 0.62 0.12 0.10 0.57 0.44 0.14 0.74 0.48 0.34 -1.56 0.45 -1.01 -0.15 0.45 -1.92 -2.11 0.74

ZNF502 3288 1.09 1.36 1.76 0.08 0.31 0.78 1.02 0.68 1.12 1.32 0.90 -0.16 1.03 0.08 0.40 0.76 -3.63 -1.74 -0.21

ZNF503 3198 6.47 9.35 5.12 10.92 2.28 4.94 9.78 4.11 9.71 6.99 6.51 2.70 7.65 -0.24 0.29 -0.58 0.51 -1.75 -0.40

ZNF506 3341 1.25 2.71 0.80 0.67 0.39 5.19 3.00 3.97 4.21 4.86 1.84 0.88 4.01 -1.68 -0.56 -2.33 -2.59 -3.36 1.50

ZNF507 7730 0.91 1.76 2.11 3.01 1.34 2.81 1.59 1.45 1.11 1.83 1.99 0.99 1.49 -0.72 0.24 0.50 1.01 -0.16 0.50

ZNF510 5154 0.68 1.92 0.50 1.48 0.76 0.00 1.32 1.03 0.00 0.00 0.89 -0.17 0.59 0.21 1.71 -0.24 1.33 0.37 #NUM!

ZNF511 1098 33.77 21.63 24.07 18.79 51.71 13.46 16.93 13.45 21.55 13.03 27.24 4.77 16.24 1.06 0.41 0.57 0.21 1.67 -1.02

ZNF512 3460 4.39 7.85 6.04 6.03 3.78 8.07 5.79 4.37 10.37 7.87 6.03 2.59 7.10 -0.69 0.15 -0.23 -0.24 -0.91 0.42

ZNF512B 5919 1.05 4.56 3.43 3.74 2.38 1.82 3.70 2.41 3.50 1.95 2.83 1.50 2.89 -1.46 0.66 0.25 0.37 -0.28 -0.64

ZNF513 2168 0.00 0.00 13.88 11.06 17.60 5.71 5.61 7.04 9.47 5.89 8.04 3.01 7.00 #NUM! #NUM! 0.99 0.66 1.33 -0.49

ZNF514 3204 0.38 2.17 0.99 1.78 0.72 1.87 1.42 2.08 1.13 2.44 1.32 0.40 1.77 -2.23 0.30 -0.84 0.01 -1.29 0.51

ZNF516 8626 1.53 10.89 2.43 4.26 0.65 2.65 6.48 7.42 5.19 5.12 3.74 1.90 6.05 -1.98 0.85 -1.31 -0.51 -3.22 -0.50

ZNF517 2335 1.11 1.64 1.45 1.86 2.48 0.98 1.37 0.61 1.47 0.72 1.59 0.67 1.04 0.09 0.65 0.47 0.84 1.25 -0.70

ZNF518A 8296 1.68 2.29 3.84 2.23 0.78 1.43 1.87 1.88 0.59 1.12 2.04 1.03 1.37 0.30 0.74 1.49 0.71 -0.81 -0.51

ZNF518B 6936 1.00 3.41 3.71 2.07 1.81 3.91 2.80 3.41 3.26 4.03 2.65 1.41 3.38 -1.76 0.01 0.14 -0.70 -0.90 0.56

ZNF519 6810 0.40 0.51 0.19 0.55 0.18 0.68 0.51 0.19 0.85 0.83 0.42 -1.25 0.60 -0.58 -0.22 -1.62 -0.11 -1.71 0.69

ZNF521 4985 2.90 6.13 1.60 0.70 0.08 4.46 4.00 3.32 7.99 5.46 2.65 1.40 5.19 -0.84 0.24 -1.69 -2.89 -6.07 0.75

ZNF524 1135 7.33 8.48 9.59 15.01 17.83 8.88 7.89 4.95 8.12 6.95 11.19 3.48 6.98 0.07 0.28 0.46 1.10 1.35 -0.33

ZNF525 6105 0.35 0.62 0.13 0.00 0.26 0.00 0.51 0.56 0.00 0.45 0.23 -2.14 0.38 -0.11 0.73 -1.49 #NUM! -0.56 #NUM!

ZNF526 3954 1.91 0.00 2.19 4.08 2.21 1.07 2.17 1.05 2.10 1.36 1.91 0.93 1.67 0.19 #NUM! 0.39 1.29 0.40 -0.83

ZNF527 5126 0.19 0.58 0.66 0.17 0.15 0.76 0.38 0.21 0.55 0.62 0.42 -1.26 0.44 -1.21 0.40 0.57 -1.35 -1.51 0.86

ZNF528 3995 0.29 0.72 0.26 0.09 0.04 1.78 1.40 0.48 0.68 0.90 0.53 -0.92 0.86 -1.58 -0.27 -1.72 -3.26 -4.54 1.75

ZNF529 5242 0.79 2.87 2.02 1.34 1.84 2.35 1.61 1.48 1.94 2.61 1.87 0.90 1.91 -1.27 0.59 0.08 -0.51 -0.06 0.33

ZNF530 2964 0.15 0.56 0.19 0.47 3.15 0.59 0.30 0.15 1.17 0.00 0.85 -0.23 0.41 -1.42 0.47 -1.12 0.21 2.95 -0.53

ZNF532 6493 6.67 13.20 9.09 12.32 1.73 11.70 10.57 12.59 10.58 10.55 9.12 3.19 11.08 -0.73 0.25 -0.28 0.15 -2.68 0.36

ZNF534 2086 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.01 0.00 0.00 0.00 #NUM! 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZNF536 4935 0.02 0.05 0.03 0.01 0.00 0.09 0.11 0.03 0.26 0.02 0.03 -4.97 0.11 -2.77 -1.18 -1.80 -4.02 #NUM! 1.52

ZNF540 3157 0.34 0.36 0.00 0.04 0.02 0.47 0.33 0.06 0.33 0.79 0.20 -2.29 0.38 -0.15 -0.08 #NUM! -3.36 -4.11 1.20

ZNF541 4632 1.23 0.31 3.30 5.49 2.77 2.29 0.09 0.04 0.69 0.13 2.57 1.36 0.24 2.38 0.37 3.80 4.53 3.55 -0.16

ZNF542 3752 1.32 2.45 0.59 0.64 0.24 2.28 2.82 1.62 4.31 2.73 1.26 0.33 2.87 -1.12 -0.23 -2.28 -2.16 -3.55 0.86

ZNF543 3671 0.88 1.39 1.75 0.96 0.73 0.40 1.19 1.58 0.67 0.71 1.02 0.03 1.04 -0.23 0.42 0.75 -0.12 -0.50 -1.35

ZNF544 3512 2.10 3.07 8.85 5.87 12.60 3.39 3.19 1.60 2.41 2.37 5.98 2.58 2.39 -0.19 0.36 1.89 1.29 2.40 -0.82

ZNF546 4636 0.26 0.61 0.21 0.25 0.01 0.41 0.23 0.24 0.20 0.28 0.29 -1.78 0.24 0.11 1.36 -0.15 0.05 -4.51 0.49

ZNF547 2788 0.41 0.38 0.51 0.02 0.00 0.00 0.28 0.10 0.00 0.00 0.22 -2.19 0.09 2.11 1.99 2.43 -1.97 #NUM! #NUM!

ZNF548 4565 0.74 2.28 2.44 1.65 1.34 1.77 1.19 1.81 2.47 1.80 1.70 0.77 1.82 -1.30 0.33 0.42 -0.14 -0.44 0.06

ZNF549 4136 0.36 0.74 0.27 0.14 0.05 0.84 0.50 0.30 0.70 0.63 0.40 -1.32 0.53 -0.59 0.47 -0.97 -1.90 -3.34 1.07

ZNF550 1146 0.53 2.09 0.34 1.68 0.45 1.19 1.17 1.37 1.54 1.50 1.05 0.06 1.40 -1.40 0.58 -2.06 0.27 -1.63 0.18

ZNF551 3711 0.32 1.22 0.76 0.11 0.65 0.00 0.57 0.00 0.44 0.00 0.51 -0.97 0.25 0.32 2.28 1.59 -1.13 1.37 #NUM!

ZNF552 2352 1.33 4.00 2.87 0.98 1.58 1.36 1.42 1.19 0.00 0.00 2.02 1.02 0.65 1.03 2.62 2.14 0.59 1.28 -0.57

ZNF554 3698 0.72 0.82 0.95 0.94 0.65 0.74 0.69 0.45 1.03 0.64 0.80 -0.32 0.70 0.05 0.22 0.43 0.43 -0.12 -0.12

ZNF555 8547 0.37 0.38 0.30 0.20 0.06 0.21 0.37 0.19 0.27 0.48 0.25 -1.98 0.33 0.17 0.19 -0.11 -0.69 -2.44 -0.30

ZNF556 1632 0.00 0.00 0.58 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.10 -3.36 0.01 #NUM! #NUM! 6.27 #NUM! -2.73 #NUM!

ZNF557 6002 0.95 0.87 1.28 1.23 0.57 0.43 0.78 0.40 0.32 0.49 0.89 -0.17 0.50 0.93 0.80 1.37 1.30 0.19 -1.06

ZNF558 3014 2.62 2.69 4.71 3.50 1.62 3.23 2.44 1.76 3.08 3.42 3.06 1.61 2.67 -0.03 0.01 0.82 0.39 -0.72 0.08

ZNF559 3309 0.84 0.00 1.37 0.62 0.64 2.66 0.69 1.25 0.60 1.29 1.02 0.03 0.96 -0.18 #NUM! 0.51 -0.64 -0.59 1.38

ZNF559-ZNF177 2564 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF560 2802 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.01 0.00 0.00 -10.35 0.01 #NUM! #NUM! #NUM! -2.01 -2.11 #NUM!

ZNF561 4557 2.18 5.43 11.18 10.82 2.99 3.81 6.51 7.95 5.87 7.37 6.07 2.60 6.93 -1.67 -0.35 0.69 0.64 -1.21 -0.67

ZNF562 5801 1.83 1.72 5.25 3.72 0.00 0.90 3.25 1.95 1.05 0.00 2.24 1.16 1.56 0.22 0.14 1.75 1.25 #NUM! -1.31

ZNF563 2786 0.28 0.44 0.26 0.06 0.27 0.53 0.52 0.19 0.57 0.68 0.31 -1.70 0.49 -0.82 -0.15 -0.89 -3.02 -0.86 0.79

ZNF564 2963 2.12 2.83 1.03 0.64 0.66 1.79 1.30 0.56 2.12 1.83 1.51 0.60 1.45 0.55 0.97 -0.50 -1.18 -1.13 0.24

ZNF565 1950 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF566 5262 0.75 1.21 0.14 0.50 0.80 1.07 0.88 0.42 0.47 0.65 0.74 -0.43 0.61 0.30 0.99 -2.15 -0.29 0.40 0.53

ZNF567 2702 1.91 2.71 3.69 2.99 2.75 2.34 1.16 2.02 0.95 1.83 2.73 1.45 1.49 0.36 0.86 1.31 1.01 0.88 -0.23

ZNF568 4125 0.23 0.76 0.20 0.08 0.07 1.69 0.59 0.49 1.18 1.07 0.51 -0.98 0.83 -1.88 -0.13 -2.06 -3.32 -3.57 1.74

ZNF569 4071 0.35 0.60 0.25 0.20 0.04 0.93 0.76 0.75 0.35 0.63 0.39 -1.34 0.62 -0.82 -0.05 -1.34 -1.65 -4.12 1.24

ZNF57 2016 3.79 2.94 4.43 2.66 1.18 1.52 4.81 12.49 0.63 4.23 2.75 1.46 5.54 -0.55 -0.91 -0.32 -1.06 -2.24 -0.86

ZNF570 2247 0.37 0.89 0.23 0.11 0.01 1.09 0.94 0.97 0.53 0.81 0.45 -1.15 0.81 -1.12 0.13 -1.83 -2.94 -6.18 1.28

ZNF571 2291 0.50 0.52 0.49 0.30 0.14 1.21 0.58 0.22 0.85 1.37 0.52 -0.93 0.75 -0.61 -0.54 -0.62 -1.35 -2.43 1.21

ZNF572 3276 0.36 0.34 0.22 0.09 0.07 0.28 0.15 0.02 0.23 0.26 0.23 -2.15 0.17 1.10 1.00 0.36 -0.89 -1.31 0.33

ZNF573 2516 0.10 0.50 0.22 0.19 0.17 0.74 0.26 0.19 0.34 0.27 0.32 -1.65 0.26 -1.46 0.92 -0.28 -0.50 -0.67 1.22

ZNF574 3167 4.88 6.23 9.27 12.47 3.88 2.75 6.22 5.27 3.93 4.54 6.58 2.72 4.99 -0.03 0.32 0.89 1.32 -0.36 -1.26

ZNF575 1717 0.55 1.35 0.93 1.18 0.32 1.13 1.04 1.08 2.20 1.08 0.91 -0.13 1.35 -1.29 0.00 -0.54 -0.19 -2.08 0.32

ZNF576 1899 13.38 2.89 4.21 6.48 4.94 4.24 8.55 2.83 6.10 3.95 6.02 2.59 5.36 1.32 -0.89 -0.35 0.27 -0.12 -0.51

ZNF577 3096 1.37 4.63 0.74 0.68 0.09 3.03 2.22 2.32 2.72 3.91 1.76 0.81 2.79 -1.03 0.73 -1.92 -2.03 -5.03 0.79

ZNF578 6741 0.19 0.29 0.53 0.10 0.17 0.27 0.45 0.00 2.11 0.25 0.26 -1.96 0.70 -1.92 -1.26 -0.42 -2.88 -2.08 0.08

ZNF579 2173 1.42 7.08 6.99 7.67 8.69 1.91 4.73 2.25 4.92 2.43 5.63 2.49 3.58 -1.33 0.98 0.96 1.10 1.28 -1.56

ZNF580 1433 14.88 25.87 27.00 19.30 12.03 11.24 23.06 15.59 35.28 11.78 18.39 4.20 21.43 -0.53 0.27 0.33 -0.15 -0.83 -0.71

ZNF581 1258 11.24 11.10 16.41 13.87 21.10 8.51 10.66 9.23 10.83 10.10 13.71 3.78 10.21 0.14 0.12 0.69 0.44 1.05 -0.69

ZNF582 2297 0.12 0.38 0.19 0.06 0.02 1.09 0.56 0.29 1.31 1.06 0.31 -1.69 0.80 -2.78 -1.08 -2.11 -3.77 -5.20 1.82

ZNF583 2590 0.76 0.83 0.23 0.17 0.04 0.60 0.77 0.30 0.52 0.68 0.44 -1.19 0.57 0.42 0.55 -1.28 -1.76 -3.85 0.45

ZNF584 2293 5.04 3.45 5.94 4.99 3.76 2.36 4.08 1.40 3.57 3.46 4.26 2.09 3.13 0.69 0.14 0.93 0.67 0.27 -0.85

ZNF585A 4144 7.96 0.00 0.00 1.49 1.37 14.27 4.70 8.80 0.00 10.35 4.18 2.06 5.96 0.42 #NUM! #NUM! -2.00 -2.12 1.77

ZNF585B 6210 0.60 0.33 1.16 0.26 0.03 0.94 1.13 0.69 0.81 0.83 0.56 -0.85 0.86 -0.52 -1.37 0.43 -1.72 -4.64 0.75

ZNF586 2285 0.78 0.00 2.80 0.58 4.62 2.46 2.36 4.22 2.65 2.90 1.87 0.91 3.03 -1.96 #NUM! -0.12 -2.39 0.61 0.39



ZNF587 6946 0.64 2.12 3.25 0.00 0.69 0.98 1.73 2.65 0.32 0.00 1.28 0.35 1.18 -0.88 0.85 1.47 #NUM! -0.78 -0.39

ZNF589 3399 1.36 3.16 2.54 1.51 0.87 1.94 1.80 1.42 2.75 1.60 1.90 0.92 1.89 -0.47 0.74 0.43 -0.33 -1.13 0.03

ZNF592 8191 2.52 5.08 7.51 5.01 3.82 0.63 4.23 5.65 3.65 3.04 4.09 2.03 4.14 -0.72 0.29 0.86 0.27 -0.12 -2.70

ZNF593 653 40.61 21.60 58.92 29.17 43.27 31.04 25.93 27.62 27.36 33.58 37.43 5.23 28.62 0.50 -0.41 1.04 0.03 0.60 -0.27

ZNF594 4877 0.21 1.19 0.52 0.36 0.15 0.40 0.57 0.33 0.31 0.34 0.47 -1.08 0.39 -0.89 1.62 0.43 -0.10 -1.35 -0.25

ZNF595 2894 2.96 2.47 4.91 0.96 0.67 2.10 3.02 1.39 0.51 2.24 2.34 1.23 1.79 0.73 0.46 1.46 -0.89 -1.42 -0.16

ZNF596 2890 0.82 0.73 0.87 0.48 0.00 0.67 0.69 0.00 0.00 0.57 0.59 -0.75 0.31 1.38 1.22 1.46 0.60 #NUM! 0.18

ZNF597 1838 1.84 1.43 0.40 1.18 0.34 1.01 1.28 0.78 0.72 1.31 1.03 0.05 1.02 0.85 0.49 -1.34 0.21 -1.59 -0.04

ZNF598 3210 5.62 11.87 9.22 15.71 19.92 6.24 9.86 9.40 9.81 7.39 11.43 3.51 9.12 -0.70 0.38 0.02 0.79 1.13 -0.87

ZNF599 3115 2.12 2.08 1.39 2.04 5.85 2.90 1.78 1.19 2.52 2.61 2.73 1.45 2.03 0.07 0.04 -0.54 0.01 1.53 0.09

ZNF600 2548 1.67 0.00 61.27 3.15 1.42 0.00 5.65 8.13 0.63 6.85 11.25 3.49 5.32 -1.67 #NUM! 3.53 -0.75 -1.90 #NUM!

ZNF605 6202 4.09 4.12 4.28 3.81 7.09 3.70 3.65 2.79 5.70 2.52 4.52 2.18 3.66 0.16 0.17 0.22 0.06 0.95 -0.29

ZNF606 4239 0.98 0.00 0.04 0.26 0.59 0.97 0.66 0.00 0.88 0.72 0.47 -1.08 0.57 0.79 #NUM! -3.72 -1.15 0.05 1.04

ZNF607 4364 0.36 0.67 1.07 0.04 0.37 0.45 0.91 0.16 0.48 0.55 0.49 -1.02 0.53 -0.54 0.35 1.02 -3.70 -0.53 -0.13

ZNF608 5645 0.55 1.73 0.34 0.55 0.02 2.57 1.35 2.05 3.79 2.50 0.96 -0.06 2.42 -2.15 -0.48 -2.84 -2.15 -7.16 1.42

ZNF609 8618 1.58 5.77 9.92 8.27 3.49 2.83 4.40 7.04 4.90 3.29 5.31 2.41 4.91 -1.63 0.23 1.02 0.75 -0.49 -0.91

ZNF610 2272 0.44 0.00 0.08 0.15 0.03 0.26 0.33 0.18 0.45 0.00 0.16 -2.67 0.24 0.86 #NUM! -1.60 -0.73 -3.26 0.71

ZNF611 4559 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.62 0.00 0.00 #NUM! 0.16 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZNF613 2355 1.24 1.42 0.31 0.67 0.11 1.86 1.11 0.68 1.14 1.39 0.93 -0.10 1.08 0.20 0.40 -1.79 -0.70 -3.33 0.99

ZNF614 4676 0.72 1.17 0.31 0.25 0.03 0.77 1.18 0.89 0.99 1.66 0.54 -0.88 1.18 -0.72 -0.01 -1.93 -2.24 -5.25 0.51

ZNF615 4110 0.82 1.56 0.28 0.54 0.02 1.29 1.55 0.85 0.80 1.29 0.75 -0.41 1.12 -0.46 0.47 -2.00 -1.06 -5.55 0.78

ZNF616 3070 1.01 1.14 4.06 1.45 0.28 0.83 1.23 0.49 0.70 1.03 1.46 0.55 0.86 0.23 0.41 2.24 0.76 -1.60 -0.82

ZNF618 9133 0.66 2.28 1.66 1.44 1.14 1.05 1.21 0.86 0.78 0.95 1.37 0.45 0.95 -0.53 1.26 0.81 0.60 0.26 -0.39

ZNF619 4201 0.59 0.76 0.70 1.04 0.45 0.67 0.78 0.29 0.58 0.52 0.70 -0.51 0.54 0.12 0.49 0.37 0.94 -0.27 -0.08

ZNF620 2288 0.32 0.90 1.15 0.00 0.41 0.69 0.31 0.15 0.24 0.45 0.58 -0.79 0.29 0.14 1.65 2.00 #NUM! 0.50 0.25

ZNF621 8287 0.72 2.23 2.19 1.11 0.31 1.45 1.47 1.25 1.08 1.53 1.34 0.42 1.33 -0.88 0.74 0.72 -0.26 -2.09 0.12

ZNF622 1710 5.14 5.75 8.93 7.32 20.38 8.44 5.45 4.43 10.10 9.50 9.33 3.22 7.37 -0.52 -0.36 0.28 -0.01 1.47 -0.14

ZNF623 4046 1.94 2.56 3.11 2.93 3.92 1.41 2.22 1.68 1.99 1.36 2.64 1.40 1.81 0.09 0.50 0.78 0.69 1.11 -0.91

ZNF624 4250 0.45 0.94 0.68 0.94 0.19 0.53 0.70 0.38 0.24 0.45 0.62 -0.69 0.44 0.02 1.08 0.62 1.09 -1.24 -0.24

ZNF625 1711 0.00 1.10 0.00 0.00 0.00 0.00 0.00 0.09 0.00 0.00 0.18 -2.45 0.02 #NUM! 5.66 #NUM! #NUM! #NUM! #NUM!

ZNF625-ZNF20 3418 0.18 0.00 0.00 0.00 0.11 0.00 0.00 0.00 0.00 0.00 0.05 -4.36 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZNF626 6088 1.25 1.53 0.45 0.31 0.28 3.79 1.03 0.99 4.00 4.34 1.27 0.34 2.59 -1.05 -0.76 -2.53 -3.06 -3.23 1.58

ZNF627 2864 1.54 2.80 0.96 0.76 1.36 2.77 1.51 0.65 2.93 3.67 1.70 0.76 2.19 -0.51 0.36 -1.18 -1.52 -0.69 0.71

ZNF628 3867 0.00 3.18 5.94 3.87 2.92 0.59 2.15 2.45 1.79 1.02 2.75 1.46 1.85 #NUM! 0.78 1.68 1.06 0.66 -2.23

ZNF629 6087 1.66 4.02 0.00 3.09 0.00 1.15 2.75 0.00 3.74 0.00 1.65 0.73 1.62 0.03 1.31 #NUM! 0.93 #NUM! -0.52

ZNF630 2844 0.97 1.35 0.76 0.88 0.58 1.56 0.74 0.79 0.77 0.98 1.02 0.02 0.82 0.24 0.72 -0.10 0.10 -0.51 0.62

ZNF638 6527 3.80 7.95 9.92 9.06 2.78 37.33 6.58 8.16 3.75 20.40 11.81 3.56 9.72 -1.36 -0.29 0.03 -0.10 -1.81 1.66

ZNF639 3013 6.35 6.51 6.76 13.68 8.89 8.48 5.22 5.39 6.79 9.79 8.45 3.08 6.79 -0.10 -0.06 -0.01 1.01 0.39 0.01

ZNF641 4544 4.07 4.02 7.58 3.54 2.56 3.92 3.21 3.20 3.91 3.75 4.28 2.10 3.52 0.21 0.19 1.11 0.01 -0.46 -0.13

ZNF642 2176 1.47 1.53 1.77 1.36 1.18 1.84 0.84 0.37 0.86 0.92 1.53 0.61 0.75 0.97 1.03 1.25 0.86 0.66 0.27

ZNF643 2041 0.23 0.59 0.84 0.32 0.49 0.37 0.38 0.27 0.14 0.28 0.47 -1.08 0.27 -0.24 1.13 1.64 0.24 0.85 -0.37

ZNF644 5648 3.81 10.19 9.52 14.00 6.41 14.53 4.98 7.97 5.83 7.45 9.74 3.28 6.56 -0.78 0.64 0.54 1.09 -0.03 0.58

ZNF645 1515 0.00 0.02 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 -8.35 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZNF646 6221 7.34 3.14 2.39 4.65 2.53 0.90 2.55 2.68 2.02 1.12 3.49 1.80 2.09 1.81 0.59 0.19 1.15 0.27 -1.96

ZNF648 3649 0.01 0.00 0.00 0.00 0.01 0.04 0.00 0.02 0.00 0.00 0.01 -6.39 0.01 1.40 #NUM! #NUM! #NUM! 1.30 1.88

ZNF649 3234 1.39 1.52 0.74 0.24 0.18 2.13 1.94 1.98 1.71 3.03 1.03 0.05 2.16 -0.64 -0.51 -1.54 -3.20 -3.57 1.04

ZNF652 11492 1.21 2.87 2.60 1.82 1.03 3.12 1.52 1.21 3.21 2.16 2.11 1.08 2.02 -0.74 0.50 0.36 -0.15 -0.97 0.57

ZNF653 2255 0.00 2.11 2.41 1.29 0.00 1.60 1.93 2.59 3.05 2.35 1.24 0.31 2.48 #NUM! -0.23 -0.04 -0.94 #NUM! 0.37

ZNF654 4957 0.00 2.52 4.76 5.89 0.83 0.00 2.35 2.81 0.00 3.50 2.33 1.22 2.17 #NUM! 0.22 1.14 1.44 -1.38 #NUM!

ZNF655 4863 13.48 10.41 20.95 21.24 9.59 16.42 15.42 14.65 9.63 12.06 15.35 3.94 12.94 0.06 -0.31 0.69 0.71 -0.43 0.10

ZNF658 4025 2.04 0.82 0.80 1.53 0.15 1.17 1.22 0.38 0.33 0.71 1.08 0.12 0.66 1.63 0.31 0.29 1.22 -2.13 0.10

ZNF658B 3384 1.53 0.67 1.17 1.71 0.10 0.72 1.16 0.36 0.00 0.18 0.98 -0.03 0.42 1.85 0.67 1.46 2.01 -2.07 -0.45

ZNF660 2205 0.12 0.43 0.16 0.09 0.00 0.00 0.26 0.24 0.00 0.31 0.13 -2.91 0.20 -0.71 1.08 -0.35 -1.12 #NUM! #NUM!

ZNF662 5612 0.34 0.99 0.12 0.33 0.00 0.89 1.52 1.16 0.00 0.98 0.45 -1.17 0.92 -1.44 0.10 -2.91 -1.47 -7.73 1.00

ZNF664 4341 4.95 12.87 11.00 23.76 2.44 8.34 7.24 5.04 5.96 14.27 10.56 3.40 8.13 -0.72 0.66 0.44 1.55 -1.74 -0.34

ZNF664-FAM101A 2413 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF665 3291 0.18 0.20 0.09 0.10 0.23 0.77 1.37 1.01 0.84 0.00 0.26 -1.93 0.81 -2.14 -1.98 -3.11 -3.01 -1.83 1.55

ZNF667 4479 0.05 0.50 0.10 0.04 0.01 0.46 0.46 0.41 0.66 0.68 0.19 -2.36 0.55 -3.36 -0.15 -2.43 -3.81 -5.46 1.25

ZNF668 2865 3.05 0.00 3.24 3.70 7.82 1.75 3.53 2.08 3.97 2.12 3.26 1.70 2.93 0.06 #NUM! 0.15 0.34 1.42 -0.90

ZNF669 1998 0.82 1.52 1.18 0.34 0.85 0.94 0.95 0.57 0.60 1.11 0.94 -0.08 0.81 0.03 0.91 0.55 -1.25 0.08 0.00

ZNF670 4198 0.68 0.57 0.00 0.69 0.00 0.00 0.00 0.36 0.46 0.68 0.32 -1.62 0.38 0.87 0.60 #NUM! 0.88 #NUM! #NUM!

ZNF670-ZNF695 1119 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF671 2477 0.63 1.64 1.55 0.29 0.18 0.68 0.52 0.40 1.41 0.47 0.83 -0.28 0.70 -0.15 1.23 1.15 -1.26 -2.00 -0.29

ZNF672 2952 8.08 11.77 19.74 11.17 18.83 7.86 7.08 7.57 10.47 6.88 12.91 3.69 8.00 0.01 0.56 1.30 0.48 1.24 -0.72

ZNF673 2502 1.21 3.92 2.06 2.10 1.53 4.76 1.47 1.43 3.35 2.89 2.60 1.38 2.28 -0.92 0.78 -0.15 -0.12 -0.58 0.87

ZNF674 4095 0.49 0.66 0.73 1.68 1.45 0.50 0.51 0.60 1.86 0.37 0.92 -0.12 0.84 -0.76 -0.34 -0.20 1.01 0.79 -0.89

ZNF675 2209 2.73 2.51 0.46 0.34 0.07 1.56 5.24 6.25 0.38 1.54 1.28 0.35 3.35 -0.30 -0.42 -2.87 -3.31 -5.61 0.29

ZNF676 2934 0.01 0.01 0.01 0.03 0.00 0.31 0.07 0.07 0.17 0.25 0.06 -3.99 0.14 -3.38 -3.96 -3.74 -2.05 #NUM! 2.30

ZNF677 3509 0.31 1.11 0.09 0.06 0.04 1.50 0.36 1.91 4.22 1.21 0.52 -0.95 1.93 -2.62 -0.80 -4.46 -5.09 -5.52 1.53

ZNF678 8593 0.27 0.65 0.74 0.66 0.60 1.06 0.37 0.35 0.43 0.53 0.66 -0.59 0.42 -0.66 0.62 0.82 0.65 0.51 0.67

ZNF679 1582 0.00 0.00 0.00 0.00 0.00 0.00 0.04 0.00 0.00 0.00 0.00 #NUM! 0.01 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZNF680 3050 1.17 1.19 1.89 1.45 1.03 2.81 0.98 1.56 1.16 1.47 1.59 0.67 1.29 -0.15 -0.12 0.55 0.17 -0.33 0.82

ZNF681 6513 0.60 0.86 0.15 0.08 0.01 0.58 1.09 2.53 0.08 0.33 0.38 -1.40 1.01 -0.75 -0.23 -2.79 -3.59 -6.98 0.61

ZNF682 3207 0.17 2.12 0.07 0.12 0.01 1.49 0.54 0.86 0.25 0.60 0.66 -0.60 0.56 -1.74 1.91 -3.04 -2.22 -6.17 1.17

ZNF683 1668 2.05 2.19 11.65 0.61 9.28 3.95 1.43 1.08 0.39 1.84 4.96 2.31 1.19 0.79 0.89 3.30 -0.95 2.97 -0.33

ZNF684 2108 0.78 0.63 0.65 0.76 0.17 1.40 0.70 0.39 0.33 0.74 0.73 -0.45 0.54 0.52 0.21 0.27 0.48 -1.68 0.94

ZNF687 4598 4.43 7.91 7.22 7.00 7.59 3.03 4.34 2.95 4.66 2.75 6.20 2.63 3.67 0.27 1.11 0.97 0.93 1.05 -1.03

ZNF688 1839 12.13 7.73 5.08 7.86 9.85 6.31 6.73 2.94 8.32 6.47 8.16 3.03 6.11 0.99 0.34 -0.27 0.36 0.69 -0.37

ZNF689 2724 2.11 2.97 1.57 1.81 0.00 1.49 1.67 0.00 0.00 1.52 1.66 0.73 0.80 1.40 1.89 0.97 1.18 #NUM! -0.15

ZNF69 1671 0.34 3.02 0.50 0.19 0.13 0.00 0.70 0.48 0.62 0.00 0.70 -0.52 0.45 -0.38 2.75 0.17 -1.23 -1.83 #NUM!

ZNF691 1591 5.22 3.38 3.91 3.19 5.66 3.66 3.64 1.52 4.76 2.15 4.17 2.06 3.02 0.79 0.16 0.37 0.08 0.91 -0.19

ZNF692 2208 6.88 18.67 8.43 18.43 13.60 9.94 11.97 4.71 6.37 7.70 12.66 3.66 7.69 -0.16 1.28 0.13 1.26 0.82 -0.35

ZNF695 3392 0.00 0.18 1.66 0.00 2.67 0.38 0.00 0.00 0.00 0.00 0.81 -0.30 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.10

ZNF696 4686 0.17 0.80 0.68 0.49 1.97 0.58 1.19 0.24 0.96 0.69 0.78 -0.36 0.77 -2.22 0.06 -0.18 -0.65 1.35 -0.44

ZNF697 5080 0.34 1.09 1.23 2.02 1.03 1.23 0.31 0.27 0.61 1.28 1.16 0.21 0.62 -0.86 0.82 0.99 1.71 0.73 0.09

ZNF699 2094 0.13 0.39 1.32 0.47 0.06 0.39 0.27 0.34 0.44 0.69 0.46 -1.12 0.44 -1.75 -0.16 1.60 0.12 -2.85 -0.25

ZNF7 2265 5.61 6.79 8.48 8.41 15.10 5.37 5.25 4.21 6.00 5.88 8.29 3.05 5.33 0.07 0.35 0.67 0.66 1.50 -0.63

ZNF70 4042 0.36 0.86 0.58 0.46 0.15 0.28 0.44 0.40 0.62 0.37 0.45 -1.15 0.46 -0.33 0.93 0.35 0.02 -1.62 -0.67

ZNF700 2884 1.91 3.90 2.04 2.02 1.44 3.61 2.29 2.00 1.03 3.01 2.49 1.31 2.08 -0.12 0.91 -0.03 -0.05 -0.53 0.54

ZNF701 5538 0.33 1.07 1.54 0.28 0.31 1.26 0.84 0.44 0.76 0.85 0.80 -0.33 0.72 -1.12 0.57 1.10 -1.34 -1.23 0.66

ZNF702P 3015 0.25 0.49 0.36 0.20 0.42 0.62 0.80 0.44 0.86 0.80 0.39 -1.35 0.73 -1.52 -0.56 -1.03 -1.83 -0.79 0.67

ZNF703 2174 5.63 14.23 8.70 5.80 9.77 8.33 13.67 10.37 20.69 6.20 8.74 3.13 12.73 -1.18 0.16 -0.55 -1.14 -0.38 -0.07

ZNF704 14403 2.18 3.22 0.50 1.08 0.34 3.01 2.77 2.72 3.06 3.57 1.72 0.78 3.03 -0.48 0.09 -2.61 -1.49 -3.17 0.81

ZNF705A 3438 0.00 0.02 0.00 0.00 0.00 0.00 0.01 0.03 0.00 0.01 0.00 -8.62 0.01 #NUM! 0.32 #NUM! #NUM! #NUM! #NUM!

ZNF705D 3683 0.01 0.00 0.00 0.00 0.00 0.00 0.00 0.03 0.00 0.01 0.00 -9.36 0.01 -0.42 #NUM! #NUM! #NUM! #NUM! 0.44

ZNF705G 925 0.00 0.02 0.00 0.00 0.00 0.00 0.04 0.03 0.00 0.03 0.00 -8.04 0.02 #NUM! -0.12 #NUM! #NUM! #NUM! #NUM!

ZNF706 2870 35.87 16.88 19.93 116.87 56.50 26.28 21.66 41.26 18.38 98.51 45.39 5.50 44.95 -0.33 -1.41 -1.17 1.38 0.33 -0.79

ZNF707 2302 1.19 2.21 2.12 3.79 7.50 1.68 1.73 0.66 2.46 1.23 3.08 1.62 1.52 -0.35 0.54 0.48 1.32 2.30 -0.87

ZNF708 4003 0.61 1.50 1.22 0.29 0.18 0.90 1.15 0.79 0.44 0.64 0.78 -0.36 0.76 -0.31 0.99 0.69 -1.40 -2.10 0.20

ZNF709 4916 0.17 0.34 0.13 0.02 0.06 0.21 0.20 0.19 0.25 0.29 0.16 -2.68 0.23 -0.41 0.55 -0.77 -3.54 -1.85 0.44

ZNF71 3144 0.83 1.35 0.42 1.06 3.38 1.23 1.51 0.81 0.99 0.98 1.38 0.46 1.07 -0.38 0.33 -1.37 -0.02 1.66 -0.17

ZNF710 4506 3.69 7.05 8.54 7.26 6.10 2.33 5.83 5.25 3.20 2.78 5.83 2.54 4.26 -0.21 0.73 1.00 0.77 0.52 -1.32

ZNF711 4182 1.14 3.09 2.25 0.87 0.02 3.27 0.99 1.79 0.97 2.22 1.77 0.82 1.50 -0.40 1.05 0.59 -0.77 -6.42 0.88

ZNF713 2065 0.49 1.08 1.48 1.44 0.82 0.87 0.71 0.66 0.33 0.95 1.03 0.05 0.66 -0.42 0.71 1.16 1.12 0.32 -0.24

ZNF714 8808 0.22 0.92 1.08 0.00 0.21 0.00 0.43 0.89 0.23 0.00 0.41 -1.30 0.39 -0.82 1.24 1.48 #NUM! -0.87 #NUM!

ZNF716 5210 0.00 0.00 0.00 0.01 0.00 0.00 0.05 0.00 0.00 0.00 0.00 -9.08 0.01 -1.57 #NUM! #NUM! -1.24 #NUM! #NUM!

ZNF717 3068 0.08 0.65 0.65 0.42 0.02 0.25 0.58 0.37 1.75 0.84 0.34 -1.54 0.89 -3.52 -0.45 -0.44 -1.08 -5.79 -0.47

ZNF718 2149 0.00 0.72 2.14 0.74 0.26 0.00 0.00 0.60 0.00 0.41 0.64 -0.64 0.25 #NUM! 1.50 3.08 1.55 0.02 #NUM!

ZNF720 2789 0.81 1.02 1.06 1.45 1.42 2.16 1.16 1.69 2.46 1.84 1.32 0.40 1.79 -1.13 -0.80 -0.75 -0.30 -0.33 0.71

ZNF721 5170 0.50 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.08 -3.59 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZNF726 622 0.07 0.07 0.03 0.02 0.02 0.94 1.02 0.11 0.00 0.00 0.19 -2.39 0.28 -2.02 -2.02 -3.12 -4.02 -4.12 2.30

ZNF727 1679 0.00 0.10 0.04 0.04 0.02 0.74 0.41 0.24 0.63 0.00 0.16 -2.68 0.32 #NUM! -1.71 -3.03 -2.93 -4.36 2.25

ZNF732 2193 0.05 0.09 2.54 0.00 0.03 0.07 0.05 0.21 0.09 0.08 0.46 -1.11 0.11 -1.14 -0.32 4.54 -5.13 -2.01 -2.69

ZNF735 1239 0.00 0.00 0.00 0.00 0.00 0.02 0.20 0.00 0.00 0.00 0.00 -8.18 0.05 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ZNF736 2098 0.06 1.22 0.06 0.22 0.55 2.12 0.19 0.54 0.21 0.11 0.71 -0.50 0.26 -2.02 2.22 -2.12 -0.25 1.07 1.58

ZNF737 8419 0.21 0.55 1.07 0.09 0.01 0.37 0.50 0.19 0.74 0.64 0.38 -1.38 0.52 -1.31 0.09 1.06 -2.52 -5.93 -0.05

ZNF738 11734 0.19 0.88 0.10 0.09 0.03 0.40 0.31 0.23 0.19 0.24 0.28 -1.83 0.24 -0.39 1.85 -1.31 -1.43 -2.91 0.50

ZNF74 3868 1.68 1.64 1.67 1.77 1.76 1.17 1.66 0.72 2.48 1.18 1.62 0.69 1.51 0.15 0.11 0.14 0.23 0.22 -0.46

ZNF740 4256 3.80 4.83 4.96 5.78 7.70 3.63 4.05 2.37 5.27 4.38 5.11 2.35 4.02 -0.08 0.26 0.30 0.52 0.94 -0.50

ZNF746 3816 2.84 5.58 4.17 6.10 0.94 2.14 4.99 1.36 3.34 0.74 3.63 1.86 2.61 0.12 1.10 0.68 1.23 -1.47 -0.76

ZNF747 2392 2.01 1.20 2.06 1.11 0.00 0.00 2.34 1.79 7.53 0.00 1.06 0.09 2.91 -0.54 -1.27 -0.50 -1.40 #NUM! #NUM!

ZNF749 2929 6.65 6.60 9.97 5.08 0.00 1.60 3.40 0.00 0.34 5.78 4.98 2.32 2.38 1.48 1.47 2.06 1.09 #NUM! -1.64

ZNF750 3218 16.99 28.39 35.78 77.51 0.72 18.49 68.00 169.37 0.11 42.52 29.65 4.89 70.00 -2.04 -1.30 -0.97 0.15 -6.59 -0.68

ZNF75A 2141 3.35 4.74 4.87 2.72 2.68 3.72 3.66 2.60 2.38 2.30 3.68 1.88 2.74 0.29 0.79 0.83 -0.01 -0.03 0.01

ZNF75D 3293 1.89 4.29 1.73 3.06 0.67 4.18 2.48 1.84 2.83 2.40 2.64 1.40 2.39 -0.34 0.85 -0.47 0.36 -1.84 0.66

ZNF76 2671 4.98 8.47 7.54 5.04 9.19 7.14 4.42 4.81 10.07 5.13 7.06 2.82 6.11 -0.29 0.47 0.30 -0.28 0.59 0.02

ZNF761 4229 0.79 0.00 4.33 0.60 0.92 0.81 0.84 0.91 0.81 1.27 1.24 0.31 0.96 -0.28 #NUM! 2.18 -0.66 -0.06 -0.62

ZNF763 2639 0.21 0.55 0.40 0.11 0.05 0.00 0.46 0.21 0.15 0.00 0.22 -2.17 0.21 0.05 1.43 0.97 -0.84 -2.12 #NUM!

ZNF764 2817 1.03 1.23 1.41 2.30 2.18 1.28 1.60 1.10 0.00 1.43 1.57 0.65 1.03 -0.01 0.25 0.45 1.15 1.08 -0.30

ZNF765 4577 0.58 1.50 1.97 1.43 2.53 1.23 0.83 0.66 0.32 0.54 1.54 0.62 0.59 -0.03 1.35 1.75 1.28 2.10 -0.33

ZNF766 2975 2.97 4.71 5.43 3.70 1.78 2.65 3.03 2.82 1.59 2.97 3.54 1.82 2.60 0.19 0.86 1.06 0.51 -0.54 -0.42

ZNF767 3583 2.55 2.20 0.00 3.30 0.82 4.24 2.41 0.00 2.88 1.36 2.19 1.13 1.66 0.62 0.40 #NUM! 0.99 -1.01 0.96

ZNF768 2332 8.27 13.92 9.40 14.90 20.01 8.29 11.61 4.65 18.30 6.17 12.46 3.64 10.19 -0.30 0.45 -0.12 0.55 0.97 -0.59

ZNF77 2057 0.76 0.70 1.39 1.08 0.51 1.17 1.55 1.29 1.29 1.92 0.93 -0.10 1.51 -0.99 -1.12 -0.12 -0.49 -1.57 0.32

ZNF770 5453 3.54 4.55 8.94 18.27 1.82 6.06 7.88 8.71 2.72 8.32 7.20 2.85 6.91 -0.96 -0.60 0.37 1.40 -1.92 -0.25

ZNF771 1473 1.91 3.99 1.32 6.73 4.05 1.90 3.47 2.23 3.53 2.06 3.32 1.73 2.82 -0.56 0.50 -1.09 1.25 0.52 -0.80

ZNF772 5434 0.10 0.25 0.15 0.05 0.04 0.31 0.60 0.13 0.34 0.00 0.15 -2.72 0.27 -1.37 -0.11 -0.81 -2.30 -2.90 1.03

ZNF773 2206 0.25 0.95 0.13 0.10 0.00 0.41 0.46 0.29 0.00 0.61 0.31 -1.71 0.34 -0.45 1.48 -1.38 -1.74 #NUM! 0.43

ZNF774 1855 1.19 1.41 0.83 0.53 0.97 0.49 0.24 0.31 0.88 0.32 0.90 -0.15 0.43 1.45 1.69 0.93 0.28 1.16 -0.89

ZNF775 2275 0.00 1.59 0.00 0.00 1.68 1.04 0.97 0.61 2.56 0.80 0.72 -0.48 1.24 #NUM! 0.37 #NUM! #NUM! 0.45 0.53

ZNF776 5292 0.33 2.14 0.00 0.00 2.14 1.17 1.25 0.96 1.76 2.68 0.96 -0.05 1.66 -2.31 0.36 #NUM! #NUM! 0.36 0.28

ZNF777 3125 3.14 5.54 10.48 6.56 7.53 2.43 5.04 4.01 6.71 2.87 5.95 2.57 4.66 -0.57 0.25 1.17 0.49 0.69 -1.29

ZNF778 3608 0.61 0.54 0.33 0.79 0.22 0.33 0.56 0.19 0.53 0.38 0.47 -1.09 0.41 0.56 0.38 -0.31 0.93 -0.90 -0.51

ZNF780A 4255 0.96 0.90 0.55 0.99 0.25 1.68 0.96 0.53 0.00 1.46 0.89 -0.17 0.74 0.38 0.29 -0.43 0.43 -1.56 0.92

ZNF780B 8664 0.34 1.38 0.59 0.49 0.19 0.75 0.63 0.50 0.27 0.62 0.62 -0.69 0.50 -0.55 1.45 0.22 -0.05 -1.44 0.27

ZNF781 3142 0.39 0.39 0.18 0.04 0.05 0.87 0.45 0.14 8.24 2.71 0.32 -1.64 2.88 -2.90 -2.87 -4.03 -6.10 -5.72 1.44

ZNF782 3313 0.73 1.55 0.00 1.40 0.30 0.77 1.14 0.71 0.34 0.00 0.79 -0.34 0.55 0.42 1.50 #NUM! 1.36 -0.89 -0.05

ZNF783 4455 0.87 1.37 2.77 2.18 2.17 1.22 1.83 1.13 0.79 1.67 1.76 0.82 1.35 -0.63 0.02 1.03 0.69 0.68 -0.53

ZNF784 2006 2.19 3.03 8.24 5.74 5.49 2.15 3.38 2.33 3.32 2.59 4.47 2.16 2.91 -0.41 0.06 1.50 0.98 0.92 -1.05

ZNF785 3265 0.77 3.25 1.18 1.36 1.28 0.61 1.42 1.41 1.34 1.08 1.41 0.50 1.31 -0.76 1.31 -0.15 0.06 -0.03 -1.22

ZNF786 3268 1.24 1.98 2.03 1.88 1.41 1.02 1.29 0.55 0.48 1.10 1.59 0.67 0.85 0.53 1.21 1.25 1.14 0.72 -0.64

ZNF787 1945 8.66 10.51 28.79 25.37 27.86 8.80 9.60 8.79 15.89 9.34 18.33 4.20 10.90 -0.33 -0.05 1.40 1.22 1.35 -1.06

ZNF788 3782 0.37 0.42 0.57 0.11 0.05 0.50 0.42 0.35 0.82 0.58 0.34 -1.57 0.54 -0.54 -0.35 0.08 -2.27 -3.58 0.56

ZNF789 1654 1.83 1.97 0.00 2.33 0.00 2.61 1.24 0.00 1.92 0.00 1.46 0.54 0.79 1.21 1.31 #NUM! 1.56 #NUM! 0.84

ZNF79 2099 1.45 0.00 0.00 2.05 0.00 0.00 1.42 0.66 1.43 1.33 0.58 -0.77 1.21 0.27 #NUM! #NUM! 0.76 #NUM! #NUM!

ZNF790 3047 0.89 1.89 2.44 0.16 0.08 0.45 1.09 0.61 0.75 0.87 0.98 -0.02 0.83 0.10 1.19 1.55 -2.42 -3.42 -1.13

ZNF791 2495 2.05 5.36 3.67 1.84 0.39 1.62 4.61 3.62 1.73 2.69 2.49 1.32 3.16 -0.62 0.76 0.21 -0.79 -3.02 -0.62

ZNF792 3898 0.50 1.36 0.43 0.49 1.17 0.39 0.44 0.16 0.63 0.57 0.72 -0.47 0.45 0.16 1.60 -0.06 0.12 1.38 -0.89

ZNF793 7136 0.24 1.00 0.11 0.16 0.03 0.46 0.77 0.65 0.20 0.30 0.33 -1.59 0.48 -1.03 1.05 -2.18 -1.57 -4.17 0.48

ZNF799 2588 0.25 0.96 0.88 0.47 0.54 1.26 0.74 0.27 1.16 1.37 0.73 -0.46 0.88 -1.83 0.13 -0.01 -0.90 -0.71 0.79

ZNF8 2210 0.39 1.79 5.79 0.97 0.90 0.74 1.03 1.15 0.78 0.90 1.76 0.82 0.97 -1.30 0.89 2.58 0.00 -0.10 -1.25

ZNF80 2957 0.03 0.45 0.49 0.16 0.04 0.99 0.02 0.08 0.06 0.16 0.36 -1.47 0.08 -1.23 2.48 2.61 1.01 -0.94 1.46

ZNF800 4242 2.04 6.41 8.11 7.19 1.47 4.90 3.82 4.59 2.73 4.90 5.02 2.33 4.01 -0.98 0.68 1.02 0.84 -1.45 -0.04

ZNF804A 4700 0.08 0.13 0.06 0.01 0.04 0.05 0.53 0.14 0.10 0.06 0.06 -3.99 0.21 -1.42 -0.71 -1.68 -3.90 -2.33 -0.21

ZNF804B 4588 0.00 0.00 0.00 0.00 0.00 0.00 0.35 0.02 0.00 0.00 0.00 #NUM! 0.09 #NUM! #NUM! #NUM! #NUM! #NUM! #DIV/0!

ZNF805 10126 0.35 1.07 1.35 0.89 0.30 0.55 0.73 0.78 0.61 0.67 0.75 -0.41 0.69 -0.99 0.63 0.96 0.35 -1.22 -0.44

ZNF808 3311 0.41 1.26 1.21 0.33 0.32 0.66 0.00 1.25 0.14 0.00 0.70 -0.52 0.35 0.24 1.86 1.80 -0.05 -0.13 -0.08

ZNF81 7859 0.41 0.97 0.80 0.93 0.09 0.53 0.44 0.41 0.22 0.41 0.62 -0.68 0.37 0.15 1.41 1.13 1.34 -2.01 -0.22

ZNF812 2011 11.06 1.61 0.00 0.00 0.00 0.61 0.00 0.00 0.00 0.00 2.21 1.15 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! -1.85

ZNF813 4188 0.19 0.53 0.26 0.00 0.08 0.58 0.00 0.43 0.27 0.43 0.27 -1.87 0.28 -0.53 0.92 -0.09 #NUM! -1.91 1.08

ZNF814 6283 2.44 1.65 0.00 0.93 0.24 0.67 0.00 1.66 0.46 0.00 0.99 -0.02 0.53 2.20 1.64 #NUM! 0.82 -1.17 -0.57

ZNF815 2821 0.67 1.67 1.02 0.85 0.97 1.38 0.33 1.61 0.36 1.20 1.09 0.13 0.87 -0.39 0.93 0.22 -0.03 0.15 0.34

ZNF816 2760 0.82 0.00 0.00 0.39 0.00 0.00 0.00 0.00 0.59 1.50 0.20 -2.31 0.52 0.65 #NUM! #NUM! -0.41 #NUM! #NUM!

ZNF816-ZNF321P 2680 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF821 2020 1.51 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.25 -1.99 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZNF823 2414 3.18 2.30 1.38 1.20 0.38 1.08 3.44 1.19 0.75 1.28 1.59 0.67 1.67 0.93 0.47 -0.27 -0.47 -2.14 -0.55

ZNF826P 636 0.00 0.63 0.31 0.00 0.01 4.36 0.00 1.12 1.19 2.55 0.88 -0.18 1.22 #NUM! -0.94 -1.97 #NUM! -7.14 2.30

ZNF827 4197 3.28 3.98 3.57 2.60 0.28 1.71 1.78 1.61 1.53 1.93 2.57 1.36 1.71 0.94 1.22 1.06 0.60 -2.61 -0.59

ZNF828 3831 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNF829 5056 0.40 0.49 0.19 0.13 0.01 0.25 0.83 0.46 0.22 0.21 0.25 -2.02 0.43 -0.09 0.20 -1.20 -1.68 -5.48 0.02

ZNF83 2985 4.93 22.82 0.00 8.87 3.26 0.00 8.80 15.40 4.08 5.88 6.65 2.73 8.54 -0.79 1.42 #NUM! 0.06 -1.39 #NUM!

ZNF830 1657 6.85 5.94 7.98 6.13 8.12 8.22 5.09 4.39 6.31 7.89 7.21 2.85 5.92 0.21 0.00 0.43 0.05 0.46 0.19

ZNF831 9404 0.11 0.62 0.51 0.24 0.01 0.28 0.24 0.14 0.05 0.12 0.29 -1.76 0.14 -0.26 2.19 1.91 0.84 -3.43 -0.09

ZNF833P 2015 0.05 0.19 0.22 0.09 0.22 0.55 0.28 0.12 0.38 0.37 0.22 -2.18 0.29 -2.41 -0.59 -0.37 -1.75 -0.42 1.32

ZNF835 2774 0.31 0.39 0.03 0.02 0.00 0.08 0.30 0.05 0.48 0.18 0.14 -2.83 0.25 0.28 0.63 -2.91 -3.39 -7.82 -0.74

ZNF836 3333 3.03 4.39 14.83 3.90 0.36 2.42 1.70 3.21 2.40 3.36 4.82 2.27 2.67 0.18 0.72 2.47 0.55 -2.87 -0.99

ZNF837 2050 0.28 0.92 1.10 1.30 2.35 0.31 0.89 0.45 0.50 0.42 1.04 0.06 0.57 -1.00 0.70 0.96 1.20 2.05 -1.77

ZNF839 3337 2.19 3.90 2.55 2.58 3.23 2.76 1.79 1.59 3.69 2.02 2.87 1.52 2.27 -0.05 0.78 0.16 0.18 0.51 -0.06

ZNF84 7025 1.29 2.02 2.91 1.45 0.77 2.87 1.95 1.33 1.72 2.19 1.89 0.92 1.80 -0.47 0.17 0.70 -0.31 -1.22 0.60

ZNF841 3876 0.60 4.91 1.36 1.13 0.34 1.35 3.28 3.47 0.83 1.98 1.62 0.69 2.39 -2.00 1.04 -0.81 -1.08 -2.82 -0.25

ZNF843 2013 0.19 0.22 0.17 0.07 0.11 0.12 0.17 0.12 0.12 0.12 0.15 -2.76 0.13 0.50 0.70 0.38 -0.97 -0.23 -0.31

ZNF844 2834 0.37 0.76 0.51 0.13 0.01 1.22 0.67 0.33 0.84 2.25 0.50 -1.00 1.02 -1.45 -0.43 -0.99 -2.99 -6.87 1.28

ZNF845 4311 0.85 1.22 1.66 0.00 0.66 1.26 0.71 0.83 0.49 0.88 0.94 -0.09 0.73 0.22 0.75 1.19 #NUM! -0.13 0.42

ZNF846 2133 0.81 2.40 1.49 2.51 0.35 1.52 1.17 1.52 1.88 1.66 1.51 0.60 1.56 -0.95 0.62 -0.06 0.69 -2.16 0.01

ZNF85 2331 1.21 1.22 0.44 0.21 0.21 1.34 1.53 0.84 0.82 0.71 0.77 -0.37 0.97 0.32 0.32 -1.14 -2.21 -2.21 0.80

ZNF850 7721 0.06 0.35 0.10 0.23 0.02 0.14 0.19 0.11 0.06 0.11 0.15 -2.73 0.12 -0.93 1.58 -0.18 0.93 -2.47 -0.15

ZNF853 3578 1.42 3.21 0.50 0.50 0.31 1.82 2.92 1.81 6.52 2.80 1.30 0.37 3.51 -1.30 -0.13 -2.80 -2.80 -3.48 0.49

ZNF860 3210 0.71 2.48 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.53 -0.91 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZNF862 6913 1.42 3.94 3.08 4.24 1.13 3.27 4.44 1.80 2.08 1.60 2.84 1.51 2.48 -0.81 0.67 0.31 0.78 -1.14 0.20

ZNF865 4953 1.71 4.73 6.22 5.67 3.78 1.18 0.63 2.25 0.00 1.13 3.88 1.96 1.01 0.77 2.23 2.63 2.50 1.91 -1.72

ZNF876P 2621 0.12 0.40 0.20 0.18 0.06 0.47 0.18 0.26 0.41 0.36 0.24 -2.07 0.30 -1.34 0.40 -0.57 -0.75 -2.38 0.97

ZNF878 1762 0.03 0.14 0.45 0.02 0.00 0.23 0.00 0.06 0.07 0.31 0.15 -2.78 0.11 -1.82 0.36 2.03 -2.49 #NUM! 0.63

ZNF879 2605 1.08 0.67 1.18 0.73 0.45 0.84 0.83 0.42 0.52 0.82 0.82 -0.28 0.64 0.74 0.05 0.87 0.18 -0.52 0.03

ZNF880 2285 0.35 1.88 0.69 0.18 0.10 0.38 1.08 0.75 4.36 1.33 0.59 -0.75 1.88 -2.44 0.00 -1.46 -3.38 -4.23 -0.67

ZNF883 2379 1.20 0.86 0.65 0.14 0.00 0.63 0.96 1.91 0.32 0.75 0.58 -0.78 0.99 0.28 -0.20 -0.61 -2.80 #NUM! 0.13

ZNF890P 1614 0.33 0.26 0.61 0.80 0.30 0.65 0.29 0.14 0.11 0.28 0.49 -1.02 0.21 0.68 0.36 1.57 1.96 0.53 0.40

ZNF90 3767 0.04 0.83 0.00 0.00 0.02 0.24 0.16 0.26 0.00 0.00 0.19 -2.42 0.10 -1.32 2.99 #NUM! #NUM! -2.54 0.34

ZNF91 5403 1.48 3.25 0.67 0.46 0.04 0.89 4.42 2.36 0.37 2.16 1.13 0.18 2.33 -0.65 0.48 -1.79 -2.35 -6.03 -0.34

ZNF92 3125 2.48 2.10 2.69 4.33 0.83 1.99 1.74 1.55 0.59 1.30 2.40 1.26 1.29 0.94 0.70 1.06 1.74 -0.65 -0.27

ZNF93 2794 0.88 1.32 0.64 0.34 0.03 1.70 0.90 0.81 0.32 0.72 0.82 -0.29 0.68 0.37 0.95 -0.09 -1.02 -4.68 1.05



ZNF98 2260 0.03 0.03 0.00 0.01 0.00 0.07 0.04 0.11 0.03 0.06 0.02 -5.34 0.06 -1.06 -0.87 -6.32 -2.56 #NUM! 1.56

ZNF99 3111 0.00 0.01 0.00 0.01 0.00 0.00 0.00 0.01 0.00 0.01 0.00 -8.34 0.01 -0.95 0.04 #NUM! 0.51 #NUM! #NUM!

ZNFX1 7371 4.30 23.50 18.34 15.89 5.07 8.52 13.09 8.39 7.16 8.57 12.61 3.66 9.30 -1.11 1.34 0.98 0.77 -0.88 -0.56

ZNFX1-AS1 1020 71.04 0.00 0.00 0.00 330.81 165.57 0.00 0.00 36.87 168.62 94.57 6.56 51.37 0.47 #NUM! #NUM! #NUM! 2.69 0.81

ZNHIT1 1208 80.78 62.20 51.00 76.45 76.81 79.20 57.85 46.83 50.15 58.63 71.07 6.15 53.36 0.60 0.22 -0.07 0.52 0.53 0.16

ZNHIT2 1321 4.16 0.00 5.66 6.29 15.49 0.00 3.41 0.00 3.93 3.35 5.27 2.40 2.67 0.64 #NUM! 1.08 1.23 2.53 #NUM!

ZNHIT3 983 17.65 18.65 0.00 0.00 55.85 40.95 10.74 9.53 34.45 35.49 22.18 4.47 22.55 -0.35 -0.27 #NUM! #NUM! 1.31 0.88

ZNHIT6 6197 2.47 4.37 3.41 2.42 1.35 3.66 2.85 3.37 8.91 3.28 2.95 1.56 4.60 -0.90 -0.08 -0.43 -0.93 -1.77 0.31

ZNRD1 859 24.49 9.89 11.14 20.39 76.72 34.40 13.03 12.97 29.43 31.32 29.51 4.88 21.69 0.18 -1.13 -0.96 -0.09 1.82 0.22

ZNRD1-AS1 2445 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZNRF1 4633 6.39 6.39 4.58 3.91 8.33 5.79 9.63 6.74 5.89 6.21 5.90 2.56 7.12 -0.16 -0.16 -0.64 -0.87 0.23 -0.03

ZNRF2 3485 3.70 6.02 6.78 7.47 7.53 7.27 3.70 4.54 2.20 6.03 6.46 2.69 4.12 -0.15 0.55 0.72 0.86 0.87 0.17

ZNRF3 6696 0.65 1.30 2.02 1.66 0.76 1.43 1.63 1.85 2.87 1.21 1.30 0.38 1.89 -1.53 -0.54 0.09 -0.19 -1.32 0.13

ZP1 1972 0.00 0.00 0.00 0.00 0.61 0.00 0.03 0.03 0.11 0.06 0.10 -3.30 0.06 #NUM! #NUM! #NUM! #NUM! 3.44 #NUM!

ZP2 2266 0.00 0.02 0.00 0.00 0.00 0.03 0.08 0.00 0.02 0.02 0.01 -6.76 0.03 #NUM! -0.27 #NUM! #NUM! #NUM! 1.77

ZP3 1494 8.57 3.37 8.72 5.19 93.56 3.64 4.64 3.98 10.72 3.36 20.51 4.36 5.68 0.60 -0.75 0.62 -0.13 4.04 -2.49

ZP4 2474 0.00 0.00 0.00 0.02 0.00 0.00 0.01 0.00 0.00 0.00 0.00 -8.30 0.00 #NUM! #NUM! #NUM! 2.37 #NUM! #NUM!

ZPBP 1227 0.00 0.00 0.00 0.18 0.00 0.00 0.00 0.00 0.00 0.00 0.03 -5.05 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #NUM!

ZPBP2 2271 0.00 0.00 0.00 0.00 0.00 0.61 0.00 0.00 0.00 0.01 0.10 -3.31 0.00 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ZPLD1 3639 0.00 0.04 0.00 0.00 0.03 0.01 0.00 0.00 0.00 0.01 0.01 -6.44 0.00 #NUM! 4.62 #NUM! #NUM! 4.20 -0.87

ZRANB1 4942 4.40 7.30 3.63 7.72 3.43 7.17 10.40 10.91 6.61 11.03 5.61 2.49 9.74 -1.15 -0.41 -1.42 -0.33 -1.51 0.35

ZRANB2 3162 10.22 17.10 11.49 16.26 7.97 31.02 13.59 13.25 17.06 25.85 15.68 3.97 17.44 -0.77 -0.03 -0.60 -0.10 -1.13 0.98

ZRANB3 3717 0.37 0.83 0.81 1.25 1.01 1.17 1.64 1.02 0.46 0.65 0.91 -0.14 0.94 -1.36 -0.17 -0.21 0.41 0.11 0.36

ZRSR2 1512 6.20 8.88 7.17 6.68 4.94 10.92 10.50 6.87 5.82 7.72 7.46 2.90 7.73 -0.32 0.20 -0.11 -0.21 -0.65 0.55

ZSCAN1 2054 0.00 0.21 0.00 0.00 0.00 0.00 0.08 0.07 0.00 0.00 0.04 -4.80 0.04 #NUM! 2.51 #NUM! #NUM! #NUM! #NUM!

ZSCAN10 2463 0.33 0.02 0.00 0.00 0.03 0.00 0.00 0.01 0.01 0.00 0.06 -3.99 0.01 5.98 2.08 #NUM! #NUM! 2.56 #NUM!

ZSCAN12 4367 0.61 1.49 1.77 0.27 0.50 0.90 1.26 0.62 1.15 1.33 0.92 -0.11 1.09 -0.83 0.45 0.70 -1.99 -1.14 -0.04

ZSCAN12P1 3739 0.22 0.00 0.57 0.27 0.10 0.00 0.18 0.23 1.74 0.15 0.19 -2.37 0.58 -1.36 #NUM! -0.02 -1.07 -2.55 #NUM!

ZSCAN16 1290 3.27 2.75 3.55 1.15 2.15 4.30 1.51 0.65 1.21 1.15 2.86 1.52 1.13 1.53 1.28 1.65 0.03 0.93 0.59

ZSCAN18 2960 2.41 7.97 1.93 2.23 0.57 12.18 11.72 10.89 27.24 18.25 4.55 2.19 17.03 -2.82 -1.10 -3.14 -2.93 -4.89 1.42

ZSCAN2 3765 1.98 1.69 1.01 0.74 2.32 1.98 1.16 1.11 2.71 0.94 1.62 0.70 1.48 0.42 0.19 -0.55 -1.00 0.65 0.29

ZSCAN20 4243 0.16 0.59 0.45 0.70 0.25 0.49 0.39 0.04 0.47 0.20 0.44 -1.18 0.28 -0.80 1.08 0.70 1.33 -0.14 0.16

ZSCAN21 2005 0.00 0.00 0.00 0.00 0.00 1.14 0.00 0.00 2.38 1.32 0.19 -2.39 0.93 #NUM! #NUM! #NUM! #NUM! #NUM! 2.58

ZSCAN22 4643 0.72 1.39 2.62 2.03 0.00 0.00 1.37 1.35 0.00 0.00 1.13 0.17 0.68 0.09 1.03 1.95 1.58 #NUM! #NUM!

ZSCAN23 3178 0.00 0.05 1.31 0.02 0.00 1.56 0.07 0.07 0.64 1.23 0.49 -1.03 0.50 #NUM! -3.33 1.38 -4.58 #NUM! 1.67

ZSCAN29 5607 1.40 1.89 2.66 2.43 0.82 1.71 1.52 0.92 1.64 1.39 1.82 0.86 1.37 0.03 0.47 0.96 0.83 -0.74 -0.09

ZSCAN30 4346 0.87 2.84 1.48 1.53 0.83 2.33 1.79 1.54 1.66 1.72 1.65 0.72 1.68 -0.95 0.76 -0.18 -0.13 -1.01 0.50

ZSCAN4 2260 0.00 0.02 0.00 0.00 0.10 0.02 0.01 0.00 0.03 0.07 0.02 -5.36 0.03 #NUM! -0.23 #NUM! #NUM! 1.84 -0.21

ZSCAN5A 1938 1.99 1.56 1.92 3.40 1.30 1.26 1.02 0.77 1.09 0.66 1.90 0.93 0.88 1.17 0.82 1.12 1.95 0.56 -0.59

ZSCAN5B 1626 0.10 0.00 0.02 0.11 0.03 0.00 0.00 0.04 0.09 0.01 0.04 -4.51 0.04 1.56 #NUM! -0.79 1.63 -0.13 #NUM!

ZSWIM1 2787 4.45 6.68 4.09 4.11 2.66 1.22 3.63 1.95 1.56 1.35 3.87 1.95 2.12 1.07 1.65 0.95 0.95 0.33 -1.66

ZSWIM2 2446 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 0.00 #NUM! 0.00 #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0! #DIV/0!

ZSWIM3 2986 1.26 1.58 0.78 0.96 0.94 0.60 0.00 0.45 0.85 0.53 1.02 0.03 0.46 1.47 1.80 0.78 1.08 1.05 -0.76

ZSWIM4 4339 2.14 7.00 6.63 3.34 7.67 1.96 4.85 2.95 1.61 2.50 4.79 2.26 2.98 -0.48 1.23 1.16 0.16 1.37 -1.29

ZSWIM5 5860 0.46 0.91 4.27 1.31 0.62 1.59 0.92 0.94 1.63 0.73 1.52 0.61 1.05 -1.21 -0.22 2.02 0.31 -0.77 0.06

ZSWIM6 5519 1.25 10.28 6.10 8.40 2.96 3.82 8.51 33.24 2.08 9.06 5.47 2.45 13.22 -3.41 -0.36 -1.12 -0.65 -2.16 -0.52

ZSWIM7 2008 0.00 0.00 0.00 0.00 8.95 9.02 0.00 0.00 9.00 7.71 3.00 1.58 4.18 #NUM! #NUM! #NUM! #NUM! 1.10 1.59

ZUFSP 2226 2.03 2.00 2.34 3.33 2.76 3.47 1.02 1.66 1.81 5.10 2.66 1.41 2.40 -0.24 -0.26 -0.04 0.47 0.20 0.39

ZW10 2900 4.01 3.36 3.88 3.42 5.59 4.35 3.55 4.80 3.61 5.04 4.10 2.04 4.25 -0.08 -0.34 -0.13 -0.31 0.40 0.09

ZWILCH 3289 6.09 2.81 6.96 6.24 3.77 6.16 1.58 2.31 0.83 3.02 5.34 2.42 1.93 1.65 0.54 1.85 1.69 0.96 0.21

ZWINT 1878 16.14 7.73 23.46 18.23 32.88 16.22 3.06 3.88 0.82 3.76 19.11 4.26 2.88 2.49 1.42 3.03 2.66 3.51 -0.24

ZXDA 5204 0.46 1.37 1.58 1.35 0.28 1.04 0.98 1.81 0.86 1.19 1.01 0.02 1.21 -1.40 0.18 0.39 0.16 -2.09 0.04

ZXDB 5651 0.89 2.68 2.58 2.00 0.85 1.83 1.91 3.76 1.76 2.27 1.80 0.85 2.42 -1.45 0.14 0.09 -0.27 -1.51 0.02

ZXDC 12600 2.69 4.60 7.25 8.41 5.09 8.01 4.44 6.19 4.82 4.10 6.01 2.59 4.89 -0.86 -0.09 0.57 0.78 0.06 0.42

ZYG11A 4286 0.41 0.14 0.40 0.73 1.04 0.42 0.60 0.59 0.01 0.17 0.52 -0.93 0.34 0.25 -1.31 0.22 1.09 1.59 -0.31

ZYG11B 8143 1.46 2.88 2.48 2.94 1.50 4.04 2.39 2.67 4.79 3.14 2.55 1.35 3.25 -1.15 -0.17 -0.39 -0.15 -1.12 0.66

ZYX 2325 34.96 181.97 139.32 215.48 117.83 111.50 120.56 127.12 288.93 134.66 133.51 7.06 167.82 -2.26 0.12 -0.27 0.36 -0.51 -0.26

ZZEF1 11412 2.18 8.78 7.37 10.21 1.34 1.62 3.04 5.06 6.01 2.35 5.25 2.39 4.12 -0.91 1.09 0.84 1.31 -1.62 -1.69

ZZZ3 4344 3.71 4.10 6.95 6.22 1.90 7.10 3.55 3.91 2.38 4.43 5.00 2.32 3.57 0.06 0.20 0.96 0.80 -0.91 0.51



Supplementary Table 5. Top 50 genes identified by MutsigCV

gene expr reptime hic N_nonsilent N_silent N_noncoding n_nonsilent n_silent n_noncoding nnei x X p q (FDR)

CASP8 571730 386 37 436458 98736 537948 4 0 1 50 20 40905876 0 0

FADD 765202 286 34 146064 47022 32742 4 0 0 50 25 34847382 0.00E+00 0.00E+00

FBXW7 117295 501 51 622608 166872 649026 13 1 0 50 20 36588624 0.00E+00 0.00E+00

PIK3CA 401889 613 11 805188 200634 1036116 19 0 0 14 6 12618726 1.77E-10 8.34E-07

MLL3 261375 616 16 3581118 999090 3685158 9 5 3 50 16 34982736 1.23E-05 4.15E-02

EPHA2 866090 197 37 712062 204408 740826 8 1 1 50 27 31901316 1.26E-04 0.2743378

GGPS1 513285 188 22 222870 57120 287028 3 0 0 50 17 35743962 1.31E-04 0.2743378

PTEN 259678 300 34 308856 71808 528462 3 0 0 50 10 32501076 1.81E-04 0.3415197

SOX30 260667 1079 41 536316 160752 298656 3 0 0 50 1 31922838 2.38E-04 0.3869624

PSME4 238848 489 9 1384650 365058 2897208 5 1 0 44 8 31332462 2.50E-04 0.3869624

CT62 276800 462 10 99756 28458 38862 2 0 0 50 14 38082720 2.81E-04 0.3869624

TMEM202 1116695 366 41 202368 54060 315180 3 1 0 50 22 27993900 2.93E-04 0.3869624

TAF5L 299238 340 15 426258 121482 316404 3 0 1 46 14 32924172 3.08E-04 0.3869624

PIK3C3 38836 1300 13 677280 167892 1326510 3 0 0 50 0 29227794 3.62E-04 0.4268636

FA2H 612822 173 27 271932 78438 272646 3 0 0 50 10 32020554 7.69E-04 0.8529464

RRP1 835438 194 66 345066 94350 609552 4 0 1 50 15 29264718 8.42E-04 0.8827164

KCND3 320241 623 23 470730 140046 303552 5 1 0 48 15 40479312 9.63E-04 0.9556009

DNAH10 1032254 482 39 3312858 887298 3143232 9 1 1 16 4 27385980 1.33E-03 1

IFNGR1 117339 309 35 360774 96696 306612 2 0 0 50 7 36954090 1.39E-03 1

UTP23 483166 504 23 183192 49368 169218 3 0 0 50 27 31702110 1.42E-03 1

CLDN11 372782 377 30 144840 48552 131274 2 0 0 50 15 30385392 1.51E-03 1

GPM6A 123418 931 -23 210528 55998 566712 2 0 0 50 25 41501046 1.72E-03 1

STOML3 181679 1010 -2 219810 65076 373014 2 0 0 50 12 27673212 1.83E-03 1

SLAMF9 812025 365 13 217668 52224 267138 2 0 0 50 12 24558642 1.88E-03 1

KANK4 280646 378 0 711348 213996 542844 3 0 0 26 6 26504394 1.93E-03 1

FCRL5 234921 764 25 702882 214506 1113840 4 1 0 49 13 38949006 1.94E-03 1

TTC30A 380902 434 27 476850 134538 46818 3 0 0 50 15 38112300 1.95E-03 1

PRAMEF12 141239 571 18 342720 104652 239904 3 0 0 50 7 29796240 2.05E-03 1

SCPEP1 333715 254 -10 340578 90576 873936 2 0 0 50 8 31867554 2.09E-03 1

CD1A 120861 833 3 241536 65688 464814 2 1 0 50 14 30045528 2.23E-03 1

NAALAD2 131926 1141 -22 557226 145044 1102518 3 0 0 50 13 33515364 2.25E-03 1

CTNNA2 10595 1614 -24 617100 171768 1329570 4 2 1 50 4 17172924 2.35E-03 1

FECH 304947 352 38 320688 86292 647802 2 0 0 50 12 35505180 2.48E-03 1

SPTA1 177547 940 1 1824678 459306 3678120 6 2 3 42 15 31542174 2.60E-03 1

CBR3 261889 232 56 200838 57426 123318 2 0 0 50 22 34228242 2.63E-03 1

NFE2L2 372300 145 36 444006 117198 203796 3 0 0 50 8 35533536 2.69E-03 1

MCM2 679358 336 45 663918 185844 865368 5 0 0 12 1 8175810 2.70E-03 1

PRAMEF2 118495 792 12 341904 97818 283968 4 0 0 50 8 27571722 2.70E-03 1

OR5C1 433740 487 10 219300 75072 44064 2 0 0 50 19 32403768 2.73E-03 1

ZDHHC11 843639 408 28 309264 84558 781830 4 1 0 50 17 37193280 2.79E-03 1

RHPN2 458398 356 -12 507042 141372 864144 4 1 1 26 13 22167456 2.85E-03 1

NUP155 339666 151 25 1042848 277848 1952892 3 0 1 50 19 48311076 2.95E-03 1

GPSM3 2119974 392 28 115464 37230 506124 2 0 0 15 9 10406040 3.18E-03 1

CASP3 281208 471 28 212058 50490 338436 2 0 0 50 25 33857982 3.29E-03 1

L1TD1 274287 422 -1 637602 158610 76500 2 0 0 50 19 36929508 3.44E-03 1

CYP2A7 1187304 275 31 367302 99960 559062 4 0 1 48 23 24268656 3.47E-03 1

DPY19L2 195841 681 -28 571914 150552 848844 4 0 1 50 23 32704770 3.63E-03 1

FAM48A 166443 631 23 598434 149736 1279080 2 0 0 47 8 40733190 3.65E-03 1

GALNTL4 715278 720 16 447882 122502 932382 3 0 0 46 4 25655244 3.71E-03 1

NAALADL2 58421 1139 -15 589050 158202 806004 4 0 1 34 7 30864588 3.80E-03 1

Genes with log2(FPKM) less than 0 is blue in table.



Supplementary Table 6. Mutation profile of frequently mutated genes (>=5 cases) in 102 cervical carcinomas

Gene Symbol Description

Amino

acid

counts

Carcinomas

Mutated

Fraction of

mutated
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Non-silent

mutations

Silent

mutations

Truction

mutations

Recurrent

mutations*

Log2

(FPKM)

Reported

in cancer

gene

census
TTN titin 35991 25 24.51% 42 13 2 0 -3.19 no

PIK3CA phosphatidylinositol-4,5-bisphosphate 3-kinase, catalytic subunit alpha 1068 17 16.67% 19 0 0 14 2.59 Yes

MUC4 mucin 4, cell surface associated 5412 16 15.69% 21 3 2 4 4.19 no

HUWE1 HECT, UBA and WWE domain containing 1, E3 ubiquitin protein ligase 4374 14 13.73% 15 3 2 3 4.32 no

FBXW7 F-box and WD repeat domain containing 7, E3 ubiquitin protein ligase 707 13 12.75% 13 1 1 11 2.34 Yes

MUC16 mucin 16, cell surface associated 14507 12 11.76% 17 7 3 0 -0.25 no

AHNAK2 AHNAK nucleoprotein 2 5795 11 10.78% 12 2 0 0 3.10 no

SYNE1 spectrin repeat containing, nuclear envelope 1 8797 10 9.80% 11 4 1 0 0.78 no

RYR2 ryanodine receptor 2 (cardiac) 4967 10 9.80% 10 2 1 0 -2.16 no

NEB nebulin 8560 9 8.82% 11 5 0 0 -4.72 no

FAT1 FAT atypical cadherin 1 4588 9 8.82% 9 1 5 0 3.69 no

MLL3 lysine (K)-specific methyltransferase 2C 4911 8 7.84% 9 5 7 0 2.49 Yes

SYNE2 spectrin repeat containing, nuclear envelope 2 6907 8 7.84% 10 2 3 0 2.96 no

LRP1B low density lipoprotein receptor-related protein 1B 4599 8 7.84% 8 1 1 0 -3.20 no

IGFN1 immunoglobulin-like and fibronectin type III domain containing 1 3708 8 7.84% 9 1 1 0 -3.70 no

HYDIN HYDIN, axonemal central pair apparatus protein 5121 8 7.84% 10 2 1 0 -4.15 no

CSMD3 CUB and Sushi multiple domains 3 3707 8 7.84% 9 1 1 0 -4.08 no

AHNAK AHNAK nucleoprotein 5890 8 7.84% 12 4 1 0 5.96 no

DPCR1 diffuse panbronchiolitis critical region 1 1393 8 7.84% 8 0 0 0 -2.94 no

OBSCN obscurin, cytoskeletal calmodulin and titin-interacting RhoGEF 6620 7 6.86% 7 5 2 0 -0.84 no

LRP2 low density lipoprotein receptor-related protein 2 4655 7 6.86% 7 2 0 0 -5.98 no

FLG filaggrin family member 2 4061 7 6.86% 10 0 0 0 -1.52 no

EPHA2 EPH receptor A2 976 7 6.86% 8 1 1 0 5.89 no

DNAH5 dynein, axonemal, heavy chain 5 4624 7 6.86% 7 4 1 0 -4.88 no

CNTNAP2 contactin associated protein-like 2 1331 7 6.86% 7 2 0 0 -1.23 no

CEP290 centrosomal protein 290kDa 2479 7 6.86% 7 0 1 0 0.70 no

MED13 mediator complex subunit 13 2174 7 6.86% 8 0 1 0 2.98 no

LAMA1 laminin, alpha 1 3075 7 6.86% 7 1 1 0 -0.36 no

DNAH10 dynein, axonemal, heavy chain 10 4471 7 6.86% 9 1 0 0 -5.15 no

ZFHX4 zinc finger homeobox 4 3616 6 5.88% 7 1 0 0 -0.07 no

USH2A Usher syndrome 2A (autosomal recessive, mild) 5202 6 5.88% 6 4 0 0 -6.26 no

TENM1 teneurin transmembrane protein 1 2725 6 5.88% 6 4 2 0 -4.43 no

SPTA1 spectrin, alpha, erythrocytic 1 2419 6 5.88% 6 2 2 0 -5.37 no

RYR1 ryanodine receptor 1 (skeletal) 5038 6 5.88% 7 7 2 0 1.00 no

RTTN rotatin 2226 6 5.88% 6 1 0 0 1.14 no

NOTCH1 notch 1 2555 6 5.88% 6 1 1 0 3.86 Yes

MYCBP2 MYC binding protein 2, E3 ubiquitin protein ligase 4678 6 5.88% 8 1 1 0 3.02 no

MUC19 mucin 19, oligomeric 8188 6 5.88% 6 2 0 0 -7.98 no

MLL2 lysine (K)-specific methyltransferase 2D 5537 6 5.88% 7 3 6 0 2.12 Yes

KIAA1109 KIAA1109 5005 6 5.88% 6 1 0 0 2.00 no

HMCN2 hemicentin 2 3783 6 5.88% 7 0 1 0 0.07 no

HMCN1 hemicentin 1 5635 6 5.88% 6 2 1 0 0.28 no

HECTD4 HECT domain containing E3 ubiquitin protein ligase 4 4284 6 5.88% 6 2 1 0 1.58 no

FBN3 fibrillin 3 2809 6 5.88% 8 2 0 0 -7.02 no

EP300 E1A binding protein p300 2414 6 5.88% 6 1 3 2 3.78 Yes

DNAH6 dynein, axonemal, heavy chain 6 4158 6 5.88% 8 0 0 0 -3.65 no

CSMD1 CUB and Sushi multiple domains 1 3564 6 5.88% 8 4 0 0 -5.52 no

CRYBG3 beta-gamma crystallin domain containing 3 2970 6 5.88% 6 0 0 0 2.47 no

CCDC168 coiled-coil domain containing 168 7081 6 5.88% 6 0 1 0 -6.56 no

SPTBN1 spectrin, beta, non-erythrocytic 1 2364 6 5.88% 6 5 2 0 4.46 no

PCDHB11 protocadherin beta 11 797 6 5.88% 6 0 1 0 -1.85 no

KIF26B kinesin family member 26B 2108 6 5.88% 6 0 0 0 0.19 no

FBN2 fibrillin 2 2912 5 4.90% 5 1 1 0 0.65 no

ZNF28 zinc finger protein 28 718 5 4.90% 5 1 1 0 2.09 no

USP24 ubiquitin specific peptidase 24 2620 5 4.90% 5 1 1 0 2.14 no

TET1 tet methylcytosine dioxygenase 1 2136 5 4.90% 5 0 1 0 -1.97 no

TCHH trichohyalin 1943 5 4.90% 6 2 1 0 2.70 no

SRRM2 serine/arginine repetitive matrix 2 2752 5 4.90% 5 1 0 0 5.66 no

SPEF2 sperm flagellar 2 1822 5 4.90% 5 0 0 0 -0.87 no

SLX4 SLX4 structure-specific endonuclease subunit 1834 5 4.90% 5 1 1 0 0.46 no

RYR3 ryanodine receptor 3 4871 5 4.90% 5 2 1 0 -2.82 no

RSF1 remodeling and spacing factor 1 1441 5 4.90% 5 0 0 0 3.22 no

PRRC2B proline-rich coiled-coil 2B 2229 5 4.90% 5 2 1 0 4.14 no

PLCH2 phospholipase C, eta 2 1416 5 4.90% 5 0 0 0 2.71 no

NALCN sodium leak channel, non-selective 1738 5 4.90% 5 0 0 0 -3.05 no

MGA MGA, MAX dimerization protein 3065 5 4.90% 5 1 0 0 2.01 no

MCM2 minichromosome maintenance complex component 2 904 5 4.90% 5 0 1 0 5.43 no

KIF15 kinesin family member 15 1388 5 4.90% 5 1 1 0 1.26 no

KIAA1549L KIAA1549-like 1849 5 4.90% 5 0 0 0 -2.60 no

KIAA1549 KIAA1549 1950 5 4.90% 6 3 0 0 -0.87 Yes

KCND3 potassium voltage-gated channel, Shal-related subfamily, member 3 655 5 4.90% 5 1 0 0 1.31 no

EPPK1 epiplakin 1 5090 5 4.90% 5 1 2 0 2.34 no

DOCK4 dedicator of cytokinesis 4 1966 5 4.90% 5 0 1 0 0.53 no

COL4A2 collagen, type IV, alpha 2 1712 5 4.90% 5 0 0 0 5.87 no

CELSR2 cadherin, EGF LAG seven-pass G-type receptor 2 2923 5 4.90% 5 2 3 0 3.42 no

CELSR1 cadherin, EGF LAG seven-pass G-type receptor 1 3014 5 4.90% 5 0 1 0 3.01 no

CDON cell adhesion associated, oncogene regulated 1264 5 4.90% 5 0 0 0 -0.20 no

BRWD3 bromodomain and WD repeat domain containing 3 1802 5 4.90% 5 3 1 0 0.74 no

ATG2A autophagy related 2A 1938 5 4.90% 5 2 0 0 2.48 no

ABCA2 ATP-binding cassette, sub-family A (ABC1), member 2 2466 5 4.90% 6 0 0 0 1.83 no

* Recurrent mutations: mutations recurrent in this cohort or previously reported in COSMIC database.

Genes with log2(FPKM) less than 0 is blue in table.



Supplementary Table 7. Arm level copy number gains and losses in 84 diploid cervical carcinomas

Arm # Genes Amp frequency Amp z-score Amp q-value Del Frequency Del z-score Del q-value

1q 1955 0.32 6.18 6.22E-09 0 -2.66 0.996

3q 1139 0.68 16 0 0.17 0.921 0.464

5p 270 0.24 3.37 0.00497 0.06 -1.39 0.996

8q 859 0.19 2 0.142 0.04 -1.85 0.996

9q 1113 0.19 2.2 0.137 0.09 -0.694 0.996

20q 753 0.19 1.99 0.142 0.04 -1.86 0.996

3p 1062 0.14 0.587 0.874 0.44 9.07 0

4p 489 0 -2.64 0.998 0.37 7.25 2.71E-12

4q 1049 0.02 -2.34 0.998 0.3 5.38 2.41E-07

6q 839 0.07 -1.06 0.998 0.2 2.46 0.0342

8p 580 0.1 -0.406 0.998 0.18 1.82 0.134

11p 862 0.1 -0.263 0.998 0.33 6.07 4.89E-09

11q 1515 0.17 1.4 0.351 0.43 8.65 0

17p 683 0.02 -2.28 0.998 0.34 6.34 1.10E-09

18q 446 0.06 -1.51 0.998 0.19 2 0.0995

19p 995 0.06 -1.33 0.998 0.24 3.48 0.0014



Supplementary Table 8. Significant regions of CNAs identified by GISTIC and local algorithm

Tools cytoband amp/del q value
residual q

value
wide peak boundaries

number of

genes
potential dirver*

GISTIC 11q22.1 amp 3.54E-11 4.06E-11 chr11:100863198-102611999 15 BIRC2,BIRC3,YAP1

GISTIC 3q29 amp 0.00028116 0.00028116 chr3:164793812-198022430 231 TP63,PIK3CA,SOX2,TERC,EPHB3

GISTIC 1p36.33 amp 0.001005 0.001005 chr1:1-571999 13 /

GISTIC 7p11.2 amp 0.010969 0.010969 chr7:53930539-55309999 5 EGFR

GISTIC 11q13.3 amp 0.012054 0.017771 chr11:68839449-71149037 18 CCND1

GISTIC 17q12 amp 0.025891 0.025891 chr17:37873737-37898579 4 ERBB2

GISTIC 5q31.1 amp 0.032512 0.032512 chr5:132522001-134263999 21 /

GISTIC 1p12 amp 0.17311 0.17311 chr1:118074891-120572743 18 NOTCH2

GISTIC 19q13.12 amp 0.17896 0.17896 chr19:33716636-37571179 102 CEBPA

GISTIC 6p24.2 amp 0.1797 0.1797 chr6:1-26370659 175 HIST1H3B,E2F3, NEDD9

GISTIC 2q36.3 del 1.6858E-26 1.6858E-26 chr2:228483499-236563999 85 /

GISTIC 11q23.3 del 4.0662E-08 4.0662E-08 chr11:107246001-135006516 274 ATM,CBL,CHEK1,MLL

GISTIC 11q11 del 0.00048835 0.00048835 chr11:55071183-55433235 7 /

GISTIC 13q14.13 del 0.00088208 0.00086109 chr13:28860942-52855027 159 BRCA2,RB1

GISTIC 4q35.2 del 0.008449 0.008449 chr4:175158213-191154276 79 FAT1

GISTIC 12p11.21 del 0.026499 0.025146 chr12:27558001-39759854 34 /

GISTIC 3p11.2 del 0.083 0.083 chr3:44286750-97659880 345 FHIT,BAP1,SETD2,PBRM1,EPHA3,ROBO1,ROBO2,RHOA

GISTIC 7q36.2 del 0.088689 0.083 chr7:108215676-159138663 369 BRAF,EZH2,MET,SMO,POT1,MLL3,EPHB6,CASP2, SHH

GISTIC 15q15.1 del 0.088689 0.083 chr15:30931029-58690878 264 TCF12,BUB1B, RAD51

GISTIC 17q25.3 del 0.094507 0.083 chr17:74684602-81195210 133 /

GISTIC 20p12.1 del 0.088689 0.083 chr20:13478192-16025378 5 /

GISTIC 19p13.3 del 0.094507 0.10115 chr19:1-1902856 78 STK11,APC2

GISTIC 19p12 del 0.10703 0.11969 chr19:18313596-30303671 107 /

local algorithm 1q21 amp NA. NA. chr1: 149675983-175291934 526 MCL1

local algorithm 5p15.33 amp NA. NA. chr5: 140372-14664782 83 TERT

local algorithm 8q24 amp NA. NA. chr8: 126953372-128902873 9 MYC

local algorithm 20q11.21 amp NA. NA. chr20: 30073580-32399109 51 BCL2L1,E2F1

local algorithm 4p15/4p16 del NA. NA. chr4: 53226-44680432 274 WHSC1

local algorithm 11p15.4 del NA. NA. chr11: 193079-14665268 303 CDKN1C

local algorithm 17p12 del NA. NA. chr17: 33614-7623038 215 TP53

*Potential dirver: genes reported to be cancer diriver in cosmic or literatures.



Supplementary Table 9. Structure variations of 20 cervical carcinomas
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CC-X001 chr8 95619542 + 1 chr8 95619650 + 4 DEL 8q22.1 . . . . . 8q22.1L1PB1|LINE|L1|+|951 . . . . 19 18 56 54 0.9485714 0.1428571 0.7177778 0.666666667 8 chr8 95619456 217 chr8 95619769 AAAAGAAAGAAAGAAAGGAAGGAAGGAAGGAAAGGAGAAACAATGACCAATCCAATAGCAATAAACAACTCTAACATCCAAACGGTGGTCTTGGCCGCCCATCAAAAATTGGGCTAAGGACATGAATAGAGAACTCTCAAAAGAAGATACACAAATGGCCAACAAACATGAAAAAATGCTCAACATCACTAATGATCAGGGAAATGCAGACCAAAAC 
CC-X010 chr7 25388976 + 7 chr8 38365957 + 0 CTX 7p15.3MIRb|SINE|MIR|+|211 . . . . 8p11.22Mam_R4|LINE|Dong-R4|-|567. . . . 24 11 71 0 0.876 0.3333333 1 0 1 chr7 25388838 210 chr8 38366027 GACATTTAATTGCATGTCATAAACATTGCCATCCCACTGACTTACTGAGACAGCTTGAAGAAAAAATATGTAATAAAGGGATGAATGGTGAATGACCCATGGCATTAGGTCATATTTGCAATTTAAGCCTCACAGAATAATCGTACTTTATTTCAGTCACAAGCTAGACCTTGCTTTATCCGTATGATTTTACCTAATAGGTATCTGCTT 
CC-X010 chr14 24002929 + 5 chr7 45838939 + 3 CTX 14q11.2 . ZFHX2 C1 EX2 NM_033400.2 7p12.3MER21C|LTR|ERVL|-|302;dup. . . . 23 29 83 120 0.8333333 0.25 0.842963 0.333333333 1 chr14 24002802 268 chr7 45839078 GTCTCGTAGCTGCACACCTTGCACTGCCAGGATGATTTGGTCTTAGGCTCTTTGTCTCCCGCGGAGGGTGGGAGTGATGCCTCTGGTGGACTTCCCTGCCCACCAGGGCCCGCCTGGAAGCCCTGTAGAGTGCTCTGGATATTAACTGGGTATCCCATGATTTTATTCTGACACTGCCTGGAGTTAGCACAGACCCCACAAGTTACGGGCTCAGTCCCACGAGACCATCCTCACTTCAGATGACAATGGCAAGTCCTAGGTTGTCACC 
CC-X010 chr2 148533169 - 0 chr7 53405775 + 5 CTX 2q22.3 . . . . . 7p12.1MER4-int|LTR|ERV1|+|3283. . . . 30 41 0 107 0.8415686 0.3529412 0.992 0.2 1 chr2 148533275 242 chr7 53405909 TTAAAGGCTTCCATTCTTGCCAGGTCATCGCAGCTCTGCCTCTGAACCCACTGGCCCTCTGCCTGTCACAGTGAACCTTGTGCTTAGAACTATTATTTCTGTTCTATGCTTTTTACCTTTTTGCTAGCCATGTCAAACTGAAAGAGCAACAACTATCACCCCACGCTGCATTTCCCTACCTAAAGTTCTGCCTTCCTTTTTTTTTCTTCTTGACAGCCTGGGTTTGATTCCTAAATTAAGCC 
CC-X010 chr20 8506379 + 4 chr20 8561842 + 5 DEL 20p12.3 . PLCB1 IC3 IVS3 NM_015192.2 20p12.3L2b|LINE|L2|+|91PLCB1 IC3 IVS3 NM_015192.2 17 26 119 110 0.7266667 0.7142857 0.9266667 0.1 1 chr20 8506240 282 chr20 8561983 AAATCACTATCCACAAACACTGGAAAAACTGACTTAATTTTCTTGTTTTTACCAACAATTGGTTGTGTTGTTGTCAAATGGATAAAGTAGAACTTTAAAGAAAAATCAACTTTGTGCAGTCTCTTAAAAATACCTGAATGCACAATCTGTACCCCAGCACCTAGGGCCTGGCACCTAGGATGTATTCATGTAGCTGAGAACGCTGTGCTACTTAAATGTTCCAATGCTCCCCCGTACTTCCTAGTTCTCTTTGCAGTTAGACTGGAGCCCTGTGATTAGTTC 
CC-X010 chr20 26297688 + 6 chr20 26302811 + 0 DEL 20p11.1ALR/Alpha|Satellite|centr|+|34146;trf. . . . 20p11.1ALR/Alpha|Satellite|centr|+|34146;trf. . . . 11 15 31 0 0.9205298 1 1 0.090909091 1 chr20 26297546 173 chr20 26302841 ATGTGTGTATCCAACTCACAGAGTTGAGCATTCTTTTTCATAGAGCAGTTTTGAAACACTCTTTTTGTTGGATCTGCAAGTCGACATTTGGAGCGCTTTGAGGCCTATGGTGAAAAAGAAATATCTTCACATAAAAACTAGACAGAAGCCGTCTCATAAACTTCTCTTTGATG 
CC-X010 chr14 30154403 + 3 chr14 30155334 + 3 DEL 14q12 . PRKD1 IC2 IVS2 NM_002742.2 14q12 . PRKD1 IC2 IVS2 NM_002742.2 21 21 108 82 0.787619 0.4285714 0.8783333 0.25 1 chr14 30154259 286 chr14 30155477 AAAATGTAATCCCTCAGATTCCCTGGCTTATATCTATTTGGCAGCATTTCTCAGGCTGCAGGGCCAATGTGGCTTCTTGCCATTTCCCATTCAAAGTGCAAAGAGTGGTCCACTTGGTAGAAGCTTGACTGCCCTTGGGGATAGGCCCTGTCCCACTGATAGCTTGAAACCTCTCTTTGCCTTCCTCTTTTTAATTTGAATCATTTTGGGTTCTTCCTTGTATAAATGGAGAGAGTGCTCCACAATTTGGCTGGTGATACATTTGACGTGCCCGATTCTGACTGGA 
CC-X010 chr8 77672351 + 2 chr8 77672414 + 7 DEL 8q21.11 . ZFHX4 IC2 IVS3 NM_024721.4 8q21.11 . ZFHX4 IC2 IVS3 NM_024721.4 19 18 49 53 0.752381 0.5714286 0.9346667 0.4 1 chr8 77672247 236 chr8 77672547 AAAATATTATTTTGGCAATTTAAGCAATCACCCAGTCCACTAATAAGAATCTAAAGATCCCATAATTTTTTTAGGCTGTGTTCAAGAATACACATGAAGTTCATTGTTTTCCTTTGATTTCTAAGGATGTACCTACCATTCCACACAATAAATAGGTACATATACTTGGAGGTCAGTATCTTGGCATCCCACCATCTCACTCCATGAAACAATATGGCATGTGGATTGCGGCCTTTG 
CC-X010 chr8 88851109 + 3 chr8 88854149 + 2 DEL 8q21.3L1M2|LINE|L1|+|816 . . . . 8q21.3AluY|SINE|Alu|+|310 . . . . 26 12 89 91 0.8553333 0.3 0.4816667 1 1 chr8 88851009 218 chr8 88854264 AAGTCCCAAAAACTATTTTTAAAAATCAAAATCATGTAAAGACCATACCACAAAAAATAATAAACTAGAAATCAATAACAAGAGGAACTTTGGAAACTGTAGAAAGAAAGAAAGAAAGAAAAGAAAAGAAAATATGAGAAAATAACTGTTTTTTGCATTGGAAAAGATTACTTAAACAAAACATTTAAAAACACAATTCCATAGGAAGGAGCTGATAA 
CC-X010 chr1 192923406 + 1 chr1 193026019 + 5 DEL 1q31.2 . . . . . 1q31.2BLACKJACK|DNA|hAT-Blackjack|-|436UCHL5 IC1 IVS1 NM_015984.3 25 25 83 97 0.8488889 0.25 0.8266667 0.375 1 chr1 192923309 233 chr1 193026154 AAAAGAAACACACTTGAGAGCCAGATGTGACCCTTGGTCTGTCAATCTATGGCTGTTAGTAGAAGAATGGAGGAGAATCATTTGAAGATATCTAATTTTCTTCTGCTAATGAAGCCAATTTATTAATAGCTGCTGATTTTTCATATGTGCATGTACAGAAGATGAATTTATATATCATTCTTTCATGCATGATCTCCAAGTTTTCTGCACATATGAAATTGAAGGAGTAAAAA 
CC-X010 chr1 220245126 + 5 chr1 220207621 + 1 INS 1q41 AluSp|SINE|Alu|-|305BPNT1 IC3 IVS4 NM_006085.4 1q41Tigger3a|DNA|TcMar-Tigger|+|324EPRS IC3 IVS3 NM_004446.2 42 26 125 127 0.858 0.2 0.9395238 0.071428571 1 chr1 220244983 269 chr1 220207747 AGAATATAACTGAGAGTCCATAATGAAACCCATACATCTATTTCTTTTCTTTTTTCTTCTTTTTGAGACTAAGTTTTGCTCTTGTCACCCAGACTGGAGTGCAATGGCGCAATCTCGGCTCACTGTAACCTCCGCCTCCCAGGTAACTTGCCAGTATAGGTTTGTAGTCTAGAAGGAATAGGCTACACTGTATAGCCTAGGTGGGTAGTAGGCTATCCCCTTTAGGTTTTTGTAGGTACACTCTATGATGTTGACAGAATGATGAAACT 
CC-X010 chr6 121069994 + 5 chr6 121215388 + 3 DEL 6q22.31L1PA3|LINE|L1|+|6142 . . . . 6q22.31L1PA11|LINE|L1|-|2072 . . . . 25 22 115 92 0.795 0.375 0.878 0.3 1 chr6 121069855 255 chr6 121215504 GGGTCCTACGCCCAAGGAGTCTCACTGATTGCTAGCACAGCAGTCTCAGATCAAACTGCAAGGCGGCAGCAAGGCTGGGGGAGGGGCGCCCGCCATTGCCCAGGCTTGCATAGGTAAACAAAGCAGCTGGGAAGCTCGAATGTGCTCCTTTACCTCAGCAAAGTTAATTATTACCCACATTGTGAAGCCTACTTCCGTAATTTCAGCCATCTCAGCCTCAGCCTAGTTCTTAGCCCTTGCTGGAGCAGTGTTGTG 
CC-X010 chr6 157329474 + 4 chr6 157417758 + 2 DEL 6q25.3L1MB3|LINE|L1|-|258ARID1B IC5 IVS5 NM_020732.3 6q25.3 . ARID1B IC6 IVS6 NM_020732.3 20 29 98 36 0.7561905 0.4285714 0.9661905 0.214285714 1 chr6 157329343 242 chr6 157417871 AGTGGCATTAAGTACATTCACATTGCTGTGTAGCCGTCACCACCATCCATCCATCTCCAGAAGTCTTTTCATCATTCCAGACTGAAATTCTGTACTCAGTAAACACTAACTCTTCATTCCCTCAGCCATGGCACTCAGCATGGAGAGCTTAGCCGTGCCCAGGCTGGCACTGCCTCTGGCAGAGTTTACTCCTGAGCTGCGGGGTCCCTGAGGGTGCCCACTGCCACCCGCCTGGACCTCCC 
CC-X010 chr6 168315362 + 3 chr6 168350928 + 4 DEL 6q27 . MLLT4 C16 EX16 NM_001207008.1 6q27 . MLLT4 IC27 IVS27 NM_001207008.1 15 29 125 87 0.805 0.25 0.9460606 0.181818182 6 chr6 168315226 288 chr6 168351069 TGAACATATTTTTTAAGAGTCCAGATTGTTTCCCATGTGATAACATGTCTGACAATAGCTGTCTGTCATGCTAAGATTACTTAAATTGTCTATGTATTTTCAGATACTTGGTTCACTGTCTTCAATCAGAACTTAATAATTAATAATTAATTTGTATTCAGTAACAGGGCAGGAAAAAGATGCTTGATTCAGACCTCATAGTGATCATGTTTATCTGAGTAGACTCCTTTCATATGTGCCATTTCTCAGATTTTAGACTAGCCCTTTGGAAAAAGTATACTCATTTTT 
CC-X010 chr17 67160900 + 6 chr17 6355882 + 3 INS 17q24.3 . ABCA10 IC24 IVS27 NM_080282.3 17p13.2 . PITPNM3 3U1E EX20E NM_031220.3 22 19 108 86 0.9044444 0.1666667 0.7680952 0.428571429 1 chr17 67160804 220 chr17 6356006 TGTTTTATAACAATGGAAAAGTTTTAGTCCTGTCTCAGAATCACCTCTGGAATTCATAAACCACGGTTGGGCTTCCTGCTGTATTTCTGCATGGATTCTCCAACTTAACCGGACAGACAAAACTGAGCAAACCGCTAGTGTAGAAAGAGCATATGCATTACACAGTTGCCGTGAAAGCAGTACTGAAACATACCTTGTCTCGCCACTAAACAGAACCGCA 
CC-X010 chr16 3786065 + 1 chr16 3786108 + 3 DEL 16p13.3 . CREBBP C28 EX28 NM_004380.2 16p13.3 . CREBBP C28 EX28 NM_004380.2 26 31 41 42 0.9483333 0.125 0.9758333 0.25 1 chr16 3785957 232 chr16 3786237 GTCGACACGCGCCGCCCAGCCTGCCACCCTGCCGCTCCAGCGGGACACGTGGGCAATGGAGCTCAGAGAAGGGTCTGTACCTCAGTGGTTTCACTGGCTGCAGTGCTCTCTTCTAACACATTGTGCCAGAAATCACCTTCAAAATAGGGCAGTTCCTTGGCACTGGTGAGCCTGTCTTCAGTTGCTTGTTTGAAAATATCCTGAGTGGGCAAAGCACAACAGTGAGATGAGGG 
CC-X010 chr18 30784683 + 6 chr13 104490283 - 1 CTX 18q12.1L1M6|LINE|L1|+|491CCDC178 IC18 IVS19 NM_001105528.1 13q33.1AT_rich|Low_complexity|Low_complexity|+|61. . . . 26 18 129 98 0.7226667 0.5 0.9066667 0.285714286 1 chr18 30784548 265 chr13 104490153 ACATTAAAAAATTTATATACCACCATTTGTTGTTCATGAGTAAAGACAACTTGGAAAATGTATAAACTCAATTGCCTACTGGAAAGAAATCCCAAAATGTGTGGCTTGATCAACTAAGAGATGTATTGATATTAAATGTAATTATCAAAAACATGTTAATATTTTTGTAAAATAATTATCTCCAAATATAAGTTGAATTTAAACAGTTCTAAATCATAGCTATTGGTTTTAAATGATATTTCCATAGATTATCCAATATTGTATG 
CC-X010 chr18 30785643 + 5 chr13 104489991 + 0 CTX 18q12.1 . CCDC178 IC18 IVS19 NM_001105528.1 13q33.1 . . . . . 18 20 54 0 0.8233333 0.5 1 0.090909091 1 chr18 30785499 199 chr13 104490044 AACAAGTAGTAAATTCAACACACCATGAATAGTCTATGACAGATCAAGTAGACTGAAATATAAGAACTTTGAATATGTGGAATTTTAGTTAACAGATTAATTATTTCATTGACTTATTTGCTCAGAAATTCTCTATGGAGCAAAATTTCAGCGTCAAATAATTTTCATGGTTACACCTCCTACCTCACTCACAAAATAA 
CC-X010 chr3 60472534 + 1 chr3 60560643 + 3 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 10 10 120 91 0.6826667 0.8 0.7333333 0.333333333 1 chr3 60472443 212 chr3 60560763 CAAAACACTTCTCCTTATCAAAAAGACATGTTATAATGCATATTTTATCTTTCAACGGATATCCTCTCACCAATAAACGTGATCTTTGATCCTGTGTTCCCCTTATTTATATGCTTGTCTCTCCAGTTGACTCTGAGCTTCTTGAGGTTGGGAACATCGTTTGTGCCTGTCACATCTTTATGGGCCCAAGAATAGAGATGATAGGCAAAAGT 
CC-X010 chr3 189671345 + 1 chr3 189625616 + 3 INS 3q28 . . . . . 3q28 . . . . . 18 25 90 96 0.9238095 0.1428571 0.9561905 0.142857143 1 chr3 189671247 228 chr3 189625747 AAAAAAAAAAAAAAGTCTATATGCCTCCTGTTGGAAACATCAAATTATCAGGGAGTAGAGGATTTGTGGGTGGGCAGTTGGAACTATGTGAGACGTCATCTAAAACTCGCTAGTGTGGCTAGCCACCCCTCATAATATTTAGACAATTGCTCAATTACCCCTGGAGTAACTTGCAGGTTTTACACGAAGACATGTGGGAGAAGCAGGAAGGCTCCAATGCCTTGGGGT 
CC-X010 chr14 23922820 + 2 chr12 60535339 + 11 CTX 14q11.2L1MB8|LINE|L1|+|609 . . . . 12q14.1 . . . . . 25 44 99 115 0.8095652 0.3478261 0.8587879 0.181818182 1 chr14 23922704 243 chr12 60535466 CTCCTGGGACCCCAGTCTAAGGGGAGAACCCACACTTTCATGAGTTTTACCTCCCACCAGGTTCTCATGATGAAGAATGGAGAGAAATATCCTTATGTTTGGCAGGGCGAGGGTAAAATGCCTATGTTGTGCTGAAGCAAGAAGTCCTGTAAGTCTATTTGAAAAGCTTTAAGCCATTACATCTAATTCTTTTGCCTTTGTTAATTACATAAACTGTTTGCCTTCAGGCTTAGAAGATATATT 
CC-X010 chr12 60568425 - 12 chr12 60541291 + 3 ITX 12q14.1 . . . . . 12q14.1 . . . . . 89 53 114 101 0.8933333 0.3478261 0.8960784 0.235294118 1 chr12 60541406 259 chr12 60568569 GCAATGTCTCTTTTGTAAAATCAGAAATGATATTTTCATTAGTTACTCAATCAAATGTAACAAAAAAAATTCAAACTTTATGTCTAATTGCTTAAGAAAAATTATGATTTGGGATCTATCAGTTAACCACCAAGTCATAGCATTTGTGTTTGTTTTTCCTCATGTTACACTCCTCTAGTTAAAATTCTTGCCAAAAATCTAATTCTGACTCAACCTAGCACAAATTTAGTTTTTTTCTCATTATTTTTGTAGATTATTG 
CC-X010 chr12 60601065 + 7 chr12 60541545 - 2 ITX 12q14.1 . . . . . 12q14.1 . . . . . 50 80 103 123 0.8518841 0.2173913 0.9310417 0.15625 1 chr12 60600925 244 chr12 60541440 TTCTCACTGGAACTTACTTCCAATTGAATTGTATATAAGCAAACATAGAGTTACTGCCTATTGAGATTTTTCTGTTTGTAGACTACCTTCAAATAGATTCTTGACATCAAGAGCAAGGAATATTTTTGTCTTGGTATTTTAATTTCAGCAAACCTTCACCTTGAGAGTTTTCTAGAATTATCTGGAGAATTATTGACATATTATCTCTGAGAGAACCCTCACAGTTTAAGTCCATGACTATAAT 
CC-X010 chr12 73149053 + 4 chr12 73149849 + 6 DEL 12q21.1 . . . . . 12q21.1L1PA8A|LINE|L1|+|729 . . . . 19 27 111 94 0.6941667 0.5 0.8709091 0.363636364 1 chr12 73148940 258 chr12 73149992 CAGTCATATATAAAAATAGAGTTTTTGTGAAAACATAATAAAACAATAACTTAAAAGATATATACACATGAAAGGCCTTATTAAATTTTGATCATTGAAAGCAAAAATGGTCCACCAAAGGAATATAAATCATTCTACTGTAAAGACACATGCACACGTATGTTTATTACAGCACTATTTACAATAGCAACGACATGGAACCAACCCAAATGCCCTTCAGTGATAGACTGGATAAAGAAAATGGGGTACATATAAACC 
CC-X010 chr15 28485900 + 5 chr15 28434246 + 2 INS 15q13.1L1MB3|LINE|L1|+|876HERC2 IC22 IVS23 NM_004667.5 15q13.1AluSx1|SINE|Alu|+|300HERC2 IC54 IVS55 NM_004667.5 31 33 78 50 0.86 0.3636364 0.9521212 0.181818182 1 chr15 28485764 278 chr15 28434386 CAAAAAGCAAGAAAAATAGCAGATTAAACCCTAAGAAAGAAGAAGGCAATAATAAAGAGTATGGCACTGGACAGACAAACATACAGAAAAATGGAATAGAATGGAGACCCCAAAAACAATCCATCACGTATTTGGTCGAAAATTCCCATAACAAACTATTTGTACAGCAAAGGCCATGCTTAAGATGCAGTGGCTCCACAGGAATGGTACAGTCTAGTTCTTTGGTCAGCTGGGGGCATGCAGGTTAGGTTAGGAGTTTTCCATTTACCTGCAATGCT 
CC-X010 chrX 56557833 + 8 chrX 56713616 + 0 DEL Xp11.21 . . . . . Xp11.21L1PA8A|LINE|L1|-|3056 . . . . 15 9 125 0 0.570303 0.6363636 1 0 1 chrX 56557687 272 chrX 56713740 GCAAGTGAAAACAAAATGATTGTAGACCATATTCAGTTGACTAGAGTTTTCAGCATTTTTTTTCCTGAATGCCTTTGAGGAAAACAGAGAAATGCCAAGTACCCAAGGGATCTGGGAGAAGTGGACCACATACACATTTTTGTCATCTCCTGGATAATAACTTGAAGTGTGTTTTCCAACTTTGTTCCATTCTCCCCATGACTTTCAGGTACACCAATCGGTCATAGGTTTGGTCATTTAACATAGTCCCATATTTCTTGGAGGCTTGTCTT 
CC-X010 chr4 13187638 + 3 chr4 13206848 + 2 DEL 4p15.33L1PA7|LINE|L1|-|942 . . . . 4p15.33MLT1A0|LTR|ERVL-MaLR|-|332. . . . 26 25 33 93 0.970303 0.0909091 0.8837037 0.333333333 1 chr4 13187495 227 chr4 13206933 GTCCTAGATCCTTGAGGAATCACCAGAGTCTTCCACAGTGGTTGAACTAATTTACAGTCCCACCAACAGTGTAAAAGCATTCTAATTTGTCCACATCCTCTCCAACATCTGCTGTTTCCTGACTTTTTAATGATCGCCATTCTATAACAAAATACCATAAACAACAGAAAATTATTTCTCACGGCTGAGGAGGCTGGGAAGTTCAAGACCAAGGTGGCAGCAGGGGA 
CC-X010 chr4 175454452 + 3 chr11 127378383 + 1 CTX 4q34.1MIRb|SINE|MIR|-|192 . . . . 11q24.2L1MC3|LINE|L1|-|643 . . . . 24 16 69 57 0.9258333 0.375 0.8644444 0.166666667 1 chr4 175454325 222 chr11 127378475 ATCTCATTTATTTCCTAAAATGATGCCATGAGGTTGGATCTATTATTTCTTCCAGTCTACAGAAGAAGAACCTGAAGCTTAGAGATATTTGGTAAATTGTTCCAACTTCACTCTGTAAGTAAATGTCATTCTGGAAATTTCTTTTATATATGATGTGAGATAGTGCTTCACTTTCTTCTTCCCTTCCTCCCTTCTTTCCTTCCTTTCTTCCTTTGACGAGGC 
CC-X010 chr2 75382537 + 1 chr2 75332305 + 4 INS 2p12CT-rich|Low_complexity|Low_complexity|+|94TACR1 IC1 IVS1 NM_001058.3 2p12L1MA9|LINE|L1|+|939TACR1 IC2 IVS2 NM_001058.3 35 30 108 83 0.8697778 0.2666667 0.8209524 0.428571429 1 chr2 75382454 213 chr2 75332434 CTCTTGCCGTGAGCAACCTTGGCTCATCTTTCTGCCTCTCTTCTCCTCTCCTCTTTTTCCTGTCTCCCCCTCCCTTTGCTTACATACACAATGGAATATGATTCAGCTTTAAAAAAGAAGATGCTTTCATGTGTGACAACATGGATGAACCCAGAGGACATTATGCTAAGTAAAATAAGCTAGGCAGAGAAAGACAAATACTGCACGATCTCA 
CC-X010 chr2 75382538 + 2 chr2 75332305 + 4 INS 2p12CT-rich|Low_complexity|Low_complexity|+|94TACR1 IC1 IVS1 NM_001058.3 2p12L1MA9|LINE|L1|+|939TACR1 IC2 IVS2 NM_001058.3 34 30 126 83 0.8697778 0.2666667 0.8071795 0.461538462 1 chr2 75382454 213 chr2 75332434 CTCTTGCCGTGAGCAACCTTGGCTCATCTTTCTGCCTCTCTTCTCCTCTCCTCTTTTTCCTGTCTCCCCCTCCCTTTGCTTACATACACAATGGAATATGATTCAGCTTTAAAAAAGAAGATGCTTTCATGTGTGACAACATGGATGAACCCAGAGGACATTATGCTAAGTAAAATAAGCTAGGCAGAGAAAGACAAATACTGCACGATCTCA 
CC-X010 chr2 92062028 - 4 chr2 92074264 + 3 ITX 2p11.1ERV3-16A3_I-int|LTR|ERVL|+|1019;dup. . . . 2p11.1AluJb|SINE|Alu|-|292;dup. . . . 38 46 47 72 0.8970833 0.5 0.9525497 0.375 1 chr2 92074355 224 chr2 92062160 AAGTAGAGACACAGGCCAGGCATTGTGGCTCATGCCTGTAATCCTAGCACTTCAGGAGGCTGAGGCAGGCAGATCACTTGAGCTCAGGAGTTGGTCCCTTGTCGCTAATAGAAAGAGGATCATGGATTGAAGAAAGAGTAGCACTATTTACCATCACCCCCAGGGATTCACTTGGGAAATTTCTGCTTCTTATCTCTGCAATTCAATGCTGTTACACAACGGAA 
CC-X010 chr2 133176123 + 4 chr2 133285357 + 8 DEL 2q21.2 . GPR39 IC1 IVS1 NM_001508.2 2q21.2L1PA8|LINE|L1|-|949GPR39 IC1 IVS1 NM_001508.2 25 28 118 115 0.8409524 0.2857143 0.6488889 0.666666667 10 chr2 133175997 255 chr2 133285476 GGGCAGCTTTTTTATTCCTTGGAGCCTCTTCGACCCAATCTTAAGACATGGGAGCTCTCAGCACTCCCCAGGGCTTGGGTTTCTGCCACTGTGGGTCTGTTCCTTACCAGACCAGAGCAACCTGGCAGGACGGCCTTGTTTTTTTTCTTGTAAATTGGTTTAAGTTCCCTGTAGATTCTGGATATTAAACCTTTGTCAGATGAGTAGATTGCAAAACTTTTCTTCACTCTGATGATAGTTTTTTTTGTTTTGTTT 
CC-X010 chr2 152045796 + 5 chr18 26906919 + 0 CTX 2q23.3(CA)n|Simple_repeat|Simple_repeat|+|38;trf. . . . 18q12.1 . . . . . 27 32 122 0 0.8688889 0.3333333 1 0.111111111 1 chr2 152045650 267 chr18 26907040 ATTCTTGTTTAAGTGCATTATTTTTATACCACTACAGCCATGTATGCTATAGATCTGGTTTGGGGATAAAATTAGCATCAAAATATCAGTAGTATTTCCATTCTACCACCATACACACACACACACACACACACACACACACACACACACACACACACAAAATTGGGAGATGATTAAATTCAAAATATAATAAGATATGTCAAACTAAAGGAAAAAACTGAGTCAAAATTAATATAAGTAGAGATTTTACTTGGACCAAGTTTGAGG 
CC-X010 chr13 50642106 + 11 chr13 50825196 + 9 DEL 13q14.2 . DLEU2 IR3 IVS3 NR_002612.1 13q14.2 . . . . . 30 24 110 66 0.6251282 0.6923077 0.828 0.3 1 chr13 50641982 267 chr13 50825341 AAAAGGGCTCAAAATTGTGATTCTCAGACTTGGAGATTATAGGGCCTGGGTATAAAATACTTCCCTAAATAACTTACCAAGGCAATGGCATTATTCTTGCTCTAAACTATTAATTAACATCAAATAATCCAAGATGCACATAGAGGTATTATAGTAAACTTGGAGACTCATGCTTGTTTTGGCAGTGTTGGTGTGACTTACAGACAAAATAGAAGGTCTTGTTTGTTATGAATTAAAGAGTTTGGAGCAGATCTTCCACACTTATAT 
CC-X010 chr13 53281433 + 0 chr13 53281546 + 5 DEL 13q14.3 . LECT1 IC6 IVS6 NM_007015.2 13q14.3 trf LECT1 IC6 IVS6 NM_007015.2 39 24 0 30 1 0 0.9808333 0.3125 1 chr13 53281404 171 chr13 53281687 AAATATTTTGTGGAAGATTTGAGTTTTTAGCACCTCGTGTCATCCTCACAAACATCACTTTTCAGTGTTTCAGCCTAAAGCATTTTACATCTAAGTGTGGCTCTATCCTCTAACTGGACTGAGCCCCTGAGGGCACAGTCTCCTGCCTGTGCACAGAGCCTGGGAAAGAGCA 
CC-X010 chr13 72253735 - 1 chr13 72249905 + 7 ITX 13q21.33 . DACH1 IC2 IVS2 NM_080759.4 13q21.33 dup DACH1 IC2 IVS2 NM_080759.4 57 70 44 86 0.96 0.1071429 0.9292063 0.380952381 1 chr13 72253840 231 chr13 72250030 CTGGCCAACTTTTCATGTTTTATAGCTGAAAGACTCAAGTGTGAAATAAAAAAGACCTCAGAGTCTTTGTGACATAATTAATCTCTCAATGAACCATGTTTCTGATGTTAAATTTTTCTGGACAATGCCAGCATTTGGATTTTTTTAAAACAAGTAAACTTCTTATTGACGGCAACTAAATGGTGTTTGTAGCATTTTTATCATACAGTAGATTCCATCCATTCACTATAC 
CC-X010 chr13 78078407 + 17 chr13 78079864 - 12 ITX 13q22.3 . . . . . 13q22.3 . . . . . 70 44 121 117 0.8525253 0.3333333 0.7266667 0.444444444 1 chr13 78078265 280 chr13 78079720 AAACAGGCCATCACTGTTTAAGTTACTGCATCCCATATATTGCTCCTAACCTTGGCTTAAATGCTCTTAATCTAGAAGGGCCGTTAAGCCCACAAGTTTTGGGTTCAGAGAGATGAAGTCCCATCTCTGCCAGTGTGTAAATTTATTCAAAGCATTGTTGAAATAATACTTGATTTAAAAATGTATATATTCAATGTGTACCTGTATGTGTATGTTATAGAATTGTTTAGAGCCAGACGTTGTTAGGACAGAAAAACAAAGGGGTAAATTTTTTTCTTAT 
CC-X010 chr10 63335308 + 3 chr10 63335378 + 2 DEL 10q21.2L1M5|LINE|L1|+|187 . . . . 10q21.2L1M5|LINE|L1|+|187 . . . . 14 18 39 41 1 0 1 0 1 chr10 63335179 236 chr10 63335486 TACAAAGTTTAAAAAGCAAAAATTTTTTAAATATTATTTTTAAAACACATGCATACATTTGAAAATCTACATAAAACTGATAAATTTTCAGACACCCTAAAATGAAAAATTGGTGCAAGAAAAAATAGGACCTTCATAGTTAAAGAGATGCCTTCTACTAAGCTTCCAGCAATCTGGTTGTGATGATTAATTTTATGTGTCCACTTGACTGGATTAAGGGATACCCAGGTAGCTGG 
CC-X010 chr5 50566464 + 3 chr5 50567203 + 5 DEL 5q11.1 . . . . . 5q11.1 . . . . . 22 32 120 94 0.8093333 0.3333333 0.8057143 0.285714286 1 chr5 50566342 243 chr5 50567327 AGTAGGTCTTGGCTGATGCTCCTCATGAATTTACTTTTCTAAGTTTCTGGGGGTGTTGATGCTAATTGTCAAGAAACTATATATTGAAAACCACTGGCATAGAATATACTATTGATTTTGTGTCAAAATGTGCTACTGCTGAGCACTGGGCTTCCCTTGGAGCGGTCAGTGAAAGTGATGTCTAATCAAGAATAACTTTCTCTGCAGGTTTCTTTCCTGTAATTTACTTCCCACTGATTCTCA 
CC-X010 chr5 50566464 + 3 chr5 50567204 + 1 DEL 5q11.1 . . . . . 5q11.1 . . . . . 22 33 120 95 0.8057143 0.2857143 0.8093333 0.333333333 1 chr5 50566342 243 chr5 50567327 AGTAGGTCTTGGCTGATGCTCCTCATGAATTTACTTTTCTAAGTTTCTGGGGGTGTTGATGCTAATTGTCAAGAAACTATATATTGAAAACCACTGGCATAGAATATACTATTGATTTTGTGTCAAAATGTGCTACTGCTGAGCACTGGGCTTCCCTTGGAGCGGTCAGTGAAAGTGATGTCTAATCAAGAATAACTTTCTCTGCAGGTTTCTTTCCTGTAATTTACTTCCCACTGATTCTCA 
CC-X002 chr20 8099909 + 6 chr20 8049357 + 2 INS 20p12.3 . . . . . 20p12.3LTR16A2|LTR|ERVL|-|236. . . . 45 37 111 81 0.92 0.125 0.9066667 0.142857143 1 chr20 8099780 241 chr20 8049469 ACTTCTACTTCAGCAGTTCATTTTCCAGAGTTTGAATTAAAATCCTTGTTTCTCTCAATTTTTCTTTCTGTTTGCCTGCTGAATTGCTTTTGAGTCCAAAGGCCCGTGCCAATCTACATGCTCTGTGTAGCACCTACTACATATACACGGGGTCATGATAGCACTAGTCATAATGCCAATTAATATTTGAGGTTAGTTTTGCTACATTAGCCAGCTGTCTTGGTAAAATAGAAAACCCAGT 
CC-X002 chr20 20642453 + 9 chr20 20671300 + 3 DEL 20p11.23 . RALGAPA2 IC3 IVS3 NM_020343.3 20p11.23L2|LINE|L2|+|971RALGAPA2 IC1 IVS1 NM_020343.3 34 40 116 95 0.74 0.5833333 0.9666667 0.052631579 1 chr20 20642326 244 chr20 20671418 ACACAAAAAGTAGTAAGTATAAGCAGGTTAAATTCCCCTACCGAAGACCAAGTCCATCAGACCCAGCTTTCAAACACAGAAAGACTGACAATAAAATACAGAAAAGGAGGCTCACATGCACACACACCTGGAAGTCCCCTCAGCACACTGCTTCCTTGCAGTCTGCCTGGTAAGGCTTTTGTCTTCCTCCTACACTCACATACCACCAGGCCTAAGATGAGATAGGTGGCCCCCTTGCTCCCCA 
CC-X002 chr20 20671737 + 0 chr20 20671923 + 6 DEL 20p11.23 L2|LINE|L2|+|971RALGAPA2 IC1 IVS1 NM_020343.3 20p11.23L2|LINE|L2|+|971RALGAPA2 IC1 IVS1 NM_020343.3 36 29 0 70 0.91625 0.1875 0.9338462 0.076923077 1 chr20 20671668 214 chr20 20672066 AGGTTGTCCTCTACCCTACCTCTGCCGCCCACACCCACAGCCAGATCCTAGACCTGATGGTTACTTACAATCTTTCTCAATTTAACTTCCACAGTTCCTCTTTTTAGTCAGTCATTTCACTGTCCTTCAACCCCTCTGCCTCTTTCTCCCTCTAACGTATTCACACAATAAAACCCCAGTCTCAATTTCAACCTGATTCAATTGAAAGTATTTA 
CC-X002 chr20 49150893 + 6 chr4 43491847 - 1 CTX 20q13.13 . PTPN1 IC1 IVS1 NM_002827.2 4p13 . . . . . 27 20 112 77 0.5957576 0.6363636 0.942963 0.111111111 1 chr20 49150807 199 chr4 43491736 CCAAATGAGACTTTAGATTTTCTTGCTCTGACTTACCAGCAGTTCCTTGAAACACATTTAATTATTTTTGCCAGAAAATCACTCAAGGAGAACAAAAGAGGTAAAACCACGGGAAAATGTTTATCAATTAAAAATTAAAATATTTAAATACACTTTTCTAGTGTGATATAAAATGAAATAATAAGTTAAAATGATGAAA 
CC-X002 chr20 50822408 + 5 chr20 51221483 + 1 DEL 20q13.2MLT1L|LTR|ERVL-MaLR|+|418. . . . 20q13.2L1M5|LINE|L1|-|207 . . . . 31 36 96 79 0.8115152 0.2727273 0.9658333 0.1875 1 chr20 50822264 241 chr20 51221579 AGAAAGCCCTTGCCTGCCCTCCTCCCCACCTCCATCCTTTCTGGTCTGGTCATTGCCATGGTAGACCTGGTTTCCAAGGCGGCAGCAGCCATGTGGTAGACATCCTCCGCAGGACTTGGGAGGAAGCTGGGACGCTGAGGTCGGTCCTTTCAAATCCTTAGCCCTTTAATTAGCTTTTCTTTTTTTGATGTATTGGCTGGGACCTTCAGAACAGTGTTGTAAAGTAACAGTGATGTGCATG 
CC-X002 chr14 78956556 + 6 chr14 78956601 + 0 DEL 14q24.3AluYc|SINE|Alu|-|44;trfNRXN3 I5U2 IVS1 NM_004796.4 14q24.3 . NRXN3 I5U2 IVS1 NM_004796.4 36 33 43 0 0.962 0.1 0.9843677 0.214285714 1 chr14 78956414 186 chr14 78956643 TGCCTGGCTAATTTTTGTATTTTTAGTAGAGATGTGGTTTCACCAAGTTGGCCAGAATGGTCTTGATCTCCTGATCTTGTGATCCACCCACCTCGGCCTCCGAAAGTGCTGGGATTACAGGTGTGATCCACCACACCCGGCCTGAGTTTTCTAAACTTCTGGGTAAGGCTGTTTGACTTTGGACAT 
CC-X002 chr19 24560270 - 1 chr19 24561180 + 3 ITX 19p11ALR/Alpha|Satellite|centr|+|14178;trf. . . . 19p11ALR/Alpha|Satellite|centr|+|14178;trf. . . . 62 82 16 100 0.9264198 0.1481481 0.9866906 0.416666667 1 chr19 24560403 217 chr19 24561269 TCAATCAAAAAGAAGGCTTAACTCAGTGAGGTGAGTGAACACACCATGAAGCAGTTTCTCAGAAACCTTCTTTCTAATTTTTATTGGAAGATGTTTCCTTTTCCACAATAGGTCACAATCCATTCCCAAATATCTTCAGATAAAAGCTGGACAGAAGGGTTGGGAGAAACTCCTTTCTAATGTGTGCATTCATCTCACAGAGTTAAGTCATTCTTTT 
CC-X002 chr8 39807067 + 3 chr8 39785598 + 2 INS 8p11.21 . IDO2 IC2 IVS2 NM_194294.2 8p11.21 . IDO1 C10E EX10E NM_002164.5 39 30 105 38 0.9461538 0.0769231 0.9830303 0.090909091 1 chr8 39806931 284 chr8 39785741 TATCATTACTATCAAAAGAGAAGTGACAGATACCACAGAGAACAGGTCAAATGGAACATTTTTTGTTTCAGTTTCTTTTGACTAGATTGTCAGGCCAGAGAAATTATAAGCAAACCTGTAGTTATCAAGAAAAAGCAAGAAAGACCCTTCAAAACTGGAAGCCAAAGGAACTGGAGGCACTGATTTAATGAATTTCCTGAAGACTGTAAGAAGTACAACTGAGAAATCCCTTTTGAAGGAAGGTTAATGTAACCCAACAAGAGCACATTTTATCATAGCAGAGA 
CC-X002 chr1 246022969 + 3 chr1 246113317 + 3 DEL 1q44 . SMYD3 IC9 IVS9 NM_001167740.1 1q44L1M2|LINE|L1|+|339SMYD3 IC5 IVS5 NM_001167740.1 35 24 84 104 0.8955556 0.2 0.8866667 0.2 1 chr1 246022843 269 chr1 246113460 GGAGCGTAATTTTAATCCCTCCCCAGTGAATTCTCTGGGAAACACAGCGAAGGCCAGAGTGCAGGACCCTGGGACCTCGCAGTTTCTTCACTGTGCGGTGTGTTAGGCGAGCTGGAGACCAAGGAGGATAATAAATAAATGGAAGAAGCAATTGTTAGACCAGGAGTGCAGACATCAATTTAAGGACACAAGAAACATGACAAAAGCAAGGACATATGACTAAGAAATACATTAATTCTCCAGCAACAGGTTCCAAAGAAAAAGAAATT 
CC-X002 chr2 228481603 + 2 chr11 27259396 + 5 CTX 2q36.3 . C2orf83 IC2 IVS2 NM_020161.3 11p14.1 . . . . . 44 30 94 88 0.7511111 0.4166667 0.9325926 0.111111111 1 chr2 228481514 226 chr11 27259533 AAACTAACCAGGGAATACGCATATGGAAATCTACACATGGGTGTGAATGTCAGCACTCTGGGAGGCAGGACGGAGTGAGAAGGGAAGGGAAGGAAAGAAAGGCCAGATGCTGTTCTTTGGGACCCAACAATGGCACAGCCAGCCAGGTTTCTGTCCCACAGGCAGAAGGGGTTACCACAGCCTCTCACACCCAGACTGTCATCTTGAGCAAAGCAGGACTGATAGC 
CC-X002 chr11 27259908 + 6 chr2 228059357 + 1 CTX 11p14.1 . . . . . 2q36.3 . COL4A3 IC1 IVS1 NM_000091.4 51 30 127 77 0.807619 0.2857143 0.8606667 0.3 1 chr11 27259826 210 chr2 228059489 AACTTTGAGGTGTCAAGACTCTGAGATAATGTGGTTGCCTTTTAGAAGGGCTCCAAGAATGGGATATCCCACAGTATTGCAGTATGCAATCAACTCAAAAAATTTTCTTAAATTCAAATATAAAAAATTAAAGGGGGAAATTAAGCAAAAACGTAAAAAGAAGTGAATACAAAAGAAAGTAGAAATGCTGTAAATTCATAAATATTGTGG 
CC-X002 chr17 40119602 + 5 chr17 39789092 + 2 INS 17q21.2 . CNP IC1 IVS1 NM_033133.4 17q21.2(TG)n|Simple_repeat|Simple_repeat|+|291;trfKRT42P IR4 IVS4 NR_033415.1 23 14 128 116 0.8142857 0.2857143 0.7341886 0.75 1 chr17 40119462 269 chr17 39789221 CCGGTTCTGGACAGGCACAAAGACCACGACTTTGTGGGGGCCGGGAGAGGGTAGAGGAGGAGGTGGCAGGCTTGGTGAAAGAGGGCCTTTGTCCAGTGCTCTCCTGCCCTGCCCCCCACCAGCCCTTCTGTGGGACCATTGGAATATGTGTGGCATGTGTGGTGTGGGGTGTGTGTGTGGTGTCTGTGTGTATGTGTATGTGTGTGTGGTGTGTGTGGTGAGTGTGTGTGTGATGTATCTATGGTGTGTATGGTGAGTATGTGTGTGGT 
CC-X002 chr16 312025 + 6 chr16 312071 + 0 DEL 16p13.3 trf ITFG3 IC4 IVS6 NM_032039.2 16p13.3 . ITFG3 IC4 IVS6 NM_032039.2 26 18 37 0 0.9293333 0.2 0.892 0.5 1 chr16 311894 169 chr16 312107 CAAAACCAAGAGCCTGTGGGCCCCTTACCCTTCCACATCTCCCATTGTAGAGTGCCCCGCCCCCAGGCTCACGTCCCTCTCTTCCTGGGCCTTGTGTCCTTGCAGCCCCAGGCTCAGGTCCCTCTCTTCCTGTGTCATCCTGTGTCATTGCAGGTTAGTGGCCACCTCT 
CC-X002 chr18 3587038 - 4 chr18 3341769 + 3 ITX 18p11.31 . DLGAP1 IC4 IVS7 NM_004746.3 18p11.31AluSq10|SINE|Alu|-|307 . . . . 52 35 104 112 0.8901754 0.2105263 0.9271429 0.142857143 1 chr18 3341880 251 chr18 3587180 CCAGACACCAAATGTGCTGATGCTTTGCTCTTGGACTTCCCAGCCTCCAGAACTGTGAGAAATAAATTTCTACTATTTATAGGCCGGGTGTGGTGGCTCACACCTGTAATCTGATTTGTTTAAGAGTGACGTTCTCTTTTTATTTTGAGACGGAGTTTCGCTCTTGTCGCCCAGGTGCAATGGTGCAATCTCGGCTCACTGCAACCTCTGCCTCCCGGGTTCAAGCAATTCTCCTGCCTCAGCCTCTGGAG 
CC-X002 chr18 3810183 + 3 chr18 3588931 - 1 ITX 18p11.31 . DLGAP1 IC2 IVS5 NM_004746.3 18p11.31AluSx1|SINE|Alu|+|315DLGAP1 IC4 IVS7 NM_004746.3 40 27 110 66 0.9104167 0.25 0.956 0.1 1 chr18 3810072 222 chr18 3588817 AATAAGTAAGGAAGAAGGAAAAGCTAGTGATGAGGTGGAGTGATTTGTTAATAGCTGTGGGATAAGAGAAGAGAGTGACCGAAATAATAGTTTTCCAAGAGTAGCTACAGGATTACAGGCATAAGCCACCGCGCCTGGCCGCATTATCTTTCCATACAAATGTAGGCAATATTCAATCATGAGCTAGCTCGAAGCTGAAATGATAGGAATGTGTTGTTTTCT 
CC-X002 chr3 130763142 + 2 chr3 131069500 + 4 DEL 3q22.1L1P3|LINE|L1|+|3377NEK11 IC1 IVS3 NM_024800.4 3q22.1MIR|SINE|MIR|-|128;trfLOC339874 IR2 IVS2 NR_038976.1 29 40 108 95 0.8046667 0.4 0.7377778 0.5 1 chr3 130763043 200 chr3 131069604 AAAATAACCAGCTAGCATCATAATGATAGGATCAAATTCACACATAACAATATTAACCTCAAATGTAAATGGGCTAAATGCCCCAATTAAAAGGCACAGAGAAAGAGAGATGCTCAGGTTAGGTAATTTGCTTAGTCACTCAGCTGCAAGAAGCAGAGTTGGCATTTGAAACTAGGTCTGTCGCATTCCAGAATCCATAC 
CC-X002 chr3 134668825 + 5 chr3 134691730 + 2 DEL 3q22.2 . EPHB1 IC2 IVS2 NM_004441.4 3q22.2MamRep4096|DNA|hAT?|+|70EPHB1 IC3 IVS3 NM_004441.4 34 39 102 112 0.8530667 0.24 0.8666667 0.3 1 chr3 134668689 260 chr3 134691854 CTTTTCTCCAAGCACAAGGAAGAAAGAATGACCCAGCAACTCTTCTTTGACCCCTGCCCTAGAGAGCTCAGTTAAGGGAACCATGCCTATAAAGACCCCTCCTGACTCCCCTCCAACCCTCATTGCCTGTTATTGAACCCTATTTGGACCTAGAGTCTGGGTGGGTGGGCAGCTCTGACAGAGTTATGTCCCTTGTGTTCCTGCACATCCCAGGTTGGGCCTCAGCTGCCCATCTCTGGCCCAGGGGGGTTGGTCTGGCT 
CC-X002 chr3 179791509 + 3 chr3 179892747 + 3 DEL 3q26.33L1MA2|LINE|L1|+|1711 . . . . 3q26.33AluSx3|SINE|Alu|-|309 . . . . 39 33 117 104 0.8837681 0.2173913 0.8733333 0.285714286 1 chr3 179791407 223 chr3 179892865 GGAGTGCTGGCATCATCCCTCCCCTAACCTCAGGCTGCATAGCCAGTGGCTCCAAAAGAGAATTCTTCCTTCTGCTTGAGGGGAGGAGAGGGAAGAGTGGGAACCCTCCCGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTATGGGCACTGGCCACCATGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGAGGTTTCACTGTGTT 
CC-X002 chr3 188338105 + 3 chr3 188438726 + 2 DEL 3q28L1MB8|LINE|L1|-|685 LPP IC4 IVS5 NM_001167672.1 3q28 . LPP IC5 IVS6 NM_001167672.1 28 33 130 61 0.8 0.3076923 0.9661111 0.083333333 1 chr3 188338025 211 chr3 188438856 TATTCTTAAATATAGTATATGTGCAATCATTATCACAATCAATTTCTTTACACCAGGAAGAAATCCTCTACCAATGAGCAGAGTTTTTAACCTCCACTGACTCACCCTTTCTTTCCTAGTCACCCTTAGGGTCATGGCAAAGTTACAGAGGCATTTAGAAATCATCTTGCTTGAAAGCTTCCCTTTCTTCAGTCATTAGTGAGCATCTTCA 
CC-X002 chrX 14993107 + 2 chrX 15232714 + 3 DEL Xp22.2L1PA5|LINE|L1|-|6121 . . . . Xp22.2MIRb|SINE|MIR|+|215 . . . . 29 35 30 107 0.8704762 0.2857143 1 0 1 chrX 14992969 212 chrX 15232785 GAAAAGTGCAGTCTTAGGGTGGGAGTGTCCTGATTTTCCAGGTACCGTTTGTCACAGCTTCCCTTGGCTAGGAATTCCCCGACCCCTTGCACTTCCCGGATGAGGCGATGCCCTGCCCTGGTTCAGCTCACGCTCTGTGTGTCTTGGTCTCACGAAGTTGTTGTTAGAATTGAATAAGGCAACATATATGTAAAGTACTTTGTATGGTATGA 
CC-X002 chrX 74497552 + 6 chrX 74589569 + 3 DEL Xq13.3 . UPRT IC1 IVS1 NM_145052.3 Xq13.3 . ZDHHC15 3U2E EX12E NM_144969.2 33 37 118 89 0.8366667 0.25 0.8838889 0.25 1 chrX 74497411 260 chrX 74589689 TATTCATTATGAACTGTGAAGAGCTGTTCACATTTAAGGAATTTCAAGCCTCATGTTTGGATTTGTGCATGCTTCTAATTGCATTCATAAGTGCTGTCTTCTTGATTTGTCAGAAGACAGTAAAATGAATTTAACTCTATGTACAAATTGCATACTTTTCAGATTTTTGACAAAATGTGACTCTTTCAGAATGTGATCCTGTTGTAATTACTCTCAAAATTCTAACTGCTCCATGATAATTCCAGTCCTGGGAAGCCAAG 
CC-X002 chr2 181515732 + 4 chr2 181522316 + 5 DEL 2q31.3LTR81B|LTR|Gypsy|+|175 . . . . 2q31.3 . . . . . 39 30 127 126 0.8870175 0.2105263 0.8376471 0.235294118 1 chr2 181515606 266 chr2 181522455 GAGAAATTCTGCCAGTGGCCACTTAAAATAGGGTTCAGGGACATAGCACAACAGTGGCATCAGGAGTTGAGAAAACAACAAGCTTGAGACAGCACTGCTAGTTCTGTATGTAGCTCATAAGGAATTCTGAACTTGATTTCAAATAATGAACACATTTTCCTCTTGATTTATAAATTCTACAGGTTGTATTTGGGGAAGTGGCTATTAGAGATTAAATCTGAGACATTGGATTGCCATTTTTATCATTGCCTTTCTAGCCATAGACA 
CC-X002 chr13 20501751 + 4 chr13 20190135 + 2 INS 13q12.11L1MEe|LINE|L1|-|508 . . . . 13q12.11L1PA5|LINE|L1|-|6344 . . . . 40 32 112 25 0.8844444 0.2380952 0.9983333 0.25 1 chr13 20501683 200 chr13 20190269 CTTTTGTTGATGGATGTTGGGTCATTTCCAGTTATTTGCTGTTAAGGATGTGGCTGCCTTGAATATTCTGAAGCTTAGTTTGGCTGGACGTGAAATTCTGGGTTGAAAATTATTTTCTTTAAGAATGTTGAATATTGGCCCCCACTCTCTTCTGGCTTGTAGAATTTCTGCCGAGAGATCAGCTGTTAGTCTGATGGGCT 
CC-X002 chr13 26036018 + 5 chr18 47606677 + 0 CTX 13q12.13MER58C|DNA|hAT-Charlie|+|92;trfATP8A2 IC1 IVS1 NM_016529.4 18q21.1 . MYO5B IC1 IVS1 NM_001080467.2 36 23 91 0 0.9366667 0.2777778 1 0 1 chr13 26035879 231 chr18 47606767 AATTGCAAAAGAACTTCATTTATATAAGGGCTCAGCAAACCATGGCCTGTAAAGTAAGACTGGTTTTTACGTTTTTAAAGATGTGTGAGGAAGAAGAAGAAGGAGAAGAAGAAGAAGGAGGAGGAGGAGGAGGAGGAGGAGGAGGACATCTGTGGGGTGCGGGGAGGTGCTGCCCTCACTTCCAGGGCAGCCAATCAAAGCAACTACCTCCCTGAAAGCAAATCTACAGGC 
CC-X002 chr13 105415150 + 4 chr13 105407225 + 6 INS 13q33.2 . . . . . 13q33.2 . . . . . 31 29 63 119 0.7351515 0.8181818 0.917037 0.222222222 1 chr13 105415030 264 chr13 105407369 AGTTGGCAAATTACATTGTAAGCTAAAGGCAAGCCATTTCTGTGAACTTTCGGCCATTCTTTTGTATCTCTAAAATACACCACATCAGATTTTATCAGGTAAGCTTAGACATGCCTCTTAAGTACATGATGGACCAGAAGACAGGGGTCTAAAGAAAAGAAAGAGGGAGAAGAAGTCATCTGAGTTGGAGAAATGTGAGCAAACATGGAACATATGAGGCATTTGGTGTAGTTACTGAAAAGTTTTTAGCACCACGATACTGCA 
CC-X002 chr5 38052057 + 3 chr5 38071382 + 2 DEL 5p13.2 . . . . . 5p13.2 . . . . . 45 24 78 120 0.9347619 0.1428571 0.8683333 0.166666667 1 chr5 38051932 204 chr5 38071464 CACCTGCCATTGTAGTGAGCATGACGTGACAAGGAAATAAGTTTTGAAAGGTGCTACAAGGAAAATAAAAGTCCAGAGTCAGCATTATGTAGAGGTTAGGGGAAATCTCTCTACGGAGGTAACATGATATTATGCTTCTGCTGATGGAGTTATGGAATGGCTGTGGATTGAAATCCAAGTTATAACTTTATTTGAAGCATTAAG 
CC-X002 chr5 160536859 + 3 chr5 160547985 + 4 DEL 5q34MIRc|SINE|MIR|-|143 . . . . 5q34 . . . . . 27 28 53 81 0.9728571 0.2142857 0.8694444 0.333333333 1 chr5 160536740 259 chr5 160548126 GAACATGTGATATTTGTCTTTCGGTGCCTGGCTTATTTCACTTAACATAATATAGGATTATTCGTTTTGAGAGCAAAAATCTGCTGATTGTATTCAAAGATACCAAAGGTAACCGTTACACATTTATCTGATGTAACAAAATTATACTCAATAGGAAGTTAAATTCTGAGTTTTAATGCCAGGGTCTGCCCTTACATAGTTATATAAACTTCAGCCAGTTACTTCCTCCCTATGGGTCTTAATTTACCTTTGTGTAAAC 
CC-X004 chr7 68001187 + 2 chr7 67989781 - 1 ITX 7q11.22 . . . . . 7q11.22L1PA7|LINE|L1|-|368 . . . . 17 23 73 113 0.7961968 0.4285714 0.892381 0.142857143 1 chr7 68001079 182 chr7 67989713 GAAATTCTTATGCTGCTACAAATCAAAAGGATTTAACAACCAAATTATAATTTTCAGAACCATAACTAATTTTAAGACCTTAGATAAATGTTTAATTAATAAATGATCTGGGTACACATGTACCCCAGAACTTAAAGTCTAATAATAATAATAATAAAAGAACCCTCTCTTGGGGTCTAGAT 
CC-X004 chr5 29739519 - 1 chr7 70554328 + 3 CTX 5p13.3L1PA15|LINE|L1|+|4567 . . . . 7q11.22 . . . . . 41 17 55 114 0.7661538 0.3846154 0.97375 0.1875 1 chr5 29739633 185 chr7 70554398 TTTGTTCTTAAGTATGTTTTTATGGTGGCAGGTAATGATCATTTCTTTCTATATTTAACATTCCTTTCAGGACCTCTTGTATGGCAGGCCTGGTGGTAACAAACTCCCTTAGCATACCATCCAAATTTCCAGATCGTATTGAAAGCTTGAGGGAAAAACGATGAATTCATAAGTCAACTGGCACAGGCTAATGCATCTGCAACAGAGT 
CC-X004 chr11 128693483 - 4 chr7 136015582 + 3 CTX 11q24.3 L2a|LINE|L2|+|163 . . . . 7q33AluY|SINE|Alu|-|302 . . . . 46 22 91 41 0.5906321 1 0.9628571 0.19047619 1 chr7 136015726 282 chr11 128693622 TGTACTAAAAATGTAAAAATTAAGCTGGGTGTGCTGGTGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCCAGGAGGTGGAGGTTGCAGTGAGCCGAGATTGCGCCAGTTCACTCCAGCCTGCCTGTGCTCAGATACATTCTCAAATGAACAGCTCTCCTGTGACAAGGACACGTTCGGTCCCCACTTTACAAGTAAGGGACACGGCCTCTCAGCAACTCCGGGACTGGAGGGCTAGGGCAGTCTGGGATGCCTCATCC 
CC-X004 chr20 39903990 + 4 chr20 39904196 + 4 DEL 20q12 . ZHX3 I5U2 IVS1 NM_015035.3 20q12 . ZHX3 I5U2 IVS1 NM_015035.3 35 38 72 71 0.932 0.15 0.9168254 0.285714286 1 chr20 39903866 269 chr20 39904340 AATAAACCAGCACCAAATCGCAGGAAAAAGAAATCCAATTCCATATATTTTGCGATCTATAATGAAACTAAAAGCAATAAAAATATCATCTGGCAGGTGCTCAGGGTCAGTGCTTTGGCAGAGCAGGGTGGACTCCTGCTGGCTGAGTCTGATGCCAAGCAATCAGCACAGTGAGCAAGGCTGGTCAGCATAACATCCGTAGGAGACTCACTCTCATGGCATGAGTTTTGCCACAAATTCTTCCAGAACTGGAAAGCCCTTCTAACATG 
CC-X004 chr22 19873345 + 4 chr22 19868142 + 7 INS 22q11.21 . TXNRD2 IC11 IVS11 NM_006440.3 22q11.21 . TXNRD2 IC13 IVS13 NM_006440.3 57 57 97 92 0.8533333 0.3529412 0.9009195 0.24137931 1 chr22 19873208 272 chr22 19868278 GGCCCAGCACTTCCTGGTGCCTGCTCCGTGCCGGAACAGAACATCTGACGCTGCACCCACACTCTCCTCTGCACGCTTGCCTGGCTGGTCCTGGGAAGCCAAGAGCACTCATCATGTTCCTCATGGTAACTATGGCACATTGTCGTAGTCCATCAGATCTGAGGACCCGCCGAAGAGCCGCTGCACCAGGAGCCTCCCGGCCATGATCGCTATGGGTGTCAGCTCAGGCCGCCCCTTGGGGAAGGCACAGGGGGGCCACGTCAGCACCATGT 
CC-X004 chr14 21754559 - 1 chr14 21746912 + 3 ITX 14q11.2 L2a|LINE|L2|-|225RPGRIP1 PROM . NM_020366.3 14q11.2(TTTTA)n|Simple_repeat|Simple_repeat|+|26;trf. . . . 50 32 100 96 0.8322222 0.4166667 0.9774194 0.096774194 1 chr14 21754657 199 chr14 21747014 TAAACATTTCTCTTGGCATGGCTACTAGATATCTCAAATTCACTTTTCCCCAACAGGAATTTTGATTTATCTTACCAGTCTCATCTTTTCCCAGTCTTTTATTATTTCATGGGATTTAGAGGAAGTCACATGGGGCCCATTAACTATGTGTTCATCCTCCTGGAAATCCCCGAACCTCATGCCAATAACCAGAATGGAG 
CC-X004 chr14 22250862 + 4 chr14 22252156 - 4 ITX 14q11.2 . . . . . 14q11.2L2a|LINE|L2|-|112 . . . . 46 33 98 103 0.9071111 0.2 0.8327778 0.25 1 chr14 22252039 225 chr14 22250742 GTGGAAACACATGTCAAAGAAATTTGAAGACTGTTGTTTTTCTACTGTAAAATCTGACAAAGGAACTACAATGGTTGGAATCATATGTGAAAAATGCTGTAGCAGTGTTTTTCTTTTATTAATCTGTTCATTGAGGCCTGATCTATCTCAGAGCAAAACTATCACCAGTGATTATGGAGCAGATGGGCAAAACAGAAGAACTGGATATATGTTCTCTTCAAAATG 
CC-X004 chr1 32976770 + 1 chr1 32977878 + 4 DEL 1p35.1AluJb|SINE|Alu|+|135 . . . . 1p35.1FAM|SINE|Alu|-|169 . . . . 14 30 83 89 0.8266667 0.4444444 0.9385185 0.111111111 1 chr1 32976683 219 chr1 32978007 TGAGCCACTGCGCCCAGCCGATACATTTTAATTTTAATGTAAAAATGCATACTAAAATGAGCCAGGTGCACTGGCACATGCCTGTAGTTTATCCCAAGTAGCTAGGACTACAGGTGTCAGCCTCCACACCTGGCTTATATGTAAATTTAATATCTGAAAAAAGTGGCTTTTTAAATCTGAAGGAAAGGATGCCTTATTAAATAAACATTATTGGGACAA 
CC-X004 chr1 32982241 + 3 chr1 32988187 + 2 DEL 1p35.1MER1B|DNA|hAT-Charlie|+|332. . . . 1p35.1AluSc|SINE|Alu|+|293 . . . . 26 14 50 72 0.9276923 0.2307692 0.8511111 0.5 1 chr1 32982105 253 chr1 32988303 AGCAAGCATTCCTGCCTGAGCTCTACCTCCTGTCAGATTAGCGGTGGCATTAGATTCTCATAGGAGTGGGAACCCTACTGTGAACTGCGCATGCGAGGGATCTAGGTTGTGTGCTCCTTATGAGAATCTAATGCCCATCACGAGGTCAAGAGATCGAGACCATCCAACATGGTGAAACTCTGTCTCTACCAAAAATACAAAAATTAGCTGGGCTTGGTGGTGTGCACCTGTAGTCCCAGCTACTCGGGAGGCTA 
CC-X004 chr11 129374364 + 3 chr11 129796435 - 1 ITX 11q24.3L1M5|LINE|L1|-|258 . . . . 11q24.3 . PRDM10 IC11 IVS12 NM_020228.2 54 47 98 57 0.9261111 0.1666667 0.962 0.1 1 chr11 129374253 210 chr11 129796335 ATTGGGTAGTAGTTTTAATTTTGATGAAGTCTAATTTATCAAATATTTCTTTTACAGTTATTGCTTTCTGAGTCTTGTTGATGAAACCTTTACCTACCACCTTTTGGTTACATTAAATTTAGTTTAAAAGTTGATGCTTACAAGTAATTTGAAGTTAAGATCGCACTAAGATCTCCATTAATCCTTCAATTACTGTTCATTTGTAGCTAC 
CC-X004 chr17 38338 + 3 chr17 38920 + 2 DEL 17p13.3AluJb|SINE|Alu|-|293DOC2B PROM . NM_003585.3 17p13.3 . DOC2B PROM . NM_003585.3 23 27 119 110 0.8755556 0.3333333 0.8693333 0.2 1 chr17 38222 236 chr17 39039 ATAATTTATTTCTGTTTTCTCCTATTGTTGAACATTTAAGCTGGTTCCTATGCGTGGCTATCATCAACATGCTGCAATGGCTATTCCTGTTTCCTGGTCTGTATATGGGATTTCTTTAAACGCAACAGATTAAAAATTGAAGAGCTTCCATCAATAAGGGATTGGCTAAATACAGTATGCCTCACCTGTACAATAGAATACTGCACAATCATTAACAAAGATGAGTGTGCTGATAT 
CC-X004 chr16 12354661 + 2 chr16 12443502 + 2 DEL 16p13.13 trf SNX29 IC14 IVS14 NM_032167.3 16p13.13Tigger4a|DNA|TcMar-Tigger|+|227SNX29 IC15 IVS15 NM_032167.3 22 23 81 76 0.8104762 0.4285714 0.9153333 0.2 1 chr16 12354571 193 chr16 12443601 AGTGAGTGTTGAGCTCAGGTCAGTTCACACGCCCCCAGCTGGAGTGAGTGTTCGCTGAGCTCCAGTCTGTGCATGCGCCCCCGGCTGGAGGCCGGTCCTGAGCATTTTGGATAAGGGATACTTGTATAGGCATCTAAAAGAATGACAGGCGTTGATAGCATTGGTTTTATCTCATTTTTCTTTTCAACTCTCT 
CC-X004 chr16 83240345 + 1 chr16 83552305 + 3 DEL 16q23.3 . CDH13 IC5 IVS5 NM_001220488.1 16q23.3AluY|SINE|Alu|-|310;trfCDH13 IC8 IVS8 NM_001220488.1 37 25 89 126 0.916 0.1 0.9460606 0.090909091 1 chr16 83240217 249 chr16 83552427 GCTCTGTGGGATACCAGCGAATACAATCAGACGTGGCCACTGCTCCTAGGACCACAGAGTCTAATCAGAGAGATGGCTCTTAAACCACAAGAGTTACATAACATTTCAACAGTTGTGTTGTGTGGGTGACCTCGTGATCTGCCCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGTTTGAGCCACCGAGCCCGGCCGATGTGATGGTTTTATAAAGGGCTTTTCCCTGTTTTGATCAGCACTTCTTGC 
CC-X004 chr16 90048832 + 0 chr16 90048916 + 5 DEL 16q24.3 . AFG3L1P IR5 IVS5 NR_003226.1 16q24.3 trf AFG3L1P IR5 IVS5 NR_003226.1 26 7 0 31 0 0 0.9728571 0.285714286 1 chr16 90048802 175 chr16 90049060 GGCTTTGTGTCTGTGCACAGGGGCATGTGGCACCAGCAAGCCTCCGCCTGTCCTTCACTGGGCCTGGTCTGTCGGGTTGCTGAAGGCTGGTGAAGCACTGCTCAGGGTTTAGTATAAAGTTACATGAGAGCAGGTGCCGTGCTTCTCAGTTGCCCTCAGAAGGACGTTTGTTAACT 
CC-X004 chr18 40484102 + 6 chr13 73498597 - 17 CTX 18q12.3 . RIT2 IC4 IVS4 NM_002930.2 13q22.1AluJb|SINE|Alu|+|280PIBF1 IC12 IVS13 NM_006346.2 48 91 101 110 0.8891358 0.2592593 0.8298422 0.3 1 chr13 73498455 294 chr18 40483975 TTGCCCATTATTGGCAATAGGTGTACCTTAATGTTGAGGTGCTGCAACTTCGGAGTATGGTTTCTAACAGTGTGTTCATTTGAACAAAATGCACTTACAACAAGATCAGTCCAGAGGTACTTATCGCTATGCACATGTCTCACATGTCCTTCTTCACATTATTAATTATTAATTGGCACTGTCATACAAAGAAATTCTTGTATGTGCCTGGGTCCATTTGTAGGAACACTATACATTTTATTTATCTTCCTATATAGTATTATAATAAATATAGCATTACAATTTATACCGCTA 
CC-X004 chr18 49147350 + 3 chr18 49148776 - 2 ITX 18q21.2MIR3|SINE|MIR|+|113 . . . . 18q21.2 . . . . . 55 25 129 83 0.9422989 0.1724138 0.9148718 0.230769231 1 chr18 49147247 220 chr18 49148659 TTCATCTTTAGCTAGCCTTTGATAAATGGTTGTTCCTATTCTGGGAATGGTAGAATTGGTTCTGGCTTCTGAGCCTGACTTAAACACACACTAGCTGTGTGCCCAGCCTGCAAATGTGAGCGGCAGACAGCGTGGCAGAGGGAGGGTGAAGCAGTTAATAATTTAAACTTGACAGACTGCTATTTCTGGGCAAGGAAGAAGTCAGGACACAAAAAGTAAGGGGAAGGGGCACG 
CC-X004 chr3 102324353 - 3 chr3 102323212 + 3 ITX 3q12.3 . . . . . 3q12.3 . . . . . 55 40 102 119 0.8919298 0.2105263 0.8907937 0.19047619 1 chr3 102323317 225 chr3 102324471 CTTCTAGGTGATGCCTTTTTTACAGAAAGTAAAAATTGCAATTATCCTGGATGGCTTCATTCTTCCAAGGATGAGGGAGTTTTGTAAAGATTAGGAACATTTAAAACACAGAAGTTACTGCTTCTTCATTATGCTTCCTAAAGGATTGCTTTGTTCTTTGTGTTTCCCCCTTTCCCCTAACCTCTAGCCCTACCCAACTCCAACCTGCAGAGTGGACTTTCAACA 
CC-X004 chr3 102784341 - 4 chr3 102751775 + 4 ITX 3q12.3 trf . . . . 3q12.3MLT1H-int|LTR|ERVL-MaLR|-|149. . . . 72 64 97 119 0.9577083 0.125 0.938125 0.25 1 chr3 102784469 260 chr3 102751907 ATTTGCTCTTGGGAGATAGGTACAAAGCACTTCCAAACCCACAACACAGCCATGATTCATTGTTGATGAGGAATGGTAAAAGAAAAAGCCATCTGCCTCTATGCACAAGAGGAATGGTAAAAGAAAAAGTCTAGTGACCTATAAGCCATATCGCAATTTAAAATCTTCTGAATATTTAATTCCCACCCAACTGGTATGGAAACAGGACAAATATAATGAAATGATAATGAATGATAGAAAATAAACAGCAATCAGTGGCC 
CC-X004 chr3 102875426 + 2 chr7 49971628 - 1 CTX 3q13.11 . . . . . 7p12.2THE1B-int|LTR|ERVL-MaLR|+|1505. . . . 83 37 102 53 0.9549593 0.1463415 0.9814035 0.157894737 1 chr3 102875335 194 chr7 49971532 CAGTTTTTTCAATCAAGTTGAGCCATATTTATATAATGGACTATAGATCTATAATCAACCACATATGAAGGAAAGTATCTGATCCAGCCTAGGATTGCAAACCTCAGTTCTTGACCTCTGTGTACCCACAGGCCCAATACCACATGTAAATTTACAAGGCTTGGGGCTTCTTCCCTCTGAAGCAGTGACCTGAG 
CC-X004 chr3 103599140 + 4 chr2 173383020 - 7 CTX 3q13.11MLT1A0|LTR|ERVL-MaLR|-|357. . . . 2q31.1HERVK22-int|LTR|ERVK|+|4332. . . . 54 42 39 104 0.9682353 0.0588235 0.8845455 0.227272727 1 chr2 173382889 270 chr3 103599001 GGATAGAATATCCCAGACCCCAAGTAAAGTCCATGCCAACCCAAGGCACCTTATGGTGCCTGGGACATCTCAGCACCTCCCTTAACACCTAACATGGGACATATCATAATTCCCATTGCAACTATACTATAATAAATTTTTATTGTTTATAAGCTCTCAGTCTATGTTAATTTGTTAAGGCAGCTGAAACAGACTAAGATAAACATCTGTAAAGATTTTTACATGTATAATCAGGATATTTAGTGGAAGACAAAATTCCACATGATACTT 
CC-X004 chr3 152022460 + 1 chr3 151812703 + 3 INS 3q25.1 . MBNL1 IC1 IVS1 NM_207293.1 3q25.1L1MEc|LINE|L1|-|2318 . . . . 38 42 53 70 0.9429167 0.125 0.9436364 0.181818182 1 chr3 152022364 198 chr3 151812808 CTGTGCTGGCACATATATTCAATGTGTCTTTCAGTGACAGATTGACATATCACTTCCTTGTTTTCTCCTAATAACTTAGGAGATGAACTAACTATAATACACTTTGGTATAGTTTTCTTTATATTTATTGCACTTGGGGCTCACTGAACTTTTCATATGTGAGGATTCTGGAAATTTTCCAGTCACTTTTTTCTTCAA 
CC-X004 chr3 190153010 + 2 chr3 189957517 + 1 INS 3q28MLT1B|LTR|ERVL-MaLR|-|396TMEM207 IC4 IVS4 NM_207316.1 3q28L1PB1|LINE|L1|+|3202 . . . . 62 50 54 40 0.9431746 0.1904762 0.9834921 0.142857143 1 chr3 190152899 235 chr3 189957626 GAGAGCAGCTTTATTAGTTTACTAGGGCTGTCATAACAAAGTACCACAGACTGGATCACTTAAATAACATAAATTCATTTTCTCACGATTGTGGAGTCTAGACATCCACGACATACAGGGGACATACAGGGTCCCCTTCACTCCTCTGCCATGTTGCTGGTATCCATGGCTGTAAGACCAGAAAATGAAACATATCCCAGGACTCTTTGCAAACATTACCCAGCACCAGCCCAGA 
CC-X004 chr12 66828550 + 3 chr12 67184196 + 1 DEL 12q14.3 . GRIP1 IC12 IVS12 NM_021150.3 12q14.3 . . . . . 34 23 126 110 0.8719048 0.2142857 0.9074074 0.222222222 1 chr12 66828438 239 chr12 67184324 AATCTATGCCTTTCCTGAGTCCTCCCCATACTGCGCTTTAACAACAAAAGGCTAATTGCCACCTTCCTTCTACCTTCAAAGTGACAGTTTAAGAATTTGGAATTAGCATGCACTTTAAAGTTGGAGATAGATCTGTCCCTTGAAATCCACTATTCTAGTTGTCTACAGTTTGGTGTGAAATAAAATAAAATTAAATATTTATTAAGCTCTAACTATGGACTACCCCGGGTGCAGAGGGA 
CC-X004 chrX 95991876 + 1 chrX 96088928 + 3 DEL Xq21.33 . DIAPH2 IC2 IVS2 NM_006729.4 Xq21.33AluSz|SINE|Alu|-|308DIAPH2 IC4 IVS4 NM_006729.4 27 35 120 91 0.932 0.3 0.927451 0.176470588 1 chrX 95991782 227 chrX 96089063 ATATATATGTTATTAATGCTACTCAGTAAAAAGGCTAGTACTGGAAAAGTAAATATTAAGTGATATGAAGGGAAAGGAGAAGAGATATGTTGATTACAGGTGTGAGCCACCACCACGCCCGGCCAGGGGTTTATTAACATATATACATACACCATGAGAACACTATATTTTGTATCTCACATTCTTGCATGATCATATTTAAGACAACAGGATTTGTTCAACATTCC 
CC-X004 chr4 120015630 + 5 chr4 120017217 - 1 ITX 4q26 MIR|SINE|MIR|+|157 . . . . 4q26 . . . . . 56 16 112 120 0.8614493 0.3913043 0.6308333 1 1 chr4 120015508 235 chr4 120017103 GTAGAATACTTCAGTGGAGCTTGCAGTCTATTAACTGTAATGGTGGAGCCTGAGATCAGCCCAGGTGTCTGATTCTAGAAGCTACCCTCTTAGTCACAATCTAAGATGGTGGTGAAGAGCCTGGAAAGGAGAGAATTCTGAAGTTAACCATAGCCTGGATAAACTTAACAAAAGCACAGAGGATCCTTAGTATGACAGATTTAGCATTGTAGGTTTGTGACATCTGAGGTTAGCC 
CC-X004 chr2 172816762 - 2 chr2 172813587 + 5 ITX 2q31.1 L2a|LINE|L2|-|723 HAT1 IC4 IVS4 NM_003642.3 2q31.1MLT1D-int|LTR|ERVL-MaLR|+|1133HAT1 IC4 IVS4 NM_003642.3 39 36 55 90 0.79375 0.5 0.9320833 0.25 1 chr2 172816886 222 chr2 172813683 TTTCCCAGTTAACAGTACCATAATTGAACTTGGGCAATGGGGTTCTCGTTTTTTTTCTTCATCTGTCACATCTAATTCAACAGCAGACCTCCAAAATGTTCCTTACTCTGACAACTAAGTCCAGTCCTCATGACGTACACAGGCGACTCAAGGGTTTTGAGAATTAAAACTTTATAGTGCAGCTTGGATTGACAGGACAAAATGAAGGAAGGCTGTATGAAC 
CC-X004 chr2 200776994 + 4 chr2 200779859 - 1 ITX 2q33.1 . C2orf69 IC1 IVS1 NM_153689.5 2q33.1L3|LINE|CR1|-|135C2orf69 IC1 IVS1 NM_153689.5 36 31 75 116 0.9109804 0.2352941 0.9380952 0.214285714 1 chr2 200776877 194 chr2 200779782 AAGTTAGCACGTAGTGTTTAGAAAACGGTGGCAGTAATTAAAAACCAAACAAACATTACAAAGGTATGACATCCAGTAACCCTAAAAAAAGAGTGGGGATGGGTGGAAGAAAAGGGACAGCATTTTATATAATAGCCAACACATTTCAAGTATTTCATGCATTGTTCAAAGCAATTAAAAGATACTCATTTATA 
CC-X004 chr4 119783068 + 2 chr9 35010789 + 3 CTX 4q26L1MA2|LINE|L1|-|1329 . . . . 9p13.3 . . . . . 41 44 73 111 0.8044444 0.3333333 0.9216694 0.1875 1 chr4 119782954 188 chr9 35010865 TGCTCAGGATAGCTTTGGCTATTCTGGGTCTTTTGTGGTTCCATATAAATTTTAGGATTTTTTTTTCTATTTCTGTGGAAAATGTTATTGATATTCAATAGCGATTGCATTAAATTCTGGGAGCTGCACCTGAAAGAGACTGAAGCTTGGAAATTAAATCGCCAAGAAGTTGTGGAGGACGATAAAAG 
CC-X004 chr9 35090524 + 3 chr9 35096506 - 3 ITX 9p13.3 . PIGO C7 EX8 NM_032634.3 9p13.3 . PIGO 5U2E EX1 NM_032634.3 33 23 100 129 0.8906667 0.3 0.788 0.4 1 chr9 35096402 236 chr9 35090389 GGCTCTGCCTCCTCCGGTAACTACCCAGCCTCCCGCTGGGCACCCTAGCCGCGGTACTGAGCACCTTGGTTAGGAGCTGAGGGGAAGAGGGAGACTCCCTTACTTGGCTGCCTGCTTTGCTAGTGGGAGCCAACACCTTTGCCTCCCACCTCCTCTTTGCAGGTACCCCCTCCTCCTTCACTTGCTTCCATTGTTTACTCTGGCTTTGTGGAAAGAAAGGAAACCCCTGGATTTGA 
CC-X004 chr13 73485260 + 42 chr13 73473615 + 0 INS 13q22.1FAM|SINE|Alu|+|178PIBF1 IC11 IVS12 NM_006346.2 13q22.1L1PB1|LINE|L1|+|1874PIBF1 IC10 IVS11 NM_006346.2 138 1112 128 0 0.6568116 0.5942029 0.973752 0.072916667 1 chr13 73485116 273 chr13 73473739 TCATATGGAGTGCAGAGGACTGGAATATCCAAAGCAATCTTGAAAAAAGTTGAAGCCCTGTGTGGTGGTGCACTCCTGCAGTCCCAGCTACCTAGGAGGCTGAGGCAGGAGGATTGCTTGAGCTTAGAGGTTAAAGCCTGTAGGGCTTTCAATAAATGTGATAACCACATAAACAGAATTAAAAACAAAAATTACACCTCAATAGATGCAGAAACAGCGTTAGACAAAATCCAGCATCGCTTTATGATTGAAACCCTCAGCAAAATCGGCATA 
CC-X004 chr13 73509841 + 5 chr13 73489829 + 2 INS 13q22.1L1ME1|LINE|L1|-|739PIBF1 IC13 IVS14 NM_006346.2 13q22.1 . PIBF1 IC11 IVS12 NM_006346.2 38 69 114 84 0.8883333 0.1875 0.9717172 0.090909091 1 chr13 73509710 263 chr13 73489957 GCCGGATCATATCGTATGTGTCTATTTGACATCTTAAGAAACTGCTAAACTGTTTCCCAGATGTTTGTACCATTTTACATTTCCACCAATAATGTATGAAAGTTCCAATTTTTCTACATCCTTGCCTTGATAAAGTAATGGCATGTATCATCTCTTCCATGTGTCTCTCTCAACTAATAATTCTTCCTCAGAAAGCTAATCCTGATTCACCATGAAAGATAGGGACAAAATTAAAAGAAAACAGTTAATAAATGTTTCTAAAA 
CC-X004 chr5 18279691 + 2 chr5 29865607 - 2 ITX 5p15.1 . . . . . 5p13.3 . . . . . 28 50 130 70 0.8541667 0.25 0.9427778 0.125 1 chr5 18279601 221 chr5 29865478 TGAAAGACCATTTAAAACACCTTTCTGTTGCCTCTGCATACTGTGCTTACAAAATGTTTCTTGTATTAGTAAAACAGAAATCATGTAAAATGTAGAGCACATTAAGAAGTTGAATATTTTGTACCTCTTGTAAGCACTTAGCTCACTTGGTAATTATTTCAATATAAGTCTCTAGTTCACCTGAAATGGTGATGTGAGTGAAGCTGGTGGTGTGATCTACT 
CC-X004 chr5 29544514 - 1 chr5 29541530 + 3 ITX 5p13.3L1PA17|LINE|L1|-|2156 . . . . 5p13.3L1PA6|LINE|L1|-|6132 . . . . 47 42 72 105 0.9098039 0.2352941 0.9675362 0.086956522 1 chr5 29544621 237 chr5 29541661 CCTCCCACCTCCAACAAAAGGAAGAGGTGAGTGAAGGAACCCTGGCGCAACACAGTCCCATAGTGGACCTCTGACATCCTAACTGCAGGATTTCTCACAAACTTTGGTCTGTTGGAGTTTGCTGGAAGTTCACTCCAGACCCTGTTTGCCTAGGTATCACCAGCGGAGGCTGCAGAATAGCAAATATTGCAGGATGACAAATATTGCTGCCTGATCCTCCCTCTGGAAGCTTTGTCC 
CC-X005 chr7 57978756 + 9 chr7 57980962 + 0 DEL 7p11.2ALR/Alpha|Satellite|centr|-|33189;trf. . . . 7p11.2ALR/Alpha|Satellite|centr|-|33189;trf. . . . 15 23 55 0 0.6813333 0.8 0.9633333 0.375 1 chr7 57978622 190 chr7 57981016 ACTAGACAGAAGCATTCTGTCAAACTTCTTTGTGATGTGTGAATTCATCTCACAGAGTTGAACCTTACTTTTCATTGAGGAGTTTTTAAACACTATTTTTGTAGAATCTGCAAGTAGACATTTGGAGAGCTTTGAGACCTATGGTTTAAAAGGACATATCTTCACATAAAAACTAGATAGAAGCATTCTG 
CC-X005 chr19 4328406 + 0 chr19 4328471 + 5 DEL 19p13.3(CCCCG)n|Simple_repeat|Simple_repeat|+|234;trfSTAP2 IC6 IVS6 NM_017720.2 19p13.3(CCCCG)n|Simple_repeat|Simple_repeat|+|234;trfSTAP2 IC6 IVS6 NM_017720.2 10 6 0 41 0.6066667 1 0 0 1 chr19 4328366 170 chr19 4328600 CCAGTGTACTCTGCTCAGCTCTGACTCCACCCGCCCCAGCTCGCCCAGCCCAGCTCTGACTCCTCCCCCAATCCGCCCAGCTCAGCTCTGACTCCGTCCCCAGACGCCCGTCTCGGCTCTGGCTCCGTCCCCTGGCCTACCCACTAGCGGGTCGGACTCCGCCCCTGCTTC 
CC-X005 chr19 18926150 + 3 chr19 18926293 + 4 DEL 19p13.11AluSp|SINE|Alu|+|300 . . . . 19p13.11AluJb|SINE|Alu|+|161 . . . . 16 15 48 45 0.7766667 0.5 0.9616667 0.5 1 chr19 18926010 247 chr19 18926425 CCTGAGGTCGGGAGTTCAAGACTAGCCTGACCAACATGGAGAAACCCCATCTCTACTAAAAATACAAAATTAGCCAGGCGTGGTGGCGCATGCCTGTAACCCTAGCTACTTGGGAGGCTGAGGCAGGAAGATTGCTTGAACCCAAGAGATCAAGGCTGCAATGAGCCATCACGGTGCCACCAGCCTGCACTCCAGCCTGGGCAACAGAGCAAGATCCTGTCTCAAAAAATATATATTCAATAATGAA 
CC-X005 chr19 21607479 + 0 chr19 21608288 + 5 DEL 19p12 trf ZNF493 C4E EX4E NM_001076678.2 19p12 trf ZNF493 3U1E EX4E NM_001076678.2 25 21 0 31 0.9566667 0.7 1 0 1 chr19 21607449 163 chr19 21608419 GCAAAGCCTTTAGTATATTCTCAACCCTTACTAAACATAAGATAATTCATACTGAAGAGAAACCCTACAAATGTGAGGAATGTGGCAAAGCCTTTAGCCTGTCCCTCCAATTTACTGCACATAAGATAATTTATACTGGAGAGAAGCCCTACAAATGTGAAAA 
CC-X005 chr10 56701226 + 4 chr19 22357503 + 3 CTX 10q21.1L1MB8|LINE|L1|-|776 . . . . 19p12L1MA8|LINE|L1|+|2245;dup. . . . 33 33 91 112 0.8454902 0.2352941 0.9552381 0.142857143 1 chr10 56701113 237 chr19 22357627 TACTTCAAATCTGTTGAGATTCCCTAGAGAACATTTGGTTTCAACATCTGTACTTTTCAATTCCAAGATTTATTTTTGGTTTCTTACAATAATTTTTATCTCCTTATTGATGTTGACAATGTATATACACTTCAAAATGTTGTTTTATAAAATAAATATTTTGTCAAGTTAAAAATATATTTTTAGACACTATAGAAGGATAACAATGTTCCAAATACTGTCTGTTTCTTTTATAAA 



CC-X005 chr1 39459531 + 1 chr1 39461888 + 3 DEL 1p34.3AluSp|SINE|Alu|+|305AKIRIN1 IC1 IVS1 NM_024595.2 1p34.3AluSx|SINE|Alu|-|279AKIRIN1 IC1 IVS1 NM_024595.2 16 21 37 108 0.7441667 0.375 1 0 1 chr1 39459419 173 chr1 39461945 TGTGCAACATAATGAGACCTTGTTTCCACAAAAGAATTCTAAGGCCGGGCGCAGTGGCTCACTCCTATAATTCCAGCACTTTGGGAGGCGGAGGCGGGCGGATCACCTGAGGTGATCCCAAGTAGCTGGGATTACAGGTGCGCACCACCATGCCCAGCTAATTTTTGTATTTT 
CC-X005 chr11 54837767 + 6 chr11 54836128 + 1 INS 11q11ALR/Alpha|Satellite|centr|-|8962;trf. . . . 11q11ALR/Alpha|Satellite|centr|+|6340;trf. . . . 38 39 54 85 0.8995209 0.4117647 0.9425641 0.384615385 1 chr11 54837610 211 chr11 54836253 TTTCTTCTAATTTTTATCCTGGGAGATTCCATTTTTTGCCATTTGCCTCAATGAGCTCCTAAATGTCCATTTGCAGAATGGAAAAAAAAACAGTGTTTCCAAACTGCTGAATAAAAGAATGGTTTAACTCTGTGAGATGAATACACACATCACAAAGAAGATTCTCAGAAAAATTCTTTCTTTTTTATCTAAAATTTATTTTTCACCATTG 
CC-X005 chr6 52800925 + 1 chr6 52801242 + 3 DEL 6p12.2AluJb|SINE|Alu|-|259 . . . . 6p12.2AluSz|SINE|Alu|+|319 . . . . 23 38 19 106 0.8009524 0.4285714 1 0 1 chr6 52800795 268 chr6 52801386 GTTTTGTTTTGTTTCGAGACAGGGTCTTGCTCTGTTGTCCAGGCTGGAGAGCAGTAGCGCAATCACACCATGCCCCAGGCTCAAGCAATCTCCCCACCTTAGCCTCCCAAGTAGCTGGGATTACAGGCATGGTGGTGTGCGCCTGTAATCCCAGCTACTCAGGAAGCTGAGGCAGGAGAATTGCTTGAACCCAGGAGGTGGAGGTTGCAGTGAGCTGAGAACGTGCCACTGTGCCACTGTGCTCTAGCCTGGGCAACAGAGGGAGACT 
CC-X005 chr6 66188859 + 0 chr6 66188984 + 5 DEL 6q12L1MEf|LINE|L1|+|129;dupEYS IC2 IVS5 NM_001142800.1 6q12 dup;trf EYS IC2 IVS5 NM_001142800.1 38 6 0 46 0 0 1 0 1 chr6 66188814 187 chr6 66189125 AGTCCTTTAAGAACGAACAAAACCAGGCAAAAATAGAATGCATGAGTAAACTCAGAAATTTATCCAACGAAATTATCTAATCTGTAGAATAGTGAGAGGACCACAAATGGTTGAACTAAAATGAATAGAGCCTCAGTGACCAGTAGGAGAATTCTTAATCTACCATACGTGTAACTGTAGAAGGAAAG 
CC-X005 chr6 169241957 + 0 chr6 169241899 + 6 INS 6q27(GGATG)n|Simple_repeat|Simple_repeat|+|77;trf. . . . 6q27(GGATG)n|Simple_repeat|Simple_repeat|+|77. . . . 29 20 0 49 0.3975758 1 0.6283951 0.962962963 37 chr6 169241820 188 chr6 169242038 AGGGAGGGATGGGGACAGAAGGGAGGGAAATGGGATGGGAGGGATGGGATGGGGACAGGAGGGAGGGATGGGGACAGAAGGGAGGGAAATGGGATGGGAGGGATGGGATGGAGACAGACAGGAGGGAGGGATGGGGTACAGGAGGATCTCAGCTGGGGGACAGGAGGGATGAGACAGGGTAGTTGGGCT 
CC-X005 chr17 5911145 + 8 chr13 107685446 + 0 CTX 17p13.2AluJr|SINE|Alu|+|274 . . . . 13q33.3AluY|SINE|Alu|+|311 . . . . 20 30 122 0 0.3986667 1 1 0 1 chr17 5911010 258 chr13 107685567 CACCATGTTGGCCAGGTTGGTCTCGAACTCCTGACCTCAGGTGATCCACCATCCTCAGCCTCCCAGAGTGCTGGGATTGCAGGCGTGAGCCACCGTGCCTGGCCTCCTAGTGTGTTTTTTAAAACTTTGTATATGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCAGGCGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTGAAAAT 
CC-X005 chr16 75655170 + 10 chr5 52459116 + 0 CTX 16q23.1 . ADAT1 I5U1 IVS2 NM_012091.3 5q11.2AluYa5|SINE|Alu|-|307;trf. . . . 26 17 87 0 0.4511111 1 0.3625 1 1 chr16 75655026 231 chr5 52459201 TGTCCTCACTACTCCAGTTTTCATTGGAAACGGCATGTAAAGGGTTGCAGACTCACTTGCTTTGGGCAGACCCTCACTGTATAAGGTTTATCTTTCTGGACAGATGTTCTTATCTGTCTTCTTTTTCCAGGCATTTTATTTTTCTTTTTTCTTTTTTTTTTTTTTTTTTGAGACGGAGTCTCGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCGGGATCTCGGCTCTCTGCAT 
CC-X005 chr16 88192760 + 6 chr16 88192804 + 0 DEL 16q24.2 dup;trf . . . . 16q24.2 dup;trf . . . . 36 37 31 0 0.9214815 0.5555556 0.9275556 0.933333333 1 chr16 88192612 178 chr16 88192834 GTACAGAACTTGTGGCCTACGAGGTGATGTCTTATCAGTGCACCGGTCACGGATGCTCATATGGCTGTATGGACCACTCTCACTGTCCTGGTCACGGATGCTCACAGGGCTGTGTGGACCACTCACTGTCCTGGTCACGGATGCTCACAGGGCCGTGCGGACCACTCTCACCGTCCTG 
CC-X005 chr12 62588094 + 0 chr12 128566708 + 5 DEL 12q14.1(CA)n|Simple_repeat|Simple_repeat|+|30;trfFAM19A2 PROM . NM_178539.4 12q24.32(CA)n|Simple_repeat|Simple_repeat|+|30;trf. . . . 39 34 0 76 0.8624242 0.4545455 0.9264213 0.222222222 1 chr12 62588019 222 chr12 128566853 AACTTGGACTCTGTACTAGAAAGAAGTCACTTACAAAATCACTTTAGAACATTGGCTTTCTTTTCACACACACACACACACACACACACACACACACACACACACAATAATACTATTGAAACTGCCTTTGCAAAATTATGACTGAGGCAGCGAAAGAGATCTAACTTAACCGACCCCATCTTGCTTCTAACCTCCAAGCTGTCCTTGTTCATTCCCGGGCGT 
CC-X005 chr15 30924390 + 6 chr15 32913793 + 0 DEL 15q13.2AluJb|SINE|Alu|+|298;dupARHGAP11B IC2 IVS2 NM_001039841.1 15q13.3AluY|SINE|Alu|+|305;dupARHGAP11A IC2 IVS2 NM_014783.3 13 36 99 0 0.49 1 0.9992593 0.111111111 1 chr15 30924248 242 chr15 32913891 CAAAGTGCTAGGATTACAGGCGTGAGCCACTGTGCTGGCCTATTCTAACTGCATCAGAAATTACTAGGAAAGTTTATGTTTTAAGAATATAATTTAGCCGGGCGCGGGGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCAGATTACGAGGTCAGGAGATCCAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAATACAAAACATTAGCTGAGCGTGGT 
CC-X005 chrX 107570622 + 3 chrX 107570667 + 1 DEL Xq22.3MER1B|DNA|hAT-Charlie|+|353COL4A6 IC2 IVS2 NM_001847.2 Xq22.3 . COL4A6 IC2 IVS2 NM_001847.2 17 17 49 23 0.7626667 0.6 0.7883333 0.375 1 chrX 107570494 246 chrX 107570793 GCCTGATGATCTGAGGTGGAATAGTTTCATCCTGTAAGCATCCCTCGCCCCACACCTCCCACCCCGGCCCCTTCTATGGAAAAATTGTCTTCCACAAAACCAGTCCCTGGTGCCCAAAAGGTTGGGGACCTTTGTCATACAGGGCTATTGGTACAGGCAGCATCATGAATGAGTATCAAAATAATTATGCTGAGTAAAAAGCATAATTATTTTTTAATTATGTAGAAAAGCACATGTATTTTATGT 
CC-X005 chr4 26449170 + 5 chr13 94020520 + 0 CTX 4p15.2(CCTG)n|Simple_repeat|Simple_repeat|+|28. . . . 13q31.3(TTCC)n|Simple_repeat|Simple_repeat|+|167;trfGPC6 IC1 IVS1 NM_005708.3 26 26 35 0 0.76534 1 0.6966667 0.583333333 1 chr4 26449046 160 chr13 94020554 TTCTATTCGAAGTAGTACTGGAAGTTCTAGCCAGAGCAATCAGTCAAGAGAAAAAAATAAAGGGCATCCAAGTTGGAAAAGAGGAAGTCAAATTATCTCTGGTCGGCCTACCTGCCTGCCTGCCTTCCTCCCTCCCTCCTTCCCTCCCTCCCTCCCTCTC 
CC-X005 chr4 27949889 + 5 chr4 27949685 + 4 INS 4p15.1 trf . . . . 4p15.1 trf . . . . 46 46 69 57 0.957 0.1 0.9627778 0.166666667 1 chr4 27949709 202 chr4 27949707 TCCTAATTCTATCTAGAAAATCTACATTGAATACAGAAGTCATGATAATCTCAAAGAAAGTTAAGCCTATGTAATCTACATCTTTTTTTATGTAAGAAAATGTCCTAAGTCTATCTAGAAAATCTACATTGAATACAGAAGTCATGACAATCTCGAAGAAAGTTAAGCCTATGTAATCTACATCTTTTTTTATGTAAGAAAAT 
CC-X005 chr2 44783601 + 4 chr2 44783909 + 2 DEL 2p21AluYb8|SINE|Alu|-|318;trfCAMKMT IC3 IVS3 NM_024766.4 2p21 . CAMKMT IC3 IVS3 NM_024766.4 9 13 105 35 0.26 1 0.72 0.875 1 chr2 44783458 264 chr2 44784042 AGTAGAGACAGGGTTTCACCATTTTGTCCAGGCTGTTCTTGAACTCCTGACCTCTGGTGATCCACCTGCCTCGGCCTCTCAAAGTGCTGGGATTACAGGCATGAGCCACCGTGTCCAGCCAATTTTTCTTTCTTTTTTTTTTTTAAAGGATTAATCCGCTAGGCACAGTGGCTCACGCCTGTAATCCTAGCACTTTGGGAGGCCGAAGCAGGAGGATCCCTTGAACCCAGAAATTTGAGACCAGCCTGGCAAGATAATGAGACC 
CC-X005 chr2 141655897 + 1 chr2 142014385 + 3 DEL 2q22.1 . LRP1B IC23 IVS23 NM_018557.2 2q22.1 L2|LINE|L2|-|539 LRP1B IC3 IVS3 NM_018557.2 35 36 51 108 0.9372549 0.1176471 0.9418519 0.111111111 1 chr2 141655780 213 chr2 142014489 ACTTCATTGAGCCTAAGTATTAATGGACAGCTTTTCCTGGGTCTTTGGGTCTTCATTCTGAAGGTTTCTGTGTCACATAAAACTATCACCAGGTTCCTATCCAGGACTAAGTCTGTAGTGGAGATATCAGTTTGGAAGTCACAAGCATAAAGTCGGTCATTGAAACCTAAAAAGTAAAGAAGCATTCCCTTAAGAAGAATATTTGGGTTACAA 
CC-X005 chr9 11700321 + 0 chr9 11700714 + 5 DEL 9p23 . . . . . 9p23 . . . . . 16 45 0 41 0.9764444 0.2 0.9911111 0.333333333 1 chr9 11700281 180 chr9 11700852 TATAATTACTCCAGTCGTATCCCTCTTTATTCAGATTATTCTAGGCTATCATGCTCAATTCTCCATAGAATGATGAATTCTGATCTTGTAGATGAAGGAACCGTAGCTCCAAGTGAGAAGAGGATGTGTCCAGGTTCTCACAAGCGTTACATGGCAGAGCTGGAAATAAAACCTTGATTT 
CC-X005 chr13 78997649 + 1 chr13 78998720 + 4 DEL 13q22.3AluSq2|SINE|Alu|+|302POU4F1-AS1 IR3 IVS3 NR_047001.1 13q22.3AluSc|SINE|Alu|+|280POU4F1-AS1 IR3 IVS3 NR_047001.1 34 21 49 106 0.8141667 0.25 0.9481301 0.272727273 1 chr13 78997504 237 chr13 78998850 AAAACTAGAACAACCAGGTGCAGTGACTTATGCCTGTAATTCCTACATTTTGGGAGGCCGAGGCAGGTGGATCACCTGAGGTCAGGAGTTTGAGACCCACCTGGCTAACATGGTGAAACCCCGTCTCTACTAAAAATATAAAAATTAGTTGGGCCTGTAATCCCAGCTACTCGAAAGCCTGAGGCAGGAGAATCGCTCGAACCCAGGAGGTAGAGGTTGCAGTGAGCCAAGATCATG 
CC-X005 chr5 159647018 + 2 chr5 159894812 + 7 DEL 5q33.3 . FABP6 IC2 IVS3 NM_001130958.1 5q33.3 . MIR3142 PROM . NR_036095.1 23 39 119 90 0.8822222 0.3333333 0.9118519 0.111111111 1 chr5 159646897 255 chr5 159894946 GGTCAGGTCACAGGGATTTCTATTTTTCACAAGCCCTCCCTTCCTACATCCCCAGTAGCGTATGAACACAGCCTTACAGCCTGTTCCACATAGATCTGAACAAATAAAGTGAAATCAACACTCGGGATTTCCCCGCGGGGCTGCGGAGAGTACAGGCAGGAAGCCTGGGGACCCAGCGCCTGACCAGAACTTCCTCGGGGGAGGCTGCAGGGGAGCAGGCGCATCCTGCACAGAACGCTCTAGAGCGCGCAGGCC 
CC-X005 chr5 175561285 + 6 chr5 175561371 + 0 DEL 5q35.2(CAGAG)n|Simple_repeat|Simple_repeat|+|148;dup;trf. . . . 5q35.2 dup . . . . 6 20 33 0 0 0 0.8654545 0.727272727 1 chr5 175561140 179 chr5 175561403 TTCAGCCTCACGGGGGAAGCTGTAAGGGTGGGCGCCCTTCCCCCCCTCTACACAAGCGCACTCTTAGGATGTGGGACGGGCGGCAGAGGAAAGCGGGCGGCAGAGGAGAGCGGGCGGCAGAGGAGAGCGGGCAGCAGAGGAGAGCGCGCAACAGAGAGGAACTGGAGCCCCAAAGACTC 
CC-X006 chr7 69053194 + 3 chr7 68988163 + 2 INS 7q11.22AluJb|SINE|Alu|-|282 . . . . 7q11.22AluY|SINE|Alu|-|303 . . . . 29 5 93 102 0.7019048 0.8571429 0.4 1 1 chr7 69053057 237 chr7 68988264 TTATTTTGAGAGAGAGGGTGTCACCCTGTTACCTAGGCTAGAGTGCAGTGGCACAATCACAGCTCACTGCAGCCTTGACCTCTGGGGCCCAAGCAATCCTCCCACCTCAGCCTTCTCAGCTTTCCTAGTATCTGGGACGGAGTCTCACTCTGTCACCCAGGCTGGAGTGCAGTGGTGCGATCTCAGCTCACTGCAACCTCCACTTCCCGGGTTCACACCATTCTCTTGCCTCAGCCT 
CC-X006 chr7 144442476 + 5 chr7 144442521 + 0 DEL 7q35 trf TPK1 IC2 IVS3 NM_022445.3 7q35 trf TPK1 IC2 IVS3 NM_022445.3 24 22 31 0 0.964 0.4 0.9677778 0.333333333 1 chr7 144442337 171 chr7 144442551 TTAGACAAAACAATTCTGCTATCATTGGATAAAAAAATCCTAGTTTTGGACAAAACAATTTTGCTATCATTGGATAGAAAATCCTAGTTTTAGACTGAACAATTACGCCATCATTGGATAGAAAATACTAGTTTTAGACTAATCTATAGCCAAAAAATGCACTTTTGCTTT 
CC-X006 chr8 8994633 + 3 chr19 50383454 + 1 CTX 8p23.1 . PPP1R3B 3U1E EX2E NM_001201329.1 19q13.33MIRb|SINE|MIR|+|88TBC1D17 IC3 IVS3 NM_024682.2 39 34 57 68 0.9501961 0.1176471 0.9093333 0.4 1 chr8 8994514 211 chr19 50383535 AGCAATCTCCTAACAGTTCCAAATTTACATCTTCTAAGAATGTATAATTTTGCCACCATTAAAATGAAATCTTAAAGGTAAATTAAATTCTCCCATTGACTCTGACATTGTTTTAATTTCAGGACATAAAATGGGGCTATCTTCCAGGGTAGCCTCGAGGCTAAGATCTGAATCCATGGCCCCTTACTGTCTGCTCCTTTCCTCTCCTAAG 
CC-X006 chr8 143142423 + 6 chr8 143142514 + 0 DEL 8q24.3 trf . . . . 8q24.3MLT1B|LTR|ERVL-MaLR|+|292. . . . 16 34 43 0 0 0 0.9477778 0.5 1 chr8 143142277 190 chr8 143142556 GCAGTGTTCTGGGCTGAGACCTGTGCTCTGGGCTGAGTTGTGCCTCCTCAAAGCTCTATGCTGAGGCCTCAACCTCAGGCCATCAGAATGTGGCTGTGCTCTATGCTGAGGCCTCAACCTCAGGACATCAGAACATGACTGTGCTCTGTGTCAGGGCCTTGACACAAGGGATTAGGATTAAATGAGGTCA 
CC-X006 chr22 29065606 - 1 chr1 102580076 + 3 CTX 22q12.1 . TTC28 IC1 IVS1 NM_001145418.1 1p21.1 . . . . . 36 25 119 90 0.7792593 0.3333333 0.8909524 0.142857143 1 chr22 29065686 200 chr1 102580185 AACTTACATTTAAATTGGATTATAAGTAACTTAACATTTTTAATGCAAGCATATTAACCTTCTTGTGCTTATGAGATTATTGTCCTACAATGAAGCATGCCATTTCTGATAGAAATCCAGGTGACATGAAGCTTCTGAAAAAAAATGTACTTACACATAAGACCAAAAATTTATATATTCACATTTTAATAAAAACATAC 
CC-X006 chr1 108064224 + 1 chr1 108201812 + 3 DEL 1p13.3AluY|SINE|Alu|+|329 . . . . 1p13.3L1PA4|LINE|L1|-|1038VAV3 IC19 IVS19 NM_006113.4 9 26 32 127 0.7820513 0.4615385 0.5844444 1 1 chr1 108064097 261 chr1 108201945 ACTTTTTTAAAAAGAGGAAAGAGGCCAGGCGTGGTGGCTCACGCCTTTAATCCCAGCACTTTGGGAGGCCAAGGCAGGCAGATCACGAGGTCAGCAGATCGAGACCATCCTGGCTAACATGGTGAAACATTTATTAAATAGGGAATCCTTTATATTTTTAAGACCTGGAGGCTAAGCATTTTTATGTTAAGATATTTTTGAAAATACCATCTTTCAGAAAAAAAAAAGTATAAAAGACCTGACTTGTTACTTCAAAAATAT 
CC-X006 chr1 226411443 + 0 chr1 226303658 + 5 INS 1q42.12GC_rich|Low_complexity|Low_complexity|+|87MIXL1 C1 EX1 NM_031944.1 1q42.12SVA_D|Other|Other|-|1682;trf. . . . 4 24 0 99 0.764024 0.7857143 0.42 1 1 chr1 226411345 226 chr1 226303784 CCCGCGCCCCTCCGAGCGGCGCGCTGGGTTCCGGAGCGATGGCCACAGCCGAGTCCCGTGCGCTCCAGTTTGCCGAGGGCGCCGCGTTTCCAGCGTACCGGGGAGGGGGAGGGACAGGGAGAGTTAAGCCTGACTTTCTAAGGGTTGTCCCTGGAAGCCAGTGATTGGTCAGAGGTTGTGAGAAACAATTTGAGCCAGTAAAGCTTCCACTGTTTGCTAATGGATC 
CC-X006 chr6 13191084 - 1 chr6 63478553 + 4 ITX 6p24.1 . PHACTR1 IC5 IVS7 NM_030948.2 6q12L1M2|LINE|L1|+|1397 . . . . 45 31 103 81 0.8584615 0.2307692 0.7741176 0.441176471 1 chr6 13191167 228 chr6 63478699 TTACACAGGTACACATGCTGGGGCTGAAAATAACACAGGTCATGGACACCATTTGTCAGGCAAAGTTGTAGTAGCGAATACTTTAAAATAAGACCTCAAAAGCACAGACAATCAAAAGAAAAAATAGACAAATAGGGTTGCCTCAAAATAAAAAGCTTTTGCACAGCAAAGGAAAAAATTAACAGAATAAAGAGACAACCTACGGAATGGGAGAAAATAGTTGCAAAC 
CC-X006 chr15 45024397 - 1 chr6 129947584 + 3 CTX 15q21.1 . TRIM69 PROM . NM_182985.3 6q22.33 . ARHGAP18 IC5 IVS5 NM_033515.2 32 22 32 79 0.8033333 0.3333333 1 0.111111111 1 chr15 45024514 219 chr6 129947685 TATACTGCAGATAGCAATTTTAAAAATCAGTATTTTTAAGCTCAGAGCATTGGATGCCAACAACCCATAGTTCCTGCACAAAGACATGGAAAAATCCAGCCACAGGATCTGTCTTGAGTTTTTCGACTTTACTATTGGACTATATAAGTATTTTACATACTTATAAGCCAAAATGAAATTTCAAGAAAAGCAATCTCTAAAAATTGAAAATAAAATAAA 
CC-X006 chr16 54299884 + 5 chr16 54301347 - 1 ITX 16q12.2 . LOC100996338 IR1 IVS1 XR_158898.1 16q12.2L1MB8|LINE|L1|-|1163LOC100996338 IR1 IVS1 XR_158898.1 18 20 107 126 0.7733333 0.5555556 0.8813333 0.3 1 chr16 54299743 249 chr16 54301241 GGCCACATTGTTTTCCTGAACCCAAACTCATCTGCCCTGGAATTGCGTTTAACCAGTGAGTGCATTTGTTACTTCAGAGGCCCCTCTGAGAAAGATGGATTTATTCTGCTTGGCAAATAGCCTTCCCCCATGTCCCCACACACAGAAAGAACTACTACAGCTCAGAAATAAAAGACAAACAAATGTGAAAATGGCAAACGATCTCAATAGACATTTCTCCAAAGATAACATACAAATGGCCAGGAAACA 
CC-X006 chr16 73519867 + 4 chr16 73521967 + 2 DEL 16q22.3 L2b|LINE|L2|+|461 . . . . 16q22.3MLT1H2|LTR|ERVL-MaLR|+|423. . . . 26 24 116 127 0.7035897 0.5384615 0.8620513 0.461538462 1 chr16 73519741 243 chr16 73522082 TGACTTTCTTAGTCTGGGTGAAAACTCCTCCTACCATCTGCTCTCAAGTGCCTAGTGCCGGAACTTATGACAGAATTTTCTGTCTAATCACTTTTCCAAGGCTGTGAGCAACAGGAGAGCAGGGACCTGTTCCAAGCTTCTAATTTGGGGGGTGATTTATTCACTTGGCAGTAAATAACTGGTACAAGGTCCTCACAAAAGGAGCCTAGAAGAATTTGAGAGAACAAATTTGCTCCTTTGGGA 
CC-X006 chr3 1121438 + 2 chr3 913173 + 3 INS 3p26.3 . . . . . 3p26.3L1ME4a|LINE|L1|-|560 . . . . 40 22 89 64 0.8644444 0.3333333 0.9182609 0.217391304 1 chr3 1121340 239 chr3 913315 TCAAAAGTGCCAAAATCACCTATTTTAAGAGTAAAACTAAATAATAAAAAATGCAACAATTTTATTTCCATTTCTTTGTTTCTCATAACATTTGTTAATGTTTCTACTTCTTTAGCAAAATCCCAAAGGCTGATATATTGGATCAAATGTTCTACAGATTTAATGGGATTTATTCAGTACTTAAAAGGAATTGTATTAAATTAAACTGCACAAAGTCTGTGCCAAATTATGCACCTGCA 
CC-X006 chr3 15845170 + 0 chr3 15846737 + 5 DEL 3p25.1 L2a|LINE|L2|-|106ANKRD28 IC1 IVS1 NM_015199.3 3p25.1 . ANKRD28 IC1 IVS1 NM_015199.3 12 17 0 49 0.7746667 0.6 0.6957248 0.666666667 1 chr3 15845122 163 chr3 15846850 AAAAAAAAAAAAAAAAAGAAATATATTTTAGAAATAGGATTTATAGGACATGCCAAAACTAAGGAACAAAGGGAGAAAAACTACTCTGTTAGCAAGTATGTAGTACTGCATTTAAGTAATGTCTTTAAAAGTTAGGTTATTTTCTTCATAATTTTGATTACCT 
CC-X006 chr3 55691048 + 2 chr3 55653873 + 7 INS 3p14.3 . ERC2 I3U1 IVS17 NM_015576.1 3p14.3 . ERC2 I3U1 IVS17 NM_015576.1 33 38 112 87 0.8803509 0.3157895 0.828 0.4 1 chr3 55690961 220 chr3 55654005 AGTCATGTAAGGGCATCAGGCTAAGAGGTCCTGGGGAACTATTCCACAGCAGGATGGTGGCTTTGATGGAAAGAGTGACTGCTGGATTACATTACAAGACAGAGCAAACTGAAAGATCAGGTTAATCTAGGATAAACTTCATCTCTTGAGTTCAAAGACAACTGGCCTCTCTAGGGGTTTCAATCAAGGGTTCTTTGAAGGATTGCTCTCAAATTCATTA 
CC-X006 chr3 189310884 - 4 chr3 189219055 + 3 ITX 3q28L1MA9|LINE|L1|+|4232 . . . . 3q28 L2b|LINE|L2|-|556 . . . . 27 31 125 121 0.9072727 0.0909091 0.7733333 0.307692308 1 chr3 189219200 267 chr3 189311003 AATATAAAAGCCCTACTTGCATTCAATCACTTTAAAACCTATTTTGTCATTGTATTCTTTTCATGTCCTCCACTTATACCACCAGAATGTGTGTTCCAAGAAAAGAGAGGCCTTGTCTATTTTATTCAGAACTGCATTTCTAGCACAATTTTAAAATGAAAGAAGACACAAATACATGAAAAGACTTACTGTATGCATGGATTCAAAGAACTAATATTGTTTAAATGCCCACACTACTCAAAGCAACAGACAGAGTCAATGCAATCT 
CC-X006 chr3 189264099 + 0 chr3 189264170 + 5 DEL 3q28LOR1-int|LTR|ERV1|-|593. . . . 3q28LOR1-int|LTR|ERV1|-|263;LOR1-int|LTR|ERV1|-|593;trf. . . . 21 12 0 36 0 0 0.9225 0.4375 1 chr3 189264064 179 chr3 189264313 TACATATTTTGTTTTCAAGCATACACAATAAGACCCAAGAGTAGTAAAAGATTTGGGATCAAAAATCACTAGAAAATCTCACTTTTTAAAATTGTTGCTTAGTTCAAGGAAATGTCACTTAAATTTAACAATGGTAAACACATATAAAGTAGTTTGAGAGAAATTACAGTCATAATTTTT 
CC-X006 chr6 13191347 - 0 chr12 74798032 + 5 CTX 6p24.1 . PHACTR1 IC5 IVS7 NM_030948.2 12q21.1MER101B|LTR|ERV1|-|521. . . . 48 31 0 104 0.7303704 0.5555556 0.9866667 0.208333333 5 chr6 13191446 164 chr12 74798091 TTTTTCACAGTGGTCTAATCTTTGGTTTTATTGCACTGGGATTACTGGGAGGGAAGGCAGGGACAGAGGCAGAAGTAGCCAGGTGGTTCTGGAGGGTTGGAGAGGACACTGCCTTCCAGTACAAGTGAAAGTATGCTCCCAGAAGAACAAAGAGAAAGTCCGGC 
CC-X006 chr12 115345485 + 4 chr12 115345630 + 6 DEL 12q24.21MIRb|SINE|MIR|+|70 . . . . 12q24.21THE1D|LTR|ERVL-MaLR|+|378. . . . 48 33 68 57 0.905 0.4166667 0.8987879 0.454545455 1 chr12 115345356 268 chr12 115345769 CCCAGGAACTGGGGAGATCAGCTTAATAAAGAAGCTGTAACGTGTGAAAAGGCTCCACACACAATGGGTCCAGATCTTAGCTCTGTGAAGTTACTTGGCCTGCTTAAGTCTTAGTTTCTTCAGCTGTGAATCTCATCTTGAATTGTCATTCCCATAATCTCCACATATCAGGGGAGAGACCAAGTGAAGGTATTTAAATCATGGGGGTGGTTTCCCCTATACTGTTCTTGTGATAGTGAGTGAGTTCTCACGAGATCTGATGGTTTCA 
CC-X006 chrX 87313680 + 5 chrX 87316230 + 0 DEL Xq21.31Tigger1|DNA|TcMar-Tigger|+|2345. . . . Xq21.31 . . . . . 26 17 109 0 0.7811111 0.3333333 1 0 1 chrX 87313538 252 chrX 87316338 TCTTATTTTTAAAAATTGCTACAAACACCTCAAACTTCAGTAACCACCACCCTGAGCAGTAAGCAGCCATCAATATCTAAGCAAGACCTTCCACCAGCAAAAAGATCATGACTTGCTGAAAGCTCAGATAATTGTTAGCATATGCAGCAGTAGTAGGAAGCACTGATTTTTTAATGTCCTTCTCTTGATAAAGCAATTTAACATCAGGAAGGTTTAGTTGTGTCCTTTTCTGTCATTTGATTATATGATACT 
CC-X006 chr9 122376931 + 4 chr9 122377902 + 1 DEL 9q33.1 . . . . . 9q33.1MIRc|SINE|MIR|+|68 . . . . 30 23 101 38 0.8314286 0.2857143 0.9414815 0.111111111 1 chr9 122376861 183 chr9 122378013 CAAGAAAAATGCTAATTGTTACTTTTATTGTTAAACCATCCTGGGTCCTTCCTTCTTCAACGTATTTACCAGGGCTTCTGCCTCAGGTCTGCCAGATACGCAGTGAATCACACTGATCCAGACTCAGTGGCATACAGCAATAAGAGCATGTGTATCTTGCATATCTGCAGGTCCATTGGGGAA 
CC-X006 chr10 64942360 + 14 chr10 64875547 + 19 INS 10q21.3 . JMJD1C IC22 IVS22 NM_032776.1 10q21.3 . . . . . 45 59 129 130 0.7616667 0.5 0.7011111 0.458333333 1 chr10 64942216 288 chr10 64875689 AGCTGAAATGTAAAAGGAAAGTGACAAAGATGGTAAAATATTTCTTATGAGGGTAGAACCAATAGGATGGAAAGGTTTAAAGGAGGCTTTCTTTCGAGAAAGAAAAAATCATCTTAGACTCTGCTTCTATTGTACAGAGAAAAAGTGTCAGCTTACTGAATAAAAAACTACCCTGAAATTCTGCTTTCCTTGGACTCTCCTCTATTGAACTTGGTTGAATAGAATGCCTGACTCCTGCCTAACTTGGCTTTGTTCACCCTGGCTCAGGCTGAAGCAACTGGACAAGTT 
CC-X006 chr10 78268036 + 1 chr10 133193380 + 4 DEL 10q22.3L1MC4|LINE|L1|-|766C10orf11 IC5 IVS5 NM_032024.3 10q26.3 . . . . . 22 29 35 44 0.9461538 0.1538462 0.7677778 0.5 1 chr10 78267922 240 chr10 133193504 ACCAGCTTTGATCACTTGGTTAAGGGGAAATCTGTCAGGTTTCTGAAAAGAGTTCCTGTTTTCCTTTGTATTTAATAAGTATCTTGTGGGGAGATATTTTGAGACTGTGTAAGTACCCTTTGACCTCAAAAAACTCGAGAGCTTGTGTTTGATGCAAGTTTCAATCTCCAACTAGGCTCATCTAGTCCCGTTATTATTATCTAATATTTTTAACGTGAAAAGAGGTCGTGTTATAAAGAA 
CC-X007 chr3 61172616 + 5 chr3 61138625 + 1 INS 3p14.2 . FHIT I5U3 IVS2 NM_002012.2 3p14.2AluSc8|SINE|Alu|+|300FHIT I5U3 IVS2 NM_002012.2 41 26 116 37 0.8661905 0.3571429 0.9966667 0.2 1 chr3 61172495 238 chr3 61138742 CTCTGAACTCTCTTCACCCACTCCTTACAAGCTGAATCCCTCCTCCTGTCCTTCTTTTCAGATCTTAACTTAAACGTCATTAACTCTGACCGCTCCAAATGAGGAGGCCTGCTATGTTTTGCTAACACGGTGAAATCCCATCTCTACTAAAAATACAAAAAATCAGCCGGGCGTGGTGACACGCACCTGTAGTCTCAACTACTCAGGAGGCTGAGGCAGGTGAATTGCTTGAACCTGG 
CC-X007 chr15 85462075 + 3 chr15 85462155 + 4 DEL 15q25.3 trf SLC28A1 IC8 IVS10 NM_004213.3 15q25.3 trf SLC28A1 IC8 IVS10 NM_004213.3 7 5 34 22 0.5933333 1 0 0 1 chr15 85461944 226 chr15 85462301 TGCTCCCCAAGCCCACACCCTTCCAGAGTCCCCTGTTCCCAGTGCCTCCACCTTCCCAGAATCCCCAGCTGCCAAGTTCCACACCTTTCTGGAATCCTTTGCTCCTGAGGCCCATACCTTCCCTGAATCCCCTGCTTCCAGGATCTTCACCCTCACAGAATCTAGTGCTGACCAAATGTCCTTTCCCAGGGTCTCCTGTCATGATACTAAAGAGAAATAGCACCAA 
CC-X007 chrX 80981662 + 4 chrX 81025828 + 7 DEL Xq21.1L1PA14|LINE|L1|+|3624 . . . . Xq21.1L1MA3|LINE|L1|-|583 . . . . 28 24 122 109 0.7333333 0.4 0.8193939 0.545454545 1 chrX 80981538 262 chrX 81025964 GGGAAAACGTAATTGGCACATGAAACAATGCATCAGAGTTTGTTAATAACATAATGGATCAATCATAAGAAAGAATTAGTGAGCTTGAAAACAGGCTCTTTGGAAATATACATTCAGAAGAGACAGCTTTGTCCATTCTTTAACTGGATTATTTGATTTTTCCTATCAGGTCGTTTGAGCTCTTTATATATTCTGGTTATTAACACCTTGTCAGATGGATAGCTTGCAAGCATTTTATCTCATTATGTGAGTTGTCTCTTCA 
CC-X007 chr4 7524472 + 6 chr4 7524717 + 0 DEL 4p16.1C-rich|Low_complexity|Low_complexity|+|241;CT-rich|Low_complexity|Low_complexity|+|172;trfSORCS2 IC2 IVS2 NM_020777.2 4p16.1CT-rich|Low_complexity|Low_complexity|+|169SORCS2 IC2 IVS2 NM_020777.2 8 16 76 0 0.56 1 0.7938889 0.916666667 1 chr4 7524326 223 chr4 7524792 TCTCCTGCCTCTTCCCCTTCCCCTTTTCCCTCCCTCCTCCTCCCTCCTTTTCTCCCTCCTTCTTTCCTCCTCCCTTTCTTCCCTCTTCTTCCTCCCTTTTCCCCCATCCTTCCCCTTCTCCCTTTTTCCCTCCTTCCTTCCTTTCTTCTCCTTCCTCCCACTCTTCCCTCTTTGTCACTCCCTCCCTCTTCCCTCCCTCCTCCCTCCTTCCTCCCCTTCTCTC 
CC-X007 chr2 213948934 + 5 chr2 213517046 + 2 INS 2q34MIRb|SINE|MIR|+|247IKZF2 IC2 IVS3 NM_016260.2 2q34 . . . . . 38 30 111 83 0.8015385 0.4615385 0.9569838 0.076923077 1 chr2 213948837 121 chr2 213517070 TTCAAGTACACCTGTCTAAACTACAGTAAAGTGAGCATATGATGTGGAATTCAACCACCTTGATTTTGCATCCCAAACCTGTCACTTACCAGCTGTATGCAAGCACGCTCTCTCTCTCTCTTCTATACTCTTTCAATGCTATGCTCAAAAAAGATTATGAACAGTCCAACCTTCCTGTCACTTTAATTCAAAAGATTAGGTTGCTGGAACATA 
CC-X007 chr10 122226598 + 0 chr10 122228748 + 6 DEL 10q26.12AluY|SINE|Alu|-|307PPAPDC1A IC1 IVS1 NM_001030059.1 10q26.12AluY|SINE|Alu|-|299PPAPDC1A IC1 IVS1 NM_001030059.1 15 6 0 44 0 0 0.7426667 0.8 1 chr10 122226555 189 chr10 122228892 TCCAAGAAAAAGAGATTGCCAGTATATAAGTATGTGTAGGTTTGTTTTTTTTTTGAGACGGAGTCTTGCTCTGTCGCCCAGGCTGGACTGCAGTGGCACAATCTCAGCTCACTGCAAGCTCCACCTCCCAGGTTCACACCATTCTCCTGCCTCAGCCTCCCAGGTAGCTGGGACTACAGGCGCCCGCCA 
CC-X008 chr7 126435384 + 1 chr7 126512918 + 3 DEL 7q31.33 . GRM8 IC5 IVS6 NM_001127323.1 7q31.33 . GRM8 IC5 IVS6 NM_001127323.1 24 22 79 83 0.8911111 0.4444444 0.8375 0.25 1 chr7 126435301 209 chr7 126513043 ACAAACTCTCAGGCATTAGGCGCAGAGTTGAAACAATCTAGCTCAGAAGCAAAGTGAAGTACCCATCACAGCTCCACTATCTCATATCCATCAGGCATATGTCATAGTTTCAGAGTAAGAAAAAGAAGATAACTTTTGTGAAATGTCTTTTTTTCCTATAAACACAATTACAAAGCACTCAACTTATACATAACATTTATTTTATATTA 
CC-X008 chr7 126435387 + 1 chr7 126512918 + 3 DEL 7q31.33 . GRM8 IC5 IVS6 NM_001127323.1 7q31.33 . GRM8 IC5 IVS6 NM_001127323.1 23 22 115 83 0.8911111 0.4444444 0.8375 0.25 1 chr7 126435301 209 chr7 126513043 ACAAACTCTCAGGCATTAGGCGCAGAGTTGAAACAATCTAGCTCAGAAGCAAAGTGAAGTACCCATCACAGCTCCACTATCTCATATCCATCAGGCATATGTCATAGTTTCAGAGTAAGAAAAAGAAGATAACTTTTGTGAAATGTCTTTTTTTCCTATAAACACAATTACAAAGCACTCAACTTATAAATAACATTTATTTTATATTA 
CC-X008 chr20 14541410 + 4 chr20 14902335 + 4 DEL 20p12.1 . MACROD2 IC4 IVS4 NM_080676.5 20p12.1 . MACROD2 IC5 IVS5 NM_080676.5 15 28 105 114 0.7085714 0.5714286 0.7502564 0.461538462 1 chr20 14541303 224 chr20 14902444 TACATGTTTTCTGCATCCTCCCATAGGTCTATGAACATAAGAGTTTATCATATTTTACCTATCCTGTTACCACTACCTGTGGACAGTGTTAATTGATTTCTAGGAAATATCTTAGCCATTAAAGGCTAAGATATATTTAGTGTCAGGGATAATTGTTTGGTATATTGTAACCAGAATGGAGCTGACAGAATGCCAATAGGTCTAGCAGAGTGACTCATAAAATA 
CC-X008 chr19 31597859 + 10 chr9 1504798 - 7 CTX 19q12 . . . . . 9p24.3 . . . . . 37 28 109 121 0.7522222 0.5 0.8810256 0.230769231 1 chr19 31597739 255 chr9 1504665 AGGAAATGAGGAAAGCAGAAACACTAGTTAGGTTTTTCTCTACTTGGAATGGAGAAACGGGACATAAATAATCATTTGCATTATACCTTATTTCTTTAAAAATTATATTTACAATTGTGCATGTCCCATTTGACTTAGTATTTGCTCAGGATCTTTAATTTTTCTTTTTCCACAGGTAGAATTCATATAGTATAACATTAACTGTTAAAAAAATACACTTCAATGCCATTTAATACATTCACAGTATTGTACAACA 
CC-X008 chr8 121113476 - 2 chr8 125956470 + 3 ITX 8q24.12L1PA15|LINE|L1|-|5099 . . . . 8q24.13L2a|LINE|L2|+|527LOC157381 R2 EX2 NR_027321.1 36 31 91 53 0.8794444 0.25 0.9438095 0.19047619 1 chr8 121113534 160 chr8 125956572 AATGAACAAAACCTCTGAGAAATGTGGTATTATGTAAAGAGACCAAACCTGTAACTCATCTGGTTTTCTTCTCATGCTTTGAACACCCCAAGTCTGTCTGCTTCAGGAGCTTCGTACTGGCTAATCATTCACCACAGCATACTCCCATCTATACGGCTGG 
CC-X008 chr1 55287567 + 6 chr1 55287870 + 2 DEL 1p32.3AluYa5|SINE|Alu|-|310;trfC1orf177 IC9 IVS9 NM_001110533.1 1p32.3AluYa5|SINE|Alu|-|310C1orf177 IC9 IVS9 NM_001110533.1 10 10 40 36 0.396 1 0.8986667 0.4 1 chr1 55287429 239 chr1 55287985 TTACTGAATTCACTTCTCAGTTCTAAGAGTTTTGATGGAGTCTTTAGGTTTTTATCTATATAAGATCATGTTGTCTGCAAGGAGGGACAATTTATAACTTCCTCATTTCTAATTTAGATGCCTCTTATTTCTTTCTTTTGTCTGACTGCTCTGGCTAGGACTTCCAGTACTGTGTTAAATAGGAGTGCTGATAGTGGGCATCCTTGTCTTGTTCCACTCTTATTTAACATAGTACTATA 
CC-X008 chr1 176085423 + 3 chr1 176091370 + 2 DEL 1q25.2AluJb|SINE|Alu|+|284RFWD2 IC9 IVS9 NM_022457.5 1q25.2 . RFWD2 IC8 IVS8 NM_022457.5 15 11 72 125 0.8816667 0.25 0.7961905 0.428571429 1 chr1 176085284 235 chr1 176091469 CAGACAGATCGCTTGAGTCCAGGAGTTTGAGACCAGCCTGGACAACACGGTGAAATCCATCTAGATCTACAGTAAGTACAAAAATTAGCTGGGCATGGTGGTGCACTTCCATAGGGCCAGCTACTTGAGAGGCTGAGGTAAAAATAAAAAACCTGGTCTGAACACATCTGACATCATGTTTTAACGCTGAAATATTAATGTGCTTGATGGGAAAGTCCCTCTTATTCTTCAATCA 
CC-X008 chr1 190837322 + 1 chr1 190837491 + 4 DEL 1q31.2L1MA9|LINE|L1|-|502 . . . . 1q31.2L1MA9|LINE|L1|-|502 . . . . 11 7 46 51 0.66 1 0.7906667 0.8 1 chr1 190837220 237 chr1 190837626 TTATTACTTTTTTTTTTTTTTTACTGTGTGGTGAGAACAAACTTTACTGTGTGATGAAAGTATGCCAGGCAGTGTTGTTAAATATACTCACCATGCTGTACATTTCACTTAGCATAATGTCATCCAGGTTCATCGATGTTTGCACACTCCAGGATTTCCTTCCTTCAATTTTGCATTGTGTATGCAGTGTTGGTATGTATGAGGGGATAAAAAGTCTGGTATATTTTATTACCATAT 
CC-X008 chr11 40172870 - 3 chr11 40162677 + 3 ITX 11p12 . LRRC4C I5U2 IVS5 NM_001258419.1 11p12MIR|SINE|MIR|+|90LRRC4C I5U2 IVS5 NM_001258419.1 30 22 120 46 1 0.1428571 0.8210256 0.307692308 1 chr11 40172970 237 chr11 40162815 AGTTCCAGTGAGGGTTACGTACTGGGTGTATGCATGCCACTGGGATAAGAATTGCTGTATAATTGGGCTCTGAATCTTTGTTACTTGTGTTTTCAAAGAGTCACATTTTCTCTGTGATCTAGTGTCCTGATCAGAACCACATCATAAGATTAAATTGGATAATGCATTATAATGATGGATAGGAAAGGGTTAAATAGAAAACTCAATTATTAAAGTCAAATGGGATGTTAAGAATCT 
CC-X008 chr6 57239090 + 0 chr6 57239390 + 5 DEL 6p11.2AluYg6|SINE|Alu|-|318;trf . . . . 6p11.2 . . . . . 36 28 0 44 0.9626667 0.2 0.7851282 0.461538462 1 chr6 57239047 189 chr6 57239534 GGCTATTGTTGGTGTATAGGAATGCTATTTATTTATTTATTTATTTATTTATTTATTTATTGAGACAGAATCTTGTTCTGTCGCCCAGGCTGGACTGCAGTGGCGCGATCTCAGCTCACTACAACCTCCACCTCCCAGGTTCAAGGGATCTTCCTGCCTCAGCCCACTGAGTAGCTGGGATTACAGGTG 
CC-X008 chr21 24800778 + 1 chr21 24800928 + 3 DEL 21q21.2 . . . . . 21q21.2 trf . . . . 5 4 40 64 0.4166667 1 0.8083333 0.25 4 chr21 24800676 229 chr21 24801052 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACCCACAAGTAATTTATTAGATTTTATTTTAAAAACTAAGAAGCAACTTAGTTAATAAGCTATGCCATGATACATAGCCCATCCATAACAAAATTATATTTAATAAATTATATAGCCCATCCATAATAAAATTATATTTAAGAAATGTGCAAATTCATTCATTTTGCAAATCAGATAAATTTTAGCCTCATGCCAAAT 
CC-X008 chr21 35057847 + 3 chr21 35161912 + 4 DEL 21q22.11 . ITSN1 I5U1 IVS1 NM_003024.2 21q22.11 . ITSN1 IC15 IVS16 NM_003024.2 20 21 129 130 0.8558361 0.5 0.7696296 0.444444444 1 chr21 35057715 262 chr21 35162043 TGAAAGGAAGAAAGAATTATTTCACCAAGAGTTGGCCTTGAAAGGAGTTAGATGTATTGGGTATATTTAGGAAGTACCCCTTCAACGCTGTAATAATATACCAACTTTTAAAGCTACCTCATAATAGCTCTTATGCAAAGTAATGTTTGTGAAAAGGAATCCTATGTATTGTTCAGGCGCATGCTACTTTATATTTCAAGTAATATTGTTTCACATAATACATGTATTTTTGAGTGTCTCTAAGACCAGATGAAGGAGAAAC 
CC-X008 chr16 85144041 - 1 chr16 85127583 + 3 ITX 16q24.1 . FAM92B C2 EX2 NM_198491.1 16q24.1 . KIAA0513 3U1E EX13E NM_014732.2 19 27 96 116 0.7418182 0.5454545 0.9009524 0.285714286 1 chr16 85144159 215 chr16 85127681 CAGCTCCTGTTTTCATAGCTATTGTCTGCTCTTGGCATGACCGGGGCCCTGCATCTCTGCCCAGAATGGCTGCTCAGGTCCCCGCCTCCACAGGGACAGCCAGGTGAGGGTGATGGAGACATTACCTTGTTGGTAGCCCCCAAGTGGCGTGCAGTGACACCAGTATCTTCTCTGTTGCATTTTTGCAATCTTGTGTCCCGCTCGGTGATGTTCTA 
CC-X008 chr18 3103136 + 4 chr18 3103002 + 1 INS 18p11.31 trf MYOM1 IC21 IVS22 NM_003803.3 18p11.31 trf MYOM1 IC21 IVS22 NM_003803.3 23 25 33 25 0.8573333 0.4 0.998 0.2 1 chr18 3102999 195 chr18 3103125 CCACATGCAATCAGTCATCAGGGAAGGATAGAGATGAAGAACCCAAAAGGAAATTGAATGGGAGAAAGTCCGCATGCAATCAGTCATCAGGGAAGGATAGAGATGAAGAACCCAAAAGGAAATTGAATGGGAGAAAGTCCGCATGCAATCAGTCATCAGGGAAGGATAGAGATGAAGAACCCAAAAGGAAAGTGAA 
CC-X008 chr3 11646573 + 1 chr3 11646759 + 4 DEL 3p25.3 trf VGLL4 IC1 IVS1 NM_001128219.1 3p25.3 trf VGLL4 IC1 IVS1 NM_001128219.1 6 6 15 77 0.4834437 1 0.5533333 1 1 chr3 11646437 213 chr3 11646895 AACTACAGGCCTTTCTGTCTTCTAATGCATCTCAGTCTCTGAGATGGAAACCCCGCAGGGCTGCTTTCCATCGCCCGCCACGCCCCCGCCCACCCCCAATCCTCCACAGCTCTGTGAATTCCATCTTCCAAAGCGCCATTCTCAGCATGTTGGCCCATCCTCACCCCCGATATCCAGTGACTTCAGACTTCTTCTGCATTCGAAACCCCAACTT 
CC-X008 chr3 59013639 + 3 chr18 55843297 + 1 CTX 3p14.2 . C3orf67 I5U1 IVS4 NM_198463.2 18q21.31Tigger15a|DNA|TcMar-Tigger|+|112NEDD4L IC2 IVS2 NM_001144967.2 30 17 107 76 0.7825 0.375 0.8552381 0.285714286 1 chr3 59013499 248 chr18 55843400 AGATGTCTGCCCCCAGGCTCTGAAACACCTAGCAAACCACACAGGGAAGCCACGGGCCTCCCAATGCCTTGATGATGCAGTTTGGAAGGTACCAAAAATAAAATAAATGTTAAAACCTGTTGTTTTACCTTCAAGTGAAACTTAGTTCAGTATACACTAAGTGAGCATGCAGGGAATATATGATCAGTTTACAAACATTTCCACATAAGCTTTTTTCTCTCTCCCACTCCAGTTTTGGTAAATAAAAG 
CC-X008 chr18 2201691 - 0 chr3 96178374 + 5 CTX 18p11.32 . . . . . 3q11.2L1MA4|LINE|L1|+|1186 . . . . 27 40 0 38 0.9419048 0.4285714 1 0 1 chr18 2201728 184 chr3 96178519 CCTATAGATATATCCCAGTGTCCACAAATCTAAACAATAACACATTAAAAAGATTATTCACCACGATCAAGTGGAATTCATGCCAGAAATGCAAGAATGTTTCAACATATGCAAATCAATAAATGTGACACATCATATAAACAGAACCAAGAACAAAAACTATTTGATAATTTCAATAGACGCT 
CC-X008 chr3 147685501 + 8 chr3 147685293 + 3 INS 3q24 . . . . . 3q24 . . . . . 34 36 87 85 0.8600177 0.25 0.8094555 0.416666667 1 chr3 147685364 227 chr3 147685387 GGTGCTAGTATTGGACTGGGAAAGTATAGGCAGTTTACTTTTGCTTTGTAGATGTCTATATTTTGGTTCATAACAGCAAGCATATTTTGATTTTAGAGCCTGGGGGAAAAATCTTCAAACAAGCTTTTAAAATTATGGATATTTTTTAAGTGAATATAGAGAAAGTGTGGAAGAATACACATCACTTCAACACTAGTTAATGCAGGTGCTAGTATTGGACTGGGAAAG 
CC-X008 chr12 69717070 + 5 chr12 69717143 + 3 DEL 12q15MER74B|LTR|ERVL|+|525. . . . 12q15MER74B|LTR|ERVL|+|525. . . . 22 15 60 52 0.8577778 0.3333333 0.94 0.214285714 1 chr12 69716926 283 chr12 69717281 GCCCATCCCTATAGTCCAGAGTCTGTGGAAATTATTCAAACTAGCAAATTTTAAACTATTTACTGTCTTGCTCCTTCCTTCTCATGGAAATCACAATAAAGTCTTTGAGCCATGCTTTCCTCCTGCTCCTATGCCTTCTAACTGATCTTCTTTCAATGACATTAGCCGCTCTCTGCAATCGCTCAGTCATCTCCAAAAGTGAAAATCCTACAAGTACAATCAAGACACATAGGCACTTTACATATGTAATCCCATCAAACTCTCACATCTTCTAGGAAACTGA 
CC-X008 chr2 141363330 + 6 chr2 195241076 + 3 DEL 2q22.1LTR65|LTR|ERV1|+|122LRP1B IC41 IVS41 NM_018557.2 2q32.3 . . . . . 22 21 101 91 0.7192593 0.4444444 0.62 0.666666667 1 chr2 141363209 259 chr2 195241212 CTGCCTGCCTGCCTGCCTCCGTTTCTTTCCTCCCTCCCTCCCTCCCTTTTTTCTTTCTTCCTTTTTTTGAGATTCGCCATAGTTTTTCTAGTATACGGTCTCTCTCATTGCAATAAGACAACGAGTGGCTAAAGATTAAATTACCTTTTGATTGAGATTCTTAGCCTTTTACTTTTAGCCTTGTATCTGTGGCAGTGCTTATGACTTCGCTGTTCGTGGGCTTATTGAGTATTTGGGCCTGGTTTCTTAAATGGATTGT 
CC-X008 chr19 10944637 - 2 chr2 175054766 + 3 CTX 19p13.2AluSx|SINE|Alu|+|279TMED1 IC3 IVS3 NM_006858.2 2q31.1L1MC4a|LINE|L1|+|919OLA1 IC3 IVS4 NM_013341.3 25 22 117 98 0.9005128 0.1538462 0.87 0.166666667 1 chr19 10944753 234 chr2 175054882 GCCAATTCTCCTGCCTCAGCCTCCTGAATAGCTGTGCCACCACGCCTGACTGACTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCGAACTCCAAATGCCAAAAGTAAGGTACTTCAGTGTACCTGGTAGGCTATTTTTCATTTAAGAAAGAGGAAAAAAATATTGAATTGCATTTGTTTATATTTGTATAAAGAAATTACAGAAAAATA 
CC-X008 chr2 177712930 - 3 chr2 177711905 + 5 ITX 2q31.1 . . . . . 2q31.1 . . . . . 58 63 113 98 0.9483333 0.21875 0.9373333 0.25 1 chr2 177713065 259 chr2 177712025 AAAATGGAGAAGAGAAAAAAGGAAAGGGAGTATCTTCTGATTGTATTTATTCCATGGGTTTTTCAACTCTAAGAAACCTGAGGCTAACAGTTTACAAAGAATTGAAAAAACCGTACAATGAGTCCAAAGCTTATTTGACTCTGTGGAGTCAAGCCTTTTCTAATTTCCTGTGTAGCCACCTTCAGTTCTGTGTATATCTTCCTATTTTAAATTACCAACAGGCCTCAAACATATTTGCCTGGTTTTGAAAGCAGCAGGA 
CC-X008 chr2 179034891 + 3 chr2 179040771 - 1 ITX 2q31.2 . . . . . 2q31.2L1M7|LINE|L1|-|579 . . . . 47 54 121 61 0.9633333 0.0454545 0.9823188 0.043478261 1 chr2 179034746 267 chr2 179040649 CAAATTATATGTATCTAACTATCATACACCTAAATAATGTATTGAATAAGGTAATCCTTATTGTTGAAACAAAGACTATAACGTCTCTTCAAAGTCCATTCATCTGTTCATTCCTGTTTTCCGTTTTATTTTCATAGATAATAGCATATAGACAAGCCATACTATAGGAAGCAGTCTGTCTCTATGGCAGAACCAGGGGAAAAACGCATTGTGAAAATTTTCTGCCTGTTTACTTTGGCTGAGGAGAACTGAAGGCTAAACAAAATT 
CC-X008 chr2 179039835 - 4 chr2 179038495 + 3 ITX 2q31.2L1M7|LINE|L1|-|639 . . . . 2q31.2L1M3c|LINE|L1|-|922 . . . . 53 66 128 85 0.96 0.1304348 0.906 0.2 1 chr2 179038623 273 chr2 179039979 GCTATAAGGAACACAAAAATTCAAGAAAACATGACATCATCAAAGGAACACAATAATTTTCTAGTAACTAACCTAAAATGAAGGAGATCTATGAATTTCCTGACAAAAAATTCAAAATAATTGTTTTAATTTCTACTTAATATATCCCTTTTTGTGATTTCAACGGGGCATATTTACCTACATATTCCTTCCCATTTGGCTTTTATTTCTGCAATGGTTACATTTTTTTTCTCTTCCCTTCCATATGCTCTATCAGCTTACATTTCATTTCTT 
CC-X008 chr2 179600128 + 10 chr2 179607954 - 2 ITX 2q31.2 . TTN IC49 IVS50 NM_001267550.1 2q31.2 . TTN IC46 IVS47 NM_001267550.1 57 34 126 83 0.7662366 0.3548387 0.9564444 0.133333333 1 chr2 179600029 218 chr2 179607832 GACAATTTAAAAGAACAAAAGTTAAGTGAACTTTGAAGAGGATTAAAAAAATAAAATCAAACAATGCCAGGACTTTCCCAAACCATAATGTTTGCTGAATTTCATTTACTATCCTTTTTATGGCTAATAATACCATGGCTTGAAGTAAAATATTTGCAAATAGTTCAACATAGTAGTGAGTAAGGGTATTTTAACTGTATTCACATTCACTCCCTTTACAGATATTTTGTGAGTTC 
CC-X008 chr9 1376831 - 4 chr9 1375038 + 3 ITX 9p24.3MIR|SINE|MIR|+|195 . . . . 9p24.3MLT1A0|LTR|ERVL-MaLR|+|352. . . . 19 35 113 82 0.9207018 0.2631579 0.4777778 0.666666667 1 chr9 1375181 281 chr9 1376967 CCAAAGCCTGGTAATTTTGTGTGATGTTGGCGTAAGTTACTCTCTTAAAAAATTGTTTTTCAATATCTTAGTTCTTTTGGTCTGCTATTGCAAATTACCATAGACTGGGTAGCTTGTAAATGACAGAAATTTGTTTCTCACAGTAAATACCAGCTCTGCTACTTACTGAGTAGTGTAGCTTGACAAATAGTTTAATCTCTCCAGATCTTGGTTTTATCATATAAAAATAAGGACAATAGTAAAGGCCTCATAAGGTTATATATAAATTAAATGAGTTAGTA 
CC-X008 chr10 9438172 + 0 chr10 9438229 + 8 DEL 10p14 . . . . . 10p14 trf . . . . 36 34 0 40 0.9733333 0.5 0.9563636 0.318181818 1 chr10 9438133 181 chr10 9438482 GTAGCAAGGGCTACAGAATCCTTGTGGCTGTACCAGCTGTCAAAGTTCTCCTGAGTCTGGTAGGTTCTGGGAGTCAGAAGAGATGAGGAAGTTACACAAAGCAGGTGCAACTATGAGTGGAGAGTCCCTTGCTGTAGCAACAAATTCCTGACCCCTGTCTTCTCCAAAGGACGTGTCTGCTA 
CC-X009 chr7 132635649 + 3 chr7 132636213 + 6 DEL 7q33 . CHCHD3 IC4 IVS4 NM_017812.2 7q33 . CHCHD3 IC4 IVS4 NM_017812.2 18 11 113 118 0.8483333 0.375 0.6342857 0.714285714 1 chr7 132635516 252 chr7 132636332 AGTAGGTTGCTATGTGGTTTCTTGATTTTATCAAAATTACATCCAAGGGAATGAAAACCATTTGTCTACATTTAAAATTCCTCATCTCTACAACTCAATATTTTTCCTTGATGCATTCTAAATGCCCTAGTAGATCCAGCCACTGTGGGAAACACATATACGAAGCCATATAACTACACTTTGGTCAGTGACAGACTGCATACTGAACGGTGACTGTGCATGGTTATACCATATAGCCTAGGTATGTAGGGT 
CC-X009 chr22 43292340 + 0 chr22 43292399 + 10 DEL 22q13.2L1ME1|LINE|L1|-|373PACSIN2 IC1 IVS2 NM_001184970.1 22q13.2L1M5|LINE|L1|-|58;L1ME1|LINE|L1|-|373;trfPACSIN2 IC1 IVS2 NM_001184970.1 48 33 0 87 0.8677778 0.6666667 0.995 0.3 1 chr22 43292254 234 chr22 43292546 GAATACACAGTATGCAGCCTGGCTTTTGAGACTGGCTTCTGTCACCCACCATAATGTTTCTGAGACTGATCCATGTTGCTATCTACGTCAGAAGGTCACTCTTTCTTACTGCTAAGTAGTATTCGACTGTGTAGGTATACCACTATCAGAAGTTCACTCTTTCTTACTGCTAAGTAGTATTCGATTGGGTAGTTATACCACTCTTTGGTTTATCCATATTCTTCCTGCTGAAGGT 
CC-X009 chr22 48810965 + 5 chr22 48811006 + 0 DEL 22q13.32 trf . . . . 22q13.32 . . . . . 23 23 32 0 0.795 1 0.8455556 0.75 1 chr22 48810822 176 chr22 48811037 AGGTTGGTGATCAGAACACAACACGCCCAGTAGATTCCTAGCTCAGATGTTCAGACATATACATGTGGGTCTCTTTTCCTCTTTGTGGGCCTCTTTTCCTCTTTGTGGGCCTCTTTTCCTCTTTGTGGGCCTCTTTTCCTCTTTTTGTCCTTTTTCATCAGGTCCCAAAACTGTCA 
CC-X009 chr22 49006394 + 15 chr22 49006459 + 0 DEL 22q13.32 trf FAM19A5 IC1 IVS1 NM_001082967.1 22q13.32 . FAM19A5 IC1 IVS1 NM_001082967.1 17 32 42 0 0.3866667 1 0.7738462 0.846153846 1 chr22 49006247 190 chr22 49006500 CACTGAGGAAGCGCCCTCAGGCACCCAGTGAACTGCGGACCTTCATGCTGGCTCCCGGGGTGGTGAGGGACCACAGAAGGCCCATCCCCAGCACGGAGGAGCAGAGGGGCAGGCTCGCAGGCAGCTCGGGACCACCTGGAGGGCTTTGGGCCGTGTTGAGCTGTCAGCGTTGGGCCGTGTGATTTCTGGG 
CC-X009 chr14 100486118 + 3 chr14 100636543 + 4 DEL 14q32.2 . . . . . 14q32.2HERVL74-int|LTR|ERVL|+|267. . . . 16 28 49 112 0.8828571 0.4285714 0.7090909 0.545454545 1 chr14 100485980 225 chr14 100636628 GGAATTTGTCTCTGACTAGGTCATGTTTGCATTTGAAGAATTCAGGTATGTTCTGGGCTTTCTACATCAGTCTGCTGCTGGCTTTTTGTTCTCGCTAGGTTTTTGCTGTGTAATGACAGCTTAGGCTCTGGCTGGTTCTATAGGCCCTCAGGGAGTGATGCTTATTATCTAAAGCCTAACTAATAAGGCAGTGATTGTCCCCATTGCTGCTCTGTTTAACAGTAT 
CC-X009 chr14 100486114 + 1 chr14 100636543 + 4 DEL 14q32.2 . . . . . 14q32.2HERVL74-int|LTR|ERVL|+|267. . . . 17 28 67 112 0.7090909 0.5454545 0.8975 0.375 1 chr14 100486007 198 chr14 100636628 TGCATTTGAAGAATTCAGGTATGTTCTGGGCTTTCTACATCAGTCTGCTGCTGGCTTTTTGTTCTCGCTAGGTTTTTGCTGTGTAATGACAGCTTAGGCTCTGGCTGGTTCTATAGGCCCTCAGGGAGTGATGCTTATTATCTAAAGCCTAACTAATAAGGCAGTGATTGTCCCCATTGCTGCTCTGTTTAACAGTAT 
CC-X009 chr19 8471056 + 5 chr19 8471180 + 0 DEL 19p13.2AluY|SINE|Alu|+|294MARCH2 PROM . NM_016496.4 19p13.2AluJo|SINE|Alu|-|294MARCH2 PROM . NM_016496.4 24 18 98 0 0.8188926 0.5 0.5965012 0.8 1 chr19 8470940 215 chr19 8471277 TCTACTAAAAATACAAAAAAAAATTAGCCAGGCATGGTAGCGGGCGCCTGTAGTTCCAGCTACTCGGGAGGCTGAGGCGGGAGAATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGGCATGATCTCACTACAACCTCCAACTCCCAGGCTCAAGCCATCCTCCCACCGCAGCCTCCCAAGTAGCTGGAACCACAGGCACACGCCACAACGCCTG 
CC-X009 chr1 84115573 + 5 chr1 84267283 + 4 DEL 1p31.1 . . . . . 1p31.1 . . . . . 21 25 90 112 0.8475 0.375 0.8906667 0.2 1 chr1 84115445 245 chr1 84267399 AAAGAAGGTTAAAGAGAAGGTTTAAAGAAAGGGTTTCCATGTGCAGGTAAGTGAGGATTGTTCCAGTAGCAAAGATATTTGTAAGCCTCCTATCAAAAGAAACTTCCTCCAACCTCTCAAAGCTCATATCACAAAACTTTAAGTTAGCCAAGACCCAGACTCTGCTGATGGAAAAATATGTTCCTGCATCCTTGCTCTGTAAATCCAGGCATGTTCTATATGCAATCTAGGCTTTTTAGTTTTGG 
CC-X009 chr11 23231291 + 1 chr11 23232963 + 3 DEL 11p14.3 . . . . . 11p14.3MLT1E2|LTR|ERVL-MaLR|-|542. . . . 20 21 73 96 0.9259259 0.1111111 0.892 0.2 1 chr11 23231205 234 chr11 23233100 TCCAAATTATTTTCACTTCTCAAACACAGTGGGACACTACTCTTATTACTTGATGAAACACATTTTTTTATTATGTCTGCTCTAAAAAAGAGCACAGTCTCACAGTGCTGGAGGTAACAAGTCTGGGCACCATGTAGCTCACTTGAGATTCTCTGCTCTGGGTTTCACTGGGCTGAAGTCAGCATCAGCATGGTTGATGAAGGCTCGAGAGAAGAATCTGTTTACAGGATTAAT 
CC-X009 chr11 131368922 + 4 chr11 131369462 + 4 DEL 11q25 . . . . . 11q25 L2a|LINE|L2|+|353 . . . . 23 26 127 91 0.8283333 0.25 0.5961905 0.571428571 1 chr11 131368830 225 chr11 131369595 CTATGCACCCTGCAGTGGCAGGAGGCTGGTGCTGGCACTGCCTTCTGGGGAGGCAGCATCACTTGGCCAAGCATCCCCCGGGACATTCTTTTCATTTTTTCCTGCTTTAAACACTAACCTGGCTTTCCCTTCTTCTTGAGGAAAAAAGTTCAAATATCCCTAACTCGTCCCCTGTGACTCCTCCAGTCTCATCTCACTCACTCCTCCCCTGCTAACAATTCTCCA 
CC-X009 chr17 78236263 + 9 chr17 25309452 + 3 INS 17q25.3LTR48|LTR|ERV1|-|59RNF213 I5U1 IVS1 NM_001256071.1 17q11.1 dup . . . . 56 34 121 94 0.8366667 0.4 0.7885714 0.476190476 1 chr17 78236150 256 chr17 25309593 AAAGAGAAGCCTGCAGAAGACAGATGATTGATGTTTTTATGGCATTGGGACAGGGGCTTGGGGCTGGAGAGGGGAGGTGTGCAGGGTTGTGTTGTTGTGCAGATAATCACTCAGCCGCCTATTGCAGCACGTGGCACATGGGCACTGCCTGAGCACCAGCTTTCCTCTCTTGCTGCCGTGATCTAGGGGTACAGGCATCCCAGGTGGGGCAACACTGGACTGGTGCTGTGGCTGGAGGAGAAAGGGAAGGCCAGTG 
CC-X009 chr17 40067805 + 1 chr17 25362670 + 6 INS 17q21.2AluJr|SINE|Alu|+|292ACLY IC2 IVS3 NM_001096.2 17q11.1L1P1|LINE|L1|+|816;dup. . . . 40 20 46 96 0.665 0.6666667 0.9207843 0.235294118 1 chr17 40067702 232 chr17 25362798 TACCCTTCCTAAACCATGTTTCACTTTAACTCTCTCATCTACGTGGTTGAAATTCATCACCAAGCTGGGAGAAGTTAATAATTGAATTTGGGCTTGGTGGCACACAGGATAGCATTAACAAAACAAACAGGGAGGGATAGCATTAGAAGATAGATACCTAATGTTAAATGATGAGTTAATGGGTGCAGCACACCAACATGGCACATGTATACGTATGTAACAGACCTACACG 
CC-X009 chr17 40067807 + 3 chr17 25362670 + 6 INS 17q21.2AluJr|SINE|Alu|+|292ACLY IC2 IVS3 NM_001096.2 17q11.1L1P1|LINE|L1|+|816;dup. . . . 40 20 72 96 0.665 0.6666667 0.9207843 0.235294118 1 chr17 40067707 227 chr17 25362798 TTCCTAAACCATGTTTCACTTTAACTCTCTCATCTACGTGGTTGAAATTCATCACCAAGCTGGGAGAAGTTAATAATTGAATTTGGGCTTGGTGGCACACAGGATAGCATTAACAAAACAAACAGGGAGGGATAGCATTAGAAGATAGATACCTAATGTTAAATGATGAGTTAATGGGTGCAGCACACCAACATGGCACATGTATACGTATGTAACAGACCTACACG 
CC-X009 chr17 25908513 + 4 chr17 25864605 + 2 INS 17q11.2 L2c|LINE|L2|+|440 KSR1 IC1 IVS4 NM_014238.1 17q11.2AluSq|SINE|Alu|+|310KSR1 I5U2 IVS2 NM_014238.1 37 43 110 98 0.7792593 0.3888889 0.9455556 0.083333333 1 chr17 25908370 271 chr17 25864733 TAAAGTTCTTAGCAAGACATTCAAGGCCCTTCCTGATCTGGCCCCACTAGGCTGACCCCCCCAGCTTCATCCCTTGCCTCTCCCCAGCTTGTCCTTACCTCTGACAGCACACAGAACTCTTCGTAGTGACCAGAAGGTGCCGTACTTGGGAGGCTGAGGTGGGAGATCGCTTGAACCCGGGAGGCGGAGGTTGCAATGAGCCGGGATCAGGCCACTGCACCCCAGCCTGGGCAACAAGAACGAAACTCCATCTCAAATAAATAAACAAACA 
CC-X009 chr17 25909301 + 3 chr17 26123777 + 3 DEL 17q11.2Tigger4a|DNA|TcMar-Tigger|-|229KSR1 IC1 IVS4 NM_014238.1 17q11.2 . NOS2 IC1 IVS2 NM_000625.4 30 22 99 127 0.8793333 0.2 0.5866667 0.666666667 1 chr17 25909165 248 chr17 26123891 AAGAGCCCTGCACGAGCCAGTTCCTCTCTGGGCTGTGCTTCCTCCTCTGTAAAACAGAGATCCAGGTTGAGTATCCCCTATTTGAAATGCTTAGAACAAGAAGTGTTTTAGAGTCTGGGTTTTTTTAGATTTTGGAGGTCAGCTGGCAGCGGCTGCAATGATGAGATGAAGAGAAGGAAGGGGCGAAGCCACTGCCCCTCTACAGCCCTTAGAATCTGGACATCTAGAGGCCATCAACTCTGTGTTCT 
CC-X009 chr17 32919852 - 1 chr17 25988443 + 5 ITX 17q12 . TMEM132E IC1 IVS1 NM_207313.1 17q11.2 dup . . . . 39 25 36 64 0.7433333 0.3333333 1 0 1 chr17 32919965 247 chr17 25988586 TTCAAAGACAAGAAATCAAAATTCCACTGGGAGGAAGGGTTTATCACAGGGCTTGCAGTTGGCTGAGAGAACAGTGGTGGAAAGAGCAACACCAGAGGTGGGAATGTGGGGAGGACAGCACAGATCAATGAAACCTGCAAATAATCCACAAGGCTTATTTCCCAGAGCTGGGAAATTTCCTTCCCTGCCAACACTTTTCCTGAAAGTTCTTAAGAATGAGTCAAACAGTTTAAGTCTCTCTTGCACT 
CC-X009 chr17 33228403 - 1 chr17 26108138 + 4 ITX 17q12 L1M5|LINE|L1|+|75 . . . . 17q11.2 . NOS2 C7 EX8 NM_000625.4 44 33 129 80 0.9122222 0.25 0.9038889 0.166666667 1 chr17 33228486 213 chr17 26108270 AAGTGGAAGGGCTGAGGTCAAATTTTGCTAAATTGCCTTCCATATACATTTTATCAATTTTCATCCCTACCAACAAAACATGAGCATTCCACACCCGGAAGTCGTGCTTGCCATCACTCCGCTGGGGGAACACGGTGATGGCCGACCTTCCCAGGACAGGAACAGTACTGTTTACCACCTAGCCCTGGTGGGGGCCCAGCCATCCTGCACTGG 
CC-X009 chr17 26111239 + 5 chr17 25865615 - 2 ITX 17q11.2 . NOS2 IC4 IVS5 NM_000625.4 17q11.2 . KSR1 I5U2 IVS2 NM_014238.1 24 43 98 115 0.7713333 0.5 0.9321212 0.136363636 1 chr17 26111123 226 chr17 25865505 CAAAGGGAGGGAGGGACTCAGTCAGAAAGGCTTTGAAACACACACACACACACACACACACACACTACCACCACCACCAACAACAACAACCTTGAGATTTCCAGTCAGCACCAAAGCTTCAGCGAGTGTGACATAATTGATCCGGAATGGGGTCCCTGCACAGCCATCATGATGATTCAGTCCCCACTTTCAGCTTCCCTTGAAGCTGGTTACCTGTGACAGTTTT 
CC-X009 chr17 31324302 + 3 chr17 66726750 - 3 ITX 17q11.2 . SPACA3 IC3 IVS3 NM_173847.3 17q24.2 . . . . . 28 66 61 128 0.8548148 0.5555556 0.8828205 0.230769231 1 chr17 66726683 212 chr17 31324157 CTTCTCTAAGAGTTTGGAGAAGAAAGTGATAACATGTGAGTTGGAGTGCTTTAAGAAATCTTTGAGAACCACTCCGGAAGCACAGGTACAACCCTATCCCTCTCCCCCTCCATCAGAAACAATCCTCCCTCCATTCCTATAGCCCTAAGGCAGTCTCCTATCTGGGACCCCAATTCAGACTGATGGAAGACCTACCCTCATCCCTTGTCCCA 
CC-X009 chr17 31669852 + 3 chr17 60030978 - 2 ITX 17q11.2 . ASIC2 IC1 IVS1 NM_001094.4 17q23.2MLT1D|LTR|ERVL-MaLR|+|477MED13 IC26 IVS26 NM_005121.2 44 28 42 70 0.9323077 0.1538462 0.9133333 0.2 1 chr17 31669705 251 chr17 60030872 GGAGGTCACCTTCCTTGATGCATGCAGCCTCATCGGATCACTTTTGCTTATCTGATGATGGCAGAGTTTCTGGCAAAGCTCAGATCTTCTCCACAGCTGCCCCTCCACACCTCCTCATTCATTCCAGATTGAGTTTGCCTTGGTGGTCCTAAGGGAAAATGTTTCCTTGCCTTTGTCAGTTTCTACAGGCTACTTGCATTCCTTGGCTCATGGTCCCTTCCTCTATCCTGGATGCCAGCAGTATAGTGTCA 
CC-X009 chr17 32941327 + 5 chr17 31669221 + 0 INS 17q12 . TMEM132E IC1 IVS1 NM_207313.1 17q11.2 . ASIC2 IC1 IVS1 NM_001094.4 52 24 117 0 0.8383333 0.3928571 1 0 1 chr17 32941275 170 chr17 31669337 CCTGCTGACAAATAAACCTCCTGACCCCTATTCCTACATCCCTGAGACCCCCAGGAGGCTCCTCATAAGGAAGTTAGCAAAGGGGAAGCAGCCACTTGTGAAATCCTTACTCATTGTTAGGGCTTTGAACTGCAAATTGGCTTTTTGTGGAGAGTCGAGTGTGTGTGTGT 
CC-X009 chr17 33051651 + 3 chr17 32944797 - 1 ITX 17q12 . . . . . 17q12 . TMEM132E IC1 IVS1 NM_207313.1 44 31 105 31 0.902381 0.2142857 1 0.090909091 1 chr17 33051531 236 chr17 32944679 TCAAGGGACCCAAGGTCCAGTCCCAGCTCTGGGTAGTCATTGCCCACCCCTGGGCCAGAGGAAGAAAGCTCTGTCAGTTTACAGTTCAAAGAGGAGAAAGTCTGCAAATCACTCTCGTTTTTAAAGAGGAAATCCTTAAAAAAATAAGAAAGAGCCCGTTTGGCTTTGGAGTCACATAAACTCTCAGTCAAATTTCAGCTCTGACATAGCTGTGTGTCCTTGGGCAAGTTACTTAA 
CC-X009 chr17 33252804 + 3 chr17 73755634 + 6 DEL 17q12AluSq|SINE|Alu|+|294 . . . . 17q25.1 . GALK1 IC5 IVS5 NM_000154.1 24 19 95 103 0.79 0.375 0.5248485 0.727272727 1 chr17 33252680 261 chr17 73755773 CTAAATAAATAAATACCCCAAACAAAATTTTTATGTTGTCACAGGTATGCAAAAGAATAAAGAGTGGCTGGGCGCAGTGGCTCACCACTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGTGGAAGGAGAGGGATTGCGCTTCTAGGGCAGGACTCTGGAGGAGGCAGGGTGAGCTGCTCCTATGCAGAAGGAGACCTGGAGGAGGGGCAAGGACAGGCTGGGGTGGGGAGGAGGGACCAACTTGTTCCAGTGTGAAAAC 
CC-X009 chr17 67822050 - 1 chr17 35884026 + 3 ITX 17q24.3AluSz|SINE|Alu|+|305 . . . . 17q12 . SYNRG IC19 IVS19 NM_007247.4 60 31 98 116 0.8835556 0.2 0.9172727 0.272727273 1 chr17 67822143 252 chr17 35884161 CCATGGCAATCCTGGCATTGCTACTTCACTTAGTAGTGGCTATCACCTTTTACTTGTTTTCTTTTCTTTCTTTCTTTTTTTTGAAATGGAGTCTACAATGGCTGCATATATCCATTTTGAGAACCAAAAACAAGAGCAGTGCCAGTGAAGAGTGAGACAACGGGAGGGTCGCCAATCTGGACTCAGGAAGTTCGATGTCGGGGCTCGAGACTGCACAGGCGCTGCACAATGTTTGCTAACACAGCCCATCGT 
CC-X009 chr17 79215390 - 6 chr17 36407834 + 3 ITX 17q25.3 . ENTHD2 PROM . NM_144679.2 17q12 dup LOC440434 IR1 IVS1 NR_036750.1 64 26 98 128 0.816 0.2666667 0.9036559 0.161290323 1 chr17 36407933 228 chr17 79215517 CCAGAGAAACTAAGTTTATCATTCAAGGCCAGAAATCAGGATATCCTAGCCAACCCCTGGCCTCTACTAACAAAATATTCATGTTGGAGATAACTAAATTAGGGCCTGAGTCTCCGAGAGGGGCCTGCGTAGAGCACCAGCAGCCAGTGCCCCTCCTGTGTGGGGTTGGTCGCCCCCTCGGCAGCCCAGGTACTTCACCGATGGCGCCTGCCCTCTCGTTCCCCCTCC 
CC-X009 chr17 36706520 + 7 chr17 29317984 - 1 ITX 17q12AluY|SINE|Alu|+|310SRCIN1 IC15 IVS15 NM_025248.2 17q11.2L1MC4a|LINE|L1|-|635RNF135 IC3 IVS3 NM_032322.3 40 28 111 49 0.7761111 0.4583333 0.9748718 0.076923077 1 chr17 36706374 258 chr17 29317871 CCTATGTCCTTCTCTGTAAAAGGGGAATAACTACCGTGTCTGCCTCCTGAGCTTGTTATACAATTATAAGGATGAGGCCAGGCGTGGTGGCTCAAGTCTGTAATCCCAGCACTTTGGGAGGCCAAGGTGGGCGGATCACGAGGTCAGTTATTGATTTTAGCATTATTTGTCATTGTAAACAATTGGAAACAATCACGTATTCATCTGCAGAGGATGGAGTAAATAAATGTTGGCATACCCAGATATTGGAATACTGAG 
CC-X009 chr17 58742226 + 3 chr17 36801676 + 3 INS 17q23.2AluSx|SINE|Alu|-|180PPM1D 3U1E EX6E NM_003620.3 17q12AluY|SINE|Alu|+|302 . . . . 14 29 66 117 0.9168889 0.2 0.7666667 0.5 1 chr17 58742086 279 chr17 36801813 TTAGGGATGCTTAACCTGGATTAACATTCTGTTGTGCCATGATCATGCTTTACAGTGAGTATATTTTATTTATTTATTATTTTGTTTGTTTGTTTGAGATGGAGTGTCACTCTGTCATCCAGGCTAGAGTGCAGTGGCGTGTGAGGCAGGTGGATCACCTGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTAAAACCTCGTCTCTACTGAAAATACAAAAAATTAGCGGGGCATGGTGGCGGGCGCCTGTAGTCCCAGCTACTCAGGAGGCTG 
CC-X009 chr17 37839224 + 3 chr17 29231462 + 1 INS 17q12AluSg|SINE|Alu|+|308PGAP3 IC3 IVS3 NM_033419.3 17q11.2 . TEFM C2 EX2 NM_024683.3 37 26 48 44 0.9969697 0.0909091 1 0.090909091 1 chr17 37839090 247 chr17 29231567 GGGAGGGTGAGGTGGGCGGATCACGAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATAGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACATGCCTGTAGTCCCAGCTGCTCAGCTGCGTTGTAGTGGATTTTTTCCGACAGCAGAAATTATGTAAGGCCCAGTACAGGGATGACCTCGACGGGGTCAGAAAGCATCTCCACCTCTCTAAAAGGAAAATTTAGCAA 
CC-X009 chr17 38694510 + 1 chr17 38498338 + 9 INS 17q21.2 . . . . . 17q21.2 . RARA IC1 IVS2 NM_000964.3 23 32 25 98 0.6927273 0.6363636 0.89 0.333333333 1 chr17 38694386 250 chr17 38498466 CTTGCCTCTCAGCTTCTGACTGTGGGTCCTGGGCACATTGGTAAACCGTTCTGGGCCTTGGTTTCCTCAACGTGACGTGGAATAGCAGCACCCACCGCTCATGGTAAATGGAATAGCTGCTCTGGACGGGGCGGGGCGGTGGAAAGGGGGTGGTGCCCGGAGGGGAGGGGGCGCGCAGAGCTGGGGTGGGGGGGCCGTGGCGCGTACCACCAGAGACCGAGCGAGTCGCCAGCGGCCCCCGGCCTGGCGG 
CC-X009 chr17 40067807 + 3 chr17 25362674 + 1 INS 17q21.2AluJr|SINE|Alu|+|292ACLY IC2 IVS3 NM_001096.2 17q11.1L1P1|LINE|L1|+|816;dup. . . . 40 21 72 98 0.9207843 0.2352941 0.665 0.666666667 1 chr17 40067707 173 chr17 25362744 TTCCTAAACCATGTTTCACTTTAACTCTCTCATCTACGTGGTTGAAATTCATCACCAAGCTGGGAGAAGTTAATAATTGAATTTGGGCTTGGTGGCACACAGGATAGCATTAACAAAACAAACAGGGAGGGATAGCATTAGAAGATAGATACCTAATGTTAAATGATGAGTTA 
CC-X009 chr17 41401057 - 0 chr17 41379304 + 5 ITX 17q21.31LTR13|LTR|ERVK|-|1043 . . . . 17q21.31AluSx|SINE|Alu|-|286TMEM106A-AS1 IR2 IVS2 NR_047479.1 501 25 0 124 0.7446154 0.4615385 0.9906313 0.03030303 1 chr17 41401180 266 chr17 41379443 CAGTGCCTGGGAAGGCCCTGGTTACTTAGCAGGCCTTGGTCTAGCGGTGGCCCCAGTGCCTGGGAAGGCACCCGTTACTTAGCAGACCCGGAAAGGGAATCTCCCTCTCTCCAGGAGAGAGAGAGTGTGAGCCACTGTGCCCGGCTGGGAGCAAGACTGGAGCAAGACTCCATCTCAAAAAAATAAAATAAAATAAATAAGTGAATTAATTAATTAAAGGCCAGGCATGGTGGTTCACACTTGTCAACATTTTGGGAGGCTGAGGT 
CC-X009 chr17 49017582 + 8 chr17 59789878 + 5 DEL 17q21.33 . LOC100506609 IR1 IVS1 XR_109406.1 17q23.2 . BRIP1 IC16 IVS17 NM_032043.2 23 20 120 121 0.6444444 0.5833333 0.6748148 0.444444444 1 chr17 49017444 275 chr17 59790014 GTACAGGAGAGGAGGAGGGGGAGAAGGGGGTGAGGGAAGAGAGGCCAGGGGACAGGACAGAAGACAAGGAGAGGGAGGAGGAGGGGAGAGTCCAGAGGTGAGGGGAGGTAGGAAGAGGCTGGTGTCCTGAGCTGTGTCCCTGTTTCTATGAATTATCCAAATGCCTTACAGCTTCACTAGGAAATAAATAATTACATGGTGAAGTTAATTAAAATTTCATAGAGAATATAAAATATTAATTTGTGGGCCGAATGTGGTGGCTCACGCCTGTAATT 
CC-X009 chr17 69736793 + 3 chr17 65147138 + 5 INS 17q24.3MLT1K|LTR|ERVL-MaLR|-|289. . . . 17q24.2 . HELZ IC15 IVS18 NM_014877.3 54 24 111 110 0.7212121 0.4545455 0.9580952 0.142857143 1 chr17 69736671 234 chr17 65147249 CCACTCCATTGAAGGAACTGAAGACAAGGGACTGATTCCAGATCATTCTCCTCTTTCATTCCTCATAAAGTCCACCTGGTTAACGGTTGTAGTTAAGATCCATTTGATTGCAACTGATAGAAAGACTGTGTCTTGAGTCAGCATACCAGGTTCAAGGTCCAACTGACAGAGGTACTGGGAAGTATTCAAGGTAACAACCACCACTCGATGTTTAAGAATATCTTCTTTCTGGGG 
CC-X009 chr17 79005516 - 4 chr17 65523881 + 3 ITX 17q25.3 . BAIAP2-AS1 R2E EX2E NR_026857.1 17q24.2AluJr|SINE|Alu|+|274PITPNC1 IC1 IVS1 NM_012417.3 26 25 52 80 0.8585185 0.2222222 0.9514317 0.214285714 1 chr17 65524004 241 chr17 79005633 GCTGGGACTACAGAAGTGTGCCACCACACCCAGTTAATTTTTATTTTTTTACTTTTGTACAGACATGGTCTCATTATGTTAGTTTCCAACTCCTGGCCTTAAGCAATTCTCCCACTTTGGCCTCATGTGACGTTGAGATGAAGCCACTTACATAACGCGACTAAAAATAAGCTGATGAAGGCTGCACACTTACACTCTCTGCCTCCAGCCCTCCTCTCCCCAGCGGCCCATCGTGCTGGCT 
CC-X009 chr17 36794272 - 0 chr17 65544128 + 5 ITX 17q12AluJr|SINE|Alu|+|315 . . . . 17q24.2MER20|DNA|hAT-Charlie|-|240PITPNC1 IC2 IVS2 NM_012417.3 32 37 0 126 0.7968889 0.3333333 0.8728992 0.333333333 1 chr17 36794397 268 chr17 65544269 AGGATCCTCCCACCTCAGCCTCTTGCGTAGCTGGGATTACAAGTGCATGCCATCACGCCTACCTATTTTTATTTTTAGTTTTTTGTAGAGATGAGGTTCTCACTATGTTGCTTGGGCTGGTCTTGATCTCTCTGCTCAGTAGATGCCAGTAGCACTGCCCACCCCACCTCGCCTCTGTTGAGACAACCGAAAATGTCCAGACATTGCCAGGTGTCTCCTGCAGGAGGCAAAATCTCCCTCTAGTGAGAACTCCTGTTCTAGGGTGACC 
CC-X009 chr17 65550131 + 3 chr17 80041096 + 2 DEL 17q24.2 . PITPNC1 IC4 IVS4 NM_012417.3 17q25.3 . FASN C31 EX32 NM_004104.4 32 11 118 106 0.9125926 0.1111111 0.82 0.666666667 1 chr17 65550006 244 chr17 80041214 TTTGTTGGTGATAGTTCACTATAATAAAAGAACAGTTTCTAGCAACGTGATATTAAAGAGATGATGGTAGTTATTGATGGAAGGTGGGGCTTTTACTCATGGACTGTGTCCTGATTCCTTGTTGGAATGTGCTTCCCTTGGGCCATGTAGCGGAAGGCGTCCTCCACCTGGGCCCCATGGAACACCGTGCACTTGAGGGGCCGTACCACCCCATCCCGGATGCCGGCCTGCACAAGCGCCCACA 
CC-X009 chr17 66483599 - 9 chr17 65613257 + 13 ITX 17q24.2 . . . . . 17q24.2 . PITPNC1 IC5 IVS5 NM_012417.3 76 45 122 99 0.9298039 0.1176471 0.8749206 0.285714286 1 chr17 66483743 276 chr17 65613391 TCTTGAACTCCAGTCCTCAAGCAATCCTCCCGCCTTGGCCCCCCAAAGTGCAGGGATTATAGGTGAACCACCGCGCCCGACCCCAAACCACTTTTCCAATAAGTCAATAATGAATGAATGAATACAGAAAAATTATTAGCACAGGGAAGGCCAGCTTTTCTGGCTACAGGGACGGTCTTAATCTGAAGAATGGAAGAAAGAGGTCCTTTAAAAACCAGAGAGTTGGCTGGGCACAGTGGCTCATGCCTGTAATCCCAGCACTTCGGGAGGCCGAGG 
CC-X009 chr17 66346494 + 4 chr17 66647831 - 2 ITX 17q24.2 . ARSG IC3 IVS4 NM_014960.4 17q24.2 . . . . . 81 52 42 88 1 0 0.9592593 0.166666667 1 chr17 66346367 238 chr17 66647713 CTTGCTTCTGTTAGGAAGGGTGCTTATAGAGAGGGCCAAAAACGATTTGGAGGGGCAGGAGTTGAAGCTGAAAACACAGCTCTCCCTACTCCTGGGCCTGGAATTTGAGGCTAATGAGAAATAGCAATACCTTTCATGAAACTTACATTTTAATTCTAAAGAATTTGGGGTGCTCACTTTTCTCATTTAATCTTAACTTTTTTTATTGTGAAACATAAAGCACAGAGGGAAAAGTGAA 



CC-X009 chr17 66517909 + 16 chr17 69851459 - 14 ITX 17q24.2 . PRKAR1A IC1 IVS2 NM_212472.1 17q24.3 . . . . . 76 31 124 99 0.7092982 0.5 0.7133333 0.642857143 1 chr17 66517777 267 chr17 69851318 AATGAGTTTTCTAAAAACCATATTTTAAAAAGTAGGTTACATATTCACATATTTCAAAGTTGTGCAGGTACAAAGGGGCATAATAATGAAAGGTCTCCCTCCCACGCCATTGCTTTTCTTGAATGCTCCCAATTTTGCCCAGTAATTGATTCCATCTGACTGAGGCGTTTCAGCCTCCACTGTGACTGTCATTTGGGTAGCTGGGAAGCGAAAGCCTGTAATTACAGTCATGCAACCCTGTTATCAGAGCCTGGGGAGGGCTTTCCTCT 
CC-X009 chr17 66728544 + 4 chr17 68010799 + 1 DEL 17q24.2LTR8A|LTR|ERV1|+|699 . . . . 17q24.3 . . . . . 66 22 92 130 0.9392593 0.1851852 0.7580952 0.428571429 1 chr17 66728408 228 chr17 68010890 AAAATTATAACAGTGAAATGGGAGGGGGGAGATCTGATCTAGCTAACCTCCTTCTTGCCTTTAGCCTTCAAGCTGCCTTAATTATTCCTGGGCTTAGGCTGGGTAACTTTGGGACACATTTAGTTTAAATGATAATTTAAAATATATAAACTATGTGACGATCTTAAACAATATGTGCATTTTTTCAGAAAGTGAACTTTGTATTATTAATATAAGAAACTCTATGTC 
CC-X009 chr17 68077249 + 3 chr17 68855601 + 1 DEL 17q24.3 . KCNJ16 I5U5 IVS1 NM_001270422.1 17q24.3AluSg7|SINE|Alu|-|287 . . . . 71 46 84 68 0.9362667 0.12 0.882 0.3 1 chr17 68077171 163 chr17 68855686 TTGTAATATGTTATTGAGTTCTATTTGTTTATTTTATTGAGAAAGTAAAATCCTTCCCAGACTTGCAACCAAAATTTGGCATGAGCCACCATGCCTGGCCTCCATCAATACCTTTAAAGGAACCATATGATTTATTCATAGCATAAGTTTTGAGAGAAATTGG 
CC-X009 chr17 69851459 + 14 chr17 66517903 - 1 ITX 17q24.3 . . . . . 17q24.2 . PRKAR1A IC1 IVS2 NM_212472.1 31 78 99 102 0.7133333 0.6428571 0.7092982 0.5 1 chr17 69851316 243 chr17 66517803 AGAGGAAAGCCCTCCCCAGGCTCTGATAACAGGGTTGCATGACTGTAATTACAGGCTTTCGCTTCCCAGCTACCCAAATGACAGTCACAGTGGAGGCTGAAACGCCTCAGTCAGATGGAATCAATTACTGGGCAAAATTGGGAGCATTCAAGAAAAGCAATGGCGTGGGAGGGAGACCTTTCATTATTATGCCCCTTTGTACCTGCACAACTTTGAAATATGTGAATATGTAACCTACTTTTT 
CC-X009 chr17 78574700 + 9 chr17 78574768 + 0 DEL 17q25.3MLT1G3|LTR|ERVL-MaLR|+|551;trfRPTOR IC1 IVS1 NM_020761.2 17q25.3MLT1G3|LTR|ERVL-MaLR|+|551RPTOR IC1 IVS1 NM_020761.2 30 25 48 0 1 0.1111111 0.9676923 0.307692308 1 chr17 78574556 193 chr17 78574815 TGTCAGGTTCATTTTGCATGTGGGAGGATGTGACGTGTGGTGGCCAGAGGATGGACAGTGGCAGATCGTATTTTCCAGAGATGACCGCAGCAGCATCTCCCGCCACACGTGCCCTCTCTGCAGTGTAACTGTGAAACGCCTCCCATTGAGAGGCGAAGTTGCTGTTCTTTCCCTTGGATCTGGATGGGCTGTG 
CC-X009 chr17 79015524 - 2 chr17 79009879 + 4 ITX 17q25.3AluSp|SINE|Alu|-|310BAIAP2 IC1 IVS1 NM_006340.2 17q25.3 . BAIAP2 IC1 IVS1 NM_006340.2 26 35 85 101 0.8747619 0.3571429 0.7926667 0.3 1 chr17 79015662 276 chr17 79010015 CAGTGGCTCATGCCTGTAATCCCAGCACTTTGGGAGCCCGAGGTGGGTGGATCACCTGAGGTTGGGAGTTCGAGACCAGCCTGACGAACATGGAAAAATCCCACCTCTACTAAATATAAAATTAGCCAGGCGTGGTGGCAGCACCGCTGGAAGCCTCCCCTGCCGCCCCCTCCCCAGTCGTTTTTGTGGCTGGGATACCGACAAACAGGCCCTTGGTTTTCTCTTTCTTCAGCATCCGTTCTCGGTCTAGACCCCCACGCCTGAGCCCGGCAGCTG 
CC-X009 chr17 79015528 - 1 chr17 79009879 + 4 ITX 17q25.3AluSp|SINE|Alu|-|310BAIAP2 IC1 IVS1 NM_006340.2 17q25.3 . BAIAP2 IC1 IVS1 NM_006340.2 26 35 102 101 0.8747619 0.3571429 0.7926667 0.3 1 chr17 79015624 238 chr17 79010015 CGAGGTGGGTGGATCACCTGAGGTTGGGAGTTCGAGACCAGCCTGACGAACATGGAAAAATCCCACCTCTACTAAATATAAAATTAGCCAGGCGTGGTGGCAGCACCGCTGGAAGCCTCCCCTGCCGCCCCCTCCCCAGTCGTTTTTGTGGCTGGGATACCGACAAACAGGCCCTTGGTTTTCTCTTTCTTCAGCATCCGTTCTCGGTCTAGACCCCCACGCCTGAGCCCGGCAGCTG 
CC-X009 chr17 79009685 + 3 chr17 66540154 + 1 INS 17q25.3 . BAIAP2 IC1 IVS1 NM_006340.2 17q24.2 . FAM20A IC4 IVS4 NM_017565.3 24 75 96 78 0.8208333 0.375 0.9701587 0.142857143 1 chr17 79009586 196 chr17 66540251 GGTGGCACCGTGGGGCTCCTCCAGGCGCGGTTGCGCGAGCCTCGGGCACTTCATTCTCAACAGGCTTTCCCTTCCCACAACTCCTGCCCGGCGCCCATGCAGTTGAGAGGGAAGAAATAGACATTCTTCTGCAGGTATAAACAGAAGAGAGGGGAATGGTTAGCAGAACCAGAGGTAGTGCAGATCCAGATGTCCA 
CC-X009 chr17 67004817 - 1 chr17 79044326 + 4 ITX 17q24.2 . ABCA9 IC22 IVS23 NM_080283.3 17q25.3 . BAIAP2 IC3 IVS3 NM_006340.2 45 35 58 101 0.9482051 0.1538462 0.9439394 0.181818182 1 chr17 67004922 234 chr17 79044458 TGATGAAAAATATGACTTACGGCAAGACAATAAGAATAGTGCAACATTTTAAAGGCAGTCTTGCCGATTCCAACCTAAACAGTTTTTAAATGAAATCAACTAGAGGCACAGGGAGGGTTGCTGCAGAGGGGTTCCTAGTGGACGCGGGGGCAGGAGAAGGCCCTGGCGTGCCTGTCCCGCTGCAGCTGTGGGAGCTGGGCTTGGCCAGGTCGCTCAACCCGTGGGGAGAAGGTG 
CC-X009 chr21 46448089 + 5 chr21 46448734 + 0 DEL 21q22.3 trf . . . . 21q22.3 . . . . . 5 21 58 0 0.5933333 1 0.8983333 0.375 1 chr21 46447944 204 chr21 46448791 CCCAGAAGCCCCTGGGGGCCATAGGGTCCTGAGGAGTGACCGTCTGTCTGGGGGTCACAGCGTCCTGCGGAGGGACCGTCTGTCTGGGGGTCACAGGGTCCTGCGGAGGGACCATCTGTCTGGGGGTCACAGGGTCCTGTGGAGGGGCCGCCTGCCTCTTCTGGCTTCTGGAGGTGCCTGGGGCTCCTTGGCTTGTGGCCACAC 
CC-X009 chr16 4518823 + 0 chr16 4520323 + 5 DEL 16p13.3L1PA16|LINE|L1|+|201NMRAL1 IC2 IVS3 NM_020677.3 16p13.3AluSp|SINE|Alu|+|302;trfNMRAL1 IC1 IVS2 NM_020677.3 21 30 0 117 0.8184615 0.3076923 1 0 1 chr16 4518707 244 chr16 4520449 AAGAAAGGGTCAAGGCTAATAACAAGTTTGGATGGGTACACGTGGACGTGAAGGCAACAACAGACACTGGGAACCACGGGAGGGAGGGAGGCAAGGGTTGAAAACCTACCTACTGGGTAGCTAGGCGTGGTGGCACATGCCTGTAATCCCAGCTACTCGAGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGCAGAGGTTGCGGTGAGCCGAGATCGCGCCAGTGCACTCCAGCCTGGGC 
CC-X009 chr3 166414200 + 4 chr3 166504185 + 2 DEL 3q26.1 . . . . . 3q26.1L1MC1|LINE|L1|+|1047 . . . . 22 18 129 42 0.6011111 0.5 1 0 1 chr3 166414063 273 chr3 166504319 AGCAATGTTACCTAGTAAGAATGCTGACTCAGTTAAAAACTGTAAAGCTCTCACATGTAGAGCTAGGAAGAGATTTTTCATGATGTAGAAATTTCCTTTTATAAAAACCTGACATCTATTCTGACTATAAAGTTTATTAACTGTGGAGACAAAAAAAAGATCAGTGGTTGTCAGGGGTTAGGGTAAAAGAGGTATACATAAATAGAGCAGAAAGTATGTTTTGGGCAGTGAAATTACTCTATATGATATTATACTGGTAGATTCATGTCATTA 
CC-X009 chr12 121163540 + 5 chr12 121235885 + 4 DEL 12q24.31 . ACADS PROM . NM_000017.2 12q24.31 . SPPL3 IC2 IVS2 NM_139015.4 18 28 126 78 0.6753333 0.5 0.8642424 0.272727273 1 chr12 121163460 228 chr12 121236029 ACGAATGTGGGCACGAACAGCCAGCTGACCGACCGCGCGCGCAGTCGAGCGTCGGTTCATCGCCTTGGGAGGGACCACTGGCGCTGGAGGGCAGCCCCAGTGGGTGACAGCTCCCCAGCAGGACCAAAACACAGCGACTTTTAGATGTGGTGGACTCCCTGAAACATGGTTAAGACTCCTCTTCTGAAATATGGTCAGGTGTCTGATGTGTTGGCTTTCCTGGGGGTT 
CC-X009 chr2 200218839 + 4 chr2 200220215 + 3 DEL 2q33.1AluSz|SINE|Alu|+|304SATB2 IC5 IVS7 NM_015265.3 2q33.1 . SATB2 IC5 IVS7 NM_015265.3 20 9 75 115 0.8894444 0.1666667 0.6283333 0.5 1 chr2 200218725 260 chr2 200220359 ACATTCACAACAGAAAATATTCTGATAAAGGCAACACGCTTACTTATTAAAGAGACAGTAAAAACACAACTGCTGGCCCGGCATGTTGGCTCATGCCTGCAATCCCAGCACTTTGAGTATAGTTTCTGAAGGTTTTTGAGCAAAAGGTGAAGCACCTGATTGGCACAGATGCCTGCCAATAATAGCAAGGTGGCATAGGAAAGGTAGAAAGAAAAGCAAACTGAAATTTCAAAGGCCTGGGTTATAACTAGATGAGAGAT 
CC-X003 chr7 40874515 + 3 chr7 33225341 - 1 ITX 7p14.1 . C7orf10 IC14 IVS14 NM_001193311.1 7p14.3 . BBS9 IC4 IVS5 NM_198428.2 45 31 83 27 0.8966667 0.25 0.8866667 0.166666667 1 chr7 40874430 190 chr7 33225237 AACAAGAAAGATTCAAGCCTGTAACAAGTGTTTTGACAGGATAGTATTCGGGGTCTTCTCCACCCTGCTCTTCTAGGAGGCTATGGCCATATGAAATAGAGGAAAGTAGAAAACAAGGATTTTTAGGTTTCTTTTTTAAATAACATCAACTCCAGGGAAGCTTTCCAATTAAAAGAATCACCCACTCACTACTGGAAAGGTGCACACT 
CC-X003 chr7 61510628 + 0 chr7 61510802 + 7 DEL 7q11.1ALR/Alpha|Satellite|centr|+|1853;trf. . . . 7q11.1ALR/Alpha|Satellite|centr|+|1853;trf. . . . 57 35 0 44 0.9945816 0.2727273 0.9290586 0.333333333 1 chr7 61510585 190 chr7 61510947 CTTCACATAAAGGCTAGACAGAATGTATTTGGGAAACTGCTTTGGATGTGTGCATTCATCTCACAGAGTTGAACCTTTCTTTTGATTGAGAAGTTTGGAAACAGTCTGTTTGTAGAATTTGCAAAGGGTAATTTTGAGCAGTTTGAGGCCTATGGTGTAAAAGGAAATATCTTCACACAAAAACTAGACA 
CC-X003 chr7 98708566 + 5 chr9 139759229 - 0 CTX 7q22.1L1MC4a|LINE|L1|+|623SMURF1 IC1 IVS1 NM_020429.2 9q34.3AluSg4|SINE|Alu|-|292EDF1 IC1 IVS1 NM_003792.2 32 53 125 0 0.8174359 0.3846154 0.9521569 0.058823529 1 chr7 98708447 242 chr9 139759108 CAGCAACACAGTACTGACTGAGTAAATTCTGGTAAATACACAGCCATGAAAAAGGATGAGAGCGGTCCCCAGGAAAATAGTACATGACAAAAACAATACACAAGTGGTAGACATAGGGTGGTGGCAGGAGCCTGTAATCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATTGCTTGAACTCGGAGGGCGAAGGTTGCAGTGAGCCGAGATCGTGTCACTGCATTCCAGCCTGGGCAACAGAGTGA 
CC-X003 chr7 98903642 + 2 chr7 98983205 + 5 DEL 7q22.1 . . . . . 7q22.1 . ARPC1B I5U1 IVS1 NM_005720.3 39 41 88 119 0.8977778 0.1904762 0.9466667 0.181818182 1 chr7 98903515 243 chr7 98983319 CAAGACACTGTGTAAGAATGAGCGTCGCCTCAAAGAGCTGGTCTTCCAGACAGAGGAGGACCACAAGACCAATCAGCGCATGCAGGCGCTGGTGGAGAAGCTTCAGAACAAGCTGAAGGTCTACAAGACTCTAAACTGAGGGGCCTCCCTGGTGTGAGGCCTGTGAGGATCATCTGGGGCCTGGTATGGGTGAAGTCAGGGGCAAGGTTGGGGCTGACGTGGATTCTCTCTTCCTCTCTCGGG 
CC-X003 chr7 107059385 + 3 chr7 107049289 - 1 ITX 7q22.3AluSx|SINE|Alu|-|247COG5 IC6 IVS6 NM_006348.3 7q22.3 . COG5 IC7 IVS7 NM_006348.3 24 32 110 24 0.7690909 0.5454545 0.997193 0.210526316 1 chr7 107059313 170 chr7 107049189 GGGTTCAAGCGATTCTGCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGAGCATGCCACCATGTCCGGCTACCTCCATGTCAGGAAACTGCCCACTGGTGTTTTATATAACCTTCATTGCATTTGATAGCTTCAGAGCCATATTTCCTCTGACAAGATCTAGATCAGCAAAATAGATGTCCCCAGTTCTGCCT 
CC-X003 chr7 135026693 + 2 chr7 135011646 + 3 INS 7q33 . . . . . 7q33 . . . . . 34 39 91 103 0.8895833 0.1875 0.9241667 0.125 1 chr7 135026550 235 chr7 135011738 AACAAATTGGGAGGCAGAAGTGGAAGGATTGCTTGAGCCCAGGAGTCTGAGGCTTCAGTGAGCTATGATTATGCCACTGCACTCCAGCCTGGAGTGAGACCCCATCTCTAATATATATGTATATTGTGCACAGCTACTAAATTAACTGTTTCTGCTAACCCTTCAGCTTGTCTCTGTCTCTCCATTTCCAAGGTCTTTTACTGGACAAGCAGGGCCCAGGTAAGAATATCCAGGT 
CC-X003 chr7 157223282 + 0 chr7 157223343 + 6 DEL 7q36.3(TCCA)n|Simple_repeat|Simple_repeat|+|768;trf. . . . 7q36.3(TCCA)n|Simple_repeat|Simple_repeat|+|768;trf. . . . 15 15 0 36 0 0 0.8986667 0.4 1 chr7 157223247 174 chr7 157223481 CCCACCCATCCACCCATCCATCCACCTACCCATCCATCTGTCCATCTGTCTATCCGTTTGTTCATCCATTCGTCCATCCTTCCATCTGTCCATCTGTCTGCCCATCTGCCTGTCCCTCCCATTCATTCATCTGTGTGTCCATTGCTGGCACGCTGGGGACAGAGAGCTTTATACA 
CC-X003 chr19 4778977 + 1 chr19 8421197 + 4 DEL 19p13.3AluY|SINE|Alu|+|309 . . . . 19p13.2L1MC4|LINE|L1|+|170 . . . . 22 36 31 48 0.9973333 0.1 1 0.090909091 1 chr19 4778859 252 chr19 8421328 TATGTAGAAAATATTACAGAATCTACAAAAGATTGCAGGCTCCAAGAACAATATAAAACATTAATTATATTTGTATATACTAGTAACAATCTTTCAGAAATTGAAATTAGGCCAGGCATAACGTGCTACAAAAAACCGGTGTGTACATCTCGAAAATATCAGTGTTTGGCCAGGCATAGTGGCTTATGCCTGTTGTCCCAGCTACTCAGGAGGCTGAGGTGGGAGGATCACTTGAGCCCAGGAGGTTGAGGC 
CC-X003 chr19 13693317 + 3 chr19 13693434 + 2 DEL 19p13.2AluJr|SINE|Alu|+|281 . . . . 19p13.2AluSz|SINE|Alu|-|312 . . . . 23 12 54 64 0.86 0.4117647 0.7175 0.875 1 chr19 13693178 252 chr19 13693552 GCCTGGACAACATAGAAAGACCCCTGTCTCCACAAAAAAAAATTTAATTAGCTAGTGTGGTGGTGTCCACCTGTAGTCTCAGCTACTCAGAAGGCTGAGGCAGGAGGATCACCCGAGCCCAGGAGTTCAAGGCTGCAGTGGTGCAGTCTTGACTCACTGCAACCTCTGCCTCCTGGGTTCAAGGGATTCTCCTGCTGTAGCCTCCCGAGTAGCTGGGATTACAGGTGTGCACCACCATGCCCAGCTAATTTT 
CC-X003 chr19 19468115 + 3 chr19 19628016 + 1 DEL 19p13.11 . MAU2 3U1E EX19E NM_015329.3 19p13.11 . NDUFA13 IC1 IVS1 NM_015965.6 33 19 55 59 0.8939394 0.1818182 0.726673 0.714285714 1 chr19 19467986 227 chr19 19628106 ACCCCCTTCCTCACTGGCCACCACCTGACATCAGCACCAGTGACAGGCTGGTCAGAGGGCGGGGCTGGTGAGGGTTTGTCCTAAGAGGACCACCGCCATCTCTGGGTCTCCAGGGGGAGAGCCTGGCCCTTAGATTACTTTTAAACGTAATCTAAGAGTGAATACATACATTTCTTTTTTTTTTTTTAAGACGGTATGGTTCTGTTGCCTGGGCTGGAGTGATTTCT 
CC-X003 chr19 24595035 + 5 chr19 24596063 + 0 DEL 19p11ALR/Alpha|Satellite|centr|+|2740;trf. . . . 19p11ALR/Alpha|Satellite|centr|+|2740;trf. . . . 28 32 48 0 0.9551515 0.0909091 0.9343725 0.692307692 1 chr19 24594904 179 chr19 24596110 AAACGAAATATCTTCACATAAAAACTACACAGAAGTATTCAGAGAAACTTCTTTGTATGTGTGCATTCATCTCACAAATTTAAACCTTTCTTTTGATAGAGCAGTTTTGAAACTCTCTTTTTGTAGAATCTGCTAGTGGATATTTGGAGCTCGTTGAGGCCTATTGTGAAAAAGTAAAT 
CC-X003 chr8 2215577 + 8 chr8 2216191 + 0 DEL 8p23.2 trf . . . . 8p23.2 . . . . . 22 55 85 0 0.8054545 0.6363636 0.9874074 0.037037037 11 chr8 2215479 198 chr8 2216275 AGGTGTGACGAGGATCTACCAGGTAAAGCGCCTCCAGAAGGCAGCAGAGGGCTTGCTGTAGGTCTGGGGGAGTAATGCGATTTAACTCATGGGGTATTGGGAGGATTTACCAGCATCTCCGGAATGCAGCTAAGTGCTTCCTCTATGGGTGGAAAAGTAATGTGACCTCATTCATAAGTTATTGCAAAAATTTACCAG 
CC-X003 chr1 28083528 + 0 chr1 28083777 + 5 DEL 1p35.3AluJb|SINE|Alu|+|303FAM76A IC8 IVS8 NM_001143912.1 1p35.3AluSz6|SINE|Alu|-|176;trfFAM76A IC8 IVS8 NM_001143912.1 20 17 0 98 0.605641 0.7692308 1 0 1 chr1 28083431 243 chr1 28083921 TTGATGGTGTGCACCTATGGTCCCAGCTACTTGGGAGGCTAAGGTGGGAGGATCACCTTAGCCTGGGAGGTCAAGGCTGTGGTGAGCAGTGATCATACCACTGCAACCTCTGACTCCTGGGTTTAAGTGATTCTTGTGCCTCAGCCTCCTGAATAGCTAGCTGGGACTACAGGCGTGCACCACCACACCTGGCTGATTTTTGTTTTTGTTTTTGATTGAGACAGGGTCTTGCTCTGTCACCCA 
CC-X003 chr1 36094179 + 0 chr1 36094243 + 7 DEL 1p34.3 . PSMB2 IC3 IVS3 NM_002794.4 1p34.3AT_rich|Low_complexity|Low_complexity|+|19PSMB2 IC3 IVS3 NM_002794.4 14 11 0 61 0.6111111 1 0.5320088 1 1 chr1 36094121 205 chr1 36094386 TTCCTTTCTCAAGGAGGAGGAAGAAAAGACCACTTGGTGACAATGACTTTCTTGGAAGTCATTTTTTTAAAGAAAAGACTACTGATCTTTCACCCAGGACAAAACAATGTATGTAAATTTGCCTCCTCCTCTCAATCCTACATGTCTCTAGCTTCTCTTCAAACTTCATGATCCCTCAGATTGTACAAGCCCTTGGTCAAAGCTA 
CC-X003 chr1 37424248 + 4 chr1 37425721 + 5 DEL 1p34.3 trf GRIK3 IC1 IVS1 NM_000831.3 1p34.3 trf GRIK3 IC1 IVS1 NM_000831.3 5 8 15 44 0.6044444 1 0 0 1 chr1 37424106 202 chr1 37425850 TGAGTCTGTGCCCCATAAGCCTGTGTGTCCCGTGAGCCTGTGTGCCCTGTGAGTCTGTGCCCTGTGACTCTGTGCCCTGTGAGCCTATGTGTCCTGTGAACCTGTGTGCCCTGTGAGCCTGTGTGCCCTGTGAGTCTGTGCCCCCGAGCCTCTGTGACCCATGAGCCTGTGTGCCCTGTGAGCCTGTGACCCATGAGTCTGT 
CC-X003 chr1 38432811 + 4 chr6 28863899 - 1 CTX 1p34.3AluSz|SINE|Alu|+|289SF3A3 IC15 IVS15 NM_006802.2 6p22.1 . . . . . 23 29 74 46 0.652 1 0.7266667 0.5 1 chr1 38432672 215 chr6 28863796 AGCACTTTGGGAGGCCAACATGGGTGGATCACTTGAGGTCAGGAGTTCGTCACCTCAACCAGCCTGGCCAACATGATGAAAGCCCATCTCTACTAAAAATAGAAAAATTAGACCGGGCGCGGTGGCTCACGCCTGTAATCCTAGCACTTTGGGAGGCCGAGACGGGTGGATCACGAGGTCAGGAGATCGAGACCATTCTGGCTAACACGGTGAAA 
CC-X003 chr1 53594099 + 6 chr1 53594951 + 0 DEL 1p32.3AluJr4|SINE|Alu|+|303SLC1A7 IC2 IVS2 NM_006671.4 1p32.3MIRb|SINE|MIR|-|179SLC1A7 IC2 IVS2 NM_006671.4 25 25 112 0 0.7683333 0.3333333 0.9684848 0.181818182 1 chr1 53593960 252 chr1 53595062 AACATAGTGAGAGCCCCATGTCTACCCAAAATTTAAAAAATTAGCTGGGCATGGTGGCGTGTGCCTGTAGTCCCAGCTAATTGGGAGGCTAAGTCGGGAGGATCGATTGAGCCCTGGAGTTGAAAGTTACAGTGAGCTGTAATAACCTCGTGAAGGAGGTATTCTTCCCACTTTATAGATAAGGACACTGAGGCTCAGATGCTAAAAGGCTTGTTTACATTTGCACATCTAGAGGGTGACTCCAAAGCCCTG 
CC-X003 chr1 62933601 + 6 chr1 62942810 + 2 DEL 1p31.3L1PB1|LINE|L1|+|436DOCK7 IC47 IVS47 NM_033407.2 1p31.3 . DOCK7 IC43 IVS43 NM_033407.2 39 34 129 109 0.7695833 0.375 0.862963 0.222222222 1 chr1 62933491 240 chr1 62942940 CAATATCCCTGATGAACATAGAAGCAAAAATCTTTAACAAAATTCTAACTAACCAAATCCAACAGCATAGCAAAAAGATAGTCCACCATGATCAAGTGAGTTTCATGTCAGAGAAAGGTTGGAAAGAATAACTATAACAGAAAATACTAGTTAGCCCAGTAAATATAAAACGCAATCATTTATGGTGAAAATTAAGAAATTATAAAGGTTAAAGGAAGTGTTTTTAAGGTGTGATTTCAG 
CC-X003 chr1 81404772 + 8 chr1 81410964 + 0 DEL 1p31.1(T)n|Simple_repeat|Simple_repeat|+|40;trf. . . . 1p31.1MSTD|LTR|ERVL-MaLR|-|88. . . . 10 41 103 0 0.428 1 0.7755556 0.611111111 8 chr1 81404639 241 chr1 81411066 CGAGTGAGCAAGAGGGAGCCAACTTCATCCTTTTATAAGGAATACACTGAGATAACAAACCCAATCCATAATGGCATTAATCCATTAATGATGACAGAGCCTTCATGGCCTAGTCACCCCTTAAAAGTCTCACTTCTTAATAACATACCAATGGGGATTAAGTTTCCAATGCATGGTTTTGGAAGGACACATTCAAACCATAGCACAACATATTAATTATGAGATACAACTCGAGCACTGC 
CC-X003 chr1 97700804 + 1 chr1 97728339 + 6 DEL 1p21.3 . DPYD IC18 IVS18 NM_000110.3 1p21.3 . DPYD IC18 IVS18 NM_000110.3 34 35 17 116 0.8027451 0.3529412 0.9736842 0.157894737 1 chr1 97700672 273 chr1 97728482 TCTGTTTAAGATGTATATACATATGTAGTGTATAAATGTTATGTTTTAAAGCATGTTAATTTGTTAATGGATGTTTATTTATTTTAAGGACTTTGATACCAATATTGAATTTAGACATGTTATACAAGTAGGTTCATTCTGGATCCATGCTGGGAGAGAAAACAATGAATGTTACACTTCATTTATAATTTCCACTGTGAACATGATAAGGGCTAGTATATTCTCAAATCAAATTAATCCACAATTCTAGCATTTAAGATACAGTGCAAATCC 
CC-X003 chr11 8802048 + 0 chr11 8946759 + 5 DEL 11p15.4 L2a|LINE|L2|-|606 ST5 I5U1 IVS4 NM_005418.3 11p15.4 . C11orf16 IC4 IVS5 NM_020643.2 17 32 0 113 0.8133333 0.2857143 0.932381 0.142857143 1 chr11 8801936 256 chr11 8946901 AGATTACTTCCAAATAAAGGATCAAGAACACTTTACAGAGAGGGTGACCCTTGTGCTAGGCCTGGAAGATCAAATGGCAAAAGAATACAGGGGTATTCCTACACAGATAGAACTATTAAATAGGGATGCAACCTTAGCACAAAGATCAGTTCATCCTTCTGCTCCTTTGGGCCTCATAGCTGAAATGGAAACCTGCTATTTCCCTCTTGCCACAGCCTCCTCTTCAGCATGACCAGACTCCCAAGGATTACTGCAG 
CC-X003 chr11 46724472 + 3 chr11 46724861 + 3 DEL 11p11.2 . ZNF408 IC3 IVS3 NM_024741.2 11p11.2MER110A|LTR|ERV1|-|338ZNF408 IC4 IVS4 NM_024741.2 29 37 94 61 0.8837037 0.2222222 0.9052381 0.285714286 1 chr11 46724338 277 chr11 46725004 GTTCCTTTGAGGTTTTCTGTTGTGGTTTGGGATGGAACCCGGTGCTGACTGTCATTTCCTATTCAGTGCTCTTTTGCAGTGAATGTTCCAAAGGCACGGCGTCCTTTAGGACCCAGACTGCTTGGGGACTGGGGCAGAGTTTATGGCTCATTGCGGTAAGGAAGGACACTATAGAGTCTTAGTAGCTTTTCAAAATCTGTTTTAAGGTGGATCTTTCAACATGGGATAGGAGGGTGGGGCTTGATTAGTATTGGGTAAGGATTATGATTGAATAGCT 
CC-X003 chr11 54894998 + 5 chr11 54899836 + 0 DEL 11q11ALR/Alpha|Satellite|centr|+|1796;trf. . . . 11q11ALR/Alpha|Satellite|centr|+|1855;trf. . . . 30 33 82 0 0.9115152 0.1818182 1 0 1 chr11 54894853 228 chr11 54899917 TCTCACAGAGGTGAACGTTTCTTTTAATTGAGCAGTTTGGAAACAGTCTTTTTGTAGAATCTGTAAAGGGATATTTGTGAGTGGTTTGAGGCCTATGGTGCAAAAGGAAATATCTTCTCATAAAAACTAGACAGAAGCTTTCTGAGAAACTTCTACATGATGAGTGATTTCATTGCACACAGTTGAACCGTACATTTTATTGAGCAAGTTGGAAACCGTTTTTTGTAA 
CC-X003 chr2 73524302 + 0 chr6 11099550 + 17 CTX 2p13.1 L2c|LINE|L2|-|86 EGR4 PROM . NM_001965.3 6p24.2AluSc|SINE|Alu|-|290C6orf228 IC1 IVS1 NM_001135575.1 35 49 0 128 0.6610526 0.6842105 1 0 1 chr2 73524175 265 chr6 11099686 TATTTCCATGGGAAAAGGTGCAAAGGAGAATCACTTTCTAGACAAGCACTGAACAAACATTTGCTGAATGAATTAATGAATGAAGAAATTCATTCATCAAATATTCATTGAGCACAGCCCAGTGCCAGGGCGCCCGCCACCACACCCGGCTGGTTTTTGTATTTTTAGTAGCGATGGGGTTTCACCATGTTGGCCAGGATGGTCTCAATCTCCTGACCTCGTGATCCACCCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGTG 
CC-X003 chr2 73524134 - 0 chr6 11102802 + 9 CTX 2p13.1(TG)n|Simple_repeat|Simple_repeat|+|35;trfEGR4 PROM . NM_001965.3 6p24.2MER57E1|LTR|ERV1|-|290ERVFRD-1 3U1E EX2E NM_207582.2 41 88 0 114 0.8806667 0.225 0.9884211 0.105263158 1 chr2 73524247 259 chr6 11102946 ATTCATTCAGCAAATGTTTGTTCAGTGCTTGTCTAGAAAGTGATTCTCCTTTGCACCTTTTCCCATGGAAATAGAAAATTCGCTCTCACCTTCCCCAAGATCACACATACACACACAGAGGTACAAGGGGGAAAATTTTATAAGGTTCCCACAGAAGCAAGACAAAGAAAATACTTGGTTAAAGTTGAAAGGACCTAGTTAGAGGTTAGATGGTGGTTTCTAATTGGTTAAGCTTGTTTGGCTGTTTACACTGAGTCGG 
CC-X003 chr6 12099289 - 2 chr6 11229992 + 9 ITX 6p24.1 . HIVEP1 IC2 IVS3 NM_002114.2 6p24.2 . NEDD9 IC1 IVS2 NM_001142393.1 77 119 122 127 0.8754167 0.2083333 0.9669333 0.08 1 chr6 12099422 259 chr6 11230123 AAAAAACTCAGTGACATTTCCCTCTGGCTCCTGCTCCTTCACAGTGGGCTGGACTCCCAAAGCGTCTGCTCCTCGGGCTCCTGCAGTACACCTCCCACCGCAGATCAGGCCATGCATGAATGTTACTACATACAGGGAAATAAAGACAGATTAGATAAGTGCTAACCAGAAATGTCTGTCCGGAGTAATAGCTTACATTCCACAGTTCTCAGGATTACTGCAAGTACCTTGCTGCCTGGCCTGAAGCTATGTATATTAA 
CC-X003 chr6 11260550 + 4 chr6 12254792 + 2 DEL 6p24.2 . NEDD9 IC1 IVS2 NM_001142393.1 6p24.1 . . . . . 87 65 126 53 0.9362745 0.1764706 0.9428571 0.19047619 1 chr6 11260441 236 chr6 12254912 GTATACAGACAAAAATAAACAGAGTAGAGAATGTACATTGAGAAGCTCCCGGAAGGCCTTGCAAACCTCTGTCCTAGCACACCAAAGATTTCCTGTGATTAAGAACACTCTGGCCTTAATATTAAATGAGAAATATTATTTAAAAAGAAGTAAGAATGCAACCTGAGAATTTGGAAAAGAGAAAAATAAGCCAAAAGAAATCATCAGAAGGATTTGACCAAGATTAAAAGAAAATA 
CC-X003 chr6 11399529 + 6 chr6 12107876 - 10 ITX 6p24.2L1MA4|LINE|L1|+|543 . . . . 6p24.1LTR12C|LTR|ERV1|-|1487HIVEP1 IC2 IVS3 NM_002114.2 76 100 81 124 0.8849399 0.4074074 0.8574359 0.256410256 1 chr6 12107749 269 chr6 11399387 CTGCGGACCCTCACGGTGAGTGTTACAGTTCTTAAAGGCATGTGTCCACAGTTTGTTCCTTCTGATGTTCGGATGTGTTCGGAGTTTCTGCCTTCTGGTGGGTTCGTGGTCTCGCTGGCTCAGGAGTGTCAGATGGACAGTTTGCAAATATCTTTTCCTATTCTGTAGGCTGTCTGTACACTCTACTGATTGTTGCCTTTGCTGTACAGAACGTTTTTGCTTGATGTAATCCCATTTGTCTATTTTTGCTTAGATTGCCTTTGCTTTTG 
CC-X003 chr6 12268626 + 6 chr6 13123509 + 8 DEL 6p24.1L1M1|LINE|L1|-|3646 . . . . 6p24.1 . PHACTR1 IC3 IVS5 NM_030948.2 97 77 121 113 0.9284848 0.1590909 0.8358025 0.296296296 1 chr6 12268486 277 chr6 13123648 GCGATTCCTCTGATGGATCTGGGCAAAGTGAATGGAAAGCCTTCTGGAAAGGATTAACCATTCTAGATGCAGAATAATCCCATTTAACTACTTTTTCTTTTGTTGCCTATGCTTTTGAGGTCTGAAAAATCCTTGCCCAGATTTAGTAGTGGGAACATTTTAAAGGTTTTGAGGGAATCTCCAAATCTGTATATTCTTACAGTGAGGAGCAGAGTTAGCATTGAATGGGGCTGTCATGGAAGTATAAATGAAGGACAAGAAGGAGAGCAAGGAGCTT 
CC-X003 chr6 12983134 + 2 chr6 12962780 + 3 INS 6p24.1 . PHACTR1 IC2 IVS4 NM_030948.2 6p24.1 . PHACTR1 IC2 IVS4 NM_030948.2 64 67 63 105 0.9449383 0.1111111 0.9771429 0.095238095 1 chr6 12983009 257 chr6 12962910 CTGTTTCTATCACTTTTAGAGCCTCTGTTTGCTCATCCATCCAGTGGATAAGTTCCTGACTCTCAAAAAAATGCTCTACTTTTCTAGCTATAACTAATGAGATGTATATTCACAATAACTATGCAACCTGGTAGACCTGGGCCAAGCTTCCAGAGAAGCTTGACTCTCTAGAGTATATTAATCTCAAGGGAAAGGGAGGACCTTGTTTTATTGACTTCCACCTGGGCATTCTGTCAAAGCACTGGTAGATTGTACCT 
CC-X003 chr6 53156599 + 3 chr6 53151010 + 3 INS 6p12.1 . ELOVL5 C2 EX3 NM_001242828.1 6p12.1L1ME3C|LINE|L1|+|123ELOVL5 IC3 IVS4 NM_001242828.1 30 40 98 63 0.9646154 0.2307692 0.9014286 0.214285714 1 chr6 53156454 252 chr6 53151118 TTGCTTGCCCAGTTGTCTCTACACCCCAAGCGGCCACCTTTCCTCATTTAGGAATACAATTTAGGACAGCAATATGAGTGCATTTATGTGAAAGGAAGACTGTGTTAACCTTTGACTTACCTCACAGAACATATACAGAGACAGCATAAGGAGATATGTCTAAGAAGATTCTTGGCACACTGTTAATTGAACAACTTGCATAAACCCACATAGCTGGGCACAGTGGCTCACACCTGTAATCCTAGCACTTTG 
CC-X003 chr21 45064355 + 5 chr5 131755750 + 3 CTX 21q22.3 . HSF2BP IC2 IVS3 NM_007031.1 5q31.1 . C5orf56 IR2 IVS2 NR_045116.1 47 33 94 126 0.9582222 0.1333333 0.8794444 0.25 1 chr21 45064216 259 chr5 131755868 TTAAAGTGCTCACAATCCATTTTCAGCTGCTCTAATTCTTGCTCTTTCCTTTCCAGGTCTAGGAGAAAGACATAAAATTAATCAAGATATTTCAAGTCACTAATCTCTCCCTAAGCATCTATTTTGCCCAGTCTTGACTTCGGTTTATTTACAAAAACAACAAACAATAGCAGTGAAACCAGAATTATTCCTGCAATGTTTCAGAGAGTATGAGGGACAAGGGCGCATCCTCTGCATTGTAAGTGTGACTTCCCTTCCC 
CC-X003 chr16 2156100 + 7 chr16 2150441 + 0 INS 16p13.3 dup PKD1 C19 EX19 NM_001009944.2 16p13.3 dup PKD1 C27 EX27 NM_001009944.2 47 41 126 0 0.8554545 0.7272727 0.9994872 0.076923077 1 chr16 2155970 257 chr16 2150566 AGCCTGTGAGCCCCGTTGCGCTGCCGTTGGGCTCTGGGAGGGTGATGGCCAAAGACCTACGAGCAGAGGGGGGTGGTGAGCAGGTGGCAGTCTCGGGGGCGCCCTCCCACGGCCTGGCTCACCTGTTGAGGCTGTGCGGGGTGGCGATCCGGAAGATGTCCAGGCTGTTGCGGTGGAAGGCTCTGTCGCCGTCCAGGTGCCGGTGGCCGCTCCGGCTGTCCACCCCATACAGCATGATGCCCACGTGGGCCGTGGTA 
CC-X003 chr16 83890118 + 7 chr16 83891542 + 1 DEL 16q23.3 . . . . . 16q23.3L3|LINE|CR1|-|363 . . . . 26 30 130 61 0.7897436 0.3846154 0.92 0.2 1 chr16 83889978 271 chr16 83891673 TCTGGCCTGATAATATGGAACAAGGGTTCGTCTTATACAAGAAGTGGATGCAAGCCGCAGATCCACCCTATGTTGCCACGAAGCCACTGGCCCCCACACTCACAGAGCTGTGACAGGTGTGCGTGCGCGACAGCTCATAGGGAAGTATTATGAGACTACTTCTTAGCATTCACACTCTTTTGATTTACTCCAGCAGGTCTCCAACTTGCCTTTCCACCTGCTAAGATTTTTTGAATCTTAATTCTGCCATCCAGAGTAAGAGCCCTCTCTT 
CC-X003 chr18 9746180 + 9 chr15 71354434 - 0 CTX 18p11.22L1MB5|LINE|L1|+|3150;trfRAB31 IC1 IVS1 NM_006868.3 15q23L1MA5|LINE|L1|-|1267 . . . . 34 34 33 0 0.8823623 1 0.996 0.1 1 chr18 9746034 180 chr15 71354402 AAACAACTACTAGAACTAATACATTCAGTGAAGTCACAGGATACAAGTTAAACATGCAAAAATAAGTTGTGTGTTTTTACACCAGCAGTGAACAATTTGAAATTACCAAAATGATTCCATTTATAATAGCATTTAGAAGTATAACATACCTAGGAATACATTTAACCAAAGAGGTGAAAA 
CC-X003 chr18 34650511 + 33 chr18 34472008 + 46 INS 18q12.2L1MDa|LINE|L1|-|1147KIAA1328 IC7 IVS7 NM_020776.1 18q12.2 . KIAA1328 IC5 IVS5 NM_020776.1 70 92 126 122 0.5666667 0.7291667 0.6030631 0.837837838 1 chr18 34650370 280 chr18 34472145 GAAATCTCCAAGTACAATTGTGATATATCTATTTTTCCTATTAGTTCTATTAGTATTTGTTTTAAATATTTATACTTCTGTTCTTTGCTGCTTATGCATTAAGTTTGCTATGTCTTCTTGGTAGATCGACCATCTTTTCACTCTGGAGCTATCCAAAGCTTTGTATTTAACTATATATCTCATCCCTGCATAGGAGCCAGACTACCATGATTTGTCACCATCATCTGTTAGACTTTTAACAAGGATAGGAACCATACTGCAGGAAGCTGTATCATAGATC 
CC-X003 chr18 34645274 + 6 chr18 34472072 + 10 INS 18q12.2 . KIAA1328 IC6 IVS6 NM_020776.1 18q12.2 . KIAA1328 IC5 IVS5 NM_020776.1 131 121 104 104 0.6568627 0.6941176 0.9422599 0.169491525 1 chr18 34645144 235 chr18 34472177 TTCAATACACAGAAGATTTTTTGGATTTGTTTGAATAGAAATAGAAAATGGCAAGAAAGTACAGTGTTAACATAAGTGGGCCTTGAATGAAAGCCTGAGGGAAGAGGAAGTGTTAGTGGAAGCTGTCAGATGATTTGTCACCATCATCTGTTAGACTTTTAACAAGGATAGGAACCATACTGCAGGAAGCTGTATCATAGATCTCGGTGGAGTGGTATGTCAGGAGAGGTAGAAA 
CC-X003 chr18 34476123 + 5 chr18 34647355 + 3 DEL 18q12.2 . KIAA1328 IC5 IVS5 NM_020776.1 18q12.2 . KIAA1328 C7 EX7 NM_020776.1 134 135 116 130 0.9562626 0.1212121 0.9565333 0.12 1 chr18 34475992 258 chr18 34647482 ATTTTGTTATGGCAGTCTGAGCAGACTAAGGCAGTACTTAATATGTACTTAGTTCTTTGGTAATTTTTATTCTAATTATCAGCTTAGAAGGCTTTTCAGTGTATTTGTGGAGGGTAGTGTTTCTAATATTAGCAGATCTCAGAAGATAGAAAGCAGCAACTGATGCTTCAGAAAATGGAACTGGAAATTGAAAAGGAGCGCCTTCAGCATCTGCTGGCCCAGCAGGAGACAAAGCTTCTTCTAAAACAGCAGCAGCTT 
CC-X003 chr18 34650511 + 33 chr18 34472011 + 1 INS 18q12.2L1MDa|LINE|L1|-|1147KIAA1328 IC7 IVS7 NM_020776.1 18q12.2 . KIAA1328 IC5 IVS5 NM_020776.1 69 98 126 124 0.6030631 0.8378378 0.5957233 0.716981132 1 chr18 34650370 268 chr18 34472133 GAAATCTCCAAGTACAATTGTGATATATCTATTTTTCCTATTAGTTCTATTAGTATTTGTTTTAAATATTTATACTTCTGTTCTTTGCTGCTTATGCATTAAGTTTGCTATGTCTTCTTGGTAGATCGACCATCTTTTCACTCTGGAGCTATCCAAAGCTTTGTATTTAACTATATATCTCATCCCTGCATAGGAGCCAGACTACCATGATTTGTCACCATCATCTGTTAGACTTTTAACAAGGATAGGAACCATACTGCAGGAAGCT 
CC-X003 chr18 34661729 + 5 chr18 34463662 + 2 INS 18q12.2 . KIAA1328 IC7 IVS7 NM_020776.1 18q12.2Tigger4a|DNA|TcMar-Tigger|+|85KIAA1328 IC4 IVS4 NM_020776.1 34 38 108 97 0.9051282 0.2307692 0.9254167 0.1875 1 chr18 34661596 242 chr18 34463771 CTAGTATTTGAAGCCTTTTATAATTTGGAACCACTTCTCTACCCATTTGTCCCACTTTTCCTAAGAAATAAAGTTTTTTTCCCAAAAGGCAGATTTGTTTCCTTGAGATCTTTTCAGTGCATCCTTCATGTTTCAACCTATATACAACATCACTCATTTCTTTGTTTTATGCATCATCCTACAGATTCATCACTTTGTTTTGCATTTCTGTAGTCTCATGCCAAATTTCAGGTCTTTATACT 
CC-X003 chr3 5712535 + 3 chr3 5733741 + 3 DEL 3p26.1AT_rich|Low_complexity|Low_complexity|+|81. . . . 3p26.1HERVIP10F-int|LTR|ERV1|-|705. . . . 7 23 111 55 0.5916667 0.75 0.9652381 0.142857143 1 chr3 5712428 241 chr3 5733874 CTTTATTAATTTTTGGTTTAAGTGTTTCTATATCATTTTTCGTTGATAAAGATGAAATTTTGAAATGTTAAATATATTAAATATATATGATTTTTATCAATACTATTAGGCCATCTGGCTGGTGAGCCCCAGTTGTTCTGTTATCCCTTTGACAGCAACCGTGGAATAATTAATAAACCACTGGTGATCATAATAGATGTAATTTATCCAATCTATGTTTTTATTGTCACCCATGAAAATGT 
CC-X003 chr3 96178192 + 3 chr19 2231652 + 2 CTX 3q11.2L1MA4|LINE|L1|+|1186 . . . . 19p13.3 . DOT1L 3U1E EX28E NM_032482.2 28 35 114 72 0.848 0.3 0.9183333 0.166666667 1 chr3 96178055 276 chr19 2231788 TGAAGGAATAGGCAACCTCAACAAACCAATAACAAGCAATGAGATCAAAGCCGTAATAAAAAGGCTTTCACCAAAGAAAAGCTTGATACCTGATAGCTTCATTGCTGAATTCTATCAAACATTTAAACAAGAAATAATGCGAGCCTGGCCTTCAGGACAGGCAGCCTGCTCTGTGTCGCCACGGGCCGGATACGCCACAGGGTTGATGGCAGAGACGGCCGAGTCCCTGGTCTAGAACAAGACACATTCTTTAAACACTGTATTACTTCTGCCTCC 
CC-X003 chr3 125034727 - 2 chr3 125038847 + 5 ITX 3q21.2L1MA1|LINE|L1|-|1127ZNF148 I5U1 IVS3 NM_021964.2 3q21.2Tigger16a|DNA|TcMar-Tigger|+|69ZNF148 I5U1 IVS3 NM_021964.2 41 41 88 91 0.852381 0.3809524 0.8929568 0.294117647 1 chr3 125034819 184 chr3 125038939 ACAAAAAAATAGAAAAAATGAATAAGACCTACTATTTGATAGCACAATAGGATGACTATAGTCAATAACAACTTGATTGTGCATTTAAAAATATGGGAGAACTTTCCGACACAGAATCCCCTTTTCTCCTGTGGGAGGATTCAACACTTTCCACGTTTTCTATTTTCCAATTTTCTATCTGTTATTTAAATTCCAGTGAAGTTTTCTTCTGAT 
CC-X003 chr3 170119627 + 5 chr3 170119949 + 0 DEL 3q26.2AluYa5|SINE|Alu|+|303 . . . . 3q26.2AluSz|SINE|Alu|+|303 . . . . 5 28 75 0 0.4333333 1 0.8113557 0.684210526 1 chr3 170119493 218 chr3 170120023 GGTCGACACTACAGTGAAACCATGATCACACCACTGCACTCCAACGTGAGCAAGAGAGTGAGACTCTGTCTCAAAAAACTAAATAATAAATAAATAGGCCAAGCTCAGTGGCTCATGCCTGTAATCCCAACACTTTGGGAGGCTGAGCTGGGCATATTACTTGAGGTCGGGAATTCAAGACCAGCCTCGCCAATGTAGTGAAACTCTGTCTCTACTAA 
CC-X003 chr3 172354653 + 6 chr3 172300966 + 2 INS 3q26.31 . NCEH1 IC3 IVS3 NM_001146276.1 3q26.31MLT1A0|LTR|ERVL-MaLR|-|365. . . . 60 36 112 74 0.9219355 0.1290323 0.8130293 0.642857143 1 chr3 172354534 139 chr3 172300986 CAAGATCAGAGTCCTTTGGAATCCTACTCTGTACACCTAGTAGAATTCATATCCCCTTAAGATTCCCAGAAAGCTCTGGTTTTGTCAAATGCCTCATCCATAGTGTTATCTTACACATCTTGCTAGCTCTTGGGTCTTCTTTTTTTTACAAGGCTGCTAATTCCATTCATGAGGGCCCTGCTCTCATGATCTATTCACTCCCAAAGATCCCACTCCCTACCATCATCATGGG 
CC-X003 chr12 104655674 + 5 chr12 104655874 + 0 DEL 12q23.3AluSx|SINE|Alu|-|227TXNRD1 IC3 IVS3 NM_001093771.2 12q23.3AluSq2|SINE|Alu|+|228TXNRD1 IC3 IVS3 NM_001093771.2 23 25 31 0 0.8433333 0.25 0.968 0.3 1 chr12 104655544 162 chr12 104655904 TTTTGAGACGAAATAAGTGCATTCTCAGCTCAGTGAGCAAAGGTGCAATCTCAGCTCACTGCAACCTCTGCCTCCTGGATTCAAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGATGGGATTACAGGCATGGTGGTGGGCGCCTATTATCCCAGCGACTCAG 
CC-X003 chr12 110306022 + 0 chr12 110305791 + 6 INS 12q24.11AluJb|SINE|Alu|-|234GLTP IC1 IVS1 NM_016433.3 12q24.11AluY|SINE|Alu|-|311GLTP IC1 IVS1 NM_016433.3 51 38 0 67 0.9146667 0.2 0.9930068 0.111111111 1 chr12 110305956 186 chr12 110305910 CATGTCACTACGACCAGCTAATTTTTTGTTTTTAATTTTTTGTAGAGATGGGGACTCACTTTGTTGCCCAGGCTGGTCGCGATCTCCTGACCTCGTGATCCACCCGCTTTGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACCGCGCCTGGCCTCACTGCAGCTTTGACCTCCGAGGCTCAA 
CC-X003 chr12 130023554 + 7 chr12 130023357 + 9 INS 12q24.33MER44D|DNA|TcMar-Tigger|-|270;trfTMEM132D IC2 IVS2 NM_133448.2 12q24.33MER44D|DNA|TcMar-Tigger|-|402;trfTMEM132D IC2 IVS2 NM_133448.2 39 29 93 34 0.7266667 0.4615385 0.8623939 0.277777778 1 chr12 130023449 173 chr12 130023461 CCCTGGCGATAGGGTCAGAAGGAGCGTTGGCTACTAGTGACCCCTGGCGATAGGTCAGAAGGAGCGTTGGCTACTAGTGACCCCTGGCGATAGGTCAGAAGGAGCGTTGGCTACTAGTGACCCCTGGCGATAGGTCAGAAGGAGCGTTGGCTACTAGGGACCCCTGGCGATAGG 
CC-X003 chrX 9511483 + 4 chrX 9431700 + 2 INS Xp22.2 . TBL1X I5U2 IVS2 NM_005647.3 Xp22.31AluSx|SINE|Alu|+|311TBL1X PROM . NM_005647.3 29 41 84 120 0.774 0.7 0.9095238 0.214285714 1 chrX 9511361 206 chrX 9431785 GTGGGGTGGTCGGCTTGAGTTGGCCATATCCAAGCTCTGCGTGTGTCTCACTTTTCAGAGTAGCAGGAAGGCCGGGTGACTTTGAAATCAGATGGGTATTTTCCTGATTCGAAGAGACTTGGCCGGCGGATTGCCTGAGGTCAGGAGTTCAGACCAGTCTGGCCAATATGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAAATC 
CC-X003 chrX 48065280 + 5 chrX 48095137 - 0 ITX Xp11.23AluSc|SINE|Alu|+|308;dup;trf. . . . Xp11.23MER101-int|LTR|ERV1|-|372. . . . 13 22 39 0 0.5266667 1 0.9833333 0.25 1 chrX 48065149 171 chrX 48095099 CTGTAGTCCCAACTACTTGGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGCAGAAGTTTCTGTGAGCCTAGATTGAGCCACTGCACTCCTGCCTGGTGACAGAGCGAGACTCCGTCTCAAAAAAAAAGTCCTATAAAAATATTTTTAAAGATTATAAAATATATAT 
CC-X003 chr4 40912719 + 5 chr4 41117782 + 2 DEL 4p14 L2b|LINE|L2|+|92 APBB2 IC6 IVS10 NM_004307.1 4p14L1PA7|LINE|L1|+|2418APBB2 I5U3 IVS2 NM_004307.1 48 27 103 103 0.8905556 0.1666667 0.9375758 0.090909091 1 chr4 40912584 269 chr4 41117918 CTGCTCTACATTAGCGTTTCTATTAGCAGAAATGCTCAATCTAAAGGGGGATCCTTGAGATCAGGCCTGTTCTGTGGACCTCTGTATACCCACCACCCAAAAGTGGCCCCGGATGTGCCACATGCTCAAGAAATACCATCTCATGCCAATTAGAATGGCGATCATTAAAAAGTTAGGAAACAACAGATACTAGAGAGGATGTGGAGAAATAGGAACACTATTACACTGTTGGTGGGAGTGTAAATTAGTTCAACCATTGTGGAAGACAG 
CC-X003 chr4 72066129 - 2 chr4 72056598 + 3 ITX 4q13.3 . . . . . 4q13.3 . . . . . 65 60 94 37 0.9561404 0.0526316 0.9169697 0.136363636 1 chr4 72066247 248 chr4 72056734 TGGAAACACTCAGTGTAGGAGCAATAACTTCACATGTCTCCAGACCTGAGACCACGTCTGAATTATATAATGAATACCAACAGATGAACAAGAGCGAAAATTATATTGAATATGCTGAATATAGACGGTTCCAGACTTATGATGTTCCAGTTAAAATTTTTCAGAATTACAATGGTGTGAAAGCATTCACATTCAGTAGGATCTATACTTCGAGTACTGGTAACAACATTCTGTTTTTCACTTTCAGT 
CC-X003 chr4 72195290 + 5 chr2 221066291 - 0 CTX 4q13.3L1MA3|LINE|L1|-|2688 . . . . 2q35 . . . . . 43 33 71 0 0.9022222 0.2222222 0.9987879 0.181818182 1 chr4 72195165 197 chr2 221066221 ATGAACATGGAATATCTTTCCATTTTGTTATGTCTTCAATTTCGTGCATCAATGTTTTATAGTTTTCATTGTAGAGATCTTTCACTTTCTTGGCTAAGTCTGTTCTTAAGTATCTTATTTTATTTGGTTCGTAATGGTCAGCTCATTTGTGTCCCATCCGGGACACCAGGCCAGAGCAGAGATGGGGTGCAGGGAGT 
CC-X003 chr4 102679922 + 0 chr4 102683490 + 5 DEL 4q24 . . . . . 4q24 . . . . . 25 26 0 128 0.6244444 0.5555556 1 0 1 chr4 102679795 204 chr4 102683565 TATAGCCAACAGCAACCCAGTGTGTGTACAAGAGCAATGAGATATTAGCTTAATGGGAAGTTACAATATTCATCACATATGTGGATAGGCATAAGAAAGGCTTTTACCAAACAGGGAATGACTTGGATGAGCAATCAATAGACTGAGCAATACCTTTGTCAGCTACATGGCTATCTTGTTTCAAAAAATCTGTGTTCTTTTAAC 
CC-X003 chr4 182939925 + 6 chr4 190705460 + 3 DEL 4q34.3 . . . . . 4q35.2 . . . . . 26 19 104 128 0.8195556 0.4 0.8314286 0.285714286 1 chr4 182939786 302 chr4 190705597 CACTTTGATAAAGTGATCTTTCCTTTCAGATTCCTTACATGCTTTACAAATAAAATTGATTTAACAGTTTGCTGTTTCCTATTGCATAGATGTAGAAACCAAGACACAGAGAAATCATATTTTACTGCATATTTTGAGATAAGTATTCTTTTGGACTTCAGAAGTCCACTGAGCTTAGATTTTGCATATTCAGAAATAGACGTTTAAAAATGAAAATAAACAAAAATAACTTCTAAAAAATATGTGCTAATTGCTTAGCTTGTGCAATTGAACTACTGAACTTACCACTGACATGCACTGTG 
CC-X003 chr4 187231658 + 3 chr4 187003359 - 1 ITX 4q35.2L1PA15|LINE|L1|-|673 . . . . 4q35.1AluSg|SINE|Alu|+|307TLR3 IC2 IVS3 NM_003265.2 21 15 108 37 0.7771492 0.4285714 0.3859259 1 1 chr4 187231558 232 chr4 187003247 CAGATATGTGTTCTGCAAAATTTTCTTCCAGTCTTTGGCTTGTCTTTTCATCCTCCAGCAGTGTCTTTTTGTTTCCAATTCTAATTTGATTTTATTTTTTAGTTTCAGGGGTCCAGGATTCGCCCAGGCTGGAGTACAGCAGTGCAATCTCAGCTCACTGCAAACTCCACCTCCTCAGTTCAAGCAATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGCTTACAGGCATGCG 
CC-X003 chr2 128203094 + 3 chr2 128203215 + 1 DEL 2q14.3(TG)n|Simple_repeat|Simple_repeat|+|47;trf. . . . 2q14.3(CA)n|Simple_repeat|Simple_repeat|+|37;trf. . . . 8 11 68 16 0.7556687 0.7777778 0.8366667 0.75 1 chr2 128202983 242 chr2 128203348 CTGATTTTCAAATGTTGAACCAGACTTGCCTATCTGGAATCAATCCTATTTGGCCATGGTATATAATTCCCCTTATGCATTATGCACTGTTGGATTTGATTCACATATATATATTTTTTGAGATGGAGTCTCTCTCTGTCGCCCAGGCTGGAGTGCAGTGGTGCGATCTCAGTTCACTGCATCCTCCACCTCCCAAGTTCAAGCAATTCTCCTGCCTCAGCCTCCCAAGTAGCTAGGATTAT 
CC-X003 chr2 165577694 + 5 chr2 165546814 + 2 INS 2q24.3 . COBLL1 IC6 IVS6 NM_014900.3 2q24.3AT_rich|Low_complexity|Low_complexity|+|21COBLL1 IC13 IVS13 NM_014900.3 39 41 92 28 0.8486275 0.2941176 0.9727778 0.166666667 1 chr2 165577548 268 chr2 165546936 ATTCATTTCTATCTCTTTGAGTTGCACGTATGATAGCCTATAAACTACATTTTAAAACTATGGTTAATTTTTTTTAAGTAAAGGAAGCACAGAAATGTGTACCAGGTGCTTGGGAAGAGTTAATTTACTTTAGCATTGCATTTACTAGAATCTGGCACTATGCTCAGAGCTATCAATAAGGTTCCACTGAAAGAGAAAATTTTAGATTCAATAGAACCTAAAGTAATTAGTTTTAAACAGGAAACAATTATAGGATAATCATTTATTG 
CC-X003 chr2 186852196 + 1 chr2 186886837 + 3 DEL 2q32.1 . . . . . 2q32.1L1MA7|LINE|L1|-|3586 . . . . 38 27 86 93 0.8716667 0.25 0.9681481 0.055555556 1 chr2 186852102 220 chr2 186886963 CCACTTTCAGTTTATCCAGCTCAAAATTCTTCAATAAAACTGACTGAAATAGAGCATGAGATCTCATCAATTTGTCATAGGCTGTTAAAAATGAATTAGATGATCGTATGATTTTTGTTCTTCATTTTGTTATTGTGATGTATCACAATTACTGATTTGCATATATTTCAACAATCGTTGCATCACAGGGATAAATCCTACTCGATCATGGTGGAAGATC 
CC-X003 chr13 67369823 + 7 chr2 205836164 + 9 CTX 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 176 55 126 112 0.865614 0.2631579 0.9550476 0.071428571 1 chr13 67369717 262 chr2 205836306 TTTTATGCCTGTTTTTATTTTGGTGGCTTTTCTTCTTTCTATATAAGATATTCTGCCACATTCAAATGAAAGAGAAAAGGGAGGGTGTTCTGTTTACTCATTGCCAACTCACAACTCTGGGCTGTGAAACCCAGAGTTAAAATTACCCAGAGTTAAAATTGCGTAGATGAATTCATAAGTTACAATTTGGTCATTGAGTTTCATCCTGTTTGTTTCCTGTTGAGGCGGATTATTCAAAAGTTAGCAGTTATAGAATAGTTTT 
CC-X003 chr2 205837433 + 4 chr2 205886613 + 5 DEL 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 48 156 49 119 0.9597222 0.0833333 0.9557062 0.06779661 1 chr2 205837309 251 chr2 205886744 ATAAAATAGAAAATTATTAAAAGGAATTTACATGTAACCATTTAACCAAAAATATAAGACAGTACATAAAACCAAGCTCTCATTTTTGTCCTTTTTCCAGCTGTATTTTCTAAGTTGATTATGTGGTCAAACACCTTTTACTTTTATTAGGAGAAAATGGAAAAGAAAATCCAAATACTCCAAAAAATCCAATGCAAAAACTCCAAAATATCAAAAGCTACCTTTTTCAAACAAATTCAGTTTTTTATTAC 
CC-X003 chr2 205853145 + 3 chr13 67362441 + 2 CTX 2q33.3L1MA1|LINE|L1|+|354PARD3B IC3 IVS3 NM_152526.5 13q21.32MSTD|LTR|ERVL-MaLR|-|327PCDH9 IC2 IVS3 NM_203487.2 31 187 103 126 0.8960784 0.2941176 0.9793035 0.074626866 1 chr2 205853018 231 chr13 67362545 TTGAACTCATGGACATAGAGAGTAGAAGAATGGTTACCAGAGGCTGAGAAGGTAGTGGGGGGCATGTGGAGGACAGGTGGGGATGGTTAATGGTATAAAAAATAGAATGAATAAGACATAGAATGACTCCCAACCCTGTTGCATTGCAGATTAAGTTTTCAACACATGAATTTCAAAGGGGATACATTCAAACCATAGCATTAACCTTGGGTAAGTTATATGATTCACTTG 
CC-X003 chr13 67370565 + 24 chr2 205877938 + 29 CTX 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 126 68 125 130 0.6483333 0.5625 0.8096296 0.349206349 1 chr13 67370421 281 chr2 205878074 CAGAGGCTGGGGAAAAAGCAAAGTTGCAGACCCTTGTCTGTAAAACATGGAAGCCTACCATGGAACAACATGTCAAGGGGATATTCTCATTAATGCAGTGGTGTTACTTATACCTAATTAGTCTCTTTTGTTCAATTAGGACCAGGCTGTTTTTATTTGCTCTAATTCAAATGCCAATTCTAATTTGCTTTCTACGGTGCTCTTTTGTTCGTCTGTCTTCTTCTAGTATTTATAATTGATAACTGTAGTTTAATTATTCAAAATCATTATTTTTAGATGTT 
CC-X003 chr13 67375606 + 15 chr2 205880284 + 10 CTX 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 43 176 127 126 0.9249735 0.2063492 0.6621053 0.578947368 1 chr13 67375463 284 chr2 205880427 TTCCTTTTTTCCTGTGTGTTCTAGGACAAAAGTATAGGCATTGCCAAGGTCAGAGAATCAAATGCTCATTGAGACTGATTAATAAAATTACACTTACTGATATTTGCCCTGTAACAAATTTCCATCTTAAAGCAAAATGAAGTTGGGGAATTGAGTGAGTGAACTAATGAAATGAATGAATCAATGAATGAGTAAATTGGAGGATGTAATAAAGGTGGTTGACATCTGCTTTGTCCTCCGTATCCATACTTTCTTACTCTAGATACTGAGAATCTCTTCTGTCA 
CC-X003 chr13 67371331 + 9 chr2 205882999 + 7 CTX 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 2q33.3 . PARD3B IC3 IVS3 NM_152526.5 74 138 124 81 0.9556589 0.1627907 0.8609877 0.296296296 1 chr13 67371195 282 chr2 205883141 GGAGAAAGAGTTAGGGAAGTGGACAAAGAAATAATTAAGGGGATAGTTCCACACCATAATTAAGACTCTATCTCTCAGGTTACAGAGTTCTTTTGACTGGGAGTTATATTTTAAAATATGTGTTGCTCACATATTTTATACAGATATGATATATCTGTATAATTTTATTGTATCTACTTATTTACCTTTAGCATAATTGTTTTCATGTAATATCCAGAACATGAAATGTGATCATGAAATCTGGGAAGAAGGAAAGAAGTTAGGAGACCAACATTCTACCAC 
CC-X003 chr9 104791732 + 0 chr9 104791777 + 8 DEL 9q31.1 . . . . . 9q31.1 trf . . . . 23 23 0 30 0.8626667 1 0.9471795 0.384615385 1 chr9 104791703 171 chr9 104791918 TCTTGTTCCTTGGTGAATACCTGAAATCCCAATCACATCAATACATTTACTCATTTGCTTAATTCTACAGTGCTAATCACATCAATACATTTACTCATTTGCTTAATTCTACAATGCTAATAAAATAGCTTCACAATACTATACCAATACCATTACTTACAGTGAACTACTA 
CC-X003 chr9 115970361 + 2 chr9 116069769 + 5 DEL 9q32AluSx4|SINE|Alu|+|303FKBP15 IC2 IVS2 NM_015258.1 9q32 . . . . . 20 39 122 104 0.8533333 0.2857143 0.9374359 0.153846154 1 chr9 115970227 280 chr9 116069914 CAGCTATAATATATGAAAATAAAGTTATTTCCCCTTCCCTGTCTTCTAGGGTGGGAAATTCAGTAAGATATTTAAATCACACCCATTAATTAACTTCACAAAGTACTACAGAGTAGGCTGGGCGCAGTGGCTCGTTCATGCTTGTGGGGGCAAGATCAGCCATCTGGAAAAGCACCTCACCTAAGCAGTACCTTAGACCCCGGTGAGTGGAAGAGTCATGAGACTCGGTGGAGCCCAGCCAATGTCTGGAGCAGAGGCGTGGGGTGGCTTTAACTCATCT 
CC-X003 chr13 67363188 + 5 chr13 67369485 + 6 DEL 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 13q21.32Tigger4a|DNA|TcMar-Tigger|-|233PCDH9 IC2 IVS3 NM_203487.2 201 133 130 73 0.9592593 0.0864198 0.9642424 0.113636364 1 chr13 67363052 278 chr13 67369621 TCTAAAAATCCACTTGATTTAAGAAAATCTAGCACATCTAGAATTGTCCTGGTTCCCTAAAAATCCACTGGATTTAAAAAATCTGTCTGCTCTTCTTTCTCTCCTGGCCTTCAACCAGAAATCTCAGCAATCCTAAATCTATCAATCTATCATACTACATATAAATATAAGATAAATTGATTAACAAATACTTGTTGCTAACACCTTTATGAAAGGTACTGCCTAACAAATAATTTATAAATAGCTTTAATTAATTAATTCCAGCCGATATATGACTG 
CC-X003 chr13 67365310 + 4 chr13 67367643 + 6 DEL 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 13q21.32 . PCDH9 IC2 IVS3 NM_203487.2 182 165 122 117 0.9619055 0.0952381 0.939375 0.09375 1 chr13 67365192 256 chr13 67367781 GTGAGGTTAGCTATCATCCTACACCACGCACTGAATTTATTGCAAGAGTAAGTGAAGTAACTTCATTTTCTATTGTAGCTCTGTTCATCTGTAATAATGCAAGAGTGATCCTTTGCACAATGAAATGTATCTAAACAACTTTCATGTTGTCTTTCAACATTTATGACGTATTTATTTATAACTAGTGTCAGAACATTTCATTGAAGTATTATAATATGGTTTATTGGTCCATCACCTTTTTCTCTCTTTCTAGAAA 
CC-X003 chr13 95154217 + 0 chr13 95154478 + 6 DEL 13q32.1 trf . . . . 13q32.1 trf . . . . 32 18 0 30 1 0.1666667 0.9225 0.375 1 chr13 95154188 177 chr13 95154624 TCACTCTGCCCTTGCTGGGTCTCCCACTGTTTCCATAGCCTCAGCCCCTACTTCTGAGGCTCTGCTGAGGGTGCCTTCACTGTTCCATAGCCCTCCCTGCTGTCCCCCTCATCCCATGAATTTTGCCCCTTTCTCTCACCATCATGTTCTTCTGTTGCCTCTGCCGTTTCCAGTTGA 
CC-X003 chr10 33097522 + 0 chr10 33097582 + 8 DEL 10p11.22L1M2|LINE|L1|+|951C10orf68 IC9 IVS11 NM_024688.2 10p11.22L1M2|LINE|L1|+|951C10orf68 IC9 IVS11 NM_024688.2 16 23 0 52 0.8971429 0.2857143 0.9666667 0.111111111 1 chr10 33097471 198 chr10 33097728 AGGCTCAAGGACCCACCTACCTGCTGGCACCATGGCCAGCACTCAAGCAAGCCACCTAGAGGCCCAAGGATAGGCATGCTCAGCCATTGCTATCACTAATGAGGCCAAGGACTGATTCACCTGGGGTCCCTGTCCCCAGCAAAGCCTCACGGCAGCATCCACTAGCAACTACAGCCTAAGTCATTGAAGAAATGACGGA 
CC-X003 chr10 77398348 + 2 chr10 77431610 + 5 DEL 10q22.2 . . . . . 10q22.2 . . . . . 32 41 26 106 0.88 0.2777778 0.9983333 0.166666667 1 chr10 77398219 269 chr10 77431749 CACTGTGTAATGACTTCTTGGAAAATTTGTTACTTTTTCCCCTTTCTCTGTCTCCTTTCTTTCTTCTCTCGCTCTGCTTCCCCCACCCATTCCTGATTTGATGAAACCGTTTGTGATGTCCAGCATATATCAAGAGGACACCGTTTCACATGTATTGCTTGTGCAATAAAGAGATGATAAAAGTTTAAAAGGTAAATGGTTTTTTAAACAGGATTTTCTCTCCACCCAATAGCTATCCTTTGACTCGTTCTCTAGTTAAGTTTTTGTTT 
CC-X003 chr10 67517472 - 2 chr10 114917762 + 5 ITX 10q21.3L1MB5|LINE|L1|-|913 . . . . 10q25.3 . TCF7L2 IC10 IVS10 NM_030756.4 19 40 82 124 0.8430769 0.3076923 0.852381 0.428571429 1 chr10 67517597 227 chr10 114917864 AGATTTTCAAAACTATTTCACAAGTAAATTGGAAATTTGAGCAGACTTATAAAGAGTAAAGAGAATAATTCATTAATAAAAAACCTCCCGACAAAGAAATGAGCCAGATTGTTTCACTAGTGAATTTCATCTCTTCATCTAGGGAAAGAAGAAGAAGAGGAAAAGGGACAAGCAGCCGGGAGAGACCAATGGTAAGTGACAATCATCAGGTTAGAGGAAGGAGCTGT 
CC-X003 chr10 134217551 + 5 chr10 134217604 + 0 DEL 10q26.3 trf PWWP2B IC1 IVS1 NM_138499.3 10q26.3 trf PWWP2B IC1 IVS1 NM_138499.3 23 24 43 0 0.6333333 1 0.8651282 0.846153846 1 chr10 134217411 184 chr10 134217646 TCTGGGCCATCTCCAGAGGGCTCAGCCCCGGGCCACGCGCAGCCCCACCCCAGACACACGTCATGCACCTGGAACCCTGCTCCCGTAGGACGGCATTCTCCAGGGCTCCTGCAGGACGGCATTCTTCTGGGCTCCTGCAGGGAGCTTTCTCCAGGGGCTTGCTTTGGGGGTTGAAGGGTTGCCT 
CC-X003 chr10 134253715 + 0 chr10 134254254 + 9 DEL 10q26.3 . C10orf91 PROM . NM_173541.2 10q26.3 trf C10orf91 PROM . NM_173541.2 15 12 0 83 0.5883945 1 0.82648 1 1 chr10 134253633 223 chr10 134254393 ATGAGGGGGCCTTTCCCCCACCCCACCACAGGCTGGCACTCCCAAAACAGCTGGAGTGCTGCCCTCATCTCCCACTACCCTCACCCCCAGCACACAGGATCTGGGCCCACTGTCTCCCCAGCACACAGGATCTGGGCCCACTCTCTCCCCAGCACACAGGATCTGGGCCCACTGTCTCCTCAGCAGCGTCCCTGAGCCCCACTGTCCATGGCCCCAGCCACCA 
CC-X011 chr7 22178769 + 10 chr7 23037849 - 2 ITX 7p15.3MLT1M|LTR|ERVL-MaLR|+|160RAPGEF5 IC18 IVS21 NM_012294.3 7p15.3MLT1H1|LTR|ERVL-MaLR|+|61FAM126A I5U1 IVS1 NM_032581.3 37 24 123 63 0.7151852 0.5 0.9525926 0.111111111 1 chr7 22178630 263 chr7 23037719 AGGAGGACTGACTCTGACCCTTGGGTCAGCACAGTGCATTCCTTCAGGGTATGACCCCTGACTGAAAGAAAGCGAATCCACAGGTTGCCCAGAGACCTATTCCGAGAAAAAGATAGCTGGCCTATCAGCTTTTCTCTTGTGCTGCATTCTTTTGGTCAACATGGTTATTAAAAAATAGTTCTTCCTAACTTCTCTTATTAGAGTCCAAATCAGATATCCTTTCCCTGGAAAAAATGTTCTTCTGAAGTCCTGGAGGATCTTGT 
CC-X011 chr7 22194807 - 2 chr7 23062112 + 3 ITX 7p15.3 . RAPGEF5 IC13 IVS16 NM_012294.3 7p15.3 L2b|LINE|L2|-|54 . . . . 12 31 86 104 0.8527778 0.3333333 0.8874074 0.222222222 1 chr7 22194922 234 chr7 23062241 ACCCTGATAGTGATAATGTCCTAGTAATAATTATTAGCACCACAGACAATAAAAAGGAAATTAAAAAGACTAGAAATGTGACCTCCATTTGGAAACTAAATTCATCACTACCGTGAGTCAGTCTACATACGTTAGATGCCTCCATGTGCCCGGCCTGAAGGTGGTGGTGAGAGAGTTTTTTTCTGGACTAAGTGGTTTCTGGTCAGTCCTGCTGGTTTCGCTCTAGGATATATT 
CC-X011 chr7 48388113 + 9 chr7 48389758 + 5 DEL 7p12.3 . ABCA13 IC29 IVS29 NM_152701.3 7p12.3 . ABCA13 IC29 IVS29 NM_152701.3 38 29 107 130 0.7733333 0.4615385 0.7005128 0.538461538 1 chr7 48387983 238 chr7 48389865 TTAAACCTTAGAAAGTGTTGACTATAAAACTAAATGAGAAATGAAAACTGCTGTGCAATTACATGTTTCTGCTATTGACGCCATTTGAGAACTCTGGCTTGAGCTATTTTCTTCTCACTGATTTTTCCAATCCATGCTCCTTGATAATTGCTTTTGCAAAATTAATTTAATAAAATGACTTTCCCAAAATGACTGCTTCAGGGAAGGCGTGTTTTTTTTAGAATTGCTTGACTCCAGG 
CC-X011 chr7 110721669 + 6 chr7 110721928 + 6 DEL 7q31.1 . IMMP2L IC2 IVS4 NM_001244606.1 7q31.1 . IMMP2L IC2 IVS4 NM_001244606.1 24 28 66 65 0.7670044 0.4166667 0.8525 0.5 1 chr7 110721532 253 chr7 110722042 CAAAGAGAGACTTGACCAACCTGTGCACAGAGGGAGTGTCCTTAGTGCAGTGCTAAAGCTCTGGGCTATGAGTCCAAAGATCTCATTCATTCATAGACTCTTTTGCAGGCAAGACACTAACTGCTATGACAGTCAGCATACTGAAAGTCCCGCAAACCCTACTTTCCAGAGTGAGGAAGAAAGAATGATTGCCTGATATTTTAAGTAGGAGCTGCTTTCTTTGCTGTAGGTTGGCAGAAGCTGGAGAGTGGAG 
CC-X011 chr20 14740517 + 3 chr20 14746037 + 2 DEL 20p12.1MamRep1161|DNA|TcMar|+|513MACROD2 IC5 IVS5 NM_080676.5 20p12.1 . MACROD2 IC5 IVS5 NM_080676.5 29 29 129 113 0.8566667 0.2 0.9182813 0.642857143 1 chr20 14740380 278 chr20 14746176 CGTAGATACGCAGGTTCTTGTAGATGCTGGAGAGAAATTCTGGGTATCTTTAAAGGGAGGAGGATTTATTGTACTGTGTGATTTCACTCCACTGTATATTAGTTGTCCCTTCTTTTTATAAATATATCATTAATGGTATACTGACTCTCCTCGCTGGCACACTTTTTTCTTCCTGACTTTTTGTTGAAAACGAAGCATTAGATAACCTGGGGGACAACTGACCTTGTATGCCTATGTTTACAACATGTTGCCAACCATAGGTAGCCAAGTCAGTGATT 
CC-X011 chr14 47439130 + 7 chr14 47439438 + 3 DEL 14q21.3L1PA5|LINE|L1|+|230MDGA2 IC8 IVS8 NM_001113498.2 14q21.3L1MA4A|LINE|L1|+|1917MDGA2 IC8 IVS8 NM_001113498.2 10 20 69 68 0.6266667 0.8333333 0.8533333 0.3 1 chr14 47438989 278 chr14 47439577 GGGTAGGGGGAAGGGGGAGGGATAGCATTAGGAGATATACCTAATGTAAATGATGAGTTAATGGGTGCAGCACACCAACATGGCACATGTATACCTATGTTAAAAACCTGCACGTTGTGCACATGTACCTTAGAACTTATAGCCAAAGCAATCCTAAGCAAAAAGAAAGTTAAAGGCATCATATTACCTAACTTCAAAATATAATATAATACAAGGCCATGGTAACAATAACAGTATAGCAGTCGTATAAAAACAGACTTAGATCAATGGAATGGAGT 
CC-X011 chr11 61841813 + 0 chr14 81786774 + 7 CTX 11q12.3FLAM_C|SINE|Alu|+|131 . . . . 14q31.1MLT1H|LTR|ERVL-MaLR|-|522STON2 IC3 IVS5 NM_001256430.1 30 42 0 98 0.6386667 0.6666667 1 0 1 chr11 61841717 234 chr14 81786909 CAGGCCAGGTGTGGTGGCTCACGCCCTTGTAATCCCAGCACTGTAGGAGGCCAAGGTGGGGACATTGTTTGAGCCTGGGAGTTCAAGACCAGCCTGGCACCATTTTTATAATTAATCCATTACATAGCATAACATGGGGGAGAAACAGCACTTCCAGCCAAATGTGATTTCTTTCTAAGTGAGGGCTGAAGTTTTCACTCTCATCTCAAAAATTACAAAGTCCACACGTTAAAG 
CC-X011 chrX 131176304 + 1 chr19 1684873 + 3 CTX Xq26.2 . MST4 IC1 IVS2 NM_016542.3 19p13.3 . . . . . 38 23 104 51 0.9326667 0.2 0.9635088 0.105263158 1 chrX 131176251 197 chr19 1685018 ATTAACTCACAACAAAAAGTAGAAGAGTCTTCTAAACTGAAAGTATTTGGGAAATCAGGAATCCCCCTGCCCTGTCTGCACTGGTGGAAACTGCTGAAGCCGTCAGGAGCTGGGAGCCGGCTCTTGGTGGCTTGATAGTGTGCGATGGGCCAGTGTAGGCTCCATCCCAGGCTGGACACCGGTCAGTCCCCAGAGGA 
CC-X011 chr8 115616700 - 2 chr19 3308361 + 13 CTX 8q23.3L1MEg|LINE|L1|-|397 . . . . 19p13.3L2|LINE|L2|+|364 . . . . 51 218 119 128 0.9050678 0.2 0.900303 0.136363636 1 chr8 115616827 268 chr19 3308500 TGTGTTAGTTTGCTGAGAATGATGGTTTCCAGCTTCATCCATGTCCCTGCAAAGTACATGAACTCATTCTTTTTCTTTTAAGTCCAGAGTCCATCACATAAGTAAAGATAGTCATCCCCATAAGGAGACACCTTCCTCTGGGTCAAAGCCTCCCTGTGACCTATAAGGCTGGCAAGACCTTCCCTGTGTTAGCCAGGATGGTCTCGATCTCCTAACCTCGTGATCTGCCTGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAG 
CC-X011 chr19 3406089 + 4 chr19 3407996 - 8 ITX 19p13.3AluJb|SINE|Alu|-|189 NFIC IC2 IVS2 NM_205843.2 19p13.3 . NFIC IC2 IVS2 NM_205843.2 163 203 121 109 0.955833 0.1132075 0.9475269 0.112903226 15 chr19 3407866 254 chr19 3405977 GTATGGCTGGAGGTTTCCTAGGAGGGAGAGGGGCAGGGAAGACGGCACAGCAGGAGCTCAGAGGACTCAGGCCCAGGTCACTCGTATATTCCATTGCCTTCCAGGACAGAGAAAGTTGAACCTTCGCCGGGTAATGTTTAAAAATTTAGCTGGGCATGGTGGTACATGCCTGTGGTCCCAGCTACTCAGGAGGCTGAAGTGAGAGGATTGCTTGAGCCCAGAAGGTTGAGGCTACAGTAAGCCATGATCAAGTC 
CC-X011 chr8 115616958 + 3 chr19 3476585 + 6 CTX 8q23.3L1PA7|LINE|L1|+|329 . . . . 19p13.3 . C19orf77 IC3 IVS3 NM_001136503.1 54 215 130 121 0.9441558 0.0909091 0.8148718 0.230769231 1 chr8 115616830 259 chr19 3476717 AACATAAAACCAAACAACGCATGTTGTCACTCATAATTGGGAGTTGAACAAGGAGAACATATGGGCACAGGGAGGGGAACATCACACACTGGGGCCTGTCGGAGGGTTGGGAGCTAGGGGAGGGATAGCCAGGTCTTAGACAAAGCCACCACTCAGGTCCTCTCCCTCAGGCACATCTTGGACTCAGCTGAGACTCTCCCAGCCAGGCTGGTCACCTCCCAGCTCCCACTCTCCTACTCCTGTCCCCAAGCCTTTGCCC 
CC-X011 chr19 3491664 + 4 chr19 3515351 - 11 ITX 19p13.3 . DOHH C4E EX5E NM_001145165.1 19p13.3 . . . . . 42 128 63 86 0.94 0.3846154 0.9283951 0.166666667 1 chr19 3515220 268 chr19 3491526 GTTGCTGCTAAACTCCCTCGACCCGGTCTGAGCCTTTCCACACGGCCACACACGTTGTCTGTGCTCAGGAATTACTTAACAGCAGCTTAAGATCCTGATTTCTCTCTACTCTAACCTTTTACGATGAAACCTGGGCGCCATTGCCCGGCCCGCCTGCCTGGCCGCGCTGCAGGCTCACGCGGACGACCCAGAGCGCGTGGTGCGTGAGAGCTGCGAGGTGGCTCTGGACATGTATGAGCACGAGACCGGGCGGGCCTTCCAGGACGCG 
CC-X011 chrX 123918369 + 1 chr19 3963293 + 6 CTX Xq25 . TENM1 IC3 IVS3 NM_014253.3 19p13.3 . DAPK3 IC5 IVS5 NM_001348.1 37 117 73 117 0.9082222 0.1666667 0.9613333 0.066666667 1 chrX 123918255 217 chr19 3963392 TTTGAAATAAAAAGTGAGGAAAGACAAGTCATTCATGATCATGCCTAAGTCTCATTAGTCTCTTCATATACAGCAGCCAATTTTTAGATATTTGCTTAGCTCACCTTCCCTTCCTGTCCACGTGTGGCCCAGGGACAGGAGCCAAAACCCAGCGTGGGGTCGGACCCCTTCCTTGCACTTCGAGAGGAGGCTGGGCTCCCTAGCAGCCAGAGGGACA 
CC-X011 chr19 4237589 + 3 chr19 4266758 - 6 ITX 19p13.3AluJr|SINE|Alu|+|288 . . . . 19p13.3AluJo|SINE|Alu|+|275CCDC94 IC6 IVS6 NM_018074.4 62 51 87 102 0.9402222 0.1333333 0.8657576 0.272727273 1 chr19 4266647 226 chr19 4237472 TAACCCAGTGGTTACCACTTCCTCTATTTAAACATAAAACAGATTGAAGAGGCTAGATGCAGTGGCTCACGCCTGTCATCCCAGCTCTTTGGGACGCTGAGACGGGAGGATCCTCCCACCTCAGCCTCCCAAGTAGTTGGGACTGTGGGCGCGCAACATCACACCTGGCTAATTTATTTTATATTTATATTAATTTTTTAGAGATGGGGTCTTGCTGTGTGGCCCG 
CC-X011 chr19 5035223 + 3 chr19 5033931 - 1 ITX 19p13.3 . KDM4B IC1 IVS3 NM_015015.2 19p13.3AluJr|SINE|Alu|+|298KDM4B IC1 IVS3 NM_015015.2 14 35 118 54 0.6986667 0.4 0.964 0.1 1 chr19 5035081 261 chr19 5033811 TCCCGGCTTCAGTTCTGTCTTTAAAAGGCTTTGGTCCTCCTATCTCATCTCAGACCGTCTTCTCTGGCCCTCTAGGCCACAGGCTGCTATCCCAGGAAAGGCCCAGGTCCTCCTCTTCCTCCTCTCCCTGGTGCACATAGGGCCTCAAGCAATCCCCCTGCCTCAGCCTCCCAAAATGCTGGGATTACAGGCCTGGGCCACCATGCCCAGACGAGCAGAATGGTACTGTACATACTCAGCATGTGGGGTTCGGGGGTCTGC 
CC-X011 chr8 5982416 + 5 chr8 5969671 + 0 INS 8p23.2Charlie1b|DNA|hAT-Charlie|+|503. . . . 8p23.2(TA)n|Simple_repeat|Simple_repeat|+|164;trf. . . . 62 1 115 0 0.9152199 0.1818182 0 0 1 chr8 5982281 251 chr8 5969785 ACTCATAACCCCCTAACAATTCACCCTTAAACTCAGCCCTTAGACTAACCCAACAGTCCCCCAGTGTGGTTTGGGAACCCATGGGGAATCCCAAAATTTCAAGCAGTCTGCAAAGACAAACCTATTTTCACAATATATTATATATACTAATTATATATAGTATATATATTCTATATACTAACTATATATATTAGTATATATATTCTATATACTAATTATATGTAGTATATATATTCTATATACTAATTATA 
CC-X011 chr1 85173890 + 5 chr1 85191573 + 5 DEL 1p22.3 . . . . . 1p22.3MSTA|LTR|ERVL-MaLR|+|389. . . . 25 30 117 130 0.6383333 0.625 0.7333333 0.333333333 1 chr1 85173764 274 chr1 85191716 GTGTATTTTTCACTGTGATCCTTCCAGCCCTGATGGTATCCAAATTACCTATCCTTCAAACTTGGACTTGAAGGCAAACAAGGCTTCGATATTGAAGGCAGAGGAAAAAGGAACTCGGAGCAGTGAGTAGAATCTCATTGAATTGTAATCCCCAGTGTTGGAGGAGGGGCCTGGTGGCAGGTGATTGGATCACGGGGATGGACTTCCCCCTTGCTGTTCTTGTGACAGTGAGAGAGTTCTCATGAGATCTGGTTGTTTAAAAGTGTGTAGCACC 
CC-X011 chr1 162697436 + 4 chr1 162698520 + 3 DEL 1q23.3 L2a|LINE|L2|-|75 DDR2 IC1 IVS4 NM_001014796.1 1q23.3 . DDR2 IC1 IVS4 NM_001014796.1 14 25 115 100 0.5116667 0.75 0.7677778 0.416666667 1 chr1 162697323 242 chr1 162698645 AATAAAAATAAAAATAAAAATAAATAAATAAATACAGAGAAGCCTGGGAGTTTCCTTGACTTCCTTTTTCCCCCTCCCTCTTCTTATTCATCAAACATTTGTTGATTGCCTATACATGATTCTTGACCCTAGTGATCACATGATAAACAGGGTGTGTGTGCTGGTAGCAGGGTGTGATGACCACGTGATACGGTTACTAGACAGACTGTGACAATGGAGATCAAGAGATCTAGATTCTAGTT 
CC-X011 chr1 191320705 + 5 chr1 191321409 + 6 DEL 1q31.2 . . . . . 1q31.2L1PA16|LINE|L1|-|626 . . . . 15 31 123 115 0.742 0.4 0.6813333 0.533333333 1 chr1 191320569 260 chr1 191321532 AAAGAATCTACAAAATAAAACTAAGCCTGAATATATAATTATATATAAATATATAAATGTTTTCACACTTGATCGGTACAGTAAGCAGTATCTTAAATGGCACTATTTACAATTATATGATAAGGCTTTTGTCCTAGGAGTCAGGGAGTACATTGTGTAGGTTTGCTACTTGGGCATATTGTGTGATGTTGAGCTTAGGAAAACAAATGATCCCATTACCCAGGTACTTACCATCATACCCAAGAGTTAGGTTCTTTACC 
CC-X011 chr11 203798 + 10 chr11 209076 + 6 DEL 11p15.5 . BET1L 3U1E EX4E NM_001098787.1 11p15.5 . RIC8A IC1 IVS1 NM_021932.4 12 8 129 121 0.376 1 0.38 0.857142857 1 chr11 203654 274 chr11 209210 CACTGGTGCCGGAGGAACGACAGGGGCCTGCAAAGGGACATCCGAGGAGGGGGAAGCAAGCTGGGAGCAAGACCAGCCCAGCTAGGTTTCAGGGCAACAGCAAAGCCCCAGAGACATGGAGGCAGATGAGTCAACCTTGCTGGGTTGCAGTGTTGCGGGGAGAGTGGGGGTGCACCCGTTGGGTGGCAGGCGTGTAGGGATGGGGGCGAGTGCCGACCCTGCCATCCGTTCTGAGCAGTGGCTGCTGCCTGAGTTAGAGGCCAATAGGCCGCCC 
CC-X011 chr12 31396793 + 5 chr11 48379326 + 6 CTX 12p11.21AT_rich|Low_complexity|Low_complexity|+|26. . . . 11p11.2MSTA-int|LTR|ERVL-MaLR|-|1591. . . . 37 39 112 84 0.809697 0.3636364 0.8157576 0.272727273 1 chr12 31396650 279 chr11 48379461 CCCAGCTGCTCAGGAGGCTGAGGTGGGAGGATCACCTGAGCCCAGAAGGTCAAGGCTGCATTAAGATGTGATCATTCCACTGCACACGAGCCTGGGCAACAGAGCAAGGCCCTGTTTAAAAATAATAATAAATTTTTAAAAAATTCCACTCCACATTTCTCCTTTGCACTGCCATAGTAGAGGTTCCCGAATGAGAACTGAAGCAAACGTCTGCCTGGACATCAAGACATTTCCATACATCCTTTGAAATCTAGACAGAGGCTCCCAAACCTCAACTTT 
CC-X011 chr6 30896946 + 4 chr17 80749416 - 2 CTX 6p21.33 . . . . . 17q25.3 . TBCD IC7 IVS7 NM_005993.4 30 23 116 69 0.882381 0.2142857 0.8381163 0.333333333 1 chr6 30896825 238 chr17 80749292 GTTTTGAGCCTTGGGAGACAATTCTTTGAGAAAAATAATCTGGAAATCACATCCTGGTGATCTCAGGCCCTGAAGTCTAGGAACCAGGTTGAGGTGCATTTAGCTGTCTGCTCTACCAACCTGGGGTGTGCCCCCTGCCCAAAGGCAACAGTTCCCACAGAAGAGAGGAGCAGCGAGCCCACGCACCTTCCAAGGCCCAGCAAAAGCTCGCAAAAGTGAACCACCACAGAGGTAAGAT 
CC-X011 chr6 99113239 + 6 chr10 315484 - 10 CTX 6q16.1MIR|SINE|MIR|-|166 . . . . 10p15.3 . . . . . 23 37 120 105 0.7488889 0.5 0.7066667 0.625 1 chr10 315367 256 chr6 99113104 TGATATGGGCAGCAGAGTGTCACCCGTCTTTGGTTTATGAGCCCCCAAAAATGATCCTCTGGCTTATGACAACCTGATGCAGCCCAGGAAATGCCTGCAACATGCCCACTAGCAGCTGTGTATAAATGGTGATTATAATGATATTAAAGCATTGTTGTAAGGATTACTTAACATGCTTCAATAATAGCTTTTTATTATTTTTAACACTACATCAGGAAGGTCTATTTTTTATTTTACATATTTATGAATTACAAAG 



CC-X011 chr21 20372043 + 5 chr21 20374356 - 5 ITX 21q21.1 . . . . . 21q21.1 . . . . . 35 36 117 114 0.8276586 0.2941176 0.8109091 0.363636364 1 chr21 20374240 242 chr21 20371930 ACAAATTTAGTTATATCTAATAAGTATCATGTCTTGGGAATTAAAACTTTAAGCATATGTTTAGTAAAATCTGATATAGTTAAACAGTCTACCTATTTACATAAAATACTTCAATGTATCATTTTTATCATTTTCTAGTGTTAATATTGCTATGACACTTTGGGAAATTATTGTATGTAAAGGGATAAAAGTACAGAATAGGCACTGAGTGTTCACTGTTAAAATATTGTGTAAGTAATATT 
CC-X011 chr21 28361896 + 7 chr21 20373013 + 4 INS 21q21.3MLT2C1|LTR|ERVL|-|278. . . . 21q21.1 . . . . . 44 34 127 89 0.8775758 0.2727273 0.8015873 0.285714286 1 chr21 28361763 272 chr21 20373148 GTATGCAATTATGGAAACTGGTGAAGTAGATAGAAAATCCATAGGGCGGGCCATCAGGAAAGCCAGGCTGTAAGTCTTAAGCACAATCTGAAGCTGCAGTCCACAGGCAGGATTTCTTGGTCAAGTATGTCTCATTACTTAGATGGCAGTAGAAATGATGATAATTTTGAAATAGGGCCAAGGCACTAGCTCATGCTCTGTAAGCATACTTGTACTAATAGGCTGAAGACCAGTGTTAAAGTTATCTTTTAGAATAGTAAAATAGCATATGA 
CC-X011 chr21 21094199 + 4 chr21 25936702 + 5 DEL 21q21.1 . . . . . 21q21.2 . . . . . 38 35 127 117 0.8815686 0.3529412 0.7897436 0.384615385 1 chr21 21094063 269 chr21 25936814 AATACGGACATTTCTGATAATTTGTAATATGGACAACCGAACCAGGAAATCCGGTGTTTTACAAGTTGAGAAAGTAGAAGCCACCTACCTATTACATTTTCCCTTCTTTTCATTTTGTAGTAAAATAAAATTTTACTTTAGAAGAAACATCTAAACATTGAGTCACAATGTTTATGACCTACTCAGAACTTTTGATTCACTCTATTAAATGAAGGTAAATCATACATATAAGAAAGATGTAGACTGAGGAGAGAAAATAGGTCAAAAGA 
CC-X011 chr21 21615194 + 1 chr21 21200255 + 4 INS 21q21.1MER57F|LTR|ERV1|+|419. . . . 21q21.1ERVL-E-int|LTR|ERVL|+|489. . . . 37 38 34 107 0.8742857 0.3571429 1 0 1 chr21 21615079 233 chr21 21200374 ATAGATCATATAAAGCAACGTATAACTGCAAACAATCAAATTTTTTTCTGCTTTACTTTCATGTTCATAAGCCCTCTGCTTATATTCCCTAGGCAAAGCCCCCAATCCACTTCTGGATTATTGCAATATGTTTGTGACAGGTGAAAGAGGATTGCTGCCTCATTGCAACTCCAGAAATGAGTGGTATTAAAGTACAGTTATAAGGGGCATCATTCCAATGGGCAAAGCTGTGT 
CC-X011 chr4 190540129 - 4 chr21 25933773 + 4 CTX 4q35.2 . . . . . 21q21.2 . . . . . 85 30 102 99 0.8526667 0.3 0.9191111 0.566666667 1 chr4 190540263 272 chr21 25933908 AAAATCTGACTTTGAATATTGAACTGCAGTGTTATTACTTCCTCTTGGTGGTGTGTTTCCAATTTTAGGGACTGTGGGGGAAAGACAAGCTGCGCACATACATGCATTCTCCCAATATCAGCCCCATTCATTTGGGGCCATTGCACAACTGGCTACAGGAGGATAAAGTGGTAAATCGCAGCATCACTGAAGCATGAATGTAGCCTAATTAACAAAACTGAAGCTTCTACACTCATGCTGTCTTTTCACATGTCTTAATTCACTTGCATGGT 
CC-X011 chr3 60301261 + 4 chr3 60351355 + 4 DEL 3p14.2L1ME3|LINE|L1|-|571FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT IC1 IVS5 NM_002012.2 23 29 125 118 0.7133333 0.5 0.7733333 0.4 1 chr3 60301145 242 chr3 60351478 ACCCTACCCAGACATTTCCCTCAATAAACATCCCCATCCTACCCCCACACAAATAAGAAACCAGTATCCTAGCTTCTATTATGATAGACAAGTTTTGTCAGTTCTTGAATTTCATGTTCTTCTGTTCTTAGAACTTAGGAAGCCATCTCTTTCAGATCAAAATATCTAAAATTTCTATGAAAATTTTCAATGATTTAACATCAGTGTTACGTCTTAAGATTTATTATTAAGACATGGTTTCT 
CC-X011 chr3 60234726 + 1 chr3 60436443 + 3 DEL 3p14.2MER34|LTR|ERV1|+|506FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT IC1 IVS5 NM_002012.2 36 24 36 121 0.8068398 0.3076923 1 0 1 chr3 60234602 182 chr3 60436503 GGAAAGTCACATTTTTATCATCAAGGATGAAAAGGTGAGACCTGGAGAATGCTGCACAAAGATACCATGTGAAAATAATTCTTATCTTCCTTTAGCCTGCCTACAGAGTTCACTTACTTTTTCACTTATTAATGGAAAATCATTTGATATAGAAAAGTTGTGTGCAAGGAGCCATAAACCAA 
CC-X011 chr3 60557321 + 0 chr3 60593623 + 5 DEL 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 22 34 0 77 0.8116667 0.4166667 1 0 1 chr3 60557245 222 chr3 60593767 TTACAGTAAACAGGAATTTGCATACGCTCTGGGAGCAAAAAGTGTGTCCCCAGACAGGTCACCTGGGGTATGTTCAAGATGAATGGAGAATAGTGTCTATTCCCTTTGGCACTTCTTACCTAATACTCAAGCCCCTTACTTGCTGAAACTCAAGTCTTCTCCTCCCTGCTCCCACTTGCCTTATATCTTCTCTCAATGAGTGAGGATTAAGGGCAGGTACTT 
CC-X011 chr3 60609591 + 6 chr3 60644079 - 3 ITX 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 3p14.2L1M4c|LINE|L1|-|2338FHIT I5U1 IVS4 NM_002012.2 28 30 94 110 0.8671795 0.3076923 0.9435897 0.076923077 1 chr3 60609454 265 chr3 60643953 GTCATGGTAGTAAAACTATGGGAAGAGCAAGGAAGTCCTCGTTTCGGCGTGTCTTCAGGAACACACTGGTTAACCATCTATTTGCCCAACCCGATTTGGTCTTTAAACTTGCCTGAAGAAGCCAGTTGGAGGGAACAGTGTAAGGTGTGTAGAAAATCAATAGCAAAATGGGACAGAAGGAAGTCCCTCCTTATCAGTTGGCCTTAAAAAGGAAGTAAATTCTGACATATGCTACAACATGATTGAAACTTGAGGACATTATGCT 
CC-X011 chr3 136412490 + 1 chr3 136627517 + 3 DEL 3q22.3AluJb|SINE|Alu|-|245STAG1 I5U1 IVS1 NM_005862.2 3q22.3MLT1J|LTR|ERVL-MaLR|-|132NCK1 I5U1 IVS1 NM_006153.4 58 68 109 128 0.946 0.1666667 0.959375 0.0625 1 chr3 136412370 253 chr3 136627641 CATTAAGGACAGATTTCAGGAGGTTGCTTTTGTGAACTACAGTTGTGCCACGTAGAGCCCTAATTGTTTTCTGTGGGTGAATTTATCTGTTTTAACTGGAGGTACGTTCACCACTCACTGACAGTCTCCTGACAATATATATTTTTTACTGTGGTTGCCATGTCCCTTACTCAAAATTGGTAGCTCTTAGGAAGAAGAGAAAAGATATTAAAAGTAGACAGCTAATGGTTTCTGCATGTGAAGGTACAAAAAT 
CC-X011 chr15 62027445 + 6 chrX 132305930 - 0 CTX 15q22.2(TG)n|Simple_repeat|Simple_repeat|+|35;trf. . . . Xq26.2 . . . . . 29 38 103 0 0.8366667 0.5714286 1 0.0625 1 chr15 62027298 245 chrX 132305828 GTTCTAGAAAGATGGCCGACTAAAGACACGCTCAAAATTTTCCTACTATCTAGAAATTCTGGATATACATTATTTCGGTAATGCAAGTCTGAGCTCACACAGAGGGGAAAAGAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTCATGAATATTAATCTGCCAGTGGTATTCAAATGGCACCTTTTTGAGTTTCAAATAGCACCTATAGTGAGTTTTTCATTTAGCTGCATA 
CC-X011 chrX 32363196 + 9 chrX 32364095 + 3 DEL Xp21.1 . DMD IC39 IVS39 NM_004006.2 Xp21.1 . DMD C39 EX39 NM_004006.2 41 32 119 90 0.76375 0.375 0.970303 0.181818182 1 chrX 32363064 252 chrX 32364214 AACACCTGCTGGCCAATTAGACTTTCCTTGTGGATTCCTTGCAGGCACAATATTGTGTAATTACATTCTCAGCAGTGTTTATTTGGTTGACTATAGGGGGAAAGGTTTTATTCTCTTATTTGCATGTAGAAAGTTTTATCTTTATTTCCTCTCGCTTTCTCTCATCTGTGATTCTTTGTTGTAAGTTGTCTCCTCTTTGCAACAATTCTTTTACAGTACCCTCATTGTCTTCATTCTGATCAAAAACAACAA 
CC-X011 chrX 49022396 + 1 chrX 49032578 + 3 DEL Xp11.23 . MAGIX IC5 IVS5 NM_024859.2 Xp11.23 . PRICKLE3 C9E EX9E NM_006150.3 14 9 94 92 0.62 0.6 0.9104762 0.142857143 1 chrX 49022301 205 chrX 49032690 ATTTCTCTAAGGGTCAGGGTCTCATCTCCCGCAGCCTTTGGGTTCTCCTGTCCATCCTCAGCCAAAGGCCTGGATTTCCCTTCCCTACTTCACCACTGAGAAAGCGGGAGGGCTCCTCAGGGCCTGTAGCTGTTAAGGGGGAGACAGAGTGACTCCTTGTATCTGCCCTCCCACTGGCCCCCTCCTAAGAGGAGGCCTGCGGAAG 
CC-X011 chr2 10024336 - 4 chr2 9999838 + 5 ITX 2p25.1MER52A|LTR|ERV1|-|887TAF1B IC8 IVS8 NM_005680.2 2p25.1THE1D-int|LTR|ERVL-MaLR|-|182TAF1B IC5 IVS5 NM_005680.2 103 36 123 109 0.8309091 0.2727273 0.9475439 0.131578947 1 chr2 10024474 302 chr2 9999977 AAAGAGAAGGAAAGAAGAGCTGCGGTCCTTTGGGGAGTCCAGACCTGGGAGCTCCTCGAGCCAGGGCTGTGACTCCCTCTTTGAGGCCCTGTGGTTCCTGGCATCTCCAAGCTCCCAGGTACCACCGTGTTCCCCAATGTTAATTTGTTATTAACAAATTAACATTCAACAAGTTTCTAGGAATTTCCAAACTTTCTTTCATCTTCCTGTCTTCTTCTGAGCCCTGCAAACTGTTCCAACCCCTGCTTGTTACCCAGTTCCAAAGTTGCTTCCACATTTTCCAGTATCTTTATGGTGGTATT 
CC-X011 chr2 10038035 + 12 chr2 10015579 + 18 INS 2p25.1 . TAF1B IC8 IVS8 NM_005680.2 2p25.1THE1B|LTR|ERVL-MaLR|-|364TAF1B IC6 IVS6 NM_005680.2 61 75 117 116 0.6842424 0.5757576 0.7865835 0.666666667 1 chr2 10037900 263 chr2 10015708 CCTTCTTACTCTGTAGGCCACATGTAATGCTTGGGATTTTTTGTACAATCTTTATTAGAATAATAACCTGACAGGTTTCAAATCTACTTGAGGGAAGTTGAGGTGAACATAATGATCAGGTTCCCTCATTTCTACTGGGTCATTTATACAGAAAAAGAGGTTTAATGGACTCACAGTTCCACATGGCTGGGAGTGCCTCACAATCACGGTAGAAGGTGAAGGAGAAGCAAAGGCACGTCTTACATGGCAGCAGGCAAGATGAG 
CC-X011 chr2 10029905 + 8 chr2 10033426 + 8 DEL 2p25.1L1MEc|LINE|L1|-|1255TAF1B IC8 IVS8 NM_005680.2 2p25.1L1MC4|LINE|L1|-|236TAF1B IC8 IVS8 NM_005680.2 85 86 130 76 0.8669444 0.2083333 0.9224074 0.25 1 chr2 10029766 270 chr2 10033560 TTTTTTATTAGATGCAATCATTGTAATTTTTATGTTGTAGAGTGCTAGATTTTTTGTTCTAGTGTATAATTAAGTAACTTGAAGAACAGTTTAATCCTTTAGAAGCTTGTTTTTAAGTTTTGTTGTGTGTGGTTTGTTATATCCATCCTGACCCATTACTCCTGAATACTTTAAAAGACTAAAACAAGGTAGCTAGGTAATGAAAAAATAAGCCAAACAAAACCAGAAACAATCTAAATGTCTATCAACAGGAAAATGGAAAAAATGTGA 
CC-X011 chr2 211804526 + 7 chr6 99113779 + 2 CTX 2q34 . . . . . 6q16.1 . . . . . 27 20 96 120 0.6971429 0.5714286 0.7847619 0.428571429 1 chr2 211804382 241 chr6 99113874 CATAAACATCCTGTCTTTCTTTTCCTTATTTTTATCTCTTCAATTGGTGCAATCCAGATAAAATAATTAGAAATACTGAGGAAAGGGACTCTTTGCCCATCAATCAACACCTTTAGTGAACACCTTCTTAATACCTCACTGCCTTTAATGATGTCATATCTAGAAATTATAAAGGTGGGAAAAACACATTATAAATTGCCATATACCAAATACACATTTTTCATTATAATTTTTGTAGGTT 
CC-X011 chr13 55952566 + 0 chr13 55952656 + 6 DEL 13q21.1 . . . . . 13q21.1 . . . . . 20 11 0 42 0 0 0.8811111 0.75 1 chr13 55952525 188 chr13 55952802 TAAGATTTATATTCTTTCATTTTTAATAAAGAATTCCACCAAATTTATTCTTGGAAAACTGGAATATAATGTTATTTAAACTAGGACATTGTTCTACTCCTTAAAGGCAAGCATTTTACATGAGATAGTTTTACTGTGAAGAAATTAAGTTTATTGCACTGTATTTATATTTCTGTGATTGATAAGTCT 
CC-X011 chr13 96883433 + 10 chr13 97219348 + 6 DEL 13q32.1MER5A1|DNA|hAT-Charlie|-|145HS6ST3 IC1 IVS1 NM_153456.3 13q32.1 . HS6ST3 IC1 IVS1 NM_153456.3 27 22 114 112 0.6861538 0.5384615 0.7847619 0.428571429 1 chr13 96883287 261 chr13 97219463 CCCTGGGTAAGGTGGAAAGAGAGGTATGAAGGGTAATGTGGAAGTGGCCAGTTAGGAAAGCAGGGAGGGGCTGCCTCAGTGAAACTCCAGAATGTGTGCATGTTGAGGGAGGGATTGGAGAAGAAAGCAAGTGGGACCAGTACAGAGTATCACTTTCCATTTTCTCTTTTTTCTTTTACTGCTTCTTTTATCTTCTCTCTTCTTTTTTTCTTCTCTTTTTTCTTCTTCTTCACCTACAGTTCTTCCGCCTCCCCACACCCA 
CC-X011 chr10 36115974 + 7 chr14 19047269 + 1 CTX 10p11.21 . . . . . 14q11.1ALR/Alpha|Satellite|centr|-|48867;dup;trf. . . . 27 101 124 130 0.7237037 0.5555556 0.9468889 0.166666667 1 chr10 36115841 258 chr14 19047396 ACACCGAGTTAATTGAGCGCTGCTGCTGAGCTTCCTTCCCCCAATGTAGTCTTCAAGTGGAATATGGCTGAAATATCAGCTGTCAGATGATGAATATTTTAAAGAAAATTCTATTATGCACCCAAGGTTCATTCTTCTGTCTACTTTTTATGGGAAGATATTTCCTTTTTCACCGTAAGCCTCAAAGCACTCGAAATGTCCACTTACAGAGTCTACGAAAAGAGAGGTTCAAAACTGCTCAATCAAAAGAATGGCTTA 
CC-X011 chr10 77801806 + 6 chr10 78076676 + 4 DEL 10q22.3 . C10orf11 IC2 IVS2 NM_032024.3 10q22.3 . C10orf11 IC4 IVS4 NM_032024.3 22 26 104 67 0.7727273 0.5454545 0.8657143 0.285714286 1 chr10 77801668 268 chr10 78076806 TTTTAAAAAAGGTACCCTTAGGAGAATCCCTGAAATGATCCCCACTGCAGTGGTCTTGATTAGCCAGGGACACCAGGTTTCTTCCACAGATTGCCTGTGGTCAATTTTCTATGCATCTTGACAAAAAAGAAATGTGAGATAATCTTGTCTCAATGCTTTGAGAAGTTGTCCTGTTAGGTGCTGCAAGGCATTCACTGTCAAATTAGGACTGGCCCCTACCATCTTGCAAAAGAGACAGGTGCCCAGTGGACAGTGAAGCAGGGGAGAA 
CC-X012 chr7 11531365 + 5 chr7 11527694 - 1 ITX 7p21.3 . THSD7A IC6 IVS6 NM_015204.2 7p21.3 . THSD7A IC6 IVS6 NM_015204.2 40 40 123 84 0.8506667 0.3333333 0.965 0.125 1 chr7 11531226 263 chr7 11527568 TTATGCTACTAAATAAGATAAATTATATATCATAGTCATTTGAAGAGTTAATCAATACAATCACCCAAATAGTCACATTCATCAGAATTTATTGGCTTAATTAATTTAAGAGCTTACATAAATAGATGGTTCCACATCAATTTCTCCTTTCTGCTTACAATTCCATTATGTTGTGAGTTGCAATTTTACAGGGGAGGTGCTTTGCACATAGCACTGTTTTGACTGTTAAAATCAACCATAAAAGTTGCACATTTCTATGATTT 
CC-X012 chr14 67077663 + 5 chr14 67182655 + 3 DEL 14q23.3MER31A|LTR|ERV1|-|451GPHN IC1 IVS1 NM_020806.4 14q23.3L1PBa1|LINE|L1|-|2494GPHN IC2 IVS2 NM_020806.4 34 27 75 110 0.9653333 0.1333333 0.8286667 0.3 1 chr14 67077538 222 chr14 67182749 AAGGAAATATCAGACTTAAAAGGTGATTCTGGCTAAACTCACCTAGAAGGATTTTTTTCTGAAGACAGGCCAAGATAATCAGACATCTCCTGGGGATGGTGGGGAATGAAGAATGCAATTAGATATATTGAATAGAATGTGTATTCTGCAGTTGTAGAATGGAATGTTCTATATATCTATATATATATAGATATATCTGTTAAGTCTGTTTGTTCCAAGGTA 
CC-X012 chr14 92461604 + 6 chr14 92456524 + 3 INS 14q32.12 . TRIP11 IC14 IVS14 NM_004239.3 14q32.12 . TRIP11 IC15 IVS15 NM_004239.3 42 44 107 117 0.94 0.0769231 0.9187879 0.181818182 1 chr14 92461458 272 chr14 92456646 CTCACTGGTAATAGGATACTAAAACAAATTTTTAATAATTACTAAATAAAGTTTATTTTCTCGTCTTAATTGTAAAAGGAGTCTAAATTAACTTTTTGATGGCTACTCACCCTTCCCCTCTACCAGTGGGTAACCTTTCAGAGATTTTAAATAAAATTGAAAATTTTAAATAAAATATTTACTATTCAAAAATCCACAAAACTAAATTTAGTGTGAAGGAAATGTAAACTTTCAAATGATTTTTTTAACCCACACCATTTGTACTTATGAAG 
CC-X012 chr19 2953286 + 3 chr19 2954740 + 1 DEL 19p13.3LTR43B|LTR|ERV1|+|311 . . . . 19p13.3AluSp|SINE|Alu|+|270 . . . . 30 8 71 16 0.9216667 0.25 0.8019048 0.428571429 1 chr19 2953148 255 chr19 2954855 CAAAAAGGAATTTATCTTAAGGCACTAGCTGCTGCCTCTCCCTGTGAATAGTCTGCTCTGCCTCTTAGAGAGTACTTTCATTTTGCAATAAATTTCTTTGCTTACTCACACTTTGGACTTGCTCTCAAATTATTTGTGCTTGAACCTGGGAGGCGGAGGTTGCAGTGAGCCAAGATCGCACCATTGCACTCCAGCCCAGGCAACAAGAGTGAAACTCTATCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAGAAGAACTAGGGTG 
CC-X012 chr8 139312311 + 3 chr8 139312540 + 4 DEL 8q24.23AluSz6|SINE|Alu|-|154FAM135B IC2 IVS3 NM_015912.3 8q24.23 . FAM135B IC2 IVS3 NM_015912.3 11 17 66 55 0.7933333 0.5 0.7 1 1 chr8 139312174 271 chr8 139312679 AGGAAGTGGGATCACCAAAAGTGAGAGTGGTATTTATTTATTTATTTATTTATTTGAGACGGAATCTCGCTCTATCGCCCAGGCTGGAGTGCGGTGGCAAGATCTCGGCTCACTGCAGCCTCCACATCCCGGGTTAAAAACGAGCCTGTGGCCTAGCCAAGGTATACATTCAGCAGAGCCTGGAGACTGCCCTCCTGCCGTTTATGGCAACCAGTATTCCATTTGCCTAACAGCCTCCCTAGCTCAGAAATAAAATCTGTTCCTTTTCAAG 
CC-X012 chr1 16245182 + 3 chr1 16250427 + 5 DEL 1p36.13 . SPEN IC6 IVS6 NM_015001.2 1p36.13AluSg|SINE|Alu|-|294SPEN IC10 IVS10 NM_015001.2 28 26 65 111 0.9606061 0.1818182 0.7058333 0.5 1 chr1 16245048 254 chr1 16250550 ACGATTTTAGATATTGCAGAAGGGAATTATTTCTTAGGATTTCATTAAATAGCCTGCCTTTTCTTTATTATCGTTAAGTTTCTCTTAATGCTGTTAGTATGGATTTTAAATTTTGAATTTTGAATTGCAATGCTGGGATTACAGGCGTGAGCCACCGCACCCGGCCTACCTGGTGTTTTTAAATGAAAAATGCTCCCTACGGCCAAATTCTGAAAAGCTCAAACTTGTCAGGTTTTGATGGTTTCTCACCAGAT 
CC-X012 chr6 134556387 + 3 chr6 134563038 + 2 DEL 6q23.2L3b|LINE|CR1|+|347 SGK1 IC2 IVS2 NM_001143676.1 6q23.2AluY|SINE|Alu|-|303SGK1 IC2 IVS2 NM_001143676.1 38 25 127 77 0.8825397 0.1904762 0.9533333 0.272727273 1 chr6 134556305 224 chr6 134563181 CTAAATGTCAAAATAAGATGCAGGTGGAGGTTGAGCAGTCTTTTCTAAAGCCATGAATAATAAGATAGCAGCTTCTTTGTATGAGCCACCGTGCCCAGCCTTGTTTTATTATATGAAGTTACAATCCTGTGTCACAAGATGGGAGGGCAGAGGGAGGATTTTGAGGAAAGCTTAATGACCGAATGGTGTTTACTGTCAAGAGTCCCAGAGGAAAGGGAGAGAAG 
CC-X012 chr17 55699301 + 5 chr17 55699770 + 0 DEL 17q22AluSx|SINE|Alu|+|294MSI2 IC9 IVS9 NM_138962.2 17q22 . MSI2 IC9 IVS9 NM_138962.2 17 29 56 0 0.9066667 0.375 0.9690909 0.090909091 1 chr17 55699165 193 chr17 55699825 ATGGGAATTCCTTAAAAGGAATGTAGAAGAGAAGAGGAGGGGTTATCCTTAGGCCAGGTCTCCCACCTTTGAGCCGGACAAAACCAGAGTCACCTAAGACTCTTAGGAAAGGTCTTTTGCAGGTCAGTGCAGTGCCTTTAACTTTCTTGGCCTCGTTGGGCACATGCTGTTTATTTAACATGCTGATACGAGT 
CC-X012 chr17 65939306 + 3 chr19 19627791 - 2 CTX 17q24.2L1ME3B|LINE|L1|+|174BPTF IC19 IVS19 NM_182641.3 19p13.11AluSp|SINE|Alu|-|293NDUFA13 IC1 IVS1 NM_015965.6 22 18 95 79 0.8386667 0.3 0.9122222 0.166666667 1 chr17 65939189 238 chr19 19627672 GTGTTATCATCAAAGTGAGGATAGTGCTTACCTCTAGGGGAGAGGGAGGGAATTGAAATCCGGGTGAGTCATATGGGGACTTCTAGGACACTGGCAATGGTGACCACAGTGGCGGTTTAAACCCCGTCTCTACTAAAAACACAAAGTTAGCCAGGCGTTGTGGCACATGCCTGTAATCCCAGCTACTCAGGAGGCTGAGGCAAGAGAATCGCTTGAACCCAGGAGGCGGAGGGTGCGG 
CC-X012 chr17 72730592 + 3 chr16 22827961 - 6 CTX 17q25.1MLT1C|LTR|ERVL-MaLR|-|366RAB37 PROM . NM_001163989.1 16p12.2 . HS3ST2 IC1 IVS1 NM_006043.1 28 33 95 121 0.9466667 0.1666667 0.7497778 0.4 1 chr16 22827829 275 chr17 72730448 TAGCAGGCAGACACATAGTCTGTCCCCATTGCAGCCAACCAGGGGCTAGCTAGCCTGTGGGTGGCCCCAGCACCATTATGTCTGGTTAATAGGGTAGGGTGGCACAGAGTGGCAGATCTGGCTTCATGCCAATTCTGTCCCCCAAAGACAGGTTGAGGTCTGAACCACCAGTACCTCAGATCATGCCCTTACTTGGAAATGTGGTCATTGCAGATATCACTCATTAAGATGAGGTTATACTAATATAGGGCAGGCCATTAATCCAGTATGACCGG 
CC-X012 chr16 34272260 + 3 chr16 34292668 - 4 ITX 16p11.2 . . . . . 16p11.2 dup . . . . 10 27 113 114 0.6233333 0.5 0.8706667 0.2 1 chr16 34292531 250 chr16 34272149 GTGAATACAAAGACTTGCATCAAGATGCCGCTGCTTTGAAAAGGGTTATCAGCATGAATTTCATTGGTATTGGGTGCTCTAATGCCATCTTATCTTAAAGAGAAAAATTGGCCTTATAAGACCCTGAACTTCTCAACTAAAATCCATATATGAGAATAAAAAGAACAGAAAAAAAAACGCACCAAAACGCAGACTAGCTGGTACAGCTTTAGGTGATACCTGTCCCCATTTTGTTCTATTTAAAATCTCA 
CC-X012 chr16 34294054 - 3 chr16 34275480 + 3 ITX 16p11.2MLT1E1A|LTR|ERVL-MaLR|+|133;dup. . . . 16p11.2 . . . . . 26 24 113 111 0.829697 0.2727273 0.8879167 0.25 1 chr16 34275597 229 chr16 34294169 GAAACCAGGGACTCTAGCCAAAACAGAGTGCCTTTTTACTTAGGGCTGAATACAAACATTAGGTGATGACTCCATAGAGGCCAAAACTCAGGGCTTTAGACACAGGTGGAGTCCATTTGAATATGGCAAAGTGAGGGAGTGGCTCTCTGCGAGTTACCTTTCCTTTCCTTTTATCGGGAACTATAGGAATCCCTATTTTCTTTCTTGCGTTTACTTTCACAGTGCAGTG 
CC-X012 chr16 57372658 + 5 chr16 57373848 + 2 DEL 16q13L1MB3|LINE|L1|-|525 . . . . 16q13AluJb|SINE|Alu|-|302 . . . . 34 25 112 115 0.7473607 0.4545455 0.9327999 0.166666667 1 chr16 57372517 254 chr16 57373966 TCTCCATTGTTTTGGACAAAAGTCATGTGTTAATCTTACTGTCATTTATGTGTATATGATGGATTTTCTTTTCTGCTTTCAAGTTTTTATTTTCTTCTTTTCAACAGTTTAATTATAACGTGCTCATGTGTGGATCTCATTGCAGCCTTGGCCTCCCAGGCTCAAGTGATCCTCCCACCTCAGTCTCTCTAGTAGCTAGGGGCCACAGGCTTGCATCACCATGCCTGGCTAATTTTTGTATTTTTTTTTTTTTT 
CC-X012 chr3 95349812 + 7 chr3 95350553 + 7 DEL 3q11.2MLT1F1|LTR|ERVL-MaLR|+|438. . . . 3q11.2MER67C|LTR|ERV1|-|417. . . . 38 48 110 124 0.8381481 0.2777778 0.8527536 0.304347826 1 chr3 95349674 249 chr3 95350665 AATGATGGTTTGTGACTTTAAATTCTGTGTAATCAAAGATTGTTCCTCTGTCTCTTTGTTAGATTGCTCGCTGTGGGGGACATTGGATCCTATCTTGAGATCAGGTCTATGCAGAGGTATATTTATCAAAGAAATGAAGAGTCTTTAATTAAGAGGACTTGACAGCACCATTTGTCATACATAGATCACCTTAAACTTTTATAGTAATTGTCGTAGCCACCTGTATTTGTTAATTGTCTTAATTCAAAT 
CC-X012 chr19 19627830 - 3 chr12 43091884 + 6 CTX 19p13.11AluSp|SINE|Alu|-|293NDUFA13 IC1 IVS1 NM_015965.6 12q12Tigger3a|DNA|TcMar-Tigger|-|290LOC100506684 IR2 IVS2 XR_110357.1 21 26 15 122 0.775 0.4166667 0.9093333 0.2 1 chr19 19627975 247 chr12 43091985 TTTTAAGTTCTCTTTTTCAATTTTCTGTGCTGAGCCCGATAACAAAATTTAACGTGTTACTTAAACATTTGAAAACTTTACGCCGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGGATCATCCAGAAAAGGTATGGTAAAAATATGGTGGTATAATCTTACGAGGAGCACTGTTGTATATATGGTTTGTCATTGGTGGAAAGGAATTTGAAAGGAATTTACTTT 
CC-X012 chr12 102793512 + 5 chr12 102794392 + 1 DEL 12q23.2 . IGF1 3U1E EX5E NM_001111283.1 12q23.2 . IGF1 3U1E EX5E NM_001111283.1 34 31 125 37 0.8422222 0.2222222 1 0 1 chr12 102793377 261 chr12 102794520 AATGAGTTATTTTCAATTTATTTATAATCCAGTTGGAGAGGATTATGTGTTGGAAAAAGTTAAGAAAGATAATATGGCAGTGCATCTTTCAGCTTTCCTCCTTGGGGGATTTTTGACTGTGGATAGAATTAAGTGACTTTTTATTAGATATTATTTTAATATTTCAAATTTTGGATCACTTTCCTTATATTGCCTAGAAAAGAAGGAATCATTGTGTTTTTCAAAATGAATAGAATATTATTTATAGTATTAAACGAGGTT 
CC-X012 chr2 33529659 + 4 chr2 33530119 + 5 DEL 2p22.3 . LTBP1 IC22 IVS22 NM_206943.2 2p22.3AluSx3|SINE|Alu|+|296LTBP1 IC22 IVS22 NM_206943.2 27 30 119 130 0.7539394 0.3636364 0.7435556 0.533333333 1 chr2 33529526 253 chr2 33530241 CCTTGTTTTGTTATTGTCCTGTCATCCTGCTGGCCTCCTCGTAGAGTCAGACTCCCAAGTGTTGTGCCTGCTTCTGTGCGCTACTGACTCCAGCATGCTTGGTAGCTAGTCATTCTGTGATAATGAACGTGCCTATAATCCCAGCACTTTGGGAGTTCCGAGGCAGGTGGATCACGAGGTCAGGAGATCGAGACCATCTTAGCCAACATGGTGAAACCTCATCTCTACTAAAAATACAAAAAAAAAAGAAAAA 
CC-X012 chr13 55593110 + 1 chr13 55593339 + 4 DEL 13q21.1MSTD-int|LTR|ERVL-MaLR|+|1644. . . . 13q21.1MSTD-int|LTR|ERVL-MaLR|+|1644. . . . 32 34 63 63 0.8266667 0.4 0.9033333 0.214285714 1 chr13 55593024 224 chr13 55593477 CCTAACAAAGTCAGAGAAATGGGATGGCCCATTGCCTTGGGGCCCCAAACCCAGCCCCAGTACATCCAGGAACCAGGACATGGAGTCTGATTTAGATGAGACTCTGGACTTACAAGTTTTGAGTTGATACTGTAACAAATTAAGACTTTGGGGGATACTGTGATGGAATAAATGCATTTTGCCTTTTGAGAAAGACATAAATTTTGAGAGCAAAGAGCAAAATG 
CC-X012 chr10 102241237 + 3 chr10 102241292 + 6 DEL 10q24.31 . WNT8B IC4 IVS4 NM_003393.3 10q24.31 . WNT8B IC4 IVS4 NM_003393.3 32 34 29 62 0.9394872 0.1538462 1 0 1 chr10 102241091 265 chr10 102241429 TTTAAATATAAAAATAAAGAAACAACACTCTGGGGATTCCTCTGTTGCTTCTCTCAAACACAAGGGGAACTTCCTTCCGTGTTGCCTATCCCCGTCTACTTTCCACTCTTTACCTCCAGTGCTGTCTCCAATGCTCGAGCTTTCCTCATCTTTTTGGCACCATTTTGTCCCTTCTGGACCTCAATCACCAGCAGGGCACGTGCACCCTCTGCCCATGCGAAGAGGCACTGTTGGCAGAGGAGTGTACTGGCACCTTGCAAAGAATC 
CC-X012 chr5 35587156 + 3 chr5 35524016 + 1 INS 5p13.2 . . . . . 5p13.2 . . . . . 38 25 116 91 0.8981818 0.1818182 0.854 0.2 1 chr5 35587031 242 chr5 35524140 TACCATTAAATAAAATGCATAATTTAAAATAACTAAAATATAGAAAAATTTGAAGTATCAGATGAAAAGGCATCAATGGAACTTATACCTTTTCTATACCTCCCTGCATTGTGTATTTTATACACCATTAGGGCTTGGCACATTTTGAGGGAGAATTTCTTTGACAATTTTCCTAATTTTTTCCCTCTTTTTAGGTCTTGTTATATCAGTGCTTCCTTTGAAATAAAATTTTAAAAAATCTA 
CC-X012 chr5 58386944 + 5 chr5 58500413 + 3 DEL 5q11.2L1ME3B|LINE|L1|+|657PDE4D IC6 IVS7 NM_001165899.1 5q11.2 . PDE4D IC3 IVS4 NM_001165899.1 25 26 101 104 0.8375 0.5 0.8988889 0.25 1 chr5 58386798 292 chr5 58500556 CTAAAGGGTGCACAAAAATGCTGTATAGAAAGTACTTTTCATGAAGAGCTACAACAACAACAAAAACAAATACAATTCAAATATCTACTAAACATATGAAGGAGTACTCACTCTCATTAGTAATCAGAGAAATGCAATGATCCCATTGGGACGGCTGATGTCCCAAATTATCACCAGAAGGTTTGAGTACAAAGCTGAGAGTCTGACTTCCATGGAGGGAAGAAAGACAGCGAAAGAGTTGAGTACATGGGCAGGGATTCACAAGTGCTCTCACTTTGTGTTCTAGGAACGG 
CC-X013 chr20 14529082 + 6 chr20 14529382 + 1 DEL 20p12.1 . MACROD2 IC4 IVS4 NM_080676.5 20p12.1AluYa5|SINE|Alu|+|303MACROD2 IC4 IVS4 NM_080676.5 13 6 97 71 0.6506667 0.6 0.5266667 1 1 chr20 14528943 237 chr20 14529492 CTCTACCCCAACTGCCAATTATAAACTCAGATTTACATTCAGAATACTGGTGTGAAGCATTTCTACTATATCTTTTTTTTTCAATCATTTTCACCTTTTGCATTTATCTTATAAATCTAACACTATAAAATACATTATCTTAGTTTTTTTTTTTTAGATTAGAATGCTGGCAATTCACTGGGAAGTGATCCCTGGAAGTATTAAATGAACAGAGGAGTGGGAGAAGTAAAAAAGGGA 
CC-X013 chr14 45588904 + 3 chr14 45737127 + 1 DEL 14q21.2AluSc8|SINE|Alu|-|299FKBP3 IC5 IVS5 NM_002013.3 14q21.2 . . . . . 25 30 114 88 0.7392642 0.8888889 0.9580952 0.071428571 1 chr14 45588784 235 chr14 45737239 ATACGGTAGACTAGAAGAAATTTACCAGTATGCAAATAAGTTACAGAAATAGAAAAATGGCCCAATTTGATAATATACTTGCTATCAACTTGGTACGGGCAGGTAACAATTTTTTTTTTTTGGGCAGAATGCCCATGTCTAATCTAATATTTGACCTGGGGATAATATCTGGGCCTCTTCAACAACCACCTGGGGTGAGGCCTGAGGTCATGCCTGGTGATACATAAACCTGCTA 
CC-X013 chr19 22512560 + 3 chr19 42148229 - 5 ITX 19p12BSR/Beta|Satellite|Satellite|-|1470;dup. . . . 19q13.2AluSz6|SINE|Alu|+|146 . . . . 44 49 112 92 0.9216311 0.2222222 0.9024561 0.315789474 1 chr19 42148106 258 chr19 22512420 GATCATGATAAAATCCACTTTGCAAGCTGTTAGGAATAAGATTTGCTTCAGTCAGGAGGTGGAGGTTGCAGTGAGCTATGATTGCACCACTGCACTCCAGCTTGGATGACGGAGCAAGACTCTGAGAGTCACACCACCTAGGGGAGGGTCTCAAAAATATGTTGCAATGCCCCCTGTGGGTAGGGCTCAGATGGAAAAGAAGAGTCACATAAATTAGGGGCTTCATGTCACAATCACTCCAGTTGAAAGAGATAAGGC 
CC-X013 chr13 83204124 - 2 chr19 37717375 + 3 CTX 13q31.1 . . . . . 19q13.12L1MC1|LINE|L1|-|444ZNF383 5U2E EX1 NM_152604.1 22 41 86 94 0.9402778 0.125 0.9066667 0.3 1 chr13 83204219 193 chr19 37717472 ATGTTTAAATGGAAAATATTATTTAGATTTTTTTATCTCACATGAACTCATTACGGAGTTTTCTGAAGATTTATTTTAATAGGTATTTTATTATTAAAGGCCTCTGTGCCCTGACTGATCCTCCCTCCCTGTCAACTCCTAATCTTTTTATTGTCTCCATAGTTTTGCCTTTTCCAGAATGTTGTAATCATAC 
CC-X013 chr19 50378623 + 6 chr19 50378696 + 0 DEL 19q13.33MIRb|SINE|MIR|-|114;trfAKT1S1 IC1 IVS1 NM_032375.4 19q13.33MIRb|SINE|MIR|-|114AKT1S1 IC1 IVS1 NM_032375.4 27 23 38 0 1 0.25 0.9008333 0.5 1 chr19 50378485 177 chr19 50378733 GTTCTAAATCCTGACCGCCATCCTGCCTGCCTTTAGGAGGGCAGATATTCTAATCCAGATGGAAAAGTGAGGCTCAGAGAGCTTAGGACACTGGCAAAAAAGCACACAGCTACACAGGGCACAAGTGGGGCTGAAACTGCTGACTGCCCAGCCCCAAAACCCCACTGAACTGGGGGG 
CC-X013 chr8 11678555 + 3 chr8 11867906 - 1 ITX 8p23.1 L2a|LINE|L2|+|99 FDFT1 IC3 IVS3 NM_004462.3 8p23.1 dup . . . . 45 50 83 31 0.9355556 0.2 0.9833333 0.4 1 chr8 11678420 254 chr8 11867788 ACCTCAGTTGGAAATGCAGAAATCACCCATCTTCTGCATCGATCTTGCTGGGAGCTGTAGACCAGAGCTGTTCCTACTGGGGCATCTTGGAAGCAACTCTGGGTCTGAGTTTCTGTTTGTTGCCCTGATGTATATCTGGACTACACAGGCTGAAGCTCTCTCTGCCGAGATATAGATATTTCCCTGGTGACGATCTTTCAAGCTGACATGAAGACATGGCCACCCACTGGAATGTCGTGTGTCTGCTGTGGCGC 
CC-X013 chr8 42240527 - 5 chr8 17233680 + 9 ITX 8p11.21 . DKK4 PROM . NM_014420.2 8p22L1MB8|LINE|L1|-|810MTMR7 IC1 IVS1 NM_004686.4 28 48 123 124 0.7942857 0.3809524 0.7966667 0.4 1 chr8 42240658 276 chr8 17233826 CAACATGCCCCTTCTCATCTTTTATTTGATGGAATATTTCCTGTGAGATTCTGCCAAAGACCTGCTTGCTTCCGTTACTTTGATTTTGTTTTAAGGAAAGCAAAACTTATGGAAATCAAACTGGTTTTGACAACATGTCATACTTTGATAGTGGTTTCTTTCACTTAGCAATCATGTTCTCAATCTACGTTTCAATCCAAGTTCATCTATTCATAGAATGTACCAGTGCTTTACTTTTTGTTGCCCCATAATATACCATTATAGGGACATATCATA 
CC-X013 chr8 144289102 + 3 chr8 144289057 + 1 INS 8q24.3 trf GPIHBP1 PROM . NM_178172.3 8q24.3 trf GPIHBP1 PROM . NM_178172.3 38 34 33 48 0.9913333 0.1 0.8716667 0.875 1 chr8 144288922 147 chr8 144289102 GATGTGCACACTCCTGTCCTGGGCCCCCAGGCTGGCTCTGGAGTGCGGCTGCCCAGGACCAACTGTGTCTCCCTGGAGTGTGGCTGCCTGGGACCAACTGTGTCTCCCTGGAGTGTGGCTGCCTGGGACCAACTGTGTCTCCCTGGAGTGTGGCTGCCCGGGACCCACTGTGTCTCCCTG 
CC-X013 chr1 243802948 + 3 chr1 243803787 + 3 DEL 1q44MER41B|LTR|ERV1|+|533AKT3 IC4 IVS4 NM_181690.2 1q44MLT1H1|LTR|ERVL-MaLR|+|548AKT3 IC4 IVS4 NM_181690.2 45 28 79 67 0.9577778 0.0833333 0.9690196 0.117647059 1 chr1 243802815 279 chr1 243803932 TGAAAGTGACCTCCGGTTGTCCCCACTGCTGATTATACATTCATTATAATATATTATCATGCCAAAGGAACCTCCCATCAGTGCCATGACAGTTTACAAATGCCATGACATATCGGGAAGTTACCCTGTATGGTTAAGCCTGGCAGTTTATGCGTTCTCTCTCTTGGAAAGCTCTAGAAAGCCAGCTCTAATGCTGTCAGTTAGTCCATATTATCCTGCTGGAGAGAGAGGCCATGTGGAGAGACCCTGGAAGATAAATTACCACTCCAAGAGAGAGAC 
CC-X013 chr13 89692818 + 1 chr6 11563100 + 3 CTX 13q31.2 . . . . . 6p24.2L1MD2|LINE|L1|-|337TMEM170B IC1 IVS1 NM_001100829.1 42 35 125 121 0.848 0.2 0.9305556 0.083333333 1 chr13 89692700 261 chr6 11563239 ATTTGCATCATATTTTTGAAATTGAAGAATATTTAAGAAAAATAATGTTACATGATAGCTATTCAAATGATGACGATAATACATCAAACATTTATGACATGAAAAAATTACTGCAACTTCCAGATCACTCATGTTGCTTTTTAATAACCATACCCTCCTTCCTTTTTAAGGAGTTTTTGTTTCGTTTTAAAATTCTTAGTCATTTATGGTCTTGACCTAAGTATTTTTCAAATTTATATCATGCTTTTAAATTTTTTACTT 
CC-X013 chr6 52448232 + 3 chr6 50890008 + 3 INS 6p12.2 . FLJ37798 R3E EX3E XR_108662.1 6p12.3AluSz|SINE|Alu|-|269 . . . . 43 43 112 66 0.9661538 0.0769231 0.8908333 0.1875 1 chr6 52448095 263 chr6 50890133 TTACAAGATATGTGGCACGTTTGCCTAAAACAAGCCTTGCTTTCTGATTTCTGTGCACTAGGCACTTAAACCTTGCAAATGTCGCTTACCTAACAGTCACTGTCAAGGAGTACCTGGCTAAAGAATCTCCAGCTAGACTCCACCTCCAGGGCTCAAGTGATTCTCCTGCCTCAGCCTCTCAGGTAACTGGGATTACAGGCACTTACCACCACACCTGGCTAATTTTTGTATTTTCAGTAGAAATGGGGTTTCATTATGTTGGC 
CC-X013 chr6 58487904 + 5 chr6 52191006 + 6 INS 6p11.2AT_rich|Low_complexity|Low_complexity|+|21;dup. . . . 6p12.2MER51C|LTR|ERV1|-|378. . . . 44 49 120 126 0.7377778 0.5 0.8990022 0.55 1 chr6 58487779 256 chr6 52191135 AGGCCTTTCAATAAAAGGGTCAGTGTATCAAAAATCTGAAGGATATTACTGTAAATAAAAATCTTTATTAAGAACTAAAGAGTGCAATTGATTTTAAAGGTTGCTATTCTTTCTGGCACATAATAATGGCCTTAGATTTCCTGCTCCCAGAACTTGGTGTTTTCTCTTTTAGGAAGTCAGCACAAATTGGCCTTAAGTTCGCTGTCTCTAGGCCCTATTCTCCTGCCTCAATCTCTTTCAGCTCTGCTGGTGCAGA 
CC-X013 chr6 55044462 + 4 chr6 52510428 + 1 INS 6p12.1 . HCRTR2 IC1 IVS1 NM_001526.3 6p12.2 . . . . . 52 55 98 58 0.9533333 0.0952381 0.9866667 0.103448276 1 chr6 55044318 243 chr6 52510529 ACTTTTAAGATGGCTATTTCATAGATAACAGCAACATTTATCATGGACAGACAATAATGAGAATAACATGTGCAACTGATAATTTAAATGCAATGAGTTATTTCTGTATTTGAAAAAATATATTTGGGAAATGGGATAATTACAATAAAAAGATGCCAAATAAATAAATTTCTAATGCAGGAATTCCAAATATTGTAGCATGTGGTTAGAAGACATGCTTTGGAGTTGCCGAAACTTCTTGGA 
CC-X013 chr6 58479918 + 8 chr6 58481924 + 1 DEL 6p11.2L1M1|LINE|L1|-|2111;dup . . . . 6p11.2MER11C|LTR|ERVK|+|1033;dup. . . . 56 42 115 63 0.906087 1 0.9778947 0.052631579 1 chr6 58479781 253 chr6 58482037 TTTGACTTCTTTTCCAATTTGTATGCCCTTTATTTCTTTCTCTTGTCTGATTGCTCTAGCAGGACTTCTAATACTATGTTAAATAACAGTGGTGATAGTGGGCATTTTTGTTGTGTTCTAGATTTTCAAATAAAGTCTAATGTCGCCTCTGGACCCTGATGATTGTGTTAACTGCACAAATTGTTCATAAAGCGTGTGTGTTTGAACAGTATGAAATCTGGGCACCTTAAGAACAGGATCACAGCGATTTTCA 
CC-X013 chr12 17607279 + 0 chr12 17607784 + 6 DEL 12p12.3 . . . . . 12p12.3MIRb|SINE|MIR|-|171 . . . . 42 27 0 36 1 0 0.9897222 0.083333333 1 chr12 17607244 179 chr12 17607926 CACTAGTCCTGATTGATTCATTTATTTAGCCCATCACTTGTTATGTTGGTCAGTAATGTGTGACATGCTTCATTAATATTATTTGTCTAAAATAATCCCAGAGATAAGTATTAATATCTGACATTTACTCATCAGGAAGATGAGTTACAGAGAGAGAACCCTACCTCCCCAAAGTAGTA 
CC-X013 chr12 50432428 + 4 chr12 54523238 + 1 DEL 12q13.12 . . . . . 12q13.13 . LOC400043 IR1 IVS1 NR_026656.1 36 32 83 72 0.9187879 0.1818182 0.8938889 0.333333333 1 chr12 50432308 204 chr12 54523320 TTACATAAGAAGAATATAGATCTGTGGTTCCCTAACTGTAGAAACCTTGGAGTGATCAGGAGAGACTCAGCCCCTGGCCTCCATAAAGACTGAGTAGCCCATCTGTGTGTAACTGACTGTGACAGGGAGGAAAGAGGAGATGGAGGGTGAGCAGAAAGGCCAGTTGGGGCCCCTCCCCGCCTCACCTTGGGCTGCGGAGGCCCT 
CC-X013 chr2 40500638 + 5 chr2 40555148 + 3 DEL 2p22.1 . SLC8A1 IC1 IVS1 NM_021097.2 2p22.1 . SLC8A1 IC1 IVS1 NM_021097.2 33 36 85 97 0.8675556 0.2666667 0.8355556 0.416666667 1 chr2 40500500 286 chr2 40555254 TGGGATTACAGGCACTAGCCACCATGCCCGGCCCCAAATACTCTTAATAAACTTTAATAAACTAAGAAGTCTAAGATGAAGCTTCCTACGAATGGATGAGTCAAGAAAAAGCTACACAAAGTTCACATATCCTAGTGCTTGATTTTCAGGGCAAATACTGTATTTTTTTTTTCAGTTTTATAAGACATACACATGTGAAAAGAGAACTAACAATACCAACCACAGGAATTCAGAGAAGAAAGAAAAAGAGCATATTTAGCAGAAGAGGGTAAAGAGTTAGACTTTT 
CC-X013 chr2 40621084 - 2 chr2 40561577 + 4 ITX 2p22.1 . SLC8A1 IC1 IVS1 NM_021097.2 2p22.1 . SLC8A1 IC1 IVS1 NM_021097.2 35 50 85 129 0.8626667 0.25 0.9484848 0.090909091 1 chr2 40621215 217 chr2 40561664 TTCCTGAGCCCTACACAAAATGTCAGTAGCATCCCCCAGACTGCCACAAGCAAAACTGTCTTCAGTCATTGACACATGTCACCTAAGGGGCAAGTCACCACTGGTTTAGAGCTACTGGTTTCAAGTAACCCAATGCATATTTTTGAAATCACACTAGAAAATGAAATGTATTAATACAATTTGGATAATATATATGTGCATTAAAATTCTTAAAAGC 
CC-X013 chr2 40571667 + 7 chr2 40573142 - 6 ITX 2p22.1 . SLC8A1 IC1 IVS1 NM_021097.2 2p22.1L1PA8|LINE|L1|+|372SLC8A1 IC1 IVS1 NM_021097.2 38 22 124 117 0.7631746 0.3333333 0.5984438 0.75 1 chr2 40571526 180 chr2 40573177 AAACTTTTAAAGGACTTCTATCCAACCCACTCACTGTCCGTATAGACACAAAAAGAAAGGGACAAGAAACCAGATTACCCCAGGTGTGTACTACAAACATACAATAGTGGCTTTGGTTCTGGGAAAGTTCATCTTTGAGTAACTTAAAGTAAAATTAAAATAAATAAACACACTCATCAAGTTCTGGGGATACACGTGCAGAATGTGCAGGTTTGTTTCATAGGTATACATGTGCCATGGTGGTTTGCTGCACCTGTCAACCTGTAATTTAGGTTTTAAGCTCCGCGTGCATTAGGTATTTGTCCTAATGCTCTCCCTCCCCTTG 
CC-X013 chr13 35932163 + 3 chr13 72188322 + 1 DEL 13q13.3AluSz|SINE|Alu|-|299NBEA IC38 IVS38 NM_015678.4 13q21.33 . DACH1 IC3 IVS3 NM_080759.4 49 28 96 75 0.9733333 0.0416667 0.95 0.1 1 chr13 35932019 241 chr13 72188420 GCTTATTAGTAGTCTCTTCTTTTTTCTGTTAGTCTGCTCTTTGCAAAGACCCTTTTAAAAATATTTTCTGTCTGCTTAATCACTCCTTAACTTCTAATATATAGTTGTAATATGTTGATTTTATTTGTTTTATCAACAGATAATTACCACTAACTATAGAATTTAACCATTGGACTGCATAATTTTATGCAGAATGAAAACGAGGAGAATTCCATTGGTTTTGTCTATCCAGAATTCACGG 
CC-X013 chr6 51386111 - 1 chr13 57282185 + 3 CTX 6p12.3MLT1K|LTR|ERVL-MaLR|+|227. . . . 13q21.1 . . . . . 39 37 30 85 0.9328571 0.2142857 1 0.055555556 1 chr6 51386230 241 chr13 57282306 ACTCTCCCTAAACAAGATGAAAGGAGATTATCGTAGGTATAACTGGAAAGTTCAGGGGCCGTTCAACCTGAGCTTTAGCTCTCCCTCTGTCAGTCAGCTTGCCTTCTCACTGTGTGGGCTAATAAAAGAAAACAACAAAGTACACAGCTAGGGGGAAATTAGCCAGAAAAGACTTAGAAAATTGGATTCTTTGTTACCGACAGAGTGGGAAGGAAAGTGAGAATGTTAAAGGTGATAAAAA 
CC-X013 chr10 126124257 + 2 chr10 126128968 + 3 DEL 10q26.13 . . . . . 10q26.13AluSc8|SINE|Alu|+|320 . . . . 14 7 30 127 0.5454206 0.8 1 0 1 chr10 126124126 193 chr10 126129027 AAAGAAGAGAGGATGGAAACTTTAGATCATATATTTATTTTGATTTCCTTTTTTTTAAATCACATGTACCATGTAGATTTACAATTATTATGCATCAATTTAGAACAATTGTTTTAAGCTGAAAGGTTCACTGCTCCAGCCTGGGTGACAGAGCAAGACTTCATCTCAAAAAAAAAAAAAAAAAAAAAAAAAAAAATTTTTTGTCATTTTTT 
CC-X013 chr5 59813165 + 5 chr5 59813547 - 1 ITX 5q12.1MER52A|LTR|ERV1|+|1605PART1 IR1 IVS1 NR_028509.1 5q12.1MER52A|LTR|ERV1|+|1605;trfPART1 IR1 IVS1 NR_028509.1 36 26 94 72 0.9372549 0.1764706 0.8404934 0.25 1 chr5 59813027 233 chr5 59813451 CAGACTCTGTGCACCAAGGAGCATGGGAGGGGGGCCAAGGGGGAGCTGAGAGTGGCTCAGTATGGGCTGCAGGTGCCCCTTGGCATGAACAGCCTGGGTGCCAGTGCAGCAGGTTGATGGCAGCGGGAGGCAGACGGACCTGAAGTGGGTAGCTCCTCTCTGCAGGCAGGTTGTCCTGTCAAGCCTGCAGCTCTCAAGAGAGAGGAGACCCACAGTGGGTAGCTCCTCTCTGC 
CC-X013 chr18 55381574 - 2 chr5 175733410 + 3 CTX 18q21.31L1M1|LINE|L1|+|3338ATP8B1 IC1 IVS2 NM_005603.4 5q35.2SVA_F|Other|Other|+|986;trfSIMC1 IC3 IVS3 NM_198567.4 48 19 124 49 0.8381818 0.3636364 0.9293333 0.1 1 chr18 55381635 201 chr5 175733550 CAATGCCCTGTTGTGAAGCCAGCCAGGCTAGCTTCAAGCCAGTGAGTTCCCCCAGGCTGCAGGTGTGCCCAACAGCTCATTGAGAACGGGCCAGGATGACAATGGCGGCTTTGTGGAATAGAAAGGCGGGAAAGGTGGGGAAAAGATTGAGAAATCGGATGGTTGCCGTGTCTGTGTAGAAAGAAGTAGACATGGGAGAGT 
CC-X014 chr20 62843507 + 0 chr20 62843556 + 6 DEL 20q13.33 . MYT1 IC7 IVS9 NM_004535.2 20q13.33G-rich|Low_complexity|Low_complexity|+|103;trfMYT1 IC7 IVS9 NM_004535.2 19 22 0 36 0.7473585 1 0.9411111 0.666666667 1 chr20 62843472 174 chr20 62843694 AACCGCAACACGCACAGAAGGTACTTGGACTGAGCTGGGCCGTAGTGGGGGCCAGGGTGGGGGCCGTGGTGGGGGCCAGGGTGGGGGCCGTGGTGGGGGGCTCCACGTGGGGTAGGGCACCTGGGTTGGGCCTGTGTGTCCCTGCCTGGGCCGTGAGCCCGTGACCTGGGACGGG 
CC-X014 chr1 16361055 + 4 chr1 16363017 + 1 DEL 1p36.13 dup . . . . 1p36.13 dup CLCNKB PROM . NM_000085.4 32 30 101 128 0.817037 0.3333333 0.9224242 0.090909091 1 chr1 16360910 247 chr1 16363119 TATGTGTTGGGGTTAAGGATCCCCCCTGACTCCCTCCGGACTCTGTCCAGGGGCCCAAGGTCACATCTTCCCCAGCAGAGACCAGGCCAAGGTCATCCAGGGTGAATCCACCACTTTAATGTCCTCAAAGAAACTTGAGTGAGATGCCCAGACAATGCCCATGCAGTGACCTGGGTCCCCCAAGGACCCAGCTTCACCCCCACAGAGCCCTGGCCAGTCCCCCTCCTCGCTGACCTGCAGCAAAGCG 
CC-X014 chr1 16377768 + 2 chr1 16378595 + 6 DEL 1p36.13MIRb|SINE|MIR|+|157;dupCLCNKB IC11 IVS12 NM_000085.4 1p36.13 dup CLCNKB IC13 IVS14 NM_000085.4 20 33 54 117 0.7938095 0.4285714 0.94 0.166666667 1 chr1 16377650 260 chr1 16378738 ATTTCCTGATGTGCCCCCTGCCCATTGCATGGTCCTGGACAAGTGGCTTCAGCTCTCTGGGCCTCAGTCTTCTCATCTTTAAAATGGGGTGTTTACTGGGAAGGCTAAGGAGGAAGAAATCACACCTTAGCCCCTGGTCGCAGCCGTGCCAGCCTTGCCCTAACATGAGGGTGGCCCCTGGCCTGAGCTGCCCTGCCTGACTCTGCCCTTGCAGGGGCTGCAGCCTTCTCAGGGGCTGTGACCCACACCATCTCCACGGC 
CC-X014 chr1 153338630 + 3 chr1 153528952 + 2 DEL 1q21.3 . . . . . 1q21.3MLT1G3-int|LTR|ERVL-MaLR|+|248S100A3 PROM . NM_002960.1 59 27 97 123 0.9053333 0.2 0.862 0.2 1 chr1 153338506 222 chr1 153529050 TGCCTCTCCCCCAACCTTTTCCCTCTTGATTTGCCCCCTCTCTTTCTCTCTTTACCTTTTCTACATCCTCTCCCTGAGCTTTTTCTCACTTACTGCCTTCTGCCCTCCTGTCCTCTGTGGTAAAAAGTCAGGACCTTTGTTGTGAAATGACAAAACATTTGGTCAGACCCTGGCATATCTGGGAACATGAACCAAAAAGAAACCTAGGTGTAGTAATAGAGG 
CC-X014 chr1 247453928 - 0 chr1 246769092 + 5 ITX 1q44MER48|LTR|ERV1|+|481;trf. . . . 1q44MER48|LTR|ERV1|-|585;dup;trfCNST IC1 IVS2 NM_152609.2 13 9 0 53 0.7966667 1 0.97 0.25 1 chr1 247453980 195 chr1 246769233 TCTGACGTGACTGCCACGTAGTAGCCAGACGGCCTCTCTCCATCCTCAGGTGCGTGTCTTCCGGCCGGGGTGCGTGTCTTCCGGCTGGGGTAGGTGTCTTCCGGCCGGGGTGCGTGTCTTCCGGCCGGCCCTCTTCCTGCTTCTGCTTCTCGCTGACGCGCGCTGCTGGTGCAAGCGGCCTTGCGCCTTGGGACT 
CC-X014 chr11 96240279 + 0 chr11 96240323 + 6 DEL 11q21LTR46|LTR|ERV1|+|503JRKL-AS1 PROM . NR_047481.1 11q21LTR46|LTR|ERV1|+|503;trfJRKL-AS1 PROM . NR_047481.1 26 29 0 35 1 0 0.9728205 0.769230769 1 chr11 96240245 179 chr11 96240467 AAACATCTTGCCTACCCACCTGACCACAAGGCAGACAAAGGCCCAACGGAAGAAACATTCTTATCATACCCTACTCGGCAAAGGCTCAACTAAAGAAACATCCCTATCATATTCTGTTGGGAGAAAGTGCAAAGAAACACCACGTTCTGGAGGAATAAGAGCCAGAACTGCCTCATCATG 
CC-X014 chr6 7547113 + 0 chr6 7544783 + 8 INS 6p24.3 . DSP IC1 IVS1 NM_004415.2 6p24.3 . DSP IC1 IVS1 NM_004415.2 30 15 0 107 0.584 0.9 1 0 4 chr6 7547012 229 chr6 7544904 CTCCTGCTTAGGAAAAAAGAAACTCAATTTGATTCTGCATTAAGCCAACTAATTGTTAGTCAGATCTATTTAATGGGACAATACAGCTTTCAACAGTCATTTTTTCATTATTTCAAAAACTGCTACTTTATGGCTGAATTATTAATAGATTGGTGATTTTTGAGATGAGTGTTTTGTATCTAGCCCTTCCCTGAATAAAGAAATTTGAATGTGTGGAGGGCCCAACTCT 
CC-X014 chr3 50232143 + 1 chr3 50177561 + 6 INS 3p21.31 . GNAT1 IC7 IVS7 NM_144499.2 3p21.31 . LOC100129060 IR1 IVS1 XR_110008.2 22 32 46 109 0.7366667 0.5714286 1 0 1 chr3 50232033 226 chr3 50177677 TTCTTCGAGAAGATCAAGAAGGCGCACCTCAGCATCTGTTTCCCGGACTACGATGGTGAGAAGTCCGCAAGGCCGCCAGGCGGCGCCCCCGCCCCACGATCGCGGCGCGCAGAGGCAGCAAAGGCCCCCCAGGCTGGCAGTCTCCAGCAGTGCCCAGCCCCAGCCCCTGGTTCCGTGCAGCTCTGCTTCCTGGGGCCAGCTGAGCCTGCCCACCTAGCCTAGGCAC 
CC-X014 chr3 186708859 + 1 chr3 186501875 + 3 INS 3q27.3 . ST6GAL1 I5U2 IVS2 NM_173216.2 3q27.3 . EIF4A2 IC1 IVS1 NM_001967.3 40 55 114 74 0.9566667 0.0909091 0.9457143 0.071428571 1 chr3 186708784 199 chr3 186501999 AATCAGCTTGCCAGGCTTCTGCCCTTTGTGCTTGGTGGTGGCTAACTGACTTTTTTCTTTTTCTCATGTGGTCAGGTGCCGGTGAACCGTTGGCATCGCCCTCGCCAGGCCGCTCCGCCCGCGTCAATCACCCGGCTTGCGCATTGTTGGGGGCGGAGTTCGGCGCTCCGAGCTCTCGCGAGACGCTCCGCAGTTGAAA 
CC-X014 chr15 85462075 + 5 chr15 85462151 + 3 DEL 15q25.3 trf SLC28A1 IC8 IVS10 NM_004213.3 15q25.3 trf SLC28A1 IC8 IVS10 NM_004213.3 10 10 74 16 0.5066667 1 0 0 1 chr15 85461934 228 chr15 85462293 CCAGACACACTGCTCCCCAAGCCCACACCCTTCCAGAATCCCCTGTTCCCAGTGCCTCCACCTTCCCAGAATCCCCAGCTGCCAAGTTCCACACCTTTCTGGAATCCTTTGCTCCTGAGGCCCATACCTTCCCTGAATCCCCTGCTTCCAGGATCTTCACCCTCACAGAATCTAGTGCTGACCAAATGTCCTTTCCCAGGGTCTCCTGTCATGATACTAAAGAGAAAT 
CC-X014 chr4 76916665 + 5 chr3 132735948 + 2 CTX 4q21.1 . SDAD1 PROM . NM_018115.2 3q22.1 . . . . . 27 59 107 32 0.892 0.2 1 0 1 chr4 76916523 265 chr3 132736071 ATGACTGAATGAATGCATGGATAATCTCTAATGACTTCCAATTCTTCAACTGTGTGATTTATTAAAGCAGGAACTTAAAATATCTTGGACAAACGCAGATAAAATTTACCTGAAAATCAGTAAGTGACTAACGTGTGAATCCTACAGCAAATGATCCCTTTTCAGCTAACGTTGCTGCTGATCACAGACATCATAAAATGGATTGGCAATGCTAAGCTGTGGTGCCAGACTTCCTCCTCTTGCTGTTATCTTAAGCCAGACACCC 
CC-X014 chr2 98701252 + 2 chr2 98703368 + 6 DEL 2q11.2 . VWA3B PROM . NM_144992.4 2q11.2 . VWA3B PROM . NM_144992.4 33 23 109 125 0.7226667 0.4 0.8983333 0.166666667 1 chr2 98701127 246 chr2 98703488 GCCCCTGTCCCCACCTACCTCTCCCAAGGCTGCCCCTGATGGCGAAAACTCCCTTCACCACAAGAGCTAACAAAGGTTCAGCAGGAACTGCCTCACTCTCTCAGTTTCTCCTTCCTCTTCAGAGGGCCACTCGCCCTGTCCCTCTAGCGTGGCCTCTGTTTGGGGGTCTGGGGTGGAGGTCGTCCCGGCCCGGGTGGTTCCGGACGCCGGCTTTCCGCACCTGGCTCGGTGACGGCCTCGGCGCCC 
CC-X014 chr2 102402149 + 5 chr2 102402262 + 6 DEL 2q11.2(TC)n|Simple_repeat|Simple_repeat|+|177;trfMAP4K4 IC2 IVS2 NM_145686.3 2q11.2(TC)n|Simple_repeat|Simple_repeat|+|177;trfMAP4K4 IC2 IVS2 NM_145686.3 12 8 31 55 0.64 1 0.59 1 1 chr2 102402008 234 chr2 102402385 ATCAAATGTGTTTTAAAGGGATAATTGGAGTTTAGGTAAAGATTATGCAGCATGAAGTTACCTAGCCTTTAGTGATAGTAGAACATTTGAGAAGATAGGAACATTGCCATCTTTTTCTTTCTTTCTTTCTTTCTTTCTTTCTTTTCCTTTTTTGAGTTGGAGTCTTGCTCTGTCGCCCAGGCTGGAGTGCAGTGGCACGATCTTGGCTCACTGCAACCTCTGTCTCCCAGATTC 
CC-X014 chr9 101190046 + 6 chr9 101190107 + 0 DEL 9q22.33MLT1F|LTR|ERVL-MaLR|+|600;trfGABBR2 IC7 IVS7 NM_005458.7 9q22.33MLT1F|LTR|ERVL-MaLR|+|600GABBR2 IC7 IVS7 NM_005458.7 22 25 38 0 0 0 0.8948718 0.692307692 1 chr9 101189915 170 chr9 101190144 AGAAATGGCAGTGTGTACTTTCCAAGAGTAGGTCATAAAAAGATGCCGCAGCCTCAGTTGTTTTCTTTTGGATTACTCATGCTGGTGAAAGCCAGCCACCGTATCATGAAGACACTCAAGCAGCCCTGTGGAGGGGTCCTGAGGAACTGAGTCCTGTTGATAGCCAGCAT 
CC-X014 chr13 74045938 + 4 chr13 73846695 + 4 INS 13q22.1 . . . . . 13q22.1 . . . . . 43 39 64 95 0.9137255 0.2941176 0.8772282 0.555555556 1 chr13 74045800 241 chr13 73846798 ATCAAGCTTCAGGATCGGCTGGAACTAGGGTGTAAAAGGCCTTGAATACCAGTATGGGCAGTGGCATCATATAAAATGTTAAATTACCAGTTATTGGGGTGAGGGAGAAGGGGAGTTGGATTTGCAGAGTTCACTGATTAGCAGGTCCTGAGCTCACACGCAATTGGTTCATTCAGCAAAAATGTATTGAGTGTATACTATGTAATAGGCCCTAGAAATATACCTGTGAAAAAAACTGACA 
CC-X014 chr10 112137439 + 1 chr10 112152827 + 4 DEL 10q25.2 . . . . . 10q25.2 . . . . . 28 29 27 83 0.8642424 0.4545455 1 0 1 chr10 112137318 254 chr10 112152972 GCTCTTTTTTTTCTCTCATTCAAGCAGGAGGCATTTGAAAGTTATGCTGGGTCTTCGTTTGCCCACAGATCAAGAACAATTTAGGGAGTTTGCAGAGCAGATGAACAGAGATTTATGGCAATGCCGAGAAACAGTCGGGTGCTCCCAGGCGCCCGCCTTGGTATGAAGACACATCTGTGCGGAAAGCCGCTCTCTCTGGAAGCGGAGGATGGAAGTGTTGCCAGCAATTTTCCTTCTAAAAAAAAGTGGCAAAT 
CC-X014 chr10 114609741 + 5 chr10 114690797 + 3 DEL 10q25.2 . . . . . 10q25.2L1MEc|LINE|L1|+|300 . . . . 20 16 114 61 0.6104762 0.5714286 0.8133333 0.555555556 1 chr10 114609605 251 chr10 114690911 AAATGTGCCCACAGAAAAAGGCAGCCCTGGCGAGGTGGGTGCAAGGGCGAGGGTGTCCCTTAGTTCTTCCTAAGGGGAGAGCTGGGAAGGGGTAGGGCTCCCCCGGAAGGCGTCCCGGCCCTCACCCAGGAAGGTGCTGATAAGTTAGAATTTTATAGTTAGCAAAAAGATCTTTCAAAAATGAAAGCAAATAACCAAAGACGGCAAATAAGCATATGAAAAGATGTTCAACATCATATAAAACTAGGGAA 
CC-X015 chr7 55997753 + 1 chr7 56104188 + 3 DEL 7p11.2 . ZNF713 IC3 IVS3 NM_182633.1 7p11.2AluJr|SINE|Alu|+|162PSPH I5U3 IVS1 NM_004577.3 13 21 70 113 0.8088889 0.3333333 0.7146932 0.6 1 chr7 55997641 220 chr7 56104294 AAGATAACAATGGAGGAAAATATTTTCAACTTAGGTCAAAAGAGCTGATCATCCATGAATATTATAAAATGCTCCTCTTAATAAGAGGCCAACAGCCCAATAAAAATAATATGGGTGCATGCCTATAGTCCCAGCTACTTGGGAGGCTGAGGCGGGAGGATCATTTGAGCCCAGGATTTCGAGGTTACAGTGAGCCGTGATCATGCCACTGTACTCCAGT 
CC-X015 chr7 110148483 + 1 chr7 110223940 + 3 DEL 7q31.1L1ME1|LINE|L1|-|148 . . . . 7q31.1L1MC5|LINE|L1|+|1244 . . . . 39 40 113 53 0.9596078 0.1764706 0.9581481 0.111111111 1 chr7 110148425 181 chr7 110224067 TAGTGCTTTTTAATTAACCTCCTTAGTATGTAATTACCAGAAAACAAAATTCTCCAATTTATAGGCAATAGGACAATGGAATGTGTTAATTGATATAAGATGCAATTAGCAAAATCCAGACTATGGAAAACTGTGCAAGATAAATCAGCTGATTTGTTCAGCAAAGAGACTATTTAAAAAA 
CC-X015 chr7 110332919 + 4 chr7 110346382 + 1 DEL 7q31.1 . IMMP2L IC4 IVS6 NM_001244606.1 7q31.1AluJo|SINE|Alu|-|287IMMP2L IC4 IVS6 NM_001244606.1 41 28 98 59 0.8879365 0.1904762 0.9605997 0.166666667 1 chr7 110332820 198 chr7 110346483 CAGGAAATCAAAATATTGTTTATTCTCATGAAAGGCAGGAGATTGTATTAGATACTGCTAGGCCCAATGTGACTGCTAACTAGAACACTAGTAATCACTCCAGGGCCCCAGCAATCCTTCCACCTTGGTTTCCCAAAGTGCTGGGATTACAGGCATGAGCCACTATGTCCAGCAGTAGTTCTAAGTTCTTTGAGAAAT 
CC-X015 chr7 111153752 + 4 chr7 111182292 + 3 DEL 7q31.1L1MA6|LINE|L1|+|1755IMMP2L IC1 IVS3 NM_001244606.1 7q31.1 . IMMP2L I5U1 IVS2 NM_001244606.1 30 28 97 42 0.8748718 0.3076923 1 0 1 chr7 111153620 259 chr7 111182421 AAACAGAACTACCAGATGATCTACCACTCTCACTTCTGGATATGTATCCAAAGGAAATGAAATCAGTAAGTCAAAGAAATATCTTCACTCCCATTTCATTGCAGAATTATTCAAAACAGCCAAGATATGGAAGCATTAATTGGGAAAAGAAAAAAGCTAAATATTTTTATTGTGAAACTAATAAAATAAAAACCTCAGTCTAGTAGAGAATATACACTTTGTGTTGATTAAAATTTTATATCACTATGTTAAACACAGT 
CC-X015 chr7 144413794 + 3 chrY 59003971 - 4 CTX 7q35 AluSx|SINE|Alu|-|178TPK1 IC2 IVS3 NM_022445.3 Yq12MER41A|LTR|ERV1|+|338;dup. . . . 12 196 89 93 0.68 0.8 0.9691983 0.088607595 1 chrY 59003854 256 chr7 144413655 AGAGTAGCCATTCTTTTATTCTTCTACTTTCTTAATAAACTTGCTATCACTTTACTCTATGGACTCGCCCTGAATTCTTTCTTGCACCAGATCCAATAACCCTCTCTTGGAGTCTAGACAGAGTGAGAGTCTGTCTCAAAAAAAACAAACAAACAAACAAAAAACCTGAGACTGGGTAATTCATAAGAGTTTTAATTGGCTCACACTTCTGTAGGCTGTACAGGGAGCATAATCCTAGCATCTACTTCTGAGACCT 
CC-X015 chr20 15008425 + 3 chr20 15095839 + 1 DEL 20p12.1MER115|DNA|hAT-Tip100|-|607MACROD2 IC5 IVS5 NM_080676.5 20p12.1 . MACROD2 IC5 IVS5 NM_080676.5 17 27 77 46 0.7045254 0.6666667 1 0 1 chr20 15008303 223 chr20 15095942 TGGAGCCCAGGAGTTCAATCCCAGCCTGGGCAAGAGTAGGACTCTCTAATTAAAAAAAAAAAAAAAATGAAAAAAAATTTCTTATGAGAGTGAATGTTCTCACCCCTAATATGTGTGGGTTTTTTGTCTCTCTGGGTTGTATTATGGTCTTTTTTCTTTCTTTTTAAACTTCTTTTGACGGGGTCTCACTTTGTTGCCCAGGCTGGAGTGCAGTGGCACTATC 
CC-X015 chr20 45966803 - 1 chr20 45969608 + 3 ITX 20q13.12 . ZMYND8 IC2 IVS2 NM_183047.1 20q13.12 . ZMYND8 IC2 IVS2 NM_183047.1 26 26 109 129 0.7311111 0.5 0.8952381 0.285714286 1 chr20 45966933 259 chr20 45969737 AAGGGCTAATATCCTGGACACCTGGACCCACCAACGCTGTCCCCACTGGGAAAGAGATGGGTCCTCAAAAGGAGATAAGGTGACCACTCTACCATCTTATGAACCTGGCAACGTGTTTTTCTCTACTTGCAAAGTGAGGACAAAGGCTATAAACAAAATCAGAGGGATAGAGGACGCTCTGGATGCTGGAAATGTTTAATTATCTTGATCTGGGTCAGGGCCCCATGAGTGCGAACGTGTGTTAAAGTTCATCAGACTG 
CC-X015 chr14 64406340 - 4 chr14 64395351 + 8 ITX 14q23.2AluSx|SINE|Alu|-|311SYNE2 IC1 IVS2 NM_182914.2 14q23.2 . SYNE2 IC1 IVS2 NM_182914.2 25 33 71 121 0.7796667 0.4 0.8690476 0.285714286 1 chr14 64406472 254 chr14 64395483 ATTTGTGTCTAGAGATTATTATAAGAATCTAATGATTCACTTAAAGTGATTAGCATAGACTCTGGCACATAAGAAGTGTTGGCTATTACTCTTATTAAACAGGTAGGGGTCGGATGTGGTGGTTCACGCCTGTGTGTTTTTATTCCTTAATTTGTTTCTTTATTTATTTCTGTTTGTTATCTCCAAGAGAAACAATAGAAGAGGTGGCTTTATATTTTTAGTTCTCTTTCTGTCAGATGACAGCTTGCTTAAGA 
CC-X015 chrY 59004933 + 12 chr7 144413554 + 1 CTX Yq12L1ME3|LINE|L1|+|266;dup. . . . 7q35MSTA|LTR|ERVL-MaLR|+|353TPK1 IC2 IVS3 NM_022445.3 173 23 126 109 0.897963 0.2916667 0.8961905 0.142857143 1 chrY 59004788 272 chr7 144413681 AGCTGAGTGCACACAACAATAAACAAACCACTGCCATGTGCAACACCATGGATAGAGCTCACAAGCCTAAAGCTGAGAAAAGCAGCCAAAAGAAAAGATCCCATTTATAAAGCGAATAATAGGAAAACTAATCTATAGTGTAAAAAAGAGTAGCAGCTTCCCTCCCACTCTCTTTCTTGCTCGTACTCCTATCATGTGAGATGCCTGCTCCCCTTTTGCCTTCCACCATAATTTTAAGCTTCCTGAGGTCTCAGAAGTAGATGCTAGGATTA 
CC-X015 chr19 15120320 + 3 chrY 13285164 - 1 CTX 19p13.12L1PB4|LINE|L1|+|365CCDC105 PROM . NM_173482.2 Yq11.1SATR1|Satellite|Satellite|+|2268;dup;trf. . . . 30 34 110 120 0.85625 0.1875 0.88 0.428571429 1 chr19 15120191 240 chrY 13285053 ATATAGCAGATATATATCACATATATATGCCGTGGAATACTTAGCCATAAAAAACAGTGAAATCTTGTCTTCTGCAGCAACATGGAGGGAACTAGAGGCCATTATCTTAAGTGAAATGACCGAGAAATAGTTAAAATAGCAGGTGGTGTACACTCCGCCTGTGATATTGTTCCTAATATCCAGGGGAAGAGTGGACAATATTACTCCCAATATCGCAGGATGTGTACACCCCCTTTGTGA 
CC-X015 chr8 51008905 + 3 chr8 51012945 + 3 DEL 8q11.21 . SNTG1 I5U2 IVS1 NM_018967.2 8q11.21L1MA5|LINE|L1|+|557SNTG1 I5U2 IVS1 NM_018967.2 28 27 113 82 0.8294444 0.3333333 0.9453333 0.1 1 chr8 51008821 202 chr8 51013064 ACAATAACGTAATACAATTGTGGAAGAGTTCAGCACTTTTTAAATTACAATAGTTCAAATTTGTTTCATTGATTTTTTTGGCTAATTTATTATATACTTTCAAACTGCTAAAGGAGAGGGTTTTGAATATTCGCAACACAAAGAAACTGTAAGTGAGGTGATGGACATGCTGATTACCCTGATTTGATCACTATGCACTGTA 
CC-X015 chr8 119251076 + 5 chr8 119457857 + 2 DEL 8q24.12MIR|SINE|MIR|-|156 . . . . 8q24.12 . SAMD12 IC2 IVS2 NM_207506.2 40 29 117 74 0.8733333 0.2222222 0.9551515 0.090909091 1 chr8 119250943 251 chr8 119457970 ATTTCTTTACAATAGCCTTATCAGTATTTTGGTTAGTTTTTACTTTTGTCCTTTTAGAAATGAGGCCATGAAGATCCAGACAGGTTTGGTAACTCTTCCAAGGCCACAAAGAAAATAGTGAAGATGGGATTCAAGTTTTAAGTTTTAAGTTCTCCAAAATAGACTTGAACCTTTTCTGCTAAGCAGTAGAATAATTAAATGCGTATAGTGTTATTTCACATTCTTCCATCTTTAACCACTGCTTTAATATC 
CC-X015 chr1 81267959 + 4 chr1 81264542 + 2 INS 1p31.1 . . . . . 1p31.1L1MCc|LINE|L1|-|419 . . . . 40 26 87 80 0.837851 0.3571429 0.8137055 0.285714286 1 chr1 81267853 193 chr1 81264618 ACATAGACTCCTGTCTTGAATGTCAAGGAAAGCATTCAAAAAGATGGCATTTATCAGACAACTGTTAACAATTCTTGAGACACAAGATTGTTTTGTGGATGAAATAATGTGGTGTATAAGTGGAAGCAGAAGTCATAACATACACAGAATATTGCCATTTATTATTTTTGACTCCAAAATGTATTATAAAAAT 
CC-X015 chr6 71228211 + 7 chr1 91512149 + 6 CTX 6q13Tigger1|DNA|TcMar-Tigger|+|2109FAM135A IC9 IVS10 NM_001162529.1 1p22.2 L2c|LINE|L2|-|366 . . . . 40 34 93 97 0.8321212 0.2727273 0.8256071 0.333333333 1 chr6 71228063 302 chr1 91512287 TTTAAGGCAGGAAGTCTCCATAACATAAAAGTGTGAGGTAAGGCAGCAAGTTCTGATGGAGAAGCTACAGCACATTATCCAGAAGATCTAGCAAAAATAATTGATGAAGGTGGCTGCACTAAACAACAGGTTTTCAATGCAATCAAACCAAATCCGGTACAGCAGGCTTTAGTATTGCATTGTATTGGGAGGGGATTCCTCTGCTTTCCATGAAGAGAAATTTTCTTTATCTTTTTCTGGCTTCTTGCTCCTTCCATGTGATTAATGACTTTGGGACAGTAACAGAGCTTGAGAGGCTCAGG 
CC-X015 chr1 108460706 + 4 chr1 100719823 + 5 INS 1p13.3 L2c|LINE|L2|-|108 VAV3 IC1 IVS1 NM_006113.4 1p21.2 . DBT PROM . NM_001918.3 37 43 129 95 0.929697 0.1818182 0.8948148 0.277777778 1 chr1 108460580 256 chr1 100719953 AGGAATTAACTGAAAAAGGGTAGGAATAGAATAGAATAACAGTTAATTATTTAATCGACAAATATTCTGTGAATACCTTTCCTATGGGAACCACAAAGCTAACTTCAGAAGGAAATAAAACAAAGTTCATATGGATAGTTTGTAGTGATTCATTAAGAGTTTGAATTATATATAGATCTGCCTCTTTTTTGCCTATCATGGGCAAGTTTCAATTTTCTTGTGTACAAGATGAGATTGACATTGATAATACCTTCCC 
CC-X015 chr1 176109741 + 8 chr1 176118471 + 4 DEL 1q25.2 . RFWD2 IC6 IVS6 NM_022457.5 1q25.2 . RFWD2 IC5 IVS5 NM_022457.5 23 14 112 123 0.5339394 0.7272727 0.6925926 0.444444444 1 chr1 176109601 253 chr1 176118584 TGAGGTGTTTCCATTTTAAGATGAGAATTCTGAAGGGATTTGGAGCTGTAAATTATAAGGGCATCAGTGCAAGACATTTTAGTACTAGTAAATAGAAAAATGATGAAGGACAACCACTTCAAGGATGTGGAAAGAAGAAATAATGGCAATTCTATTACCTGACTCCTAGCCTTCTCTTCCCCAACTCAACTAAGAAAACATCAAAACAAAATTTACAGTGAAAGTAACATAGCTTATAGACACTAAAATCACT 
CC-X015 chr11 102969987 + 7 chr1 208680215 + 8 CTX 11q22.3AluSg4|SINE|Alu|+|117DCUN1D5 PROM . NM_032299.3 1q32.2L1MA5A|LINE|L1|+|966. . . . 79 53 113 127 0.8121739 0.2608696 0.8531377 0.222222222 1 chr11 102969853 277 chr1 208680359 TGATATGTGTTGATAAAGTCATTCTTTCCTATTCCAGGGTACAATAAAGATTACATTTCCCTCACTTGAACCCGGGAGGTGGAGGTTGCAATGAGCTGAGATTGCACCATTGCACTCCAACCTGGGTGACAGTGCCCCACCACTCAGGTTTATTGCAGCATTATTCACAATAGCCAAGACACGGAATAAAACTAGGTGTCCAACAACAGATGAATGGATAATGAAAATGTGGTATATATACATAATGTGGTATATATACATAATGTGGTATATATAC 
CC-X015 chr1 208680595 + 7 chr11 102970973 - 8 CTX 1q32.2L1MA5A|LINE|L1|+|966 . . . . 11q22.3MLT1J2-int|LTR|ERVL-MaLR|+|787. . . . 45 48 115 122 0.830303 0.3181818 0.8746032 0.19047619 9 chr11 102970838 266 chr1 208680471 AAAATATTCAGTGATACTTCCCAATGAGAAGTAGAAGAGAGACCATTAACCTAGTAAGAATCTAACTCTATGGAAAATAGCTAGAGGCAGAGTGATAGTGTGTATTGGCTACAGTTGTCTGCCTTTAGCAAGATTTACAAGAAATTCTATTCTACTCTTCACTTTTATGAGATTAACTTTTCTAGTTTCCGCATCTGAGTGAGAATATGCAGTGTTTAACTGTTTCTGGCTTATTTTACTTAACCTAATGTCCTCCATGCTCATCC 
CC-X015 chr1 245388587 + 1 chr1 246648398 + 3 DEL 1q44 . KIF26B IC2 IVS2 NM_018012.3 1q44 trf SMYD3 IC1 IVS1 NM_001167740.1 37 53 77 59 0.9695238 0.2142857 0.9633333 0.071428571 1 chr1 245388515 199 chr1 246648529 TGGGTGGGAGAGTCCTGCATAGCCAGATGTGTACCTGGTGAAGGGCCAGTTAAAGCGCTGTTGTTTAAACCAAAATACCTAAACTACTGCACTAGTTACACCTGAAAACACATGACTTCAACCAAAATACCTAAACTATTGCACTAGTTACACCTGAAAAGACATCACCTCAACCAAAATACCTAAACTATTGCACTAG 
CC-X015 chr11 13767418 + 0 chr11 13767508 + 5 DEL 11p15.2LTR16A|LTR|ERVL|-|153 . . . . 11p15.2 trf . . . . 41 6 0 54 0.64 1 0.929 0.5 1 chr11 13767365 199 chr11 13767640 TCAGAATAGACTCTGGGTTGGGTTTAAATTTGGGCTCAAGATCTGTATGAGCGATCAATACCTGTGAAAAGAAGGGAGTGAAAGCTGGATTGGGCAAAGAAAGAAATCAAGCTGTGTTGCAGGCCTGATAAATTCTCAGTCCCACGGTGGGGAGCTCAGGAGTCAGTATTGCCTGTTAAAGTGTGGTGCATCAAGCTGCA 
CC-X015 chr11 21128112 + 3 chr11 21132691 + 5 DEL 11p15.1 . NELL1 IC12 IVS12 NM_006157.3 11p15.1L2b|LINE|L2|+|172NELL1 IC12 IVS12 NM_006157.3 28 35 117 125 0.9442857 0.0714286 0.7804444 0.333333333 1 chr11 21127984 246 chr11 21132811 CACACCTTCCTGGTACTATTTCACTAGAGCTACAGTTTTCTACAGTCCACACTCTTCCTATTGTTTTTCTGCCACTGGGGTTAAGTGTCACTTTTTATTACCATTGGCCTTGCATCGTGTTTTTTCTCTCTCAGAGTAGGTCAAATTCCTCTTGTTGAAAGATCTCACATCCTTGGTAGAATTTATTACACATTTTGCTCAATGCCTTGCCTGTCTGCGAGGTCTATGTGGCATTTTGTTCATCAG 
CC-X015 chr11 100998535 - 12 chr11 100997025 + 14 ITX 11q22.1 . PGR C1 EX1 NM_000926.4 11q22.1 . PGR IC1 IVS1 NM_000926.4 21 52 125 130 0.7354667 0.4 0.5277778 0.777777778 1 chr11 100998666 271 chr11 100997165 ACTTCCAGCCGCCCGCTCTAAAGATAAAGGAGGAGGAGGAAGGCGCGGAGGCCTCCGCGCGCTCCCCGCGTTCCTACCTTGTGGCCGGTGCCAACCCCGCAGCCTTCCCGGATTTCCCGTTGGGGCCACCGCAAACTAAACTTGGTAATAGACTATCCGTAACTGGATTCACCATACTTGCAAATGATTAGCCATTCATCAGTAGCACCAATATAAAAGAACAATAATTAGTGTATAATATTATGTCCTAGAAAGTTAAAGTCGGTTAAAA 
CC-X015 chr2 45372136 + 6 chr11 101052909 + 3 CTX 2p21L1PB1|LINE|L1|+|1298 . . . . 11q22.1ERV3-16A3_I-int|LTR|ERVL|+|2544. . . . 39 138 130 124 0.9655319 0.0425532 0.8098246 0.368421053 1 chr2 45372012 255 chr11 101053039 CCCAAACTGCGGAAGTGGGAAAGGGAGATCCTCTGCCCCTGAACACACACCCCGACTAGGGAAACTGAAGGTCTAGTTTGCAGAAGATTCTGACCTTACCTGGAGCTGAGTCAATTTAGAGAGCCTTCTAATCAGTGTACATGGGATCCACTCAATAAATGGAGTTCTAGCCAAAGTATACCTCAAAGAGGGACTTTTGGGATCCTTAAGCTCACCTGTTGGTCAGTTCTTTGGTCACTGAAGGCACAATTTGAA 
CC-X015 chr11 101530882 + 5 chr11 102072140 + 4 DEL 11q22.1L1MA2|LINE|L1|-|3192 . . . . 11q22.1L1MC5|LINE|L1|+|585YAP1 IC4 IVS4 NM_001130145.2 100 134 125 104 0.92125 0.125 0.9753623 0.065217391 1 chr11 101530768 244 chr11 102072269 AATGAGCCTTTGAATTTTTGTGGTATCAATTGTAATGTCTCCTTTTTGATCTCTGATTTTACCTGTTTGGGTCTTCTCCTTTTTTTCTTTATTACTCTGGCTAAAGATTAGTTAAGGTAGGAGGAAGCGGGTGGGAAATAAAGCAAATCTCTGAAATTCAAAGACAGAATGTCATAAGTACACCTGTATTTCAGGTGGTTGGCTAATTATAGAAGAATAATTTCAGGTGACTTTAAAGCACAGT 
CC-X015 chr11 102422596 + 11 chr11 102422978 - 4 ITX 11q22.2 . . . . . 11q22.2 . . . . . 143 128 120 118 0.9341497 0.122449 0.9436111 0.104166667 1 chr11 102422458 259 chr11 102422858 TGAAGTTGGAAGACTAGAGTGAACAGTTTTCTCTTGAGAATATAATTTATGGCATTTTGGGATTATGAAAGTCATGATCCAGGAAATAGGAAATGGAGGCAAAGGAAGTAAAATTGATTGATGTAATAAAGCAATAGGCTCCAAGCTCCACCCCTGAGCATTGTCATGATTGTCTGTGCTTGTCACCCTTCCTGAGTCTGGAGTTCTTCAATGTGGACACAGCTCCTCCTCAACTCCATCTCACCTCTTCACAGTGTTG 
CC-X015 chr11 102423633 + 7 chr11 102422682 + 3 INS 11q22.2 . . . . . 11q22.2 . . . . . 107 139 127 105 0.9305 0.375 0.9637333 0.08 1 chr11 102423500 267 chr11 102422816 AGAAAGGAAAAAATCACACTCAGAAACAATAAACAGCAAAAGAAGGAGTTCCAAGGAGAGACAACTGAGTAGTGTTCTCCCTTGGGAAAGGTGAAATATCTGGAAAAATCACTCCTTCATTTAAGACCCTGGGGAGAGAAAAGAGGCCACAGCAACTGTTAGGGACTAGGGCCCATGAAGAGAAACAGGAGCAAACAATATTGAGATGAGAACGGCCAGGCAAGGTTACAAGAGTGAGGTCTGATACTCATTTGTAAATTGTTTCCT 
CC-X015 chr11 104293465 - 3 chr11 104292382 + 4 ITX 11q22.3LTR12C|LTR|ERV1|-|1690. . . . 11q22.3LTR12C|LTR|ERV1|-|1690. . . . 25 22 89 112 0.7585185 0.3333333 0.9381481 0.111111111 1 chr11 104293598 259 chr11 104292511 CCTTCCTGGGCTGGCTGAGGCCGGAGCTGGCTCCGTCAGCTTGCAGGGAGGTGTGGAGGGAGAAGCCCAAGCGGGAACCGGGGCTGCGTGCAGTGCTTGCGGGCCAGGGCGAGTCCCAGGTGGGTGTGGGCTCGATTTATTGCAAAGAGTGAAAGAACAAAGCTTCCACAGTGTGGAAGGGGACCCAAGTGGGTTGCCACTGCTGGCTCAGGCAGCCTGCTTTTATTCTCTTATCTGGCCCCATCCACATCCTGCTGAT 
CC-X015 chr6 43292838 - 7 chr6 43291093 + 3 ITX 6p21.1AluJo|SINE|Alu|+|296 . . . . 6p21.1L1MB5|LINE|L1|+|363 . . . . 32 28 123 83 0.9169697 0.1818182 0.845641 0.307692308 1 chr6 43291221 261 chr6 43292966 GGTCTCAAACTCCTGGGCTAGAGCAGTTCTCCTGCCTCAGCCTCCCCAAGTGCTGGGATTACAGGAGTGAGCCACCACACCCACCCTGGGATTTTTATATGCATAAAATCATGTCATCTTACAATAGAGCCCAGGATTGCTTGAGCCCAGGAGTTTAAGACCAGCCTAGGCAACATAGCAAGACCCCGTTCTCTACAAAAAATAAAAAATTAGCTGAGTGTGGTAGTGTGTGCCTTTGGCCCCAACTACGCAGGAGGCTAA 
CC-X015 chr14 40881576 - 1 chr6 70095699 + 8 CTX 14q21.1 . . . . . 6q13 . BAI3 IC29 IVS31 NM_001704.2 31 54 93 119 0.8087748 0.4375 0.9148148 0.333333333 1 chr14 40881699 259 chr6 70095839 AATCTCAGTACACTGAAAAAAAAGAGAGGAAATCAGTTGTATGAATTTGTCTTGTCACAGATTTATTAGATGGAATTTTATTTCTCTCAACACTTCTTGAAACTGATTACAATTGTGCAATTTATTGGACAATTGACAATATTACACTTTTCAGTATGAGAGTCTATAGGCTCCTCTCTTATCACGCCCAACACGCAGGACGATGAGTCGCTCCTGGGTACCACACACTGACAACAAAGTCTCTCCCTACTCCCTGCAG 



CC-X015 chr6 136582615 + 5 chr6 136589300 + 0 DEL 6q23.3 . BCLAF1 C10 EX12 NM_014739.2 6q23.3 . BCLAF1 C8 EX10 NM_014739.2 37 21 111 0 0.8019608 0.3529412 1 0 1 chr6 136582477 250 chr6 136589410 CCCCTTGGTATTTGTCATGATTCCATTTAGGACTGCTACCTGATTTTTTGAAGTTAAAGCGCCCTCTGCCACGTTGAAAAGTACCACGACCTCTTCCTCTTTTGGCCCAATAATCCACACCATCATCTCTGTCGTCATGAAAGGTTCCTCGTGGTCGGCTAACTCCTGCAAAGCCTGAGTATTCTTTCATTTCATGGTGAGTTTTAAATTCTTCTTCTCTTTCCTTCTTACTCTCCTTTTCTTCTCGAGA 
CC-X015 chr6 141857543 + 3 chr6 141859165 + 3 DEL 6q24.1L1MD2|LINE|L1|-|2912 . . . . 6q24.1L1MD2|LINE|L1|-|398 . . . . 20 25 123 112 0.8357576 0.2727273 0.857037 0.222222222 1 chr6 141857429 247 chr6 141859299 AGTTTTTTACATAGAACTATAAATCATCTGGAAATAAGGACACTTTTATTTCTTCCTTCTCAATGTGTGTATCTTTAATTTCCTTTCTTTATTGAACTACCTAGAACTCCCAGTAAAAATGTCCCCTATGTACATTTAGAACCATATTAGATATATTTTATGGTTTTTGCTTCATTTGCTAAATACAATTTAGAAAACTCAAGAGAAAGAAAACTTACTGTATTTACTCATATTTTTACTTAGGATT 
CC-X015 chr17 29600034 + 5 chr17 29592449 + 4 INS 17q11.2 . NF1 IC36 IVS36 NM_001042492.2 17q11.2 dup NF1 IC36 IVS36 NM_001042492.2 28 31 47 126 0.8347368 0.2631579 0.8306667 0.4 1 chr17 29599907 222 chr17 29592544 GAACAAATTAAAAGCTTCCCTTTCTTTGTTGTCAACATCTGCTGACAGAAGACCTATTTTCTATTGAGGGCTACCAACTGAAGGCAAAAACAATCCCAAGACTGAAAAAGAGCTTAATTGGCATTTTTAACAGGAATTGAAGACAAGTTTACTTGGGAGCATATAGCAGGGTAAATAGCCTGCGTTTCCTAAAATGATGGTCGGTATCTAGTAGCTGCTTTT 
CC-X015 chr17 57194878 + 1 chr17 57195077 + 3 DEL 17q22 AluJr|SINE|Alu|-|314 SKA2 IC3 IVS3 NM_182620.3 17q22AluJr|SINE|Alu|-|314SKA2 IC3 IVS3 NM_182620.3 21 22 26 50 0.7827778 0.6666667 0.9514349 0.285714286 1 chr17 57194755 245 chr17 57195197 TTAGTTTATTTTAAAATTTTTGGGGGACAGTCTCACCCTGTCACCCAGGCTGGAATTCAGTGGTGCAATCATAGCTCACTGCAGCCTCAAACTTCTGGGGTCAAAGGATCCTTCTGCCCCAAATTGCCCAGCATACTACCTCATTTTTAAAGCAGTAGGTACAAGACTCACTATATCCAACATTTCCCAATTTGGTCATCATTGATTCTAAAATATGACCACCTCTTTCAAGTTTTATAACTTTT 
CC-X015 chr16 78571120 + 2 chr16 83684588 + 8 DEL 16q23.1 . WWOX IC8 IVS8 NM_016373.2 16q23.3AluJr|SINE|Alu|+|321CDH13 IC9 IVS9 NM_001220488.1 21 24 121 129 0.5411111 0.6666667 0.7366667 0.375 1 chr16 78570992 257 chr16 83684715 TTAGTAGAGGCGGGGTTTTGCCATGTTGTCCAGGCTGGTCTTGAACACCTGACCTCAGGTGATCTGCCTGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGGGTGACCCACCACACCCAGCCAGAGTCACCCAGCTACTCTGGGGGCTGAGGCAGAAGGCTCCATTGAGCCCGGGAGGTCAAGGCTGCAGTGAGCCATCATCACGCAAGTGTATTCCAGCCTGGGCAACAAAGCAAGAGCCTGTCTCAAAAAATAAT 
CC-X015 chr18 33824745 + 2 chr18 33867340 + 4 DEL 18q12.2L1PB1|LINE|L1|-|5019MOCOS IC9 IVS9 NM_017947.2 18q12.2 . . . . . 35 16 44 116 0.7622222 0.3333333 1 0 1 chr18 33824613 267 chr18 33867476 TATAGTTTAAGTCCATTGATTCTTTGTTGACCTGTCTTGATGACCTGTCTAATGCTGTCAGTGGAGTATTGAAGTCTCCCACTATTATTGTGTTGTCATGTATCTCATTTCTTAGGTCTAGTAGCAATTGTTTCCCCACCCAGTTCTAGTGAGGCTGGGAGGCTGAAAGATGCAGGCTCACTCCCAGCATCAGTGGGGCCCAGGACAAAAGTTCAAATGGATACCCATATGTCATATGTCTAAATATTTAACATTCATAAATTAAAC 
CC-X015 chr3 60018329 + 6 chr3 60615187 + 4 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2L1MB8|LINE|L1|-|1081FHIT I5U1 IVS4 NM_002012.2 30 17 127 102 0.8311111 0.4166667 0.932 0.1 1 chr3 60018186 288 chr3 60615332 TAATAAAAATAAAAAATAAAAACATTATTGGGGGAAAAGGTATACAAGCGTCACCAACAGCCAAAAAGGTGACTGAACCAAAAAGGTTAAGAACTCCTGCTTTGGATGAAAGTGTGACGGGAAACTTTATAATGGAGAACCAGGTCCATGGAACACCTTATTCTGCCATTCTGGAAATAAAACTCCAAGAAACTTCTCTTTAAGCCTCTGAGACTTAGAGGTTGCTTATTACTGCAGGAAAGCCTAGTTTAGCATGATGAAAGCCATGTCTAGTATTAAAGCAGAATT 
CC-X015 chr3 60335577 + 1 chr3 60340063 + 3 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT IC1 IVS5 NM_002012.2 12 20 21 104 0.9133333 0.125 0.8711111 0.333333333 1 chr3 60335449 256 chr3 60340190 TAAATTTTACACAACTTGGACAAAATTTTCTAAAGAAATCACAATTTTAAAAATGTTGGAAAGCCAGTTCCATTGCTGAACTCATAAGGTAACTTACCGTAAATCATATATGATTATCATATTTATAACCATATATGTGGCCCATCAGATTTGTAAAAATGAAAATCCAAGGCATAGGATTTGAAGGCATACATTCCTATACCCTGCTAAAAACAGACTCAGTTTAGTATCTCCTTAGGTTCTGATATAAGATGAT 
CC-X015 chr3 145550977 + 7 chr3 145532945 + 4 INS 3q24L1ME1|LINE|L1|+|428 . . . . 3q24L1ME4a|LINE|L1|-|206 . . . . 44 28 88 124 0.8724561 0.2666667 0.8392982 0.421052632 1 chr3 145550852 233 chr3 145533053 CAGAGAGTATTCCTCTATGTTTTCTCAAAACTGATAGACCTAGAAGAGCCAAAACAATTTTAAAAATAAGAAAAAACGATTGAAGTTATACTTTATTTCCAAGTTACAGTAATCAAGATGTGGAATATGCACAAATGTCTATATAATAGATGCACATCACTGAACATAAACCATACGATATATACAGCTTTATATCTTTTTTTAGTTACCATATTATATTTTATTGGTTTATT 
CC-X015 chr3 146183805 - 2 chr3 146184794 + 3 ITX 3q24 . PLSCR2 I5U2 IVS1 NM_001199978.1 3q24 . PLSCR2 I5U2 IVS1 NM_001199978.1 48 48 80 92 0.8244444 0.25 0.947037 0.111111111 1 chr3 146183899 205 chr3 146184906 TTCTTGAGCCTAGATGCTGAAGTGGATTTTTATAGTAAAACTCCCGGTTACAAGGTGCTTTGCATTAATAACTGGCCTCAGTCACCCTACTTCAACAAATTTTGGGAAATGAAAAGCACAGTTGTTACTACTGATTAACTAAAGTGCTTTGGCTTTTAAATTTAGCACTGTTCAAGGCAGTGCTATAGAGTGTGTGTACAGGTAC 
CC-X015 chr3 169056882 + 1 chr3 146309457 + 4 INS 3q26.2MIRb|SINE|MIR|+|90MECOM IC2 IVS2 NM_004991.3 3q24 . PLSCR5 IC5 IVS5 NM_001085420.1 63 47 19 101 0.8927778 0.3333333 0.9577837 0.133333333 1 chr3 169056752 269 chr3 146309600 AAGAATTTTGTTTTTATGGCACTATGAGAATTTAGGCCATTTTTCCAATGATTTCCAGAAAATATTATATAGAGTAGAACCAAAATCAATATTGAATAAATTAAGGTAATTAGGTAAGACAAATGAAATAAAATCAGGACCTAAATGAAAACTTCTTTCATTTTGTCAATTGTACCTCAAAATCCACATCGCCAAAACAGCCACATGTCACACAAGGACCAACAATTTTCAAAATATCTTCTTTGTTTGCATTTTGGATTGTGAATTTA 
CC-X015 chr3 146809677 + 4 chr3 144892330 + 1 INS 3q24MIRc|SINE|MIR|-|241 . . . . 3q24 . . . . . 54 44 130 124 0.8989333 0.16 0.9409524 0.071428571 1 chr3 146809547 261 chr3 144892466 CCCATGAGGCATATTATTATGCCCAATTTTAGGTGAGGAAACTTGAGCTCAGAGAGAGAAAGAGTAAAATGCTCTAATTCAGTTAGCAAAGTCGTATATCCAGAAGTCCCCCAAGACATTCAGCTTGCAAGCCCTTGAAAATCAAGTGTGGTGTTGACAACACAGAAAGACTTGGAAACACGGCAACAGCAAGGTGTGAGGGATTTTATCAATAACTGGGCATTTGGAGTGTAGATATAACTTTGCTACAATCATACTAGC 
CC-X015 chr3 147242896 + 1 chr3 148183579 + 5 DEL 3q24L1PA13|LINE|L1|-|1763 . . . . 3q24 . . . . . 41 59 52 126 0.9120635 0.1428571 0.9711111 0.083333333 1 chr3 147242768 273 chr3 148183725 TATTTATTTGCATGTGTTAAACCAACCTTGCATCCCAGGGATAAAGCCTCCTTGATTGTGGTGGATTAACTTTTTGATATGCTGCTGGATTCGGTTTGATAGTATTTTGTTGAGCATTTTTGCATCTATATCACCTAAGATGTCTTCATAATAAGTGTATTTAATTCTACATAAAAAATATGAAGAAAGGCCTCAATAAGCCATTACATGTATCTCTGTGAACACTACCCTTTTATGAGAATATTTTATTCTAGGCAGCAGTCACGTTCCTCA 
CC-X015 chr3 150127908 + 7 chr3 155355396 + 5 DEL 3q25.1 . TSC22D2 C1 EX1 NM_014779.2 3q25.31 . PLCH1 IC1 IVS1 NM_001130960.1 24 38 125 107 0.74875 0.4375 0.8486275 0.352941176 1 chr3 150127803 231 chr3 155355519 AGGGTCGGTGGTGGTAGTAGTGGCCTCCATGCAGGGGGCGCACGGGCCCGAGTCGGGAACTGACAGCTCCTTGACTGCTGTGTCACAGCTACCCCCGTCGGAGAAATGTCCCTTATCATTTTTATTTCCTCAGACAGCAAATTAATTCTTATACTTCTCTATAGAGGACAGGACAAACTTGTAGTTAATATTGAAGATTAGGAAATGACCTTAGCCACAATTATCATACAT 
CC-X015 chr3 156714694 + 4 chr3 165527061 + 3 DEL 3q25.31AluSq2|SINE|Alu|+|295LEKR1 IC8 IVS9 NM_001004316.2 3q26.1 . BCHE IC1 IVS2 NM_000055.2 48 39 117 113 0.8926316 0.2631579 0.9079365 0.19047619 1 chr3 156714570 242 chr3 165527181 TCATTCGGGCATGGTGGTTCATGCCTGTGATTCCAGCACTCTGGGAGGCCAAGGTGGATGGATCATCTAAGGTCAGTGGTTCGCGAACAGCCTGGCCAACATAGTGAAACCCCGTCTCTTCCAAACGTATTTAAATCCAAGTATAAAACCATAGCTAAACCCAACTTCCATGTGGTTTAAATTTTAAACATGTATGAGAGTTTTCAGCTTTTGTGAAAGCATTACACTATTGCCAAATTTGA 
CC-X015 chr3 160222440 + 3 chr3 160223043 + 3 DEL 3q25.33 . KPNA4 IC16 IVS16 NM_002268.4 3q25.33 . KPNA4 IC15 IVS15 NM_002268.4 36 45 109 56 0.8164444 0.2666667 0.9666667 0.133333333 1 chr3 160222377 189 chr3 160223175 TGGATTAACTACTGTCATAAAGAACTTATTACAGGATATACTAGTATCACTGTTTTGTGTCTAACTGCTTGTAAATGTACAAATAAGTGTATAAATAAGTAATGAGACATCTGCCTATTCATCAGAATACATAACCAATGTTTATAACCAGCAATAACATGTAAAATTCCATTTAAGTAAAAAGCAGAA 
CC-X015 chr3 146334815 + 1 chr3 170187892 + 5 DEL 3q24 L2|LINE|L2|+|901 . . . . 3q26.2MIR3|SINE|MIR|-|110SLC7A14 IC6 IVS7 NM_020949.2 73 48 72 128 0.895 0.25 0.983964 0.054054054 1 chr3 146334688 266 chr3 170188029 TAAATGCAGTCCTACCATAATATCAAATTCATGTATACTATTGCCCTATTTTCTTCCTCTACTTCTGGCCCACTCCCTCTGGTACTCCCACTGAAATAAGCTTTTGATGCACCAAGGTCTTTGATCTCCTGGGAAAGAATAAGTGACTTGCCTGGGTCTGAGAAGGAGAGGAACCAGCTTTATACATGGAGGGAGAGAAGTCTCTTGCGTGTCTAGTCCTTCACACCTCCTCTCCCCTCCCCCAGGCTGGTTTACAGACTATGCCC 
CC-X015 chr3 178593721 + 4 chr3 178606625 + 5 DEL 3q26.32 . . . . . 3q26.32L1MA2|LINE|L1|+|4034 . . . . 38 34 96 54 0.936 0.1 0.9660606 0.181818182 1 chr3 178593579 270 chr3 178606759 GCTAGGTATAGTTCAGCAAATTATGATAAAGAATGACACTGTGGAGAGAATTCAAAAAGGTAGGACAAAGGTAATTACTTCAAACAAGTTGTTTTAAACTTGCCTGGCATTTCCCGATTCATAAATGCTAAATTCATGCAAAAAATAAAGAGCAGAGGCAGCTATACTTATATCAGACAAAATAGATTTCAAGACAAAAACTATAAAAGGAGACAAAGAACATCATTATATAATGACAAATGAGTCAATTGAGCAAGAGAATATAACAAT 
CC-X015 chr12 46762772 + 2 chr12 46762964 + 3 DEL 12q13.11 . SLC38A2 IC3 IVS4 NM_018976.4 12q13.11 . SLC38A2 IC3 IVS4 NM_018976.4 30 24 73 46 1 0 0.9513333 0.5 1 chr12 46762657 260 chr12 46763106 TTCAGATTGATTCTACTTAAACAGGTTAGCTACAGGGTTGCTGAAGTGCACCGTGGCAGCCATGTGGTTTTTGGCCCATTTTCCTCTATACCTCTAAATATAAAGTAAGTACTGATTCTGCCTCCAGTTTTTATACCAAGTGCTAACAAGGATTTCAAATATTCGACAGTGATGCCATTCAGGTTCTCCACTAAGAACTCCTGAGATTCTAGGATTCTACGTAAATCGCTGGTCCTTCACCTTAGTAAGAGTTCTCTCAA 
CC-X015 chr12 56521880 + 45 chr12 56638146 + 45 DEL 12q13.2 . ESYT1 PROM . NM_001184796.1 12q13.3 . ANKRD52 C25 EX25 NM_173595.3 88 82 126 130 0.5811111 0.7166667 0.5579487 0.717948718 1 chr12 56521734 286 chr12 56638288 GGTCCCGCCTCTCCTGAAATGGTGCGCCACGCCTCCTCCTCTTTATTACCAATCGAATGCCGCCCCTGAGCCCCTTTCTTCCTTTTCCCGCCATCTCAGACCTCCCATCTTGGCCTTCGGGCCCAATCAGGGAGGCCCTACCTAGCCAAGTGGAGGGCCGTGTTCTTGTTCTCATCCAACACAGTAAGGTCTGCCTTCCCTCGATACAGCAGAAATTCTACGAGAGAAATGTGATAGAGGGACTGACCCCTCCCTCCAGAGCAGTAGCCATCCTGGCTCTCCACTT 
CC-X015 chr12 116261988 + 5 chr12 116262778 + 4 DEL 12q24.21 . . . . . 12q24.21MLT1F2|LTR|ERVL-MaLR|-|542. . . . 56 35 68 107 0.754 0.5 0.8922807 0.210526316 1 chr12 116261850 215 chr12 116262854 CTCCCGGCCATTACCCTGCAGTTGTCCTTCACCCTCTGATGTGTTTCAGATGTGTAAATATGATATGAAAGCTCCAATTTCAAAGCCCCTGTGGACTGAGTCTTGGGCCTCTTGGGCCTTGGGTTCTGCACTAAGTGGCACGTTTAGGGGCTTCAAAGAACACATAGTTATTATCTTATAGTTTCTGTGGGTCAGGAGCCCAGGAATGGCTTAGC 
CC-X015 chr4 30731387 + 1 chr4 30738168 + 5 DEL 4p15.1 . PCDH7 IC1 IVS1 NM_001173523.1 4p15.1AluY|SINE|Alu|-|310PCDH7 IC1 IVS1 NM_001173523.1 15 10 72 124 0.2577778 1 0.8986667 0.2 1 chr4 30731253 250 chr4 30738293 CTACACATTATGTATGAAACTTTTTATGCATTCTAATTGTGATAATCTTTTACCTTTTTCATCAATATTGATAATTACTTTTGACTTCTGGGCTTGTGTGCATTTTATCAACTTTGCACATACATTTTATTTGAGACGGGGTCTCGCTCTGCCGCCGGGGCTGGAGTGTAGTTCCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGATTCGCGCCATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGG 
CC-X015 chr4 143166022 + 4 chr4 143182044 + 3 DEL 4q31.21L1PA7|LINE|L1|-|1075INPP4B IC8 IVS12 NM_003866.2 4q31.21 . INPP4B IC7 IVS11 NM_003866.2 37 18 91 127 0.9161905 0.1428571 0.8073333 0.3 1 chr4 143165889 225 chr4 143182141 ATATACTCAATAATGGGATTGCTGGGTCAAATGGTATTTCTGGTTCTAGATCCTTGAGGAATCTCCACACTGTCTTCTAAAATGGTTGAACTAACTTACACTCCTACCAACAGTGTAAAAGCGTTCCTATTTCTTTCACCTGAGCTAATTTCAGATCAATAGAAAGCAAATTATTTTCTAGAGTTTAAGTAATTGCAACTTTAAATAAAAGACAAAATATGTTGA 
CC-X015 chr4 158116719 + 3 chr4 158126152 - 1 ITX 4q32.1 . . . . . 4q32.1Tigger3b|DNA|TcMar-Tigger|-|1057. . . . 30 29 64 18 0.9573333 0.1 0.8503704 0.222222222 1 chr4 158116612 241 chr4 158126021 GCTGGTAAATTAAAATATTCCTACAGCAAAACGGAAAGTGTATACTCTGTTCCAGGAGAATGCAAAATATTCTGGCTGGACTTCAAAATTGAGATTGGAAAATTAGGTACTATGTTTAGGTATGTTTAGATACACAAATACCATTGTGTTACAATTGCCTGCAGTATTCAGTGCAGTAATATGCTGTACAGGCCCCGCACACACACGGGCTGGCCAAGCAGCCACTTCCTGGTGCGACCGT 
CC-X015 chr2 45329938 + 8 chr19 24009888 - 2 CTX 2p21 . . . . . 19p12 dup RPSAP58 R4E EX4E NR_003662.2 38 20 128 122 0.8230463 0.3636364 0.8508333 0.25 1 chr2 45329816 248 chr19 24009763 GTTCAGATAATCTGGTTTCCCATTTACAACTTGATTCCATTAAAGGAATGTTCCCAGCTGTAGTAAACTGTTTTCAAAGATTGTGCAACAATCTCTTTGCCCCCACTTGCCACATCTACCCTAAGCTGCAGCATTGTTACTGTAAGCAAATAGGTAAAAGCAATGCAAATATCTTTCAATAAATCATTCAGTAGATATAATTTGAAATATAAAAATTCTTCCCAGGCACGGTGGTTCACACCTGTAATCCC 
CC-X015 chr2 143253584 + 9 chr2 143253841 + 5 DEL 2q22.2L1MCc|LINE|L1|+|1025 . . . . 2q22.2L1MCc|LINE|L1|+|1025 . . . . 28 35 73 78 0.9051282 0.3076923 0.8833333 0.25 1 chr2 143253445 288 chr2 143253976 TGGTATAAAGAATAGTTCTTTCAGCCTCTACTATTCCCTCATAATAATTAATACTCAAACATTTTGAAACATACTGAAAATAGAGTTTACTGCCAGATAAATCAAACAATACAAAGTCTTACAAATGAGGACATATAAGAAATATGAAAAGAACTGATAATTTACTACAAAGAAAACGGATTGAGAACTGTATTAGATAACAAAACATCCATGGAAGCACAGCAAACAAAATAACATATACGTAACTGGGGTCCAAGAAAGAGAAAAGAGAAAAAATGAAGAAAAACG 
CC-X015 chr2 187444530 + 4 chr2 187519664 + 6 DEL 2q32.1MLT1K|LTR|ERVL-MaLR|+|122. . . . 2q32.1 . ITGAV IC16 IVS16 NM_002210.3 21 27 72 109 0.7716241 0.7142857 0.7942222 0.333333333 1 chr2 187444386 260 chr2 187519780 AGGGTAAGGCCAACATAAAGTAGAAAGCAGAGCTGGAAAAAGAATTGTGTTGTGTTTGAAGACAGAACCAACACTGCACTTCTGGGTTATGTGAATCAATCCATTCTCTTTTTCACTTTAGCTAATATGAATTGGGATATTAGCAGAATGGTAAATATGACCTTTAGAAGTTTAAGCAGTTACGAATGTGACATAATGAACTCTGGGGAAATATGAATATTATGGTTTATAAGTAGATGATCTGCTGAGAAGTCTGTATT 
CC-X015 chr2 187539701 + 3 chr2 187542278 + 5 DEL 2q32.1L1MB7|LINE|L1|-|181ITGAV IC26 IVS26 NM_002210.3 2q32.1 . ITGAV 3U1E EX30E NM_002210.3 37 35 115 122 0.9095238 0.1428571 0.8574113 0.3 1 chr2 187539579 244 chr2 187542399 TACAATATTGAGTAGAAATGGCTTGATTGCTATTGTCTTATTTCTGACATTAGGGAGAAAGAAGGATGAAGTATGATATTAGCTGTGGGCTTTTTATCAATGCCCTTTCTCAGGTCAAGGAAATATAAGACAGGTAGTGCCTGATTTACTACTTTATATAAAATAGTACCTCCTTCAGTTACTGTTTCTGATTTAATGTACGGAACTTTATTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTT 
CC-X015 chr2 213891949 + 6 chr2 213994823 + 4 DEL 2q34 HAL1|LINE|L1|-|732IKZF2 IC4 IVS5 NM_016260.2 2q34 . IKZF2 IC2 IVS3 NM_016260.2 26 23 116 92 0.68125 0.5625 0.7433333 0.5 20 chr2 213891833 252 chr2 213994939 CTCCCTCTCTCGGTTATTCTATTCATATTTCTAAATAATATGTGGGTTATTTTTATTCATCAGGTTTAGAGATAATCTATTGCTTCTCTGTCCTGGTAGTTAAGGATTCAGCTCTCTTACAAACACCCTCTCAATTTCTCTATTTCTTCTCTTTAGATAGGGACACTAGATCTTGTTGTTCTATCAAAAGCTTCTAGTTTTCTGATGTCCTCTAACTGGATCATTTCCTTTATCCCAATAGCCAGTAATCTA 
CC-X015 chr9 35775972 + 3 chr9 35783834 + 1 DEL 9p13.3 . . . . . 9p13.3L1MA6|LINE|L1|-|1251 . . . . 30 28 38 38 1 0 1 0.090909091 1 chr9 35775853 230 chr9 35783945 CGGACCCCTAATAATTACCATAATAATGGACATTTATATAATGCTTTACAATATACAAGGTGCTTTTACATTTATTGTTACTGCAAATAGGTCTTAATCTGGGGATTTTGGAGCCTGTTTCTATTTTTAATTTTTTGAGAAACCTCTATACTGTTTTTCATTATGGCGATACTAATTTATGTTCCCACTAGTATAAAAGTTCTCCTTTCTCCGCAACCTCATGAGCGTTT 
CC-X015 chr9 75764176 + 3 chr9 75760325 + 5 INS 9q21.13 . ANXA1 PROM . NM_000700.1 9q21.13 . ANXA1 PROM . NM_000700.1 37 31 93 122 0.607619 0.5714286 0.8993333 0.2 1 chr9 75764054 238 chr9 75760440 ATAACTCAGTGTGTGTGTGATAATTATTTGCCATGTTTAGAGGCAAAGGGAAAACATTTAGAATGTTAGCCCTCAAAATGCTTTGACCTGGGGACACATGAGAAACACACACTAAAATAATGAGGTGCACTGCTGCTTCATGAAAGAGACATTCTGGCCCATCCATTGCCTCCCTTAAGTCTACACGAGTGTGTAGACCCAACTCTACACAGATCGGGTGGCTTAATTAACAGAAATT 
CC-X015 chr3 145931255 - 1 chr10 117247454 + 3 CTX 3q24AluSx1|SINE|Alu|-|293PLSCR4 IC2 IVS5 NM_001128304.1 10q25.3L1PA7|LINE|L1|-|6457ATRNL1 IC24 IVS24 NM_207303.2 45 47 73 121 0.89 0.1666667 0.9695833 0.0625 1 chr3 145931378 217 chr10 117247549 CAGCACTTTGGGAATCCGAGGCGGGTGGATCACCTGAGGTCAGGAATTTGAGACCAGCCTGACCAACATGGCGAAATCCCATCTCTACTAAAAATACAAAAATTAGCTGACAGGTGCCTGTAATTTTGTTGAAGGCCTTTCCTGCATCTATTGAGATAATCGTGTTTTTTGTCATTGGTTCTGTTTATGCGATGGACTAGTTTATTGATTTGCGTAT 
CC-X015 chr5 45048773 + 3 chr5 45044538 + 10 INS 5p12L1PA4|LINE|L1|+|816 . . . . 5p12 . . . . . 40 50 106 124 0.797037 0.3333333 0.8027083 0.28125 1 chr5 45048646 263 chr5 45044676 GGATCTAATTAAACTAAAGAACTTCTGCACAGCAAAAGAAACTGCCATCAGAGTGAACAGGCAACCTACAGTATGGGAGAAAATTTTTGCAATCTTGTCGTCTGACAAAGGGCTAATATCCAGAATCTTGCTCTATGGTAATATATGTGCTTTAAAATGTAGGAAATACAGATGCTTAAATATAGAAAGAACTTAAAATTACACATATTTTTTGTATTAATGAGAAAGCTGATATTGAAAAAAGTTATTGGACAAAGGTCACA 
CC-X015 chr5 80200154 + 5 chr5 80206137 + 2 DEL 5q14.1L1ME1|LINE|L1|+|1175 . . . . 5q14.1 . . . . . 27 20 113 58 0.6733333 0.5555556 0.9516667 0.125 1 chr5 80200045 240 chr5 80206267 TGTCTAGTGCACAGTGGGTGTGGACAGAAAAAGCTCTAAGAGAAACCTTCTTGTTACAGGACTAGGAAGGGAGACTTCCTGTGAGGTGGATATAGTTGGGGAAATCCTCTATATCTGTTAATCGGGGTAGTTGGTTAAATGGGTTGCTTAAGAGTTTCTAGTCTATCTTGTTCTGCCCACTTCTTGGTCTTTCCAGCCCCTGGAATTGTATAGCAAAGCACTCCCTCACTCTCTGGATCA 
CC-X015 chr5 123223792 - 1 chr5 114045983 + 4 ITX 5q23.2 . . . . . 5q22.3 . . . . . 26 42 121 70 0.9163636 0.1818182 0.8991667 0.125 1 chr5 123223866 196 chr5 114046108 ACAATAAAATAACTCACCTTTTCACGGTCACAAGGAGAATCTCTCACCAATCTGCTAAGACGGAGTTTTCTACAACTGCCATTTCTTCATACCAATTTGATGTTTGATGAAAAAGAAAATCAAATATTTTGATTCTTTAAGTCTCCTGAATGTGTTCTATTGCTGGAGAATGATATTTGAAGATGTAAAAATTATG 
CC-X015 chr5 114099595 + 5 chr13 35736872 + 1 CTX 5q22.3L1PA8A|LINE|L1|-|6349 . . . . 13q13.3MLT1L|LTR|ERVL-MaLR|-|260NBEA IC23 IVS23 NM_015678.4 33 26 106 116 0.8521212 0.3636364 0.9140741 0.111111111 1 chr5 114099479 223 chr13 35736978 GAGATTCTGGTATATTGTCTCTTAGTTCTCATTGGTTTTGAAGAACTTCTTGATTTTTTGCCTTAATTTCATTATTTACCCAGGAGTCATTCAGAAGCAGGTTGTTCCATTTCCACGCTTTTAGAGACTAATACTGGTTAATTAACTAGTAACTAGGGTTAGGCTAGTCTTTCCTATACCCAGTCAAGCTCAATAATAAAACAAAATATAAAATGTGTGTTAG 
CC-X015 chr5 123726670 + 3 chr5 123719773 - 1 ITX 5q23.2Tigger1|DNA|TcMar-Tigger|-|2411. . . . 5q23.2L1MB3|LINE|L1|+|3086 . . . . 32 37 123 107 0.825 0.25 0.9524444 0.133333333 1 chr5 123726532 262 chr5 123719645 AGAATTGAAGAGTTAGGGTCTTGTTCTGGATTAGGCTTTGGCTTAACGGAATGTTGCGGCTGCTTTGATCTTCTATCCAGACAACTCAGACTTTCCCCATATCAACAATAAAGCTGTTTCACCTTCTTATCATTTGTGTGGCAAATTTAGTGGGAACAAACTTTCTCAACTTTTGTTAATCTGGGAATGTCTTAATTTCTCCTTCACTTTTGAAGAACAGTTTTGTCAAATACAGGATTTTGGTTTGACAATTTTTGTTGTT 
CC-X015 chr5 157086980 + 1 chr5 157087445 + 3 DEL 5q33.3MER4B|LTR|ERV1|-|559 . . . . 5q33.3AluJb|SINE|Alu|+|309;trf. . . . 37 24 17 96 0.7561905 0.4285714 1 0 1 chr5 157086848 228 chr5 157087543 GGCAATTGGTTGAAAGACTTATCTAAAGACCTAGAATCAACAGAAGGGAGTGTCTGGGTTAAGATATGGGGTTGTGGATACCAAGGTTCTTATTATGCAGATAAAGCCTCCAGATAGTAGGCTTCAGAGAATAAAATAAAATAAAGTAAAGTAAAATAAAATAAAATATAAAATAAAATAATAAAATATAAAAAATATACCCTTGGCCAAAAGGAGGGGTCCATTTCA 
CC-X016 chr7 48662104 + 9 chr7 48662782 + 5 DEL 7p12.3 . ABCA13 IC59 IVS59 NM_152701.3 7p12.3 . ABCA13 IC59 IVS59 NM_152701.3 18 10 109 121 0.5066667 0.7142857 0.6569697 0.636363636 1 chr7 48661971 247 chr7 48662898 AGGGGTTAGAATGCTGCTGGATGTCCTCCCTTTGGGCTCAATAAACTCCTGGAAAATTCTCTTCTCCCCTTTTACTCCCTGGCAAAGGAAAATTTACCCCTTATAAAATCTGTAGAGTGTGTCCTAACGCGCAAAATTTTAATATCTTTTCCATTCCTATTGAGACCTCATCATCCTACTCATTTAACAAGTAATTTCTAATTTCCTGAGAGACACCTCTTGTCAGCTAGCTTTTTGATGGGCTCTC 
CC-X016 chr7 71492825 + 26 chr7 70759195 + 6 INS 7q11.22AluY|SINE|Alu|+|310CALN1 IC3 IVS4 NM_031468.3 7q11.22L1M4c|LINE|L1|-|234WBSCR17 IC1 IVS1 NM_022479.1 68 25 118 82 0.7289658 0.5777778 0.6366667 0.7 1 chr7 71492682 286 chr7 70759337 GTGAGACCCTGTCTCAAAACAAACAAACAAACACACACACACACACACACACACACACACACAAAAACACATGAGACCTGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGCGGATCACGTTTCTCAGTATAGTCCACTTTATATTCAATATATTTGATGTTTTATATGATTTTTGAGACTGGATGTTTATTTCTCTTCCCAGTTTGAGAACTTTTGGTTATTATTTCTTTAAATAAGCTGGTTGCCCTTTTTGCTCTCTCT 
CC-X016 chr16 27846524 - 12 chr7 71950096 + 9 CTX 16p12.1L1MD1|LINE|L1|-|2043GSG1L IC4 IVS4 NM_001109763.1 7q11.22AluJo|SINE|Alu|+|180 . . . . 41 53 95 128 0.7647059 0.4705882 0.7888889 0.444444444 1 chr7 71950234 269 chr16 27846655 AGAGTCTTGCTCTGTTGCCCAGGCTGGGGTACAGTGGCTCAATCATAGCTCACTGCAACCTTAATCTCCTGGGCTCAACCCATCTTCTGTCTTCAGCCTCCCAAGAAGCTAGGACTACAGGCACATACTACCATGCCTATTTAGGATTGCAATGTCTTCTTAGTGGATTGACTCTTTTATCACTATTTAATGTCTATTTCTGGTTATTTTATTTGCCTGAGTCTACTTTATCTAATATTAATATAGCTAATCCTGCTTTCTTTTGATTA 
CC-X016 chr7 72176278 + 8 chr7 72177525 - 6 ITX 7q11.22LTR19B|LTR|ERV1|+|546;dupTYW1B IC10 IVS10 NM_001145440.1 7q11.22AluSp|SINE|Alu|-|290;dupTYW1B IC10 IVS10 NM_001145440.1 63 34 112 130 0.8635714 0.3571429 0.7023188 0.47826087 1 chr7 72176147 244 chr7 72177412 TAAGATAGGGAGGCTAAAAGCAGACTCGGGGCTATGCCTGCCGCGCAGAAAGATATATGGGAACAGACACACACCTCTCCCTCCCAGATAAGCATAAGCACCACAAAGAGACACAGAAGCAGTCCAGGCTTCACCTGAGGTTGAGAGTTCCAGACCAGCCTGACCAACATGGGGAAACCCCATCTCTACTAAAAATACAAAATTAGCTGGGCATGATGGTGCATGCCTGTAATCCCAGCTACTC 
CC-X016 chr7 90244421 + 2 chr7 90355780 + 4 DEL 7q21.13 . . . . . 7q21.13 . CDK14 IC1 IVS1 NM_012395.2 31 25 31 85 0.8580952 0.4285714 1 0.066666667 1 chr7 90244289 240 chr7 90355888 ATTCTGAAATCATCTGCAAGTATGGCATGTCTTATAGTGCAACATTATATGATTAATTTTTTAATAATGAAATTAATAGTTTTCCTGTTTTTCAATAGCTACTCTAAATTCTATGATAATGATGAATCTTATGAAACTGAAATTGGCATGCTTTCTAGAGTTATATATTGGCATGTTTAGTGATATTAAAGTTGCAGTGAAGAGTTCTGAATTTAATTTCTTCTTTTCTCAGATATGTGT 
CC-X016 chr7 151866329 + 12 chr7 151867928 + 6 DEL 7q36.1 . MLL3 C41 EX41 NM_170606.2 7q36.1 . MLL3 IC40 IVS40 NM_170606.2 18 17 90 94 0.4994771 0.9 0.7142857 0.714285714 1 chr7 151866186 281 chr7 151868061 ACACTCACTTCAGGTTTAGAACAGCACACATAGAGTGCAGACAAGCAATCCCCAGAAAACATTAACTTATTAGATTTATACTTACTGACAAAGCCTGGACCAAAATTTGGAGGATTAGGCCTAGAAATCTGATGTGTTATACTGAATGGTTTAATTCTAAAATGCAGGACATGAAAATGTCCTTCTGGAGTTAAAAATAAGTAAATAAAAATAAAACCAAAAGTCCTGAGCGTGTGGTTTTGCCATCAAGTGACTTTTTACCCGTAAGTATATAAATCCTT 
CC-X016 chr7 151866359 + 2 chr7 151867928 + 6 DEL 7q36.1 . MLL3 IC40 IVS40 NM_170606.2 7q36.1 . MLL3 IC40 IVS40 NM_170606.2 10 17 71 94 0.7142857 0.7142857 0.4760131 0.875 1 chr7 151866239 231 chr7 151868064 AGAAAACATTAACTTATTAGATTTATACTTACTGACAAAGCCTGGACCAAAATTTGGAGGATTAGGCCTAGAAATCTGATGTGTTATACTGAATGGTTTAATTCTAAAATGCAGGACATGAAAATGTCCTTCTGGAGTTAAAAATAAGTAAATAAAAATAAAACCAAAAGTCCTGAGCGTGTGGTTTTGCCATCAAGTGACTTTTTACCCGTAAGTATATAAATCCTTTTC 
CC-X016 chr20 13879414 + 4 chr1 106522692 + 2 CTX 20p12.1AluSq2|SINE|Alu|-|308SEL1L2 IC5 IVS5 NM_001271539.1 1p21.1 . . . . . 27 56 121 29 0.811547 0.3636364 1 0 1 chr20 13879283 267 chr1 106522828 GCTTGTTCTCCTCCTGTCCATTCTTCATTTATGGGTAGAGCCAAATCTACTTATGTCACCTGGGCCCTGTTTAGCACCTTTTAATGGCTTCCCATTGTTTTTTTATTTTTAGTTATTTATTTTGAGACAGAGATACTAGGCTCTTTCCATCTGAATCAAAATTTGCTAGAATGTTCATTCAGTAATTCAGTAACACTCTCATCTTTATAAATCAACTCTATTTTAATTTCATTTTGAGGTATTCTCAGAATAAATAGTATAACGTAT 
CC-X016 chr20 14592101 + 11 chr20 15193624 + 5 DEL 20p12.1(T)n|Simple_repeat|Simple_repeat|+|20MACROD2 IC4 IVS4 NM_080676.5 20p12.1MER5A|DNA|hAT-Charlie|+|205MACROD2 IC5 IVS5 NM_080676.5 18 18 129 126 0.4585955 1 0.7766667 0.357142857 1 chr20 14591964 267 chr20 15193764 TAGTAAAAAATAAATGTCAGCAATGATTATTTCTTACACAAGCCTGGTGAAAATTCAAGTTTACTGGTTATTAAATTGCATTGGTTCTGTTTGGGGTCTTCCTCATTATGTTCAGAGATCAGCAATGCCCTCAAGTTTGAAAACTACTGACCAAGACTTTTAAGGAGGTGCAAAAAGAAAAGGTGGTTGGAGATGTCGCCAGAGTTTAGGATTAAGTGAGAACACACAACAACAAGGGTATGGCTGTAGCCAAAAGCAAGTTAAGCA 
CC-X016 chr20 15247872 + 5 chr20 15446293 + 2 DEL 20p12.1 L2c|LINE|L2|+|305MACROD2 IC6 IVS6 NM_080676.5 20p12.1 . MACROD2 IC7 IVS7 NM_080676.5 34 29 115 95 0.8328889 0.2666667 0.9424242 0.090909091 1 chr20 15247729 277 chr20 15446429 CAAGAGCATGCAAGGCCTGCAGTGAAAAACCTCTACGTCCTTCACGATCCCTTAAAAATCTACCTGCAAAGCAGTCATTCCATCCCCCTCTCCTCTGCATCCCCACTCCAACTTGGCCAACCCCTAATAACTTTGCTTCAGAGGCATGAGAAAACGGGGCAACCCTGCAGGTCGGGAGGAAGGGGTAGACATGTGGCTGGGGCTCCACAAGAGTGACGGTCATTTCATCAACATCCAAAGACCTTGCATGAAGATCTAACCTCCATCACTGTACCCA 
CC-X016 chr22 22716887 + 3 chr22 22721242 + 5 DEL 22q11.22L1PB1|LINE|L1|-|469 . . . . 22q11.22 . . . . . 24 24 88 92 0.856 0.2666667 0.8314286 0.428571429 1 chr22 22716794 227 chr22 22721376 TAGTTTTTTTGTTTTAATTTTATTTAGTTCTGGTCTAATCTTTGTTATTTCTTTTCTTCTGCTGAGTTTGGGTTTGCATTGTTCTTGATCCTCCCCTTACACCTTTTAAAACACCCATTTAACAAGGATGGCTACTGGTATATTCCAACAGAGCCTGAGCCACACACCCTTGGTCCTCAGAAGGTTGAAGACTGCTAGGCAGGAGAAATTATTCCTGAAGACCTCTA 
CC-X016 chr3 107728306 + 2 chr14 32197862 + 6 CTX 3q13.12 . . . . . 14q12 . NUBPL IC6 IVS6 NM_025152.2 68 37 129 90 0.758 0.4 0.9641667 0.083333333 1 chr3 107728192 248 chr14 32197995 ACCTTGCAGGCTATTTTAAGCCAGGAATTAAGAAGCTATGGCTCATACTCCTAGCTTTGCAGTATTCAAATTCAGGCCCCATCACCAGCTGGCTTCAGCAGCTCTGAATGTCCCCTATTCACTTTCTCAACCATAAGACCTGTCTCTGCAATCTCATTATAGCTGATACTTTTACAAGTGACTAACTTGGTTGATTGCTATCCCTTCCAGCTTTTTGTGAGATGTCATTGCTGTTACTGTAGTAGGTG 
CC-X016 chr14 33748130 + 3 chr4 53966176 + 12 CTX 14q13.1 . NPAS3 IC3 IVS3 NM_173159.2 4q12 . SCFD2 IC5 IVS5 NM_152540.3 37 58 71 115 0.9480952 0.0714286 0.7286111 0.416666667 1 chr14 33748010 254 chr4 53966312 GTAAATGCTTTTATCTTAAAAAATGTTAAGAAGCTCTACGTAAAATTTTAATGCGAGTGTGTATATAATTTGCATGAGCAGAAAGGACACGAAGATTTCTTCTTGAAGAACAGCATAATAAATACCAATAAATAATGGTATAAGCAAACTAAAAGGAAATCAGAATGGACATCAGGAAACTGATGAAGAAAACAATAATAATAATAGCAATCTGTTGCTTGTCATGTTAGTAATCTTAGCCTTCACTTCTTCTA 
CC-X016 chr14 45841249 + 5 chr14 45902884 + 1 DEL 14q21.2 . . . . . 14q21.2L1PA11|LINE|L1|-|3494 . . . . 33 20 96 103 0.8666667 0.3076923 0.8473333 0.2 1 chr14 45841121 225 chr14 45902987 GTATTTGCTGTGGAGGAAAAGAGAGCCGGCTGAGAAGCTACTACTTATTGACTAGTGTTGTCTTCCACAGCAATGTCATGGGAGTGATTTGGTGGGAGCGCGTAAGACAGAGTCATGGCACTTATTGATCTTTGTTGGTTTAAAGTCTGTTTTGTCAGAAACCAGGACTGAAACCTCTGCTTTTTTGTTTTCCATTTGCTTGGTAGGTTTTCCCTCATCCCTTTA 
CC-X016 chr19 2237779 + 39 chr19 1849312 + 37 INS 19p13.3 . SF3A2 I5U1 IVS1 NM_007165.4 19p13.3AluJb|SINE|Alu|-|185REXO1 PROM . NM_020695.3 206 64 130 128 0.6278947 0.7105263 0.7729457 0.38372093 1 chr19 2237642 294 chr19 1849458 GGTTTCGGCCGCCTTCCTTGTAGCCGAGAACGCTTCTGTATGCTCATCTATACCTGTTAGTTGACTGGGGCTCTGTGATGTAATTCCTGTGAGCCTCAGTTCCCTTAAAATGGGAGTGACGGCTTCAACATCATGCCAGATGTTGAAGGCTCAGGTGATTCTCCCACCTCAGCCTCCCGAGTAGCTAAAACCACAGGTGTGCACCATCATGCCTGGCTAATTTTTTGTATTTTGTGTAGAGATGGAAAAAGTTAAACAGAATTACCCTATGAGCAACTCTATTCCTGGGTATAC 
CC-X016 chr19 3599475 + 3 chr19 3739158 - 1 ITX 19p13.3AluY|SINE|Alu|-|308;trfTBXA2R IC1 IVS2 NM_001060.5 19p13.3 . TJP3 IC13 IVS13 NM_001267561.1 88 43 53 60 0.9896296 0.3333333 0.9231579 0.105263158 1 chr19 3599347 217 chr19 3739069 AGACGGAGTCTCGCTCTGTCACCCAGGCTGGAGTGCAGTGGCGCAATCTCTGCTCACTGCAAGCTCCGCCTCCTGGGTTCACGCCATTCTCCTGCCTCAGCCTCCAGAGTAGCTGGGACTACAGGTGCCACTGCAGGAGCACACAGTCCCCACCTGCTCTGGTTGGGAATGATGCCCCGCTCTTGCTCCCGCAGGTCACGACCCATGCGCACCGCCA 
CC-X016 chr19 3628373 + 14 chr9 106781919 + 0 CTX 19p13.3AluSz|SINE|Alu|+|309;trfCACTIN PROM . NM_001080543.1 9q31.1 . . . . . 85 40 125 0 0.7599159 0.375 0.9958356 0.157894737 1 chr19 3628233 266 chr9 106782040 TAATTCCAGCTACTCGGGAGGCTGAGGCAGAAGAATCGCTTGAACCCAGGAGGCAGAGGTTCCTGTGAGTTGAGATCGCATCATTGCACTCCAACCTGGGCGACAGAGCAAGTCCCCGTCTCAAATAAATAAATAAATAAAATATGTCTTCTCTTTCTATCCCTTCATTCCCAGGAGCAAGCCAAAGAAAAAAAAATACAGAAATTTGTGCTCTATCAGTTCCTGGGGCTGTGATTGAGTGGATGATAATTCCATATCACTCAGCT 
CC-X016 chr19 50378623 + 6 chr19 50378696 + 0 DEL 19q13.33MIRb|SINE|MIR|-|114;trfAKT1S1 IC1 IVS1 NM_032375.4 19q13.33MIRb|SINE|MIR|-|114AKT1S1 IC1 IVS1 NM_032375.4 41 59 38 0 0.9777778 0.1666667 0.9256863 0.411764706 1 chr19 50378479 183 chr19 50378733 GGTCCTGTTCCAATTCCTGACCGCCATCCTGCCTGCCTTTAGGAGGGCAGATATTCTAATCCAGATGGAAAAGTGAGGCTCAGAGAGCTTAGGACACTGGCAAAAAAGCACACAGCTACACAGGGCACAAGTGGGGCTGAAACTGCTGACTGCCCAGCCCCAAAACCCCACTGAACTGGGGGG 
CC-X016 chr19 57727643 + 4 chr19 57730176 + 1 DEL 19q13.43AluSz6|SINE|Alu|+|297ZNF264 3U1E EX4E NM_003417.4 19q13.43L1MDa|LINE|L1|-|805ZNF264 3U1E EX4E NM_003417.4 63 54 91 63 0.9283951 0.1481481 0.956 0.2 1 chr19 57727526 209 chr19 57730267 AGCCTGGCCAACATGGCAAAACCCTGTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCGTGTGCCTGTAATCCCAGCTGCTGGGGGGCTGAGGCAGGAGGATCAGTTGAACGTTCCATTGGGTGGGTTCTTTTGTACACCTTCTGTTTCTTTGCTTATTTTTTAACGCCAAAGAAAGACTCTCAGAGAATAGACAACTATATTC 
CC-X016 chr8 3196312 + 2 chr8 3341339 + 4 DEL 8p23.2 . CSMD1 IC23 IVS23 NM_033225.5 8p23.2L1MD2|LINE|L1|+|1964CSMD1 IC11 IVS11 NM_033225.5 24 26 109 122 0.8646667 0.2 0.7362948 0.923076923 1 chr8 3196188 247 chr8 3341461 GCACTTCTGCAGGGTGCATCCTGAGGACTGTAACTTTCCAGAGAAAGGGCTTTATTTTTTTCTTTTTAAAATAATTGGTACAAAGTTGCCATATGGAATTGTGGCAGCTCTATCATGCAGATCCATGAAAGGCTGAGTCAACTTTTAAAAAAATCAATCAATGTCATCCACCATTAGAAGAGGCTAAAGAAAGAACATGATATATCAGCTAATGCCAAAAAAGAAACATTTGACGATTCACAGGACA 
CC-X016 chr8 71411922 + 4 chr8 71412286 + 2 DEL 8q13.3MADE1|DNA|TcMar-Mariner|+|40. . . . 8q13.3 . . . . . 24 22 78 75 0.791136 0.5384615 0.8218182 0.363636364 1 chr8 71411825 175 chr8 71412375 AAGGAAAGAGGCTTTGAGGATATATATTTCAGAAAGTTGCCAGCTTCTAAAACAATCTGGAGCTAGCAAGATGTGTTAGATTGGTGCAAAACAATTGGCTAGATGATGGATTTCTTTGCTCCCAACTCTATGTTGACACTGCCTCAGATTCTACTCTGGTGGTGCATTTTAATGA 
CC-X016 chr8 90347755 + 4 chr8 90434725 + 4 DEL 8q21.3L1MA2|LINE|L1|-|2643 . . . . 8q21.3 . . . . . 26 23 61 130 0.9109091 0.1818182 0.6846667 0.5 1 chr8 90347614 230 chr8 90434814 TGTTGTCTTAATTAATTTTTACGGGTACATAGTAGGTGTATATACTTGCGGTGTACATGAGATGTTTTGATACAGGCATACAATGTTGCTATGGAGAGCAGTTTGGAGATTATTATTAATCACATCATGAAAACTGGAGTATTCTCCTCCTCTTAAAATTTCAACTAACACTTTTATTTGCATGACATTCATAATTTAATTTCACCCTAAACTGTACTTATTTCTGGACA 
CC-X016 chr8 110333619 + 4 chr8 110348525 + 6 DEL 8q23.1L1MEc|LINE|L1|+|859NUDCD1 IC2 IVS2 NM_032869.3 8q23.1 . ENY2 IC2 IVS2 NM_020189.5 33 33 71 126 0.9569697 0.0909091 0.7057778 0.6 1 chr8 110333496 283 chr8 110348666 GTTTCCAGCATATGAAGGTGAAAAACATATGATAAAATTAGCTCAAACAATGAGAGGGTAAGTGAAAGGAATTATATTGTTGTAAAGTTTTCACATTGTTTTTAAAGTAAAATAATATTAATTATTATTATTTGTAATTATAAAGAATTACAATTGAGATTATAAAAGTTTCTATTCCGAACATCTGGAAAAAATAATTTAGGTTTGTTAAGTATTGCAGGACTTGGAGGGAAGTGGTGATGTAGAAAGATGAGCAAGATATGGCTCTTAAAGAGTAATTTGA 
CC-X016 chr8 111893893 + 3 chr8 111902253 + 3 DEL 8q23.2HERVL-int|LTR|ERVL|+|5565. . . . 8q23.2AluSz|SINE|Alu|-|324 . . . . 26 13 104 110 0.8272727 0.3636364 0.7177778 0.5 1 chr8 111893782 216 chr8 111902358 CCCTGCAACTTGGAATCTGGATGTGTGGGAGGACCCTGATGAAGCTGAGTTAGTAAACTCTGACAAACCTGTATCAACAGAAGGAACAGCTTCCCCATTCCCAGTAGTGGCATGTTGGCCAGGCTGGTCTCAAAACCCTGGGATCAAATGATATGTCCACCTCGGCCTCCCAACATGCTGGGATTACAGGCATGAGCCATCACAACCACCCTCAAT 
CC-X016 chr13 20249905 - 2 chr8 113255574 + 4 CTX 13q12.11 . . . . . 8q23.3 L2|LINE|L2|-|171CSMD3 IC65 IVS65 NM_198123.1 60 29 119 116 0.825641 0.2307692 0.9049275 0.260869565 1 chr13 20250022 253 chr8 113255710 TAATTCTTGTGACATTGAATCTGCTTTTATTATAAAGAGTTAAGAAATTGCCATTTCCATGACAGTTTCCTCCATCAACAATCTTAATATTGAAGCTTGAATTTAGGTCTGCTGGTCATTAGGTCTTACAAATAGGTTTTTTGGATATAAGGAAATGGATTTTGTTGATGACCTTACCAAAAACACTAGAAAAAGTTCCTTTACTCCTTCTTCTGGCATTATAACCCTTTTCCAAATGGAAATTGTCCTGACC 
CC-X016 chr13 74152678 - 9 chr8 128208713 + 7 CTX 13q22.1LTR81B|LTR|Gypsy|+|109 . . . . 8q24.21 . . . . . 30 53 128 127 0.8771014 0.2173913 0.6852621 0.444444444 1 chr8 128208856 284 chr13 74152824 TCTTCTGTTACAAGGATTCAGAATTCATAATCATGGAGCTGCATTTACAGGCAGAAGTTTCTTTCATAGTTTTCTAAGTGTTCCTTTTAGCAACAATGGAGAAAATCAAAGAGGGCAAAGGTGAGGGGAGAAAATAACATTGCCAAGAAAGATAAACTTTTCTAAACTTTCTCAGTTCCTGCATATCATAACAACGGCTAGCCTGGCTGACCTGACTACAGAGTGTGCTGTGACCTCTGCTCACCAAGAACCCTGTTGTCTTCTTTTTTCTGGATCCACAGTGA 
CC-X016 chr1 21232779 + 11 chr1 21303897 + 5 DEL 1p36.12 . EIF4G3 IC7 IVS11 NM_001198801.1 1p36.12AluSx1|SINE|Alu|-|295EIF4G3 IC3 IVS7 NM_001198801.1 35 26 118 114 0.5759259 0.7222222 0.7238095 0.428571429 1 chr1 21232647 286 chr1 21304035 AAGAGACCAGCTGACATTCTTCCTTTGTGTCCTACTCAAGGTAAATTTTTTCAAAGGATGGAAACCATGGGTGGGTTTAAATTTGCTATTGTCTCACAGGCTTCTACTGAATACATATATTCAGCAGTTGTCTGAATATATGAATTGTTAGAACTCCTGACCTCGGGTGATCCACCCACCTTGGTCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCACACCCGGCCTTTTTAAATTTTTATCATTAATTTAGTTACTTTCATAATGAAATAAATTATTTTAA 
CC-X016 chr1 106773800 + 7 chr1 104573975 + 9 INS 1p21.1 . . . . . 1p21.1 . . . . . 49 41 130 129 0.7864103 0.3461538 0.7109804 0.411764706 1 chr1 106773673 258 chr1 104574103 ACACTCTTAAAATGTTGATATTTTTCTTTACACTATTTTCTATGTGTGTAAAGAGATATAATAGATAGGTGAAAGAAACAAAAATAGAGATTGGAGACACTCTCATCCTTCATCTCTTCTGAAAGGGTCAAATAAAAGTGGTCCTTGGAGCCACAGAAAACCCTGCTCAGTTAAGCATCACATTAATTTTTAGGTGTTGTGCCAGTCCCAGTGTGACATTTGGGTCTGTAAAATTTTGGTGTGTTACTTTGGTGTATA 
CC-X016 chr17 31789520 + 7 chr1 119518377 + 3 CTX 17q11.2MLT1J|LTR|ERVL-MaLR|+|367ASIC2 IC1 IVS1 NM_001094.4 1p12 . TBX15 I5U1 IVS1 NM_152380.2 45 37 69 113 0.8847619 0.2857143 0.9646154 0.153846154 7 chr17 31789379 261 chr1 119518491 AAGGGTTGTTTGATTATATTTTTCACAAAGGTATTTTGTTCTCTGCTTCCTTGTTCCTATGTGGATAAGGTGGAGGTGATCTGACTCTGACTATGTGGATAATACCCTAGGGGATGAAAGAGACGTAAGATACAAGGAAATGGGGCCCATGAAAGCTACTGCTGGTTAGAGTTGTGGACACTGAGCAAAGACAATGCTTGGAAAATTGGAGAAGTATAGTAACATCTGTCTTGGAGATAAAACATAGGGCAGAGTCTAATT 
CC-X016 chr1 161873341 + 9 chr1 161873451 + 8 DEL 1q23.3 . ATF6 IC14 IVS14 NM_007348.3 1q23.3MIR|SINE|MIR|-|213ATF6 IC14 IVS14 NM_007348.3 70 67 96 62 0.9366667 0.3888889 0.9242464 0.272727273 1 chr1 161873197 282 chr1 161873592 TCATTTCTAGGCTAAAGAGTTTGGATTGGTCATGTGTGCCTGTCATCCTTTATTTCATTCAGTAGTGGAACAATGGCTCTCAACTATGTGGTTGAGGGAATAAACTTAAACAACAAATCTAAATTTCCTATATCAGTTGCATTTATAAACAATCGGTGCAATAGGTGTTGTTACTGTCCCTATTTTACTAAAGAGAAAATGAGGACACAGATTAAGGAACTTGCTCTATATCCTACAGCTAGAAATTAAGTGATGGAAGCAGAATTCAAACCCAGGCAGTCTA 
CC-X016 chr1 166161579 + 3 chr1 166163183 + 8 DEL 1q24.1AluJb|SINE|Alu|+|279 . . . . 1q24.1 . . . . . 31 63 47 129 1 0 0.8735897 0.269230769 1 chr1 166161433 287 chr1 166163326 CGAGGTAGGCGGATCACTTGAGTTCAGGAGTTCAAGACCAGCCTGGGTAACATGGCAAAACTCCATCTCTACAAAAATATATACAGAAATTAGCTGGGTGTGTTGGTGCACACCTGTAGTCCCAGGTACTTGGGAGGCTGAGGAGGCCAGAGTTGTTTGGTGTCATTTCAATTTTCTTTCTACCCAACTAAGTAGATTTTATTAGCATAATCATTGGTTTTGAGAATTAGAGCACAGGTGGTAGACATGGCCATCATTATATCCTGGATAGTGTTCATCAATCATTA 
CC-X016 chr1 207023522 + 8 chr7 129482600 + 2 CTX 1q32.1L1MA2|LINE|L1|+|5578 . . . . 7q32.2AluSq2|SINE|Alu|+|309UBE2H IC5 IVS5 NM_003344.3 78 25 126 99 0.9084848 0.2121212 0.8693333 0.2 1 chr1 207023382 267 chr7 129482728 ATAACATTGAATGTAAATGGACTAAATGCTCCAATCAAAAGACATAGAGTGACTGAATGGATTTTTTAAAAAAGACCCAACGATCTACTACCTACAAGAAACATATTTCATCTATTAAGACACACAGAGTGAAAATAAGGGTGTGGTGGCAGGTGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTGAACCCAGGAGGTGGAGTTTGCAGTGAGCCCAGACTGCGCCATTGCACCGCAGCCTGTGCAACAAGA 
CC-X016 chr11 36623570 + 5 chr11 58234230 - 5 ITX 11p12 . C11orf74 I5U1 IVS1 NM_138787.2 11q12.1MLT1G1|LTR|ERVL-MaLR|-|392. . . . 33 41 102 86 0.7992593 0.4444444 0.7695238 0.428571429 17 chr11 58234105 251 chr11 36623461 TATAGATGAGATTCCTAAACTATCTCTGTATTCTCTCTACTTTGTTCTCTCTAGCATGTTGGCTTCAGAATAGTTGGTCTTCTTATATGCTCACCCAAAACTCCCATAATGCATGTTCTAAGACAAAGACCCAAGCAAAAGCATGCACATATATATATAATTTCTTTTTGCCAATATGGTTTCTATACTCAAAGATAGAAATTAAGAATCAGGCCAGGTGCACAGTTCGTGCCTGTAACCCCAGCACTTGG 
CC-X016 chr11 67535619 + 5 chr11 67692279 + 5 DEL 11q13.2 dup . . . . 11q13.2L1MA7|LINE|L1|+|445;dup. . . . 30 39 124 86 0.7424242 0.3636364 0.9008889 0.533333333 1 chr11 67535494 255 chr11 67692411 AAACAATAAAGAAATCCTAGGCACGTGGAGCCCTGGGTAACTCATGGAGCAAGGGGGTGCGGAACGCTTTCCATAGCCAGCCTCAGTCCCACCAGGATGGGCTGCTAGGTGACAGCAGGACAGGCTGGAGGAAAGGTAGGGGATAGGAGACACTGCTCAAAGGGTACAAAGTTTCCAATACGAAGAATAAGTTTTGAACAAGCTAAACTCCTCTGAAAGCTCAGTTCCTCATCTGTAGAGCGGGGACACATCATT 
CC-X016 chr11 68202453 + 1 chr11 68202654 + 4 DEL 11q13.2MER58A|DNA|hAT-Charlie|+|226LRP5 IC18 IVS18 NM_002335.2 11q13.2MER58A|DNA|hAT-Charlie|+|226LRP5 IC18 IVS18 NM_002335.2 20 46 22 76 0.7796667 0.45 0.9961905 0.142857143 1 chr11 68202326 251 chr11 68202770 ACATTTCGTAGAAGATGAGGGCCTGGGAGTAACCTCCCTGCATGTGTTTCTATAAAGGCATAGTGGTTAAGTCCTTCCAGCTCATTGACCATTGGAGAATTTTATGGAGGCTGTAGACTAGGGGCTGGACGGGCGAGCTTCCCCAGCCCTGCTGCGCATCCTGGCCCAGCATGTGCTGTGTGTGTGATTTCAGCTTGCAGGAGCCGTGGTTAGGAATTGTCCCTGTGTTGGTCCATTTTGCATTGCTATGA 
CC-X016 chr11 81061398 + 1 chr11 81219205 + 4 DEL 11q14.1 . . . . . 11q14.1 . . . . . 21 20 37 82 0.93 0.25 0.9013333 0.2 1 chr11 81061294 241 chr11 81219330 ACAGTACAGATTTAAAGAAAAAAAGGAAATACTTTTCACATAAAAAGTAGTAAGTAAATTTTATTTAAGTATTGAAATGCAGAGCTCTTGCAGAAAAGAATGATGTAGGTGTATTAACATACTAGCTTGCTTTCCCTTTATAAAGATGGAATAACTCTTTATAGTGAGTTTATTTCTATCATTTGTAACTCTTTGTGCTCATTTCTGTATTTGTCCTACAAACTTTTCTTAGGTGTCTACA 
CC-X016 chr11 81412042 + 1 chr11 81596670 + 3 DEL 11q14.1L1PA8A|LINE|L1|-|907 . . . . 11q14.1 . . . . . 6 20 77 118 0.6838095 0.4285714 0.7916667 0.75 1 chr11 81411920 252 chr11 81596804 TTCTCTAAAGAATAATAAATTATCACTGACAATGTCATATAGAGAAGACCTTAAAACCAGAAGGAAATGTATCTACATATAGAGTGAAATTTCCAGGTTTTTTTTTTTTTTTTTTTTTATGTTAGGTAAGAGGTTTCTGAATCTTCCTGAAACATCACTTCCCTTTGTATCTTTCCACTGTGAAGAATTTAAAATTTTGTGCAACTATTCTCAGAATCTTCATTGAATTACTGGAAGACTCCCACACAAATT 
CC-X016 chr11 116987583 + 7 chr11 116988172 + 4 DEL 11q23.3AluJb|SINE|Alu|+|232 . . . . 11q23.3AluJo|SINE|Alu|-|279 . . . . 12 14 91 71 0.5638543 0.9 0.72 0.666666667 1 chr11 116987477 221 chr11 116988287 GGTGGATAGCTTGAGCCCAGGAGTTTAAGACCAGCCTGGGCAACATGGAGAAACCCCGTCTCCACCAAAAATGCAAAAAATTAGCCAGGCATGGTGGCATGTGCCTGCAGTGGCACGAACATGGCTCACTGTAACCTCAACTACCTGGGTTCAATCAATTCTCCTGCCTCAGCCTCCTGAATAGCTGGGACCACAGGTGCATACCACCACACTTGGCTAAT 
CC-X016 chr6 5327273 + 4 chr6 5461900 + 1 DEL 6p25.1 . FARS2 I5U1 IVS1 NM_006567.3 6p25.1L1MB7|LINE|L1|-|1287FARS2 IC3 IVS4 NM_006567.3 64 67 104 51 0.937037 0.1111111 0.9845333 0.12 1 chr6 5327143 235 chr6 5461998 ATTCAACTAATTAGTGCAGCTAACCAGTGTTGTAGCCCACCTCAGCATTAAGGACATTAAACGTGTGAATCACTGAATAGATTTCTAAAACCATAATCATGGTAATGGTAAATCAGCTTAGGTCGCTCACCTAAGCTTTTGGTAAATGGAATCATACAATATGTAGTCTTTGGCATGTGGCTTTTTTCACTTAGCACAGTGTTTTGTGGTTCATCCTATTAGCATGTCTCAGTAG 
CC-X016 chr6 26093612 + 7 chr6 26176999 + 3 DEL 6p22.2 . HFE IC5 IVS5 NM_000410.3 6p22.2 . HIST1H2BE PROM . NM_003523.2 65 44 91 123 0.908046 0.2413793 0.8408889 0.533333333 1 chr6 26093474 256 chr6 26177112 AGGGGGAAGTCTCTTAGTACCTCTGCCCCAGGGCACAGTGGGAAGAGGGGCAGAGGGGATCTGGCATCCATGGGAAGCATTTTTCTCATTTATATTCTTTGGGGACACCAGCAGCTCCCTGGGAGACAGAAAATAATGGAAATGAAAGGCAAAATAAAACTTATAAAATTCCGTGAAATTGCAACCATATAGCAAAATACCTTGGATATATTCCATTTAATTTAATATCTTGCATCATTTTTGAGTTTTGTTGTAG 
CC-X016 chr6 26180309 + 4 chr6 26187523 + 6 DEL 6p22.2AluSz|SINE|Alu|-|299HIST1H2BE PROM . NM_003523.2 6p22.2 . . . . . 30 66 117 128 0.84 0.2727273 0.8697222 0.25 1 chr6 26180170 272 chr6 26187654 CACACAATCTTGGCTCACTGCAACCTCCACCTCCTGGGTTCAAGCAATTCTCCTTCCTCAACCTCCCAAGTGGCTGGGATTGCAGGCATGTGTCACCACGCTGGGCTAATCTTGCTATTTTTAGTAGAGACAGGGTATCAAAGTTTCAAAGCCCAGACCTGGTAGTAACTTTTCTATGTGTCTCACCTGTGTTGGAAATAATGTAGCCACATGCTTACATCTGCTCCCAGAAAGACCAGGAAATGTTGTCTCTTGCTAGATAGCCACCTGTC 
CC-X016 chr6 27847306 + 4 chr6 27924640 + 7 DEL 6p22.1 dup HIST1H3I PROM . NM_003533.2 6p22.1 . OR2B6 PROM . NM_012367.1 44 62 102 122 0.8914815 0.2222222 0.8505573 0.264705882 1 chr6 27847170 258 chr6 27924777 CTCTACCGCCTGCTTTTCTCAAAACTTATTAGTTCCTGAGGCTGGATCTAGGGTGTGGCAATGGAAGGGATGATGGGGAAAAGTCCTGAGTGGGTGGTGTCCCTGCACCTAAAGCAATTCACAAATGTTTTGTGATATGACCGAATCTAATAATAGCTATCTATGTGGACAGTATTACAAAAATTAACCAAATGACAAAAAATCAAAGAAGAAATTTTGTGAAAGTTGTTTAAAATCAGGAATCTACTTTTTACATTT 
CC-X016 chr6 27847306 + 4 chr6 27924655 + 1 DEL 6p22.1 dup HIST1H3I PROM . NM_003533.2 6p22.1 . OR2B6 PROM . NM_012367.1 44 64 102 109 0.8914815 0.2222222 0.8404045 0.277777778 1 chr6 27847185 224 chr6 27924758 TTCTCAAAACTTATTAGTTCCTGAGGCTGGATCTAGGGTGTGGCAATGGAAGGGATGATGGGGAAAAGTCCTGAGTGGGTGGTGTCCCTGCACCTAAAGCAATTCACAAATGTTTTGTGATATGACCGAATCTAATAATAGCTATCTATGTGGACAGTATTACAAAAATTAACCAAATGACAAAAAATCAAAGAAGAAATTTTGTGAAAGTTGTTTAAAATCAG 
CC-X016 chr6 38013256 + 2 chr6 38487138 + 4 DEL 6p21.2 . ZFAND3 IC2 IVS2 NM_021943.2 6p21.2L1ME2z|LINE|L1|+|340BTBD9 IC5 IVS7 NM_052893.1 73 70 66 114 0.9403333 0.2 0.9731373 0.058823529 1 chr6 38013139 244 chr6 38487265 GCAGATTTGAGCCACTGTGCCCGGCCATTCCTATGTCGAAATTCTAATACATTAGTTGATATTTCTTATGCATGCATTCTTTGCCTTGAAAGATAAAATGAAATAAGAATCTAATCATGCTGAAGTATTTAGGAGAAAGTATACTGATAGCTGCAATTTATTTTGAAGTGAATTTTTTAAAGATGCAGTGACAGATGAAGACAGGCTGATAGATATGTGACACAGCAAGCAGAGTAACATACTT 
CC-X016 chr6 80210618 + 3 chr6 78959568 + 1 INS 6q14.1 L3|LINE|CR1|-|730 LCA5 IC2 IVS4 NM_181714.3 6q14.1AluSx|SINE|Alu|-|41 . . . . 68 32 128 122 0.9490909 0.0909091 0.9322222 0.083333333 1 chr6 80210495 252 chr6 78959697 CATTTCTCCTGCTCCATGTGACAGCCCTTTAAACAATGAAGTAAGTTACATTTTTCCTTATATTTTCTATGATTCTGTGTTTCTTCCACTGTTTCTTTTATGTCAGCTTTTTGACCCCCTGGTTTTTTATTGTTGTTGTTGTTGTTGTTGCTGTTGTTTGAGATGGAGCTCAGGCTGGAGTGCAGTGGCACGATTTTGGCTTACTGCAGCACCTGCCTCCTAGGTTCCAGCCGTTCTTCTGCCTCAGCCTCC 
CC-X016 chr17 796738 + 3 chr17 840931 + 2 DEL 17p13.3 . NXN IC1 IVS1 NM_022463.4 17p13.3 . NXN IC1 IVS1 NM_022463.4 25 20 84 123 0.915 0.25 0.2266667 1 1 chr17 796603 220 chr17 841014 TAATCCTCCGGTCCCAGCTTAAAAGACAGCACCTTGGTTGCTATATTCACTCTGGTGAGAATGCCCTCCTTGGATTTCCCTTTTTCAAAAATTATCTCCATCGCTCAGTAGCGTGACATAAGAAATGGAAAGAAGCGACAGACATCAAAGGCATCCGAGGTGGCAGCCCACAACAGGTCACGCTGTCACGGGGACGCCGGGAACCACATGAAAAGCAGAG 
CC-X016 chr17 48427554 + 5 chr17 48427937 + 0 DEL 17q21.33AluSz|SINE|Alu|+|307;trfXYLT2 IC1 IVS1 NM_022167.2 17q21.33 . XYLT2 IC1 IVS1 NM_022167.2 13 42 47 0 0.7320898 1 0.8846667 0.5 1 chr17 48427409 191 chr17 48427983 TAGCACATACCTGTAATCCCAGCTACTTGGGAGGCTGAGGCACGAGAATCGCTTGAACCTGGGAGGCAAAGGTTGCAGTGAGCTGAGATCACGCTACTGCACTCCAGCCTGGGCAATAGAGTGAGACTGCCTCAGAAAAACAAACACTTACTGAGTGTGTACTACAGCCAGACACTCTCCTAGGTGCTACG 
CC-X016 chr17 50270791 - 8 chr17 50241510 + 5 ITX 17q22L1MEd|LINE|L1|+|470 . . . . 17q22L1ME1|LINE|L1|+|1667CA10 PROM . NM_001082533.1 40 46 105 110 0.92875 0.125 0.8226667 0.4 1 chr17 50241636 272 chr17 50270936 TTGATGGGCGTATGGGTTGTTTTTAGTTATGTCTATTACAAATAAAGGACTACGAACATTTGAGTAAAAGTATCATATAAACATTAGCTTTTCTTTCTCTAGGATAAATATCTATGAGCAAAATGGCTCAACATAATTTTAATAACATTTCAAGAAACTGACCCTAGTTTAAATCCTTGGAAAGGGGCAGAACCAGAATTAAAATTTCTGTTCTCTTTAAAGTCTACACTTTTATGCCCCATGTGATATCTTTCTTGGGTGCTGAACAAGTG 
CC-X016 chr17 50246037 + 5 chr18 23991476 - 2 CTX 17q22 . . . . . 18q11.2FLAM_C|SINE|Alu|-|126. . . . 37 19 114 87 0.87 0.2857143 0.8873333 0.3 1 chr17 50245910 242 chr18 23991366 ATCATTATTTCTTTTGTGACCAAGTAACACAGTGCAACAGCTGAAACATAGATGGCAAATGTATTAGCCAAAACCAGGCATTTTAGTGGGAGACATTTTTCTTAGATTGTCTCTTTCTGTCCAATGCAATGAGCCTGGACAACATAGTGAGACTCTGTCTCTAAAAACAAACAAACAAAACAAAAAAAAAGAAAGAAGGAAAAGTAGTCTTAAATTATTTCAGAATAGAGAAACGTAGGTAA 
CC-X016 chr17 73735878 + 16 chr17 73735152 - 1 ITX 17q25.1 . ITGB4 IC18 IVS19 NM_000213.3 17q25.1AluSx1|SINE|Alu|+|298ITGB4 IC17 IVS18 NM_000213.3 48 74 107 39 0.604058 0.7826087 0.9131579 0.263157895 1 chr17 73735754 237 chr17 73735042 CCTGCCTGGCACTTCTCCCGTGCTGCAACCGAGGTATGGGCCTGGCATCGCAGGGGCAGCAGGGGCTCTGACTGCTCTTTCTCTGAGCTGGGGTGGAGGGAAGCTGAACCTGGAACGGCAGAGGCCACCCGCCTTGGCCTCCCAAAGTGCTGGGGTTACAAGTGTGAGCCACTGTAACTTAAATTTAAGAAACTTGTTTCTTAAACCTTCTTTTTTTTTTTTCTTTTTGAGTCTCAC 
CC-X016 chr16 25646152 + 7 chr5 54950665 - 4 CTX 16p12.1 . . . . . 5q11.2 trf SLC38A9 IC7 IVS9 NM_173514.3 37 20 96 124 0.8616667 0.3125 0.7163636 0.545454545 1 chr16 25646008 284 chr5 54950524 ACATATTGCTACATTACTTTTCAAAAAATGTATAAATTTACTCTCTCCCATCTTCTAATTAAAATACTTACAAAAGTGTATTCTCAAAGGTACCAAGTTTCAAGAGGAAGTGAAAATCATTAGTTTTGCTATCTTTCAGGAGTTTATTGAATGTTAACATTTATTGAATGCCTGTGTGCAGGCATTGCATTAAATGTTTTATAGCAACCTTAAATGGTAGATACTGTCAACACCATTTTCCAGGTGAAGAGACCAGGGAACATAGAAGTTAATTTCATCCAAGG 
CC-X016 chr16 78216636 + 4 chr16 79036740 - 2 ITX 16q23.1AluY|SINE|Alu|+|307WWOX IC5 IVS5 NM_016373.2 16q23.1MIRb|SINE|MIR|-|251WWOX IC8 IVS8 NM_016373.2 38 23 124 116 0.9075 0.1875 0.8392593 0.333333333 1 chr16 78216506 255 chr16 79036612 TCTGGGTCAGGTAGAGCACTGAGCACCAGTGATATGGCAGTGATAAAGAAAGCAAAGGTTCTCACTGGGTGTGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGTGGGTGGATCACGAGGTAGTATAACTTAGTGATTATGAGCATGGGTTTTGGATCCAGACAGGCCTTGGTGTGAACCCTGTCTTTTCCCCTTATAGACAGGGAGAACCCGGGTGAAAACTAAGTGTCAGTTTTCACCTCTGT 
CC-X016 chr16 78365449 + 2 chr16 78441779 + 3 DEL 16q23.1 . WWOX IC5 IVS5 NM_016373.2 16q23.1 . WWOX IC6 IVS6 NM_016373.2 36 44 116 60 0.9816376 0.0454545 0.9355556 0.083333333 1 chr16 78365342 234 chr16 78441911 TTCCAGTTTATATGTAGGTGAGATTCTTTGGAGACCGTCTTCGTAATATAGCTAGTTTTTGTCCATTCATTTTGCTTTGACTTCCTTGTATAGGTACAAAGGTGTAAGATAACATTTGCACATACAGATTATGGCACATGGTAGAAAGTGTTAAGTAATGTAGGAATGGACATATCCCAAGCAAAATTGGAAGCCAAGTCCCCTGTCCCTGCTCAAGTTGGTATGACTGGTGTA 
CC-X016 chr16 78706424 + 7 chr16 79104848 - 9 ITX 16q23.1 . WWOX IC8 IVS8 NM_016373.2 16q23.1 . WWOX IC8 IVS8 NM_016373.2 25 45 128 113 0.7523077 0.4615385 0.8111111 0.333333333 1 chr16 79104713 275 chr16 78706284 AGATTAGTGATTCTATATTGGTGAGGGAGTGGAAGAGAAATGTGGGTGTGTTGACTATATTCTCCACAGAAACTTTTTGAAGTAGCATCCTCACTCAGCACAGAACATTTTGACAATACACTTCCAGGGCAGGTGGCCTAATGACCTGGCTACCCATCAGGATACCTGTGCATGCCTGAATGATCACAGAAACCGGAACATGAGGAGTGCACACACCCACATTCCAGTCTTAGTCAAAATCACCAATCCATACACTATTTTCTGGTGTCTTCAAT 
CC-X016 chr16 79038812 - 6 chr16 79030592 + 5 ITX 16q23.1 . WWOX IC8 IVS8 NM_016373.2 16q23.1 . WWOX IC8 IVS8 NM_016373.2 28 39 105 126 0.8740175 0.3 0.8704762 0.214285714 129 chr16 79030601 285 chr16 79038941 GGCTCTATAAACAGTGCCTACTTTGGGTGTTTTCCATACGAGGCAGGTGGGAAGCGGGAAGGGAACAGTTGGGAGAATTGCAGAGCAACCTGTTTTCATGGGCTGTTTACTTTCTGTCACTGTACCTGGTGACAGAAAGTAAACAGAAAGTAAATGCCTTTATGCATTTAGAGCTCCCCTCTTGTGTTTCAGAAAGGAGGAGTTGTTGTTTTCTTTTCACTTGAGTTTAATAAATGAAAAAGGGGAAGGGAGAGGGAAGGAAGAGGAAAAAGCACAAATGTGCTT 
CC-X016 chr16 79105080 - 8 chr16 79081744 + 5 ITX 16q23.1 . WWOX IC8 IVS8 NM_016373.2 16q23.1 . WWOX IC8 IVS8 NM_016373.2 51 41 107 117 0.8281481 0.4444444 0.8321839 0.275862069 1 chr16 79081881 282 chr16 79105182 TATAGTGAATTCTCCTTCCTGCAACTCCTCTGCAGACAGGAGATTTTGTGCTAGGTAATTGCTCGGGTGTATTCTGGTTCAAAATGCAGAGTCTGTGAATCTGAATCAATGAGTTGTCAGATTTCTTTCTTTCCTTCACTGCCGACTCTGGGCCTAATGACCTGGCTACCCACAAAGCCCACAGTTAAGGGGCTTTGTTGTTCAGGTGAGTCTCACATTGTACTCCTCTCCTAAGAGCATTTATTATTACTTGCTACATACATTTTTGACAACCTGACAATG 
CC-X016 chr3 60327243 + 3 chr3 60590704 + 3 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 33 40 108 99 0.7957143 0.2857143 0.9133333 0.214285714 1 chr3 60327113 278 chr3 60590837 GCACTGCATTTAAAACCCATAGATACACAAACTCTACAGAAGCCTGGAGAACCAGGCCCACGTGGAGACAAAGGCAGGATTGAATGAGAAAAATGTGTTTCTATCACAAATCATAATTACTTGTAGAAAATTACTTGTAGAAAATCATTCAGGCTCCCCTCTCTGTGATTGTGATTTCTCTCATGTCTAAACCATTCACATTTTTTAAAATTAGGATTTCTATGCTTAAGTATGTACCTTTGTTCACAACTAAGTTGAGGATTCTATACTCAAACACA 
CC-X016 chr3 60327247 + 1 chr3 60590704 + 3 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 26 40 114 99 0.9133333 0.2142857 0.78 0.307692308 1 chr3 60327158 233 chr3 60590837 GGAGAACCAGGCCCACGTGGAGACAAAGGCAGGATTGAATGAGAAAAATGTGTTTCTATCACAAATCATAATTACTTGTAGAAAATTACTTGTAGAAAATCATTCAGGCTCCCCTCTCTGTGATTGTGATTTCTCTCATGTCTAAACCATTCACATTTTTTAAAATTAGGATTTCTATGCTTAAGTATGTACCTTTGTTCACAACTAAGTTGAGGATTCTATACTCAAACACA 
CC-X016 chr3 99735284 + 1 chr3 99802361 + 3 DEL 3q12.1AluSp|SINE|Alu|-|296CMSS1 IC1 IVS1 NM_032359.3 3q12.1 . CMSS1 IC1 IVS1 NM_032359.3 39 53 115 125 0.9305556 0.0833333 0.8977778 0.2 1 chr3 99735157 257 chr3 99802492 CTCCCGAGTAGGTGGGATTACAGGCATGCGCACCACACACAGCTAATTTTGTATCTTTAGTAGAGGCAGGGTATCTCCATGTTGGTCAGGCTGGTCTCAAATTCCTGACCTCAGGTGATCCACCCACCATAATCATTGTGACATTTTCCCGTCTTGTCTCTGATGCCATGAAAAGCAAATGATTTTTGCCAAGAAACAAATATTAGTTGCTTAGTGCATGCTTCTTTATCTTGTTTGAAATATGAGGCCTACATTTA 
CC-X016 chr3 103610224 - 1 chr3 103603825 + 3 ITX 3q13.11 . . . . . 3q13.11 . . . . . 61 72 110 119 0.9308795 0.1578947 0.9230334 0.176470588 1 chr3 103610357 243 chr3 103603948 AATGGATTTATGTTAAATTGTCATTGTCGCTGAAAAAATTGGGGATAGAAGACGTGAAATAATTATCCATAAAATAGCATAGATATCTGCTACATAAATTTTGCAGAAGTTATGATATGTATGAGTGTCCCTATAAACCCCAGCTACTGAGACTTCCACTTTGATACTCATGTAACTTAGATTTATATGTGTAAATTAGTCTTAATGGCCACAGCAAATGTTCTTTGTTTATAAGGAGAATCA 
CC-X016 chr3 109012337 + 4 chr3 109005349 - 1 ITX 3q13.13 . . . . . 3q13.13AluSp|SINE|Alu|-|303 . . . . 71 78 126 85 0.9002667 0.2 0.9742424 0.090909091 1 chr3 109012217 244 chr3 109005224 AAAAGCCTTTCCCTTACCACACAATGATAGAAGCACCCATCTAGTACTGCTTCTTGTTGGCTCCTTGTCTCTTTGTAAATGTTGGATCTCCATAGTTACATCTTACAGTATCAGTCTTCCTGAGGTCGGGAGTTTGAGACCAGCCTGACCAACATGGAGAAACCCCGTTTCTACTAAAAATACAAAAAAATTAGCCAGGCATGGTGGCACATACTAGTAATCTCAGCTAATTGGGAGGCTGAGGCAG 
CC-X016 chr3 109112125 + 4 chr3 109126935 - 6 ITX 3q13.13AluY|SINE|Alu|-|301;trf . . . . 3q13.13AluY|SINE|Alu|-|272FLJ25363 PROM . NM_001145553.1 42 37 121 98 0.8758333 0.25 0.8080984 0.428571429 12 chr3 109126824 221 chr3 109112026 GTAGCTGGGACTACAGGTGCCTGCCACCACGCCCGACTAATTTTTTTGTATTTTTAGTAGAGACGGGGTTTCACAACATTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCTAACTGCCAGCACTTTGGGAGGCCGAGGCGGGTGGATCACGAGGTCAGGAAATCCAGACCATCCTGGCTAACACGGTGAAACCCCGTCTCTACTAAAAAATACAAA 
CC-X016 chr3 188489539 + 1 chr3 141539160 + 8 INS 3q28 . LPP IC6 IVS7 NM_001167672.1 3q23HERV17-int|LTR|ERV1|+|1415. . . . 70 88 118 108 0.8828889 0.2666667 0.9697436 0.038461538 1 chr3 188489430 254 chr3 141539305 GTTATAGGGTGAAATGAGGATTCGGAGAGGACAGGACTGAACAAAAATCAGTGTGGGGGCTTTGAGTCGTAAATAACTGTACCAGGGCTTAGCCCCAGTTAGACACATAATATTTTTGTCTGTGGCACCTCAGCCTATCGTTGTTTGAATGGCTCTTCAGAATCTATGTGCTTCCTCTCATTCTTAGTGCCCCCTATGACCATCTACACTGAACAAGATTTATACAATTATGTTGTACCTAAGCCCTGCAACAA 
CC-X016 chr3 174392166 + 10 chr3 174392322 + 5 DEL 3q26.31 . . . . . 3q26.31 . . . . . 72 64 96 63 0.9111111 0.25 0.9469856 0.454545455 1 chr3 174392024 266 chr3 174392449 CAAGGGGATAGCATTAAGCCAGTCATGAGGGATACACTGCCCATGATCCAAACACCTCCCTCCAGACCCCACCTCCAATACTGTAGATTACGCTTCAACTTGAGATTTAGTGGGGATGCAGATCCAAACCATATCAGCATGTCGTCTGTAGTTTGAAAAGGGTTTTACACATAATACTGAAAATATTTGTTGGATTTTAGCTTTTGGTGGAAATAATTCCTTTTAAATAACTTATCTACCCTTTTATTGGGCCTAAAGCAGGTGCG 
CC-X016 chr3 174912956 + 7 chr3 175362714 + 3 DEL 3q26.31 . NAALADL2 IC2 IVS2 NM_207015.2 3q26.31 trf NAALADL2 IC11 IVS11 NM_207015.2 63 69 112 33 0.8420513 0.3076923 0.9207407 0.111111111 1 chr3 174912853 245 chr3 175362856 TAATTCTTATGAATATGCATATGACCAGGTTAATTCCACATGGAACTATCATTTATGCCAGTAATGATAGTTTATTTGGATGATAATTGAAAGTGCAAGAGACTGAAAATATCCTTATAAGTCATCCTTTAAACAATTGAAAATCCTAGTTTTACAGTTGTTTAGTGCTGAAAATATCCTTATAAGTCATCCATTAAACAATTCGTTTTATAGATAATTAACTGCCGCCTACAGTAGTGAAGATC 
CC-X016 chr3 175445030 + 9 chr3 175492141 + 3 DEL 3q26.31 . NAALADL2 IC11 IVS11 NM_207015.2 3q26.31 . NAALADL2 IC13 IVS13 NM_207015.2 62 65 95 121 0.9051613 0.1935484 0.9066667 0.142857143 1 chr3 175444889 284 chr3 175492282 ATCATGTCCAAGTGGTCCCGAGAGCCTTTGCATGATCTGTCGGCTCCAGAAATTCTGCAACTCGGTGCAGGGAAGGCATGCTCCAGGCTGCAAACCCAGTGTCTCAGTAACCTCATTCAGCTCTTGGCAACTGTTGGAGGCAGTTAAGAAATACATTGTTATTTCAGACTTCCATTTCATTACCTATATTCATTTTAAAAGAAAAAGTTAAACAAAAATTTTTTAAATCCTTATTTTTTAAAAATACCTGGCTTATTCCTACTACTCCCTTATGAGATGTCTAT 
CC-X016 chr3 186806884 + 5 chr3 186809053 + 3 DEL 3q27.3L1MA7|LINE|L1|-|2092 . . . . 3q27.3L1MA7|LINE|L1|-|2000 . . . . 78 65 106 96 0.9398039 0.1470588 0.9406667 0.166666667 1 chr3 186806760 231 chr3 186809157 AAGTATCTGCTGAAGTCTTTTGCCCATGGATTATTTGTTTTCCTGCTATTGAGTTGTTTGAGTTCATTATATATTTTGAGTATTAACCCCTTATCAAATGTACGGTTTCCAAATACTTTTTCTCAATTATCAATTGCCTCCACTTTCATTTCTAATTTTATTTGAGTCACTCTATTTTTTCACTTAATCTAAGTAAGGGTTTATCATTTTTATCTATCTTTTCAAAAAACA 
CC-X016 chr3 189630749 + 6 chr3 189536035 + 4 INS 3q28MER91B|DNA|hAT-Tip100|+|163. . . . 3q28 . TP63 IC4 IVS4 NM_003722.4 83 71 123 125 0.8646914 0.2222222 0.921982 0.135135135 1 chr3 189630607 266 chr3 189536154 CAACTTGTAAGTTTATTTTTCCTTTTAAAGCAGCAATATGGTGCTTTTTTAATAATAGAGAGCATATTATCTTTCTGAAAGACACTTATAGTCATTCAGGTTGAGAAGTGCACACAGGCACAACATTCCAAAGTTATAACTTTGGAATAATTATGGATAAAATTTCTGACCAAGCTATTGTCATCAAGTAAGTAATAGATATGTTTAACTCTATGTCATAAAAGCAAAGCTATTACCACCATAAGCCAGTATAATTATTGGAAATA 
CC-X016 chr12 98922859 - 6 chr12 30910327 + 8 ITX 12q23.1AluSq2|SINE|Alu|-|300TMPO IC2 IVS2 NM_001032283.2 12p11.21 . CAPRIN2 PROM . NM_032156.3 15 33 122 99 0.7673333 0.5 0.5216703 0.916666667 1 chr12 98922998 285 chr12 30910471 TTAGCCGGGCATGGTGGCAGGTGCCTGTAATCCCAGCTATTCGGGAAGCTGAGGCTGGAGAACTGCTTGAACCTGGGAGGCAGAGGTTGCAGTGAGCCAAGATCACACCATTGTACTCTAGCCTGGGCAACAAGAGCGAATTCAATTGCTGCAGGGATGGTTATGCTGTAGTCACTTAAAATTAATATAGCTTCATATTGTTGAAACTGGAAAGATAAATCCACCAAAGGATGTGAAACCTGGTAGCGTGTTAGTAGAGATATGAGAAATTATCTTAGACACATG 
CC-X016 chr12 30909887 + 12 chr12 98922821 - 3 ITX 12p11.21Tigger11a|DNA|TcMar-Tigger|+|321CAPRIN2 PROM . NM_032156.3 12q23.1 . TMPO IC2 IVS2 NM_001032283.2 44 11 83 110 0.7958974 0.3846154 0.4686667 1 1 chr12 30909750 220 chr12 98922739 TTGAAGCAATGTCTTCTGAACAAGTTAAAAAGATGATTCAGATAAAAGCTTTTCTGCTAGAGGAGATCTTTAAAGTCAGTAAGTCTGGCTTACTTTGAAAGCACATGTCCCCAAAACTTTTATTTGTCAGGAGTTTAGCTAGGAATTTAATAACTTCATTAAGAAGAAGTCTGTCACTAACTCACTTTTTCTTTTTCCCTTATTTATTTATTTTTTTTGAAACATGGTCT 
CC-X016 chr10 42508362 - 2 chr12 41616475 + 3 CTX 10q11.21ALR/Alpha|Satellite|centr|-|9078;trf. . . . 12q12AluSz|SINE|Alu|-|304PDZRN4 IC3 IVS3 NM_001164595.1 33 38 44 127 0.8995556 0.3333333 0.9442857 0.214285714 1 chr10 42508491 240 chr12 41616587 GAGAGGAGAATTTGTGAAAGGACATTTTGGAACCCTTTGAGGCCTATTGAGAAAAACTAAAATAACCCCAGATACAAACCAGAGAGAAGCTATCTTTGAAACTGCTTTGTGATGTGTTTGTCCATCTCACCACCATGCCCGGCTAGTTTTTGTATTTTTAGTAGAGATGGGGATTCATCATATTGGCCAGGGTGATCTCGAACTCATGACCTCAAGTGATCCACCCGCCTCAGCCTCCCA 
CC-X016 chr12 41624645 + 4 chr12 41625114 - 2 ITX 12q12 . PDZRN4 IC3 IVS3 NM_001164595.1 12q12 . PDZRN4 IC3 IVS3 NM_001164595.1 36 37 120 110 0.8992157 0.2352941 0.9327778 0.25 1 chr12 41624510 256 chr12 41625005 TTCGTCTTTTTTGAAGTCATTTGTTATTCTTAGGCAGTGTTTCAATTATTTTAGAAATTTTCAGAAAAAAATAGATTTTTGTCTTTCATTTCCAACTCTTATACTTGCTTTTATTTGTAATAGTCACATGCATGGTTAACATACATGGCATGTTAACATACATATATTTTTCTCTAATAAAAATCCTGAATAAAGCAATTGAGAAATTTATAAAACCCGGAATGGCAACAGAGCAATCTTACTGCTCAAGGGCTTA 
CC-X016 chr12 75238884 + 5 chr12 75248163 + 3 DEL 12q21.1 . . . . . 12q21.1 . . . . . 32 22 79 123 0.7986667 0.4 0.8466667 0.333333333 1 chr12 75238745 255 chr12 75248282 TTCAAAGGATGCATACAAGAAGGAAAAAGAAATTGTTATTTGCTGCTAGAATAAGTGAGAGTAGATGCTAAGAAGTTAAAATAATTAAAGCAATAAATGTCAATTAAATAATTGTGTCTTAGGGCTTGTTGCAGAAAATAACCTATTTAATGAATATTTCCCCATCAGAAAAATTATTAGATTTTAATTTAAAATATGTAATTATGTAATTAATTTTATACGTGATTTTAAAACACAATCTTACTAAATTAATAA 
CC-X016 chr15 38091295 + 5 chr15 38092756 + 7 DEL 15q14 . . . . . 15q14 . . . . . 23 24 101 111 0.8025 0.3125 0.8105556 0.333333333 1 chr15 38091153 294 chr15 38092899 CATTGTCCCATTAACTTTCATGTCCCTAAAATGACTCTGTTGCCCTAGCTTGCCCTTCCTGACCTAGTTATTCCTTGAAATTAACTTTAATCAACAAATACTAATATTGAAAACCTACTCAGTAAAAAGACAACGAATTTATAGGTGCTAAGGTCAACCTGGAGATGTCATCATGGGTCAGTTCATGAAAGGGCTGACATGTCACGCTGAAGAGCTGTTTCTCTATTCTCAGGACCCAGGTCTCCAAAGGGGTGTGCAATTATCCTTTGGAGATTAGGAAGAAAGCAGAATGCC 



CC-X016 chr5 44164240 - 1 chrX 153096601 + 5 CTX 5p12 . . . . . Xq28 . PDZD4 PROM . NM_032512.2 36 28 74 114 0.798 0.3 0.9620513 0.076923077 1 chr5 44164353 246 chrX 153096732 CGATTTTGAAGCTAGTTTAATGGTTTTGATTAAACTTCAGTTTAATGAAATTTGAATTTTAGATTGCATTAAACTTCAGTTTAATACAATTTGAATTTTAGATCACAAGTGTTTGCTCTGGGAGAGAGGGGTCCTGCCAGGAGGAGCAGTCTCCTGGGTCCCCCAGAGAGAGTCCGCGATTTCAGCCCCTCTCCCCGGTCTTGGACGCAGCAGCCCTCACGCCTCTGCTCCGTGCTCGGGCTTCGC 
CC-X016 chr4 54373412 + 6 chr4 54377461 - 9 ITX 4q12 . LNX1 IC3 IVS4 NM_001126328.2 4q12 . LNX1 IC1 IVS2 NM_001126328.2 69 45 86 121 0.9156522 0.2173913 0.8375 0.25 1 chr4 54377335 254 chr4 54373283 ATGCAACTCATACTGTGTAATGTTAGCTTTCTCCAGTCTCTTGGCTTAGCTTGAGCCAGAGACAGAGTGATCTATGAAGGTAGCAGCTTGTACTTACTAATTATCTCTTTTGTGGTGACTAATACTGATCACCTTCCACCTTCTGTGACCCCTCTCTTCCCAAGGGTATACAATATTTTTTACTTTGATTAGCCTACTTCTCACGTATGTAGCTAAAGGCAGAAAGTATTATCATCTTTTTACATAGATTGAAG 
CC-X016 chr4 74648315 + 3 chr4 74500795 + 5 INS 4q13.3AluSx1|SINE|Alu|-|293 . . . . 4q13.3L1PB3|LINE|L1|+|2239 . . . . 53 48 110 100 0.957037 0.1481481 0.9189497 0.157894737 1 chr4 74648211 256 chr4 74500940 AAGCGCAGTGGCACAATCTCGGCTCACTGCGGCCTCTGCCTCCTGGATTCAAGCAATTCTCCTGCCTCAGTCTCCCAAGTAGCTGGGATTACAGGTGCCCAAAACTGTAATCTACCCAAGAACTGCAGAATATACATTCTTCTCATCAGCACATGGAATATTCTCCAAGATAGAACATATGATAGGCCACAAAACAAATCTCAATAAATTAAAATAAATTGAAATCATCCAGTGTCGTATCAGACCACAGTGGAAT 
CC-X016 chr4 74697672 + 6 chr4 74507110 + 3 INS 4q13.3 . CXCL6 PROM . NM_002993.3 4q13.3L1MA3|LINE|L1|-|2562 . . . . 33 67 123 57 0.9853846 0.0384615 0.7533333 0.4 1 chr4 74697536 258 chr4 74507236 TTAACTCATTCTCTGGGAGAGAGATTTTTTTTTTTAATCAGCCTCAAAGAATAAATGTGAAGCTCAAGAAATAATGAGCATAAAAGTGTTTTGAACGCCACAAACTCTTTGGAATGTTTTCATTCATATTATATTTTGAAAGTGATTGTATTGAATCTGTAGACTGCTTTGGGTAGCATGAACATTTTAACAATATTGATTCTTCTAATCCGTGAACATGGAACACTTTCTATTTTTTGTGTCATTTCAATCTTTTGC 
CC-X016 chr4 91667781 + 3 chr4 91904011 + 1 DEL 4q22.1 . FAM190A IC6 IVS7 NM_001145065.1 4q22.1 . FAM190A IC8 IVS9 NM_001145065.1 26 25 129 64 0.8033333 0.25 0.9133333 0.2 1 chr4 91667663 248 chr4 91904125 GTCAGCATAGCTCAGCCTATCCTAGGTCCGAATTCATTTTGAGACTCTAACTTGGTGTAGGGAATTCAGTGTCAGATTGTCTTTTTCTTTGTCAGGATCTTGTCCTCCATTCTAAAAACAAAACAAAGAAAAAAAAACAAAACAAAGAAAAAAAAGATAGAGTCCTTAGAAGCAGACCAGTGAACCCATACTCACTTGCACCTTCAGGCCAAGAACACGATTGATAGTTATAGTAGTATATCTAAGTG 
CC-X016 chr4 131495731 + 5 chr4 131496129 + 4 DEL 4q28.3MER4-int|LTR|ERV1|-|478. . . . 4q28.3MER4A1|LTR|ERV1|-|438. . . . 29 23 116 78 0.828 0.3 0.7412121 0.454545455 1 chr4 131495610 251 chr4 131496260 TTGTCATGGAAACAGGAAATCTTGCCTTTCTTATTGGAAGCAAATAAAACTCCCCCCACCCCCACTCAAAAAAAGGCAAAATAAACTTTAAATCTCGACCAAATTTTGGGAGATCAGGGATTAAGAGACAAAGGGTTGCATTTCTTTGAGTTTCTGATTAGCCTCTGCAAAGGAGGCAATCAGATATGCATTTATCTCAGTGAGCAGAAGGGTGACTTGGAATAGAATGGAAAGCAGGTTTGCCCTGAGCA 
CC-X016 chr4 134177782 + 9 chr4 134177955 + 2 DEL 4q28.3AluYf4|SINE|Alu|-|293 . . . . 4q28.3 . . . . . 19 19 71 59 0.6616667 0.6666667 0.9148148 0.222222222 1 chr4 134177650 261 chr4 134178083 CCTCCCGAGTAGCTGGGACTACAGGCGCCCGCCACCTCGCCTGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCGTGTTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTCAAGTTTCAAAAGATGCTTTCATGAGACTATAGCAACTTAAATTTTCATTTTTTTCTCATGCAGATATAAGTGCAAAATCAGGCCTATATATAGTGTACTGTCCTTAATAAATTGGTGTAACATTTAAGG 
CC-X016 chr4 181128376 + 6 chr4 181133603 + 5 DEL 4q34.3AT_rich|Low_complexity|Low_complexity|+|38. . . . 4q34.3 . . . . . 18 17 111 106 0.6853333 0.8 0.6548148 0.666666667 1 chr4 181128266 244 chr4 181133740 CATATTTACTTCCTGATTTAATTAAGATGCACCTTTAAGTTATATAGAGTAAGCTGTGCTTTAGAAAGAGCAATTTAGTTTTTTATCTACTTATTTAATGAAATAATATTTGCAGACATCCTGAGAATGCAATATGATGAGCAACTTCTGTTTCCCCAATCCTTGCTGAAGGTAAATAAGATTTATTGTTGCCAAAACTCTTCAATCTACAAAATATTTTTTTCTTTATAAAATGCTTTTGGTC 
CC-X016 chr2 56422048 - 4 chr2 56419970 + 3 ITX 2p16.1 . CCDC85A IC2 IVS2 NM_001080433.1 2p16.1 . CCDC85A C2 EX2 NM_001080433.1 29 21 115 97 0.66 0.5714286 0.8719371 0.5 1 chr2 56420091 255 chr2 56422187 CCTGTGCTTGGAGTGCTCCGGGCTGCCCTCGCTCCGGGGCTTCTGCAGGTGCTCCGGGCTGCCACTGCTCGCGTGGTGCTTGTGGTGGTCCGGGCTGTCAGTGCTGCCAGTGCTGGAGGTGCAGGTCATTTAAAAAGAAAGTTTGGTTGTGTTACTATCATGAGATTGGTCATTGGACATGAAGCTTGTCTTTGAAGAGGGGATAGTGGAGTAATGGGAAGGTAAAGTTAATGATTTTTCCATTTCTTGATTACT 
CC-X016 chr2 56928792 + 4 chr3 166090619 + 1 CTX 2p16.1 L2b|LINE|L2|+|541 . . . . 3q26.1 . . . . . 41 68 112 63 0.9176471 0.1764706 0.9838462 0.076923077 1 chr2 56928655 250 chr3 166090733 ACTGTCATTCATTGTGTTCTGCCAGTATATCATGCTCATTTGTGCTTCAGAAAACTTGAATGTGCTGATCCGTGTCTGAAAAGATCTTTGTCCATCCAGATATTTCTGTGCCTGTCTTCTTGTACTCAGTGGGATTCATCTCTGTTAAGATAAGCATTTGAGCTGTCAGAGTCTGAATGATTATAGAGGACATAACTAATTTATGTGACAAAAAGCTATTCTACTCTGCACCATCAACACCTATTATACA 
CC-X016 chr2 187258600 + 5 chr2 187445186 + 3 DEL 2q32.1Charlie1a|DNA|hAT-Charlie|-|1375. . . . 2q32.1 . . . . . 35 38 58 66 0.9230303 0.2727273 0.9633333 0.222222222 1 chr2 187258461 259 chr2 187445284 AGATGCTTGAAGACTTTAAAAATGGAGAACTCCAAAGATCATTCACTTATATAGATTATGGCATTTAGTATTTGCCACATTAGAAATTAAAACTAAGAAATATTTAAAACATGTACTTATTTAAAGCAACAATAATAAACTATATTTGTTGGATGCATAGTTTTTACCTATGCATTTTTCATTTTTATATGACTTACTTTTCAAAAGTTTGTTATGCCATTTTTGGTAGTCAAGAAAGATTTCCTATTGGAGATAATATGTAAGTATAAGATT 
CC-X016 chr2 195147005 + 8 chr2 195153740 + 3 DEL 2q32.3 L2a|LINE|L2|+|303 . . . . 2q32.3 . . . . . 34 29 107 98 0.7355556 0.4166667 0.9038095 0.285714286 1 chr2 195146882 269 chr2 195153878 TAAGTTTCTTCACAATATGTTTCACAACATTGACTTGCATTACATAGTTATGTGTGTACTTATTTATTACATGAAGAGTCTGATGGAACCTAAGCTCTTTGAGGACTTTCTGTGGTCTTATACTCTTTGTAGGAAACCTACAAAGAGTCAGGAAATATACAAGGATGTATGCTTCAAAAAGAGTGGCTTTTGTCAAAATTGAAAGAAAGCCCTTAAATAATTGTTACAGAAATATTATTTCTGGTGATCACACTCTGAGAATAAAATGA 
CC-X016 chr2 195147003 + 1 chr2 195153740 + 3 DEL 2q32.3 L2a|LINE|L2|+|303 . . . . 2q32.3 . . . . . 35 29 101 98 0.9038095 0.2857143 0.7355556 0.416666667 1 chr2 195146914 237 chr2 195153878 ACTTGCATTACATAGTTATGTGTGTACTTATTTATTACATGAAGAGTCTGATGGAACCTAAGCTCTTTGAGGACTTTCTGTGGTCTTATACTCTTTGTAGGAAACCTACAAAGAGTCAGGAAATATACAAGGATGTATGCTTCAAAAAGAGTGGCTTTTGTCAAAATTGAAAGAAAGCCCTTAAATAATTGTTACAGAAATATTATTTCTGGTGATCACACTCTGAGAATAAAATGA 
CC-X016 chr2 202088719 + 6 chr16 70389759 + 0 CTX 2q33.1AluY|SINE|Alu|-|301 . . . . 16q22.1AluJr|SINE|Alu|+|285DDX19A IC3 IVS3 NM_018332.3 18 27 122 0 0.4260205 1 1 0 4 chr2 202088657 187 chr16 70389880 GGGGGGGCTACAGGCAGGTGTTTTTTAAAAATGGAGCTCTTTCTTTTTTTTTTTTTTTGAGACGGGGAGGCTGAGGTGGGACGATTGCCAGAGCCCAGGAATTCTAGACTACAGTGAGCTCTGATTGCTCCACTGCACTCCAGCCTGGGTGACAGCAAGACCCCATCTCTAAAATAAATAAATAGAG 
CC-X016 chr9 38276233 + 4 chr9 38276767 + 4 DEL 9p13.2AluSx1|SINE|Alu|-|307 . . . . 9p13.2MIR3|SINE|MIR|-|174 . . . . 17 33 111 68 0.9322222 0.1666667 0.6518519 0.444444444 1 chr9 38276113 231 chr9 38276894 CATTCCCCATCAAACACTTTTTTTTTTTTTTTTTTTTTTTGAGACACAGTCTCACTCTGTCGCCCAGGCTGGAGCGAAGCAGTGCAATCTCGGCTCACTGCAACCTCCGCCTCACCGTGTCTATCTAAAGGAGCTTAAAACTGGAGATGTTAATGCTGGCAAAGTGAAGCCTGTAGCTGCTAATTCCGGCTGCATCACTTAATTCATCCACCAACTGGCCGAGTGAATGAA 
CC-X016 chr9 101907552 - 3 chr9 101721395 + 4 ITX 9q22.33 L2c|LINE|L2|+|399TGFBR1 IC6 IVS6 NM_004612.2 9q22.33AluJr|SINE|Alu|+|235COL15A1 IC2 IVS2 NM_001855.3 33 27 113 98 0.7333333 0.5555556 0.8782222 0.2 1 chr9 101907654 233 chr9 101721529 AAAACTTCCTACGGGAAAGGTGGGTATGAGGCTGAGAAACAGTAGGGTAAAGTATGCTCCAGGAGACAGCATGTGCAAAAGTTCTAAGAAAGCAAGAAAGGCACGGTGGCTCACATCTGTAATCTCAGCACTTCAGGAAGCCGAGGTGGGAGGATCTCTTGAAGCCAGGAGTTCGAGACCAGCCTAGGCAACATAGTGAGACCCTGTCTCTACAAAAAAAAAAAAAAAAAAAAAAAAAA 
CC-X016 chr9 101808397 + 7 chr9 101922853 - 8 ITX 9q22.33 . COL15A1 IC26 IVS26 NM_001855.3 9q22.33 . . . . . 57 59 108 115 0.8996667 0.2 0.815942 0.347826087 1 chr9 101922712 282 chr9 101808251 TCCCAAATGAATATGAACCAATCTAACAGAATGTCGCTATGGAGATGGATATTTACTTCATCAATAAGGAGAGTCCTTCATCCTGGGGCTCCCCAAATGCAAGGCCTACAAGTTTTTTTATAAAGGGATTTCTTACTGCCCCCCACCACTAACTATTTGTATTTTCCACAGTATTGGAGGTTAGTAGGTGGTTAACCAGTAGTTAATACAAGAATCTCTCAGTCTGTCTTAGCTACCTGACTTTGGGTGTCCACTCTTCTTAACTTCAGGGACCAAAGGCCT 
CC-X016 chr9 131306406 + 3 chr9 131298363 + 4 INS 9q34.11Charlie15a|DNA|hAT-Charlie|+|122. . . . 9q34.11AluSz6|SINE|Alu|-|303GLE1 IC11 IVS11 NM_001003722.1 50 36 108 43 0.9666667 0.0714286 0.8755678 0.388888889 1 chr9 131306275 275 chr9 131298507 TGATGGAGGTCATGGTACCTCCCAGAGTTGTGCAGCTCATGTTTTGCACAACCATTTAGGGGTTCTAATGGAGCTCTGGGATCCTCTCTGCCACAGCCTTTTTGTTTTATGTGCTGTATGATATATTATGGTGCAGTGATGCAATCTTGACTCACTGCAACCTCCACCTCCCAGGTTCAAGCAATTCTCATGCCTCAGCCTCCCAATTAGCTGGGACAAACAGGCATGCACCACCATACCCAGTTAATTTTTGTATTTTTAGTAGAGATGGGGTT 
CC-X016 chr13 20280551 + 5 chr13 20335231 - 0 ITX 13q12.11 dup PSPC1 IC7 IVS8 NM_001042414.2 13q12.11AluJb|SINE|Alu|+|159PSPC1 IC2 IVS3 NM_001042414.2 52 40 85 0 0.8623188 0.3478261 1 0.033333333 14 chr13 20280429 221 chr13 20335147 AAAAAAAATTCTAGCAATATATAAATAAAGATCATTATAACTGGCCTCTCATCTTAGTTTTTTTTTTTTCCTCCCTGAGTTTATGGAATACCTTGCTAAATTACATAAGGTACTCTTTTTTTAACTTTTTATTTTGCTCACTGCAGCCTCAAATTCCTGGGCTCAAGTGATCTTCCCACCTCAGCCTCCTGAGTAGTGTATGCTACCTGGCTAATTTTAAA 
CC-X016 chr13 38860414 + 6 chr13 38970568 - 3 ITX 13q13.3 L2a|LINE|L2|-|444 . . . . 13q13.3 . . . . . 51 25 82 116 0.7958025 0.4074074 0.8557692 0.214285714 1 chr13 38860281 216 chr13 38970465 CTCCAGAACTGTGAGAAATCATATTTGTTGTTTAAGCTACCCAGTTTATGGTAATTTGTTACAGCAGCCCAAATTGACTAAGACAAGGTACAAGAAATATGAAGGGTGACTGTAAAATAGTTCTCCAAAAAAAGCAAATAGAAAAGTGTTATGTCCTAGTAGGGATGAAATATTGGTAGAAAAGAAGTTAGTTATATAATAATTGGGAATAATTTT 
CC-X016 chr13 38902767 + 3 chr13 38920647 + 7 DEL 13q13.3 . . . . . 13q13.3 . UFM1 PROM . NM_016617.2 35 41 89 120 0.8955556 0.2 0.8355981 0.333333333 1 chr13 38902646 246 chr13 38920773 AGTGTATGTTCAATGTGTATTTTTTGAGTCTTTAACTAGTGTTTTAATGCTAGAAATTTTTATTTAATATGTCATAGTTTTCACTCCAATGCCCAGCACGATGCTACAAACAGGTGTTTGTTACCTCATTTAGCTGGTGGAAGGATAAAAATATGTAAATGTGGAAAAAAAAACTCATGGTTGAAATGGATTTGTCAGAGGCTACTTCAGTTTTTCTAAAAGTAATGTTTCCATTAAATGAAGAAT 
CC-X016 chr13 38970568 + 3 chr13 38860415 - 1 ITX 13q13.3 . . . . . 13q13.3L2a|LINE|L2|-|444 . . . . 24 44 116 98 0.8557692 0.2142857 0.7958025 0.407407407 1 chr13 38970448 233 chr13 38860281 AAAAAAAAAAAAAAAAAAAAATTATTCCCAATTATTATATAACTAACTTCTTTTCTACCAATATTTCATCCCTACTAGGACATAACACTTTTCTATTTGCTTTTTTTGGAGAACTATTTTACAGTCACCCTTCATATTTCTTGTACCTTGTCTTAGTCAATTTGGGCTGCTGTAACAAATTACCATAAACTGGGTAGCTTAAACAACAAATATGATTTCTCACAGTTCTGGAG 
CC-X016 chr13 85503076 + 4 chr13 85519841 + 1 DEL 13q31.1L1PA10|LINE|L1|+|722 . . . . 13q31.1L1MEc|LINE|L1|+|379 . . . . 17 21 100 28 0.8111111 0.3333333 1 0 1 chr13 85502930 271 chr13 85519962 CTGGCTCGCCATATGCAGAAAACTGAAACTGGACCCCTTCCTTACACCTTATCCAACCTTAACTCAAGATGGATTAAAGACTTAAATGTAAAAGCCAAAACCATAAAAATCCTTGAAGAAAACCTAGGCAATACCACTCAGAACATATCCAAATATACTGGGAGTCAGGAGTAAGCATGGAGGCTAGAGTTTGCTTTACAAAGTGATAGACATGAGAGAGCTGGACAGAGGCAGAGCTGGGAATATCTGCAGAAGGTACTTGATTATTCAT 
CC-X016 chr5 25391016 - 3 chr5 25390511 + 6 ITX 5p14.1 . . . . . 5p14.1 . . . . . 50 39 94 96 0.8684211 0.2631579 0.8937037 0.222222222 1 chr5 25391138 253 chr5 25390639 ATTTGAAGTTATAGCGATAACATCAAATGGTTCGATAATGGAATTTATGTAGCACTTTCAAACAACTCATCAGGAAGAATTAAAACTTTCATTGAACAAAAATGTAAATAAAATTGGTTATTTTACAATTGCTACACATCCTCAAGTGGGAATGAAGTCAGACTTTCGTGAATTCCACCAAATTATTGTGGAGTCCTGAAACCTTGCCATCTGTGAGAGTCAGCAGTGATTGTTTTAATACCTTTTGCTCTAC 
CC-X016 chr5 27278237 - 1 chr5 27275529 + 7 ITX 5p14.1 . . . . . 5p14.1ERVL-B4-int|LTR|ERVL|-|563. . . . 77 72 32 96 0.9066667 0.2083333 0.909 0.2 1 chr5 27278332 237 chr5 27275669 TTTAATATAGTGTACATTCAGACTATTAGTGTTATAAGGGGTTTTTGCTTCTATGTGCAAAGCCCTCTGGAATTTCCACAATTCATACCCTTTCTCAACATACCATATTGAGAACAGTGGCTACAACTGGGACAAAGATATGATTAAATATATGACACTACACTGTCATCTGCCATAGGCGTGGCAGATGTCCTGGTTTCTGCAGAGAACAGACCAGGTGAGTTGAATGCAGATGTA 
CC-X016 chr5 27667006 - 2 chr5 27663386 + 5 ITX 5p14.1 . . . . . 5p14.1MER47A|DNA|TcMar-Tigger|-|296. . . . 145 140 113 102 0.9414286 0.125 0.9475861 0.173913043 1 chr5 27667108 233 chr5 27663516 CACCATTGACCACAATAATATGATATACTGCAACTTTTGGAAATGTTTAATTATAAAATAAATTTTATTGGAAATGTATTTAATTTAGGTGTATGGCAGGGTTGTATACCTTCTGCATCATCATGAAGTCAAAAAATCATTAAGCAAACCATGGCAAGTCAGGAACGGTCTGTACTTGAAAATATCTTCTATACTTAACATCTTCAATTTCTCTCTTTCCCCTCTCTGTGGAA 
CC-X016 chr5 27909120 + 16 chr5 27909870 + 3 DEL 5p14.1AluY|SINE|Alu|+|303 . . . . 5p14.1 . . . . . 91 125 121 120 0.8363617 0.3571429 0.9571014 0.108695652 1 chr5 27908987 255 chr5 27909994 CAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCATCTCTACTAAAAATACAAAAAATTAGCCGGGCGTGGTGGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAAAATTACTCAAATAGCATGTAAATATTAAACCAGAGACAAATTACTTAAAAATTAAAAGCTGCTTTATATGGCAGGCCTTCATGAAGGGGAGAGTAGTCATCCATAGTAGTAAAATGTTTCA 
CC-X016 chr5 27914013 - 6 chr5 27910749 + 5 ITX 5p14.1MLT1-int|LTR|ERVL-MaLR|+|317. . . . 5p14.1MLT1B|LTR|ERVL-MaLR|-|404. . . . 154 145 110 118 0.9474317 0.1639344 0.9500529 0.095238095 1 chr5 27910876 252 chr5 27914144 AAGTTATTAGGGTGAACCCTAATCCAATAGGAGTGGTGTCCTTATAAAAATGAAACATCTGGACACAGAGACGTGTATAGAGAGAAGATGATGTGAAGAGAACTAAAGGAGAAGATGACCATCTACAACTGAGGACATTTCCAGGCAAAGTTTTGAAGGAGTGGCTTTGTTTCTCTTTGCTGATTATAGTAAATATGAAGGAAGGAGAAACATTGAGATGACAAACAAAATAGAAATAGAACTTCATAATTT 
CC-X016 chr5 27915660 + 7 chr5 27918059 - 21 ITX 5p14.1L1MB8|LINE|L1|-|369 . . . . 5p14.1L1MB8|LINE|L1|+|1032 . . . . 162 100 58 112 0.9738012 0.0877193 0.833037 0.311111111 5 chr5 27917919 275 chr5 27915527 TGGGACATCATCAAGAGGAATAAATACCCATTGAGGTAGTCTCAGAATGGGAAGAGAGAAAGAACGGGGCAGACAGACTATCTGGAAGAAATAATGGCTGAAAACTTTTCAAATTTTATGAAAAATGAATATAAACATCCCAGATGAAGGGATAAAGTATCGTATATTCATAAAATGTAATATCATTCAGTCACACAAAGAAATGAAGGGCTGCTACATGCTACAACTTGGATCATCCTTTTAAGACATTATGCTAAACAAAAAACACTAGTCAC 
CC-X016 chr5 28101989 + 11 chr5 28102489 - 11 ITX 5p14.1 . . . . . 5p14.1 . . . . . 84 71 109 120 0.8529167 0.28125 0.7945238 0.464285714 1 chr5 28102351 281 chr5 28101842 AATAATTCAAACACAGATCCTGCCCTCATGGATATTTTCATCAATTACCGGGGAATATCACAGTCTTCTGAGTGTCAATCACCAGAAGTTTGCCTTGTTTAAATCATGTTTTAAAACTTATCCATCTGTTAAAATATCTAACCAGAATTTCAGCCTATCTTTCCAATTTTATTGTGTATTTTGACTCAGGTAAACACTGTAGAGCTATATTCTATGCTATGGCTTAAATAGAGTTAAATTATATTTGGTAATTTTAATTCAGAGTACTATATAATATTTTT 
CC-X016 chr5 29577321 + 5 chr5 29580358 + 1 DEL 5p13.3L1MEf|LINE|L1|-|1175 . . . . 5p13.3L1MB7|LINE|L1|-|319 . . . . 29 33 118 114 0.8274074 0.2222222 0.8855556 0.25 1 chr5 29577201 239 chr5 29580482 AAAAGACACATGCACATGTGGTGAGTACTCTTTTATTGCCCCTTGAGATTTTCTCTTTTTCTTTGGTTTAAATCACTTAATTTTTAATATACAAATAGATGTAATATCTGTATATCATTTCTCATTTACCTCCTCACTATAACTTGGACCAAGGCAATCACTTATCAACTTTCTGTTGCTATATGTCTATTCTGTCTTTTTAAAAATTACTCTTATCTAAATGTAATTATGTATCCTTT 
CC-X016 chr5 29577321 + 5 chr5 29580360 + 1 DEL 5p13.3L1MEf|LINE|L1|-|1175 . . . . 5p13.3L1MB7|LINE|L1|-|319 . . . . 29 34 118 50 0.8274074 0.2222222 0.8751515 0.272727273 1 chr5 29577207 233 chr5 29580482 CACATGCACATGTGGTGAGTACTCTTTTATTGCCCCTTGAGATTTTCTCTTTTTCTTTGGTTTAAATCACTTAATTTTTAATATACAAATAGATGTAATATCTGTATATCATTTCTCATTTACCTCCTCACTATAACTTGGACCAAGGCAATCACTTATCAACTTTCTGTTGCTATATGTCTATTCTGTCTTTTTAAAAATTACTCTTATCTAAATGTAATTATGTATCCTTT 
CC-X016 chr5 31855158 + 1 chr5 31855524 + 4 DEL 5p13.3 . PDZD2 IC1 IVS1 NM_178140.2 5p13.3 . PDZD2 IC1 IVS1 NM_178140.2 26 38 65 125 0.77875 0.5 0.8793756 0.214285714 1 chr5 31855025 220 chr5 31855618 GGGGGTCCTCCCACAGACCTGGAGCCGGCGGAGAGCAGCCTTCGGGAAGTCCTGCAGGAGCCGCGTTCCAGGAGGGCAGCTGGCAGCCGCCCCAGGCCCCCGGGCCGCCTGCAGGTGATTAGGCTAATGGCTGGACGGAAGGAGGCGCCCCGGCTGTGTGTGACGGGCAGGGAAGGGGTGCCCAGAGGGGACAGGTAATAGGGGGTTCCGGAGCCACGGC 
CC-X016 chr5 36842728 + 6 chr5 36901445 + 1 DEL 5p13.2 . . . . . 5p13.2L1PA15|LINE|L1|-|559NIPBL I5U1 IVS1 NM_133433.3 34 27 95 63 0.7622222 0.5 0.9533333 0.111111111 1 chr5 36842593 231 chr5 36901542 TTTCTCTGCAATATTTATTTCATTTAATTATGATTCCAGACTTGTTCTTGAAGATTCAGAGTTGTTAAAAATGGATGCTGGGTAGGCAAGAATTTACAGTAATTCTATCAGAATAAATAAAATAATTCCAGATCTGTTGGTGGGCATCTAGGTTGATTCCATGTCTTTGCTATTGTGAATAGTGCTGTAGTGAACATACACATCCATGTGTCTTTATGGTAGAATGATGTA 
CC-X016 chr5 44217701 + 6 chr5 44219774 - 1 ITX 5p12 L2c|LINE|L2|-|311 . . . . 5p12 . . . . . 56 51 108 112 0.8338889 0.3333333 0.7291358 0.407407407 1 chr5 44217557 253 chr5 44219667 AGCCATTTAATGTTCATTGAGGACTTAATCATTGCTATGTCCCAGAGACACACAGAAGCATCAGACATGACCTCAGCCTCAAGGAACTCAAATCTAACGGAAAAATATTATGTAAACAAATGATTACAATTTAGTCAGGTAAATGTATGATATGAGAGAGAGATTTCACCTCATTTTATAGATTTGTCTAAATGCCCAACATTATTTATAGATTAATTATTCTTGTTCCACTAGTTTGAAATACCACCACTTT 
CC-X016 chr5 44217701 + 6 chr5 44219776 - 7 ITX 5p12 L2c|LINE|L2|-|311 . . . . 5p12 . . . . . 56 49 108 120 0.8338889 0.3333333 0.7187179 0.423076923 1 chr5 44219667 253 chr5 44217557 AAAGTGGTGGTATTTCAAACTAGTGGAACAAGAATAATTAATCTATAAATAATGTTGGGCATTTAGACAAATCTATAAAATGAGGTGAAATCTCTCTCTCATATCATACATTTACCTGACTAAATTGTAATCATTTGTTTACATAATATTTTTCCGTTAGATTTGAGTTCCTTGAGGCTGAGGTCATGTCTGATGCTTCTGTGTGTCTCTGGGACATAGCAATGATTAAGTCCTCAATGAACATTAAATGGCT 
CC-X016 chr5 58252579 - 2 chr5 58835007 + 3 ITX 5q11.2L1PA7|LINE|L1|-|6455 . . . . 5q11.2L2c|LINE|L2|+|926PDE4D IC2 IVS3 NM_001165899.1 30 33 99 110 0.8508333 0.375 0.9055556 0.166666667 1 chr5 58252674 222 chr5 58835118 GCTTTACATAATGGTAAAGGGATTGATGCAACAAAAAGAGCTAACTATGCTAACTCTCCTAAATATATATGCACCCAATACAGGACCACCCAGATTAATTATGGTAATTAATTATAGTGATAAGCCCATGGTAGGTGCTCCACAAATATTTGTTAAGTGAATTAATCTGAATGCAGATATGTACAAAGACCACAGAGTTCAGATTTTTGTCTATGCCCTTAG 
CC-X016 chr5 99375326 + 2 chr5 99366585 + 4 INS 5q21.1 . . . . . 5q21.1L1MA3|LINE|L1|+|3009 . . . . 24 25 123 96 0.877037 0.2222222 0.7191667 0.5 1 chr5 99375234 242 chr5 99366730 ATGAATCATAATATTGTAAAACAAAATGTAGGGTAGTCTGAGGGAAAATTAAAAATGGAGCCTAATTTCACTGATTTCTTTCAAAGGAATTAATTATTATTGAAACAAATAATAATGGAAACTCAGCATTCCAAAGTCTATAACATAGAGCAAAAGCTGTACTATGAGGAAGGTTTATAGCAAAGTGCCTATACCAAAAATGTGGAAAAGCTTCAGATAAACAATCTAACGATGCATCTTAA 
CC-X017 chr20 20690399 + 6 chr20 20691217 + 2 DEL 20p11.23 . RALGAPA2 IC1 IVS1 NM_020343.3 20p11.23 . RALGAPA2 IC1 IVS1 NM_020343.3 33 32 124 82 0.7216667 0.4375 0.949697 0.181818182 1 chr20 20690255 269 chr20 20691342 CTCTAACATAAGTAACCCGTCTGCTACATGGCTTGATACGTGTCAAGCCTGCCTGTGCCTCAGCTTACCCCTCTGTAAAATAAAGTTAATCATACCAGACCAGTCTATAGCCAGGTGAAAGTATCTACATCCAAATTGGAGTTATATAAAAGAACCTCTCCATGTTACAAAACTGAGGTCATGATGAGTTCAGTGAAATGATAAAAGAAAGTTCCCTAAAATAAGACCTACACCTTAGAGTGAAACTACAATTTTACAAACTTGAAAAG 
CC-X017 chr4 11754487 - 2 chr14 49050136 + 7 CTX 4p15.33L1MA7|LINE|L1|-|748 . . . . 14q21.3 . . . . . 34 42 118 127 0.7941667 0.375 0.9219608 0.117647059 1 chr4 11754613 265 chr14 49050273 ATTTTCCCAGACCCAGGAGTTTAAATGGTGCTCAGGTCATCTTCAAAGCTCAACCCAAGTCCCCACCTAGGCAGGGAGGTAAACCTCAACCATGCATCTCTATCAAGCATAACAGCTGGTCTTATTTAAGTCTAATTTGACAGAAAATTACTTATATCAAGTTTTTTCCAAAACATTCAACCTGCCTTTATAAACATAATTTTTCACATACTTCTTGTAACAAACATATTTGATATAAAAATTTTAGATTTTATAACTAGAATTT 
CC-X017 chr14 103997305 + 3 chr14 103998096 + 1 DEL 14q32.32 . TRMT61A IC1 IVS2 NM_152307.2 14q32.32 . TRMT61A IC1 IVS2 NM_152307.2 50 40 74 64 0.8780952 0.3809524 0.9671795 0.076923077 1 chr14 103997166 223 chr14 103998181 GCTGGGGCCGCCCAGTGTGGCGATTGAAGCCAAGATTGGCCCCAGGCGCTGATGCATCTAGGTTGTTGGTGGCGTGTTCCTCCCGGGCAGGAGAGCTAGGGTCCAGGTTCACGAAGAGTGCCTAGCACTGCCATGCTGGCATGGGTGGCAAGTGTGCAGTGGCTGCTCTAGCAGGAGTCTCCAGTGGAGGGGCCTGGGGATGGGAGTGGCATCAGGTAGATGG 
CC-X017 chr8 60590743 + 2 chr8 60024268 + 4 INS 8q12.1 . . . . . 8q12.1 . TOX IC1 IVS1 NM_014729.2 33 58 91 74 0.9557576 0.0909091 0.9466667 0.25 1 chr8 60590640 225 chr8 60024392 CTGTGTACATGTGTCGAACTATATCACCATTGTAATTAGAATGGGAGGCTTAAAATGAATACAAACTGCAATCAGGGAATAGTACAAACTAGGAGATGAGTGTGGATCAGACAAATAACGTGTAAGACCACATGGCACCCAAAATACATTCTATTTTCTTGGCCACTGGCAAAGCTTCTTATCAACCAACCATGGCCTCCTTTAATTAGGAGTCCTTTCCAGACA 
CC-X017 chr6 13191446 + 3 chr8 60338316 + 4 CTX 6p24.1 . PHACTR1 IC5 IVS7 NM_030948.2 8q12.1(TA)n|Simple_repeat|Simple_repeat|+|110;trf. . . . 29 64 125 117 0.9280521 0.2413793 0.8562963 0.222222222 1 chr6 13191330 242 chr8 60338441 CAACCCTCCATGTCCTCCTCTCCAACCCTCCAGAACCACCTGGCTACTTCTGCCTCTGTCCCTGCCTTCCCTCCCAGTAATCCCAGTGCAATAAAACCAAAGATTAGACCACTGTGATGATATAATGATATATATGATCTAATGAAATATATATAATCCCATTTTGACTTTTCAAAAGTTGATACATATTTCCCAAAAAACAATTTAGAGTTTTTTTGTTGAATTTCCCACATTTGTTTTTA 
CC-X017 chr1 53597161 + 2 chr1 53598864 + 4 DEL 1p32.3 . SLC1A7 IC2 IVS2 NM_006671.4 1p32.3 L2a|LINE|L2|-|389SLC1A7 IC2 IVS2 NM_006671.4 28 24 70 114 0.6933333 0.5 0.9641026 0.153846154 1 chr1 53597040 193 chr1 53598941 CATAGCAAGGCCAGGCTGTGTGACACCAGGGTCCATACAATGGCCTCTAAGGTGCCTCTGTTCTGAGAGAGGGGCAATGCCCAGGCAGTTAGGACAGTCAGCAGGAAAGGGCAGACAGAACTCAGCAACACAGAGGACTGCTGACCCTGACAGATTCACAGGCTCAGTGAATGACTCCAAAGATGCAGAAAGA 
CC-X017 chr1 194806500 + 1 chr1 194807256 + 3 DEL 1q31.3L1MB7|LINE|L1|-|252 . . . . 1q31.3MSTA|LTR|ERVL-MaLR|+|397. . . . 31 47 51 80 0.9719298 0.1052632 0.9764444 0.266666667 1 chr1 194806402 232 chr1 194807390 TTAGCCTTGTTTCTTTTTATTGGCAAATAGTATTCCATCTTATGGTTATAACAAATTTAGTCTATTAATTTACTAATTGATGGATGATTAGGTTGTTTCTGGCCATGTAAGACGTGACAGCTTCCTCTTCATTTTCTGCCGTGACTGTAAGTTTCCTGAGGCCTCCCCAGAAGCCGAGTGCATGCCAGAATTTTGCTCCCTGTACAGCTTGTGGAATTGTGAGCCAGTTAAAT 
CC-X017 chr11 88981672 + 1 chr11 88981741 + 3 DEL 11q14.3L2a|LINE|L2|-|1830;dupTYR IC3 IVS3 NM_000372.4 11q14.3L2a|LINE|L2|-|1830;dupTYR IC3 IVS3 NM_000372.4 18 19 32 56 0.8457143 0.2857143 1 0.5 1 chr11 88981555 223 chr11 88981850 TATAGCTGGCTTCTCTGAGGAAATGACCTGTAATTTGACACTGAGACCACGGAGAAGAGGTAGCCATAGAAATCCCTCTGGGACAAGATTTTTAGGAAGCAGAAGGCACACATTTAAACAAGAGGAACTTGGTGCAATATGAGATTGAAGAGATCAGCAGAGATCAATAGAGCCCTAAGTACAGTATAGAGGAAAGAGTTTAAATTATTTTAATCCAGGTGCTG 
CC-X017 chr11 116865760 + 7 chr11 117170549 + 8 DEL 11q23.3AluSx|SINE|Alu|+|297SIK3 IC1 IVS1 NM_025164.3 11q23.3 . BACE1 IC1 IVS1 NM_012104.4 19 29 112 87 0.6891667 1 0.8758278 0.25 1 chr11 116865634 240 chr11 117170688 TTTTCCAGGCACTTCTCACCTCTACTTTCACTCCTTTTTTTTTCTTTTTTTCTTTAAGACAGAGTCTCAGGCCGGGCATGGTGGCTCACGCCTGTAATCCCAGCACTTGGGAGGCTGAGGTAGGTATTACAGGGCTCCCTGCTATCACTGGACCCCAAAGAAAGAGGATCTCCTCCACAACAAGTCTCTGTGGCCTGTGCAAGGGAGGGAACATCCGGCAAGTTCTAAGCAAATATGGCT 
CC-X017 chr6 73237266 + 3 chr6 73240145 + 2 DEL 6q13 . . . . . 6q13 . . . . . 23 15 68 71 0.8425 0.5 0.8783333 0.5 1 chr6 73237173 209 chr6 73240266 GCACTATCTCATGCTCTAGACCTTTCTTTATCCCACACACATCCAAACCAAGAACATACAGCTCATGTTTAACATCCTTTTAAAAGGTCAGTATAATTGGTTGAATCTAAACCATGCCAATCAATCATTTTGCTTTGCCACCTTTAGCAATCTGTGTTTCTAGTTCTATGCCACCCTCAGGAATTCTTGATTACAAAAGATTTGCCTAT 
CC-X017 chr17 78955191 + 6 chr17 78955235 + 0 DEL 17q25.3 trf . . . . 17q25.3 . . . . . 16 4 30 0 0.9241935 0.75 0.7741935 1 1 chr17 78955049 173 chr17 78955264 AGGTCTGGGGGCCTCCCTTAGGGGTCTGCGGGTCTCTCCCGCAGGGGTGTGGGGTCCTGCCTCCTCCGGGCTGAGGTCCTCCCACCGGGGTCCGGGGTCCCGCCTGCGGGGTCCGGGGTCTCTCCCACCGGGGTCTGGGGGCCGCCCCAGCTGCGAGGGCCGCCGGCTTCCCC 
CC-X017 chr21 29672678 + 5 chr21 29672944 + 2 DEL 21q21.3 . . . . . 21q21.3MLT1J2|LTR|ERVL-MaLR|+|304. . . . 31 26 73 71 0.9391667 0.125 0.9 0.4 1 chr21 29672533 280 chr21 29673077 TTTTAAGAAAGAGCATGAGATTTGGAAAGAGAAGTTCTTAGTTCACATTCAGGCTTTGACTTTTACAAGTAATGTATCTTGGGCAAATCACTAATTTTGCTGCAGATAACTTTTTGTGTTTGAGAATTGCTAAGATATTTACATTAGTCTCTTTCCACAAAATAAATAAAAATGGTTATAGCCCCATGGGATGACAGAAGATGGGAGAAACTTAGGTTTCTGCATTATGGATATGGAAAAAAATCTGCTCATGGATCAGGAATAACCACCTTGGACTGTT 
CC-X017 chr16 8473303 + 1 chr16 8478826 + 3 DEL 16p13.2L1MC4a|LINE|L1|-|1273 . . . . 16p13.2 . . . . . 27 39 83 103 0.8790476 0.2857143 0.9375758 0.272727273 1 chr16 8473195 196 chr16 8478918 TATATATAAATTTTTAAATAATTGACACCTTGGCAATATCTAATCCCCTCATTTTAAAAAGAGGTATTTTTTAAAGATATACTCCTCAGTCAAATTGTATATATTTATCTGACATCAAGAGAGTGGGGAAGAATAATTTTTGGGGGCTACCCTTCGAACCTGCGATATCCTCCTACTGGGCTTACCGAATAAGAGGG 
CC-X017 chr16 15976660 + 5 chr3 42373980 + 0 CTX 16p13.11(CATATA)n|Simple_repeat|Simple_repeat|+|51FOPNL IC2 IVS2 NM_144600.2 3p22.1(CA)n|Simple_repeat|Simple_repeat|+|45;trf. . . . 36 22 53 0 0.760244 0.7857143 0.9707616 0.888888889 1 chr16 15976510 200 chr3 42374032 CCATGCTTTTAGATACATACATTTGTAAATGTACCTAAGCACTACATAGTAGTAATATTTCAAAGTTTTATCTCCATTATATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTATCTAGATACACACACACACACACACACACACACACACACACACACACACAGGCTTACATAGTTTCACAATTCATTAATC 
CC-X017 chr18 40336978 + 2 chr18 40462432 + 7 DEL 18q12.3 . RIT2 IC4 IVS4 NM_002930.2 18q12.3 . RIT2 IC4 IVS4 NM_002930.2 19 42 90 124 0.8106667 0.3 0.9333333 0.111111111 1 chr18 40336834 280 chr18 40462564 AACAAATTTATATTAGGTAAAAATAGAAAAAAAAAACTTATGTATTATACTTGTAACACATAAAACAATTATAATTAAATAATAAATTATATAACTCTACAATGTCTGGATCTCCTGCAGAATATAAGATCAAGAAGACAAAGGACAAGAAGGAACTATCAGTCCAGTTAAACAACCTAGTAATTCACACTGATGCTTTACACAAAATCTACTGGTTAGCTGGTGAAAATGACTGGGTAATTCAGTCAAAAGAGGTGAATTTTTCATGTTAGCATAAAAA 
CC-X017 chr18 74186488 + 4 chr18 74215693 + 4 DEL 18q23L1MEe|LINE|L1|+|973ZNF516 I5U2 IVS1 NM_014643.3 18q23 . . . . . 27 26 105 123 0.7672222 0.4166667 0.8394444 0.25 1 chr18 74186352 245 chr18 74215801 ACCATGACACTAAAAATTAACAAGCAAAAACAAAAACAACACTCATAGAAGTTCAGCCATTTGGAAAATTCTAAACTCTCTGTAACAACTCCTGAAACAAAGAAGAAATCAAAGTGAAACTGCAAACTCTCTTCAAACTGCGAGGCAGGGCCCTGTAGGGCAGTGCTTGGGTTTCAACAGACAGACATGAGCCCAGAGGCTTCCTGGCAGGGAACTTGTCAGCACTTTGCTTTTCCCCCGTTAAA 
CC-X017 chr3 18448912 + 6 chr3 18453911 + 2 DEL 3p24.3 . SATB1 IC4 IVS5 NM_001131010.2 3p24.3 . SATB1 IC4 IVS5 NM_001131010.2 36 27 118 120 0.7406667 0.4 0.8606061 0.272727273 1 chr3 18448783 248 chr3 18454028 ATAATGACTGTAAGTGTTCCTTAATGTTGAGATTGAGTTATAATATAGTCTTTTAATTTTTTCACAAATGAAAAGTATTTGGTTGTTTTCACTAAAAATTAAGATTGCACCAAAATCTTCCATGTAGCCACACAGGGTGAACTTTCTACTAACTATAATATTTAGGGCCCCTGTAGCCATACTTGCTACTGGAGTACTTTATCATATTCAACAAAATAAAACCCTTACTGTACAGTAAAATGTGTATG 
CC-X017 chr3 60291188 + 5 chr3 60556174 + 2 DEL 3p14.2 . FHIT IC1 IVS5 NM_002012.2 3p14.2 . FHIT I5U1 IVS4 NM_002012.2 18 18 110 55 0.6033333 0.6 0.9088889 0.222222222 1 chr3 60291078 223 chr3 60556285 AGGTGTAGGGTGAGGCCAAATTTTAAAATCTAAGGTACCTTGGAATAATGTACTTCCAGAGATTCTCAATAACAGCATTTTAAATTCTTCTTCTCTCTTCCAGGTTCTGTTGGTAGGAAAGGGATCAGGAGGAGATAAGAACCTGTAACTTATCTAACACATTTCAAGACATTACCAAGCTTCTTGGCCTTCTAAAAAGCTCCTGGTTAGCCTTACAGGATGC 
CC-X017 chr3 61264807 + 3 chr3 61400819 + 2 DEL 3p14.2MSTA|LTR|ERVL-MaLR|+|430. . . . 3p14.2 . . . . . 33 27 79 47 0.9328571 0.1428571 1 0 1 chr3 61264684 245 chr3 61400942 CACTCATGCTTTTGCCGTGTGAAGTACCTGCTCCTACTTCGATATCCACCATGAGTAAAGGCTCCTGAGGCCTCCCAAGAAGCTGAGTAGATGCTGGCACCATGCTTGTATATTCTGCAGAACCTTCCACTTGTCCCTCTAAAGCCACTCTAGAAACACTGCTTTCTGTCCCAAGAGGCTGACTTGAATGGATGAAAGCAATAGGTTTTGGACGCTCTAGCATCTGGTTGGGTTTGGTGAGTGAG 
CC-X017 chr3 170426735 + 4 chr3 165389295 + 5 INS 3q26.2 . . . . . 3q26.1L1ME3D|LINE|L1|-|74 . . . . 34 46 79 128 0.8584848 0.2727273 0.8383333 0.25 1 chr3 170426603 255 chr3 165389417 TGAAAATTAGTTGAAGAAGGTAGCAAGTATCCATCATTATTTTGCATAGATTAAAAACATCTGGGTGTGTCTGAAAATGGAAAAAAACATACAATGTTATGTAAAACCCTAAATCTTTAGATATGAAAGCATGAAAGGAATACATATAATTATACTAAAATTTAAGAAAAATAACAATAAAATGCCTGAAAAGGAGTTACATTGTTTTAAAAAATTTCATTGAGGAATATTTGACAATTAAAAATTGTATATATT 
CC-X017 chr3 169450685 + 5 chr3 169465420 + 5 DEL 3q26.2 L1P1|LINE|L1|-|825 . . . . 3q26.2L1MD1|LINE|L1|-|699 . . . . 49 41 43 105 1 0 0.8461905 0.285714286 1 chr3 169450554 248 chr3 169465536 AAGGAAAAACAGACTTTGGATACTGTAGCCTTGTAGTATAGTTTGAAGTCAGGTAGCGTGATGCCTCCAGCTTTGTTCCTTTTACTTAGGATTGTCTCGGCAATGTGGGCTCTTTTTGGGTTCCATATGAACCCTAAAGGGGACATCTTACATAATTATAGCACAATATCAAAAGGAGACAATTGACACTGGTACAACACATGTGTAGTTGTCATTTGATCACACCAGTCAATTTACGTAACCACGAA 
CC-X017 chr3 169450685 + 5 chr3 169465422 + 1 DEL 3q26.2 L1P1|LINE|L1|-|825 . . . . 3q26.2L1MD1|LINE|L1|-|699 . . . . 49 42 43 65 1 0 0.8238095 0.357142857 1 chr3 169450554 218 chr3 169465506 AAGGAAAAACAGACTTTGGATACTGTAGCCTTGTAGTATAGTTTGAAGTCAGGTAGCGTGATGCCTCCAGCTTTGTTCCTTTTACTTAGGATTGTCTCGGCAATGTGGGCTCTTTTTGGGTTCCATATGAACCCTAAAGGGGACATCTTACATAATTATAGCACAATATCAAAAGGAGACAATTGACACTGGTACAACACATGTGTAGTTGTCATTTG 
CC-X017 chrX 69731320 + 0 chrX 69734163 + 5 DEL Xq13.1 . . . . . Xq13.1 . . . . . 21 17 0 49 0.7085714 0.7142857 0.997037 0.111111111 1 chrX 69731272 195 chrX 69734308 TGATAAGTGCTGTTAATGAAAATTGTGGACCTTTATAAAAGGGTGACATAGGGCCAGGCACAGTGGCTTATGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCGGGTGGATCACGAGGTCAAGAGATCAAGACCATCTTGGCCAACATGGTGAAACCCCGTCTCTACTAAAAATACAAAAATTAGCCAGGCGGG 
CC-X017 chrX 96673362 + 7 chrX 96727954 + 3 DEL Xq21.33 . DIAPH2 IC25 IVS25 NM_006729.4 Xq21.33 . DIAPH2 IC26 IVS26 NM_006729.4 28 21 126 120 0.7371429 0.4285714 0.8433333 0.428571429 1 chrX 96673227 262 chrX 96728080 GGCAGGGGAATGGATTCATTATTTAATTTTATAATGAAAGAAAGAAGAACATTAGGATTCAAAAGTTGGATTACCAAATGATGACTTGTCAACTCATTCCCTGCACTCCAAGTATCAGCAAATTAAGAGTACCAGTGGAGTGCTCTTTCCTTCTTTTCTCCACTTATATAAGTCCACCTAGTTCTTCCTGGTACAACTAGTTGCTACATGAGTCCTGTTCTAACTATTCCAGATCTCATAGAGTCATGTCCTCCTCATGCCT 
CC-X017 chrX 96673363 + 1 chrX 96727954 + 3 DEL Xq21.33 . DIAPH2 IC25 IVS25 NM_006729.4 Xq21.33 . DIAPH2 IC26 IVS26 NM_006729.4 22 21 85 120 0.8433333 0.4285714 0.7169231 0.461538462 1 chrX 96673242 207 chrX 96728040 TCATTATTTAATTTTATAATGAAAGAAAGAAGAACATTAGGATTCAAAAGTTGGATTACCAAATGATGACTTGTCAACTCATTCCCTGCACTCCAAGTATCAGCAAATTAAGAGTACCAGTGGAGTGCTCTTTCCTTCTTTTCTCCACTTATATAAGTCCACCTAGTTCTTCCTGGTACAACTAGTTGCTACATGAGTCCTGTTCTA 
CC-X017 chr2 141904256 + 3 chr2 142205198 + 1 DEL 2q22.1 . LRP1B IC7 IVS7 NM_018557.2 2q22.2L1PA7|LINE|L1|-|6422LRP1B IC3 IVS3 NM_018557.2 30 34 119 44 0.88 0.3 0.9966667 0.142857143 1 chr2 141904123 253 chr2 142205324 TATCAAGGGAGTGATTAGGCACATGTAGAATATCCCTGCTTTATTAAAGGGTAAGTGATAACTATAGATAAGAGAATATAAACACACACATATATGGTTGTCTATACATATGACACGTACATGTGCTTGCTTTCTGTTTGTTAGTTTTCCTTCTAACAGCCAGGCCCCTCTGCTGCAGGTCTGCTGGAGTTTGCTGGAGGTCCACTCCAGACCCTGTTTGCCTGGTTATCACCAGCAGAGGCTACAGGACAGC 
CC-X017 chr2 173731359 + 3 chr2 173733466 + 7 DEL 2q31.1MamGypLTR2c|LTR|Gypsy|-|74RAPGEF4 IC4 IVS4 NM_007023.3 2q31.1MSTB|LTR|ERVL-MaLR|-|213RAPGEF4 IC4 IVS4 NM_007023.3 18 35 65 116 0.7740741 0.3333333 0.832 0.8 1 chr2 173731242 257 chr2 173733606 ACTTTGGGAGAAATGGGGAGATGCCATTCATTGCTGTGGCTTCCGTTAATACATACATACTATTGACTCCCATGCTTAGATCAGGCCTCACTTTGGGAGGCAGGATACAGATCCCTTCCATTTGCATTGCTGTGAAAGAATACCTCAGACTGGGTAATTTGTAAAGATATGAGGTTTATTTGGGCTCACAGTTCTGCGGCCTGTACAGGAAGCATGATGCTGGCATCTGCTCCTGGTGAGGGCCTCAGGAAGCTTGC 
CC-X017 chr2 208064964 + 3 chr14 103996153 + 1 CTX 2q33.3 . . . . . 14q32.32 . TRMT61A I5U1 IVS1 NM_152307.2 25 48 115 34 0.8392593 0.2222222 0.9851282 0.038461538 1 chr2 208064838 242 chr14 103996270 TGTATTTTGTGTGTATTCACAAAATTCCACAGAATCAATCACCAGCCCTTTGACCGAGTTAATATGAACTCCAGTGGCAGTAACCCACGGACCTCTAATAGAATTCACCGATGGGAAATAGTAACAGAGACTGAGGCTGAGCTAGCCACACCCCGCCCATGCCCACTGCTGGGATGCAGGCCTCGAAGCCTTCTACCTAGACCCTAGGCCCTCATCCTGCCTCCTGACTTGCTCATGCCTAC 
CC-X017 chr2 213170966 + 5 chr2 213220535 + 2 DEL 2q34 . ERBB4 IC1 IVS1 NM_005235.2 2q34(TATG)n|Simple_repeat|Simple_repeat|+|93;trfERBB4 IC1 IVS1 NM_005235.2 30 29 121 112 0.7853333 0.4 0.9309091 0.181818182 1 chr2 213170828 260 chr2 213220657 GCTTTAAAAATATAATAAGATTCCTTTTTATGTGCAACAGTAGATAATATATAGTAGTATTCTGCTTTTATTTGATTTTCATATAAAGAAGTAAAAACTCTATGTCTGACCACTCCCCAAAAAATACAATATTTAATTGTGTGAGTGTGTATATATATGTGTATATATATAAAATCATCTAATATATTCCAACCTATGGCATCACCTATCTGTTCCCACCTCACTTCCAACCTTTGCTAAGGAAGTTAGTCATGTCATTT 
CC-X017 chr2 225433969 + 1 chr2 225434062 + 5 DEL 2q36.2 . CUL3 IC1 IVS1 NM_003590.4 2q36.2 . CUL3 IC1 IVS1 NM_003590.4 32 30 66 49 0.9177778 0.2222222 0.9248889 0.2 1 chr2 225433886 192 chr2 225434183 ATAAACTGATTAAGTTGCAATAACTGCAAATACACTAAGGGATCTAGCAACTAATGCGTCAGCAAAACAATAAAATAAACTGCAAGCAAATTAAATTCATTCAGCAGAAAAAGAAACAAAAGCTTTTTTAAAGGAAAAATATAATTAAGGATTCTTAAATGTTTATAGTTTAGTAAGACTTTCAAAAACCAAG 
CC-X017 chr9 33052251 + 6 chr9 6889087 - 0 ITX 9p21.1L1MD2|LINE|L1|+|321SMU1 IC10 IVS10 NM_018225.2 9p24.1AluYa5|SINE|Alu|-|306KDM4C IC6 IVS7 NM_015061.3 35 11 112 0 0.6726667 0.5 0.7044444 0.583333333 1 chr9 33052109 255 chr9 6888976 TGCTTAAAAATAAATAAATAAATAAAAAGAATGCATGTAAAAACTGGTTATATCTAAATAAGATCTGTAATAGAGTTAATAACTGTACCAATGTCAATTTCCTAGTTCTGATCATTGTATTATCATTATATAAGATGTTATCAGGCCGGGCGCGGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCGGGAGATCGAGGCCATCCCGGCTAAAACGGTGAAACCCCGTC 
CC-X017 chr9 33293155 + 4 chr9 33328632 + 4 DEL 9p13.3MIR|SINE|MIR|+|205NFX1 IC1 IVS1 NM_002504.4 9p13.3 . NFX1 C10 EX10 NM_002504.4 72 55 116 89 0.95 0.1176471 0.9226667 0.16 1 chr9 33293020 252 chr9 33328748 GGACAAATCCTGAATTGGGTGAGAGGTTACTCTATGACCTTTATGATCATTCCATTTTTCACTGTATGTTTCTATGGTACCCACTGCCCAAGCTCTGTTAGTGTAAGAGCGCAGTCTCTAATACACAAACTGAGTTCTTGCACATCAGTTATTTCCTGCAGATGCTCTTTCAGAACAAAGGTAAATCCTAAACAATGCTAGAGTTGTTGCCATCAATGTTTTCTTTAAAATGGTGATTATGGGAGGGGAGGA 
CC-X017 chr13 49036604 + 39 chr13 49012377 + 28 INS 13q14.2L1MB7|LINE|L1|-|566 RB1 IC20 IVS20 NM_000321.2 13q14.2MIRb|SINE|MIR|-|100RB1 IC17 IVS17 NM_000321.2 89 63 127 125 0.6547368 0.6052632 0.6330612 0.551020408 1 chr13 49036463 272 chr13 49012519 GTTGCTCAGGCTGGTCTTGAATGGTTGAGCTCAAGTAAGCCACCCACCTTGGCCTCCCAAAGTGCTAGGATTACAGGCATGAGCCACCATGCCCAGACTGCTCATTTTTTAATAGAGTTATTTGTCTTGTTATTATTGAACTTAGTTGTCAAAACAGCCCTATAGTAAGCATTATTTTTCTTATCTTATAGATTAGCTGCATGAAGTTTCCCCAGGGCCATATTATTTTTTCTTCTCTTGCTTCTAAGCACACTATTCTTCTGCTTTTTACT 
CC-X017 chr13 100990248 + 2 chr13 100993800 + 3 DEL 13q32.3 . PCCA IC17 IVS17 NM_000282.3 13q32.3MER3|DNA|hAT-Charlie|-|202PCCA IC18 IVS18 NM_000282.3 45 44 97 82 0.9579487 0.0769231 0.9324444 0.133333333 1 chr13 100990154 228 chr13 100993934 ACACACAACATTTTCATGTAAAATACTGTGTTTAAAGTGCTATGATAATTTGTCTTCCTGCACATGACACATTAAACTGGCTTCATGAACTACTAGCAGCTCCTGCACTGGGCAACTCTAAGAGGCTTTCCACCACAGCAGGTGTGTTTCCATCAAGTTCTGTTGGACAGCATTTGTCTGGAGGGATATGTGTGTAGGAGAGAATGTTGCTTTTGTTTTAAAACCTGA 
CC-X017 chr10 122242604 + 3 chr10 122245848 + 5 DEL 10q26.12MLT2A2|LTR|ERVL|+|509PPAPDC1A IC1 IVS1 NM_001030059.1 10q26.12 . PPAPDC1A IC1 IVS1 NM_001030059.1 28 21 130 62 0.88 0.1428571 0.8613333 0.6 1 chr10 122242482 253 chr10 122245988 CTGGGAAGGGCAGACCCACCCTCAATCTGGGTGGGCATCATCTAATCAGCTGCTAGTGTGGCTAGAATAAAGCAGACAGAAGAAAGTGGAAGGACTTGACTTGATGAGTCTTTCAGCCTTCATGTCTACTGTTCCCTAGATGAGGCAATACTAATTAGCTAGTATGAACATGGGCTCTGGAGTTACTCAGGTGTGGCTCTGAAATTTGGCTGCACTAATACTGTGTGGTCCCTGAAAGCCTCAGTTTGACCAG 
CC-X017 chr5 24581255 + 6 chr5 24676496 + 3 DEL 5p14.2 L2a|LINE|L2|+|489 CDH10 IC1 IVS2 NM_006727.3 5p14.1 . . . . . 22 16 109 49 0.7577778 0.3333333 0.8504762 0.285714286 1 chr5 24581124 268 chr5 24676632 GATCCTTAATTTGATCACATTTGCATAGTCTCTTCAGACATTTGAAGTGACATGCTCACAGTTGTGAGGATTAGGGTGTGGCCATCCTTGGGGGCCATTATTTAGTCTACCACACCCTAGGGATTCTGGGCAGTTATTATTAGTTTTAGAATAATTTTAAATTAGTTTCATATTCTGAAGGACATGTAGATCTATTTGAAATGTTATATATTCCCTTTCAATAAATTCGATTATTTAATCAAAAGATAGCCATAAAACTTTTTCTTAG 
CC-X018 chrX 113660445 + 2 chr7 91330208 + 4 CTX Xq23 . . . . . 7q21.2L1PA10|LINE|L1|+|1427 . . . . 66 34 98 86 0.8955556 0.2666667 0.9469565 0.086956522 1 chrX 113660359 220 chr7 91330341 CATCAGTATTGAAAATGTAAGATGAGGATGAGCAGAAGAGCACAAACTGAAAACGAGGCTGGGGCAAATCTTCCATACAACCAAAGATATGGAAAGGAAAACTGGTACTAACCACTGCAAAAACACACCAAAATATAAAGGCCAATGACACTATGAAGAAACTGCATCAACTAGTGTGCAAAATAACCAGCTAGCATTATGATGACAGGATCAAATTCAT 
CC-X018 chr7 106719865 + 6 chrX 108546831 - 0 CTX 7q22.3 . PRKAR2B IC2 IVS2 NM_002736.2 Xq22.3 . . . . . 24 45 106 0 0.624 0.8 0.9113889 0.25 1 chr7 106719723 249 chrX 108546726 TGCTATAATTGTATCTAAACACTGTTTTACTCTCTGTACTTATCTTATTGCAGATTGCCATGGCTTAGGTGATACAACCGTGGTGTGTGCTACATGAGATAAGAAACTTCTCACAAAAAGCTTTTATAAAGGAAGATTGCACACTATTCATGTGACTTGTGTAAAGAGTCAGCATATGGGAATTCTCCAAAGCAAGGCCTTGAGTTCAGCCTTAATTCTGCACCTGGAAGGCTGCTGCCTCTGACTCCC 
CC-X018 chr20 14578570 + 4 chr1 76088543 + 3 CTX 20p12.1 . MACROD2 IC4 IVS4 NM_080676.5 1p31.1 . . . . . 39 31 72 46 0.9630769 0.0769231 0.9457143 0.285714286 1 chr20 14578428 264 chr1 76088661 TTCAGATTTCCAAAATATTAATAAAAAATAGAGTTGTTTGCAATAATTAAACAATATATATTGACATGAACATAGATTCAAAAATTTGTATCTTTAAAATTTATACTTTGGTGCTGTTGATTGAACTTCTCATTATACTCAGTCCTTGGTCCTTGGCTCAGTTTACCAACTCATTCCCTAATATATGAGTGAATCATTTGCATAAAAAACGAATGGCATACCAATTAACTAAATGCTTCTGAGATATTTTTGACAATGAACCAA 
CC-X018 chr14 44986719 + 4 chr14 45008313 + 3 DEL 14q21.2L1M3f|LINE|L1|-|5329 . . . . 14q21.2L1PREC2|LINE|L1|+|2766. . . . 22 29 88 112 0.8553377 0.3 0.7866667 0.375 1 chr14 44986598 265 chr14 45008457 TGATTTCTGTTTCAGATTGTCCATTACTGGCATGTAAAAATGTGGCTGAATTTTATATATTTATTTTGTTTCTGCAACTTTACTGAATTTATCAGTTTAAACAGTTTTTTGGTGGAGTCTTTGAATCAGGAAGAAATTGAAATGCTGAACAGACCAATATCGAGTTCCAAAATTGAATCAGTAATTTAAAAACCTATCAATGAAAACAAGCCCTGGACCAGATGGATTCACAGCTGAATTCTACCAGACATACAAAAAAGAGCTA 
CC-X018 chr14 70152483 + 4 chr14 70152304 + 2 INS 14q24.1 . KIAA0247 IC1 IVS2 NM_014734.3 14q24.1 . KIAA0247 IC1 IVS2 NM_014734.3 54 43 43 29 0.8782609 0.2173913 0.9962963 0.166666667 30 chr14 70152304 251 chr14 70152348 GTGGTGGGGGAGTGAGAGGGTAGAAGTAGTGAGTACCAGAGATTTTGGAGCCTCGATACTTTCCTCATTTGTATGTGGACCTACCTAAGAATATATTTTCTCTAGGTTCACCAAAGTGATTCCGGGCCTTTAGGGCCAGGAGAGTAAAGGGTCAAGAAATCTTAAATTTGCTAAACCCGTGGTGGGGGAGTGAGAGGGTAGAAGTAGTGAGTACCAGAGATTTTGGAGCCTCGATACTTTCCTCATTTGTAT 
CC-X018 chr14 86193806 + 3 chr14 86195001 + 1 DEL 14q31.3 . . . . . 14q31.3 . . . . . 36 23 114 98 0.9366667 0.1666667 0.9406061 0.090909091 1 chr14 86193666 255 chr14 86195115 AAGCAGGTTTGGGGAGAATTTAGGAAAATTAATAAGGGGCTGGTAAGAGGCCTTAGAGGGAAAAAGACTAAAATTCAAGGGTTCTGGAAAGAGGTAGCTGTAAGCTCAAGAGCTCCATAAAGGATTCAGTTAGATGGCAGTTGTTGTTTAAGTGTCCAGCGAGTGGTGCTGGCATTCACTGCTGAAAGAGAACTGTACATAACAAAAAAGCCTAGACAAGATGAAGGTCAGACCATAGCTTAGAAATGGGACAGT 
CC-X018 chr19 38125141 + 3 chr19 38125260 + 3 DEL 19q13.12L1MC5|LINE|L1|-|822ZFP30 3U1E EX6E NM_014898.2 19q13.12L1MC5|LINE|L1|-|822ZFP30 3U1E EX6E NM_014898.2 40 25 118 73 0.9062963 0.1666667 0.8133333 0.4 1 chr19 38125007 271 chr19 38125401 GAGTTCCACCTTATTTCTTAAAATGCCATTTTATTGGTTGGGAAACCAGGTGATTCCTCTTGTAGAATTACCCTTATTTTAGATTTAATTGCTCCTTTTTGTGTCATGTAATTTACTCTTCCATTCCTTTGAAGTTGAGATGATGAGTGGGTTCAGACGTTGTCAGTCTCATCTATTCACTATAAAGTTCACAACCTTCACTGAATGGTGTCAACCTGTACAGAGAATCATGCCTAGATCCATTATTTCATTATGTGTTACACAATAGTTT 
CC-X018 chr1 200522754 + 4 chr1 200893655 + 1 DEL 1q32.1 . KIF14 C29E EX30E NM_014875.2 1q32.1L1ME1|LINE|L1|-|249 . . . . 51 34 122 48 0.8740741 0.2222222 1 0 1 chr1 200522613 264 chr1 200893778 TTACTGCCGTCAATCCCGCTTGATTTAGATTGTTGGTGTTGTTCTTTGGTATTTTGATTATAAGTTTCCCAGGGTTTCAACAAATCAGGGCTTTCTTCAGATTCAAAACAAAAGAGGAGAGACTTAGCTAGAGATTCTAGTTTGCCTTTTCTAAAATGTCATCTAGGTGCAGTGGTTCATGCCTATAGTCCCAGCACTTCGGGAGGGCGAGGTAGGGGGATCACCTAAGCCAAGGAGTTTGAGACCAGCCTGGGCAACATATGA 
CC-X018 chr17 3299840 - 4 chr17 3264603 + 7 ITX 17p13.3AluSx|SINE|Alu|+|282 . . . . 17p13.3L1PA5|LINE|L1|-|2984 . . . . 30 45 118 100 0.8666667 0.3333333 0.8773333 0.3 1 chr17 3299975 278 chr17 3264745 TCCTGGGTTCAAGCAATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGCAAATGCCACCACGTCGGGCTAATTTTTATATTTTTAGAGATGGGGTTTCACCATGTTGGCCAGGCAGGTCTTGAACTCCTTTGGGCTGACATGATGGGGTTTTCTAGATATACAATCATGTCATCTGCAAACAGGGACAATTTGATTTCCTCTTTTCCTAACTGAATGTGCTTTATTTCTTTCACTTACCTGATTGCCCTGGCCAGAACTTCCAACACTATG 
CC-X018 chr17 35742855 + 5 chr17 35860212 + 4 DEL 17q12 . C17orf78 IC3 IVS3 NM_173625.3 17q12 . DUSP14 I5U2 IVS1 NM_007026.2 45 30 115 82 0.867037 0.1666667 0.928 0.133333333 1 chr17 35742717 279 chr17 35860352 CTATGTTAGTTAAAAGTCCCATGGGCATTTAATCCATATCTCTTATTAGTGTCTCTATCCTCATTTACTCTTGGCATTATTTTGTGCTCACACCCTAAACCTATGGACAGACAGGTTAATGGGACCACAATTGGAAGTTCAGCTGTTTACCTCACCCTGCTCGGAAACTCTAGCGTGGTAATTATAGGTGCCTTTGATTTGTAAAGAAAAATGGGAAATTAATTTATTAGTACATTATAAGTGAAGTTAATTTGGTATAAAATCACTAAAGGATGTGGA 
CC-X018 chr16 78910108 + 3 chr16 79129986 + 5 DEL 16q23.1 . WWOX IC8 IVS8 NM_016373.2 16q23.1AluSz|SINE|Alu|-|307WWOX IC8 IVS8 NM_016373.2 23 12 116 93 0.8169737 0.8181818 0.5496296 0.777777778 1 chr16 78909983 254 chr16 79130113 GCTGAGGAACTCTAGATATTTCAACTAGTTTACATGACTTTCTTACCTACGCTACCTTATAATCCTTTTATAAATTTTGCTTTACGTTTTAACAACGGAAAACACTTAAGGTTTTTTTCCTTTCTTAACTCCTGACCTCAACTGATCCGCCTGCCTCGGTCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACAGAGCCTGACCACAGTCCTTTCTTTTAAGGGCCTCCTGGCACCCAGCCATGTTGGGACCC 
CC-X018 chr3 20200893 + 0 chr3 20200975 + 6 DEL 3p24.3MIR|SINE|MIR|-|263 . . . . 3p24.3MIR|SINE|MIR|-|263;trf . . . . 31 35 0 56 0.9688889 0.25 0.93065 0.333333333 1 chr3 20200838 199 chr3 20201118 AATCTGTGGATGCTGCATAGATTCCCATAACCAAGTAATTTCCTCAGGAATCTACCACTTATCGAGCACTTAGTAAGTGTTAAGCACTCTTCTAAGCATTTTATATGTACTAACTCATTGAATCCTTACAAAATTCAATGAAAATACTGAGATACAGAGAGGGAATTTTCCCAAAAAGGCAAATGCAGGGATTCTGGATC 
CC-X018 chr7 143746887 - 0 chr3 130274140 + 6 CTX 7q35 . OR2A5 PROM . NM_012365.1 3q22.1L1PA13|LINE|L1|-|4711COL6A6 PROM . NM_001102608.1 33 49 0 90 0.8987879 0.2272727 1 0 1 chr7 143746976 205 chr3 130274254 AAAGCATGAATTAGGAAATGAGGTTTACAAATGCAATTTCAAAGAGGTTTCCTTCCCTGTGTTTACTAGTTTTAGGGAAAATAAAGCTTGCAGGAGTCACTGGGTGCCAGGAACAAGACCTGGTGTGTGGTAGTCCCATGCGTGGTTCCCAGCTTCCTCCCTCTTCAGCCCCAGATCTGTGTCCTCCCTCTGTCCATTCTCCATG 
CC-X018 chr3 176100482 + 5 chr3 176100937 + 1 DEL 3q26.32 . . . . . 3q26.32MIR|SINE|MIR|-|225 . . . . 51 53 100 122 0.968254 0.047619 0.8123077 0.230769231 1 chr3 176100356 227 chr3 176101038 GCTGCTACCAACATTCCAAAACCCTCTTTACCTCAAACAATGTTAAAGATGGTATTTGTTTAATATTGGAAAAGGATTATGCCACAACCACTTAATCAAAATCTTGTTTAGTGTCAGTATCTATTCAGAAAACTTTAATGACTTACGCAAAGGCACACAGCTATCTGGGACTAAAATAAGAGCTTTTGCCTCTTATGCTCATGACACCAATAACTTAGCCTCTTGCC 
CC-X018 chr3 187809193 + 9 chr3 187810339 + 3 DEL 3q27.3 . . . . . 3q27.3 . . . . . 51 48 124 113 0.8647222 0.25 0.9295238 0.095238095 1 chr3 187809049 269 chr3 187810465 GAAGCTGAATTTGGGTGCAGCCCCTCCTGCTGGGAAAAGCAGAGGTCTTTGATCCCAAAGAGGCAACTGTCCAGGCCACCAAGAATGAGTTCCCAGGGACATTTCTAGGTAATCATGCCTTTTGCACCAGAGTGGGACTCTGAAACAAGGAAACTGAGACACTATCAGCAGAATAAGAAATTTTATCTTAAGTAGCAAATAAATTAGCAAAGAAAAGTTCCATTTTAGTTTATCTCACTGTGTTGCTCAGAAGCTTCTGTGCTTCTGGA 
CC-X018 chr3 195479382 + 11 chr3 195363739 + 9 INS 3q29 . MUC4 IC20 IVS20 NM_018406.6 3q29 dup . . . . 61 35 116 128 0.7004793 0.6428571 0.7765517 0.379310345 1 chr3 195479236 282 chr3 195363880 GCACTGACCGAGGCGTTGACTTCTGCCATGGAGGCATTTTCCTCTTCACTGAGCAAGAGCTGGATGACTCTTAAGGGAAGTTCTGGAGATGGGAGAAGCAAATGTATCATCACCCCACGGTTTACCCAGACTTACCCAAAAAGTCTGGGTCCTTGGCGTGTTGTGAGCTCCCTGGAGTTACGTTCTTGCCAGTTTCAGCTCAATTGATCCCCCTCCCCTGAGCTATCATTGGATACATTTTACTTCATTGAACACCTGACTGCTGCTTTTTCTGTAATCCCT 
CC-X018 chr12 115295730 + 4 chr12 115300640 + 2 DEL 12q24.21MER58B|DNA|hAT-Charlie|+|264. . . . 12q24.21MLT1G3|LTR|ERVL-MaLR|-|330. . . . 31 27 101 91 0.854359 0.2307692 0.8915152 0.181818182 1 chr12 115295608 224 chr12 115300744 GGGCATTTAGATTGATTCCATGTTTTTGCTATTGTGACTAGTGTTGCCGTGAACATAACATGTGCATGTGTCCTTATGGGGTTTTTACCTTTTTAAATACTTGGAAAAAATAATCGAAGGGAACTGGCAATATTGCTGTGACTGCTTTTGGAAAGATCCAGTGTGCCACAGTTAATATACATGCAACTCTTTGTAGCTGGCACACAGGAAGTAGATATGATTGC 
CC-X018 chr12 122844241 + 3 chr12 122850946 + 5 DEL 12q24.31 . CLIP1 IC4 IVS5 NM_002956.2 12q24.31AluJr|SINE|Alu|+|162CLIP1 IC2 IVS3 NM_002956.2 37 30 97 130 0.9090196 0.2941176 0.8449123 0.368421053 1 chr12 122844105 259 chr12 122851074 ATTTCATTGTTCTTGTCATGCTTTTCTCATAAAAGTAATTTTTCTGTTGAAGATGCAGGCTTCCTCTTTATGCGCAAATGGAAATGCTCTGAGCAGTACTTATTCTACCTGAACATAGAGGAAGGAAGCCTCGCTGGAGTCCCCAAGGCTGCAGTGAGCCATGATCACACCACTGCACTACAGCCTGGGCAATAGAACAAGAAACTGTTTCAAAAAATAATAATTGACTCTTGCTATTTTCCACAGTGAGGCTCTCTGT 
CC-X018 chrX 32339372 + 2 chrX 32341075 + 5 DEL Xp21.1 . DMD IC41 IVS41 NM_004006.2 Xp21.1 . DMD IC41 IVS41 NM_004006.2 32 52 89 123 0.8783333 0.25 0.9324444 0.266666667 1 chrX 32339248 252 chrX 32341203 ATGCACATGTATGTATGTACGTGTCTGTGCAAATACAGACACACAAAATAGAAATGTTGAGAATGGGTAAATCACATCGTAGATATGTTTTCTGTTTCACTTTGAACTGAGTCCATGCAACGTCATTTCTCATGTGTTCCAACCAAATTAAAACTGAAGTACAGTTGGCCCTCTGTATCCATGGGTTCCACATTTGTGGATTTAACCAGTCATCGATCGAACACATTTGCAAAAATACATGGATGGCTGTGT 
CC-X018 chrX 108546821 - 3 chrX 108545115 + 3 ITX Xq22.3 . . . . . Xq22.3 . . . . . 47 46 75 97 0.9214815 0.2222222 0.8987302 0.285714286 1 chrX 108546947 267 chrX 108545257 TGCACAAGCCCTGACTGTCCACTCTGTAGTGTGAATAATTAGAATGTTTTTTCTTTCTGAGGCAAATGGTGTTCATGCTGGAGAGGTATACTGAGAACAGCCACGTCTCTGAGGAACTATTCATGTGCTTCCTCTAAAGGTGGTTGATCACATCTTGATAGTACTGTAACAAGAGAAAGGTATCTGTTGGTATTTTGCCTATGTTAGATTCCAAAATAGAAGGCAAGGCCCCAGCTTGCCCTCCTAGAATAAGGTCAGGATACAGTT 
CC-X018 chr2 34041612 + 5 chr2 136610377 - 3 ITX 2p22.3MSTD|LTR|ERVL-MaLR|-|366. . . . 2q21.3 . MCM6 C12 EX12 NM_005915.5 35 24 65 54 0.922 0.2 0.9027778 0.166666667 1 chr2 34041478 250 chr2 136610261 TCACAGTTGTGGAGTCTAGGAGGTCCAAGATCAAAAGGGCACATTTGGTGAGGGCCTTCTGCTGTGTCATAGCATACTCGAAGGCATCCACATGGTGAGAAACAGTGTGCACCAGACAAAGAGAAGAAATTGGGCAAGACAGTTTAAACCCAAGGTAACCTACCCTTTTGTACTGGGATAAGGTATAATGGGTATATTAAAGTGGAATTTAAGTAAGTGTGTTATATGGAAATTAACTGAACCTGTCATC 
CC-X018 chr2 46349333 + 4 chr6 78954977 - 2 CTX 2p21 . PRKCE IC11 IVS11 NM_005400.2 6q14.1 . . . . . 42 39 88 120 0.8311111 0.4444444 0.9466667 0.066666667 1 chr2 46349200 271 chr6 78954836 ACACCTATGTAACCCAAACGAAGATACAGCATATTCCCAGCACGAGGCAGGCTTCCTTAGGCTCCTTCCAGTCAGTGCTCCCCACTGCCCGGAGAGGTAGCCACCATTCTGCCAATAGGTTAGTTTTGTATTTACAAAAAGCATAAATTGTTAAATTAAATTCAAAGGAGAGTGTGTCTCATTAATAAGGATTGTGGTGGTATTTGGAAAATGGCATTGGTGGCAGAATACGGTTAGAGGAAAACCTTAGCAAATACAAGAAAACAAACAAAAA 
CC-X018 chr2 141644700 + 2 chr2 142008264 + 5 DEL 2q22.1 . LRP1B IC23 IVS23 NM_018557.2 2q22.1MER21B|LTR|ERVL|+|753LRP1B IC4 IVS4 NM_018557.2 37 36 109 123 0.8162319 0.2608696 0.8496296 0.222222222 1 chr2 141644576 234 chr2 142008374 GTATCTGAAAGTTACTAAAATTATGTTATTTCAAAAATGTATCAACCCTAAACTAATTACTGTGAGACATACTGATGTATATTGTTGTGATCACTTAGATATTGCAGTTATTTATTGCACAGTATCTGGTACCTGAGTCTTGCAGTACTAGGTCCTTAACCCATGCAGTCTACGCTACCTCTGGATAATGTCAGAATTGGGTTGAATTGAACTGTTGGACACCCAGTTAGTATT 
CC-X018 chr22 39841445 + 1 chr2 194547478 + 6 CTX 22q13.1 . . . . . 2q32.3L1PB4|LINE|L1|-|1991 . . . . 24 47 115 121 0.8638095 0.2857143 0.9148148 0.111111111 1 chr22 39841326 248 chr2 194547604 CCAGGGCCCTGAATCCTCCTAGGAGCTGGAGGGTTGGCCCTGTGAGGAAGGAGTGACTTTCATCCCGACCTGATTTAGAAACAGTCTCTCTCCTGCCAGCTGCAGTCAGTGGGGGCTACGCGGGCCGTGTGATCATTTTAATGATACTGATTCTTCTGATTTATGAGCACAGGATATTTTTCCATTTGTTTTATTATCTATGATTTCTTTCATCAGTGTTTTTTAGTTCTCCTTGTAGAGACCTTTAA 
CC-X018 chr2 203093908 + 3 chr2 203096253 - 1 ITX 2q33.1AluSx|SINE|Alu|-|265SUMO1 IC1 IVS1 NM_003352.4 2q33.1AluSx1|SINE|Alu|+|290SUMO1 IC1 IVS1 NM_003352.4 37 22 93 99 0.897971 0.173913 0.8874025 0.333333333 1 chr2 203093780 222 chr2 203096130 CCACCACACCCAGCTAAATTTTGTATTTTTTCATAGAGACAGGGTTTCACCATGTTGCCCAGGCTGGTCTCGAACTCTGGTGCTCAGGCAATCCGCCTGCCTCGGCCTCCCAAGTGCTGGGATTACAGGCACCTGCAATCATGCTCAACTAATTTTTGATCTTTGTAGAGATGGGATTTCACCATGTTGGCTAGGCTGGTCCTGAACTCTTGACCTCAGGTG 
CC-X018 chr9 12719627 + 1 chr9 13312648 + 4 DEL 9p23 . . . . . 9p23LTR40c|LTR|ERVL|+|385. . . . 26 37 63 98 0.7918519 0.2777778 0.958 0.2 1 chr9 12719526 213 chr9 13312762 AAAAAAAAAAAAAAGCATTGTAAATAAGCCCCAGCCATGAGAGTTTTATCTATCTACAAGCGGCTGTAAGAACCACTGGAAATAAATGATACCTAAAGCAGTCAGCATCCAGGTAAGAGTAACTTAGTAGCTTGTAAGTTAGGTAAAATCAGACTCCAGACTGAGCTTGTGGGAAATCAAGTTATAGCTATATGTGATCAGGTATGAAAGTTC 
CC-X018 chr13 57179651 + 10 chr13 57180371 + 5 DEL 13q21.1 . . . . . 13q21.1L1MD|LINE|L1|+|226 . . . . 42 30 91 81 0.8849231 0.32 0.9423529 0.117647059 1 chr13 57179511 303 chr13 57180494 TCATGTTCTATTTGCTAGGGGTAAGTCATTTGATTCAACACACTCTCTGGGAGAGCAGATTATACAACAGCAAGGATAGGAATAGAGGATGTAAACAGAAATATAAATTAAATAAATATATAAGTAAATATTGAGCTGTGTGTTTCCTAATGAAGGGCCTCATATTTACTTCCAGGTTTTAGACTCTGGGTCATTTATAAAATGGCATACAATAATATTTATAACATGGGCATACATATGTATGCACCTTGGAGTTACTTAGCAAAGGAAGAATGCAGATTACCTAGGCTAACTTGTTAATTT 
CC-X018 chr10 54419921 + 2 chr10 54517517 + 4 DEL 10q21.1L1MA10|LINE|L1|-|1029 . . . . 10q21.1 L2|LINE|L2|-|876 . . . . 33 42 99 112 0.8592593 0.2222222 0.9220513 0.153846154 1 chr10 54419811 210 chr10 54517614 CACCAATCTACATTTTCACCAATAATGTACAAGAGTTGCCTTTTCTCCACACCCTCACCAACACTTGTTATCTCTTGCCATTTTGATAATAACTATCCTAACAGGTATAAGTTGGTTCCAGAAGGAAACGAGGTGAAGAGAACAAAATTACCCCCACAGATTTATCTGTGCATTTGAATTTCCAAAAAAGTGTACCAGAAAGTTCATCAT 
CC-X018 chr10 76827494 + 3 chr10 76812108 + 3 INS 10q22.2 . . . . . 10q22.2AluY|SINE|Alu|-|306DUPD1 IC1 IVS1 NM_001003892.1 24 25 81 39 0.7477263 0.8571429 0.9509091 0.272727273 1 chr10 76827349 282 chr10 76812244 CCGTGTATGCCCCTGTGTAGGGTTGGGCTGGGCCAGGCCAGCATGGGAGGGGATCGGAAAGGGGTGTGCTGAGCTAAGCCAGGGAGGTCTCTGCCTTCTAGAGGTTTTTAGCTGAGTAGAACAATTTATAGTGTAAACATTTAAAAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAACCTCCGCCTCCCGGGTTCACGCCATTCTCCTACCTCGGCCTCCCGAGTAGCTGGGATTACAGGAGCCCGCCACCATGCCAGGCTAATTTTTTTGTATTT 
CC-X018 chr5 66789 + 3 chr11 80722336 + 1 CTX 5p15.33L1M2|LINE|L1|-|769 . . . . 11q14.1 . . . . . 32 39 44 91 0.9123999 0.5714286 0.9566667 0.142857143 1 chr5 66659 190 chr11 80722394 TTCATTCTTCTGCATGTTTTCCCAGCATCATTTATTGAAGAGACTGTCCTTGTCTTCTTGGCACCGTTGTTGAAATCAGTTAACTGTACATGCATGAGTTCATTTCTAGGCTCTCTGTTCAGTTCCACTGGATTGGGAAATAGAAGGTGAAAATAAAGCTGGCAGCTGTATAAAAGTAAGAATAGATAAT 
CC-X018 chr5 134242920 - 3 chr5 134242645 + 4 ITX 5q31.1 . PCBD2 IC1 IVS1 NM_032151.4 5q31.1 . PCBD2 IC1 IVS1 NM_032151.4 42 39 120 103 0.7903704 0.3888889 0.924 0.266666667 1 chr5 134243060 274 chr5 134242782 TCAGGAGGCTGAGGCAGGAGAATCGCTTGAACCCAGGAGGCAAAGTTGCAGTGCGCCAAGACCGCACCACTGCACTCCAGTCTGGGCAACAGAGCGAGACTCCGTCTCAAAAAAAAAGAAAGAATTCTGAAATTCTTGTTATGTAGATGAAGTGGCTCCATTTCCCAGTCCTGGGTGTGGTCCCTGCTGCTGGGCAGGTGTCTGTTGTGGGCATAAAGTGCATACCACTGATCTTAGCGGGGATGTGGATGGTCCAGCACTCAGAGAAAACAGC 
CC-X018 chr5 134242646 + 6 chr5 134244166 - 0 ITX 5q31.1 . PCBD2 IC1 IVS1 NM_032151.4 5q31.1AluSz|SINE|Alu|+|299PCBD2 IC1 IVS1 NM_032151.4 37 19 93 0 0.7903704 0.3888889 1 0 1 chr5 134242503 237 chr5 134244074 GTATCCCACAGCTAAAAGTAACAAAGTTAGGCCTTAGATCTAGTTTACTCTCTTCAAATCCTAGCCTACCCCCCATCCCCTGAAAAAATTAAGCCCACCACCAAGGGTTCTGCTGTGAATGTGCCCTCATGGGGGCCTTTGATGGCTAGGCTAGTTGCAAACTCCTGACCTCGAGGGATCCGCCCACCTTAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCACTGTGCCCAGC 
CC-X018 chr5 151077721 + 5 chr5 151973014 + 3 DEL 5q33.1AluSx|SINE|Alu|+|284 . . . . 5q33.1AT_rich|Low_complexity|Low_complexity|+|80;trf. . . . 31 30 115 120 0.9087179 0.1538462 0.9023529 0.235294118 1 chr5 151077581 262 chr5 151973144 AAAAACTGCCAGGTGCGGTGGCTCATGCCTGTAATCCCAGTACTTTGGGAGGCCAAGGCAGAGGGATCACCTAAGGTCAGGAGTTCAAGACCAGCCTGGCCAACATGGTGAAACCCCTTCTCTACTAAAAATATAAAAATATACATAATATATATTTTCAATTTAAACTTCTTTAAGTCACTTTAATGTGATCTGCTTGAAAATTGCCCTGATATCACAACAAATACATAGTGACAAGGAATGTGAGTAGTGCCCTCTAGAG 
CC-X019 chr7 75121764 + 4 chr7 158224938 + 1 DEL 7q11.23AluSq2|SINE|Alu|-|296;dupPOM121C PROM . NM_001099415.1 7q36.3 . PTPRN2 IC2 IVS2 NM_002847.3 31 47 50 46 0.9722222 0.0833333 0.948642 0.111111111 1 chr7 75121631 243 chr7 158225041 TCCTCTTTCAGTGTGTGCCTTTTCTATGAGCGAGAGACTCCTAGGAAAGCAGCAGCCCATTAGGAAAACGTGTGGGAACTCACTCGCAGGTTCTTTATTTTTTTTGAGATGGAGTTTTGCTCGTTGCCCAGACTAACCGCTCATGAGGAGCGGCGGGGCCTTGAGCCAGGGCGAAAGCACCGGGCGCTCCAGGATCCCAGGCTCCTTCCCTGAACAAGCATCCAAACCTCTCAAGCTAGGGCT 
CC-X019 chr7 75406362 + 9 chr7 75743370 - 1 ITX 7q11.23AluSq|SINE|Alu|+|302CCL26 I5U1 IVS1 NM_006072.4 7q11.23AluSq2|SINE|Alu|-|302;dup. . . . 34 15 109 35 0.6886667 0.5 1 0 1 chr7 75406216 272 chr7 75743257 ATAATCGAGCAATTCCACTCCTAGGCATGTACCCGTCAGAAACGTGTTCATGGCCAGGCGCGGTGGCTCACAACTGTAATCCCAGCACTTTGGGGGGCCGAAGTGGGTGGATCACCTGAGGTCAGGAGTTTGAGACCAGCCTGGCCATGTACAAGATACATGAACACTGGGAGGCGAAGGTTGCAGGTAGCCGAGATCGCGCCATTGCACCTCCAGCCTTGGCAACAGGAGCAAAAAAACTCTGTCTCAAAGAAAAAAAAAATGTGATACTG 
CC-X019 chr7 75788113 - 5 chr7 75724086 + 9 ITX 7q11.23(CAA)n|Simple_repeat|Simple_repeat|+|32;dup;trf. . . . 7q11.23LTR41|LTR|ERVL|-|549;dup. . . . 26 34 73 127 0.7595238 0.4285714 0.5897436 0.769230769 1 chr7 75788248 266 chr7 75724215 GTGTTTAAAAAGTAAGACTCTTGGATTCTTGTTGGACTCTTATCTCTGTTCTGAGTAATATATCTTTGTTATTGTTGACAAATATTCATTCACCATTAGGGTTATATTTAATTAAGTTTGAGTTATTTTATTTTTTTGTGCTGACAACATTTAATCATGTACCAGCTGACAGAGGAAGCATTTAAGGAACACACCTCTATGTTTGCAGATCAGGCAGTGAAGGGTGAATTTGGAACTGATGGGCACTCATTGGATGGATAGCTGGT 
CC-X019 chr7 82744826 + 8 chr7 126767375 - 8 ITX 7q21.11 . PCLO IC3 IVS3 NM_033026.5 7q31.33L1ME1|LINE|L1|+|1170GRM8 IC1 IVS2 NM_001127323.1 51 42 106 101 0.8128112 0.5652174 0.7955556 0.333333333 1 chr7 126767233 259 chr7 82744712 GTGTGTGGGGGGTATACACACACTCACATATGTACATATGTATGTACACTTATAAAATATAAATATATGCATCTACCACATAATCCAGCAATTCTACTACTAGGTATACTTACCCAAGAGATATAAAAACATATGTTCATACATATGCTATAATAAGGTTTTAACAGCTTATAAAAGTCATAGGTCAGTGAAGATTGTGGCATTTATCTTTTAAATCCTAAAATTAGACTTATATTATTTAGATTACTTTTTAGCCATG 
CC-X019 chr7 84335324 + 6 chr7 87447514 - 8 ITX 7q21.11AluJr|SINE|Alu|+|300 . . . . 7q21.12 . RUNDC3B IC11 IVS11 NM_138290.2 21 48 78 89 0.541547 1 0.9082353 0.176470588 1 chr7 87447371 283 chr7 84335181 ATAAATCCAATAGTAACTTGGATTCACTGTCATAATCCATAATGAGTATATTTTAAAAGCTAATTCATACTATGAATGAATTTATTTATGATGATTCTTCATCTAAAAGACATTTAGGATTTTATTCTAATTTTTAATTATAGGGTCTCACTCTCTCAGGCTGGAGTGCAGTGGCATGATCATGACTCACTACAGACTTGAACTCCTGGGCTCAAGTGATCCTGCCACCTCAGTCTCCTGGGTAGCTGGGATTACAGGTGTGAATCATCATGCTTGGGTAATT 



CC-X019 chr7 84352021 + 3 chr7 65941240 + 1 INS 7q21.11L1PA7|LINE|L1|+|3233 . . . . 7q11.21Tigger1|DNA|TcMar-Tigger|+|101;dup. . . . 27 37 47 24 0.9684848 0.0909091 0.9759259 0.055555556 1 chr7 84351902 244 chr7 65941365 GGAGGCAGTGCGTGAGCAGGCTACCCAGCCAGGGAAACTGTTTTTTCCATGGAACTATGCAACCCATGGATGAGAAGATGCCACTTGCAAACCCAAGCCACCAGGACCTAGCATCCCAACTCACTTTATTGCAGTGATGTGGAACCAAACCCGTAACATCTCCAAAGTATGCCTGTAATATTTTACAGCAGCCCTAGGGAAAAAAACATACCATCCAATAAGAATTGTTGTAAACTCTACAAAT 
CC-X019 chr7 124236426 + 5 chr7 84479918 + 7 INS 7q31.33 L2|LINE|L2|+|1253 . . . . 7q21.11MLT1E3|LTR|ERVL-MaLR|-|613. . . . 32 23 130 92 0.7066667 0.5555556 0.8182222 0.333333333 1 chr7 124236337 220 chr7 84480045 CTAAAAACTTTCCATTGATCCCACATAACCCTGCAATTATACTGTCTCAAGTCTCTTATGTTTAGAACAAAACTCCTTGCCTTTATTAGCAGTTATGTCAAATTCTTCTTATGCTTTGAATTTCTCTTTTGTCCACTTCTGCAACCAAATGGAGAAAACTCTTTGCGTGTAAAGGGCTTGCATGATTAGGTTAGACACACCTGGACAATTTCACTATCTT 
CC-X019 chr7 158282300 + 2 chr7 86404558 + 9 INS 7q36.3 . PTPRN2 IC2 IVS2 NM_002847.3 7q21.12L4|LINE|RTE|-|115GRM3 IC1 IVS2 NM_000840.2 13 44 115 128 0.8327273 0.4090909 0.6714286 0.428571429 1 chr7 158282175 273 chr7 86404702 AAGGACAGAGCAAAACAAAATCAGAAAGCAAGGGTTGGTGCGAGCGATGGGCGCCCAGAACCCGGGCAACCTCTTCTCCCCACCCACCGAGGCCGCAGCCCATGGCTCCGGGGTTCCATCCGCCTCATTGCTTCCTTCCAGGAAGGATTCAAGGTGACCTGTAATGACAAAAAGAGGAGAACAAATAAAAACACAAGTACTTAGGTAATTACTACCAATGAAATAAAATAGTTTCAAGTAGGCTCCATTTGTTTTAAAGCTCCAATCTTTATA 
CC-X019 chr7 110306563 - 6 chr7 86511924 + 7 ITX 7q31.1AluY|SINE|Alu|-|309IMMP2L IC4 IVS6 NM_001244606.1 7q21.12L2b|LINE|L2|+|113KIAA1324L IC21 IVS21 NM_001142749.2 49 48 121 130 0.8243137 0.2941176 0.7933333 0.263157895 2 chr7 110306706 301 chr7 86512054 CTCCCTGAAATGGCATAGAATATTGACACCCCAGGAGCACTGAGCACACCTAGTACTAAACCTTGGTTTCTAAATAATGGCCAGGCACGGTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCTGAGGCTGGTGGATCACGAGCCTCATATTTTTCAGGCTGCTCTTTGGACTTCCTAATGGCAGGAACTCTATATCTCATTCATTGTTTAATTCCTAAGATATGACCCAAGTCCTACCACTTGGTAGGTTGTCAATCAATGGTTATAAAAATCTATTGAAATACCACATTGGAGAAGG 
CC-X019 chr7 111539355 + 11 chr7 87191312 + 8 INS 7q31.1 . DOCK4 IC15 IVS15 NM_014705.3 7q21.12 . ABCB1 IC6 IVS8 NM_000927.4 64 44 99 111 0.7298413 0.4761905 0.777971 0.391304348 1 chr7 111539217 253 chr7 87191428 TAATGTATGAAGCTCTTGAGTCAATTCTGAAATATGCCATAGTTCCAGCAAAAGATAAAGTCCTCCTTCTCTGCCTGAACCTTGGGTAAAATACAACATCACTGTGGTAAATTCACCACAAATCTTTTGGCAAAGCCCCCCAAAATTACACAAAACCAATTTATTTTAAAAATTCTGATTAAATAGAATTATATTCTTTCAATAAAAAATTCATAGGCACTTGTGGACTCATTTATGTAAGTAACATTGATCT 
CC-X019 chr7 87447514 + 8 chr7 84335343 - 1 ITX 7q21.12 . RUNDC3B IC11 IVS11 NM_138290.2 7q21.11AluJr|SINE|Alu|+|300;trf . . . . 48 18 89 35 0.9082353 0.1764706 0.5808618 1 1 chr7 87447371 234 chr7 84335230 ATAAATCCAATAGTAACTTGGATTCACTGTCATAATCCATAATGAGTATATTTTAAAAGCTAATTCATACTATGAATGAATTTATTTATGATGATTCTTCATCTAAAAGACATTTAGGATTTTATTCTAATTTTTAATTATAGGGTCTCACTCTCTCAGGCTGGAGTGCAGTGGCATGATCATGACTCACTACAGACTTGAACTCCTGGGCTCAAGTGATCCTGCCACCTCAGT 
CC-X019 chr7 96760863 + 5 chr7 93045268 - 2 ITX 7q21.3 . ACN9 IC1 IVS1 NM_020186.2 7q21.3L1MA8|LINE|L1|+|618;L1MB1|LINE|L1|-|1313. . . . 60 49 123 61 0.9 0.173913 0.9823188 0.043478261 1 chr7 96760735 252 chr7 93045142 TTTCAGTAATGAGATGAGAATGGAAATTGCTGGGCTGTAACTGTTAAACTTTTTAAATAATCAGGCACATATTTGTTTTGTGTGTGATTTTTTGAAAGGTTTCTTTGGGCCTTAGTTGTCTCAAGAGGGTATAATTTCAATCCTCTGCGTGTGCATATCAAGTTTTTCCATCACTATTTGTTAAAGAGACTGTTCTTTCTGCATTGTGTGTTCTTGGCATCTTTGTCAAAATTAATTGGCCATAAATGAGTG 
CC-X019 chr7 98326627 - 1 chr7 98147866 + 5 ITX 7q22.1MLT1N2|LTR|ERVL-MaLR|+|121. . . . 7q22.1 . . . . . 53 28 68 118 0.6877778 0.5 0.983573 0.071428571 1 chr7 98326744 233 chr7 98147980 TGGCCTTCACGTCAACATTTTATATGGATTTACTCTTACAGTGGCTATGGCTCCTACCAGTGCCCAGATGGTCTCTGCTGACCCTACTTGTTTCAATCACAAGCTACCAATTTGAAGAACTTCCTCCCCCTTTCATCATTCCGTGTGGCTCCATTCATTTTCTTGTCTTCCAGAAACGCGCTGAAGTTTCTTATTCACCGGGTAAGAACTTTCTCCCCTTTCCTGTCTGCCTC 
CC-X019 chr7 98350685 + 2 chr7 98431961 + 16 DEL 7q22.1THE1B|LTR|ERVL-MaLR|-|154. . . . 7q22.1AluSz|SINE|Alu|-|312 . . . . 39 47 58 124 0.6714286 0.6428571 0.9207407 0.277777778 2 chr7 98350568 271 chr7 98432107 GAGACTCCAACTCAAAAAAACAATAAAAAACATCAGATCTCATGAGACATATTCACTACCAGTATGGTGGAAACCATCCCCATGATTCAATTATCTCCCAGCCGGTCCCTCCCACAACAACTTCCTCACTGCAACCTCCGCCTCCCGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGCATGCACCACCACACCTGGCTGATTTTTGTATTTTTAGTAGAGATGGGGTTTCTTCATGTTGGCCAGGCTGATC 
CC-X019 chr7 99034136 + 10 chr7 103743673 + 6 DEL 7q22.1AluSx|SINE|Alu|+|279ATP5J2-PTCD1 IC2 IVS2 NM_001198879.1 7q22.1 . . . . . 49 59 122 127 0.7242667 0.44 0.8758333 0.25 1 chr7 99034008 251 chr7 103743796 CAAGGTGGGTGGATCCCCTCAGGTCAGGAGTTCGAGACCAGCCTGACGTGGTGAACCCTATCTCTGCCAAAAATATAAAAATTAGCTGGGCGTGACAGCGTGCCCCTGTAATCCCAGCTACTTGGGAGGGATTCTACCTCAGAGCAATGGCTACCCATTGGCCTGCCCTCCAGCTCAGCAAATTGTTCTCTGGCCTTGTTACAGTAGGTAGCTAGTCAGGTATGAGCAGGGCAGGAGAGACGTGTTGGGAG 
CC-X019 chr7 138444128 - 7 chr7 100476461 + 3 ITX 7q34MER5A1|DNA|hAT-Charlie|+|69ATP6V0A4 IC6 IVS8 NM_020632.2 7q22.1AluJb|SINE|Alu|-|172SRRT IC1 IVS2 NM_015908.5 20 32 124 117 0.7572222 0.5 0.5693333 0.8 1 chr7 100476583 257 chr7 138444260 AAGAAAGAAAGAAAAGAAAGAAAAAGAAAGAAAGGAAGGAAAAGAAAAGAAAAGAAAGGAAAAGAAAAGAAAAGGAAGGAAGGAAGGAAGTAGGTTAGCTGGGTGTGATGGCATACACCTGTATGGTGACCTCTATGCTCGCGTGCACATTGAAGCTTGAGAAGCTGACCTCAATCAGTTCTCAGTTCTTTAAGACACAGCTGCCGCCTAGGATAGTACTAGTATAACTAAGTTCTAGAGAAAAGTATAGATATGTC 
CC-X019 chr7 108762181 + 6 chr7 155297529 - 6 ITX 7q31.1 . . . . . 7q36.3 . CNPY1 IC2 IVS3 NM_001103176.1 44 34 122 81 0.8044444 0.4 0.8616667 0.3125 1 chr7 155297412 282 chr7 108762046 CACACACACACAGTCACATCTTTAAGACACTGTTTAAACTCTGGAGTGTCTATCACAGCAAAGCTGTTGGGCAAGATCACAAGGAAAAGTATCGCCTTCACAAAGCAGAGTATGACTGGCCATTAGGAAGTCCCAGTCATATATAGGCAGGTAGCCTAGCCGGGTGATCCATTCTTCACCAGCACATCCGTGGAATGCTGGAAGCAAAACTGCCTCCTCTGCCCAGTTATGCCCCATTTTTTTTGATACTTAGTAATGCAGCTCATGTCTGTTTATAGCTAC 
CC-X019 chr7 113356549 + 1 chr7 111505258 + 3 INS 7q31.1 . . . . . 7q31.1 . DOCK4 IC22 IVS22 NM_014705.3 49 44 125 89 0.9040741 0.1666667 0.833913 0.304347826 1 chr7 113356498 220 chr7 111505388 TATTTGGTTCAGTCAAACGTCTCTTAATTTCTAAAAAAAGAAAAGAGGACAAACATATGTATATATATATGTATATATGTATATATATATCCATGAAATAGAAAGCTAAGAACCACTGCTGTACCAGGTGGGTTAGCCCTTAGTCCTTCCAGGACAGGGCTAACAAGAACAGTCATTAGCAAGTTGCATTTGGGGCAGGAGGACTAAATGAACCTACCCA 
CC-X019 chr7 113356550 + 2 chr7 111505258 + 3 INS 7q31.1 . . . . . 7q31.1 . DOCK4 IC22 IVS22 NM_014705.3 48 44 113 89 0.9040741 0.1666667 0.833913 0.304347826 1 chr7 113356409 309 chr7 111505388 GCAAGAGGCAAAGCAGTTGACACGGGAGCTTTAATCATAGGACTTGATTAGTGCTTTCAAGGTTCTTAGTGTTTTGTTTATAAACAGTATATTTGGTTCAGTCAAACGTCTCTTAATTTCTAAAAAAAGAAAAGAGGACAAACATATGTATATATATATGTATATATGTATATATATATCCATGAAATAGAAAGCTAAGAACCACTGCTGTACCAGGTGGGTTAGCCCTTAGTCCTTCCAGGACAGGGCTAACAAGAACAGTCATTAGCAAGTTGCATTTGGGGCAGGAGGACTAAATGAACCTACCCA 
CC-X019 chr7 115898571 - 11 chr7 112403846 + 3 ITX 7q31.2 . TES 3U1E EX7E NM_015641.3 7q31.1 . . . . . 47 51 96 111 0.8759259 0.2222222 0.7830956 0.461538462 1 chr7 112403986 273 chr7 115898692 TCATAAATTCAAAATTCTTTGGAAAAGATGCGTTTCAGAGTATTATTCTTATGACCAGTTATGCTTTAAAAAAATTAAAGTCTTAATTAAAATGCACTTATATTTAATGCATTAGTGGGTAGATTTTTGTTTTGAGTAAAACATATATATATATGATTTATATTGATTGCACTTGCCTGCCATGATTTAGATAAGATTTTTTTTGCATGGTTTTTATTCTTTCCTAATGGATCCTGTTTTATAATACTTCCAAGCCTGTCCATGGATATATCA 
CC-X019 chr7 112850684 + 8 chr7 116445514 + 7 DEL 7q31.1L1M2|LINE|L1|+|604 . . . . 7q31.2MIR|SINE|MIR|+|207 . . . . 49 38 129 124 0.7539683 0.3809524 0.7088 0.4 1 chr7 112850557 277 chr7 116445651 CAACTCAAAATAAGTTAAAGACTTAAATGTAAGACTGCTAGAAAAAACACAGGGAAAAGCTTTTTGACAATAATTGGGCAATAATGTTTTGGATATGACCCCAAAAGCACAGATAACAAAAACAAGAACCCTGATATATTTATCAGTAGTGCGATTTTGGACCAATTGCGTAACCCTCCTAAGCCTCAGTTTCTGAATCCATAAAGTAGAAATACTAACAGTGGCTTCCTCATAAGATTGTGCAAAGATTGAATGAGACAATGTGTGCAAAGCTCTC 
CC-X019 chr7 159035651 - 2 chr7 113352719 + 3 ITX 7q36.3AluY|SINE|Alu|-|310 . . . . 7q31.1(TA)n|Simple_repeat|Simple_repeat|+|108. . . . 23 32 74 118 0.8151515 0.3636364 0.9383333 0.125 1 chr7 159035772 253 chr7 113352853 AATGCACATTTAATTTTTTTGTTCATGTAAAAAATTAGGTTGTTTTGCCGGGCGCAGTGGCTCACGCCTGTAGTCCCAGCACTTTGGGAGGCCGAGGAGGGCGGATCACGAGGTCAGGAGATATAGATAGAGGCATAAATCTATCTGTATCTATATATACTGTATATCTATATATATACTATATATCTATATATCTATATATACTATATATCTATATATCTATATATATACTATATATCTATATATCTATACT 
CC-X019 chr7 115515661 + 5 chr7 115485231 + 5 INS 7q31.2MIR|SINE|MIR|+|168 . . . . 7q31.2ERV3-16A3_I-int|LTR|ERVL|-|760. . . . 40 45 103 104 0.8552381 0.4761905 0.9161905 0.214285714 1 chr7 115515522 263 chr7 115485352 GAGATCAATTTGGTTTTTTTTTTTTTTTTCCTTTTATCTATTCTATATGTTCAGGGAGTCCTAAATGCTGTTGGAAGATCTAGAGTCCTAAAAGGCTGTTTAATTTGTGGTTTACAGCACAGGTTATGGAGTTGAAGGGTGACTCTTTTCCAGACCTCCTTGATCTTGAACTTCCAATCTTTCTCCTTCCAGGTCCCTGAACAACCAGCCAAGACAGTAACTACAGCCTGTGGACATTTCATCCAGGCCACTTCATTTTTCCT 
CC-X019 chr7 115484900 + 7 chr7 117938511 - 7 ITX 7q31.2 L2a|LINE|L2|-|1133 . . . . 7q31.31L2b|LINE|L2|-|104 . . . . 51 45 106 113 0.8063492 0.4285714 0.8608333 0.3125 2 chr7 117938373 263 chr7 115484770 TGGAGGAAGCAAGATGGACCATTTTTGGCTGAGCAGAAAAATTTATTTAGCATCAACCATATGCCAGGCACTATACTGGGCCATGGAAAAACAATAATGAATGAGACTATGTCCCTTTGCTTAGAGAGCTTATTATCCAGACTTCTCATATTCTTTCTGTCCTTTAAATGTTGGAATGTCCCAGTGCTAAATCCTTGGCCCTCTTCTCTTTATGTATATTCACTCACTAGCGAATATTACATAAACCTATGGCTTTCAGTGAT 
CC-X019 chr7 115979160 + 7 chr7 116423314 + 4 DEL 7q31.2 . . . . . 7q31.2 . MET IC17 IVS18 NM_001127500.1 58 59 128 112 0.9058974 0.2307692 0.9304167 0.125 1 chr7 115979023 273 chr7 116423425 GGTATGAGCTTGATTGTTTCTAACTCATATTTCAAAATTACCAGATATAGCAATTCAGGGAAGAAGAAAAAGGTTTAAAGACTGTGACATTCAGACTGCTATATTCAATACAGAAAAGATATTTGGTGATATATATATATATATGTATATATGTATATATATATTCTATTTCAGCCACGGGTAATAATTTTTGTCCTTTCTGTAGGCTGGATGAAAAATTCACAGTCAAGGTTGCTGATTTTGGTCTTGCCAGAGACATGTATGATAAAGAAT 
CC-X019 chr7 115979153 + 1 chr7 116423314 + 4 DEL 7q31.2 . . . . . 7q31.2 . MET IC17 IVS18 NM_001127500.1 64 58 45 112 0.9304167 0.125 0.8748485 0.318181818 1 chr7 115979049 247 chr7 116423425 ATATTTCGAAATTACCAGATATAGCAATTCAGGGAAGAAGAAAAAGGTTTAAAGACTGTGACATTCAGACTGCTATATTCAATACAGAAAAGATATTTGGTGATATATATATATATATGTATATATGTATATATATATTCTATTTCAGCCACGGGTAATAATTTTTGTCCTTTCTGTAGGCTGGATGAAAAATTCACAGTCAAGGTTGCTGATTTTGGTCTTGCCAGAGACATGTATGATAAAGAAT 
CC-X019 chr7 116445501 + 4 chr7 116448149 - 2 ITX 7q31.2MIR|SINE|MIR|+|207 . . . . 7q31.2 . . . . . 36 33 107 68 0.6958389 0.4583333 0.9496296 0.222222222 1 chr7 116445365 266 chr7 116448025 GACTTAATCCAGTCATAATTCAGCGCCCAGAGAGCGGCTGGCAGGCCCACCCACCCCCCACTCTCACTCTCGATGTATTCATGATAGCACAGAGGTTAGCTGGACACACTTGGGAATCAGATATGCTAGGTCAGACTATATGTTAGTTTTTTATTCCTTTGGTATGCAGGAGCTCAGTTGTCTTTTTTTTAGAACCAGAGATTAATTATATTTGCATGGTGGGAGTTGGTGAGGAGGGAGAGGATTTAAAAAAAAAAAAGGAAGAA 
CC-X019 chr7 140318171 + 8 chr7 118077134 + 5 INS 7q34 . . . . . 7q31.31LTR9|LTR|ERV1|-|628 . . . . 48 61 99 124 0.8830303 0.1818182 0.8705882 0.352941176 1 chr7 140318028 263 chr7 118077255 TAAAATATGGTTTAATAGTCTGAATTCAGATAAATGTATTTTTTGAATAAAAAAGTACACTTCCTTTTGTTTCTTTTGTGTATTACAGATCGCCAAACAGGGAAGAGTCAGGTTCCAACTTATTTCAACTTTCAAATATGTAAATGATTTTTTAAGCTGCTTTTTGTTAAAAGGGAAATTCTGCTGAGACTCTTTTACCTTCACTATCTGCCTAAATAATTTCTTTCTATCTCCTGTATCAATTGCATTGAGCAAGTGCTGAC 
CC-X019 chr7 118111657 + 6 chr7 87674483 + 0 INS 7q31.31 . . . . . 7q21.12AluSq2|SINE|Alu|-|293;trfADAM22 IC3 IVS3 NM_021723.3 53 27 121 0 0.7575 0.5 1 0 1 chr7 118111519 260 chr7 87674603 AGTTTCTCATCTTACTTGAGAAAAAAACAAATGCTGGCTTTCATCAGATTTAAGCAGAAAAAGGGGAGTCCACTGAATCTATAGTTTATCCATTTTTTGCAACAGAAATTTAATTTATAAAGTTTTAATAGGCCAGATGCCACCACACCGGGCTAATTTTTGTATTTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCTCAAACTCCTGACTTCAGGCAATCTGTCCACCTCAGTCTCCCAAAATGCTGGG 
CC-X019 chr7 119237623 + 11 chr7 146773337 + 1 DEL 7q31.31L1P4a|LINE|L1|-|635 . . . . 7q35L1PA5|LINE|L1|-|922CNTNAP2 IC4 IVS4 NM_014141.5 62 25 110 87 0.8607407 0.2962963 0.8321569 0.294117647 1 chr7 119237482 252 chr7 146773401 TAAGGCTAGTCTAGTAGAAATGATTTCCTTTTGCACTTGCTTCTCTGAGAAGAAGTTCGTTTCTTCTTCACTTATAACATTTAATTTGGCAGGATATGAAATTCTTGGTTGGAATTTCTTTACTTTAAGGATAAACATAATATATATAATATGTTTATACTCTCAACGTTTATGACAGAGGCTATTTACAACAGTGTAAAAGTGTTCCTATTTCTCCACATCCTCTCCAGCACCGGTTGTTTCCTGACTTGT 
CC-X019 chr7 119237623 + 11 chr7 146773338 + 6 DEL 7q31.31L1P4a|LINE|L1|-|635 . . . . 7q35L1PA5|LINE|L1|-|922CNTNAP2 IC4 IVS4 NM_014141.5 62 31 110 98 0.8607407 0.2962963 0.8321569 0.294117647 1 chr7 119237482 320 chr7 146773469 TAAGGCTAGTCTAGTAGAAATGATTTCCTTTTGCACTTGCTTCTCTGAGAAGAAGTTCGTTTCTTCTTCACTTATAACATTTAATTTGGCAGGATATGAAATTCTTGGTTGGAATTTCTTTACTTTAAGGATAAACATAATATATATAATATGTTTATACTCTCAACGTTTATGACAGAGGCTATTTACAACAGTGTAAAAGTGTTCCTATTTCTCCACATCCTCTCCAGCACCGGTTGTTTCCTGACTTGTTAATGAACACCATTCTAACTGGTGTGAGATGGTATCTCATTGTGGTTTTGATTTGCATTTCCCCGATG 
CC-X019 chr7 124037647 + 3 chr7 121946272 + 3 INS 7q31.33L2a|LINE|L2|-|1645 . . . . 7q31.32 . FEZF1-AS1 R3 EX3 NR_036484.1 36 33 52 80 0.8286275 0.2941176 0.9728889 0.133333333 1 chr7 124037508 304 chr7 121946402 ATTTTCAAAGGAACTGAGAAGAAGAGCCAATGAGAAAGGGAACTTCTTTTTTTTCACAGTGAGTGCTTGTGAACTTTAAAGGAATGTGTGATGAGGAGACTTTTTTTTAAAATAACTGGAATTATATCTTTCTTTTCTAAAAAAGAAAATTAGCCAGGCTAATTTAGTAGAGATGAAGTGAGTGGCCGACCGCAGCAGCTCAAGGTGCCATCTGCCTGGTGAGTTAACCCCACGTGGCTGTGAGACAGGTGGTGGCGGGTGTCAGGTATTGGGCCAAGTGTAGTGGGGGCGTCCTTCTGCTAGA 
CC-X019 chr7 144227460 + 7 chr7 124450620 + 3 INS 7q35 . TPK1 IC7 IVS8 NM_022445.3 7q31.33 . . . . . 39 37 105 122 0.8880952 0.2857143 0.8116667 0.3125 1 chr7 144227325 270 chr7 124450755 CTTGTATTATATCAGAGTGTAGGTATATGCGGGTGTGGAAGGGGGAGGAGTAAGAGTGATAGCCATGTAAGTAGTCCACCAGCAGTTTAATGGTGTATGTGTGCTCAGAGAAGTCATTGATAATAAGGACCTTTAGCATTAAAGAAAAATCTATTGGAGGTCACCAGTTTAGACTGAGCTCTTGCGCTAGGCCCAATAGACCAAAACAAAATGGAGTTACTCATTGCAAAAATTCCAAGCTACCAGGTGGAAACGACTTTATCTGACCTT 
CC-X019 chr7 133816014 + 5 chr7 144860319 - 5 ITX 7q33MIRb|SINE|MIR|+|139LRGUK IC1 IVS1 NM_144648.1 7q35 . . . . . 43 36 80 114 0.8658824 0.2352941 0.8181818 0.363636364 1 chr7 144860172 265 chr7 133815879 GGTAGAAGTGTCAAGAAAGGGCTCTCACCCCAGCCAGCCAGGCCTCCTGCTGGGCTTAAAGGGTGCCCCTCTTGTTCACTATACAGAAGAGCATAAAAAGACACTCTAACAGGTGCTCAAATGTGATCAAACTCTATCGGGAGTAAGAACTTTAAATATAGAGTTTCTTATTAAATTTCATGTTCATAACTATCACAGGAGTAGGTATTATTACCCATATAAAGGGACTGAAAAGAAGTGTTTTTCATGCATCAATTTTTGGGCC 
CC-X019 chr7 86527665 + 2 chr7 144664241 + 6 DEL 7q21.12L1MB8|LINE|L1|+|741KIAA1324L IC18 IVS18 NM_001142749.2 7q35L1PA15|LINE|L1|+|499 . . . . 54 38 37 118 0.7738889 0.5 1 0 1 chr7 86527533 234 chr7 144664344 CTAAGTGAAAGAAACCAGTCACAAAATTTCACAGATTATATGATGCTATTCATATGCTATTCAAAGTCCAGAATAGAGAAATCTATAGAGACTGAAAGTAAATCAGTAGTTGCTCAGGGCTGGGAAGTGGACTTTATTTTTTTATCCATTACAATTTTTTAGAACATTTTATACAGTAATTTTTATTCAACATTGCAACACCATGTAAATCTTATTTCTATTTTTGATCATAAA 
CC-X019 chr7 152015216 + 5 chr7 151585991 + 8 INS 7q36.1AluSx1|SINE|Alu|+|300MLL3 IC3 IVS3 NM_170606.2 7q36.1MLT2D|LTR|ERVL|+|353. . . . 45 41 107 118 0.7877193 0.3684211 0.8529167 0.3125 1 chr7 152015096 251 chr7 151586122 GCCCGTAATCCAAGCTACTCGGGAGGCTGAGGCAGGAGAATCACTTAAACCCAGGAGGCGGAGGTTGCAATGAACTGAGATCGTGCCACTGCACTCCAGCCTAGGCGACAGAGCAAGACTCAATGTGGCCAGGCTGCGGTGCTCAGCTGTTTGGTCAAATGCCGGTCACATGCTTCCGTGAAGGCCTTTTTCAAATGAGATGAACGTCTAAATGAGTGGACTGAAAACAGATCACCCTCCATCCTCCACAG 
CC-X019 chr7 152093736 + 11 chr7 132132410 + 1 INS 7q36.1 . MLL3 IC1 IVS1 NM_170606.2 7q32.3 . PLXNA4 IC2 IVS3 NM_020911.1 33 28 119 23 0.6738095 0.5 0.8775758 0.272727273 1 chr7 152093594 264 chr7 132132533 GGCTCCATAAATACCACTAAGCCTAGAAGGACTGACCAACAGCTATATGATTAGTAACTGGAAAAAACTATGGCCAGAGACATGTTATGACTTTAGGGATACCAAAAAGAAAACGACAATTGCTGATTTTCATTCTAGGAACACCACACAGCACATCTTAGGAAGGTGAGCATCTCTCCTAAGTTTAAGAACTCAAGCTGGGTGCAGTGGCTCATGCTTGTAATGCCAACACTTTGGGAGGCCGAGTTGGGCAGATCACTTGAG 
CC-X019 chr7 157961690 + 6 chr7 158045205 + 5 DEL 7q36.3 . PTPRN2 IC5 IVS5 NM_002847.3 7q36.3 . PTPRN2 IC3 IVS3 NM_002847.3 40 51 105 106 0.7982222 0.3333333 0.9212821 0.153846154 1 chr7 157961573 268 chr7 158045343 TTCATCAAAATGTCATGGACAGGCTGAGTATGAATAATTTCCAGCTTAGAGACTTTCGAATCCTGGACACACAAGCTGAGCTCCCTGGAGGCGTGCATGGGTGTGTGGACACCCCAGTCTTGGTACTGATACCCCCCAGCCCCAGCCCTGCACCAGTTACCAAAGACAAACAAGAGACACGTTTCTCCAAAGGATGGCAGGACAGGACAGGGTAGGAAGGCCCCACCACCCCATCTCCAGGCACCTGGCTTTCAGGGAAGCCACCACG 
CC-X019 chr13 115021711 + 2 chr20 31167165 + 3 CTX 13q34 L1M4|LINE|L1|-|372CDC16 IC12 IVS12 NM_001078645.1 20q11.21 . C20orf112 IC1 IVS1 NM_001256798.1 34 55 98 118 0.9553914 0.1153846 0.9583333 0.125 1 chr13 115021608 290 chr20 31167301 TCTTACTGAGATTTAGCCATCTTTTCTTGAATATACACTCCTCAGATTGTTTTAAGAGCTTGGTTACCTTCCAAAGTTCTGAAAAAATTGGTTTTGATAATTTTCTTAGACTCCAGCTGGAAGTGTGTGTGCCAGGAGACCCAGCTTTCTCCCAGCCCGTGAGCACACACATGTTCAGGATTCAGTCGCACAACCTCTGAGCTAAGATCTGGCTTGAAGAAGCCCAGGTATGCCTGAGGCCCTCCACTTGGTCCCCAGACACCCCCAGCCACAGGCTCCCCACCCCGCAA 
CC-X019 chr20 32492046 + 8 chr20 32494256 - 5 ITX 20q11.22AluY|SINE|Alu|+|301 . . . . 20q11.22 . . . . . 26 29 126 101 0.5353333 0.9 0.8550877 0.315789474 1 chr20 32491903 270 chr20 32494130 AATACGAGANATTAGCTGCGTGCGGTGGCGGGTGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCGGGAGAATGGTGTGAACCTGAGAGGCGGAGCTTGCAGTGAGCCAGGATCGTGCCACTGTACTTTAGCCTGGGCAACAGGTTTCTGTGACCTTAGTAAGCCCCTTCATTTTAACCACTGAGTGGGAACCTGTCCCTTGCAACAAGAAAACAAAACAAACCAGCCTAACCAAATTCATCCTAAAGGAAACCAGAGGTGTGAAGATT 
CC-X019 chr12 27015259 + 4 chr20 33971204 + 4 CTX 12p11.23AluSz|SINE|Alu|-|276 . . . . 20q11.22 . UQCC IC3 IVS3 NM_018244.4 34 42 129 120 0.8366667 0.3 0.8418182 0.227272727 1 chr12 27015129 260 chr20 33971332 TCTTCCTCTTAAATAGCTGGGATTACACGCGCATACCACCACACCTGGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCGCCATGTTGGCCAGGCTGGTCTCGAACTCCATACCTCAAGTGATCTGCCGCTTAGGTCCAAATATTCAGGCTGGCATGGTGGCTCACACCTATAATCTCAGTAATCCCAGTACTTTGGGAGGCCGAGGTGGGAGGATCACCTAAGCCCAGGAGTTCAAGGCAGTAGTGAGCCATGATC 
CC-X019 chr14 102998580 + 5 chr14 103001631 + 2 DEL 14q32.31MLT1J|LTR|ERVL-MaLR|-|220MIR4309 PROM . NR_036192.1 14q32.31AluSg|SINE|Alu|+|287MIR4309 PROM . NR_036192.1 39 18 90 50 0.9368889 0.2 0.8718519 0.222222222 1 chr14 102998435 278 chr14 103001770 GGCCAGGCTGGTCTTGAACTCCTGACCTCAGGTGATCCGCCCGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACTGCACTGGGCCACATGAATAGTTTTCATTTCTGAGATCACTTCGTGTTCAAAATGGTTGCTGTGAGCTGAGATTGCGCCACTGCACTCCAGCCTGGGTGACAGAACAAGACTCTGTCTCAAACAAACAAACAAAAAACGATCTGTCCTCTGGTGACACGGGAGCCTGGATGCCTTGCTGGAGTGGATAGTCTGT 
CC-X019 chr14 103292937 + 5 chr14 103388442 + 5 DEL 14q32.32L2b|LINE|L2|-|151 TRAF3 I5U2 IVS1 NM_145725.2 14q32.32(TCCA)n|Simple_repeat|Simple_repeat|+|112AMN PROM . NM_030943.3 40 17 113 97 0.8548148 0.3333333 0.7980202 0.625 1 chr14 103292797 284 chr14 103388585 CGGGGGAGCTCAGGGAAAGGGCCTTGCTGCCAGGGGTGGGAAGGGAGTCAGTGAAGACGTCCTGGAGGAGAAGATTCCAGAGCCTGAGATGTGAAGTAGGTTAGGTAGCCAGAGACAAGGCAAAGAAGGGCCATTTTCATCGTCAACCATTTACCATTCATCTGCCATGCGTCCATATGCCGTACACCATGCACCATCAATGTTGCTGTCCATCAGCTGTCCCCTACTCACCATCCACTACTCTCCACCATCATCCACAATCCACCCTCCTATACCATCTACAT 
CC-X019 chr19 9937205 + 4 chr19 9939137 + 2 DEL 19p13.2AluY|SINE|Alu|+|272FBXL12 PROM . NM_017703.1 19p13.2 . UBL5 IC1 IVS2 NM_024292.3 25 23 114 104 0.6491667 0.5 0.8980952 0.285714286 1 chr19 9937098 222 chr19 9939254 ACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACAGTGAAACCCCGTCTCTACTAAAAATACAAAAAAATTAGCCGAGGGTGGTGGGGGGCGCCTGTAGTCCCTGTGTTGTCGGATGGTTTTAGTTAAACCCGGGAGAGGGGGCGGATGGGGTCCTGGCAGATGGTATTCTGCCCTAGAATGTCCTCTTCCTCGTTCTACCGCTTCCATTTGCCTTAACT 
CC-X019 chr19 43167405 + 2 chr19 43167865 + 3 DEL 19q13.2(TA)n|Simple_repeat|Simple_repeat|+|497;trf. . . . 19q13.2(TA)n|Simple_repeat|Simple_repeat|+|497;trf. . . . 4 3 112 126 0.26 1 0.3133333 1 1 chr19 43167261 257 chr19 43167995 TGGGACACTGCACAGAGGACAGTGAGTGATATGCAATGGAAACATTTGGAGATTAACCCTTGGGGGCAGGGAAGGGGCAGTGTCAAAAAGTGTGTATTTGTAGAGAGGGTAAGGCTACCAGGCACCATATATATATATATATATAAAATAAGTCTTACCGTTAACTATTTCTAAGCGTGCAATTTAGTGTTGTGTAACCGTTATCACTATCCATTTCCAGAACTTTTTCATCTTACCATACTAAACCTCTGTACTCA 
CC-X019 chr8 28164434 + 4 chr8 28166073 + 4 DEL 8p21.1L1MC4|LINE|L1|+|625 . . . . 8p21.1 . . . . . 31 33 120 124 0.7878788 0.3636364 0.7977778 0.277777778 1 chr8 28164308 276 chr8 28166214 AATTTAGTATCACCAGCAGTTGCCTCCTAATGAATCTAATCATGAAGAAACACCAGACAAATCCACAATGGGGACAATCCAAAAGACAACTGGCCAGAACACTCCAAAAAGTCAATGTCAAGAAACATTGGTACCAGGCCTGGGTACCTCGTCAACACTGGGGCACAAAGCCACAGGGAAAGGCGCAGCAAAGTTTCAGCAGGTGCCGGTCAGTCACTCTGAAAAAGTTCCTCTCCTGGGGATTTGCACTCAGTTTGTTATACAAGACAACAGAGG 
CC-X019 chr1 23714220 + 5 chr1 23714890 + 3 DEL 1p36.12 . TCEA3 IC8 IVS8 NM_003196.1 1p36.12AluSc|SINE|Alu|-|295TCEA3 IC8 IVS8 NM_003196.1 29 19 104 112 0.7754011 0.3636364 0.8527778 0.5 1 chr1 23714085 237 chr1 23715007 GCAGAGTCCTCCTGCCGCCCACGGCTGGAAGGTCATAATGCACATTCAGGTGAGCAGCAGGCAAACAGCCTCTGCCCGAGGACGAGCACTCCTGTGTACATTTCTTGAGATCTGGGGCTCATATTGGCCAGGATGGTCTCGATCTCCTGACCTTGTGATCCACCCACCTCATCCTTCCAAAGTGCTGGGATTACAGGTATGAACCACTATGCCTGGCTTAAACATTTTAATTGTTGC 
CC-X019 chr1 220705637 + 2 chr1 220643141 + 3 INS 1q41 . MARK1 IC1 IVS1 NM_018650.3 1q41AluY|SINE|Alu|+|300;dup. . . . 44 30 94 126 0.84375 0.25 0.9506667 0.12 1 chr1 220705510 222 chr1 220643236 CTTTAATAAAAAAAGACTCGATGTTGAGTCTTGTGACATACTGAAATTCATGGCGGTGATTATAATGATTACCTATTGTAACTAAGGTTGCCATCAGTAGTTTGTCTTTTGAGAATCATTGTTAATGGGCGGATCATGAGGTCAGGAGATCGAGACCATCCTGGCTAACACGGTGAAACCCCCTCTCCACTAAAAATACAAAAAATTAGCCGGGTGTGGTGG 
CC-X019 chr11 8715827 + 6 chr11 8719319 - 0 ITX 11p15.4MIR3|SINE|MIR|+|102ST5 IC18 IVS22 NM_005418.3 11p15.4MIR|SINE|MIR|-|184ST5 IC15 IVS19 NM_005418.3 26 20 119 0 0.7026667 0.4666667 1 0 1 chr11 8715701 246 chr11 8719201 AGAATGTTCAGTGTTATCCCTTCCAAACTCCACTCCCTCTCCTCCTTGTAGCCCTAACCCTGTCAGTGGGAGAGGAAGGATTAGGAAGACTGGATTATAACTGTGATCTGATCCAGGGTAGTTAAAATGAGGTTGATGATAGTTATGAGGGTTACTGGGAGAGATAAATGAGATTATCTACTCACGCTCTTCTAACAGGTCTTAGCACATAGTAAGTGCTCAGTGTCAGCTATGATTGTCACTGTG 
CC-X019 chr11 13462771 + 7 chr11 13672288 + 5 DEL 11p15.2 . BTBD10 IC1 IVS2 NM_032320.5 11p15.2MER4B-int|LTR|ERV1|-|546. . . . 32 26 75 107 0.9705882 0.1176471 0.8894444 0.25 1 chr11 13462642 259 chr11 13672423 AAACAAATTCAGTAATTTTTAAACTAATTTTAAACCAATTCAGTAAATTTTAAACAAATTCAATCATATAGACCTGCTGAGAGATCATAGGCACCCTAAAAGTCCATCCATGTTCAGACTAGTTTCCTTACCAAAAACACATCTTTCTTTACATACTCCCTATATAGAATTGTTTCTTTTATATATAGTAGTTTTAATTACACATACTAACAACTATTTAAACTCCTAGTAACCCTAATTTCCAGTGAAAAATCTAGGA 
CC-X019 chr11 61377309 - 4 chr11 61300708 + 3 ITX 11q12.2 . RPLP0P2 PROM . NR_002775.2 11q12.2 . SYT7 IC4 IVS4 NM_001252065.1 25 39 126 120 0.9305882 0.1176471 0.9151555 0.454545455 1 chr11 61300848 283 chr11 61377452 CCCCCCAAAATATCCCCTATAGGAGTAGTTAAGCCACAGTCGCCTGGGGTAGAGGCTGCAAGGAGAATGGGCCCCGGGCATGGGTCTCCAGGGAAAACCAGGTGTCCACGTGGACTGGAGTACCGCTCCTGCCGGCCCGCCAGAGAGATAGAGCAAAAGAAACCAGAGAGATAGAGAGATTGAAGGAAAGAGAGAGAGATAGAGAGCGAGAGAGAGAGAGAGAGATTGAGAGAGAGAGAGAGTGCCCACGCACATGCCAGCAAGGGCGAGTGTGACAGTGCAG 
CC-X019 chr11 61374583 + 9 chr11 61375137 - 8 ITX 11q12.2 . . . . . 11q12.2L1MC4a|LINE|L1|-|143RPLP0P2 PROM . NR_002775.2 36 54 125 124 0.77 0.3888889 0.808 0.32 1 chr11 61374440 281 chr11 61374996 GACCTCAACCCCAGCACCCTCCTCTGCCCATTCACACCCACCCACTCCCACCTCTCTGCCAGCCTCAGTTGGATGTGGAGCAGAATGTAATGAGGACTTACCTGTCCACAAGGACTTCACAACTGTTCCAAGGCGATGGATGGGGAACCTGTTTTGCAAGTGACATAGAACAATAATCAAGATGTGTTTTTAAGGGAAGAAAGCCAGGTACAGAGCAGGATGTGTGTGCATTTTAAAAGGATAACAAATGAGAATTCCTAGGAGGATGACGGTTTATACAT 
CC-X019 chr11 87841149 + 3 chr11 88610732 - 4 ITX 11q14.2L1P2|LINE|L1|-|1584 . . . . 11q14.3AluJb|SINE|Alu|+|324;dupGRM5 IC1 IVS1 NM_001143831.2 45 26 123 130 0.9214815 0.1111111 0.676 0.4 1 chr11 88610604 270 chr11 87841003 TAGATATTTGGGGAAGAGAAATATTTATCTTTTTCATTAAGCAGTTTATTATTATTATTATTAAGGCAGTTTATCATTAAGAAATATAACATATCAACCTGGCCCAGTGGCTCATGACTGTAATCTCAGACCACAGTGCAATCAAATTAGAACTCAGGATTGAGAAACTCACTCAAAATTGCACAACTACATGAAAACTGAACAACCTGCTCCTGAATAACTACTGGGTAAAAAACGAAATTAAGGTAGAAATAAATACGTTATTTGAAA 
CC-X019 chr11 89116997 - 4 chr11 88420241 + 3 ITX 11q14.3HERVH-int|LTR|ERV1|+|2736;dupNOX4 IC11 IVS11 NM_016931.3 11q14.3 . GRM5 IC2 IVS2 NM_001143831.2 48 30 117 107 0.8902222 0.2 0.8835556 0.2 1 chr11 88420357 225 chr11 89117104 ATATATTTTTTATGATGAACTTCTGAATGATTTTCCTACTGTCAGAGAATGTGAATCTAGAGTTGTACCAGAGCCTAATTTAGATGGTGGGGTAGGATGAAGGAAGGCTTTGGGGAGAGCCTCCTTTACATCCTCCCCTTGTATCTCTCCACCTTAATCCACAAGTATAGGATAACTCTACTCCCTCCTTGGGGACTGATCATGCACCCCTTACCATCCCATTAA 
CC-X019 chr11 98965716 + 2 chr11 98934188 + 4 INS 11q22.1L1PA7|LINE|L1|-|132CNTN5 I5U2 IVS1 NM_014361.3 11q22.1 . CNTN5 I5U2 IVS1 NM_014361.3 29 36 92 81 0.8719143 0.2222222 0.9310094 0.111111111 1 chr11 98965571 270 chr11 98934315 GTGAGAAAGGAGATTAATGGTAAGTAAAAGTATATTGTTCTTAATATAATTCATTTATTCATGGTAAGTAAAAGTACCTTTTCCACCTTTCATTCCATATAGGCCCCACAACCATGCATATTATTATTATTATTAGGTTTCTATCTGTAAATTGGAAGAATACAAGTTTAAAAGAGAATTTACTGAAAACTCATAAATAAATAAATAAATAAATAAATAAATAAATAAATAAATAAACGCATGAGCATATGTGTGCCTGCATGTGTACAG 
CC-X019 chr12 23892280 + 2 chr11 100215775 + 3 CTX 12p12.1 . SOX5 IC4 IVS8 NM_152989.3 11q22.1 . CNTN5 IC21 IVS23 NM_014361.3 31 46 127 124 0.8833333 0.2222222 0.9057143 0.142857143 1 chr12 23892150 259 chr11 100215909 AAAAGGACTTAGCCATGAAAAAGAGGGCCATACTTATCTGTAAGCTGAAACTATATCACCTCCCCTCTATCTTACGTTGTATTTACTACCAATTTTTTTTAACTAATAGTTCATAGGCATTGCCTGACATTTGAGCTCCCCATTGTCCAAGAAAGCACTGTCTTAGTCCTTTTGCGCTGTTATAACAGATATCTGGGACTGGGTTATTTATAAAAAACAAAAATTTACTTCTCTCAGTTCTGAAGGCTGAGATGCCCAA 
CC-X019 chr11 108741581 + 2 chr11 109086639 + 3 DEL 11q22.3 L2a|LINE|L2|+|725 DDX10 IC16 IVS16 NM_004398.2 11q22.3L1PA8|LINE|L1|-|5764 . . . . 39 31 38 95 0.8569697 0.2727273 0.9572549 0.058823529 1 chr11 108741467 206 chr11 109086730 ATACATACTAGTTTGTTGTTGCTTGTTTTTACTGTCACTAGAATGGGAAACTCAGAACAGGGACTTTGTTCTGTTCACTGCTGAATCACCAGTGCCTAGACCGATACGAACAAACCATGTGTTCTCATTGTTCAACTCCCACTTACAAGTGAGAACATGTGGTGTTTGGTTTTATGTTCCTGTGTTAGTTTGCTGAGGGTAACGGC 
CC-X019 chr11 115138970 + 6 chr11 115140932 + 3 DEL 11q23.3 . CADM1 IC1 IVS1 NM_014333.3 11q23.3 . CADM1 IC1 IVS1 NM_014333.3 47 44 116 32 0.9092593 0.2222222 0.997807 0.083333333 1 chr11 115138831 269 chr11 115141061 GCATTGAATCATTCACACCACTGGCCTTGTAGCCAACAGCCCACATATTTGTGACGCAGCTGGCTTGGGGTAAGAGAGTGCCCAGAATTATTAGCTATAGATAACTACTAACAATTCAGAGATATTCTGTGTCCTTAGAACTTTGATGAATAGTAGCCTAAAGGGCAACATATTTATAAGTTTTAAGTCTCTCCTGCAACACAAACTGTCCTGATTTATCCCTATGATAAAGGCAGTTCTGAGAGCTACTTTACCATATTTATTATTTT 
CC-X019 chr11 121862409 - 4 chr11 121717401 + 7 ITX 11q24.1 . . . . . 11q24.1 . . . . . 20 19 84 129 0.6944444 0.4166667 0.692381 0.571428571 1 chr11 121862541 231 chr11 121717502 ATGCTGTCATTTCCCATTCTAGACTAATATAAAGATTGCCTTCATTTCTATCTATAAACTACCAGTATAAATAACCCCGCAAATTAAATAAAAACATCTGATTTCTTACCATGTGACATGTGTTGTGCTAAATCTTAGCAAAAGTGGAAGTGAAAAACGCTCTAGTGTTTAGGAAACTTGAATTTGAATTGTAGCTCTGCCATTTCTTAACTGTGTATTTGGGCAAATTCC 
CC-X019 chr11 121855602 + 6 chr11 121716859 - 2 ITX 11q24.1 . . . . . 11q24.1AluSx|SINE|Alu|+|303 . . . . 15 11 99 18 0.762218 0.4285714 0.7511111 0.333333333 1 chr11 121855490 233 chr11 121716730 TGGTCCCTTTTCCTAAAATTATACAACTAGGATGCTATTTTCCCCAGATACTAATGTTAATGAGCACTTTATGATACCACAAACAAGGCAATAATATTTACCGTCTCAGCTCACTGCAACCTCCACCTCCCTGGTTCAAGCAATTCCCCTGCCTCAGCCTCCTGAGTAGCTGGGATTACAGGTGCACACCACCACATCCGGCTAATTTTTTTGTGTTTTTAGTAGAGACAGGGTTTCACCATGTT 
CC-X019 chr11 121931471 + 1 chr11 121984274 + 8 DEL 11q24.1L1MEc|LINE|L1|+|2360 . . . . 11q24.1 . MIR100HG IR3 IVS3 NR_024430.1 14 19 107 123 0.5226667 0.8 0.8573333 0.2 1 chr11 121931349 230 chr11 121984380 AATGAACCAAATATTTTACTAAAAGGTGAAACTGTGAGACCTTATTAAAAAGCATCACCAAATATGTGCTATTTACAAGAGACTCACATATAATGTAAAGACACATTTAGCTTAGAAATGAAACTTGGGTCAAGAAATCCGGTTTCCATTCCATTGTCTGTCACTTGAGGCTCTTGCATATTAATTTCCTTCTCTAGTCATCAAAAAACTTTTGAGAGAAACTTATAAAA 
CC-X019 chr11 123242495 + 2 chr11 123245186 + 4 DEL 11q24.1 . . . . . 11q24.1 . . . . . 18 19 110 81 0.8742857 0.2857143 0.8625 0.375 1 chr11 123242399 207 chr11 123245297 GATGACCCTGCTGAGGCAGACAAAGGATCTTTCTGTCATGCAGGGAAGAGCACCAGCACGTGAGAGCCCTGCCTCTCTGGCCCTTTCTGGCTTGTCTATCTTTGGAATAAAAGCCTGAGAGCAGCCTAACTCACGTCTAATGCAGGAAGGGCAAGTTAAAAACAGCCTTGGCATCCTTGAGATCACTGACCCTACAGGCATTATAGC 
CC-X019 chr11 133643262 - 3 chr11 133532388 + 6 ITX 11q25L1MC|LINE|L1|+|1331 . . . . 11q25 . . . . . 25 40 47 116 0.7423333 0.45 0.9293333 0.2 1 chr11 133643394 267 chr11 133532521 GGAACCTTGGATTGCTAATGTATGATCTCCATTCTTTTCCAACGTAAGCATTTAATGTTACACGTTTCCACCTAAGCACTGATTTAGCTGCATCCTGCAAACCACGATATTCTGTACTTTAATTTTCATTCAGAAGTTTCTTAGCCAAGTAAGACTTTTACATAAAGAAGAGCAGTGCTGAGACATGGCTACCTGATCCAGACTCCTTCCAGGCTCATACACTTTGCTCTCTCATCTACGCTGTTTGCTGGACTCTGCACTAGGCAC 
CC-X019 chr11 134938065 + 4 chr11 134939921 - 3 ITX 11q25 . . . . . 11q25 L2a|LINE|L2|+|480 . . . . 37 16 100 58 0.7509524 0.4285714 0.8053333 0.4 1 chr11 134937979 195 chr11 134939812 GGAGGCAGGCAGGTTGCATCTGAGCAAACTCAGAACATTTGGGCTCCATGGGGAACACACACGGAGGAGGCCTGGACACTTCTGCTCAGACTGGAAGGGAGAGGCCTGACTCTGTAATGCCTTACATTCCAGGTGTATCAGTCAGGTTCTGCAGAGAAACAGACCCAACAGGATTTATACATGCATGTTGTATGCAAGGGTATAACATATGCACATA 
CC-X019 chr6 1148424 + 1 chr6 1150824 + 4 DEL 6p25.3 . . . . . 6p25.3 . . . . . 19 29 118 122 0.7794872 0.3076923 0.9016667 0.125 1 chr6 1148299 256 chr6 1150957 CACAGAAAAAAAAAATAGCAGGCAAACTCTCAAAGTGACCCCAGGGGCAGGAGATGAGTGTGACCAATTAAGTATCCCATCTGTTTCTGCATTTGAGGGAGATAGTCATGGGCAGCATCTCTATAATTGCTCAAAAAATTTCAAACAACTTGAATTTGGAAAGCCATGGCACAAATGTGACCCCTTTTTCAACTGCAACCCTCCAGTCCTCACTCCCTCCAGACACCTCCACTCAGTCTCCCTCTGCCCTCCCCAA 
CC-X019 chr17 42870540 - 3 chr17 42859083 + 5 ITX 17q21.31 . . . . . 17q21.31 . ADAM11 3U1E EX27E NM_002390.4 47 27 113 124 0.735 0.3333333 0.9104762 0.142857143 1 chr17 42870663 267 chr17 42859225 GCTCAGTGGCTCACGCCTGTCATCCCAGCACTTTGGGAGGCCGAGGCAGGCGAATCACGAGACAGATCACCTGGGCAAGAGAGGGAGACTCCATCTCAAAAAAAGAAAAAAAGAAAATTAAGTCAGTGGAGGCTGCCTCTGCCTGGGCCTCCACACAGCATCCTGTACATACGCCACCTGGGCTGGGGGTGGGGAGGCAGGGCCAGGAGCATCGATTAAAGATCACATCCTGGGGCTTCCAGGGAGCTCACACCAACCTTGCGTTTC 
CC-X019 chr21 36260765 - 0 chr21 36263182 + 8 ITX 21q22.12 . RUNX1 IC2 IVS3 NM_001754.4 21q22.12 . RUNX1 IC2 IVS3 NM_001754.4 19 38 0 110 0.8304762 0.5 0.9906667 0.2 1 chr21 36260874 232 chr21 36263303 CCAGAAGGAAGTCAACCTCTGCTGCTTCTCCTTGGCCTGCGTTGGACCTTCCTTTTTTTGTTGTTTTTTTTTGTTTTTCCCCTTTCTTCCTTTTGAATTAACTGGCTTCTTGGTCTCCAATGCATTTCCCCGAGATCCCACCCAGGGCTCCTGGGGCCACCCCCACGTGCATCCCCCGGAACCCCCGAGATGCGGGAGGGAGCACGAGGGTGTGGCGGCTCCAAAAGTAGGC 
CC-X019 chr21 38389965 - 9 chr21 38389008 + 6 ITX 21q22.13 . DSCR6 IC3 IVS3 NM_018962.2 21q22.13AluJr|SINE|Alu|+|301DSCR6 IC3 IVS3 NM_018962.2 106 54 128 122 0.8375 0.25 0.8922143 0.183673469 1 chr21 38389146 272 chr21 38390104 TTTCTTTTTTGTTTTTGAGAAAGGGTCTCATTCTGCCACCCAGGCTGGAGCACAGTGAGGCAATCATAGCTTACTGCAGCCTTGAAATCCTGGGCTCAAGCATCTCCCACCTGAACCTCCTGAGTAGCTGAGACTACTGAACCGGGGTAGGTTTATCACCAGGTGCCTCCAATAGGTGCCTAGAGTTCTCTGTTCTGATGACTTAAATTCTGTGTGTTGTGAAGGCAAAGACCAGAAAGGAAGACTGGGGAGTTCTCTGCTTCTGGGAAAAA 
CC-X019 chr21 40301784 + 17 chr21 40303778 - 16 ITX 21q22.2MSTD|LTR|ERVL-MaLR|+|369FLJ45139 IR1 IVS1 XR_109674.1 21q22.2MLT1C|LTR|ERVL-MaLR|+|387FLJ45139 IR1 IVS1 XR_109674.1 111 42 117 128 0.8963218 0.1896552 0.6761905 0.523809524 1 chr21 40301646 276 chr21 40303636 TGTGGGAGTGGGTTAGTTGTTGCAGAAGTGGGATCCTGATGAAAAGAATGAGTTCAGTCTAATTTCCTCTGCTTGTCTCACATGCTCACTTCTGCCTTCTGCCATGGGCCCACCTTGGCCAGATGCAAGTGCCAAGCACACCCTACTCCAGTGTGACCCCATCTTCTTATATTTACAAAGACCCTCTTTCCAAATAAAGTCACATTCCCAGGTACCAGGGATTGGGACGGTAACATATCTTTTCAAGGGACACAATTCAAGCCACCACACTCAGCA 
CC-X019 chr11 61370305 - 2 chr21 43511631 + 6 CTX 11q12.2 . . . . . 21q22.3 . UMODL1 IC6 IVS6 NM_173568.3 50 27 108 118 0.697037 0.5555556 0.8295238 0.357142857 1 chr11 61370425 229 chr21 43511741 CTCCCCACTTCTCCAGTCAACCAGACCTAGTGCCAGACAGTGTTTTTCCCATCTGAGGCCTGGGGCTCCTGTGTGTTGTGTGTTGGGGTGTGGGGTGCATTACAGGACACTTGAACTGCTGTGAGTGCAGGAGTCTAGGGTGTGGAAGGTGGTGGAGAAAGGGATTCCGGCAACATTTTAGAGATAGAACCTCTGGAACTTATTGATTAATTCAGTGAAGAAGAGGAAA 
CC-X019 chr16 69643069 + 1 chr16 69726931 + 5 DEL 16q22.1 . NFAT5 I5U3 IVS2 NM_138714.3 16q22.1 . NFAT5 C10 EX14 NM_138714.3 19 32 104 39 0.9051435 0.2142857 0.8613333 0.4 1 chr16 69643024 183 chr16 69727068 AAAAAAAAAAAAAGTATTTAGGTAATCTGCAGAAGAAGGTGGTTCATGAGATGATGTCACTTCAATCTGGAAATTTTTTGCAGCAGTCTTCTCATTCACAGGCCCAACTTTTTCATCCTCAAAATCCTATTGCCGATGCTCAGAACCTTTCCCAGGAAACTCAAGGTTCTCTCTTTCATAGTC 
CC-X019 chr3 41896399 + 5 chr3 41896657 + 3 DEL 3p22.1ERVL-E-int|LTR|ERVL|+|115ULK4 IC16 IVS17 NM_017886.2 3p22.1 . ULK4 IC16 IVS17 NM_017886.2 18 17 76 49 0.7234815 0.9 0.8591667 0.375 1 chr3 41896255 265 chr3 41896777 TCCTTCCCCAGGGAGTCTTCAGCATTTATCATGTGACTGAGCACTGAAGAAATGGAATTACCCAGACCCTTTCAAGTGCCACCACAGTCCAATACTCAAGAACTTACCTAGATCAGGTGCTACCTGGAGTCTTAGCCCAAATCCAACAATGCTCTGCGTCTTCTTACCAATATAGGGTACCTTGACCACGACTCTTAGCAACTATACTGGAAAGAGAAACATACCCGTTTTCTAATCTCACAGCTGCCCTCTGGAAACCACAAAC 
CC-X019 chr3 65926491 + 6 chr3 65926928 + 2 DEL 3p14.1 . MAGI1 IC1 IVS1 NM_015520.1 3p14.1AluSx1|SINE|Alu|+|298MAGI1 IC1 IVS1 NM_015520.1 26 9 91 86 0.7181818 0.5454545 0.6388889 0.666666667 1 chr3 65926362 221 chr3 65927020 CAGCTTTAGTATTGGTAACATTCTGAATTTTATGGAACTACTACAAGGAGTAAACAAAATAAATGTAACCAAAGTGCGTATCAGACTGCACAATCCAGAGGCAACCCACAAGGTATTAACCATGATTTAGGAGAATAGCTTGAACCCAGGAGGTGGAGGTTGCAGTGAGCCGAGATTGAGCCACTGCACTCCAGCCTAGGTGACACAGCAAGACTCCGTCT 
CC-X019 chr3 75158369 + 2 chr3 75160558 + 3 DEL 3p12.3L1MDa|LINE|L1|+|365 . . . . 3p12.3LTR16E2|LTR|ERVL|+|479. . . . 16 19 57 107 0.8836364 0.1818182 0.9533333 0.111111111 1 chr3 75158246 219 chr3 75160659 ATCATATCAACTTTTAAGAATCACTTGTGGAGCTTTTAATTCCAGACCAAATGAAAAAAGTGCATTCCACCGCATTCCTCTTGCTGACTGTGGCTAAAAATCTTGACAAAATACATAAGGCCAAGACACAGCTCATATGAATCATTTTCATAGTCTCCTAAATATTTTAAATACAAGTACATTGCTTTGACAAATTTGAAAATGTATGGTTAGTAACTA 
CC-X019 chr3 115293758 + 0 chr3 115282328 + 5 INS 3q13.31 . . . . . 3q13.31 . . . . . 52 63 0 115 0.893913 0.173913 1 0 1 chr3 115293644 251 chr3 115282463 ATTGCTTAACTGAACTTCTATTCTTATGCCAAGCACACAGAAAGTACTCGTTGAATGAATGAATCACCAGTTGAGGATAATATATTTATGGGAAGTAGTCAGATTGCAACCACACTGTCACATGTCTATACACCCTTCTACACAATTACATATATGTCCCCAGACATTGAAAGTTACAAGCATTAATGAAACTAATGAGTTAAATATACTGTTTTCTGTATGTTGGGAAGAGAAGGGGATGACTCTCATAC 
CC-X019 chr12 23959960 - 3 chr12 23958928 + 4 ITX 12p12.1 . SOX5 IC2 IVS6 NM_152989.3 12p12.1 . SOX5 IC2 IVS6 NM_152989.3 28 31 103 86 0.9426667 0.1 0.8977778 0.333333333 38 chr12 23960048 257 chr12 23959063 CGGTATGAGTTTAAATTGATGTCACATAAAATTAAATGTGTGGAAAAGAAGAATACATAATTTTTGATTTCATGGAAACATTGATATAGGGCACTCCAACTAAGTGGACTTTTAACTGGGAAATTTATAAAATTAGGAATATGCTAAGATTTAGATGATCAATTTTATGAGTAACTACATTTTTTTCTGACAAAACAAACATTTTAAAAGTGGCAATTCCTCTCAATTCTCTTTCTGCTTTAACTTACAATAATAGC 
CC-X019 chrX 95975136 + 3 chrX 96062786 + 1 DEL Xq21.33 . DIAPH2 IC1 IVS1 NM_006729.4 Xq21.33 . DIAPH2 IC4 IVS4 NM_006729.4 24 20 68 121 0.9060565 0.2307692 0.8590864 0.538461538 1 chrX 95975008 197 chrX 96062856 CTTTCTTGCTTAGACTCCAGGTATAACCTCTTGGATTCGGGTCAAAATTGCTTACTCAATAATTATCTTAACCTCAATCTGACAGTCTCCTTTTATTTTGCTTAATAGTTATTTGGCAATTCCTTTACTTGGTGTGGAGCTAAAGCCTTTACAATTATGGGCTTTCCTACTGATAAGAGTAGATCACTGCAGGAAGG 
CC-X019 chr4 13752031 + 4 chr4 13731689 + 10 INS 4p15.33LTR50|LTR|ERVL|-|284 . . . . 4p15.33AluJb|SINE|Alu|-|322 . . . . 37 26 126 129 0.5387857 0.8125 0.8386667 0.266666667 1 chr4 13751890 268 chr4 13731819 CATAGTGTCTGATACATAGTAAGTTGAGTCAGTAAGGATTCTTCATTCAGGAAAGCAGAAGCTCTAACTGATATTTTAATAGGGGCAACTTAATGTAGAGAATGGGTTAAATAGGGGTTGGAGGACTCAACAGGCAGAGAGACAAGCTTCCACTATGTTGTCCAGGTCTCAAATTCCTGGGCTCAAGCAATCCCCCAGCCCTGGCCTCCCAAAGTGCTGGGATTACAGGCATGAACTATTGTACCTGGCCTAAGATATTAGTTTCTAA 
CC-X019 chr4 87822946 + 3 chr4 88054406 + 11 DEL 4q21.3 L2a|LINE|L2|+|108 . . . . 4q22.1 . AFF1 IC18 IVS19 NM_001166693.1 17 31 126 121 0.622 0.6 0.6640741 0.666666667 1 chr4 87822808 282 chr4 88054549 CCCGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCAACCGCGCCCGGCCACACACAGCTTTTATAACCTCCACTCATACCAATCTTCATTTGCTTGCTCTGCTTTTCCCTCCATGACCTTCGTGCTCTTTCTGTACAAGTGTTTTTAAAGTGAAGCTGGAATTTTCTTCCCTGTAGTCCTTGCCTAGTATTTTTTAATTTGGTCATACTCCTTGTGAAGTTCCTAGTTCTGATAAGCTTTGCTATTTTAAGAATATCACTTACACGACTGCCCTA 
CC-X019 chr2 47654136 + 7 chr2 47654216 + 0 DEL 2p21 trf MSH2 IC6 IVS6 NM_000251.2 2p21 . MSH2 IC6 IVS6 NM_000251.2 15 21 32 0 0.8133333 0.5 0.9474074 0.333333333 1 chr2 47653992 177 chr2 47654247 TTCAAATGTAGAGTTATATGCCACAAAAATATTTTCCGTAGCAGTAGGCATCCTAATTAATCTCGATGTTTGTTTATAGCCCCATTGATGGGGCTATAAACTTGGCAGCAAATTGTTTTCCCACTAATTTGGCATTTTCCATAAAAAACACGTATCTGTTGTTAGCTGCCTAGACGT 
CC-X019 chr2 57709676 + 5 chr2 57709781 + 0 DEL 2p16.1(GAAA)n|Simple_repeat|Simple_repeat|+|183;trf. . . . 2p16.1 . . . . . 6 32 34 0 0 0 0.9468401 1 9 chr2 57709555 102 chr2 57709724 AGGGAGGGAGGGAGGGAGGGAGGGAGGGAGGAAGGAAGGAAGGGAGAGAAAGAAAGAAGGAAAGAGAGAAAGAAAGAAAGAAAGAAGAAAGAAAGAAAGAAAAAGAAAGAAAGAAAGAAAGAAAGAACCTGTAAACAGGTAGGAATTTGATGGTGTTTTTA 
CC-X019 chr2 63921989 + 1 chr2 63922826 + 5 DEL 2p15 . . . . . 2p15L1ME3A|LINE|L1|-|222 . . . . 28 27 28 40 0.9266667 0.3333333 0.9661538 0.076923077 1 chr2 63921868 269 chr2 63922969 ATATTTGTTTAAAAAACAATTGAAATGTAGCAGGTATGTATAAGTTAACATTGTTGGAGAGGAAAATGTGGCCTTTTTGAGATCAACAACAAATAGATTTTTCACATTTAGCCTATGAAACCACAAATTTTCACAAATTGAACACACCCATGTAACCAGCACCCAGGTCAAAACCCAAAATGTTATCCACCCCCTAGAAGCCTCCCTTGTACCCTCTTCCAGCAACATGGTTTCCCAGAGCTTGACCTTTCCACTAAGGGTAATCATTA 
CC-X019 chr9 5588707 + 3 chr9 5473527 + 3 INS 9p24.1 L2b|LINE|L2|-|49 . . . . 9p24.1L1PA5|LINE|L1|-|6146 . . . . 43 39 62 80 0.8769231 0.2307692 0.9555556 0.166666667 1 chr9 5588591 258 chr9 5473667 AGGGGAAAAAATCTAAATAAAAATTTTAACAATCATATAAATATAAAGCCAAGATCTTAATCTGGAATGGGAAGGTTAAGACCATTCATTAATTCAACAAATATTTACTGAGCAGCCTCCCTTATAAGATGGATTCCTAGGTATTTTATTCTCTTTGAAGCAATTGTGAATGGGAGTTCACTCATGATTTGGCTCTGTGTTTGTCTGTTGTTGGTGTATAGGAACGCTTGTGATTTTTGCACATTGATTTTGTATCCT 
CC-X019 chr9 139802649 + 4 chr9 139805054 + 2 DEL 9q34.3 . TRAF2 C4 EX5 NM_021138.3 9q34.3 . TRAF2 IC5 IVS6 NM_021138.3 28 40 114 62 0.868 0.3 0.8624242 0.318181818 1 chr9 139802506 258 chr9 139805168 CTCCTTTCGTGGCTAGAGCTGCCACGAAGGCCGCTGCCCGCTCATGCTGACCGAATGTCCCGCGTGCAAAGGCCTGGTCCGCCTTGGTGAAAAGGAGCGCCACCTGGAGCACGAGTGCCCGGAGAGAAGCCTGAGCTGCCGGCAGGCTGAAGCTCTGGAAGGGGCACCTGCTCTGTGTGTCAGAGGTCCAATGTGGAGGCCTCACAGGTGGCAGCCCCCATCTGGGCAGCTACAGGAGGGGTCAGGCTGGCCAGGCCT 
CC-X019 chr13 62296169 + 3 chr13 62277538 + 3 INS 13q21.2 . . . . . 13q21.2THE1B|LTR|ERVL-MaLR|+|369. . . . 36 56 120 89 0.8842857 0.3571429 0.8788889 0.416666667 1 chr13 62296031 279 chr13 62277678 ACTGTAAAATTCAGGGGGCACATCAATGCCAAAACACTGCTTATTAGCAAATGATATATGATAAATTATGCTAATTTTTAAATCTATAGATGTGTAGGGATCAACTGTTAAACTTGTTCAAAATATGGTTCTGATTATAACTGTGAGTCCATTAAACATCTTTTTCTTTATAAATTACCCAGTCTTGGATATGTCTTCATTAGCAGCATGAGAACAAACTAATGCAGTAAATTGGAACCTGGTAGTGGGGAACTGCTGTAAAGATACCTGAATATGTGG 
CC-X019 chr13 82430128 + 4 chr13 82431120 + 2 DEL 13q31.1 . . . . . 13q31.1 . . . . . 25 26 97 112 0.8706667 0.3333333 0.845 0.25 1 chr13 82430012 214 chr13 82431221 GACTAATTTCTTATTGCTCAGATGTGCTCTGTATTCCTGTATCTCTAAACATTTTTATATTTGGAATACATTTTCTCCACTACTACCATCACATTCTACCCATGAATCACAAGCTGCTAAATTAACTGTGTGAAACAGCATTTATTCAGACAGTTTGCCTAGTTTTATGAAGTATCATTTAGCAAAGAGACTCAAAAATAAATTACATTTTTAT 
CC-X019 chr13 83953643 + 7 chr22 29066005 - 0 CTX 13q31.1MIRc|SINE|MIR|-|128 . . . . 22q12.1 . TTC28 IC1 IVS1 NM_001145418.1 32 42 105 0 0.7256999 0.6666667 0.9994444 0.25 1 chr13 83953509 240 chr22 29065901 GTTTCACCATGTTGGCCAGGCTGGTCTCCAACTCCTGACTTGGTGATTCTCCCGCCTCAGCCTCCGAAAGAGCTAGGATTACAGATGTGAGCCACTGGGTCCAGCCCACAGAAACCCTTTAAGACAGACATCTAACTAAGTTCAATACTGATAGAGTTGTATTCTGTGTATACATATAATAGAGTATATACTGTGTGTATAAAAAATTCAAGCATATGGAAAAACTTATTTAATCCAGTA 
CC-X019 chr10 131829393 + 3 chr10 131829583 + 1 DEL 10q26.3AluSg|SINE|Alu|-|308 . . . . 10q26.3L1MEf|LINE|L1|-|142 . . . . 14 21 56 63 0.7644444 0.6666667 0.895 0.25 1 chr10 131829277 199 chr10 131829669 GCCTCAGCCTTCCGAATAGCTGGAACTACAGGGGTGCGCCACCACACCCAGCTAACTTTTGTATTTTTAGTAGAGACAGGGTTCCACTGTGTTGGCCAGGCTGGTCTTGAACTCTTGCATTTTTAAAAAGTCAGTTTTTATTGTGTTAAAATACAGATAACATGTAATTTACCGTCTTAACCATTTTAAAACGCACAGT 
CC-X019 chr5 6515615 + 1 chr5 6893444 + 4 DEL 5p15.31AluSq2|SINE|Alu|+|305 . . . . 5p15.31MLT1G1|LTR|ERVL-MaLR|-|81. . . . 24 40 27 102 0.8777778 0.2666667 1 0.571428571 1 chr5 6515493 246 chr5 6893566 TTTTATAATCTCGGCTGGGCGCGGTGGCTCACACCTATAATCCCAGCACTTTGGGAGGCCAAGGCAGGCGGATCACCTGAGATCAGGAGTTCGAGACCAGCCTGGCCAATGTGGTGAAACCCCGTTCGGGCCCAACATCATGGGGAGGGCAGGGTGATATTTGCTAAACAGCAATACAATCTACCAGACAAAAGATAAAGTGGGGCAGGCAAACATGGGAGTGGCCAGGACTGCATGTAGTGACCC 
CC-X019 chr5 93675814 + 7 chr5 136303033 + 8 DEL 5q15MER2|DNA|TcMar-Tigger|-|311KIAA0825 IC18 IVS20 NM_001145678.1 5q31.2L1MB3|LINE|L1|-|3225 . . . . 27 31 75 130 0.8282353 0.3529412 0.7922222 0.388888889 1 chr5 93675671 283 chr5 136303171 AAGCATTCCTCTTAAAAGAAATCATTTTTGAAGAGTGTCTAGAAGTTTTCCCATGTGCACTGAAAAATACTATTCATATTCTCCTTGATATGATAAATAAAATGTTTGGTTGAGTTAACATATGCTGTGTTTTTAACCTATACATTATCTATATGTCTGTCTTTATGCCGTTACCACCCTTTTGATTACCATAGTTTTGTAGTAGGTTTTGAAATCAGGAAGTGTAAGGTCTTCAACTTTGTTCTTCTTTTCCAAGATAGTTTTGGCTATTCAGGGCCTCTTT 
CC-X019 chr5 164978760 + 10 chr5 165338546 + 8 DEL 5q34 . . . . . 5q34 L2a|LINE|L2|-|551 . . . . 31 35 124 128 0.7607843 0.4117647 0.6031111 0.6 1 chr5 164978622 263 chr5 165338672 ACCTTCATTTCTATACCCTGCAGATCTCTACCTCTCTTCAAAGAATTCCCTTCTGAAAAATAGGTCAAACATTTACAGGTGGCTGGTTTTGTTTTCTGGGTTTGCAGTCTGAATGTTTATGAACTTGGGTAGAGCTCATGGTGCCCTACTGCTGTAATAAAGACGGGAAGAGAGCTCCCAGGAAAAGGCAGAGCAGAAGAAGAGAGTGAGGTAATGTAGGGTCTCGTAGGCCATGAAAATGTCTCTGGACTTTACTGTGTGTA 
CC-X020 chr7 31569926 + 2 chr7 31401473 + 4 INS 7p14.3 . CCDC129 IC1 IVS1 NM_001257968.1 7p14.3 . . . . . 38 36 98 105 0.8929412 0.1764706 0.9388889 0.166666667 1 chr7 31569796 230 chr7 31401590 TTTCTGAGGAGTGATGCAGAAATTATATTTTCCCTTCTTTTTATTGCTATTCTTTGTACTTAGGACTTTTTTTGTCTTTCTTGCTTACCTGAAGGAGGCTTAATTCATTAAGCCAGATCCTGAAGAAATGAAGTGATCCACAACATATCTAATTTCATACTTTAGAGAGTTATTTTATAAATTAACAAACTTCAGTGGTAATTTTTCATCTGCAAAGAATCTATTGCATT 
CC-X020 chr3 163247991 - 2 chr20 2081954 + 6 CTX 3q26.1L1MA4|LINE|L1|+|1644 . . . . 20p13 . STK35 PROM . NM_080836.3 55 41 128 92 0.8646154 0.2307692 0.9427273 0.181818182 1 chr3 163248087 238 chr20 2082096 ATTGATGGATGCTAAGATTGATTCAATTTCTTGGCAGTTGTAAATAGTGATGAAATAAACATGGAGATGCAAACATCTCTTTGATACACTGATTTCCCACTAGGCCTACACTGGAATACAAAATACAGAACAAAATATTCAAAAATCTGTGCCTAAATGGGAGCTTTGGGTACTAACAGCCCCACACCCAATTAGCCTCCATCTAGGTATTTCATTTGGGTCTATCATTCCTGGGAAT 
CC-X020 chr5 16916753 - 6 chr14 104182140 + 3 CTX 5p15.1 . MYO10 IC1 IVS1 NM_012334.2 14q32.33GC_rich|Low_complexity|Low_complexity|+|67ZFYVE21 5U1E EX1 NM_001198953.1 34 5 101 128 0.532 0.8 0.7493333 0.4 1 chr14 104182252 241 chr5 16916880 GGCACCATGCGCAGGCCGCTCGGGGAGCGCACCAGCTTCTTGGCGTCGCGGCGCGCGGACACCTCGGAGGACATGACGCCGCCTCAGCCTCTCGGCCAGCGGCCCCGCACCCGAGTTTTGCCTGCTGATTCAACTGCCCTCACCAAGCTTTTAGAGTGATTCATCACTGTGGCTGGCAAGAAAACAATAGGCTTGATGAAAATTAAGAAGAAAAACCACACACTTACTCATCAAAATTGGG 
CC-X020 chr8 42257537 - 1 chr8 42255638 + 3 ITX 8p11.21 . VDAC3 IC5 IVS7 NM_001135694.2 8p11.21 . VDAC3 IC3 IVS5 NM_001135694.2 40 37 107 107 0.9490476 0.2142857 0.937619 0.142857143 1 chr8 42257645 253 chr8 42255783 CGGACCTCATGATCCGCCAATCTCGGCCTCCCAAAGTGCTAGGATTACAGGCGTGAGCCACCACGCCCAGCCAAAAGGAATTAACTTTCTCAGCAGAATACCATGTCCAATATTTTTGGTCTTTTTAGTAAAGGCATTTGTTTTCAGTAAAGATACTTCTTTTTTAAAGGAGAGAATTTAGGATTACCATTTGGTAAGAGAGTATATGGAACAAGAGATATTAATAAGAGAAGTAGAGTAATGGAAAGATATG 
CC-X020 chr8 43193654 + 6 chr2 26517427 - 0 CTX 8p11.1 . POTEA IC9 IVS9 NM_001005365.2 2p23.3L1MB2|LINE|L1|+|349 . . . . 45 22 118 0 0.774902 0.3529412 1 0.1 1 chr8 43193512 261 chr2 26517310 AACTTTTTAATATATCAACTCTTACAGAACACAATGTATTATAATTGTATATTACCTTGTTTTTGAAGCAGGGGATGCACATTTCCTTTTATGTTGTTTGTAGTTCTAAACATTTAAAAAATTAATCAGTGCAATGAGATGGATGTGAAGAGGTATCTCATTGTGGTTTTGATTTGCATCTCCCTAATGATTAGTAATGTTGAACATCTTTTCCTGTGCTTATTGGTCATCTTGTTTGGAGATGAAGATATTCAAATTATT 
CC-X020 chr8 112387714 + 2 chr8 112479295 + 3 DEL 8q23.3MER67D|LTR|ERV1|+|510. . . . 8q23.3 . . . . . 37 30 74 119 0.7933333 0.4 0.95 0.166666667 1 chr8 112387595 194 chr8 112479369 AGCCTCATTTCAATAAGTATCAAAAAGCAAATATATACGGCCTAATCACATTGATCAACATCCCCTAACACCTTCTAGTACTTCTTTTCATTAGCTCACTCCAGCATTTGAAAACACTACAAATTATATTTAGGAAGGCTGTGGTTTTACTTATTATATTTTAATATATTTTATTTTATCCTTAAAATCCCAAA 
CC-X020 chr11 60511015 + 8 chr11 57187804 + 5 INS 11q12.2MLT1H|LTR|ERVL-MaLR|-|399. . . . 11q12.1MLT1L|LTR|ERVL-MaLR|-|324SLC43A3 IC5 IVS7 NM_014096.2 52 53 111 104 0.9235897 0.1538462 0.8672 0.4 1 chr11 60510881 272 chr11 57187943 AGGCCAGTCTTTATGTTCAGTGTTCCAAAGAGCAATAAGAGAAAGCAAGCTCCAATGGGCAGACACTGTACAGATCATATTTACTGTTGCCCCCTTGGCCAAAGAAAGTCACATGACCAAGCCCAGCATCAGGGACTGGATCATATGCTGACCTCCACCTATCACTAGCAACGGGTAAATGGATTGCCATGGTTGGCTTTAATCAATCAGGATTCATCCCCTGGGCTAAGCGGGTCACTGCCCAGATAAAACTGTTCGCAATGAATAAGACA 
CC-X020 chr11 64706140 + 4 chr11 57866572 + 3 INS 11q13.1 . C11orf85 I3U1 IVS10 NM_001037225.1 11q12.1L1ME2|LINE|L1|-|1220OR9Q1 I5U1 IVS2 NM_001005212.3 24 64 112 115 0.9288889 0.1481481 0.8755556 0.333333333 1 chr11 64705995 258 chr11 57866688 GCTCAAGAGTGGCTGCTCTTCCTGAAGAAATATCGAAACGGGAAGAGAGAGCTGCAAGAATGAGAACAGAGTAGGCTGAGACTCTATGAGGTCTCCTTCCCTTCTCCCCATTTCCCATTAGTGCTTCACTAGCTAGGGCATTTTTGGTGAATATTCTATATACACTTGAATGGAATTTGAAGTCTGCTGGTTTGGGATGTAGCATTTCCTATATATCAAATAGGTGAGGTTGCTTAATAGTGTTTTTCAAATCTTATT 
CC-X020 chr11 58834431 + 11 chr11 60443305 + 16 DEL 11q12.1 dup . . . . 11q12.2L1M5|LINE|L1|+|553LINC00301 IR6 IVS6 NR_026946.1 51 53 127 124 0.6508772 0.6315789 0.615 0.666666667 1 chr11 58834304 255 chr11 60443431 AAATAAGAGGGCAGGAAGAGACTTTGGGAGGTGATAGATAGGTCGATGTCATAGAATGTGGTGATCATGTATCTTCACATTCATCAAGTTGTATACACTAATTATGTACATTAATTATGCATTTGGTAGAAGTCATGCAATAAAATTACTCTAAAATGCATATAGATAGATGAATAATTGCATAAAAATGCCAAGAAAGTCTAGAAGTTACATAGTGATTGAGGAGGATCAGATAATTTGCTGCACTAGATATTA 
CC-X020 chr11 60511015 + 8 chr11 57187820 + 1 INS 11q12.2MLT1H|LTR|ERVL-MaLR|-|399. . . . 11q12.1MLT1L|LTR|ERVL-MaLR|-|324SLC43A3 IC5 IVS7 NM_014096.2 52 60 111 75 0.8672 0.4 0.9290476 0.142857143 1 chr11 60510881 246 chr11 57187917 AGGCCAGTCTTTATGTTCAGTGTTCCAAAGAGCAATAAGAGAAAGCAAGCTCCAATGGGCAGACACTGTACAGATCATATTTACTGTTGCCCCCTTGGCCAAAGAAAGTCACATGACCAAGCCCAGCATCAGGGACTGGATCATATGCTGACCTCCACCTATCACTAGCAACGGGTAAATGGATTGCCATGGTTGGCTTTAATCAATCAGGATTCATCCCCTGGGCTAAGCGGGTCACTGCCCAGA 
CC-X020 chr11 61753460 + 8 chr11 66023138 + 5 DEL 11q12.3L1PA10|LINE|L1|+|2378 . . . . 11q13.2 . KLC2 PROM . NM_001134775.1 47 43 92 124 0.8176812 0.3478261 0.9022222 0.133333333 1 chr11 61753327 241 chr11 66023254 GGCCTGACTCTTAAAAGAAAAACAAACAAACGGAAAGAAAAAACAAAAACAGCATCAACAAAAAAGTCCCCACGCAAACCCCATCCAAAGGTCAGCAGCCTTGAAGCTCGAAGCTAGATAAACTCATCAGAAGTTGCTTCCGGAGAGGGGGGCTGGATGGCTGAGGACAGCAGTCACAGAGATAACTACATTTCATTGTAACTTGCTTGTTTGCCTTTTTTTTTTTTAGTTTTTTTTTTTTT 
CC-X020 chr11 67078030 + 3 chr11 64449921 + 9 INS 11q13.2 . SSH3 IC13 IVS13 NM_017857.3 11q13.1 trf NRXN2 IC5 IVS6 NM_015080.3 40 32 59 126 0.752963 0.5555556 0.9715152 0.1875 1 chr11 67077892 273 chr11 64450067 TGACTGTAGACCTGAGCAGGGCGTACCCGGGCTAAGTCTGGCCCGCCCATGCAGGGTGTCCTGGGAGGACCCAGGGGGCCTGGTCCCAGCCTCCTTCACAGTCAGCCCAGTATCTCTTAGCACCCGCTCCATCCTCGGGGACCACATCTTTGAGGGACTCCATCCTTGCGGACCGCATCTTTGAGGGACTCCATCCTTGAGGACTGCATCCTTGGGGACTCCATTTTTGGGACCTGGAGGAGCTCCTGAAAGCCTCTGCACCAATGAGAGCAG 
CC-X020 chr16 31869369 - 1 chr16 6999934 + 6 ITX 16p11.2L1M2|LINE|L1|+|2233 . . . . 16p13.3 . RBFOX1 I5U1 IVS3 NM_018723.3 38 27 68 104 0.8482208 0.2222222 0.8278483 0.411764706 1 chr16 31869472 245 chr16 7000077 TGAAAAAGTTGGCATTTTGATAGTGATTGCATTGAATCTGTAGACTGCTTTGGTCATTTTAACAATATTAATTCTTCTGATCTATGGGCTAAACCACTAGCTAGACGTTTTTTTGTTGTTGTTGTTGTTTTTTGGTACAGAGTCTTGCTCTGTTGCCCAGGCTGGAGTGCAGTGGTGTGTTCTCGGCTCGCTGCAACGTCTGCCTCCTGGGTTCAAGTGATTGTCCTGCCTCAGCCTCCCGAGTA 
CC-X020 chr16 31865155 + 8 chr16 7001478 - 1 ITX 16p11.2AluSx1|SINE|Alu|+|313 . . . . 16p13.3 . RBFOX1 I5U1 IVS3 NM_018723.3 54 25 115 68 0.8412821 0.3846154 0.9259259 0.222222222 1 chr16 31865036 235 chr16 7001362 AATAAACTCTCCAGGCCGGGCACGGTGGCTCATGCCTGCAATCCCAGCCCTTTGGGAGGCCAAGGCAGGCGGATCACTTCAGGTCAGGAGTTTGAGACCAGCTGGCCAATACGGTGAAACTATGTAACTATATAAAAGCTCCTGATTAAGTGAGCTGACTCCATTATGAGATTCTTAAGTAAAATAAATGTACGTTATTGTTTTAAGCCATTATACTAGGGTGATTTATTTGGTA 
CC-X020 chr11 5834040 + 2 chr3 75122923 + 3 CTX 11p15.4L1MB2|LINE|L1|+|3844 . . . . 3p12.3L1MC2|LINE|L1|-|1022 . . . . 18 47 113 110 0.828 0.2666667 0.9246667 0.1 1 chr11 5833924 230 chr3 75123036 AGGGGATGTCAACATCGCATTTTCAACAATGAAAAGATCACCCAGATAGATAATCAACAAGGAAACACTGGACTTGAACTATACTTCAGACCAAATCAGTTATATTTTAGGCTGGAACTTAGCAATACGCATTTAAAGTTTCTACAGGTCTTTTCATGCCTTGATAGCTCATTTCATTTGGTGGCTGAATAATCTTCTATTGTGTGGATGTACCACAGTTTGTGTATCCA 
CC-X020 chr15 65914486 - 3 chr15 65913415 + 9 ITX 15q22.31 . SLC24A1 I5U1 IVS1 NM_004727.2 15q22.31 . SLC24A1 PROM . NM_004727.2 43 52 127 109 0.8744444 0.2777778 0.8702564 0.230769231 1 chr15 65914609 262 chr15 65913556 TTTCCACTATCTCCCTGCAGCCCCCCGATCCTTGCCATGAACTCAACACTTTGCAGCAAGCCCACTCGTATCCCCAGCAGAAATTTCAGAGGGTCTCTCTCTTTCTAATGTTCCTGTGTTAGGTGAAGCAGGGTAGAGGTGAGGCTGTGAGGATTAACTGCTATTTCAGATGAAAGTAACCCAAAGCATCATGCACCCAGGTACTCTGGAGGAAACAGGAAAGGGAGAAAGGGGCAGTCAGTAAATGTCAGGCCGAGTTAGC 
CC-X020 chrX 133924559 + 1 chrX 133929830 + 6 DEL Xq26.3 . FAM122B IC2 IVS2 NM_145284.5 Xq26.3 . FAM122B IC1 IVS1 NM_145284.5 37 47 71 126 0.8505263 0.2105263 0.9420044 0.4 1 chrX 133924432 265 chrX 133929968 TATAACGAAATGCAAGTGAACTTGTAATACTATAAAACCAAATAACAATTATCCTGTTTAAGAGGCCCTACACTATTAAAACTTATTTGAATACTAATGTAGTGAGCAGTATAAAATAGTGATAAAATTCCCTGGTGTAAGTTAGTCGGGGCAAGCAACCTGTCAGAAGAGCCAGAAGCTTTCTGCAGTTCCTTTTACAGAGGGACAACATGGCCCCAGGTAGAGGGGGACCGTTTCCTCCACACTGCCCAAAGTTGGAGATTAA 
CC-X020 chr4 19224053 + 1 chr4 19324119 + 5 DEL 4p15.31 . . . . . 4p15.31 . . . . . 34 29 120 96 0.8925 0.25 0.9529412 0.058823529 1 chr4 19223949 225 chr4 19324247 GGAGACAGAGCAATATATTGTATGTTTTTTATTTTGCAGATCAGTAATGAAATGTTTCAATTACCTTCAGTTCAGTATCATAACATGTTTTAAATTCTTTAGAAAAATATGCCCTAAATTCTGTATCACTTTCATATAGCCTACCAAATATGATAATGTAATTTCTGATGATTCTTATATAAACCCAAAGTATTATGTTTAAAAGTAGATTTAAGTGTGTAATTA 
CC-X020 chr2 1826556 + 9 chr2 1826615 + 0 DEL 2p25.3 . MYT1L IC16 IVS21 NM_015025.2 2p25.3 . MYT1L IC16 IVS21 NM_015025.2 21 28 51 0 0.9566667 0.125 0.9491758 0.142857143 1 chr2 1826411 197 chr2 1826665 ATGGCTGTTGTGGTAGCAAACTCACCCTGAGGTGGTCTCCGAGTGTCAGGGGCTGAGGTGCAGGACCCGGACATCTGGGCCCCTGGCAGTCAGAAGCCACCGCCTCATGGCTGCTGCTGTGTCCACGGTGAAACCCTCCTCTCCTGGAGGGTTTCTCTTTCTCAGGAGCAGCTGCTTGCTGCTGAGGACTGAGTGTA 



Supplementary Table 10. Somatic mutations of 25 CINs and 10 CCs.

Sample_ID Chr Start End Ref Alt Gene.refGene Func.refGene ExonicFunc.refGene AAChange.refGene normal_DP fre_normal tumor_DP ALT_tumor fre_tumor

CINⅠ2 chr19 23654332 23654332 T C ZNF675 exonic nonsynonymous SNVZNF675:NM_138330:exon4:c.A601G:p.K201E 139 0.0 135 8 5.9

CINⅠ4 chr9 112252772 112252772 C T PTBP3 exonic nonsynonymous SNVPTBP3:NM_001244896:exon5:c.G332A:p.G111D,PTBP3:NM_001163788:exon6:c.G533A:p.G178D,PTBP3:NM_001244897:exon6:c.G533A:p.G178D,PTBP3:NM_001244898:exon6:c.G635A:p.G212D,PTBP3:NM_001163790:exon7:c.G626A:p.G209D,PTBP3:NM_005156:exon7:c.G617A:p.G206D100 0.0 89 5 5.6

CINⅠ5 chr3 100451756 100451756 A T LNP1 exonic nonsynonymous SNVLNP1:NM_001085451:exon3:c.A194T:p.H65L 72 0.0 63 5 7.9

CINⅠ5 chr16 89896017 89896017 C T TCF25 exonic nonsynonymous SNVTCF25:NM_014972:exon9:c.C956T:p.A319V 35 0.0 54 5 9.3

CINⅡ1 chr2 102172811 102172811 G T IL1R1 exonic nonsynonymous SNVIL1R1:NM_000877:exon9:c.G964T:p.A322S,IL1R1:NM_001288706:exon9:c.G964T:p.A322S88 0.0 62 5 8.1

CINⅡ4 chrX 104013245 104013245 C T H2BFWT exonic nonsynonymous SNVH2BFWT:NM_001002916:exon1:c.G416A:p.R139Q85 0.0 96 5 5.2

CINⅡ5 chr3 108642478 108642478 A G DZIP3 exonic nonsynonymous SNVDZIP3:NM_014648:exon13:c.A1105G:p.I369V 120 0.0 134 9 6.7

CINⅡ5 chr7 113918867 113918867 G A PPP1R3A exonic stopgain PPP1R3A:NM_002711:exon1:c.C130T:p.R44X 93 1.1 77 10 13.0

CINⅡ5 chr11 17501057 17501057 G A USH1C exonic nonsynonymous SNVUSH1C:NM_001297764:exon17:c.C1417T:p.R473W,USH1C:NM_005709:exon18:c.C1474T:p.R492W,USH1C:NM_153676:exon23:c.C2374T:p.R792W98 0.0 89 7 7.9

CINⅢ1 chr1 7829993 7829993 G A PER3 exonic nonsynonymous SNVPER3:NM_001289862:exon19:c.G3046A:p.A1016T,PER3:NM_001289864:exon19:c.G2086A:p.A696T,PER3:NM_016831:exon19:c.G3019A:p.A1007T30 0.0 50 8 16.0

CINⅢ1 chr3 108582153 108582153 G A KIAA1524 exonic nonsynonymous SNVKIAA1524:NM_020890:exon4:c.C407T:p.S136F 160 0.0 132 12 9.1

CINⅢ1 chr4 39231805 39231805 A G WDR19 exonic nonsynonymous SNVWDR19:NM_025132:exon18:c.A1991G:p.D664G 115 0.0 80 7 8.8

CINⅢ1 chr5 19838927 19838927 C G CDH18 exonic nonsynonymous SNVCDH18:NM_001167667:exon3:c.G60C:p.Q20H,CDH18:NM_001291957:exon3:c.G60C:p.Q20H,CDH18:NM_004934:exon3:c.G60C:p.Q20H,CDH18:NM_001291956:exon5:c.G60C:p.Q20H102 0.0 94 13 13.8

CINⅢ1 chr5 75583310 75583310 A G POLK exonic nonsynonymous SNVPOLK:NM_016218:exon8:c.A952G:p.M318V 174 0.0 167 20 12.0

CINⅢ1 chr6 43285081 43285081 G A TTBK1 exonic nonsynonymous SNVTTBK1:NM_032538:exon15:c.G3671A:p.G1224E 29 0.0 30 7 23.3

CINⅢ1 chr7 40092958 40092958 G C CDK13 exonic nonsynonymous SNVCDK13:NM_003718:exon13:c.G3409C:p.A1137P 117 0.0 103 14 13.6

CINⅢ1 chr10 21517618 21517618 C T SKIDA1 exonic nonsynonymous SNVSKIDA1:NM_207371:exon4:c.G205A:p.A69T 94 0.0 62 9 14.5

CINⅢ1 chr11 73309848 73309848 C A ARHGEF17 exonic nonsynonymous SNVARHGEF17:NM_014786:exon1:c.C1210A:p.L404I105 0.0 80 7 8.8

CINⅢ1 chr11 113690875 113690875 C A TMPRSS5 exonic nonsynonymous SNVTMPRSS5:NM_001288749:exon7:c.G690T:p.W230C,TMPRSS5:NM_001288752:exon8:c.G822T:p.W274C,TMPRSS5:NM_001288750:exon9:c.G897T:p.W299C,TMPRSS5:NM_001288751:exon10:c.G1002T:p.W334C,TMPRSS5:NM_030770:exon10:c.G1029T:p.W343C117 0.0 81 9 11.1

CINⅢ1 chr18 2616479 2616479 G T NDC80 exonic stopgain NDC80:NM_006101:exon17:c.G1834T:p.E612X 89 0.0 93 10 10.8

CINⅢ1 chrX 100828093 100828093 C T CSTF2 exonic nonsynonymous SNVCSTF2:NM_001306206:exon8:c.C880T:p.R294W,CSTF2:NM_001306209:exon8:c.C829T:p.R277W,CSTF2:NM_001325:exon8:c.C880T:p.R294W123 0.0 98 8 8.2

CINⅢ1 chr5 96896864 96896864 G A ERAP2 splicing .NM_022350:exon9:c.1503+1G>A,NM_001130140:exon9:c.1503+1G>A194 1.5 200 11 5.5

CINI11 chr15 41713192 41713192 A T MGA exonic nonsynonymous SNVMGA:NM_001080541:exon9:c.A3126T:p.K1042N,MGA:NM_001164273:exon9:c.A3126T:p.K1042N113 0.0 90 10 11.1

CINII3 chr2 165389727 165389727 C T SCN2A exonic nonsynonymous SNVSCN2A:NM_001040143:exon26:c.C5921T:p.S1974L,SCN2A:NM_001040142:exon27:c.C5921T:p.S1974L,SCN2A:NM_021007:exon27:c.C5921T:p.S1974L127 0.0 129 8 6.2

CINII3 chr9 95881084 95881084 G A ERCC6L2 exonic nonsynonymous SNVERCC6L2:NM_001010895:exon2:c.G295A:p.D99N,ERCC6L2:NM_020207:exon2:c.G295A:p.D99N127 0.0 144 9 6.3

CINII3 chr14 104947251 104947251 G C AHNAK2 exonic nonsynonymous SNVAHNAK2:NM_138420:exon7:c.C8200G:p.L2734V184 0.5 135 7 5.2

CINII3 chr22 38727219 38727219 C T GTPBP1 exonic nonsynonymous SNVGTPBP1:NM_004286:exon9:c.C1408T:p.R470C 74 0.0 78 5 6.4

CINII6 chr12 7921631 7921631 G A SLC2A3 exonic nonsynonymous SNVSLC2A3:NM_006931:exon10:c.C1273T:p.H425Y 94 0.0 81 7 8.6

CINI6-1 chrX 104250436 104250436 C G ESX1 exonic nonsynonymous SNVESX1:NM_153448:exon4:c.G1013C:p.R338P 65 0.0 45 10 22.2

CINII10 chrX 106036727 106036727 C T SERPINA7 exonic nonsynonymous SNVSERPINA7:NM_000354:exon2:c.G332A:p.G111D 41 0.0 52 5 9.6

CINIII6 chr20 62012913 62012913 C T TAF4 exonic nonsynonymous SNVTAF4:NM_003185:exon3:c.G1543A:p.A515T 94 0.0 102 6 5.9

T1 chr1 7835941 7835941 G C PER3 exonic nonsynonymous SNVPER3:NM_001289862:exon20:c.G3394C:p.E1132Q,PER3:NM_001289864:exon20:c.G2434C:p.E812Q,PER3:NM_016831:exon20:c.G3367C:p.E1123Q,PER3:NM_001289861:exon21:c.G3337C:p.E1113Q,PER3:NM_001289863:exon21:c.G3316C:p.E1106Q76 0.0 76 8 10.5

T1 chr1 8324424 8324424 C T SLC45A1 exonic nonsynonymous SNVSLC45A1:NM_001080397:exon2:c.C197T:p.S66L185 0.5 182 21 11.5

T1 chr1 15807471 15807471 C T UQCRHL exonic nonsynonymous SNVUQCRHL:NM_001089591:exon1:c.G179A:p.R60Q113 0.0 106 6 5.7

T1 chr1 16409625 16409625 C G SPATA21 exonic nonsynonymous SNVSPATA21:NM_198546:exon6:c.G563C:p.R188T 57 0.0 48 5 10.4

T1 chr1 28150299 28150299 G C PTAFR exonic nonsynonymous SNVPTAFR:NM_000952:exon2:c.C723G:p.F241L,PTAFR:NM_001164722:exon2:c.C723G:p.F241L,PTAFR:NM_001164721:exon3:c.C723G:p.F241L,PTAFR:NM_001164723:exon3:c.C723G:p.F241L54 0.0 42 6 14.3

T1 chr1 41513347 41513347 C G HIVEP3 exonic nonsynonymous SNVHIVEP3:NM_001127714:exon7:c.G5874C:p.L1958F,HIVEP3:NM_024503:exon8:c.G5874C:p.L1958F28 0.0 45 9 20.0

T1 chr1 42448483 42448483 C A ZMYND12 exonic nonsynonymous SNVZMYND12:NM_032257:exon3:c.G408T:p.L136F 56 0.0 73 12 16.4

T1 chr1 47269644 47269644 G C STIL exonic nonsynonymous SNVSTIL:NM_001048166:exon14:c.C2606G:p.S869C,STIL:NM_003035:exon14:c.C2606G:p.S869C,STIL:NM_001282936:exon15:c.C2606G:p.S869C,STIL:NM_001282937:exon15:c.C2606G:p.S869C,STIL:NM_001282938:exon16:c.C2465G:p.S822C,STIL:NM_001282939:exon16:c.C2465G:p.S822C127 0.0 125 12 9.6

T1 chr1 54986428 54986428 C G TMEM61 exonic stopgain TMEM61:NM_182532:exon2:c.C347G:p.S116X 58 0.0 80 8 10.0

T1 chr1 83907578 83907578 G A TTLL7 exonic stopgain TTLL7:NM_024686:exon16:c.C1870T:p.Q624X 96 1.0 92 7 7.6

T1 chr1 88832765 88832765 G A PKN2 exonic nonsynonymous SNVPKN2:NM_006256:exon20:c.G2584A:p.E862K 169 0.0 150 9 6.0

T1 chr1 151427870 151427870 G A POGZ exonic nonsynonymous SNVPOGZ:NM_145796:exon5:c.C746T:p.S249F,POGZ:NM_207171:exon5:c.C872T:p.S291F,POGZ:NM_001194938:exon6:c.C845T:p.S282F,POGZ:NM_001194937:exon7:c.C1004T:p.S335F,POGZ:NM_015100:exon7:c.C1031T:p.S344F45 0.0 33 5 15.2

T1 chr1 152109753 152109753 C T TCHH exonic nonsynonymous SNVTCHH:NM_007113:exon3:c.G3464A:p.R1155K 134 0.0 140 18 12.9

T1 chr1 157587522 157587522 G A FCRL4 exonic stopgain FCRL4:NM_031282:exon5:c.C601T:p.Q201X 41 0.0 41 7 17.1

T1 chr1 158678411 158678411 G A SPTA1 exonic stopgain SPTA1:NM_003126:exon6:c.C802T:p.R268X 98 0.0 86 10 11.6

T1 chr1 200898351 200898351 C T C1orf106 exonic nonsynonymous SNVC1orf106:NM_018265:exon2:c.C248T:p.S83L 88 0.0 90 9 10.0

T1 chr1 231701998 231701998 C T DISC1 exonic nonsynonymous SNVDISC1:NM_001012957:exon3:c.C1091T:p.A364V,DISC1:NM_001012959:exon3:c.C1091T:p.A364V,DISC1:NM_001164537:exon3:c.C1091T:p.A364V,DISC1:NM_001164538:exon3:c.C1091T:p.A364V,DISC1:NM_001164539:exon3:c.C1091T:p.A364V,DISC1:NM_001164540:exon3:c.C1091T:p.A364V,DISC1:NM_001164541:exon3:c.C1091T:p.A364V,DISC1:NM_001164542:exon3:c.C1091T:p.A364V,DISC1:NM_001164544:exon3:c.C1091T:p.A364V,DISC1:NM_001164545:exon3:c.C1091T:p.A364V,DISC1:NM_001164546:exon3:c.C1091T:p.A364V,DISC1:NM_001164547:exon3:c.C1091T:p.A364V,DISC1:NM_001164548:exon3:c.C1091T:p.A364V,DISC1:NM_001164549:exon3:c.C1091T:p.A364V,DISC1:NM_001164550:exon3:c.C1091T:p.A364V,DISC1:NM_001164551:exon3:c.C1091T:p.A364V,DISC1:NM_001164552:exon3:c.C1091T:p.A364V,DISC1:NM_001164553:exon3:c.C1091T:p.A364V,DISC1:NM_001164554:exon3:c.C1091T:p.A364V,DISC1:NM_018662:exon3:c.C1091T:p.A364V139 0.0 103 11 10.7

T1 chr2 3387827 3387827 G C TRAPPC12 exonic nonsynonymous SNVTRAPPC12:NM_016030:exon2:c.G204C:p.E68D 62 0.0 36 5 13.9

T1 chr2 18586318 18586318 G A NT5C1B,NT5C1B-RDH14 exonic nonsynonymous SNVNT5C1B-RDH14:NM_001199103:exon3:c.C194T:p.S65F,NT5C1B:NM_033253:exon3:c.C194T:p.S65F,NT5C1B:NM_001002006:exon4:c.C374T:p.S125F,NT5C1B:NM_001199086:exon4:c.C323T:p.S108F,NT5C1B:NM_001199087:exon4:c.C425T:p.S142F,NT5C1B:NM_001199088:exon4:c.C374T:p.S125F,NT5C1B-RDH14:NM_001199104:exon4:c.C374T:p.S125F105 0.0 111 6 5.4

T1 chr2 26278667 26278667 G C HADHB exonic nonsynonymous SNVHADHB:NM_001281512:exon7:c.G451C:p.E151Q,HADHB:NM_000183:exon8:c.G496C:p.E166Q,HADHB:NM_001281513:exon9:c.G430C:p.E144Q171 0.6 152 19 12.5

T1 chr2 55025311 55025311 C G RTN4 exonic nonsynonymous SNVRTN4:NM_020532:exon3:c.G2788C:p.E930Q,RTN4:NM_207521:exon3:c.G2170C:p.E724Q82 0.0 97 12 12.4

T1 chr2 84431549 84431549 C T SUCLG1 exonic nonsynonymous SNVSUCLG1:NM_003849:exon7:c.G784A:p.A262T 143 0.7 151 19 12.6

T1 chr2 97167583 97167583 C T ANKRD36 exonic nonsynonymous SNVANKRD36:NM_001164315:exon21:c.C1538T:p.S513F272 0.0 213 17 8.0

T1 chr2 131482831 131482831 G A TUBA3D exonic nonsynonymous SNVTUBA3D:NM_080386:exon5:c.G1336A:p.E446K 244 0.4 174 24 13.8

T1 chr2 169138681 169138681 C G LRP2 exonic nonsynonymous SNVLRP2:NM_004525:exon75:c.G13414C:p.E4472Q 71 0.0 65 5 7.7

T1 chr2 178394413 178394413 G C OSBPL6 exonic nonsynonymous SNVOSBPL6:NM_001201481:exon23:c.G2581C:p.E861Q,OSBPL6:NM_001201482:exon23:c.G2566C:p.E856Q,OSBPL6:NM_145739:exon23:c.G2686C:p.E896Q,OSBPL6:NM_032523:exon24:c.G2674C:p.E892Q,OSBPL6:NM_001201480:exon25:c.G2749C:p.E917Q159 0.0 121 8 6.6

T1 chr2 178545424 178545424 C T TTN exonic nonsynonymous SNVTTN:NM_003319:exon172:c.G68491A:p.E22831K,TTN:NM_133432:exon173:c.G68866A:p.E22956K,TTN:NM_133437:exon173:c.G69067A:p.E23023K,TTN:NM_133378:exon293:c.G87982A:p.E29328K,TTN:NM_001256850:exon294:c.G90763A:p.E30255K,TTN:NM_001267550:exon344:c.G95686A:p.E31896K47 0.0 23 6 26.1

T1 chr2 181909926 181909926 C T SSFA2 exonic nonsynonymous SNVSSFA2:NM_001287504:exon8:c.C982T:p.H328Y,SSFA2:NM_001130445:exon9:c.C1441T:p.H481Y,SSFA2:NM_001287503:exon9:c.C1441T:p.H481Y,SSFA2:NM_006751:exon9:c.C1441T:p.H481Y90 0.0 85 11 12.9

T1 chr2 185792717 185792717 G C FSIP2 exonic nonsynonymous SNVFSIP2:NM_173651:exon16:c.G5848C:p.E1950Q 167 1.2 99 11 11.1

T1 chr2 196844020 196844020 G C PGAP1 exonic stopgain PGAP1:NM_024989:exon25:c.C2393G:p.S798X 108 0.9 78 11 14.1

T1 chr2 218271464 218271464 G C PNKD exonic nonsynonymous SNVPNKD:NM_001077399:exon2:c.G151C:p.E51Q,PNKD:NM_015488:exon2:c.G151C:p.E51Q87 0.0 82 6 7.3

T1 chr2 219216825 219216825 G A ABCB6 exonic nonsynonymous SNVABCB6:NM_005689:exon3:c.C695T:p.S232L 83 2.4 55 6 10.9

T1 chr2 227893868 227893868 G C DAW1 exonic nonsynonymous SNVDAW1:NM_178821:exon5:c.G391C:p.E131Q 72 0.0 81 5 6.2

T1 chr2 233743783 233743783 C G DNAJB3 exonic nonsynonymous SNVDNAJB3:NM_001001394:exon1:c.G134C:p.R45T155 0.0 114 11 9.6

T1 chr3 4661008 4661008 G C ITPR1 exonic nonsynonymous SNVITPR1:NM_001168272:exon13:c.G1127C:p.R376T,ITPR1:NM_002222:exon13:c.G1127C:p.R376T,ITPR1:NM_001099952:exon14:c.G1172C:p.R391T126 0.0 100 15 15.0

T1 chr3 24146678 24146678 C G THRB exonic nonsynonymous SNVTHRB:NM_000461:exon6:c.G529C:p.D177H,THRB:NM_001128176:exon7:c.G529C:p.D177H,THRB:NM_001128177:exon7:c.G529C:p.D177H,THRB:NM_001252634:exon8:c.G529C:p.D177H103 0.0 92 12 13.0

T1 chr3 29488458 29488458 C G RBMS3 exonic nonsynonymous SNVRBMS3:NM_001003792:exon3:c.C263G:p.S88C,RBMS3:NM_001003793:exon3:c.C266G:p.S89C,RBMS3:NM_001177711:exon3:c.C266G:p.S89C,RBMS3:NM_001177712:exon3:c.C266G:p.S89C,RBMS3:NM_014483:exon3:c.C266G:p.S89C114 0.0 75 8 10.7

T1 chr3 32818096 32818096 G A TRIM71 exonic nonsynonymous SNVTRIM71:NM_001039111:exon1:c.G16A:p.E6K 58 0.0 67 11 16.4

T1 chr3 41236657 41236657 C A CTNNB1 exonic stopgainCTNNB1:NM_001098209:exon13:c.C2024A:p.S675X,CTNNB1:NM_001098210:exon13:c.C2024A:p.S675X,CTNNB1:NM_001904:exon13:c.C2024A:p.S675X58 0.0 71 6 8.5

T1 chr3 42633662 42633662 G C NKTR exonic nonsynonymous SNVNKTR:NM_005385:exon10:c.G856C:p.E286Q 163 0.0 138 17 12.3

T1 chr3 57489639 57489639 G A DNAH12 exonic stopgain DNAH12:NM_001291661:exon12:c.C1384T:p.Q462X120 0.0 93 6 6.5

T1 chr3 138683754 138683754 C T PIK3CB exonic nonsynonymous SNVPIK3CB:NM_001256045:exon7:c.G885A:p.M295I,PIK3CB:NM_006219:exon16:c.G2349A:p.M783I166 0.0 195 44 22.6

T1 chr3 149474968 149474968 C T TM4SF4 exonic nonsynonymous SNV TM4SF4:NM_004617:exon1:c.C91T:p.P31S 161 1.2 194 49 25.3

T1 chr3 155910859 155910859 G C GMPS exonic nonsynonymous SNVGMPS:NM_003875:exon6:c.G694C:p.E232Q 106 0.0 104 7 6.7

T1 chr3 160417765 160417765 G C SMC4 exonic nonsynonymous SNVSMC4:NM_005496:exon10:c.G1480C:p.E494Q,SMC4:NM_001002800:exon11:c.G1480C:p.E494Q,SMC4:NM_001288753:exon11:c.G1405C:p.E469Q115 0.0 126 14 11.1

T1 chr3 171735547 171735547 G C PLD1 exonic nonsynonymous SNVPLD1:NM_001130081:exon4:c.C379G:p.H127D,PLD1:NM_002662:exon4:c.C379G:p.H127D157 0.0 145 19 13.1

T1 chr3 172295489 172295489 G T FNDC3B exonic nonsynonymous SNVFNDC3B:NM_001135095:exon8:c.G976T:p.D326Y,FNDC3B:NM_022763:exon8:c.G976T:p.D326Y175 0.0 160 10 6.3

T1 chr3 172295514 172295514 G C FNDC3B exonic nonsynonymous SNVFNDC3B:NM_001135095:exon8:c.G1001C:p.S334T,FNDC3B:NM_022763:exon8:c.G1001C:p.S334T165 0.0 151 10 6.6

T1 chr3 186784463 186784463 G A EIF4A2 exonic nonsynonymous SNV EIF4A2:NM_001967:exon2:c.G61A:p.D21N 92 0.0 73 10 13.7

T1 chr3 193270659 193270659 C G HRASLS exonic stopgain HRASLS:NM_020386:exon4:c.C776G:p.S259X 114 0.0 94 11 11.7

T1 chr4 20549121 20549121 C T SLIT2 exonic stopgainSLIT2:NM_001289135:exon23:c.C2470T:p.R824X,SLIT2:NM_001289136:exon23:c.C2458T:p.R820X,SLIT2:NM_004787:exon24:c.C2482T:p.R828X94 1.1 73 6 8.2

T1 chr4 36293625 36293625 C G DTHD1 exonic nonsynonymous SNVDTHD1:NM_001136536:exon3:c.C448G:p.L150V,DTHD1:NM_001170700:exon3:c.C943G:p.L315V109 0.0 75 11 14.7

T1 chr4 37840120 37840120 C T PGM2 exonic stopgain PGM2:NM_018290:exon6:c.C580T:p.Q194X 109 0.0 84 10 11.9

T1 chr4 40102396 40102396 C G N4BP2 exonic stopgain N4BP2:NM_018177:exon4:c.C551G:p.S184X 86 0.0 73 6 8.2

T1 chr4 69734249 69734249 G C SULT1B1 exonic nonsynonymous SNVSULT1B1:NM_014465:exon5:c.C391G:p.R131G 166 0.0 167 24 14.4

T1 chr4 122243918 122243918 G C KIAA1109 exonic nonsynonymous SNVKIAA1109:NM_015312:exon29:c.G4807C:p.E1603Q89 1.1 102 19 18.6

T1 chr4 150851985 150851985 G A LRBA exonic nonsynonymous SNVLRBA:NM_001199282:exon23:c.C3725T:p.A1242V,LRBA:NM_006726:exon23:c.C3725T:p.A1242V63 0.0 52 5 9.6

T1 chr4 154536692 154536692 C G PLRG1 exonic nonsynonymous SNVPLRG1:NM_001201564:exon15:c.G1511C:p.R504T,PLRG1:NM_002669:exon15:c.G1538C:p.R513T210 1.0 153 16 10.5

T1 chr4 158831913 158831913 C T FNIP2 exonic nonsynonymous SNV FNIP2:NM_020840:exon4:c.C434T:p.S145L 105 0.0 97 9 9.3

T1 chr4 162111388 162111388 C G FSTL5 exonic nonsynonymous SNVFSTL5:NM_001128427:exon2:c.G9C:p.K3N,FSTL5:NM_001128428:exon2:c.G9C:p.K3N,FSTL5:NM_020116:exon2:c.G9C:p.K3N113 0.0 84 16 19.0

T1 chr4 176119949 176119949 G C WDR17 exonic nonsynonymous SNVWDR17:NM_181265:exon4:c.G390C:p.W130C,WDR17:NM_170710:exon5:c.G462C:p.W154C114 0.9 99 19 19.2

T1 chr5 6616814 6616814 C T NSUN2 exonic nonsynonymous SNVNSUN2:NM_001193455:exon8:c.G829A:p.E277K,NSUN2:NM_017755:exon9:c.G934A:p.E312K84 1.2 72 19 26.4

T1 chr5 10973517 10973517 C T CTNND2 exonic nonsynonymous SNVCTNND2:NM_001288716:exon19:c.G2603A:p.R868H,CTNND2:NM_001288715:exon21:c.G3341A:p.R1114H,CTNND2:NM_001288717:exon21:c.G2315A:p.R772H,CTNND2:NM_001332:exon22:c.G3614A:p.R1205H111 0.0 96 14 14.6

T1 chr5 13829671 13829671 C G DNAH5 exonic nonsynonymous SNVDNAH5:NM_001369:exon38:c.G6283C:p.E2095Q 72 0.0 98 12 12.2

T1 chr5 14602192 14602192 G C FAM105A exonic nonsynonymous SNVFAM105A:NM_019018:exon5:c.G358C:p.E120Q 98 0.0 77 9 11.7

T1 chr5 66025904 66025904 C A ERBB2IP exonic stopgainERBB2IP:NM_001006600:exon12:c.C947A:p.S316X,ERBB2IP:NM_001253697:exon12:c.C947A:p.S316X,ERBB2IP:NM_001253698:exon12:c.C947A:p.S316X,ERBB2IP:NM_001253699:exon12:c.C947A:p.S316X,ERBB2IP:NM_001253701:exon12:c.C947A:p.S316X,ERBB2IP:NM_018695:exon12:c.C947A:p.S316X121 0.0 97 6 6.2

T1 chr5 67164528 67164528 G C MAST4 exonic nonsynonymous SNVMAST4:NM_001290227:exon26:c.G4566C:p.K1522N,MAST4:NM_001297651:exon26:c.G4767C:p.K1589N,MAST4:NM_001290226:exon27:c.G4731C:p.K1577N,MAST4:NM_015183:exon28:c.G4782C:p.K1594N,MAST4:NM_001164664:exon29:c.G5349C:p.K1783N165 1.2 131 13 9.9

T1 chr5 74840082 74840082 G T FAM169A exonic stopgain FAM169A:NM_015566:exon3:c.C224A:p.S75X 287 0.0 259 30 11.6

T1 chr5 129094970 129094970 C G ISOC1 exonic nonsynonymous SNV ISOC1:NM_016048:exon1:c.C204G:p.F68L 81 0.0 70 9 12.9

T1 chr5 132198883 132198883 G C P4HA2 exonic nonsynonymous SNVP4HA2:NM_001017973:exon11:c.C1301G:p.S434C,P4HA2:NM_001017974:exon11:c.C1301G:p.S434C,P4HA2:NM_004199:exon11:c.C1301G:p.S434C,P4HA2:NM_001142598:exon12:c.C1301G:p.S434C,P4HA2:NM_001142599:exon12:c.C1301G:p.S434C98 1.0 85 13 15.3

T1 chr5 132557376 132557376 G A RAD50 exonic nonsynonymous SNV RAD50:NM_005732:exon1:c.G52A:p.E18K 79 1.3 51 5 9.8

T1 chr5 140841331 140841331 C T PCDHA8 exonic nonsynonymous SNVPCDHA8:NM_018911:exon1:c.C10T:p.H4Y,PCDHA8:NM_031856:exon1:c.C10T:p.H4Y126 0.8 132 16 12.1

T1 chr5 150649195 150649195 C G SYNPO exonic stopgainSYNPO:NM_001109974:exon2:c.C920G:p.S307X,SYNPO:NM_007286:exon2:c.C920G:p.S307X,SYNPO:NM_001166208:exon3:c.C1652G:p.S551X,SYNPO:NM_001166209:exon3:c.C1652G:p.S551X77 0.0 81 7 8.6

T1 chr5 179867490 179867490 G A TBC1D9B exonic nonsynonymous SNVTBC1D9B:NM_198868:exon19:c.C2869T:p.P957S 57 0.0 48 7 14.6

T1 chr6 27824134 27824134 C T HIST1H4J exonic nonsynonymous SNVHIST1H4J:NM_021968:exon1:c.C10T:p.R4C 151 1.3 135 12 8.9

T1 chr6 64439306 64439306 C G EYS exonic nonsynonymous SNVEYS:NM_001142800:exon27:c.G5691C:p.Q1897H,EYS:NM_001292009:exon27:c.G5691C:p.Q1897H138 0.0 113 16 14.2

T1 chr6 79017488 79017488 G A PHIP exonic nonsynonymous SNVPHIP:NM_017934:exon11:c.C1090T:p.H364Y 218 0.0 220 23 10.5

T1 chr6 79017502 79017502 G A PHIP exonic nonsynonymous SNVPHIP:NM_017934:exon11:c.C1076T:p.S359L 213 0.5 203 22 10.8

T1 chr6 83057931 83057931 G C UBE3D exonic nonsynonymous SNVUBE3D:NM_001304437:exon2:c.C73G:p.L25V,UBE3D:NM_198920:exon2:c.C169G:p.L57V108 0.0 64 23 35.9

T1 chr6 131253052 131253052 C A AKAP7 exonic stopgain AKAP7:NM_138633:exon2:c.C65A:p.S22X 160 0.0 155 19 12.3

T1 chr6 138846550 138846550 C G ECT2L exonic nonsynonymous SNVECT2L:NM_001195037:exon7:c.C776G:p.S259C,ECT2L:NM_001077706:exon8:c.C776G:p.S259C74 0.0 44 6 13.6

T1 chr6 151351686 151351686 C G AKAP12 exonic nonsynonymous SNVAKAP12:NM_144497:exon2:c.C3001G:p.Q1001E,AKAP12:NM_005100:exon4:c.C3295G:p.Q1099E57 0.0 51 5 9.8

T1 chr6 158607300 158607300 G C TMEM181 exonic nonsynonymous SNVTMEM181:NM_020823:exon8:c.G1041C:p.Q347H 76 0.0 68 7 10.3

T1 chr7 6165284 6165284 C T CYTH3 exonic nonsynonymous SNVCYTH3:NM_004227:exon12:c.G1116A:p.M372I 110 0.0 97 12 12.4

T1 chr7 47940289 47940289 C G PKD1L1 exonic nonsynonymous SNVPKD1L1:NM_138295:exon3:c.G189C:p.M63I 89 0.0 60 8 13.3

T1 chr7 55978218 55978218 C T GBAS exonic nonsynonymous SNVGBAS:NM_001202469:exon2:c.C185T:p.S62F,GBAS:NM_001483:exon2:c.C185T:p.S62F84 0.0 74 6 8.1

T1 chr7 84060533 84060533 G C SEMA3A exonic stopgain SEMA3A:NM_006080:exon5:c.C479G:p.S160X 140 0.0 109 16 14.7

T1 chr7 100893899 100893899 C T ACHE exonic nonsynonymous SNVACHE:NM_000665:exon2:c.G334A:p.E112K,ACHE:NM_001282449:exon2:c.G334A:p.E112K,ACHE:NM_001302621:exon2:c.G334A:p.E112K,ACHE:NM_001302622:exon2:c.G334A:p.E112K,ACHE:NM_015831:exon2:c.G334A:p.E112K89 0.0 85 6 7.1

T1 chr7 139716826 139716826 G C HIPK2 exonic nonsynonymous SNVHIPK2:NM_001113239:exon2:c.C209G:p.S70C,HIPK2:NM_022740:exon2:c.C209G:p.S70C93 0.0 88 12 13.6

T1 chr7 143478614 143478614 C G TAS2R41 exonic nonsynonymous SNVTAS2R41:NM_176883:exon1:c.C742G:p.L248V 40 0.0 54 6 11.1

T1 chr7 143756638 143756638 G C CTAGE6 exonic nonsynonymous SNVCTAGE6:NM_178561:exon1:c.C1021G:p.Q341E1008 0.0 959 57 5.9

T1 chr7 149475265 149475265 C G ZNF746 exonic nonsynonymous SNVZNF746:NM_001163474:exon7:c.G1057C:p.E353Q,ZNF746:NM_152557:exon7:c.G1054C:p.E352Q155 0.6 129 20 15.5

T1 chr7 159032027 159032027 C T VIPR2 exonic nonsynonymous SNVVIPR2:NM_001308259:exon8:c.G964A:p.G322S,VIPR2:NM_001304522:exon9:c.G772A:p.G258S,VIPR2:NM_003382:exon11:c.G1012A:p.G338S48 0.0 54 5 9.3

T1 chr8 79765663 79765663 G C HEY1 exonic nonsynonymous SNVHEY1:NM_001282851:exon2:c.C170G:p.S57C,HEY1:NM_001040708:exon5:c.C452G:p.S151C,HEY1:NM_012258:exon5:c.C440G:p.S147C181 0.0 154 20 13.0

T1 chr8 86466867 86466867 G C WWP1 exonic nonsynonymous SNVWWP1:NM_007013:exon25:c.G2743C:p.E915Q 226 0.0 205 31 15.1

T1 chr8 89970427 89970427 G C NBN exonic stopgainNBN:NM_002485:exon7:c.C833G:p.S278X,NBN:NM_001024688:exon8:c.C587G:p.S196X97 0.0 97 14 14.4

T1 chr8 94527349 94527349 C T KIAA1429 exonic nonsynonymous SNVKIAA1429:NM_015496:exon8:c.G895A:p.E299K,KIAA1429:NM_183009:exon8:c.G895A:p.E299K73 0.0 50 11 22.0

T1 chr8 94527358 94527358 C T KIAA1429 exonic nonsynonymous SNVKIAA1429:NM_015496:exon8:c.G886A:p.D296N,KIAA1429:NM_183009:exon8:c.G886A:p.D296N70 0.0 52 11 21.2

T1 chr8 143919722 143919722 C T PLEC exonic nonsynonymous SNVPLEC:NM_201378:exon32:c.G10057A:p.E3353K,PLEC:NM_201379:exon32:c.G10033A:p.E3345K,PLEC:NM_201380:exon32:c.G10510A:p.E3504K,PLEC:NM_201381:exon32:c.G10003A:p.E3335K,PLEC:NM_201382:exon32:c.G10099A:p.E3367K,PLEC:NM_201383:exon32:c.G10111A:p.E3371K,PLEC:NM_201384:exon32:c.G10099A:p.E3367K,PLEC:NM_000445:exon33:c.G10180A:p.E3394K64 0.0 52 8 15.4

T1 chr9 35091822 35091822 G A PIGO exonic nonsynonymous SNVPIGO:NM_032634:exon7:c.C2065T:p.R689C 71 0.0 66 8 12.1

T1 chr9 35684515 35684515 G C TPM2 exonic nonsynonymous SNVTPM2:NM_001301226:exon7:c.C675G:p.I225M,TPM2:NM_001301227:exon7:c.C675G:p.I225M,TPM2:NM_003289:exon7:c.C675G:p.I225M,TPM2:NM_213674:exon7:c.C675G:p.I225M59 0.0 72 9 12.5

T1 chr9 37486057 37486057 G A POLR1E exonic nonsynonymous SNV POLR1E:NM_022490:exon1:c.G10A:p.E4K 167 0.0 140 13 9.3

T1 chr9 69216349 69216349 G C TJP2 exonic nonsynonymous SNVTJP2:NM_001170415:exon3:c.G137C:p.R46T,TJP2:NM_001170416:exon3:c.G218C:p.R73T,TJP2:NM_001170630:exon3:c.G125C:p.R42T,TJP2:NM_004817:exon3:c.G125C:p.R42T,TJP2:NM_201629:exon3:c.G125C:p.R42T,TJP2:NM_001170414:exon4:c.G56C:p.R19T93 0.0 70 6 8.6

T1 chr9 69856620 69856620 G C C9orf135 exonic nonsynonymous SNVC9orf135:NM_001308085:exon2:c.G30C:p.M10I,C9orf135:NM_001308086:exon2:c.G30C:p.M10I,C9orf135:NM_001010940:exon3:c.G327C:p.M109I,C9orf135:NM_001308084:exon3:c.G327C:p.M109I122 0.0 101 14 13.9

T1 chr9 69856651 69856651 G C C9orf135 exonic nonsynonymous SNVC9orf135:NM_001308085:exon2:c.G61C:p.V21L,C9orf135:NM_001308086:exon2:c.G61C:p.V21L,C9orf135:NM_001010940:exon3:c.G358C:p.V120L,C9orf135:NM_001308084:exon3:c.G358C:p.V120L108 0.0 84 10 11.9

T1 chr9 93289990 93289990 G C WNK2 exonic nonsynonymous SNVWNK2:NM_006648:exon20:c.G4879C:p.E1627Q,WNK2:NM_001282394:exon21:c.G4990C:p.E1664Q24 0.0 25 6 24.0

T1 chr9 97854167 97854167 G C FOXE1 exonic nonsynonymous SNVFOXE1:NM_004473:exon1:c.G253C:p.E85Q 252 0.8 231 37 16.0

T1 chr9 97854263 97854263 G T FOXE1 exonic stopgain FOXE1:NM_004473:exon1:c.G349T:p.E117X 217 0.5 207 26 12.6

T1 chr9 123097834 123097834 G C RABGAP1 exonic nonsynonymous SNVRABGAP1:NM_012197:exon22:c.G2722C:p.E908Q42 0.0 42 9 21.4

T1 chr9 125341211 125341211 C T GAPVD1 exonic nonsynonymous SNVGAPVD1:NM_001282681:exon15:c.C2849T:p.S950L,GAPVD1:NM_015635:exon17:c.C2993T:p.S998L,GAPVD1:NM_001282679:exon18:c.C2912T:p.S971L,GAPVD1:NM_001282680:exon18:c.C2912T:p.S971L137 0.7 128 17 13.3

T1 chr9 132388174 132388174 C T TTF1 exonic nonsynonymous SNVTTF1:NM_001205296:exon7:c.G732A:p.M244I,TTF1:NM_007344:exon8:c.G2277A:p.M759I59 0.0 63 8 12.7

T1 chr9 137457496 137457496 C T NSMF exonic nonsynonymous SNVNSMF:NM_001130969:exon3:c.G539A:p.R180Q,NSMF:NM_001130970:exon3:c.G539A:p.R180Q,NSMF:NM_001130971:exon3:c.G539A:p.R180Q,NSMF:NM_001178064:exon3:c.G539A:p.R180Q,NSMF:NM_015537:exon3:c.G539A:p.R180Q72 0.0 84 8 9.5

T1 chr10 5452493 5452493 T A NET1 exonic nonsynonymous SNVNET1:NM_005863:exon3:c.T337A:p.S113T,NET1:NM_001047160:exon5:c.T499A:p.S167T77 0.0 65 10 15.4

T1 chr10 24600833 24600833 G A ARHGAP21 exonic nonsynonymous SNVARHGAP21:NM_020824:exon14:c.C2945T:p.P982L244 0.0 175 15 8.6

T1 chr10 61760068 61760068 G T C10orf107 exonic stopgain C10orf107:NM_173554:exon5:c.G298T:p.E100X 148 0.0 125 13 10.4

T1 chr10 62236198 62236198 G C RTKN2 exonic nonsynonymous SNVRTKN2:NM_145307:exon6:c.C554G:p.S185C 139 0.0 108 18 16.7

T1 chr10 68121538 68121538 C T MYPN exonic stopgainMYPN:NM_032578:exon2:c.C100T:p.R34X,MYPN:NM_001256267:exon3:c.C100T:p.R34X66 0.0 45 6 13.3

T1 chr10 92349413 92349413 G C 42799 exonic nonsynonymous SNVMARCH5:NM_017824:exon4:c.G434C:p.G145A 83 1.2 73 15 20.5

T1 chr10 99430484 99430484 C T GOT1 exonic nonsynonymous SNV GOT1:NM_002079:exon1:c.G82A:p.D28N 101 1.0 83 15 18.1

T1 chr10 100930989 100930989 G C SLF2 exonic nonsynonymous SNVSLF2:NM_001136123:exon9:c.G2347C:p.D783H,SLF2:NM_018121:exon9:c.G2347C:p.D783H100 0.0 106 12 11.3

T1 chr10 122083127 122083127 G T TACC2 exonic nonsynonymous SNVTACC2:NM_001291876:exon4:c.G627T:p.M209I,TACC2:NM_001291877:exon4:c.G627T:p.M209I,TACC2:NM_206862:exon4:c.G627T:p.M209I49 0.0 30 5 16.7

T1 chr11 293496 293496 G C ATHL1 exonic nonsynonymous SNVATHL1:NM_025092:exon9:c.G1474C:p.E492Q 55 1.8 51 10 19.6

T1 chr11 7420633 7420633 G C SYT9 exonic nonsynonymous SNVSYT9:NM_175733:exon6:c.G1465C:p.E489Q 72 0.0 58 10 17.2

T1 chr11 59831792 59831792 C G GIF exonic nonsynonymous SNV GIF:NM_005142:exon8:c.G1078C:p.E360Q 112 0.0 83 7 8.4

T1 chr11 86003381 86003381 G A PICALM exonic nonsynonymous SNVPICALM:NM_001008660:exon9:c.C878T:p.S293F,PICALM:NM_001206946:exon9:c.C878T:p.S293F,PICALM:NM_001206947:exon9:c.C725T:p.S242F,PICALM:NM_007166:exon9:c.C878T:p.S293F52 0.0 51 5 9.8

T1 chr11 96092316 96092316 G A MAML2 exonic nonsynonymous SNVMAML2:NM_032427:exon2:c.C1715T:p.P572L 87 0.0 72 10 13.9

T1 chr11 117192298 117192298 C G SIDT2 exonic nonsynonymous SNVSIDT2:NM_001040455:exon20:c.C1917G:p.I639M 41 0.0 43 6 14.0

T1 chr11 118545428 118545428 G A IFT46 exonic nonsynonymous SNVIFT46:NM_001168618:exon11:c.C800T:p.S267L,IFT46:NM_020153:exon12:c.C953T:p.S318L47 0.0 60 5 8.3

T1 chr11 130915719 130915719 G A SNX19 exonic nonsynonymous SNV SNX19:NM_014758:exon1:c.C221T:p.S74L 59 0.0 67 5 7.5

T1 chr12 8059309 8059309 G A C3AR1 exonic nonsynonymous SNVC3AR1:NM_004054:exon2:c.C877T:p.H293Y 78 0.0 42 7 16.7

T1 chr12 8605326 8605326 G C AICDA exonic nonsynonymous SNVAICDA:NM_020661:exon3:c.C316G:p.L106V 63 0.0 43 8 18.6

T1 chr12 15900995 15900995 C T STRAP exonic nonsynonymous SNV STRAP:NM_007178:exon9:c.C974T:p.T325I 79 0.0 65 13 20.0

T1 chr12 30630930 30630930 C T IPO8 exonic nonsynonymous SNVIPO8:NM_001190995:exon21:c.G2429A:p.G810E,IPO8:NM_006390:exon25:c.G3044A:p.G1015E58 0.0 62 5 8.1

T1 chr12 30630944 30630944 C A IPO8 exonic nonsynonymous SNVIPO8:NM_001190995:exon21:c.G2415T:p.K805N,IPO8:NM_006390:exon25:c.G3030T:p.K1010N54 0.0 54 5 9.3

T1 chr12 46239743 46239743 C T SLC38A1 exonic nonsynonymous SNVSLC38A1:NM_001278388:exon2:c.G58A:p.E20K,SLC38A1:NM_001077484:exon3:c.G58A:p.E20K,SLC38A1:NM_001278389:exon3:c.G58A:p.E20K,SLC38A1:NM_001278390:exon3:c.G58A:p.E20K,SLC38A1:NM_030674:exon3:c.G58A:p.E20K,SLC38A1:NM_001278387:exon4:c.G58A:p.E20K64 0.0 54 10 18.5

T1 chr12 53037613 53037613 C T EIF4B exonic nonsynonymous SNVEIF4B:NM_001300821:exon11:c.C1526T:p.S509F,EIF4B:NM_001417:exon11:c.C1511T:p.S504F51 0.0 51 8 15.7

T1 chr12 57694760 57694760 C G OS9 exonic nonsynonymous SNVOS9:NM_001017956:exon2:c.C173G:p.S58W,OS9:NM_001017957:exon2:c.C173G:p.S58W,OS9:NM_001017958:exon2:c.C173G:p.S58W,OS9:NM_001261420:exon2:c.C173G:p.S58W,OS9:NM_001261421:exon2:c.C173G:p.S58W,OS9:NM_001261422:exon2:c.C173G:p.S58W,OS9:NM_006812:exon2:c.C173G:p.S58W100 0.0 85 13 15.3

T1 chr12 64111859 64111859 G C SRGAP1 exonic nonsynonymous SNVSRGAP1:NM_020762:exon17:c.G2017C:p.V673L 82 0.0 57 6 10.5

T1 chr12 64111883 64111883 G A SRGAP1 exonic nonsynonymous SNVSRGAP1:NM_020762:exon17:c.G2041A:p.E681K 78 0.0 74 9 12.2

T1 chr12 64275354 64275354 C G C12orf56 exonic nonsynonymous SNVC12orf56:NM_001099676:exon8:c.G973C:p.E325Q,C12orf56:NM_001170633:exon10:c.G1453C:p.E485Q175 0.0 153 26 17.0

T1 chr12 67306024 67306024 C G CAND1 exonic nonsynonymous SNVCAND1:NM_018448:exon10:c.C2356G:p.Q786E 52 0.0 55 12 21.8

T1 chr12 69694430 69694430 C G BEST3 exonic nonsynonymous SNVBEST3:NM_001282614:exon3:c.G187C:p.E63Q,BEST3:NM_032735:exon3:c.G187C:p.E63Q60 0.0 71 7 9.9

T1 chr12 71636552 71636552 G A ZFC3H1 exonic stopgain ZFC3H1:NM_144982:exon9:c.C2038T:p.Q680X 124 0.0 116 9 7.8

T1 chr12 76059809 76059809 C G NAP1L1 exonic nonsynonymous SNVNAP1L1:NM_001307924:exon6:c.G418C:p.D140H,NAP1L1:NM_004537:exon6:c.G418C:p.D140H,NAP1L1:NM_139207:exon6:c.G418C:p.D140H77 0.0 71 8 11.3

T1 chr12 80444799 80444799 C G PTPRQ exonic nonsynonymous SNVPTPRQ:NM_001145026:exon2:c.C113G:p.S38C 121 0.0 104 7 6.7



T1 chr12 95274758 95274758 G A VEZT exonic nonsynonymous SNV VEZT:NM_017599:exon7:c.G865A:p.E289K 75 0.0 71 9 12.7

T1 chr12 96592590 96592590 C G CFAP54 exonic nonsynonymous SNVCFAP54:NM_001306084:exon24:c.C3313G:p.L1105V69 0.0 64 8 12.5

T1 chr13 38354252 38354252 G C UFM1 exonic nonsynonymous SNVUFM1:NM_001286703:exon3:c.G67C:p.E23Q,UFM1:NM_001286704:exon3:c.G127C:p.E43Q,UFM1:NM_001286705:exon3:c.G73C:p.E25Q,UFM1:NM_001286706:exon3:c.G73C:p.E25Q,UFM1:NM_016617:exon3:c.G73C:p.E25Q248 0.0 225 48 21.3

T1 chr13 39687606 39687606 G A COG6 exonic nonsynonymous SNVCOG6:NM_001145079:exon9:c.G892A:p.E298K,COG6:NM_020751:exon9:c.G892A:p.E298K124 0.0 70 9 12.9

T1 chr14 22928518 22928518 C G PRMT5 exonic nonsynonymous SNVPRMT5:NM_001039619:exon2:c.G157C:p.D53H,PRMT5:NM_001282953:exon2:c.G157C:p.D53H,PRMT5:NM_001282955:exon2:c.G208C:p.D70H,PRMT5:NM_001282956:exon2:c.G157C:p.D53H,PRMT5:NM_006109:exon2:c.G208C:p.D70H70 0.0 55 10 18.2

T1 chr14 55183697 55183697 C G DLGAP5 exonic nonsynonymous SNVDLGAP5:NM_001146015:exon3:c.G295C:p.E99Q,DLGAP5:NM_014750:exon3:c.G295C:p.E99Q112 0.0 84 6 7.1

T1 chr14 60124272 60124272 G A PCNXL4 exonic nonsynonymous SNVPCNXL4:NM_022495:exon8:c.G1399A:p.E467K 64 0.0 58 9 15.5

T1 chr14 64141428 64141428 G C SYNE2 exonic nonsynonymous SNVSYNE2:NM_015180:exon81:c.G15064C:p.D5022H,SYNE2:NM_182914:exon81:c.G15064C:p.D5022H215 0.0 199 22 11.1

T1 chr14 104948879 104948879 G C AHNAK2 exonic nonsynonymous SNVAHNAK2:NM_138420:exon7:c.C6572G:p.S2191C344 0.3 333 28 8.4

T1 chr15 40363662 40363662 G A DISP2 exonic nonsynonymous SNV DISP2:NM_033510:exon2:c.G157A:p.E53K 111 0.0 133 13 9.8

T1 chr15 40364253 40364253 G T DISP2 exonic nonsynonymous SNVDISP2:NM_033510:exon3:c.G477T:p.K159N 58 0.0 61 5 8.2

T1 chr15 41466238 41466238 G A RTF1 exonic nonsynonymous SNV RTF1:NM_015138:exon6:c.G875A:p.R292Q 102 0.0 83 7 8.4

T1 chr15 42511898 42511898 G A SNAP23 exonic nonsynonymous SNVSNAP23:NM_003825:exon2:c.G52A:p.D18N,SNAP23:NM_130798:exon2:c.G52A:p.D18N117 0.0 113 18 15.9

T1 chr15 45198777 45198777 G T SHF exonic nonsynonymous SNV SHF:NM_138356:exon2:c.C298A:p.R100S 70 0.0 61 6 9.8

T1 chr15 51404389 51404389 G C GLDN exonic nonsynonymous SNVGLDN:NM_181789:exon10:c.G1291C:p.E431Q 73 0.0 72 5 6.9

T1 chr15 65512324 65512324 C A DPP8 exonic nonsynonymous SNVDPP8:NM_017743:exon2:c.G230T:p.G77V,DPP8:NM_130434:exon2:c.G230T:p.G77V,DPP8:NM_197960:exon3:c.G278T:p.G93V,DPP8:NM_197961:exon3:c.G278T:p.G93V40 0.0 42 5 11.9

T1 chr15 66306947 66306947 G C DIS3L exonic nonsynonymous SNVDIS3L:NM_001143688:exon3:c.G417C:p.Q139H,DIS3L:NM_133375:exon3:c.G168C:p.Q56H83 0.0 91 11 12.1

T1 chr15 67830853 67830853 C T SKOR1 exonic nonsynonymous SNVSKOR1:NM_001258024:exon11:c.C2260T:p.H754Y101 0.0 109 8 7.3

T1 chr15 71826626 71826626 G C MYO9A exonic nonsynonymous SNVMYO9A:NM_006901:exon42:c.C7601G:p.S2534C115 0.0 112 11 9.8

T1 chr15 71883712 71883712 G C MYO9A exonic nonsynonymous SNVMYO9A:NM_006901:exon28:c.C5280G:p.F1760L151 0.0 106 11 10.4

T1 chr15 81322932 81322932 G A STARD5 exonic nonsynonymous SNVSTARD5:NM_181900:exon2:c.C116T:p.S39F 72 0.0 67 7 10.4

T1 chr15 82762195 82762195 C T FSD2 exonic nonsynonymous SNVFSD2:NM_001281806:exon11:c.G1769A:p.R590K,FSD2:NM_001007122:exon12:c.G1904A:p.R635K,FSD2:NM_001281805:exon12:c.G1769A:p.R590K59 0.0 37 5 13.5

T1 chr15 89175849 89175849 C G ABHD2 exonic nonsynonymous SNVABHD2:NM_152924:exon6:c.C576G:p.I192M,ABHD2:NM_007011:exon10:c.C576G:p.I192M83 0.0 84 10 11.9

T1 chr15 101178372 101178372 C G CHSY1 exonic nonsynonymous SNVCHSY1:NM_014918:exon3:c.G1425C:p.Q475H 83 0.0 71 6 8.5

T1 chr16 254558 254558 G A FAM234A exonic nonsynonymous SNVFAM234A:NM_001284497:exon3:c.G145A:p.A49T,FAM234A:NM_032039:exon3:c.G145A:p.A49T73 0.0 83 6 7.2

T1 chr16 3204501 3204501 C G OR1F1 exonic nonsynonymous SNV OR1F1:NM_012360:exon1:c.C255G:p.H85Q 126 0.0 116 12 10.3

T1 chr16 3317499 3317499 C G ZNF75A exonic nonsynonymous SNVZNF75A:NM_153028:exon6:c.C521G:p.S174C,ZNF75A:NM_001302109:exon7:c.C1244G:p.S415C100 0.0 92 9 9.8

T1 chr16 28502111 28502111 G C IL27 exonic nonsynonymous SNV IL27:NM_145659:exon4:c.C327G:p.I109M 24 0.0 39 9 23.1

T1 chr16 30724355 30724355 C T SRCAP exonic nonsynonymous SNVSRCAP:NM_006662:exon25:c.C4931T:p.S1644L 89 0.0 85 6 7.1

T1 chr16 48561808 48561808 C T N4BP1 exonic nonsynonymous SNVN4BP1:NM_153029:exon2:c.G835A:p.E279K 56 0.0 39 7 17.9

T1 chr16 51137177 51137177 C T SALL1 exonic nonsynonymous SNVSALL1:NM_001127892:exon3:c.G3619A:p.E1207K,SALL1:NM_002968:exon3:c.G3910A:p.E1304K75 0.0 68 5 7.4

T1 chr16 67952388 67952388 G A SLC12A4 exonic nonsynonymous SNVSLC12A4:NM_001145962:exon6:c.C719T:p.S240L,SLC12A4:NM_001145961:exon7:c.C713T:p.S238L,SLC12A4:NM_001145963:exon7:c.C695T:p.S232L,SLC12A4:NM_001145964:exon7:c.C620T:p.S207L,SLC12A4:NM_005072:exon7:c.C713T:p.S238L105 0.0 134 10 7.5

T1 chr16 68815667 68815667 G C CDH1 exonic nonsynonymous SNVCDH1:NM_001317184:exon9:c.G1290C:p.K430N,CDH1:NM_004360:exon10:c.G1473C:p.K491N103 0.0 93 14 15.1

T1 chr16 72132826 72132826 C G PMFBP1 exonic nonsynonymous SNVPMFBP1:NM_031293:exon10:c.G1369C:p.E457Q,PMFBP1:NM_001160213:exon11:c.G934C:p.E312Q88 0.0 85 9 10.6

T1 chr16 81268015 81268015 G A BCO1 exonic nonsynonymous SNV BCO1:NM_017429:exon6:c.G727A:p.E243K 50 0.0 44 10 22.7

T1 chr16 84130399 84130399 C T HSDL1 exonic nonsynonymous SNVHSDL1:NM_001146051:exon4:c.G253A:p.E85K,HSDL1:NM_031463:exon4:c.G253A:p.E85K89 0.0 63 12 19.0

T1 chr17 7237387 7237387 C G PHF23 exonic nonsynonymous SNVPHF23:NM_001284517:exon3:c.G157C:p.E53Q,PHF23:NM_001284518:exon3:c.G145C:p.E49Q,PHF23:NM_024297:exon3:c.G157C:p.E53Q95 0.0 89 9 10.1

T1 chr17 30837274 30837274 C T ATAD5 exonic nonsynonymous SNVATAD5:NM_024857:exon3:c.C2036T:p.S679F 334 0.6 294 40 13.6

T1 chr17 40398916 40398916 C G TOP2A exonic nonsynonymous SNVTOP2A:NM_001067:exon26:c.G3310C:p.E1104Q 112 0.0 84 7 8.3

T1 chr17 42192484 42192484 C G GHDC exonic nonsynonymous SNVGHDC:NM_001142623:exon5:c.G646C:p.D216H,GHDC:NM_032484:exon5:c.G646C:p.D216H76 0.0 63 8 12.7

T1 chr17 47138873 47138873 C G CDC27 exonic nonsynonymous SNVCDC27:NM_001293091:exon12:c.G1387C:p.E463Q,CDC27:NM_001114091:exon13:c.G1588C:p.E530Q,CDC27:NM_001256:exon13:c.G1570C:p.E524Q,CDC27:NM_001293089:exon13:c.G1567C:p.E523Q82 0.0 56 6 10.7

T1 chr17 50696013 50696013 G A ANKRD40 exonic nonsynonymous SNVANKRD40:NM_052855:exon5:c.C1091T:p.S364L111 0.0 84 5 6.0

T1 chr17 50741670 50741670 C T LUC7L3 exonic nonsynonymous SNVLUC7L3:NM_006107:exon5:c.C365T:p.T122I,LUC7L3:NM_016424:exon5:c.C365T:p.T122I55 0.0 32 7 21.9

T1 chr17 61984689 61984689 C G MED13 exonic nonsynonymous SNVMED13:NM_005121:exon14:c.G2653C:p.D885H 195 0.0 148 16 10.8

T1 chr17 73235594 73235594 G A C17orf80 exonic nonsynonymous SNVC17orf80:NM_001100621:exon3:c.G112A:p.D38N,C17orf80:NM_001100622:exon3:c.G112A:p.D38N,C17orf80:NM_001288770:exon3:c.G112A:p.D38N,C17orf80:NM_001288771:exon3:c.G112A:p.D38N,C17orf80:NM_017941:exon3:c.G112A:p.D38N83 0.0 75 7 9.3

T1 chr17 78358939 78358939 C T SOCS3 exonic nonsynonymous SNV SOCS3:NM_003955:exon2:c.G157A:p.G53S 86 0.0 76 11 14.5

T1 chr17 81922612 81922612 C T MAFG exonic nonsynonymous SNVMAFG:NM_002359:exon3:c.G482A:p.R161Q,MAFG:NM_032711:exon3:c.G482A:p.R161Q76 0.0 69 8 11.6

T1 chr17 82088441 82088441 C T FASN exonic nonsynonymous SNVFASN:NM_004104:exon16:c.G2542A:p.E848K 80 0.0 72 9 12.5

T1 chr18 9211679 9211679 G A ANKRD12 exonic nonsynonymous SNVANKRD12:NM_001083625:exon5:c.G478A:p.E160K,ANKRD12:NM_001204056:exon5:c.G478A:p.E160K,ANKRD12:NM_015208:exon6:c.G547A:p.E183K219 0.0 172 24 14.0

T1 chr18 9583131 9583131 C G PPP4R1 exonic nonsynonymous SNVPPP4R1:NM_001042388:exon9:c.G904C:p.D302H,PPP4R1:NM_005134:exon9:c.G853C:p.D285H171 0.0 172 22 12.8

T1 chr18 31338415 31338415 C T DSG1 exonic nonsynonymous SNVDSG1:NM_001942:exon10:c.C1366T:p.L456F 105 0.0 85 5 5.9

T1 chr18 31465378 31465378 C G DSG3 exonic nonsynonymous SNVDSG3:NM_001944:exon10:c.C1332G:p.I444M 173 0.6 167 17 10.2

T1 chr18 49795841 49795841 C T ACAA2 exonic nonsynonymous SNVACAA2:NM_006111:exon4:c.G353A:p.G118E 168 0.0 148 15 10.1

T1 chr18 80160471 80160471 G A PARD6G exonic nonsynonymous SNVPARD6G:NM_032510:exon3:c.C431T:p.S144L 120 0.0 89 9 10.1

T1 chr19 8947907 8947907 C A MUC16 exonic nonsynonymous SNVMUC16:NM_024690:exon3:c.G28863T:p.M9621I 51 0.0 54 5 9.3

T1 chr19 8951802 8951802 G A MUC16 exonic nonsynonymous SNVMUC16:NM_024690:exon3:c.C24968T:p.S8323L 103 0.0 61 7 11.5

T1 chr19 9763393 9763393 C T ZNF846 exonic nonsynonymous SNVZNF846:NM_001077624:exon3:c.G31A:p.E11K 146 0.0 105 6 5.7

T1 chr19 12145385 12145385 G A ZNF625 exonic nonsynonymous SNVZNF625:NM_145233:exon4:c.C1031T:p.S344L 193 0.0 182 23 12.6

T1 chr19 13299109 13299109 C T CACNA1A exonic nonsynonymous SNVCACNA1A:NM_001127221:exon19:c.G2527A:p.E843K,CACNA1A:NM_001127222:exon19:c.G2524A:p.E842K171 0.0 136 24 17.6

T1 chr19 18134847 18134847 G A MAST3 exonic nonsynonymous SNVMAST3:NM_015016:exon16:c.G1648A:p.E550K 60 1.7 65 15 23.1

T1 chr19 18265787 18265787 G A KIAA1683 exonic stopgainKIAA1683:NM_001145304:exon3:c.C1753T:p.Q585X,KIAA1683:NM_001145305:exon3:c.C1615T:p.Q539X,KIAA1683:NM_025249:exon3:c.C1753T:p.Q585X54 0.0 56 10 17.9

T1 chr19 19543959 19543959 C T CILP2 exonic nonsynonymous SNVCILP2:NM_153221:exon8:c.C1414T:p.R472W 113 0.9 106 13 12.3

T1 chr19 22314952 22314952 G A ZNF729 exonic nonsynonymous SNVZNF729:NM_001242680:exon4:c.G1535A:p.G512E145 0.0 106 12 11.3

T1 chr19 35337995 35337995 C T CD22 exonic nonsynonymous SNVCD22:NM_001278417:exon4:c.C443T:p.S148L,CD22:NM_001185099:exon5:c.C959T:p.S320L,CD22:NM_001185100:exon5:c.C959T:p.S320L,CD22:NM_001771:exon5:c.C959T:p.S320L58 0.0 70 6 8.6

T1 chr19 36950249 36950249 G A ZNF568 exonic nonsynonymous SNVZNF568:NM_001204837:exon5:c.G904A:p.E302K,ZNF568:NM_001204836:exon6:c.G904A:p.E302K,ZNF568:NM_001204835:exon7:c.G1093A:p.E365K,ZNF568:NM_198539:exon7:c.G1096A:p.E366K123 0.0 125 14 11.2

T1 chr19 43552197 43552197 C T XRCC1 exonic nonsynonymous SNVXRCC1:NM_006297:exon9:c.G902A:p.G301E 66 1.5 83 8 9.6

T1 chr19 47741190 47741190 G T EHD2 exonic nonsynonymous SNVEHD2:NM_014601:exon6:c.G1390T:p.D464Y 57 0.0 80 11 13.8

T1 chr19 48501383 48501383 C G LMTK3 exonic nonsynonymous SNVLMTK3:NM_001080434:exon10:c.G988C:p.E330Q98 0.0 126 14 11.1

T1 chr19 49128857 49128857 G C PPFIA3 exonic nonsynonymous SNVPPFIA3:NM_003660:exon4:c.G352C:p.E118Q 44 0.0 51 6 11.8

T1 chr19 49706070 49706070 G A CPT1C exonic nonsynonymous SNVCPT1C:NM_152359:exon10:c.G1126A:p.E376K,CPT1C:NM_001136052:exon11:c.G1093A:p.E365K,CPT1C:NM_001199752:exon11:c.G1126A:p.E376K,CPT1C:NM_001199753:exon11:c.G1126A:p.E376K65 0.0 78 7 9.0

T1 chr19 51452386 51452386 C G SIGLEC8 exonic nonsynonymous SNVSIGLEC8:NM_014442:exon7:c.G1493C:p.R498T 47 0.0 67 8 11.9

T1 chr19 51452480 51452480 C T SIGLEC8 exonic nonsynonymous SNVSIGLEC8:NM_014442:exon7:c.G1399A:p.D467N 56 0.0 77 9 11.7

T1 chr19 52124019 52124019 C G ZNF616 exonic nonsynonymous SNV ZNF616:NM_178523:exon3:c.G43C:p.E15Q 166 0.0 230 19 8.3

T1 chr19 52451343 52451343 C G ZNF534 exonic nonsynonymous SNVZNF534:NM_001291369:exon3:c.C299G:p.S100W,ZNF534:NM_001291368:exon4:c.C428G:p.S143W77 1.3 108 12 11.1

T1 chr19 55518604 55518604 C T SSC5D exonic nonsynonymous SNVSSC5D:NM_001144950:exon14:c.C4328T:p.S1443F105 1.0 120 12 10.0

T1 chr20 9566251 9566251 G A PAK7 exonic nonsynonymous SNVPAK7:NM_177990:exon5:c.C1124T:p.S375F,PAK7:NM_020341:exon6:c.C1124T:p.S375F72 0.0 63 9 14.3

T1 chr20 17358379 17358379 G T PCSK2 exonic nonsynonymous SNVPCSK2:NM_001201529:exon2:c.G230T:p.R77I,PCSK2:NM_002594:exon3:c.G335T:p.R112I,PCSK2:NM_001201528:exon4:c.G278T:p.R93I116 0.9 100 13 13.0

T1 chr20 20043557 20043557 C G CRNKL1 exonic nonsynonymous SNVCRNKL1:NM_001278628:exon7:c.G907C:p.D303H,CRNKL1:NM_001278625:exon8:c.G1354C:p.D452H,CRNKL1:NM_001278626:exon8:c.G538C:p.D180H,CRNKL1:NM_001278627:exon8:c.G538C:p.D180H,CRNKL1:NM_016652:exon8:c.G1390C:p.D464H137 0.0 100 7 7.0

T1 chr20 35725053 35725053 G T RBM39 exonic nonsynonymous SNVRBM39:NM_001242599:exon6:c.C453A:p.F151L,RBM39:NM_001242600:exon6:c.C453A:p.F151L,RBM39:NM_004902:exon7:c.C519A:p.F173L,RBM39:NM_184234:exon7:c.C519A:p.F173L138 0.0 133 15 11.3

T1 chr20 44247401 44247401 G A GDAP1L1 exonic nonsynonymous SNVGDAP1L1:NM_001256737:exon1:c.G67A:p.D23N,GDAP1L1:NM_001256739:exon1:c.G67A:p.D23N,GDAP1L1:NM_001256740:exon1:c.G67A:p.D23N,GDAP1L1:NM_024034:exon1:c.G67A:p.D23N412 0.0 321 31 9.7

T1 chr20 45963808 45963808 C G ZNF335 exonic nonsynonymous SNVZNF335:NM_022095:exon8:c.G1285C:p.D429H 56 0.0 63 5 7.9

T1 chr20 49544323 49544323 G T PTGIS exonic nonsynonymous SNVPTGIS:NM_000961:exon4:c.C503A:p.S168Y 57 0.0 46 5 10.9

T1 chr21 37164121 37164121 G A TTC3 exonic nonsynonymous SNVTTC3:NM_001001894:exon32:c.G3241A:p.E1081K,TTC3:NM_003316:exon32:c.G3241A:p.E1081K85 0.0 59 9 15.3

T1 chr22 18173151 18173151 C T USP18 exonic nonsynonymous SNV USP18:NM_017414:exon9:c.C893T:p.S298F 160 0.0 168 23 13.7

T1 chr22 30294838 30294838 C G TBC1D10A exonic nonsynonymous SNVTBC1D10A:NM_001204240:exon6:c.G684C:p.Q228H,TBC1D10A:NM_031937:exon6:c.G663C:p.Q221H84 0.0 77 5 6.5

T1 chr22 42847544 42847544 C T ARFGAP3 exonic nonsynonymous SNVARFGAP3:NM_001142293:exon2:c.G158A:p.R53Q,ARFGAP3:NM_014570:exon2:c.G158A:p.R53Q95 0.0 94 12 12.8

T1 chr22 46672843 46672843 G A GRAMD4 exonic nonsynonymous SNVGRAMD4:NM_015124:exon13:c.G1085A:p.G362E 41 2.4 41 8 19.5

T1 chr22 49798015 49798015 C G BRD1 exonic nonsynonymous SNVBRD1:NM_001304808:exon6:c.G1888C:p.D630H,BRD1:NM_001304809:exon6:c.G1888C:p.D630H128 0.0 97 16 16.5

T1 chrX 14843733 14843733 C T FANCB exonic nonsynonymous SNVFANCB:NM_152633:exon9:c.G2414A:p.R805K,FANCB:NM_001018113:exon10:c.G2414A:p.R805K121 0.8 71 12 16.9

T1 chrX 38411949 38411949 C A OTC exonic nonsynonymous SNV OTC:NM_000531:exon9:c.C955A:p.P319T 145 0.0 132 8 6.1

T1 chrX 46607182 46607182 C A SLC9A7 exonic stopgainSLC9A7:NM_001257291:exon17:c.G1951T:p.E651X,SLC9A7:NM_032591:exon17:c.G1948T:p.E650X69 0.0 46 6 13.0

T1 chrX 107841152 107841152 G A MID2 exonic nonsynonymous SNVMID2:NM_012216:exon2:c.G487A:p.D163N,MID2:NM_052817:exon2:c.G487A:p.D163N94 0.0 93 7 7.5

T1 chrX 124030991 124030991 G T STAG2 exonic stopgainSTAG2:NM_006603:exon4:c.G154T:p.E52X,STAG2:NM_001042749:exon5:c.G154T:p.E52X,STAG2:NM_001042750:exon5:c.G154T:p.E52X,STAG2:NM_001042751:exon5:c.G154T:p.E52X,STAG2:NM_001282418:exon5:c.G154T:p.E52X159 0.0 117 21 17.9

T1 chrX 124095379 124095379 C G STAG2 exonic stopgainSTAG2:NM_006603:exon32:c.C3602G:p.S1201X,STAG2:NM_001042751:exon33:c.C3602G:p.S1201X,STAG2:NM_001282418:exon33:c.C3602G:p.S1201X,STAG2:NM_001042749:exon34:c.C3713G:p.S1238X,STAG2:NM_001042750:exon34:c.C3713G:p.S1238X136 0.0 96 17 17.7

T1 chrX 130074139 130074139 C G ELF4 exonic nonsynonymous SNVELF4:NM_001127197:exon4:c.G250C:p.D84H,ELF4:NM_001421:exon4:c.G250C:p.D84H111 0.0 105 9 8.6

T1 chrX 133339261 133339261 C T GPC4 exonic nonsynonymous SNV GPC4:NM_001448:exon2:c.G241A:p.D81N 86 0.0 79 8 10.1

T1 chrX 135051971 135051971 C G FAM127B exonic nonsynonymous SNVFAM127B:NM_001078172:exon1:c.G138C:p.Q46H,FAM127B:NM_001134321:exon1:c.G138C:p.Q46H264 0.0 184 31 16.8

T1 chrX 135906146 135906146 A T SAGE1 exonic nonsynonymous SNVSAGE1:NM_018666:exon6:c.A577T:p.M193L 73 0.0 79 19 24.1

T1 chrX 141895404 141895404 C G MAGEC3 exonic nonsynonymous SNVMAGEC3:NM_138702:exon5:c.C1045G:p.Q349E 131 0.0 135 21 15.6

T1 chrX 150470264 150470264 G C MAMLD1 exonic nonsynonymous SNVMAMLD1:NM_001177466:exon2:c.G616C:p.E206Q,MAMLD1:NM_001177465:exon3:c.G616C:p.E206Q,MAMLD1:NM_005491:exon3:c.G691C:p.E231Q59 0.0 67 10 14.9

T1 chrX 153941998 153941998 C T RENBP exonic nonsynonymous SNVRENBP:NM_002910:exon7:c.G721A:p.E241K 107 0.0 111 12 10.8

T2 chr1 2156031 2156031 G C PRKCZ exonic nonsynonymous SNVPRKCZ:NM_001033581:exon7:c.G364C:p.E122Q,PRKCZ:NM_001033582:exon7:c.G364C:p.E122Q,PRKCZ:NM_001242874:exon7:c.G601C:p.E201Q,PRKCZ:NM_002744:exon10:c.G913C:p.E305Q47 0.0 51 8 15.7

T2 chr1 46361758 46361758 C T NSUN4 exonic nonsynonymous SNVNSUN4:NM_001256127:exon6:c.C920T:p.S307L,NSUN4:NM_001256128:exon6:c.C920T:p.S307L,NSUN4:NM_199044:exon6:c.C1067T:p.S356L56 0.0 78 16 20.5

T2 chr1 55071840 55071840 C T USP24 exonic nonsynonymous SNVUSP24:NM_015306:exon67:c.G7774A:p.E2592K 124 0.8 133 38 28.6

T2 chr1 75732695 75732695 G C ACADM exonic nonsynonymous SNVACADM:NM_001286042:exon2:c.G62C:p.R21T,ACADM:NM_000016:exon3:c.G170C:p.R57T,ACADM:NM_001127328:exon3:c.G182C:p.R61T,ACADM:NM_001286043:exon3:c.G170C:p.R57T207 1.4 233 55 23.6

T2 chr1 78655023 78655023 G C IFI44 exonic nonsynonymous SNV IFI44:NM_006417:exon4:c.G504C:p.K168N 101 0.0 140 27 19.3

T2 chr1 110892463 110892463 C G CD53 exonic nonsynonymous SNVCD53:NM_000560:exon3:c.C182G:p.S61C,CD53:NM_001040033:exon4:c.C182G:p.S61C84 1.2 100 22 22.0

T2 chr1 149949645 149949645 C G OTUD7B exonic nonsynonymous SNVOTUD7B:NM_020205:exon9:c.G1107C:p.E369D 73 1.4 85 16 18.8

T2 chr1 150557309 150557309 C T ADAMTSL4 exonic nonsynonymous SNVADAMTSL4:NM_019032:exon12:c.C2021T:p.S674F,ADAMTSL4:NM_025008:exon12:c.C2021T:p.S674F,ADAMTSL4:NM_001288607:exon13:c.C1904T:p.S635F,ADAMTSL4:NM_001288608:exon13:c.C2090T:p.S697F71 0.0 78 18 23.1

T2 chr1 152410273 152410273 G A CRNN exonic nonsynonymous SNV CRNN:NM_016190:exon3:c.C809T:p.T270I 134 0.7 155 9 5.8

T2 chr1 180022838 180022838 C G CEP350 exonic nonsynonymous SNVCEP350:NM_014810:exon13:c.C3376G:p.L1126V 99 1.0 115 15 13.0

T2 chr1 226225642 226225642 C G MIXL1 exonic nonsynonymous SNVMIXL1:NM_001282402:exon2:c.C553G:p.L185V,MIXL1:NM_031944:exon2:c.C529G:p.L177V111 1.8 113 36 31.9

T2 chr1 226225703 226225703 C G MIXL1 exonic nonsynonymous SNVMIXL1:NM_001282402:exon2:c.C614G:p.S205C,MIXL1:NM_031944:exon2:c.C590G:p.S197C108 2.8 119 42 35.3

T2 chr1 226225772 226225772 C T MIXL1 exonic nonsynonymous SNVMIXL1:NM_001282402:exon2:c.C683T:p.S228L,MIXL1:NM_031944:exon2:c.C659T:p.S220L97 3.1 111 35 31.5

T2 chr1 235182326 235182326 C G ARID4B exonic nonsynonymous SNVARID4B:NM_031371:exon19:c.G2335C:p.D779H,ARID4B:NM_001206794:exon20:c.G2593C:p.D865H,ARID4B:NM_016374:exon20:c.G2593C:p.D865H79 1.3 69 17 24.6

T2 chr1 237595559 237595559 C T RYR2 exonic nonsynonymous SNVRYR2:NM_001035:exon34:c.C4498T:p.R1500C 79 1.3 65 16 24.6

T2 chr1 241634257 241634257 C T CHML exonic nonsynonymous SNVCHML:NM_001821:exon1:c.G1510A:p.D504N 66 0.0 63 14 22.2

T2 chr1 241780057 241780057 G A WDR64 exonic nonsynonymous SNVWDR64:NM_144625:exon21:c.G2560A:p.E854K 118 1.7 151 36 23.8

T2 chr2 55535743 55535743 G C CFAP36 exonic nonsynonymous SNVCFAP36:NM_080667:exon6:c.G517C:p.E173Q,CFAP36:NM_001282761:exon7:c.G592C:p.E198Q166 1.8 154 35 22.7

T2 chr2 68137344 68137344 C T WDR92 exonic nonsynonymous SNVWDR92:NM_001256476:exon6:c.G723A:p.M241I,WDR92:NM_138458:exon6:c.G723A:p.M241I107 0.9 102 25 24.5

T2 chr2 71350129 71350129 G A ZNF638 exonic stopgainZNF638:NM_001014972:exon2:c.G1175A:p.W392X,ZNF638:NM_001252612:exon2:c.G1175A:p.W392X,ZNF638:NM_001252613:exon2:c.G1175A:p.W392X,ZNF638:NM_014497:exon2:c.G1175A:p.W392X60 0.0 71 16 22.5

T2 chr2 71669136 71669136 G T DYSF exonic nonsynonymous SNVDYSF:NM_001130976:exon48:c.G5412T:p.W1804C,DYSF:NM_001130986:exon48:c.G5415T:p.W1805C,DYSF:NM_001130455:exon49:c.G5457T:p.W1819C,DYSF:NM_001130977:exon49:c.G5475T:p.W1825C,DYSF:NM_001130980:exon49:c.G5505T:p.W1835C,DYSF:NM_001130984:exon49:c.G5478T:p.W1826C,DYSF:NM_001130985:exon49:c.G5508T:p.W1836C,DYSF:NM_003494:exon49:c.G5454T:p.W1818C,DYSF:NM_001130978:exon50:c.G5517T:p.W1839C,DYSF:NM_001130979:exon50:c.G5547T:p.W1849C,DYSF:NM_001130981:exon50:c.G5568T:p.W1856C,DYSF:NM_001130982:exon50:c.G5550T:p.W1850C,DYSF:NM_001130983:exon50:c.G5520T:p.W1840C,DYSF:NM_001130987:exon50:c.G5571T:p.W1857C60 0.0 58 16 27.6

T2 chr2 96290335 96290335 C G SNRNP200 exonic nonsynonymous SNVSNRNP200:NM_014014:exon20:c.G2733C:p.Q911H34 0.0 43 10 23.3

T2 chr2 141020040 141020040 C T LRP1B exonic nonsynonymous SNVLRP1B:NM_018557:exon12:c.G1852A:p.D618N 111 0.9 122 22 18.0

T2 chr2 167242974 167242974 C G XIRP2 exonic nonsynonymous SNVXIRP2:NM_001199144:exon7:c.C916G:p.Q306E,XIRP2:NM_152381:exon9:c.C1582G:p.Q528E72 0.0 72 14 19.4

T2 chr2 178607935 178607935 G A TTN exonic nonsynonymous SNVTTN:NM_003319:exon104:c.C25657T:p.R8553C,TTN:NM_133432:exon105:c.C26032T:p.R8678C,TTN:NM_133437:exon105:c.C26233T:p.R8745C,TTN:NM_133378:exon225:c.C45148T:p.R15050C,TTN:NM_001256850:exon226:c.C47929T:p.R15977C,TTN:NM_001267550:exon276:c.C52852T:p.R17618C78 0.0 64 18 28.1

T2 chr2 184938950 184938950 C G ZNF804A exonic nonsynonymous SNVZNF804A:NM_194250:exon4:c.C3554G:p.P1185R 62 0.0 79 18 22.8

T2 chr2 208160828 208160828 C G CRYGA exonic nonsynonymous SNVCRYGA:NM_014617:exon3:c.G501C:p.L167F 124 0.8 124 32 25.8

T2 chr2 219009956 219009956 G C CFAP65;LOC100129175 exonic;splicing nonsynonymous SNVCFAP65:NM_194302:exon27:c.C4438G:p.L1480V 38 0.0 60 13 21.7

T2 chr2 241158520 241158520 G C PPP1R7 exonic nonsynonymous SNVPPP1R7:NM_001282409:exon3:c.G145C:p.E49Q,PPP1R7:NM_001282411:exon3:c.G145C:p.E49Q,PPP1R7:NM_001282413:exon3:c.G97C:p.E33Q,PPP1R7:NM_001282414:exon3:c.G97C:p.E33Q,PPP1R7:NM_001282410:exon4:c.G274C:p.E92Q,PPP1R7:NM_001282412:exon4:c.G226C:p.E76Q,PPP1R7:NM_002712:exon4:c.G274C:p.E92Q69 0.0 74 23 31.1

T2 chr3 50380001 50380001 G A CACNA2D2 exonic nonsynonymous SNVCACNA2D2:NM_001005505:exon9:c.C860T:p.S287L,CACNA2D2:NM_001174051:exon9:c.C860T:p.S287L,CACNA2D2:NM_001291101:exon9:c.C653T:p.S218L,CACNA2D2:NM_006030:exon9:c.C860T:p.S287L26 0.0 26 10 38.5

T2 chr3 112639710 112639710 G T CCDC80 exonic nonsynonymous SNVCCDC80:NM_199511:exon2:c.C196A:p.L66M,CCDC80:NM_199512:exon2:c.C196A:p.L66M150 0.7 173 30 17.3

T2 chr3 116086459 116086459 C T LSAMP exonic nonsynonymous SNVLSAMP:NM_002338:exon2:c.G253A:p.E85K 78 0.0 93 19 20.4

T2 chr3 119393589 119393589 C T ARHGAP31 exonic nonsynonymous SNVARHGAP31:NM_020754:exon8:c.C1004T:p.S335L169 2.4 256 68 26.6

T2 chr3 121690939 121690939 C G GOLGB1 exonic nonsynonymous SNVGOLGB1:NM_001256488:exon13:c.G8185C:p.E2729Q,GOLGB1:NM_001256486:exon14:c.G8425C:p.E2809Q,GOLGB1:NM_001256487:exon14:c.G8308C:p.E2770Q,GOLGB1:NM_004487:exon14:c.G8410C:p.E2804Q76 1.3 120 20 16.7

T2 chr3 122261566 122261566 G C CASR exonic nonsynonymous SNVCASR:NM_000388:exon4:c.G531C:p.K177N,CASR:NM_001178065:exon4:c.G531C:p.K177N27 0.0 41 13 31.7

T2 chr3 165188172 165188172 G A SLITRK3 exonic stopgain SLITRK3:NM_014926:exon2:c.C2659T:p.R887X 106 0.0 154 16 10.4

T2 chr3 171612328 171612328 C G PLD1 exonic nonsynonymous SNVPLD1:NM_001130081:exon24:c.G2719C:p.E907Q,PLD1:NM_002662:exon25:c.G2833C:p.E945Q76 0.0 100 19 19.0

T2 chr3 172447757 172447757 G C GHSR exonic nonsynonymous SNVGHSR:NM_004122:exon1:c.C657G:p.I219M,GHSR:NM_198407:exon1:c.C657G:p.I219M49 0.0 58 6 10.3

T2 chr3 184193436 184193436 C T ABCF3 exonic nonsynonymous SNVABCF3:NM_018358:exon20:c.C1955T:p.A652V 37 0.0 62 5 8.1

T2 chr4 71026744 71026744 C G DCK exonic nonsynonymous SNV DCK:NM_000788:exon6:c.C745G:p.L249V 218 0.0 182 29 15.9

T2 chr4 94252782 94252782 G C SMARCAD1 exonic nonsynonymous SNVSMARCAD1:NM_001128429:exon9:c.G1056C:p.K352N,SMARCAD1:NM_001128430:exon9:c.G1056C:p.K352N,SMARCAD1:NM_020159:exon9:c.G1056C:p.K352N116 0.9 106 23 21.7

T2 chr5 98879620 98879620 C A CHD1 exonic stopgain CHD1:NM_001270:exon22:c.G3169T:p.E1057X 114 0.0 72 17 23.6

T2 chr5 155014596 155014596 G A KIF4B exonic nonsynonymous SNVKIF4B:NM_001099293:exon1:c.G737A:p.R246K 162 1.9 120 45 37.5

T2 chr6 24714320 24714320 G A C6orf62 exonic stopgain C6orf62:NM_030939:exon3:c.C427T:p.Q143X 150 2.0 135 30 22.2

T2 chr6 26392761 26392761 G C BTN2A2 exonic nonsynonymous SNVBTN2A2:NM_001197239:exon6:c.G736C:p.D246H,BTN2A2:NM_181531:exon7:c.G1018C:p.D340H,BTN2A2:NM_001197237:exon8:c.G1366C:p.D456H,BTN2A2:NM_006995:exon8:c.G1366C:p.D456H105 0.0 107 28 26.2

T2 chr6 27814548 27814548 C T HIST1H2AJ exonic nonsynonymous SNVHIST1H2AJ:NM_021066:exon1:c.G193A:p.E65K 146 0.7 175 32 18.3

T2 chr6 39105537 39105537 C G SAYSD1 exonic nonsynonymous SNVSAYSD1:NM_018322:exon2:c.G447C:p.K149N,SAYSD1:NM_001304793:exon3:c.G246C:p.K82N56 0.0 55 7 12.7

T2 chr6 39105560 39105560 C T SAYSD1 exonic nonsynonymous SNVSAYSD1:NM_018322:exon2:c.G424A:p.E142K,SAYSD1:NM_001304793:exon3:c.G223A:p.E75K56 0.0 56 6 10.7

T2 chr6 43184614 43184614 C T CUL9 exonic stopgain CUL9:NM_015089:exon2:c.C304T:p.R102X 54 0.0 52 16 30.8

T2 chr6 47284405 47284405 G C TNFRSF21 exonic nonsynonymous SNVTNFRSF21:NM_014452:exon3:c.C776G:p.S259C 65 3.1 91 27 29.7

T2 chr6 73808130 73808130 C G CD109 exonic nonsynonymous SNVCD109:NM_001159588:exon25:c.C3006G:p.F1002L,CD109:NM_001159587:exon26:c.C3237G:p.F1079L,CD109:NM_133493:exon26:c.C3237G:p.F1079L92 1.1 87 17 19.5

T2 chr6 82957404 82957404 G C UBE3D exonic nonsynonymous SNVUBE3D:NM_001304437:exon9:c.C961G:p.L321V,UBE3D:NM_198920:exon9:c.C1057G:p.L353V79 0.0 79 23 29.1

T2 chr6 119024741 119024741 C T FAM184A exonic nonsynonymous SNVFAM184A:NM_024581:exon2:c.G232A:p.E78K 57 1.8 66 16 24.2

T2 chr6 136659269 136659269 C A MAP3K5 exonic nonsynonymous SNVMAP3K5:NM_005923:exon9:c.G1476T:p.M492I 152 1.3 151 38 25.2

T2 chr7 11543103 11543103 C T THSD7A exonic nonsynonymous SNVTHSD7A:NM_015204:exon5:c.G1468A:p.D490N 96 2.1 84 17 20.2

T2 chr7 48272014 48272014 G C ABCA13 exonic nonsynonymous SNVABCA13:NM_152701:exon17:c.G2348C:p.R783T191 1.6 208 56 26.9

T2 chr7 92083494 92083494 G C AKAP9 exonic nonsynonymous SNVAKAP9:NM_005751:exon33:c.G8485C:p.E2829Q,AKAP9:NM_147185:exon33:c.G8461C:p.E2821Q82 2.4 100 25 25.0

T2 chr7 100158376 100158376 C A C7orf43 exonic stopgain C7orf43:NM_018275:exon1:c.G124T:p.E42X 17 0.0 16 5 31.3

T2 chr7 100613547 100613547 G C MOSPD3 exonic nonsynonymous SNVMOSPD3:NM_001040099:exon3:c.G322C:p.E108Q,MOSPD3:NM_023948:exon3:c.G352C:p.E118Q,MOSPD3:NM_001040097:exon4:c.G352C:p.E118Q,MOSPD3:NM_001040098:exon4:c.G352C:p.E118Q39 0.0 36 6 16.7

T2 chr7 100886962 100886962 G C SRRT exonic nonsynonymous SNVSRRT:NM_001128852:exon14:c.G1812C:p.L604F,SRRT:NM_001128853:exon14:c.G1815C:p.L605F,SRRT:NM_001128854:exon14:c.G1812C:p.L604F,SRRT:NM_015908:exon14:c.G1815C:p.L605F50 0.0 59 10 16.9

T2 chr7 107774021 107774021 G C SLC26A3 exonic nonsynonymous SNVSLC26A3:NM_000111:exon17:c.C1906G:p.P636A 64 0.0 86 16 18.6

T2 chr7 128848685 128848685 G A FLNC exonic nonsynonymous SNVFLNC:NM_001127487:exon27:c.G4705A:p.A1569T,FLNC:NM_001458:exon27:c.G4705A:p.A1569T38 0.0 44 9 20.5

T2 chr7 135692417 135692417 C A SLC13A4 exonic stopgain SLC13A4:NM_012450:exon11:c.G1126T:p.E376X141 0.0 152 33 21.7

T2 chr7 139061070 139061070 G T ZC3HAV1 exonic nonsynonymous SNVZC3HAV1:NM_020119:exon9:c.C2062A:p.Q688K,ZC3HAV1:NM_024625:exon9:c.C2062A:p.Q688K56 0.0 54 16 29.6

T2 chr7 144232510 144232510 G A OR2A1,OR2A42 exonic nonsynonymous SNVOR2A42:NM_001001802:exon1:c.C334T:p.L112F,OR2A1:NM_001005287:exon1:c.C334T:p.L112F141 2.8 167 53 31.7

T2 chr7 149179043 149179043 G T ZNF398 exonic nonsynonymous SNVZNF398:NM_170686:exon6:c.G1171T:p.D391Y,ZNF398:NM_020781:exon7:c.G658T:p.D220Y48 0.0 50 11 22.0

T2 chr7 149804000 149804000 C G SSPO exonic nonsynonymous SNVSSPO:NM_198455:exon55:c.C8227G:p.P2743A 59 0.0 60 11 18.3

T2 chr7 151191049 151191049 C T IQCA1L exonic nonsynonymous SNVIQCA1L:NM_001304419:exon19:c.G2388A:p.M796I103 1.9 102 25 24.5

T2 chr8 27397642 27397642 G A PTK2B exonic nonsynonymous SNVPTK2B:NM_173175:exon2:c.G58A:p.E20K,PTK2B:NM_173176:exon2:c.G58A:p.E20K,PTK2B:NM_004103:exon3:c.G58A:p.E20K,PTK2B:NM_173174:exon7:c.G58A:p.E20K69 1.4 113 22 19.5

T2 chr8 32648256 32648256 C T NRG1 exonic nonsynonymous SNV NRG1:NM_013959:exon1:c.C539T:p.A180V 183 1.1 237 49 20.7

T2 chr8 72059394 72059394 G T TRPA1 exonic stopgain TRPA1:NM_007332:exon8:c.C989A:p.S330X 449 1.3 534 89 16.7

T2 chr9 2718366 2718366 G C KCNV2 exonic nonsynonymous SNVKCNV2:NM_133497:exon1:c.G627C:p.E209D 62 3.2 53 19 35.8

T2 chr9 35092581 35092581 G A PIGO exonic nonsynonymous SNVPIGO:NM_032634:exon7:c.C1306T:p.R436W,PIGO:NM_152850:exon7:c.C1306T:p.R436W,PIGO:NM_001201484:exon8:c.C1306T:p.R436W19 0.0 15 6 40.0

T2 chr9 71698103 71698103 G C TMEM2 exonic stopgainTMEM2:NM_001135820:exon19:c.C3290G:p.S1097X,TMEM2:NM_013390:exon20:c.C3479G:p.S1160X80 1.3 85 15 17.6

T2 chr9 77315347 77315347 C G VPS13A exonic nonsynonymous SNVVPS13A:NM_001018037:exon37:c.C4390G:p.Q1464E,VPS13A:NM_001018038:exon38:c.C4507G:p.Q1503E,VPS13A:NM_015186:exon38:c.C4507G:p.Q1503E,VPS13A:NM_033305:exon38:c.C4507G:p.Q1503E147 1.4 115 25 21.7

T2 chr9 122880782 122880782 C A RC3H2 exonic nonsynonymous SNVRC3H2:NM_001100588:exon6:c.G772T:p.D258Y,RC3H2:NM_018835:exon6:c.G772T:p.D258Y102 2.0 98 21 21.4

T2 chr9 128692718 128692718 G A SET exonic nonsynonymous SNVSET:NM_001122821:exon4:c.G370A:p.E124K,SET:NM_001248000:exon4:c.G304A:p.E102K,SET:NM_001248001:exon4:c.G298A:p.E100K,SET:NM_003011:exon4:c.G331A:p.E111K66 0.0 64 14 21.9

T2 chr9 131475737 131475737 G A PRRC2B exonic nonsynonymous SNVPRRC2B:NM_013318:exon15:c.G3608A:p.R1203Q106 1.9 136 33 24.3



T2 chr9 134053280 134053280 G C BRD3 exonic nonsynonymous SNV BRD3:NM_007371:exon2:c.C198G:p.I66M 44 2.3 57 19 33.3

T2 chr10 32055912 32055912 G C KIF5B exonic nonsynonymous SNV KIF5B:NM_004521:exon1:c.C62G:p.S21C 171 1.8 172 44 25.6

T2 chr10 49326648 49326648 C T C10orf71 exonic nonsynonymous SNVC10orf71:NM_001135196:exon3:c.C4103T:p.S1368F126 1.6 117 23 19.7

T2 chr10 54020254 54020254 C G PCDH15 exonic nonsynonymous SNVPCDH15:NM_001142765:exon18:c.G2476C:p.E826Q,PCDH15:NM_001142767:exon19:c.G2578C:p.E860Q,PCDH15:NM_001142768:exon19:c.G2623C:p.E875Q,PCDH15:NM_001142773:exon19:c.G2623C:p.E875Q,PCDH15:NM_001142764:exon20:c.G2689C:p.E897Q,PCDH15:NM_001142766:exon20:c.G2689C:p.E897Q,PCDH15:NM_033056:exon20:c.G2689C:p.E897Q,PCDH15:NM_001142763:exon21:c.G2704C:p.E902Q98 1.0 106 19 17.9

T2 chr10 58390802 58390802 C G TFAM exonic stopgain TFAM:NM_003201:exon5:c.C479G:p.S160X 236 2.1 250 60 24.0

T2 chr10 60788079 60788079 T C CDK1 exonic nonsynonymous SNV CDK1:NM_001786:exon5:c.T338C:p.L113P 121 0.0 127 17 13.4

T2 chr10 74138109 74138109 G A AP3M1 exonic stopgainAP3M1:NM_012095:exon2:c.C271T:p.Q91X,AP3M1:NM_207012:exon3:c.C271T:p.Q91X104 1.0 88 19 21.6

T2 chr10 99679751 99679751 G A ENTPD7 exonic nonsynonymous SNVENTPD7:NM_020354:exon5:c.G424A:p.E142K 32 0.0 50 11 22.0

T2 chr11 16826487 16826487 G A PLEKHA7 exonic nonsynonymous SNVPLEKHA7:NM_175058:exon10:c.C976T:p.H326Y 50 0.0 44 14 31.8

T2 chr11 55795631 55795631 C T OR5D14 exonic stopgain OR5D14:NM_001004735:exon1:c.C76T:p.Q26X 136 0.7 142 32 22.5

T2 chr11 61783548 61783548 G C MYRF exonic nonsynonymous SNVMYRF:NM_013279:exon22:c.G2947C:p.E983Q,MYRF:NM_001127392:exon23:c.G3067C:p.E1023Q34 0.0 59 15 25.4

T2 chr11 62648813 62648813 G C INTS5 exonic nonsynonymous SNVINTS5:NM_030628:exon2:c.C1267G:p.Q423E 56 1.8 41 11 26.8

T2 chr11 63014748 63014748 C G SLC22A8 exonic nonsynonymous SNVSLC22A8:NM_001184732:exon2:c.G211C:p.E71Q,SLC22A8:NM_004254:exon2:c.G211C:p.E71Q71 0.0 51 8 15.7

T2 chr11 89691083 89691083 G A FOLH1B exonic nonsynonymous SNVFOLH1B:NM_153696:exon11:c.G901A:p.D301N 110 0.0 92 29 31.5

T2 chr11 92880781 92880781 G C FAT3 exonic nonsynonymous SNVFAT3:NM_001008781:exon22:c.G12178C:p.E4060Q62 4.8 60 30 50.0

T2 chr11 94577487 94577487 G A PIWIL4 exonic nonsynonymous SNVPIWIL4:NM_152431:exon4:c.G508A:p.E170K 60 0.0 45 15 33.3

T2 chr11 108284438 108284438 G A ATM exonic nonsynonymous SNVATM:NM_000051:exon26:c.G3958A:p.D1320N 78 0.0 80 15 18.8

T2 chr11 120451572 120451572 C G ARHGEF12 exonic nonsynonymous SNVARHGEF12:NM_001198665:exon21:c.C1847G:p.S616C,ARHGEF12:NM_001301084:exon22:c.C1595G:p.S532C,ARHGEF12:NM_015313:exon22:c.C1904G:p.S635C75 1.3 49 11 22.4

T2 chr12 30637024 30637024 C T IPO8 exonic nonsynonymous SNVIPO8:NM_001190995:exon18:c.G2038A:p.E680K,IPO8:NM_006390:exon22:c.G2653A:p.E885K84 1.2 68 20 29.4

T2 chr12 58876519 58876519 G A LRIG3 exonic nonsynonymous SNVLRIG3:NM_001136051:exon16:c.C2441T:p.S814L,LRIG3:NM_153377:exon16:c.C2621T:p.S874L95 2.1 113 33 29.2

T2 chr12 107693023 107693023 C G PWP1 exonic nonsynonymous SNV PWP1:NM_007062:exon5:c.C429G:p.F143L 106 0.9 95 18 18.9

T2 chr12 110376160 110376160 G C ANAPC7 exonic nonsynonymous SNVANAPC7:NM_001137664:exon10:c.C1516G:p.Q506E,ANAPC7:NM_016238:exon10:c.C1516G:p.Q506E77 1.3 113 25 22.1

T2 chr12 119522995 119522995 C G CCDC60 exonic nonsynonymous SNVCCDC60:NM_178499:exon10:c.C1097G:p.S366C 85 2.4 91 27 29.7

T2 chr13 21168388 21168388 C G SKA3 exonic nonsynonymous SNVSKA3:NM_001166017:exon4:c.G343C:p.E115Q,SKA3:NM_145061:exon4:c.G343C:p.E115Q97 1.0 107 14 13.1

T2 chr14 87950663 87950663 G C GALC exonic nonsynonymous SNVGALC:NM_001201401:exon10:c.C1178G:p.S393C,GALC:NM_000153:exon11:c.C1247G:p.S416C,GALC:NM_001201402:exon11:c.C1169G:p.S390C386 2.3 368 81 22.0

T2 chr14 99458410 99458410 C T SETD3 exonic nonsynonymous SNVSETD3:NM_032233:exon6:c.G544A:p.E182K,SETD3:NM_199123:exon6:c.G544A:p.E182K129 1.6 103 28 27.2

T2 chr14 102028091 102028091 C T DYNC1H1 exonic nonsynonymous SNVDYNC1H1:NM_001376:exon48:c.C9418T:p.R3140W59 1.7 76 20 26.3

T2 chr15 33857850 33857850 G A RYR3 exonic nonsynonymous SNVRYR3:NM_001243996:exon98:c.G14063A:p.R4688H,RYR3:NM_001036:exon99:c.G14078A:p.R4693H121 0.8 136 25 18.4

T2 chr15 55355362 55355362 G A PIGB exonic nonsynonymous SNVPIGB:NM_004855:exon12:c.G1595A:p.R532Q 85 0.0 121 26 21.5

T2 chr15 70066059 70066059 G C TLE3 exonic nonsynonymous SNVTLE3:NM_001282982:exon5:c.C364G:p.L122V,TLE3:NM_001105192:exon7:c.C532G:p.L178V,TLE3:NM_001282979:exon7:c.C532G:p.L178V,TLE3:NM_001282980:exon7:c.C532G:p.L178V,TLE3:NM_001282981:exon7:c.C511G:p.L171V,TLE3:NM_005078:exon7:c.C532G:p.L178V,TLE3:NM_020908:exon7:c.C532G:p.L178V49 0.0 39 8 20.5

T2 chr15 92985556 92985556 C G CHD2 exonic nonsynonymous SNVCHD2:NM_001271:exon26:c.C3296G:p.S1099C 84 0.0 87 29 33.3

T2 chr16 1706459 1706459 C G MAPK8IP3 exonic nonsynonymous SNVMAPK8IP3:NM_001040439:exon1:c.C120G:p.F40L,MAPK8IP3:NM_015133:exon1:c.C120G:p.F40L107 0.0 120 22 18.3

T2 chr16 5084771 5084771 G C ALG1 exonic nonsynonymous SNVALG1:NM_019109:exon13:c.G1285C:p.D429H 312 1.0 411 77 18.7

T2 chr16 23607963 23607963 G A PALB2 exonic nonsynonymous SNVPALB2:NM_024675:exon12:c.C3251T:p.S1084L 59 0.0 85 17 20.0

T2 chr16 29971474 29971474 C G TMEM219 exonic nonsynonymous SNVTMEM219:NM_001083613:exon5:c.C652G:p.L218V,TMEM219:NM_194280:exon5:c.C652G:p.L218V61 0.0 82 24 29.3

T2 chr16 53156120 53156120 G C CHD9 exonic nonsynonymous SNVCHD9:NM_001308319:exon1:c.G31C:p.D11H,CHD9:NM_025134:exon2:c.G31C:p.D11H128 0.8 128 23 18.0

T2 chr16 68166880 68166880 G C NFATC3 exonic nonsynonymous SNVNFATC3:NM_004555:exon5:c.G1639C:p.D547H,NFATC3:NM_173163:exon5:c.G1639C:p.D547H,NFATC3:NM_173165:exon5:c.G1639C:p.D547H67 3.0 83 25 30.1

T2 chr16 70850484 70850484 C G HYDIN exonic nonsynonymous SNVHYDIN:NM_001270974:exon74:c.G12615C:p.L4205F48 0.0 65 20 30.8

T2 chr17 2694148 2694148 C G CLUH exonic nonsynonymous SNVCLUH:NM_015229:exon18:c.G2949C:p.Q983H 89 1.1 98 12 12.2

T2 chr17 8315847 8315847 C T ARHGEF15 exonic nonsynonymous SNVARHGEF15:NM_025014:exon8:c.C1514T:p.S505L,ARHGEF15:NM_173728:exon8:c.C1514T:p.S505L39 0.0 36 7 19.4

T2 chr17 28898710 28898710 C G DHRS13 exonic nonsynonymous SNVDHRS13:NM_144683:exon5:c.G865C:p.E289Q 80 1.3 82 18 22.0

T2 chr17 40033400 40033400 G C MED24 exonic nonsynonymous SNVMED24:NM_001079518:exon6:c.C577G:p.L193V,MED24:NM_001267797:exon6:c.C577G:p.L193V,MED24:NM_014815:exon7:c.C616G:p.L206V59 0.0 55 11 20.0

T2 chr17 41689872 41689872 G C EIF1 exonic nonsynonymous SNV EIF1:NM_005801:exon2:c.G126C:p.K42N 112 1.8 137 25 18.2

T2 chr17 63481705 63481705 C T ACE exonic nonsynonymous SNV ACE:NM_000789:exon7:c.C1085T:p.S362L 189 1.1 339 25 7.4

T2 chr17 67738303 67738303 G A NOL11 exonic nonsynonymous SNVNOL11:NM_001303272:exon13:c.G1165A:p.E389K,NOL11:NM_015462:exon14:c.G1711A:p.E571K106 0.0 99 22 22.2

T2 chr17 68985088 68985088 G A ABCA9 exonic nonsynonymous SNVABCA9:NM_080283:exon33:c.C4249T:p.P1417S 90 1.1 101 16 15.8

T2 chr18 9257252 9257252 G C ANKRD12 exonic nonsynonymous SNVANKRD12:NM_001083625:exon8:c.G3916C:p.E1306Q,ANKRD12:NM_001204056:exon8:c.G3916C:p.E1306Q,ANKRD12:NM_015208:exon9:c.G3985C:p.E1329Q112 0.0 89 24 27.0

T2 chr18 9516912 9516912 G T RALBP1 exonic nonsynonymous SNVRALBP1:NM_006788:exon3:c.G312T:p.K104N 152 2.0 189 50 26.5

T2 chr18 10715785 10715785 C G PIEZO2 exonic nonsynonymous SNVPIEZO2:NM_022068:exon35:c.G4947C:p.L1649F 62 0.0 58 9 15.5

T2 chr18 11999132 11999132 C T IMPA2 exonic nonsynonymous SNV IMPA2:NM_014214:exon2:c.C175T:p.H59Y 124 1.6 149 43 28.9

T2 chr18 79736361 79736361 G A CTDP1 exonic nonsynonymous SNVCTDP1:NM_001202504:exon12:c.G2230A:p.D744N,CTDP1:NM_004715:exon12:c.G2587A:p.D863N67 0.0 74 12 16.2

T2 chr19 2991982 2991982 C G TLE6 exonic nonsynonymous SNVTLE6:NM_024760:exon13:c.C1015G:p.Q339E,TLE6:NM_001143986:exon14:c.C1384G:p.Q462E60 0.0 64 10 15.6

T2 chr19 4054442 4054442 G A ZBTB7A exonic nonsynonymous SNVZBTB7A:NM_015898:exon2:c.C791T:p.P264L 19 0.0 20 6 30.0

T2 chr19 6380585 6380585 G T GTF2F1 exonic nonsynonymous SNVGTF2F1:NM_002096:exon12:c.C1337A:p.T446K 51 0.0 54 9 16.7

T2 chr19 10565921 10565921 C G KRI1 exonic nonsynonymous SNV KRI1:NM_023008:exon1:c.G97C:p.E33Q 32 0.0 43 6 14.0

T2 chr19 14162966 14162966 C A ADGRL1 exonic stopgainADGRL1:NM_014921:exon5:c.G835T:p.E279X,ADGRL1:NM_001008701:exon6:c.G850T:p.E284X60 0.0 60 15 25.0

T2 chr19 16572289 16572289 C G SLC35E1 exonic nonsynonymous SNVSLC35E1:NM_024881:exon1:c.G76C:p.E26Q 68 1.5 133 29 21.8

T2 chr19 18788605 18788605 G C COMP exonic nonsynonymous SNVCOMP:NM_000095:exon7:c.C749G:p.S250W 25 0.0 31 8 25.8

T2 chr19 35727525 35727525 G A KMT2B exonic nonsynonymous SNVKMT2B:NM_014727:exon16:c.G4205A:p.R1402Q 32 0.0 44 7 15.9

T2 chr19 50437710 50437710 G T MYBPC2 exonic nonsynonymous SNVMYBPC2:NM_004533:exon7:c.G564T:p.L188F 35 0.0 48 9 18.8

T2 chr19 50716464 50716464 G T SHANK1 exonic nonsynonymous SNVSHANK1:NM_016148:exon2:c.C270A:p.F90L 23 0.0 34 8 23.5

T2 chr19 51890836 51890836 C G ZNF649 exonic nonsynonymous SNVZNF649:NM_023074:exon5:c.G1300C:p.E434Q 126 0.8 144 35 24.3

T2 chr19 52849174 52849174 G C ZNF468 exonic nonsynonymous SNVZNF468:NM_001008801:exon3:c.C55G:p.Q19E,ZNF468:NM_001277120:exon3:c.C55G:p.Q19E427 1.4 449 104 23.2

T2 chr20 10408679 10408679 G C MKKS exonic nonsynonymous SNVMKKS:NM_018848:exon4:c.C1110G:p.I370M,MKKS:NM_170784:exon4:c.C1110G:p.I370M89 1.1 92 23 25.0

T2 chr20 20288867 20288867 G C CFAP61 exonic nonsynonymous SNVCFAP61:NM_015585:exon23:c.G3055C:p.E1019Q 42 0.0 38 9 23.7

T2 chr20 21246509 21246509 C G KIZ exonic stopgainKIZ:NM_001163023:exon11:c.C1556G:p.S519X,KIZ:NM_001276389:exon11:c.C1808G:p.S603X,KIZ:NM_001163022:exon12:c.C1646G:p.S549X,KIZ:NM_018474:exon13:c.C1955G:p.S652X56 0.0 70 21 30.0

T2 chr20 59253977 59253977 C G ZNF831 exonic nonsynonymous SNVZNF831:NM_178457:exon5:c.C4268G:p.S1423C 45 0.0 55 16 29.1

T2 chr20 62809608 62809608 C G OGFR exonic nonsynonymous SNVOGFR:NM_007346:exon4:c.C343G:p.Q115E 29 0.0 28 8 28.6

T2 chr20 63542290 63542290 C G SRMS exonic nonsynonymous SNVSRMS:NM_080823:exon5:c.G819C:p.E273D 107 0.9 140 29 20.7

T2 chr22 31125625 31125625 G A INPP5J exonic nonsynonymous SNVINPP5J:NM_001284285:exon2:c.G886A:p.V296I,INPP5J:NM_001284286:exon3:c.G685A:p.V229I97 2.1 109 23 21.1

T2 chrX 3322376 3322376 C G MXRA5 exonic nonsynonymous SNVMXRA5:NM_015419:exon5:c.G3309C:p.M1103I 109 0.0 195 43 22.1

T2 chrX 103676728 103676728 C G MORF4L2 exonic nonsynonymous SNVMORF4L2:NM_001142420:exon3:c.G300C:p.K100N,MORF4L2:NM_001142426:exon3:c.G300C:p.K100N,MORF4L2:NM_001142419:exon4:c.G300C:p.K100N,MORF4L2:NM_001142421:exon4:c.G300C:p.K100N,MORF4L2:NM_001142423:exon4:c.G300C:p.K100N,MORF4L2:NM_001142425:exon4:c.G300C:p.K100N,MORF4L2:NM_001142427:exon4:c.G300C:p.K100N,MORF4L2:NM_001142430:exon4:c.G300C:p.K100N,MORF4L2:NM_001142431:exon4:c.G300C:p.K100N,MORF4L2:NM_012286:exon4:c.G300C:p.K100N,MORF4L2:NM_001142418:exon5:c.G300C:p.K100N,MORF4L2:NM_001142422:exon5:c.G300C:p.K100N,MORF4L2:NM_001142424:exon5:c.G300C:p.K100N,MORF4L2:NM_001142428:exon5:c.G300C:p.K100N,MORF4L2:NM_001142429:exon5:c.G300C:p.K100N,MORF4L2:NM_001142432:exon5:c.G300C:p.K100N70 0.0 87 23 26.4

T2 chrX 126551642 126551642 C T DCAF12L1 exonic nonsynonymous SNVDCAF12L1:NM_178470:exon1:c.G967A:p.V323M176 2.8 195 49 25.1

T2 chrX 130384454 130384454 C G GPR119 exonic nonsynonymous SNVGPR119:NM_178471:exon1:c.G994C:p.E332Q 68 2.9 87 29 33.3

T2 chrX 136500203 136500203 C T HTATSF1 exonic nonsynonymous SNVHTATSF1:NM_014500:exon3:c.C413T:p.S138F,HTATSF1:NM_001163280:exon4:c.C413T:p.S138F349 1.7 444 134 30.2

T2 chrX 152828623 152828623 C T CETN2 exonic nonsynonymous SNVCETN2:NM_004344:exon4:c.G343A:p.D115N 85 2.4 120 28 23.3

T2 chrX 153588431 153588431 C G FAM58A exonic nonsynonymous SNVFAM58A:NM_152274:exon5:c.G681C:p.K227N 105 0.0 153 35 22.9

T3 chr1 66776356 66776356 G A TCTEX1D1 exonic nonsynonymous SNVTCTEX1D1:NM_152665:exon4:c.G289A:p.E97K 137 0.0 117 11 9.4

T3 chr1 203829846 203829846 A G ZC3H11A exonic nonsynonymous SNVZC3H11A:NM_014827:exon9:c.A569G:p.N190S 91 1.1 82 12 14.6

T3 chr1 236566668 236566668 A G HEATR1 exonic nonsynonymous SNVHEATR1:NM_018072:exon30:c.T4286C:p.L1429P 41 0.0 35 5 14.3

T3 chr3 109005224 109005224 C A MORC1 exonic nonsynonymous SNVMORC1:NM_014429:exon19:c.G1859T:p.G620V 57 0.0 62 6 9.7

T3 chr3 122610554 122610554 C T PARP15 exonic nonsynonymous SNVPARP15:NM_001113523:exon3:c.C367T:p.R123W,PARP15:NM_001308320:exon3:c.C367T:p.R123W122 0.0 110 6 5.5

T3 chr5 13810164 13810164 G A DNAH5 exonic nonsynonymous SNVDNAH5:NM_001369:exon45:c.C7504T:p.R2502C 88 0.0 66 5 7.6

T3 chr7 93103694 93103694 C G SAMD9 exonic nonsynonymous SNVSAMD9:NM_001193307:exon2:c.G2404C:p.E802Q,SAMD9:NM_017654:exon3:c.G2404C:p.E802Q88 0.0 78 5 6.4

T3 chr9 69391650 69391650 C T FAM189A2 exonic nonsynonymous SNVFAM189A2:NM_001127608:exon11:c.C1199T:p.S400L,FAM189A2:NM_004816:exon11:c.C1199T:p.S400L158 0.6 133 7 5.3

T3 chr10 12246218 12246218 G A CDC123 exonic nonsynonymous SNVCDC123:NM_006023:exon11:c.G787A:p.E263K 77 0.0 51 5 9.8

T3 chr11 95923927 95923927 G A MTMR2 exonic nonsynonymous SNV MTMR2:NM_016156:exon1:c.C28T:p.L10F 102 1.0 98 8 8.2

T3 chr11 113415489 113415489 G A DRD2 exonic nonsynonymous SNVDRD2:NM_000795:exon5:c.C655T:p.R219C,DRD2:NM_016574:exon5:c.C655T:p.R219C101 1.0 71 6 8.5

T3 chr14 99914215 99914215 G A EML1 exonic nonsynonymous SNVEML1:NM_004434:exon14:c.G1531A:p.E511K,EML1:NM_001008707:exon15:c.G1588A:p.E530K126 0.8 84 5 6.0

T3 chr15 90452888 90452888 G A IQGAP1 exonic nonsynonymous SNVIQGAP1:NM_003870:exon12:c.G1276A:p.A426T 64 0.0 66 5 7.6

T3 chr19 17301082 17301082 A C ABHD8 exonic nonsynonymous SNVABHD8:NM_024527:exon2:c.T535G:p.F179V 99 0.0 102 7 6.9

T4 chr1 7829993 7829993 G A PER3 exonic nonsynonymous SNVPER3:NM_001289862:exon19:c.G3046A:p.A1016T,PER3:NM_001289864:exon19:c.G2086A:p.A696T,PER3:NM_016831:exon19:c.G3019A:p.A1007T70 0.0 107 7 6.5

T4 chr1 27548274 27548274 G C AHDC1 exonic stopgain AHDC1:NM_001029882:exon6:c.C3842G:p.S1281X102 0.0 70 19 27.1

T4 chr1 44129458 44129458 C G KLF17 exonic nonsynonymous SNV KLF17:NM_173484:exon2:c.C187G:p.H63D 51 0.0 73 32 43.8

T4 chr1 201210868 201210868 C T IGFN1 exonic nonsynonymous SNVIGFN1:NM_001164586:exon12:c.C5975T:p.S1992L190 1.1 221 62 28.1

T4 chr2 9986134 9986134 C T GRHL1 exonic nonsynonymous SNVGRHL1:NM_198182:exon9:c.C1121T:p.S374F 122 1.6 203 34 16.7

T4 chr2 37146920 37146920 C G EIF2AK2 exonic nonsynonymous SNVEIF2AK2:NM_001135652:exon2:c.G173C:p.R58T,EIF2AK2:NM_001135651:exon4:c.G173C:p.R58T,EIF2AK2:NM_002759:exon4:c.G173C:p.R58T251 0.4 412 65 15.8

T4 chr2 178659234 178659234 A G TTN exonic nonsynonymous SNVTTN:NM_133378:exon154:c.T31595C:p.V10532A,TTN:NM_001256850:exon155:c.T34376C:p.V11459A,TTN:NM_001267550:exon181:c.T37307C:p.V12436A124 0.0 128 33 25.8

T4 chr2 229836914 229836914 C G TRIP12 exonic nonsynonymous SNVTRIP12:NM_001284216:exon3:c.G169C:p.E57Q,TRIP12:NM_001284215:exon4:c.G1078C:p.E360Q,TRIP12:NM_004238:exon5:c.G1078C:p.E360Q,TRIP12:NM_001284214:exon6:c.G1204C:p.E402Q48 2.1 62 18 29.0

T4 chr2 240773185 240773185 C T KIF1A exonic nonsynonymous SNVKIF1A:NM_004321:exon12:c.G1109A:p.R370H,KIF1A:NM_001244008:exon13:c.G1109A:p.R370H47 0.0 47 13 27.7

T4 chr3 143043172 143043172 C A U2SURP exonic nonsynonymous SNVU2SURP:NM_001080415:exon24:c.C2440A:p.H814N98 1.0 92 42 45.7

T4 chr3 179218294 179218294 G A PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon10:c.G1624A:p.E542K 139 0.7 160 56 35.0

T4 chr4 8606752 8606752 G A CPZ exonic nonsynonymous SNVCPZ:NM_003652:exon5:c.G889A:p.G297R,CPZ:NM_001014447:exon6:c.G922A:p.G308R,CPZ:NM_001014448:exon6:c.G511A:p.G171R85 1.2 81 22 27.2

T4 chr4 39434396 39434396 G A KLB exonic nonsynonymous SNV KLB:NM_175737:exon2:c.G1012A:p.G338S 136 2.2 110 27 24.5

T4 chr4 51996088 51996088 G A LRRC66 exonic nonsynonymous SNVLRRC66:NM_001024611:exon4:c.C934T:p.R312C 53 1.9 28 10 35.7

T4 chr4 56523758 56523758 G A ARL9 exonic nonsynonymous SNV ARL9:NM_206919:exon4:c.G254A:p.G85E 80 1.3 67 27 40.3

T4 chr5 121852025 121852025 C T FTMT exonic nonsynonymous SNV FTMT:NM_177478:exon1:c.C62T:p.P21L 61 1.6 69 27 39.1

T4 chr5 146085565 146085565 C T PLAC8L1 exonic nonsynonymous SNVPLAC8L1:NM_001029869:exon3:c.G289A:p.E97K129 0.0 137 40 29.2

T4 chr6 107069147 107069147 C T BEND3 exonic nonsynonymous SNVBEND3:NM_001080450:exon5:c.G2044A:p.E682K71 0.0 52 19 36.5

T4 chr6 155240611 155240611 G A TIAM2 exonic nonsynonymous SNVTIAM2:NM_001010927:exon2:c.G25A:p.D9N,TIAM2:NM_012454:exon15:c.G3250A:p.D1084N50 2.0 46 12 26.1

T4 chr7 44970062 44970062 C T MYO1G exonic nonsynonymous SNVMYO1G:NM_033054:exon10:c.G1310A:p.R437H 33 0.0 21 5 23.8

T4 chr7 100627597 100627597 C T TFR2 exonic nonsynonymous SNVTFR2:NM_001206855:exon12:c.G1234A:p.V412I,TFR2:NM_003227:exon15:c.G1747A:p.V583I60 0.0 66 27 40.9

T4 chr7 134933565 134933565 G A CALD1 exonic nonsynonymous SNVCALD1:NM_033138:exon5:c.G796A:p.E266K 82 1.2 87 27 31.0

T4 chr7 150998997 150998997 C G NOS3 exonic nonsynonymous SNVNOS3:NM_001160109:exon7:c.C868G:p.P290A,NOS3:NM_001160110:exon7:c.C868G:p.P290A,NOS3:NM_001160111:exon7:c.C868G:p.P290A,NOS3:NM_000603:exon8:c.C868G:p.P290A27 0.0 32 9 28.1

T4 chr8 17755474 17755474 C T MTUS1 exonic nonsynonymous SNVMTUS1:NM_001001924:exon2:c.G334A:p.E112K,MTUS1:NM_001001925:exon2:c.G334A:p.E112K79 1.3 69 20 29.0

T4 chr8 143868294 143868294 C T EPPK1 exonic nonsynonymous SNVEPPK1:NM_031308:exon2:c.G4960A:p.D1654N 144 0.7 144 47 32.6

T4 chr9 66990112 66990112 C T SPATA31A3 exonic nonsynonymous SNVSPATA31A3:NM_001083124:exon4:c.G386A:p.R129K508 0.8 585 98 16.8

T4 chr9 134913066 134913066 G A FCN1 exonic nonsynonymous SNVFCN1:NM_002003:exon6:c.C418T:p.R140W 138 1.4 121 36 29.8

T4 chr10 62239757 62239757 G A RTKN2 exonic nonsynonymous SNVRTKN2:NM_001282941:exon5:c.C379T:p.R127C,RTKN2:NM_145307:exon5:c.C379T:p.R127C91 1.1 104 44 42.3

T4 chr10 69897513 69897513 C G COL13A1 exonic nonsynonymous SNVCOL13A1:NM_080805:exon11:c.C609G:p.S203R,COL13A1:NM_001130103:exon13:c.C696G:p.S232R,COL13A1:NM_080801:exon13:c.C696G:p.S232R,COL13A1:NM_080802:exon13:c.C696G:p.S232R48 0.0 52 16 30.8

T4 chr11 1191002 1191002 C T MUC5AC exonic nonsynonymous SNVMUC5AC:NM_001304359:exon31:c.C12857T:p.T4286I165 0.6 161 12 7.5

T4 chr11 3823996 3823996 C T PGAP2 exonic nonsynonymous SNVPGAP2:NM_001283039:exon4:c.C403T:p.R135C 44 0.0 33 10 30.3

T4 chr11 57313216 57313216 C T TNKS1BP1 exonic nonsynonymous SNVTNKS1BP1:NM_033396:exon5:c.G1472A:p.R491Q89 1.1 80 33 41.3

T4 chr11 61339123 61339123 C T TKFC exonic nonsynonymous SNV TKFC:NM_015533:exon4:c.C251T:p.P84L 48 0.0 33 10 30.3

T4 chr11 118650080 118650080 C T PHLDB1 exonic stopgainPHLDB1:NM_001144759:exon18:c.C3517T:p.R1173X,PHLDB1:NM_001144758:exon19:c.C3658T:p.R1220X,PHLDB1:NM_015157:exon20:c.C3658T:p.R1220X44 0.0 32 7 21.9

T4 chr12 26387484 26387484 C T ITPR2 exonic nonsynonymous SNVITPR2:NM_002223:exon55:c.G7807A:p.D2603N 148 0.7 128 42 32.8

T4 chr12 55685063 55685063 C T ITGA7 exonic nonsynonymous SNVITGA7:NM_001144996:exon25:c.G3421A:p.A1141T,ITGA7:NM_001144997:exon25:c.G3130A:p.A1044T,ITGA7:NM_002206:exon25:c.G3409A:p.A1137T67 0.0 66 20 30.3

T4 chr12 100623647 100623647 G A GAS2L3 exonic nonsynonymous SNVGAS2L3:NM_001303130:exon9:c.G842A:p.R281Q,GAS2L3:NM_001303131:exon10:c.G530A:p.R177Q,GAS2L3:NM_174942:exon10:c.G842A:p.R281Q71 0.0 73 22 30.1

T4 chr13 110307928 110307928 G A COL4A2 exonic nonsynonymous SNV COL4A2:NM_001846:exon2:c.G25A:p.A9T 124 0.0 99 6 6.1

T4 chr14 64024916 64024916 C T SYNE2 exonic stopgainSYNE2:NM_015180:exon40:c.C5845T:p.Q1949X,SYNE2:NM_182914:exon40:c.C5845T:p.Q1949X108 1.9 76 22 28.9

T4 chr14 64030007 64030007 C G SYNE2 exonic nonsynonymous SNVSYNE2:NM_015180:exon44:c.C6827G:p.S2276C,SYNE2:NM_182914:exon44:c.C6827G:p.S2276C82 0.0 103 46 44.7

T4 chr14 92717450 92717450 G A LGMN exonic nonsynonymous SNVLGMN:NM_005606:exon4:c.C248T:p.P83L,LGMN:NM_001008530:exon5:c.C248T:p.P83L51 0.0 57 16 28.1

T4 chr14 103107731 103107731 C T EXOC3L4 exonic nonsynonymous SNVEXOC3L4:NM_001077594:exon9:c.C1802T:p.S601F52 1.9 54 15 27.8

T4 chr17 5034163 5034163 A G SLC52A1 exonic nonsynonymous SNVSLC52A1:NM_001104577:exon3:c.T326C:p.L109P,SLC52A1:NM_017986:exon3:c.T326C:p.L109P66 3.0 50 16 32.0

T4 chr20 23825260 23825260 G A CST2 exonic stopgain CST2:NM_001322:exon2:c.C292T:p.Q98X 136 0.7 184 39 21.2

T4 chr20 36829122 36829122 G A SOGA1 exonic nonsynonymous SNVSOGA1:NM_080627:exon3:c.C1003T:p.R335C,SOGA1:NM_199181:exon3:c.C289T:p.R97C126 0.8 114 27 23.7

T4 chr22 17008086 17008086 C T GAB4 exonic nonsynonymous SNVGAB4:NM_001037814:exon1:c.G29A:p.R10Q 66 1.5 67 15 22.4

T4 chr22 38499477 38499477 C T DDX17 exonic nonsynonymous SNVDDX17:NM_001098504:exon3:c.G461A:p.R154Q,DDX17:NM_006386:exon3:c.G461A:p.R154Q114 0.9 70 23 32.9

T4 chr22 39318408 39318408 G A RPL3 exonic nonsynonymous SNVRPL3:NM_000967:exon2:c.C188T:p.P63L,RPL3:NM_001033853:exon2:c.C188T:p.P63L152 0.7 102 32 31.4

T4 chrX 102603553 102603553 G T ARMCX5 exonic nonsynonymous SNVARMCX5:NM_001168482:exon3:c.G1412T:p.S471I,ARMCX5:NM_022838:exon3:c.G1412T:p.S471I,ARMCX5:NM_001168478:exon4:c.G1412T:p.S471I,ARMCX5:NM_001168485:exon5:c.G1412T:p.S471I,ARMCX5:NM_001168479:exon6:c.G1412T:p.S471I,ARMCX5:NM_001168480:exon6:c.G1412T:p.S471I220 0.0 307 66 21.5

T4 chrX 133311276 133311276 C G GPC4 exonic nonsynonymous SNV GPC4:NM_001448:exon4:c.G859C:p.E287Q 34 0.0 88 26 29.5

T5 chr1 1326927 1326927 C T CPTP exonic nonsynonymous SNV CPTP:NM_001029885:exon2:c.C17T:p.T6I 67 1.5 75 28 37.3

T5 chr1 1437421 1437421 C T VWA1 exonic nonsynonymous SNV VWA1:NM_199121:exon2:c.C173T:p.P58L 66 3.0 54 19 35.2

T5 chr1 10948591 10948591 G A C1orf127 exonic nonsynonymous SNVC1orf127:NM_001170754:exon12:c.C1544T:p.A515V89 0.0 72 32 44.4

T5 chr1 16052216 16052216 G T CLCNKB exonic nonsynonymous SNVCLCNKB:NM_001165945:exon8:c.G920T:p.G307V,CLCNKB:NM_000085:exon15:c.G1427T:p.G476V48 0.0 46 22 47.8

T5 chr1 16944159 16944159 G A CROCC exonic nonsynonymous SNVCROCC:NM_014675:exon14:c.G1868A:p.R623Q 161 1.2 136 49 36.0

T5 chr1 16970675 16970675 C T CROCC exonic nonsynonymous SNVCROCC:NM_014675:exon35:c.C5692T:p.R1898W 74 2.7 57 20 35.1

T5 chr1 17005754 17005754 G A ATP13A2 exonic nonsynonymous SNVATP13A2:NM_001141973:exon2:c.C35T:p.T12M,ATP13A2:NM_001141974:exon2:c.C35T:p.T12M,ATP13A2:NM_022089:exon2:c.C35T:p.T12M61 4.9 62 32 51.6

T5 chr1 20649106 20649106 G A PINK1 exonic nonsynonymous SNVPINK1:NM_032409:exon7:c.G1363A:p.G455S 38 2.6 29 17 58.6

T5 chr1 20709735 20709735 C T KIF17 exonic nonsynonymous SNVKIF17:NM_001122819:exon4:c.G574A:p.G192S,KIF17:NM_001287212:exon4:c.G274A:p.G92S,KIF17:NM_020816:exon4:c.G574A:p.G192S47 4.3 36 22 61.1

T5 chr1 22661252 22661252 G A C1QB exonic nonsynonymous SNV C1QB:NM_000491:exon3:c.G628A:p.G210S 47 4.3 34 14 41.2

T5 chr1 24669485 24669485 G A SRRM1 exonic nonsynonymous SNVSRRM1:NM_005839:exon14:c.G2102A:p.R701Q,SRRM1:NM_001303448:exon15:c.G2138A:p.R713Q,SRRM1:NM_001303449:exon15:c.G2021A:p.R674Q73 4.1 90 42 46.7

T5 chr1 29317845 29317845 C T PTPRU exonic nonsynonymous SNVPTPRU:NM_001195001:exon25:c.C3602T:p.P1201L,PTPRU:NM_133178:exon25:c.C3611T:p.P1204L,PTPRU:NM_005704:exon26:c.C3641T:p.P1214L,PTPRU:NM_133177:exon26:c.C3629T:p.P1210L52 1.9 42 14 33.3

T5 chr1 31667594 31667594 G A COL16A1 exonic nonsynonymous SNVCOL16A1:NM_001856:exon52:c.C3338T:p.A1113V95 3.2 64 27 42.2

T5 chr1 32077227 32077227 G A TMEM39B exonic nonsynonymous SNVTMEM39B:NM_018056:exon5:c.G499A:p.V167I 38 0.0 41 21 51.2

T5 chr1 33372381 33372381 C T PHC2 exonic nonsynonymous SNV PHC2:NM_198040:exon2:c.G241A:p.A81T 59 5.1 41 21 51.2

T5 chr1 36806112 36806112 G A GRIK3 exonic nonsynonymous SNVGRIK3:NM_000831:exon14:c.C2306T:p.T769M 58 5.2 53 22 41.5

T5 chr1 37868517 37868517 C T INPP5B exonic nonsynonymous SNVINPP5B:NM_001297434:exon14:c.G1793A:p.R598Q,INPP5B:NM_005540:exon20:c.G2285A:p.R762Q90 2.2 76 35 46.1

T5 chr1 39452192 39452192 G A MACF1 exonic nonsynonymous SNVMACF1:NM_012090:exon81:c.G14278A:p.V4760I 68 0.0 46 22 47.8

T5 chr1 46511181 46511181 C T DMBX1 exonic nonsynonymous SNVDMBX1:NM_147192:exon3:c.C595T:p.R199C,DMBX1:NM_172225:exon3:c.C580T:p.R194C51 0.0 37 17 45.9

T5 chr1 52642870 52642870 G A FAM159A exonic nonsynonymous SNVFAM159A:NM_001042693:exon2:c.G190A:p.A64T60 1.7 71 25 35.2

T5 chr1 62543673 62543673 G A DOCK7 exonic nonsynonymous SNVDOCK7:NM_001272000:exon23:c.C2839T:p.R947C,DOCK7:NM_001272001:exon23:c.C2839T:p.R947C,DOCK7:NM_033407:exon23:c.C2839T:p.R947C,DOCK7:NM_001271999:exon24:c.C2932T:p.R978C86 2.3 60 23 38.3

T5 chr1 64220894 64220894 C T UBE2U exonic nonsynonymous SNVUBE2U:NM_152489:exon6:c.C493T:p.R165C 180 0.6 168 77 45.8

T5 chr1 67430105 67430105 C T SERBP1 exonic nonsynonymous SNVSERBP1:NM_001018067:exon1:c.G196A:p.A66T,SERBP1:NM_001018068:exon1:c.G196A:p.A66T,SERBP1:NM_001018069:exon1:c.G196A:p.A66T,SERBP1:NM_015640:exon1:c.G196A:p.A66T153 2.6 121 52 43.0

T5 chr1 75932072 75932072 C T ASB17 exonic nonsynonymous SNVASB17:NM_080868:exon1:c.G220A:p.V74M 99 1.0 109 58 53.2

T5 chr1 77859372 77859372 C T FAM73A exonic stopgainFAM73A:NM_001270384:exon10:c.C1174T:p.R392X,FAM73A:NM_198549:exon10:c.C1174T:p.R392X78 0.0 88 44 50.0

T5 chr1 87072948 87072948 A G HS2ST1 exonic nonsynonymous SNVHS2ST1:NM_001134492:exon2:c.A139G:p.R47G,HS2ST1:NM_012262:exon2:c.A139G:p.R47G79 1.3 70 26 37.1

T5 chr1 100424280 100424280 A C CDC14A exonic nonsynonymous SNVCDC14A:NM_003672:exon5:c.A368C:p.N123T,CDC14A:NM_033312:exon5:c.A368C:p.N123T,CDC14A:NM_033313:exon5:c.A368C:p.N123T149 2.0 150 60 40.0

T5 chr1 100724684 100724684 C A VCAM1 exonic nonsynonymous SNVVCAM1:NM_001078:exon4:c.C722A:p.S241Y,VCAM1:NM_001199834:exon4:c.C536A:p.S179Y,VCAM1:NM_080682:exon4:c.C722A:p.S241Y81 2.5 46 17 37.0

T5 chr1 119033110 119033110 G A WARS2 exonic nonsynonymous SNVWARS2:NM_015836:exon6:c.C884T:p.A295V 61 1.6 58 23 39.7

T5 chr1 119925735 119925735 C T NOTCH2 exonic nonsynonymous SNVNOTCH2:NM_024408:exon25:c.G4081A:p.A1361T99 0.0 101 8 7.9

T5 chr1 147618960 147618960 G A BCL9 exonic nonsynonymous SNV BCL9:NM_004326:exon8:c.G805A:p.A269T 97 2.1 104 59 56.7

T5 chr1 150498618 150498618 G A TARS2 exonic nonsynonymous SNVTARS2:NM_001271896:exon7:c.G965A:p.R322Q,TARS2:NM_001271895:exon9:c.G1109A:p.R370Q,TARS2:NM_025150:exon11:c.G1355A:p.R452Q69 2.9 55 26 47.3

T5 chr1 155014742 155014742 C T ZBTB7B exonic nonsynonymous SNVZBTB7B:NM_001256455:exon2:c.C82T:p.R28C,ZBTB7B:NM_001252406:exon4:c.C184T:p.R62C66 0.0 60 24 40.0

T5 chr1 155183979 155183979 G A TRIM46 exonic nonsynonymous SNVTRIM46:NM_001282378:exon9:c.G1691A:p.R564H,TRIM46:NM_001256599:exon10:c.G2000A:p.R667H,TRIM46:NM_001256601:exon10:c.G2030A:p.R677H,TRIM46:NM_025058:exon10:c.G2069A:p.R690H,TRIM46:NM_001256600:exon11:c.G1943A:p.R648H29 0.0 39 18 46.2

T5 chr1 155328202 155328202 C T RUSC1 exonic nonsynonymous SNVRUSC1:NM_001278228:exon7:c.C1042T:p.R348W,RUSC1:NM_001278230:exon7:c.C1060T:p.R354W,RUSC1:NM_001105205:exon8:c.C1237T:p.R413W,RUSC1:NM_001278227:exon8:c.C961T:p.R321W,RUSC1:NM_001278229:exon8:c.C742T:p.R248W,RUSC1:NM_014328:exon8:c.C1060T:p.R354W,RUSC1:NM_001105203:exon9:c.C2467T:p.R823W,RUSC1:NM_001105204:exon9:c.C2149T:p.R717W61 1.6 54 30 55.6

T5 chr1 155962657 155962657 C T ARHGEF2 exonic nonsynonymous SNVARHGEF2:NM_001162383:exon9:c.G1037A:p.S346N,ARHGEF2:NM_001162384:exon9:c.G1034A:p.S345N,ARHGEF2:NM_004723:exon9:c.G953A:p.S318N39 0.0 38 13 34.2

T5 chr1 158638156 158638156 T C SPTA1 exonic nonsynonymous SNVSPTA1:NM_003126:exon36:c.A5066G:p.D1689G 52 5.8 41 21 51.2

T5 chr1 161079790 161079790 G A PVRL4 exonic nonsynonymous SNV PVRL4:NM_030916:exon2:c.C239T:p.A80V 77 0.0 60 22 36.7



T5 chr1 161233326 161233326 G A NR1I3 exonic nonsynonymous SNVNR1I3:NM_001077470:exon3:c.C164T:p.A55V,NR1I3:NM_001077472:exon3:c.C164T:p.A55V,NR1I3:NM_001077473:exon3:c.C164T:p.A55V,NR1I3:NM_001077475:exon3:c.C164T:p.A55V,NR1I3:NM_001077476:exon3:c.C164T:p.A55V,NR1I3:NM_001077477:exon3:c.C164T:p.A55V,NR1I3:NM_001077479:exon3:c.C164T:p.A55V,NR1I3:NM_001077469:exon4:c.C251T:p.A84V,NR1I3:NM_001077471:exon4:c.C251T:p.A84V,NR1I3:NM_001077474:exon4:c.C251T:p.A84V,NR1I3:NM_001077478:exon4:c.C251T:p.A84V,NR1I3:NM_001077480:exon4:c.C251T:p.A84V,NR1I3:NM_001077481:exon4:c.C251T:p.A84V,NR1I3:NM_001077482:exon4:c.C251T:p.A84V,NR1I3:NM_005122:exon4:c.C251T:p.A84V36 0.0 31 15 48.4

T5 chr1 181794910 181794910 G A CACNA1E exonic nonsynonymous SNVCACNA1E:NM_001205294:exon44:c.G5888A:p.R1963Q,CACNA1E:NM_000721:exon45:c.G5945A:p.R1982Q,CACNA1E:NM_001205293:exon46:c.G6074A:p.R2025Q64 3.1 75 37 49.3

T5 chr1 182581308 182581308 G A RNASEL exonic stopgain RNASEL:NM_021133:exon5:c.C1822T:p.R608X 104 0.0 64 28 43.8

T5 chr1 185098278 185098278 G T RNF2 exonic nonsynonymous SNV RNF2:NM_007212:exon5:c.G671T:p.S224I 75 0.0 71 31 43.7

T5 chr1 203183759 203183759 C T CHI3L1 exonic nonsynonymous SNVCHI3L1:NM_001276:exon5:c.G347A:p.R116H 61 4.9 65 35 53.8

T5 chr1 219915912 219915912 A G SLC30A10 exonic nonsynonymous SNVSLC30A10:NM_018713:exon4:c.T995C:p.V332A 56 0.0 63 7 11.1

T5 chr1 228243362 228243362 C T OBSCN exonic nonsynonymous SNVOBSCN:NM_001098623:exon10:c.C3109T:p.R1037W,OBSCN:NM_052843:exon10:c.C3109T:p.R1037W,OBSCN:NM_001271223:exon11:c.C3385T:p.R1129W119 1.7 89 47 52.8

T5 chr1 228278791 228278791 G A OBSCN exonic nonsynonymous SNVOBSCN:NM_001098623:exon26:c.G6962A:p.R2321Q,OBSCN:NM_052843:exon26:c.G6962A:p.R2321Q,OBSCN:NM_001271223:exon31:c.G8249A:p.R2750Q49 0.0 40 24 60.0

T5 chr1 235131925 235131925 G A RBM34 exonic nonsynonymous SNVRBM34:NM_015014:exon11:c.C1081T:p.R361C 64 3.1 69 23 33.3

T5 chr1 241098675 241098675 C T RGS7 exonic nonsynonymous SNVRGS7:NM_001282773:exon3:c.G166A:p.V56I,RGS7:NM_001282775:exon3:c.G166A:p.V56I,RGS7:NM_001282778:exon3:c.G166A:p.V56I,RGS7:NM_002924:exon3:c.G166A:p.V56I106 0.0 112 40 35.7

T5 chr1 247857331 247857331 G A TRIM58 exonic nonsynonymous SNVTRIM58:NM_015431:exon1:c.G85A:p.V29M 62 0.0 52 24 46.2

T5 chr1 247864784 247864784 G A TRIM58 exonic nonsynonymous SNVTRIM58:NM_015431:exon3:c.G596A:p.R199Q 52 1.9 40 12 30.0

T5 chr1 248626701 248626701 G A OR2T11 exonic nonsynonymous SNVOR2T11:NM_001001964:exon1:c.C428T:p.A143V 83 2.4 64 27 42.2

T5 chr2 9323192 9323192 C T ASAP2 exonic nonsynonymous SNVASAP2:NM_001135191:exon6:c.C542T:p.A181V,ASAP2:NM_003887:exon6:c.C542T:p.A181V55 0.0 52 21 40.4

T5 chr2 24768278 24768278 G A NCOA1 exonic nonsynonymous SNVNCOA1:NM_003743:exon21:c.G4213A:p.G1405R,NCOA1:NM_147233:exon21:c.G4210A:p.G1404R72 0.0 47 20 42.6

T5 chr2 27223013 27223013 T C CAD exonic nonsynonymous SNVCAD:NM_001306079:exon6:c.T785C:p.I262T,CAD:NM_004341:exon6:c.T785C:p.I262T49 0.0 43 19 44.2

T5 chr2 30732441 30732441 C T CAPN13 exonic nonsynonymous SNVCAPN13:NM_144575:exon20:c.G1924A:p.A642T 36 0.0 30 12 40.0

T5 chr2 30955930 30955930 G A GALNT14 exonic nonsynonymous SNVGALNT14:NM_024572:exon5:c.C514T:p.R172C,GALNT14:NM_001253826:exon6:c.C529T:p.R177C,GALNT14:NM_001253827:exon7:c.C454T:p.R152C104 2.9 107 45 42.1

T5 chr2 33389187 33389187 A G LTBP1 exonic nonsynonymous SNVLTBP1:NM_001166264:exon27:c.A3611G:p.D1204G,LTBP1:NM_001166266:exon27:c.A3452G:p.D1151G,LTBP1:NM_000627:exon28:c.A3737G:p.D1246G,LTBP1:NM_001166265:exon28:c.A3578G:p.D1193G,LTBP1:NM_206943:exon32:c.A4715G:p.D1572G78 0.0 66 10 15.2

T5 chr2 38854147 38854147 G A DHX57 exonic nonsynonymous SNVDHX57:NM_198963:exon9:c.C1937T:p.T646M 68 0.0 86 36 41.9

T5 chr2 45984659 45984659 C T PRKCE exonic nonsynonymous SNVPRKCE:NM_005400:exon6:c.C802T:p.R268W 101 2.0 91 48 52.7

T5 chr2 47466718 47466718 G C MSH2 exonic nonsynonymous SNVMSH2:NM_000251:exon10:c.G1571C:p.R524P,MSH2:NM_001258281:exon11:c.G1373C:p.R458P135 0.7 127 51 40.2

T5 chr2 54649675 54649675 G A SPTBN1 exonic nonsynonymous SNVSPTBN1:NM_178313:exon25:c.G5224A:p.V1742M,SPTBN1:NM_003128:exon26:c.G5263A:p.V1755M48 4.2 42 21 50.0

T5 chr2 63919976 63919976 G A VPS54 exonic nonsynonymous SNVVPS54:NM_001005739:exon15:c.C2035T:p.R679C,VPS54:NM_016516:exon15:c.C2071T:p.R691C96 1.0 70 36 51.4

T5 chr2 68293900 68293900 G A CNRIP1 exonic nonsynonymous SNVCNRIP1:NM_015463:exon3:c.C457T:p.R153C 77 1.3 81 36 44.4

T5 chr2 68816309 68816309 G T ARHGAP25 exonic nonsynonymous SNVARHGAP25:NM_001166276:exon6:c.G807T:p.K269N,ARHGAP25:NM_001166277:exon6:c.G708T:p.K236N,ARHGAP25:NM_014882:exon6:c.G804T:p.K268N,ARHGAP25:NM_001007231:exon7:c.G828T:p.K276N68 1.5 59 23 39.0

T5 chr2 69937262 69937262 G A MXD1 exonic nonsynonymous SNVMXD1:NM_001202514:exon4:c.G316A:p.V106I,MXD1:NM_001202513:exon5:c.G346A:p.V116I,MXD1:NM_002357:exon5:c.G346A:p.V116I64 3.1 56 18 32.1

T5 chr2 74461988 74461988 G A MOGS exonic stopgainMOGS:NM_006302:exon4:c.C1801T:p.R601X,MOGS:NM_001146158:exon5:c.C1483T:p.R495X77 1.3 80 34 42.5

T5 chr2 74491523 74491523 C T TTC31 exonic nonsynonymous SNVTTC31:NM_022492:exon8:c.C727T:p.R243C 44 0.0 38 19 50.0

T5 chr2 79120865 79120865 G T REG1A exonic nonsynonymous SNV REG1A:NM_002909:exon2:c.G4T:p.A2S 73 0.0 69 10 14.5

T5 chr2 96547435 96547435 C T ARID5A exonic nonsynonymous SNVARID5A:NM_212481:exon2:c.C38T:p.T13M 66 0.0 40 18 45.0

T5 chr2 100576452 100576452 C T PDCL3 exonic nonsynonymous SNVPDCL3:NM_024065:exon6:c.C676T:p.R226C 44 0.0 34 14 41.2

T5 chr2 112775216 112775216 A G IL1A exonic nonsynonymous SNV IL1A:NM_000575:exon7:c.T667C:p.F223L 80 0.0 53 27 50.9

T5 chr2 143519278 143519278 G A ARHGAP15 exonic nonsynonymous SNVARHGAP15:NM_018460:exon10:c.G839A:p.G280D68 2.9 33 14 42.4

T5 chr2 151492400 151492400 C T NEB exonic nonsynonymous SNVNEB:NM_004543:exon144:c.G19256A:p.R6419Q,NEB:NM_001164507:exon177:c.G24860A:p.R8287Q,NEB:NM_001164508:exon177:c.G24860A:p.R8287Q,NEB:NM_001271208:exon178:c.G24965A:p.R8322Q55 0.0 47 7 14.9

T5 chr2 157761021 157761021 G A ACVR1 exonic nonsynonymous SNVACVR1:NM_001105:exon9:c.C1123T:p.R375C,ACVR1:NM_001111067:exon9:c.C1123T:p.R375C63 1.6 45 25 55.6

T5 chr2 166305805 166305805 C T SCN9A exonic nonsynonymous SNVSCN9A:NM_002977:exon5:c.G583A:p.V195I 77 1.3 70 31 44.3

T5 chr2 169173122 169173122 C A LRP2 exonic nonsynonymous SNVLRP2:NM_004525:exon57:c.G11117T:p.R3706M 64 1.6 64 30 46.9

T5 chr2 170717151 170717151 C T SP5 exonic nonsynonymous SNVSP5:NM_001003845:exon2:c.C944T:p.A315V 75 4.0 67 36 53.7

T5 chr2 172960781 172960781 G A RAPGEF4 exonic nonsynonymous SNVRAPGEF4:NM_001100397:exon4:c.G127A:p.V43I,RAPGEF4:NM_001282899:exon4:c.G100A:p.V34I,RAPGEF4:NM_007023:exon7:c.G559A:p.V187I104 2.9 115 51 44.3

T5 chr2 178621496 178621496 C T TTN exonic nonsynonymous SNVTTN:NM_003319:exon73:c.G18133A:p.D6045N,TTN:NM_133432:exon74:c.G18508A:p.D6170N,TTN:NM_133437:exon74:c.G18709A:p.D6237N,TTN:NM_133378:exon194:c.G37624A:p.D12542N,TTN:NM_001256850:exon195:c.G40405A:p.D13469N,TTN:NM_001267550:exon245:c.G45328A:p.D15110N81 0.0 65 22 33.8

T5 chr2 189467607 189467607 G T WDR75 exonic nonsynonymous SNVWDR75:NM_032168:exon14:c.G1587T:p.W529C,WDR75:NM_001303096:exon15:c.G1395T:p.W465C140 3.6 105 46 43.8

T5 chr2 199323912 199323912 C A SATB2 exonic nonsynonymous SNVSATB2:NM_001172509:exon9:c.G1433T:p.G478V,SATB2:NM_001172517:exon10:c.G1433T:p.G478V,SATB2:NM_015265:exon10:c.G1433T:p.G478V133 3.8 118 56 47.5

T5 chr2 200895287 200895287 G A NIF3L1 exonic nonsynonymous SNVNIF3L1:NM_001142356:exon3:c.G623A:p.R208Q,NIF3L1:NM_001136039:exon4:c.G623A:p.R208Q,NIF3L1:NM_001142355:exon4:c.G542A:p.R181Q,NIF3L1:NM_021824:exon4:c.G542A:p.R181Q120 0.8 107 43 40.2

T5 chr2 201494581 201494581 G A ALS2CR11 exonic nonsynonymous SNVALS2CR11:NM_001168221:exon15:c.C1760T:p.A587V67 3.0 49 22 44.9

T5 chr2 202757214 202757214 C T FAM117B exonic nonsynonymous SNVFAM117B:NM_173511:exon6:c.C1106T:p.P369L 68 0.0 92 7 7.6

T5 chr2 207767632 207767632 C T FZD5 exonic nonsynonymous SNVFZD5:NM_003468:exon2:c.G1108A:p.V370I 67 1.5 81 44 54.3

T5 chr2 215011631 215011631 G A ABCA12 exonic stopgainABCA12:NM_015657:exon9:c.C1186T:p.R396X,ABCA12:NM_173076:exon17:c.C2140T:p.R714X54 0.0 52 9 17.3

T5 chr2 219483098 219483098 C T SPEG exonic nonsynonymous SNVSPEG:NM_005876:exon30:c.C5635T:p.R1879C 57 0.0 40 7 17.5

T5 chr2 224804840 224804840 C T DOCK10 exonic nonsynonymous SNVDOCK10:NM_001290263:exon38:c.G4102A:p.V1368I,DOCK10:NM_014689:exon38:c.G4120A:p.V1374I118 3.4 117 55 47.0

T5 chr2 229787545 229787545 G T TRIP12 exonic nonsynonymous SNVTRIP12:NM_001284216:exon30:c.C3920A:p.S1307Y,TRIP12:NM_001284215:exon31:c.C4829A:p.S1610Y,TRIP12:NM_004238:exon32:c.C4730A:p.S1577Y,TRIP12:NM_001284214:exon33:c.C4874A:p.S1625Y47 0.0 24 8 33.3

T5 chr2 232816974 232816974 G A GIGYF2 exonic nonsynonymous SNVGIGYF2:NM_001103148:exon19:c.G2294A:p.R765Q,GIGYF2:NM_001103146:exon20:c.G2312A:p.R771Q,GIGYF2:NM_001103147:exon22:c.G2375A:p.R792Q,GIGYF2:NM_015575:exon22:c.G2312A:p.R771Q87 4.6 82 37 45.1

T5 chr2 240719016 240719016 G A KIF1A exonic nonsynonymous SNVKIF1A:NM_004321:exon44:c.C4901T:p.A1634V,KIF1A:NM_001244008:exon47:c.C5204T:p.A1735V40 0.0 25 9 36.0

T5 chr2 241601914 241601914 C A THAP4 exonic nonsynonymous SNVTHAP4:NM_001164356:exon4:c.G360T:p.K120N,THAP4:NM_015963:exon5:c.G1596T:p.K532N32 3.1 41 23 56.1

T5 chr3 1220807 1220807 A G CNTN6 exonic nonsynonymous SNVCNTN6:NM_001289080:exon3:c.A176G:p.H59R,CNTN6:NM_014461:exon3:c.A176G:p.H59R99 3.0 103 46 44.7

T5 chr3 9688716 9688716 G A MTMR14 exonic nonsynonymous SNVMTMR14:NM_001077525:exon15:c.G1256A:p.R419Q,MTMR14:NM_001077526:exon15:c.G1256A:p.R419Q,MTMR14:NM_022485:exon15:c.G1256A:p.R419Q94 2.1 73 31 42.5

T5 chr3 12153637 12153637 G A TIMP4 exonic stopgain TIMP4:NM_003256:exon5:c.C553T:p.R185X 60 3.3 50 21 42.0

T5 chr3 15414063 15414063 A G METTL6 exonic nonsynonymous SNVMETTL6:NM_001301790:exon4:c.T496C:p.Y166H,METTL6:NM_152396:exon5:c.T631C:p.Y211H80 2.5 80 37 46.3

T5 chr3 17014778 17014778 C T PLCL2 exonic nonsynonymous SNVPLCL2:NM_001144382:exon3:c.C2885T:p.A962V,PLCL2:NM_015184:exon3:c.C2507T:p.A836V78 0.0 76 9 11.8

T5 chr3 32773555 32773555 G A CNOT10 exonic nonsynonymous SNVCNOT10:NM_001256741:exon18:c.G2098A:p.V700I,CNOT10:NM_001256742:exon19:c.G2359A:p.V787I,CNOT10:NM_015442:exon19:c.G2179A:p.V727I79 1.3 64 23 35.9

T5 chr3 37296112 37296112 G A GOLGA4 exonic nonsynonymous SNVGOLGA4:NM_002078:exon7:c.G707A:p.R236Q,GOLGA4:NM_001172713:exon8:c.G773A:p.R258Q98 2.0 86 39 45.3

T5 chr3 42125600 42125600 C T TRAK1 exonic nonsynonymous SNVTRAK1:NM_001042646:exon2:c.C272T:p.T91M,TRAK1:NM_001265608:exon2:c.C272T:p.T91M38 0.0 43 10 23.3

T5 chr3 42865259 42865259 G A ACKR2 exonic nonsynonymous SNVACKR2:NM_001296:exon3:c.G757A:p.A253T 65 3.1 43 17 39.5

T5 chr3 43055474 43055474 G A FAM198A exonic nonsynonymous SNVFAM198A:NM_001129908:exon4:c.G1456A:p.A486T57 0.0 47 18 38.3

T5 chr3 47846768 47846768 G A DHX30 exonic nonsynonymous SNVDHX30:NM_138615:exon11:c.G1696A:p.V566M,DHX30:NM_014966:exon12:c.G1579A:p.V527M28 0.0 23 5 21.7

T5 chr3 48651414 48651414 A G CELSR3 exonic nonsynonymous SNVCELSR3:NM_001407:exon14:c.T6131C:p.V2044A 36 2.8 64 26 40.6

T5 chr3 49700293 49700293 C T RNF123 exonic nonsynonymous SNVRNF123:NM_022064:exon13:c.C1051T:p.P351S 44 0.0 63 24 38.1

T5 chr3 52375285 52375285 G C DNAH1 exonic nonsynonymous SNVDNAH1:NM_015512:exon45:c.G7031C:p.G2344A 66 0.0 70 40 57.1

T5 chr3 64594287 64594287 C T ADAMTS9 exonic nonsynonymous SNVADAMTS9:NM_182920:exon28:c.G4327A:p.A1443T84 2.4 61 31 50.8

T5 chr3 78746817 78746817 G A ROBO1 exonic stopgainROBO1:NM_001145845:exon3:c.C466T:p.R156X,ROBO1:NM_133631:exon3:c.C466T:p.R156X,ROBO1:NM_002941:exon5:c.C583T:p.R195X85 0.0 85 43 50.6

T5 chr3 98007873 98007873 G C GABRR3 exonic stopgain GABRR3:NM_001105580:exon7:c.C645G:p.Y215X77 0.0 42 12 28.6

T5 chr3 112638789 112638789 C T CCDC80 exonic nonsynonymous SNVCCDC80:NM_199511:exon2:c.G1117A:p.A373T,CCDC80:NM_199512:exon2:c.G1117A:p.A373T42 2.4 25 13 52.0

T5 chr3 126109982 126109982 G C ALDH1L1 exonic nonsynonymous SNVALDH1L1:NM_001270365:exon18:c.C2006G:p.A669G,ALDH1L1:NM_001270364:exon20:c.C2339G:p.A780G,ALDH1L1:NM_012190:exon20:c.C2309G:p.A770G66 0.0 46 24 52.2

T5 chr3 130649428 130649428 G A COL6A6 exonic nonsynonymous SNVCOL6A6:NM_001102608:exon32:c.G5599A:p.A1867T30 0.0 20 7 35.0

T5 chr3 133979530 133979530 C T SLCO2A1 exonic nonsynonymous SNVSLCO2A1:NM_005630:exon2:c.G185A:p.R62H 43 2.3 44 23 52.3

T5 chr3 141445138 141445138 G A ZBTB38 exonic nonsynonymous SNVZBTB38:NM_001080412:exon8:c.G2750A:p.R917H55 0.0 73 35 47.9

T5 chr3 141903680 141903680 C T ATP1B3 exonic nonsynonymous SNVATP1B3:NM_001679:exon2:c.C170T:p.T57M 94 0.0 86 36 41.9

T5 chr3 143035989 143035989 T C U2SURP exonic nonsynonymous SNVU2SURP:NM_001080415:exon20:c.T1949C:p.V650A99 2.0 110 47 42.7

T5 chr3 159990229 159990229 G A IL12A exonic nonsynonymous SNV IL12A:NM_000882:exon2:c.G181A:p.V61M 51 2.0 38 23 60.5

T5 chr3 160356033 160356033 G A IFT80 exonic nonsynonymous SNVIFT80:NM_001190242:exon7:c.C346T:p.R116C,IFT80:NM_020800:exon8:c.C757T:p.R253C,IFT80:NM_001190241:exon9:c.C346T:p.R116C110 1.8 99 43 43.4

T5 chr3 167792683 167792683 C T SERPINI1 exonic nonsynonymous SNVSERPINI1:NM_001122752:exon4:c.C575T:p.S192L,SERPINI1:NM_005025:exon4:c.C575T:p.S192L84 1.2 72 36 50.0

T5 chr3 171101597 171101597 G A TNIK exonic nonsynonymous SNVTNIK:NM_001161566:exon19:c.C2167T:p.R723W,TNIK:NM_001161562:exon20:c.C2332T:p.R778W,TNIK:NM_001161564:exon20:c.C2254T:p.R752W,TNIK:NM_001161565:exon20:c.C2191T:p.R731W,TNIK:NM_001161560:exon21:c.C2419T:p.R807W,TNIK:NM_001161561:exon21:c.C2356T:p.R786W,TNIK:NM_001161563:exon21:c.C2278T:p.R760W,TNIK:NM_015028:exon22:c.C2443T:p.R815W84 4.8 74 34 45.9

T5 chr3 175463412 175463412 G A NAALADL2 exonic nonsynonymous SNVNAALADL2:NM_207015:exon7:c.G1246A:p.V416I68 1.5 56 24 42.9

T5 chr3 184258316 184258316 G A ECE2 exonic nonsynonymous SNV ECE2:NM_032331:exon3:c.G509A:p.R170Q 82 2.4 48 18 37.5

T5 chr3 186554899 186554899 G A TBCCD1 exonic stopgainTBCCD1:NM_001286749:exon4:c.C757T:p.R253X,TBCCD1:NM_001134415:exon5:c.C1045T:p.R349X,TBCCD1:NM_018138:exon5:c.C1045T:p.R349X65 3.1 50 25 50.0

T5 chr4 1394978 1394978 C T CRIPAK exonic nonsynonymous SNVCRIPAK:NM_175918:exon1:c.C467T:p.A156V 126 0.8 119 48 40.3

T5 chr4 3316250 3316250 G A RGS12 exonic nonsynonymous SNVRGS12:NM_002926:exon2:c.G80A:p.R27Q,RGS12:NM_198229:exon2:c.G80A:p.R27Q20 0.0 32 13 40.6

T5 chr4 7041789 7041789 G A CCDC96 exonic stopgain CCDC96:NM_153376:exon1:c.C1150T:p.Q384X 26 0.0 37 15 40.5

T5 chr4 7054573 7054573 C T TADA2B exonic nonsynonymous SNVTADA2B:NM_152293:exon2:c.C782T:p.P261L 54 3.7 60 23 38.3

T5 chr4 8205213 8205213 G A SH3TC1 exonic nonsynonymous SNV SH3TC1:NM_018986:exon2:c.G19A:p.V7M 71 0.0 84 38 45.2

T5 chr4 10088714 10088714 G A WDR1 exonic stopgainWDR1:NM_005112:exon3:c.C166T:p.R56X,WDR1:NM_017491:exon6:c.C586T:p.R196X33 0.0 22 7 31.8

T5 chr4 13620043 13620043 G A BOD1L1 exonic nonsynonymous SNVBOD1L1:NM_148894:exon2:c.C268T:p.R90C 62 1.6 63 26 41.3

T5 chr4 17652920 17652920 G A FAM184B exonic stopgain FAM184B:NM_015688:exon11:c.C2101T:p.R701X65 4.6 62 30 48.4

T5 chr4 56518771 56518771 G A ARL9 exonic nonsynonymous SNV ARL9:NM_206919:exon3:c.G110A:p.R37Q 114 3.5 95 50 52.6

T5 chr4 73488751 73488751 C T AFM exonic nonsynonymous SNV AFM:NM_001133:exon7:c.C835T:p.R279C 93 0.0 112 47 42.0

T5 chr4 75645648 75645648 C A G3BP2 exonic nonsynonymous SNVG3BP2:NM_203504:exon11:c.G1132T:p.A378S,G3BP2:NM_012297:exon12:c.G1231T:p.A411S,G3BP2:NM_203505:exon12:c.G1231T:p.A411S78 1.3 42 17 40.5

T5 chr4 78333391 78333391 C A FRAS1 exonic nonsynonymous SNVFRAS1:NM_001166133:exon19:c.C2257A:p.H753N,FRAS1:NM_025074:exon19:c.C2257A:p.H753N38 0.0 48 23 47.9

T5 chr4 87846397 87846397 G A MEPE exonic nonsynonymous SNVMEPE:NM_001184694:exon4:c.G1529A:p.S510N,MEPE:NM_001291183:exon4:c.G1622A:p.S541N,MEPE:NM_020203:exon4:c.G1529A:p.S510N,MEPE:NM_001184695:exon5:c.G1190A:p.S397N,MEPE:NM_001184696:exon5:c.G1190A:p.S397N,MEPE:NM_001184697:exon6:c.G1190A:p.S397N57 0.0 45 6 13.3

T5 chr4 102634907 102634907 G A MANBA exonic nonsynonymous SNVMANBA:NM_005908:exon16:c.C2296T:p.R766W 60 1.7 68 39 57.4

T5 chr4 109530412 109530412 C T SEC24B exonic nonsynonymous SNVSEC24B:NM_001042734:exon18:c.C3095T:p.A1032V,SEC24B:NM_006323:exon19:c.C3200T:p.A1067V,SEC24B:NM_001300813:exon20:c.C3290T:p.A1097V46 0.0 46 22 47.8

T5 chr4 174976721 174976721 G A ADAM29 exonic nonsynonymous SNVADAM29:NM_001278127:exon2:c.G1196A:p.R399H,ADAM29:NM_001130705:exon3:c.G1196A:p.R399H,ADAM29:NM_001130703:exon4:c.G1196A:p.R399H,ADAM29:NM_001130704:exon4:c.G1196A:p.R399H,ADAM29:NM_014269:exon5:c.G1196A:p.R399H,ADAM29:NM_001278125:exon6:c.G1196A:p.R399H,ADAM29:NM_001278126:exon6:c.G1196A:p.R399H40 0.0 42 20 47.6

T5 chr4 185684817 185684817 C T SORBS2 exonic nonsynonymous SNVSORBS2:NM_001270771:exon5:c.G40A:p.A14T 52 0.0 71 21 29.6

T5 chr4 186628235 186628235 C T FAT1 exonic nonsynonymous SNVFAT1:NM_005245:exon9:c.G4729A:p.V1577I 46 2.2 53 25 47.2

T5 chr5 23527351 23527351 C T PRDM9 exonic nonsynonymous SNVPRDM9:NM_001310214:exon11:c.C2263T:p.R755W,PRDM9:NM_020227:exon11:c.C2263T:p.R755W48 0.0 79 10 12.7

T5 chr5 38431218 38431218 G A EGFLAM exonic nonsynonymous SNVEGFLAM:NM_182798:exon10:c.G1394A:p.R465H,EGFLAM:NM_001205301:exon15:c.G2096A:p.R699H,EGFLAM:NM_152403:exon15:c.G2096A:p.R699H60 3.3 67 33 49.3

T5 chr5 41153995 41153995 G A C6 exonic nonsynonymous SNVC6:NM_000065:exon15:c.C2105T:p.T702M,C6:NM_001115131:exon15:c.C2105T:p.T702M49 4.1 45 16 35.6

T5 chr5 44809528 44809528 G A MRPS30 exonic nonsynonymous SNVMRPS30:NM_016640:exon1:c.G566A:p.S189N 110 0.0 99 37 37.4

T5 chr5 55119879 55119879 C T CDC20B exonic nonsynonymous SNVCDC20B:NM_001145734:exon10:c.G1255A:p.A419T,CDC20B:NM_001170402:exon11:c.G1381A:p.A461T,CDC20B:NM_152623:exon11:c.G1381A:p.A461T63 0.0 67 27 40.3

T5 chr5 56159867 56159867 G A ANKRD55 exonic nonsynonymous SNVANKRD55:NM_024669:exon6:c.C449T:p.S150L 64 0.0 72 40 55.6

T5 chr5 79736572 79736572 G A CMYA5 exonic nonsynonymous SNVCMYA5:NM_153610:exon2:c.G7807A:p.A2603T 77 3.9 44 25 56.8

T5 chr5 90745097 90745097 C T ADGRV1 exonic nonsynonymous SNVADGRV1:NM_032119:exon51:c.C10601T:p.S3534L72 2.8 71 37 52.1

T5 chr5 95780273 95780273 G T RHOBTB3 exonic nonsynonymous SNVRHOBTB3:NM_014899:exon9:c.G1304T:p.R435M104 1.0 81 45 55.6

T5 chr5 113561143 113561143 G A YTHDC2 exonic nonsynonymous SNVYTHDC2:NM_022828:exon18:c.G2280A:p.M760I 74 1.4 89 45 50.6

T5 chr5 128369251 128369251 C T FBN2 exonic nonsynonymous SNVFBN2:NM_001999:exon16:c.G2179A:p.E727K 64 0.0 64 30 46.9

T5 chr5 140683143 140683143 C T HARS exonic nonsynonymous SNVHARS:NM_001258041:exon3:c.G257A:p.R86H,HARS:NM_001289092:exon3:c.G257A:p.R86H,HARS:NM_001289094:exon3:c.G170A:p.R57H,HARS:NM_002109:exon3:c.G257A:p.R86H86 3.5 65 32 49.2

T5 chr5 140929206 140929206 C T PCDHAC1 exonic nonsynonymous SNVPCDHAC1:NM_018898:exon1:c.C2314T:p.R772C,PCDHAC1:NM_031882:exon1:c.C2314T:p.R772C67 3.0 61 27 44.3

T5 chr5 150203731 150203731 G A SLC6A7 exonic stopgain SLC6A7:NM_014228:exon9:c.G1152A:p.W384X 42 0.0 30 19 63.3

T5 chr5 161895761 161895761 G A GABRA1 exonic nonsynonymous SNVGABRA1:NM_001127648:exon8:c.G952A:p.A318T,GABRA1:NM_001127644:exon9:c.G952A:p.A318T,GABRA1:NM_001127645:exon9:c.G952A:p.A318T,GABRA1:NM_000806:exon10:c.G952A:p.A318T,GABRA1:NM_001127643:exon10:c.G952A:p.A318T111 0.0 75 30 40.0

T5 chr5 171436145 171436145 C T FGF18 exonic nonsynonymous SNV FGF18:NM_003862:exon3:c.C122T:p.T41M 39 2.6 36 14 38.9

T5 chr5 172064739 172064739 G A STK10 exonic nonsynonymous SNVSTK10:NM_005990:exon13:c.C2063T:p.T688M 35 2.9 44 17 38.6

T5 chr5 176969666 176969666 G T UIMC1 exonic nonsynonymous SNVUIMC1:NM_001199298:exon5:c.C398A:p.P133H,UIMC1:NM_016290:exon5:c.C398A:p.P133H,UIMC1:NM_001199297:exon6:c.C398A:p.P133H85 2.4 53 28 52.8

T5 chr5 177211908 177211908 C A NSD1 exonic nonsynonymous SNVNSD1:NM_022455:exon5:c.C3509A:p.P1170H,NSD1:NM_172349:exon6:c.C2702A:p.P901H72 0.0 48 7 14.6

T5 chr5 178148018 178148018 C T RMND5B exonic nonsynonymous SNVRMND5B:NM_001288795:exon11:c.C1129T:p.R377C,RMND5B:NM_022762:exon11:c.C1168T:p.R390C,RMND5B:NM_001288794:exon12:c.C1168T:p.R390C63 3.2 46 21 45.7

T5 chr5 180623960 180623960 G A FLT4 exonic nonsynonymous SNVFLT4:NM_002020:exon11:c.C1523T:p.T508I,FLT4:NM_182925:exon11:c.C1523T:p.T508I94 2.1 75 28 37.3

T5 chr6 41198166 41198166 G A TREML2 exonic nonsynonymous SNVTREML2:NM_024807:exon2:c.C319T:p.R107C 76 3.9 85 43 50.6

T5 chr6 41737809 41737809 C T PGC exonic nonsynonymous SNV PGC:NM_002630:exon8:c.G935A:p.S312N 47 2.1 53 21 39.6

T5 chr6 43052176 43052176 C A CUL7 exonic stopgain CUL7:NM_001168370:exon2:c.G769T:p.G257X 35 0.0 29 12 41.4

T5 chr6 43203570 43203570 C T CUL9 exonic nonsynonymous SNVCUL9:NM_015089:exon19:c.C4003T:p.R1335C 31 3.2 21 12 57.1

T5 chr6 43283804 43283804 G A TTBK1 exonic nonsynonymous SNVTTBK1:NM_032538:exon14:c.G3064A:p.D1022N 92 2.2 112 52 46.4

T5 chr6 46223239 46223239 C T RCAN2 exonic nonsynonymous SNVRCAN2:NM_005822:exon4:c.G496A:p.D166N,RCAN2:NM_001251973:exon5:c.G634A:p.D212N,RCAN2:NM_001251974:exon5:c.G634A:p.D212N60 0.0 72 12 16.7

T5 chr6 77462287 77462287 T C HTR1B exonic nonsynonymous SNVHTR1B:NM_000863:exon1:c.A1117G:p.N373D 83 0.0 69 15 21.7

T5 chr6 85490612 85490612 G A NT5E exonic nonsynonymous SNVNT5E:NM_002526:exon7:c.G1315A:p.V439M 52 3.8 42 17 40.5

T5 chr6 89723077 89723077 G A MDN1 exonic nonsynonymous SNVMDN1:NM_014611:exon40:c.C5845T:p.R1949W 95 0.0 99 43 43.4

T5 chr6 89743237 89743237 G T MDN1 exonic nonsynonymous SNVMDN1:NM_014611:exon31:c.C4361A:p.P1454H 59 3.4 56 26 46.4

T5 chr6 99376146 99376146 C T COQ3 exonic nonsynonymous SNVCOQ3:NM_017421:exon5:c.G523A:p.D175N 87 3.4 80 30 37.5

T5 chr6 110215323 110215323 C T CDC40 exonic nonsynonymous SNV CDC40:NM_015891:exon9:c.C980T:p.T327I 63 1.6 58 19 32.8

T5 chr6 129478751 129478751 A G LAMA2 exonic nonsynonymous SNVLAMA2:NM_001079823:exon53:c.A7498G:p.T2500A,LAMA2:NM_000426:exon54:c.A7510G:p.T2504A95 3.2 88 43 48.9

T5 chr6 132324057 132324057 C A MOXD1 exonic nonsynonymous SNVMOXD1:NM_015529:exon7:c.G987T:p.M329I 61 0.0 49 10 20.4

T5 chr6 146357657 146357657 C T GRM1 exonic nonsynonymous SNVGRM1:NM_001278064:exon5:c.C1565T:p.S522F,GRM1:NM_001278066:exon5:c.C1565T:p.S522F,GRM1:NM_001278067:exon5:c.C1565T:p.S522F,GRM1:NM_001278065:exon6:c.C1565T:p.S522F70 4.3 43 21 48.8

T5 chr6 149534763 149534763 G A PPIL4 exonic nonsynonymous SNV PPIL4:NM_139126:exon6:c.C476T:p.T159M 59 1.7 56 22 39.3

T5 chr6 151366447 151366447 C T ZBTB2 exonic nonsynonymous SNVZBTB2:NM_020861:exon3:c.G619A:p.V207I 18 0.0 17 9 52.9

T5 chr6 152331079 152331079 G A SYNE1 exonic nonsynonymous SNVSYNE1:NM_033071:exon77:c.C13393T:p.L4465F,SYNE1:NM_182961:exon78:c.C13606T:p.L4536F69 1.4 63 39 61.9

T5 chr6 155439959 155439959 G A NOX3 exonic nonsynonymous SNVNOX3:NM_015718:exon6:c.C665T:p.T222M 100 1.0 74 27 36.5

T5 chr6 160048473 160048473 G T IGF2R exonic nonsynonymous SNVIGF2R:NM_000876:exon18:c.G2444T:p.R815L 97 0.0 66 12 18.2

T5 chr6 169660740 169660740 A C WDR27 exonic nonsynonymous SNVWDR27:NM_001202550:exon7:c.T671G:p.V224G,WDR27:NM_182552:exon10:c.T1052G:p.V351G87 0.0 70 26 37.1

T5 chr7 4220202 4220202 G A SDK1 exonic nonsynonymous SNVSDK1:NM_001079653:exon13:c.G1094A:p.R365H,SDK1:NM_152744:exon39:c.G5633A:p.R1878H77 2.6 43 29 67.4

T5 chr7 5500977 5500977 C T FBXL18 exonic nonsynonymous SNVFBXL18:NM_024963:exon3:c.G1292A:p.R431H 62 1.6 57 23 40.4

T5 chr7 13931667 13931667 G A ETV1 exonic nonsynonymous SNVETV1:NM_001163151:exon4:c.C463T:p.R155C,ETV1:NM_001163152:exon4:c.C328T:p.R110C,ETV1:NM_001163150:exon5:c.C517T:p.R173C,ETV1:NM_001163149:exon7:c.C583T:p.R195C,ETV1:NM_001163147:exon8:c.C637T:p.R213C,ETV1:NM_001163148:exon8:c.C583T:p.R195C,ETV1:NM_004956:exon9:c.C637T:p.R213C132 0.0 114 18 15.8

T5 chr7 13935834 13935834 G T ETV1 exonic nonsynonymous SNVETV1:NM_001163151:exon3:c.C254A:p.T85K,ETV1:NM_001163150:exon4:c.C308A:p.T103K,ETV1:NM_001163149:exon6:c.C374A:p.T125K,ETV1:NM_001163147:exon7:c.C428A:p.T143K,ETV1:NM_001163148:exon7:c.C374A:p.T125K,ETV1:NM_004956:exon8:c.C428A:p.T143K66 3.0 52 22 42.3

T5 chr7 18629428 18629428 G A HDAC9 exonic nonsynonymous SNVHDAC9:NM_001204148:exon6:c.G650A:p.R217Q,HDAC9:NM_058176:exon6:c.G734A:p.R245Q,HDAC9:NM_178425:exon6:c.G743A:p.R248Q,HDAC9:NM_014707:exon7:c.G734A:p.R245Q,HDAC9:NM_178423:exon7:c.G734A:p.R245Q108 2.8 101 43 42.6

T5 chr7 21735649 21735649 G A DNAH11 exonic nonsynonymous SNVDNAH11:NM_001277115:exon46:c.G7450A:p.V2484I53 1.9 60 18 30.0

T5 chr7 23771017 23771017 G A STK31 exonic nonsynonymous SNVSTK31:NM_001260504:exon14:c.G1657A:p.A553T,STK31:NM_001260505:exon14:c.G1726A:p.A576T,STK31:NM_031414:exon14:c.G1726A:p.A576T,STK31:NM_032944:exon14:c.G1657A:p.A553T67 1.5 72 28 38.9

T5 chr7 24820213 24820213 G A OSBPL3 exonic nonsynonymous SNVOSBPL3:NM_145322:exon14:c.C1709T:p.A570V,OSBPL3:NM_145320:exon15:c.C1817T:p.A606V,OSBPL3:NM_145321:exon15:c.C1802T:p.A601V,OSBPL3:NM_015550:exon17:c.C1910T:p.A637V75 4.0 66 30 45.5

T5 chr7 28412916 28412916 T C CREB5 exonic nonsynonymous SNV CREB5:NM_182898:exon1:c.T2C:p.M1T 65 1.5 30 13 43.3

T5 chr7 48278814 48278814 T A ABCA13 exonic nonsynonymous SNVABCA13:NM_152701:exon18:c.T7620A:p.F2540L 70 0.0 89 14 15.7

T5 chr7 50093083 50093083 G A ZPBP exonic nonsynonymous SNVZPBP:NM_001159878:exon1:c.C112T:p.R38W,ZPBP:NM_007009:exon1:c.C112T:p.R38W94 0.0 120 58 48.3

T5 chr7 65980349 65980349 G A GUSB exonic nonsynonymous SNVGUSB:NM_000181:exon2:c.C271T:p.R91C,GUSB:NM_001284290:exon2:c.C271T:p.R91C90 1.1 76 28 36.8

T5 chr7 74053271 74053271 T A ELN exonic nonsynonymous SNVELN:NM_001278913:exon15:c.T950A:p.V317D,ELN:NM_001278918:exon15:c.T926A:p.V309D,ELN:NM_001081752:exon17:c.T1028A:p.V343D,ELN:NM_001278914:exon17:c.T1043A:p.V348D,ELN:NM_001278916:exon17:c.T1016A:p.V339D,ELN:NM_001278917:exon17:c.T1028A:p.V343D,ELN:NM_000501:exon18:c.T1058A:p.V353D,ELN:NM_001081753:exon18:c.T1073A:p.V358D,ELN:NM_001081754:exon18:c.T1073A:p.V358D,ELN:NM_001081755:exon18:c.T1058A:p.V353D,ELN:NM_001278912:exon18:c.T1058A:p.V353D,ELN:NM_001278915:exon18:c.T1058A:p.V353D,ELN:NM_001278939:exon18:c.T1058A:p.V353D60 0.0 61 12 19.7

T5 chr7 74317577 74317577 G A CLIP2 exonic nonsynonymous SNVCLIP2:NM_003388:exon2:c.G31A:p.G11S,CLIP2:NM_032421:exon2:c.G31A:p.G11S81 1.2 68 36 52.9

T5 chr7 74353952 74353952 G A CLIP2 exonic nonsynonymous SNVCLIP2:NM_003388:exon4:c.G751A:p.V251M,CLIP2:NM_032421:exon4:c.G751A:p.V251M34 0.0 32 15 46.9

T5 chr7 74535126 74535126 C T GTF2IRD1 exonic stopgainGTF2IRD1:NM_001199207:exon10:c.C1384T:p.R462X,GTF2IRD1:NM_005685:exon10:c.C1288T:p.R430X,GTF2IRD1:NM_016328:exon10:c.C1288T:p.R430X39 0.0 20 10 50.0

T5 chr7 76429596 76429596 A G ZP3 exonic nonsynonymous SNVZP3:NM_001110354:exon2:c.A394G:p.N132D,ZP3:NM_007155:exon3:c.A241G:p.N81D51 2.0 38 15 39.5

T5 chr7 84005366 84005366 G A SEMA3A exonic stopgain SEMA3A:NM_006080:exon11:c.C1333T:p.Q445X 99 0.0 108 42 38.9

T5 chr7 94618807 94618807 G T SGCE exonic nonsynonymous SNVSGCE:NM_001301139:exon4:c.C490A:p.L164I,SGCE:NM_001099400:exon5:c.C613A:p.L205I,SGCE:NM_001099401:exon5:c.C613A:p.L205I,SGCE:NM_003919:exon5:c.C613A:p.L205I64 1.6 43 17 39.5

T5 chr7 98293564 98293564 C T BAIAP2L1 exonic nonsynonymous SNVBAIAP2L1:NM_018842:exon14:c.G1493A:p.R498H32 3.1 41 22 53.7

T5 chr7 99035641 99035641 C T SMURF1 exonic nonsynonymous SNVSMURF1:NM_001199847:exon16:c.G1885A:p.D629N,SMURF1:NM_181349:exon16:c.G1885A:p.D629N,SMURF1:NM_020429:exon17:c.G1963A:p.D655N82 2.4 34 13 38.2

T5 chr7 100182179 100182179 C T STAG3 exonic nonsynonymous SNVSTAG3:NM_001282716:exon3:c.C206T:p.P69L,STAG3:NM_001282717:exon3:c.C206T:p.P69L,STAG3:NM_001282718:exon3:c.C206T:p.P69L,STAG3:NM_012447:exon3:c.C206T:p.P69L60 5.0 52 33 63.5

T5 chr7 100820228 100820228 G T EPHB4 exonic nonsynonymous SNVEPHB4:NM_004444:exon5:c.C877A:p.H293N 66 3.0 58 31 53.4

T5 chr7 121099966 121099966 C T CPED1 exonic stopgainCPED1:NM_001105533:exon6:c.C790T:p.R264X,CPED1:NM_024913:exon7:c.C790T:p.R264X109 1.8 104 43 41.3

T5 chr7 127584547 127584547 C A GCC1 exonic nonsynonymous SNV GCC1:NM_024523:exon1:c.G636T:p.E212D 22 0.0 19 9 47.4

T5 chr7 128891786 128891786 C T KCP exonic nonsynonymous SNVKCP:NM_001135914:exon15:c.G1481A:p.G494D,KCP:NM_199349:exon17:c.G1655A:p.G552D18 0.0 21 8 38.1

T5 chr7 135045805 135045805 C T AGBL3 exonic nonsynonymous SNVAGBL3:NM_178563:exon11:c.C1735T:p.R579W 55 0.0 40 20 50.0

T5 chr7 143399312 143399312 A G EPHA1 exonic nonsynonymous SNVEPHA1:NM_005232:exon5:c.T937C:p.C313R 51 0.0 52 24 46.2

T5 chr7 150520129 150520129 G A GIMAP7 exonic nonsynonymous SNVGIMAP7:NM_153236:exon2:c.G155A:p.R52Q 74 0.0 61 27 44.3

T5 chr7 150804850 150804850 G T TMEM176A exonic nonsynonymous SNVTMEM176A:NM_018487:exon7:c.G690T:p.L230F 52 0.0 42 14 33.3

T5 chr7 151077757 151077757 G A FASTK exonic nonsynonymous SNVFASTK:NM_033015:exon5:c.C640T:p.R214C,FASTK:NM_001258461:exon6:c.C982T:p.R328C,FASTK:NM_006712:exon6:c.C1063T:p.R355C69 0.0 85 46 54.1

T5 chr7 155084234 155084234 C T HTR5A exonic nonsynonymous SNVHTR5A:NM_024012:exon2:c.C821T:p.T274M 55 1.8 30 13 43.3

T5 chr8 673379 673379 C T ERICH1 exonic nonsynonymous SNVERICH1:NM_001303100:exon4:c.G973A:p.A325T,ERICH1:NM_207332:exon4:c.G973A:p.A325T157 1.3 164 67 40.9

T5 chr8 10533014 10533014 C T PRSS55 exonic nonsynonymous SNVPRSS55:NM_001197020:exon4:c.C707T:p.A236V,PRSS55:NM_198464:exon4:c.C707T:p.A236V79 2.5 86 26 30.2



T5 chr8 19844109 19844109 G A INTS10 exonic nonsynonymous SNVINTS10:NM_018142:exon15:c.G1753A:p.A585T 96 1.0 70 33 47.1

T5 chr8 22081152 22081152 C T DMTN exonic stopgainDMTN:NM_001114139:exon13:c.C922T:p.R308X,DMTN:NM_001302817:exon13:c.C943T:p.R315X,DMTN:NM_001114137:exon14:c.C997T:p.R333X,DMTN:NM_001114138:exon14:c.C997T:p.R333X,DMTN:NM_001302816:exon14:c.C997T:p.R333X,DMTN:NM_001114135:exon15:c.C1063T:p.R355X,DMTN:NM_001114136:exon15:c.C1063T:p.R355X,DMTN:NM_001978:exon15:c.C1063T:p.R355X44 2.3 28 13 46.4

T5 chr8 23319971 23319971 T C LOXL2 exonic nonsynonymous SNVLOXL2:NM_002318:exon8:c.A1384G:p.M462V 177 0.0 143 8 5.6

T5 chr8 73081099 73081099 G A SBSPON exonic nonsynonymous SNVSBSPON:NM_153225:exon2:c.C329T:p.A110V 99 3.0 83 47 56.6

T5 chr8 87873716 87873716 G A DCAF4L2 exonic nonsynonymous SNVDCAF4L2:NM_152418:exon1:c.C256T:p.L86F 83 0.0 104 37 35.6

T5 chr8 94856927 94856927 C A INTS8 exonic nonsynonymous SNVINTS8:NM_017864:exon15:c.C1903A:p.P635T 83 0.0 75 12 16.0

T5 chr8 97825145 97825145 G A LAPTM4B exonic nonsynonymous SNVLAPTM4B:NM_018407:exon6:c.G868A:p.D290N 69 0.0 40 20 50.0

T5 chr8 120548894 120548894 G A SNTB1 exonic stopgain SNTB1:NM_021021:exon5:c.C1201T:p.R401X 89 0.0 77 37 48.1

T5 chr8 125018079 125018079 G A SQLE exonic nonsynonymous SNVSQLE:NM_003129:exon8:c.G1225A:p.A409T 106 2.8 107 46 43.0

T5 chr8 132034801 132034801 G A OC90 exonic nonsynonymous SNVOC90:NM_001080399:exon10:c.C713T:p.A238V 25 0.0 25 16 64.0

T5 chr8 132948778 132948778 G A TG exonic nonsynonymous SNVTG:NM_003235:exon27:c.G5236A:p.A1746T 44 0.0 62 19 30.6

T5 chr8 141218766 141218766 C T SLC45A4 exonic nonsynonymous SNVSLC45A4:NM_001080431:exon4:c.G721A:p.E241K,SLC45A4:NM_001286646:exon4:c.G874A:p.E292K,SLC45A4:NM_001286648:exon4:c.G721A:p.E241K45 2.2 63 37 58.7

T5 chr8 143917793 143917793 C T PLEC exonic nonsynonymous SNVPLEC:NM_201378:exon32:c.G11986A:p.A3996T,PLEC:NM_201379:exon32:c.G11962A:p.A3988T,PLEC:NM_201380:exon32:c.G12439A:p.A4147T,PLEC:NM_201381:exon32:c.G11932A:p.A3978T,PLEC:NM_201382:exon32:c.G12028A:p.A4010T,PLEC:NM_201383:exon32:c.G12040A:p.A4014T,PLEC:NM_201384:exon32:c.G12028A:p.A4010T,PLEC:NM_000445:exon33:c.G12109A:p.A4037T107 0.9 89 31 34.8

T5 chr8 144084766 144084766 G A GPAA1 exonic nonsynonymous SNVGPAA1:NM_003801:exon8:c.G1055A:p.R352H 43 2.3 38 17 44.7

T5 chr8 144440089 144440089 G A TONSL exonic nonsynonymous SNVTONSL:NM_013432:exon11:c.C1412T:p.A471V 89 5.6 73 32 43.8

T5 chr9 2718914 2718914 G A KCNV2 exonic nonsynonymous SNVKCNV2:NM_133497:exon1:c.G1175A:p.R392H 62 0.0 53 18 34.0

T5 chr9 2719070 2719070 T C KCNV2 exonic nonsynonymous SNVKCNV2:NM_133497:exon1:c.T1331C:p.I444T 42 0.0 35 12 34.3

T5 chr9 32630608 32630608 G A TAF1L exonic nonsynonymous SNVTAF1L:NM_153809:exon1:c.C4972T:p.P1658S 90 3.3 108 50 46.3

T5 chr9 67867383 67867383 G A ANKRD20A1,ANKRD20A3 exonic nonsynonymous SNVANKRD20A3:NM_001012419:exon4:c.G599A:p.R200Q,ANKRD20A1:NM_032250:exon4:c.G599A:p.R200Q485 1.9 564 94 16.7

T5 chr9 76708937 76708937 C T PRUNE2 exonic nonsynonymous SNVPRUNE2:NM_001308047:exon8:c.G3337A:p.D1113N,PRUNE2:NM_001308048:exon8:c.G3337A:p.D1113N,PRUNE2:NM_015225:exon8:c.G3337A:p.D1113N55 0.0 67 31 46.3

T5 chr9 87706348 87706348 C T DAPK1 exonic nonsynonymous SNVDAPK1:NM_001288729:exon26:c.C3277T:p.R1093W,DAPK1:NM_001288730:exon26:c.C3277T:p.R1093W,DAPK1:NM_001288731:exon26:c.C3277T:p.R1093W,DAPK1:NM_004938:exon26:c.C3277T:p.R1093W63 1.6 32 19 59.4

T5 chr9 93185460 93185460 G C WNK2 exonic nonsynonymous SNVWNK2:NM_001282394:exon1:c.G531C:p.E177D,WNK2:NM_006648:exon1:c.G531C:p.E177D193 2.6 159 67 42.1

T5 chr9 93317619 93317619 G A WNK2 exonic nonsynonymous SNVWNK2:NM_006648:exon28:c.G6616A:p.V2206M,WNK2:NM_001282394:exon29:c.G6727A:p.V2243M59 1.7 53 24 45.3

T5 chr9 96458463 96458463 G A HABP4 exonic nonsynonymous SNVHABP4:NM_014282:exon2:c.G434A:p.R145Q 67 4.5 40 26 65.0

T5 chr9 96471090 96471090 G A HABP4 exonic nonsynonymous SNVHABP4:NM_014282:exon5:c.G823A:p.A275T 108 3.7 75 31 41.3

T5 chr9 110408107 110408107 C A SVEP1 exonic nonsynonymous SNVSVEP1:NM_153366:exon38:c.G7493T:p.C2498F 57 1.8 47 24 51.1

T5 chr9 113283480 113283480 C T PRPF4 exonic nonsynonymous SNVPRPF4:NM_001244926:exon6:c.C652T:p.R218W,PRPF4:NM_004697:exon6:c.C655T:p.R219W41 0.0 28 14 50.0

T5 chr9 121302098 121302098 G A GSN exonic nonsynonymous SNVGSN:NM_000177:exon2:c.G280A:p.A94T,GSN:NM_001127662:exon2:c.G127A:p.A43T,GSN:NM_001258029:exon2:c.G178A:p.A60T,GSN:NM_001258030:exon2:c.G151A:p.A51T,GSN:NM_198252:exon3:c.G127A:p.A43T,GSN:NM_001127663:exon4:c.G235A:p.A79T,GSN:NM_001127664:exon4:c.G127A:p.A43T,GSN:NM_001127665:exon4:c.G127A:p.A43T,GSN:NM_001127666:exon4:c.G160A:p.A54T,GSN:NM_001127667:exon4:c.G160A:p.A54T61 0.0 44 8 18.2

T5 chr9 122209688 122209688 G A LHX6 exonic nonsynonymous SNVLHX6:NM_001242335:exon6:c.C436T:p.R146W,LHX6:NM_001242334:exon8:c.C997T:p.R333W,LHX6:NM_014368:exon9:c.C1084T:p.R362W49 2.0 22 13 59.1

T5 chr9 122911337 122911337 T C ZBTB6 exonic nonsynonymous SNVZBTB6:NM_006626:exon2:c.A736G:p.M246V 46 4.3 31 18 58.1

T5 chr9 127749490 127749490 T C SH2D3C exonic nonsynonymous SNVSH2D3C:NM_001142533:exon3:c.A386G:p.Q129R,SH2D3C:NM_001142534:exon3:c.A380G:p.Q127R,SH2D3C:NM_005489:exon4:c.A389G:p.Q130R,SH2D3C:NM_001252334:exon5:c.A656G:p.Q219R,SH2D3C:NM_170600:exon5:c.A860G:p.Q287R32 0.0 36 18 50.0

T5 chr9 128177658 128177658 C T CIZ1 exonic nonsynonymous SNVCIZ1:NM_001257976:exon9:c.G1423A:p.V475I,CIZ1:NM_001131016:exon10:c.G1726A:p.V576I,CIZ1:NM_001131018:exon10:c.G1486A:p.V496I,CIZ1:NM_001257975:exon10:c.G1816A:p.V606I,CIZ1:NM_012127:exon10:c.G1726A:p.V576I,CIZ1:NM_001131015:exon11:c.G1558A:p.V520I,CIZ1:NM_001131017:exon11:c.G1543A:p.V515I59 0.0 77 39 50.6

T5 chr9 128999236 128999236 G A NUP188 exonic nonsynonymous SNVNUP188:NM_015354:exon33:c.G3580A:p.A1194T 25 0.0 33 18 54.5

T5 chr9 129880194 129880194 G A USP20 exonic nonsynonymous SNVUSP20:NM_001008563:exon25:c.G2666A:p.R889H,USP20:NM_001110303:exon25:c.G2666A:p.R889H,USP20:NM_006676:exon25:c.G2666A:p.R889H134 0.0 119 18 15.1

T5 chr9 133473184 133473184 C T SLC2A6 exonic nonsynonymous SNVSLC2A6:NM_001145099:exon8:c.G1103A:p.R368H,SLC2A6:NM_017585:exon9:c.G1289A:p.R430H69 2.9 64 34 53.1

T5 chr9 133783518 133783518 G A VAV2 exonic nonsynonymous SNVVAV2:NM_003371:exon17:c.C1678T:p.P560S,VAV2:NM_001134398:exon19:c.C1708T:p.P570S74 5.4 95 40 42.1

T5 chr9 135765089 135765089 G A KCNT1 exonic nonsynonymous SNVKCNT1:NM_001272003:exon11:c.G959A:p.R320H,KCNT1:NM_020822:exon12:c.G1094A:p.R365H62 1.6 63 30 47.6

T5 chr10 7744894 7744894 A G ITIH2 exonic nonsynonymous SNVITIH2:NM_002216:exon19:c.A2512G:p.N838D 130 3.1 116 56 48.3

T5 chr10 11525396 11525396 C A USP6NL exonic nonsynonymous SNVUSP6NL:NM_001080491:exon3:c.G196T:p.G66C,USP6NL:NM_014688:exon4:c.G145T:p.G49C108 0.0 108 46 42.6

T5 chr10 13191399 13191399 G A MCM10 exonic nonsynonymous SNVMCM10:NM_018518:exon11:c.G1516A:p.G506R,MCM10:NM_182751:exon11:c.G1519A:p.G507R77 0.0 82 28 34.1

T5 chr10 13328409 13328409 T G SEPHS1 exonic nonsynonymous SNVSEPHS1:NM_001195602:exon6:c.A492C:p.E164D,SEPHS1:NM_001195604:exon7:c.A693C:p.E231D,SEPHS1:NM_012247:exon7:c.A693C:p.E231D44 2.3 46 25 54.3

T5 chr10 13666148 13666148 G A FRMD4A exonic nonsynonymous SNVFRMD4A:NM_018027:exon18:c.C1552T:p.R518C 74 1.4 55 26 47.3

T5 chr10 34696391 34696391 C T PARD3 exonic nonsynonymous SNVPARD3:NM_001184785:exon2:c.G149A:p.R50H,PARD3:NM_001184786:exon2:c.G149A:p.R50H,PARD3:NM_001184787:exon2:c.G149A:p.R50H,PARD3:NM_001184788:exon2:c.G149A:p.R50H,PARD3:NM_001184789:exon2:c.G149A:p.R50H,PARD3:NM_001184790:exon2:c.G149A:p.R50H,PARD3:NM_001184791:exon2:c.G149A:p.R50H,PARD3:NM_001184792:exon2:c.G149A:p.R50H,PARD3:NM_001184793:exon2:c.G149A:p.R50H,PARD3:NM_001184794:exon2:c.G149A:p.R50H,PARD3:NM_019619:exon2:c.G149A:p.R50H56 0.0 52 23 44.2

T5 chr10 43644613 43644613 G A ZNF32 exonic nonsynonymous SNVZNF32:NM_001005368:exon3:c.C259T:p.R87W,ZNF32:NM_006973:exon3:c.C259T:p.R87W73 1.4 74 34 45.9

T5 chr10 49131836 49131836 C T FAM170B exonic nonsynonymous SNVFAM170B:NM_001164484:exon2:c.G629A:p.C210Y44 0.0 50 31 62.0

T5 chr10 51153228 51153228 C A PRKG1 exonic nonsynonymous SNVPRKG1:NM_001098512:exon2:c.C331A:p.Q111K,PRKG1:NM_006258:exon2:c.C376A:p.Q126K82 0.0 99 40 40.4

T5 chr10 54195808 54195808 A G PCDH15 exonic nonsynonymous SNVPCDH15:NM_001142767:exon10:c.T1069C:p.Y357H,PCDH15:NM_001142768:exon10:c.T1114C:p.Y372H,PCDH15:NM_001142773:exon10:c.T1114C:p.Y372H,PCDH15:NM_001142764:exon11:c.T1180C:p.Y394H,PCDH15:NM_001142765:exon11:c.T1180C:p.Y394H,PCDH15:NM_001142766:exon11:c.T1180C:p.Y394H,PCDH15:NM_033056:exon11:c.T1180C:p.Y394H,PCDH15:NM_001142763:exon12:c.T1195C:p.Y399H67 1.5 46 14 30.4

T5 chr10 71286783 71286783 G A UNC5B exonic nonsynonymous SNVUNC5B:NM_001244889:exon5:c.G647A:p.R216H,UNC5B:NM_170744:exon5:c.G647A:p.R216H88 1.1 79 36 45.6

T5 chr10 71812356 71812356 A G CDH23 exonic nonsynonymous SNVCDH23:NM_001171935:exon1:c.A65G:p.H22R,CDH23:NM_001171936:exon1:c.A65G:p.H22R39 0.0 21 9 42.9

T5 chr10 73444743 73444743 G A PPP3CB exonic nonsynonymous SNVPPP3CB:NM_001142353:exon12:c.C1351T:p.R451W,PPP3CB:NM_001142354:exon12:c.C1351T:p.R451W,PPP3CB:NM_021132:exon12:c.C1348T:p.R450W,PPP3CB:NM_001289968:exon13:c.C1402T:p.R468W,PPP3CB:NM_001289969:exon13:c.C1090T:p.R364W42 0.0 37 23 62.2

T5 chr10 79710634 79710634 C T NUTM2B exonic nonsynonymous SNVNUTM2B:NM_001278495:exon5:c.C1604T:p.T535M146 3.4 159 58 36.5

T5 chr10 91481131 91481131 C T HECTD2 exonic nonsynonymous SNVHECTD2:NM_001284274:exon7:c.C703T:p.L235F,HECTD2:NM_182765:exon7:c.C703T:p.L235F53 0.0 51 21 41.2

T5 chr10 93075212 93075212 G A CYP26A1 exonic nonsynonymous SNVCYP26A1:NM_000783:exon4:c.G769A:p.G257R,CYP26A1:NM_057157:exon4:c.G562A:p.G188R64 0.0 60 33 55.0

T5 chr10 95058433 95058433 G A CYP2C8 exonic stopgainCYP2C8:NM_001198854:exon4:c.C415T:p.R139X,CYP2C8:NM_000770:exon5:c.C721T:p.R241X,CYP2C8:NM_001198853:exon5:c.C511T:p.R171X,CYP2C8:NM_001198855:exon6:c.C511T:p.R171X106 2.8 75 40 53.3

T5 chr10 96044458 96044458 A G CCNJ exonic nonsynonymous SNVCCNJ:NM_001134375:exon2:c.A65G:p.Y22C,CCNJ:NM_001134376:exon2:c.A65G:p.Y22C,CCNJ:NM_019084:exon2:c.A65G:p.Y22C159 3.1 137 57 41.6

T5 chr10 102400969 102400969 G A NFKB2 exonic nonsynonymous SNVNFKB2:NM_001261403:exon17:c.G1991A:p.R664H,NFKB2:NM_001077494:exon18:c.G1991A:p.R664H,NFKB2:NM_001288724:exon18:c.G1991A:p.R664H,NFKB2:NM_002502:exon18:c.G1991A:p.R664H103 3.9 110 53 48.2

T5 chr10 117284418 117284418 C T PDZD8 exonic nonsynonymous SNVPDZD8:NM_173791:exon5:c.G2315A:p.R772H 59 0.0 41 20 48.8

T5 chr10 122216778 122216778 C T TACC2 exonic nonsynonymous SNVTACC2:NM_006997:exon5:c.C1730T:p.S577L,TACC2:NM_206860:exon5:c.C1730T:p.S577L,TACC2:NM_001291878:exon6:c.C1766T:p.S589L,TACC2:NM_001291879:exon7:c.C608T:p.S203L,TACC2:NM_206861:exon8:c.C1934T:p.S645L,TACC2:NM_001291876:exon10:c.C7361T:p.S2454L,TACC2:NM_001291877:exon10:c.C7508T:p.S2503L,TACC2:NM_206862:exon11:c.C7496T:p.S2499L47 0.0 47 22 46.8

T5 chr10 132333699 132333699 C T LRRC27 exonic nonsynonymous SNVLRRC27:NM_001143757:exon2:c.C175T:p.R59C,LRRC27:NM_001143758:exon2:c.C175T:p.R59C,LRRC27:NM_001143759:exon2:c.C175T:p.R59C,LRRC27:NM_030626:exon2:c.C175T:p.R59C97 3.1 78 30 38.5

T5 chr10 133272994 133272994 C T ADAM8 exonic nonsynonymous SNVADAM8:NM_001164490:exon6:c.G482A:p.R161H,ADAM8:NM_001109:exon7:c.G599A:p.R200H,ADAM8:NM_001164489:exon7:c.G599A:p.R200H86 4.7 53 20 37.7

T5 chr10 133625268 133625268 G A FRG2B exonic nonsynonymous SNVFRG2B:NM_001080998:exon4:c.C668T:p.T223I 43 2.3 49 19 38.8

T5 chr11 679753 679753 G A DEAF1 exonic nonsynonymous SNVDEAF1:NM_001293634:exon6:c.C794T:p.T265M,DEAF1:NM_021008:exon8:c.C1061T:p.T354M28 0.0 39 8 20.5

T5 chr11 1185272 1185272 G C MUC5AC exonic nonsynonymous SNVMUC5AC:NM_001304359:exon31:c.G7127C:p.R2376P77 2.6 56 7 12.5

T5 chr11 5422379 5422379 G A OR51Q1 exonic nonsynonymous SNVOR51Q1:NM_001004757:exon1:c.G179A:p.R60H 60 3.3 46 24 52.2

T5 chr11 16826295 16826295 G A PLEKHA7 exonic nonsynonymous SNVPLEKHA7:NM_175058:exon10:c.C1168T:p.R390W48 4.2 31 16 51.6

T5 chr11 18456774 18456774 G A LDHAL6A exonic nonsynonymous SNVLDHAL6A:NM_144972:exon1:c.G94A:p.G32S,LDHAL6A:NM_001144071:exon2:c.G94A:p.G32S43 0.0 44 21 47.7

T5 chr11 18712169 18712169 C T IGSF22 exonic nonsynonymous SNVIGSF22:NM_173588:exon15:c.G2311A:p.A771T 91 3.3 91 43 47.3

T5 chr11 31801562 31801562 C T PAX6 exonic nonsynonymous SNVPAX6:NM_001310159:exon4:c.G356A:p.S119N,PAX6:NM_001258465:exon5:c.G356A:p.S119N,PAX6:NM_000280:exon6:c.G356A:p.S119N,PAX6:NM_001127612:exon6:c.G356A:p.S119N,PAX6:NM_001258464:exon6:c.G356A:p.S119N,PAX6:NM_001258462:exon7:c.G398A:p.S133N,PAX6:NM_001258463:exon7:c.G398A:p.S133N,PAX6:NM_001310158:exon7:c.G398A:p.S133N,PAX6:NM_001604:exon7:c.G398A:p.S133N51 0.0 50 25 50.0

T5 chr11 32589575 32589575 T C EIF3M exonic nonsynonymous SNVEIF3M:NM_001307929:exon2:c.T71C:p.L24P,EIF3M:NM_006360:exon5:c.T467C:p.L156P93 2.2 86 51 59.3

T5 chr11 33031475 33031475 C T DEPDC7 exonic stopgainDEPDC7:NM_001077242:exon5:c.C880T:p.R294X,DEPDC7:NM_139160:exon5:c.C853T:p.R285X112 3.6 84 34 40.5

T5 chr11 62833915 62833915 C A WDR74 exonic nonsynonymous SNVWDR74:NM_001307977:exon9:c.G798T:p.K266N,WDR74:NM_018093:exon10:c.G798T:p.K266N67 4.5 48 27 56.3

T5 chr11 64256380 64256380 G A PLCB3 exonic nonsynonymous SNVPLCB3:NM_001184883:exon7:c.G502A:p.A168T,PLCB3:NM_000932:exon9:c.G703A:p.A235T,PLCB3:NM_001316314:exon9:c.G703A:p.A235T53 0.0 72 33 45.8

T5 chr11 65054591 65054591 C T NAALADL1 exonic nonsynonymous SNVNAALADL1:NM_005468:exon5:c.G751A:p.E251K 45 0.0 35 11 31.4

T5 chr11 65551402 65551402 C T LTBP3 exonic nonsynonymous SNVLTBP3:NM_001130144:exon10:c.G1621A:p.E541K,LTBP3:NM_001164266:exon10:c.G1270A:p.E424K,LTBP3:NM_021070:exon10:c.G1621A:p.E541K25 0.0 22 6 27.3

T5 chr11 66365961 66365961 C T SLC29A2 exonic nonsynonymous SNVSLC29A2:NM_001532:exon10:c.G1034A:p.R345Q,SLC29A2:NM_001300868:exon12:c.G1034A:p.R345Q18 0.0 25 7 28.0

T5 chr11 66526753 66526753 C T BBS1 exonic stopgain BBS1:NM_024649:exon13:c.C1285T:p.R429X 52 1.9 34 20 58.8

T5 chr11 71094668 71094668 C T SHANK2 exonic nonsynonymous SNVSHANK2:NM_012309:exon6:c.G613A:p.A205T 31 0.0 36 18 50.0

T5 chr11 72707240 72707240 C T ARAP1 exonic nonsynonymous SNVARAP1:NM_001135190:exon10:c.G923A:p.C308Y,ARAP1:NM_015242:exon10:c.G923A:p.C308Y,ARAP1:NM_001040118:exon12:c.G1658A:p.C553Y65 1.5 66 30 45.5

T5 chr11 75790712 75790712 G T DGAT2 exonic nonsynonymous SNVDGAT2:NM_001253891:exon3:c.G281T:p.R94L,DGAT2:NM_032564:exon4:c.G410T:p.R137L108 3.7 100 52 52.0

T5 chr11 76535931 76535931 G A EMSY exonic nonsynonymous SNVEMSY:NM_001300943:exon15:c.G2234A:p.R745H,EMSY:NM_020193:exon15:c.G2231A:p.R744H,EMSY:NM_001300942:exon16:c.G2276A:p.R759H,EMSY:NM_001300944:exon16:c.G2276A:p.R759H50 0.0 52 22 42.3

T5 chr11 92844564 92844564 A G FAT3 exonic nonsynonymous SNVFAT3:NM_001008781:exon18:c.A11197G:p.M3733V30 0.0 22 8 36.4

T5 chr11 102401612 102401612 G T TMEM123 exonic nonsynonymous SNVTMEM123:NM_052932:exon4:c.C529A:p.L177M 81 1.2 93 6 6.5

T5 chr11 104954889 104954889 C A CASP4 exonic nonsynonymous SNV CASP4:NM_001225:exon2:c.G120T:p.E40D 96 2.1 106 45 42.5

T5 chr11 108070162 108070162 G A CUL5 exonic nonsynonymous SNV CUL5:NM_003478:exon8:c.G847A:p.G283S 46 2.2 43 19 44.2

T5 chr11 110165637 110165637 C A ZC3H12C exonic nonsynonymous SNVZC3H12C:NM_033390:exon6:c.C2552A:p.P851H 40 0.0 46 13 28.3

T5 chr11 113323329 113323329 C T TTC12 exonic stopgain TTC12:NM_017868:exon3:c.C100T:p.Q34X 69 0.0 59 22 37.3

T5 chr11 113986693 113986693 C T HTR3A exonic nonsynonymous SNVHTR3A:NM_000869:exon7:c.C899T:p.T300M,HTR3A:NM_001161772:exon7:c.C836T:p.T279M,HTR3A:NM_213621:exon7:c.C899T:p.T300M19 0.0 28 17 60.7

T5 chr11 116784855 116784855 G A ZPR1 exonic stopgainZPR1:NM_001317086:exon7:c.C658T:p.Q220X,ZPR1:NM_003904:exon8:c.C820T:p.Q274X82 3.7 54 24 44.4

T5 chr11 118386478 118386478 G A UBE4A exonic nonsynonymous SNVUBE4A:NM_001204077:exon16:c.G2453A:p.R818Q,UBE4A:NM_004788:exon16:c.G2474A:p.R825Q64 0.0 40 20 50.0

T5 chr11 119677853 119677853 T G PVRL1 exonic nonsynonymous SNVPVRL1:NM_002855:exon3:c.A435C:p.K145N,PVRL1:NM_203285:exon3:c.A435C:p.K145N,PVRL1:NM_203286:exon3:c.A435C:p.K145N43 2.3 40 6 15.0

T5 chr11 121625137 121625137 G A SORL1 exonic nonsynonymous SNVSORL1:NM_003105:exon46:c.G6224A:p.G2075E 81 3.7 72 32 44.4

T5 chr11 123614769 123614769 C A GRAMD1B exonic nonsynonymous SNVGRAMD1B:NM_001286564:exon16:c.C1703A:p.P568Q,GRAMD1B:NM_020716:exon16:c.C1823A:p.P608Q,GRAMD1B:NM_001286563:exon17:c.C1844A:p.P615Q72 0.0 72 27 37.5

T5 chr11 128903484 128903484 C T C11orf45 exonic nonsynonymous SNVC11orf45:NM_001256088:exon3:c.G164A:p.G55D,C11orf45:NM_145013:exon3:c.G164A:p.G55D40 0.0 38 22 57.9

T5 chr11 128970429 128970429 C T ARHGAP32 exonic nonsynonymous SNVARHGAP32:NM_014715:exon13:c.G3695A:p.R1232Q,ARHGAP32:NM_001142685:exon22:c.G4742A:p.R1581Q49 2.0 51 30 58.8

T5 chr11 129451374 129451374 C T BARX2 exonic nonsynonymous SNVBARX2:NM_003658:exon4:c.C812T:p.P271L 76 0.0 88 48 54.5

T5 chr12 1027920 1027920 G A ERC1 exonic nonsynonymous SNVERC1:NM_001301248:exon1:c.G17A:p.R6H,ERC1:NM_178039:exon2:c.G17A:p.R6H,ERC1:NM_178040:exon2:c.G17A:p.R6H41 4.9 41 19 46.3

T5 chr12 2920797 2920797 G A TULP3 exonic nonsynonymous SNVTULP3:NM_001160408:exon3:c.G128A:p.R43H,TULP3:NM_003324:exon3:c.G128A:p.R43H82 3.7 81 34 42.0

T5 chr12 4911949 4911949 G A KCNA1 exonic nonsynonymous SNVKCNA1:NM_000217:exon2:c.G571A:p.E191K 65 4.6 57 28 49.1

T5 chr12 6583228 6583228 T C CHD4 exonic nonsynonymous SNVCHD4:NM_001297553:exon25:c.A4009G:p.N1337D,CHD4:NM_001273:exon26:c.A4030G:p.N1344D60 3.3 44 22 50.0

T5 chr12 8175288 8175288 G A ZNF705A exonic nonsynonymous SNVZNF705A:NM_001004328:exon3:c.G200A:p.R67Q974 0.4 741 67 9.0

T5 chr12 12465658 12465658 G A BORCS5 exonic nonsynonymous SNVBORCS5:NM_001300742:exon4:c.G416A:p.R139H,BORCS5:NM_058169:exon4:c.G473A:p.R158H29 3.4 35 14 40.0

T5 chr12 18282274 18282274 G A PIK3C2G exonic nonsynonymous SNVPIK3C2G:NM_001288772:exon2:c.G193A:p.V65M,PIK3C2G:NM_004570:exon2:c.G193A:p.V65M89 1.1 93 39 41.9

T5 chr12 27797900 27797900 G A KLHL42 exonic nonsynonymous SNVKLHL42:NM_020782:exon3:c.G1252A:p.V418M 40 2.5 25 14 56.0

T5 chr12 38321037 38321037 C T ALG10B exonic nonsynonymous SNVALG10B:NM_001013620:exon3:c.C1246T:p.R416C116 2.6 87 51 58.6

T5 chr12 48130410 48130410 G A PFKM exonic nonsynonymous SNVPFKM:NM_001166688:exon2:c.G133A:p.G45S,PFKM:NM_000289:exon3:c.G133A:p.G45S,PFKM:NM_001166687:exon3:c.G133A:p.G45S,PFKM:NM_001166686:exon5:c.G346A:p.G116S132 2.3 106 33 31.1

T5 chr12 49185260 49185260 G A TUBA1A exonic nonsynonymous SNVTUBA1A:NM_001270399:exon4:c.C1106T:p.A369V,TUBA1A:NM_001270400:exon4:c.C1001T:p.A334V,TUBA1A:NM_006009:exon4:c.C1106T:p.A369V138 0.0 141 64 45.4

T5 chr12 49631450 49631450 C A PRPF40B exonic nonsynonymous SNVPRPF40B:NM_012272:exon2:c.C50A:p.P17H,PRPF40B:NM_001031698:exon3:c.C134A:p.P45H37 0.0 32 5 15.6

T5 chr12 50990872 50990872 G A SLC11A2 exonic nonsynonymous SNVSLC11A2:NM_001174130:exon14:c.C1486T:p.R496W,SLC11A2:NM_000617:exon15:c.C1498T:p.R500W,SLC11A2:NM_001174125:exon15:c.C1585T:p.R529W,SLC11A2:NM_001174126:exon15:c.C1498T:p.R500W,SLC11A2:NM_001174127:exon15:c.C1498T:p.R500W,SLC11A2:NM_001174128:exon15:c.C1498T:p.R500W,SLC11A2:NM_001174129:exon15:c.C1498T:p.R500W63 1.6 38 12 31.6

T5 chr12 51807083 51807083 G A SCN8A exonic nonsynonymous SNVSCN8A:NM_001177984:exon26:c.G5474A:p.R1825Q,SCN8A:NM_014191:exon27:c.G5597A:p.R1866Q40 2.5 17 10 58.8

T5 chr12 52493070 52493070 C T KRT6A exonic nonsynonymous SNVKRT6A:NM_005554:exon1:c.G119A:p.R40H 157 3.8 160 68 42.5

T5 chr12 53057619 53057619 A G TNS2 exonic nonsynonymous SNVTNS2:NM_015319:exon12:c.A928G:p.S310G,TNS2:NM_170754:exon12:c.A898G:p.S300G,TNS2:NM_198316:exon12:c.A526G:p.S176G35 0.0 46 17 37.0

T5 chr12 57094677 57094677 C T NAB2 exonic nonsynonymous SNVNAB2:NM_005967:exon7:c.C1534T:p.R512C 42 2.4 53 24 45.3

T5 chr12 57526047 57526047 G A MBD6 exonic nonsynonymous SNVMBD6:NM_052897:exon6:c.G1079A:p.R360H 60 0.0 74 38 51.4

T5 chr12 89497174 89497174 T C POC1B exonic nonsynonymous SNVPOC1B:NM_001199777:exon2:c.A143G:p.D48G,POC1B:NM_172240:exon3:c.A269G:p.D90G56 0.0 64 26 40.6

T5 chr12 102419547 102419547 G A IGF1 exonic nonsynonymous SNVIGF1:NM_000618:exon3:c.C364T:p.R122C,IGF1:NM_001111283:exon3:c.C364T:p.R122C,IGF1:NM_001111284:exon3:c.C316T:p.R106C28 3.6 25 17 68.0

T5 chr12 109938551 109938551 C T GIT2 exonic nonsynonymous SNVGIT2:NM_014776:exon16:c.G1592A:p.R531Q,GIT2:NM_057170:exon16:c.G1448A:p.R483Q,GIT2:NM_001135213:exon17:c.G1598A:p.R533Q,GIT2:NM_001135214:exon17:c.G1742A:p.R581Q,GIT2:NM_057169:exon18:c.G1832A:p.R611Q49 2.0 68 31 45.6

T5 chr12 112489069 112489069 G A PTPN11 exonic nonsynonymous SNVPTPN11:NM_002834:exon13:c.G1493A:p.R498Q 105 1.9 83 34 41.0

T5 chr12 113157602 113157602 G T CFAP73 exonic nonsynonymous SNVCFAP73:NM_001144872:exon7:c.G850T:p.V284L103 3.9 74 29 39.2

T5 chr12 113296056 113296056 C T TPCN1 exonic nonsynonymous SNVTPCN1:NM_001301214:exon27:c.C2227T:p.R743C,TPCN1:NM_017901:exon28:c.C2431T:p.R811C,TPCN1:NM_001143819:exon29:c.C2647T:p.R883C71 1.4 67 27 40.3

T5 chr12 113398799 113398799 C T SDS exonic nonsynonymous SNV SDS:NM_006843:exon4:c.G241A:p.V81I 35 2.9 31 13 41.9

T5 chr12 119697989 119697989 G A CIT exonic nonsynonymous SNVCIT:NM_007174:exon44:c.C5563T:p.R1855C,CIT:NM_001206999:exon45:c.C5689T:p.R1897C49 4.1 49 21 42.9

T5 chr12 120738875 120738875 G A ACADS exonic nonsynonymous SNVACADS:NM_000017:exon8:c.G989A:p.R330H,ACADS:NM_001302554:exon8:c.G977A:p.R326H28 0.0 43 18 41.9

T5 chr12 121175426 121175426 G A P2RX7 exonic nonsynonymous SNVP2RX7:NM_002562:exon9:c.G920A:p.R307Q 101 2.0 89 37 41.6

T5 chr12 121240767 121240767 C G CAMKK2 exonic nonsynonymous SNVCAMKK2:NM_172216:exon16:c.G1570C:p.A524P,CAMKK2:NM_001270485:exon17:c.G1699C:p.A567P,CAMKK2:NM_006549:exon17:c.G1699C:p.A567P72 1.4 38 16 42.1

T5 chr12 121328404 121328404 C T ANAPC5 exonic nonsynonymous SNVANAPC5:NM_001137559:exon10:c.G880A:p.D294N,ANAPC5:NM_016237:exon10:c.G1216A:p.D406N43 0.0 43 18 41.9

T5 chr12 122133621 122133621 C G MLXIP exonic nonsynonymous SNVMLXIP:NM_014938:exon9:c.C1366G:p.P456A 121 3.3 125 48 38.4

T5 chr12 124402503 124402503 C T NCOR2 exonic nonsynonymous SNVNCOR2:NM_001077261:exon16:c.G1538A:p.R513H,NCOR2:NM_001206654:exon16:c.G1538A:p.R513H,NCOR2:NM_006312:exon16:c.G1541A:p.R514H29 0.0 33 9 27.3

T5 chr12 131986551 131986551 C T EP400 exonic nonsynonymous SNVEP400:NM_015409:exon6:c.C1967T:p.P656L 73 0.0 62 5 8.1

T5 chr12 133011455 133011455 C T ZNF26 exonic nonsynonymous SNVZNF26:NM_001256280:exon3:c.C1480T:p.R494C,ZNF26:NM_019591:exon4:c.C1576T:p.R526C,ZNF26:NM_001256279:exon5:c.C1675T:p.R559C250 0.0 214 31 14.5

T5 chr13 19647227 19647227 C T MPHOSPH8 exonic nonsynonymous SNVMPHOSPH8:NM_017520:exon3:c.C1154T:p.T385M97 2.1 88 40 45.5

T5 chr13 20788597 20788597 T C XPO4 exonic nonsynonymous SNVXPO4:NM_022459:exon20:c.A2936G:p.Q979R 124 4.0 133 59 44.4

T5 chr13 25097754 25097754 G A PABPC3 exonic nonsynonymous SNVPABPC3:NM_030979:exon1:c.G1556A:p.R519H 107 2.8 95 39 41.1

T5 chr13 32536963 32536963 C T N4BP2L2 exonic nonsynonymous SNVN4BP2L2:NM_014887:exon2:c.G65A:p.R22H 68 2.9 54 22 40.7

T5 chr13 35655641 35655641 T C NBEA exonic nonsynonymous SNVNBEA:NM_001204197:exon14:c.T1570C:p.S524P,NBEA:NM_015678:exon54:c.T8191C:p.S2731P87 2.3 78 33 42.3

T5 chr13 37746262 37746262 C T TRPC4 exonic nonsynonymous SNVTRPC4:NM_001135955:exon3:c.G572A:p.R191H,TRPC4:NM_001135956:exon3:c.G572A:p.R191H,TRPC4:NM_001135957:exon3:c.G572A:p.R191H,TRPC4:NM_003306:exon3:c.G572A:p.R191H,TRPC4:NM_016179:exon3:c.G572A:p.R191H64 0.0 73 33 45.2

T5 chr13 45969035 45969035 G A ZC3H13 exonic nonsynonymous SNVZC3H13:NM_015070:exon14:c.C3509T:p.T1170M 91 2.2 77 45 58.4

T5 chr13 51341169 51341169 G A SERPINE3 exonic nonsynonymous SNVSERPINE3:NM_001101320:exon1:c.G78A:p.M26I 49 4.1 44 19 43.2

T5 chr13 79378873 79378873 C T RBM26 exonic nonsynonymous SNVRBM26:NM_001286631:exon2:c.G106A:p.V36I,RBM26:NM_001286632:exon2:c.G106A:p.V36I,RBM26:NM_022118:exon2:c.G106A:p.V36I135 3.0 119 56 47.1

T5 chr13 101089663 101089663 C A NALCN exonic nonsynonymous SNVNALCN:NM_052867:exon30:c.G3489T:p.K1163N149 2.0 129 50 38.8

T5 chr13 109782051 109782051 T C IRS2 exonic nonsynonymous SNVIRS2:NM_003749:exon1:c.A4003G:p.I1335V 138 0.7 137 73 53.3

T5 chr14 19434209 19434209 C A POTEG exonic nonsynonymous SNVPOTEG:NM_001005356:exon1:c.G81T:p.W27C 810 1.0 718 71 9.9

T5 chr14 21429171 21429171 C A CHD8 exonic nonsynonymous SNVCHD8:NM_001170629:exon2:c.G1008T:p.K336N,CHD8:NM_020920:exon3:c.G171T:p.K57N64 1.6 56 27 48.2

T5 chr14 23308865 23308865 G A BCL2L2 exonic nonsynonymous SNVBCL2L2:NM_001199839:exon4:c.G482A:p.R161H,BCL2L2:NM_004050:exon4:c.G482A:p.R161H44 2.3 43 24 55.8

T5 chr14 24417379 24417379 C A NYNRIN exonic nonsynonymous SNVNYNRIN:NM_025081:exon9:c.C5630A:p.P1877H 54 1.9 50 20 40.0

T5 chr14 24427856 24427856 C T CBLN3 exonic nonsynonymous SNVCBLN3:NM_001039771:exon3:c.G551A:p.R184H 63 3.2 62 37 59.7

T5 chr14 30708000 30708000 C T SCFD1 exonic stopgainSCFD1:NM_001283033:exon16:c.C1009T:p.R337X,SCFD1:NM_001257376:exon17:c.C1288T:p.R430X,SCFD1:NM_001283031:exon18:c.C1009T:p.R337X,SCFD1:NM_001283032:exon18:c.C1387T:p.R463X,SCFD1:NM_182835:exon18:c.C1363T:p.R455X,SCFD1:NM_016106:exon19:c.C1564T:p.R522X113 1.8 68 33 48.5

T5 chr14 32092620 32092620 G A ARHGAP5 exonic nonsynonymous SNVARHGAP5:NM_001030055:exon2:c.G1951A:p.A651T,ARHGAP5:NM_001173:exon2:c.G1951A:p.A651T151 3.3 121 50 41.3

T5 chr14 44945186 44945186 C T KLHL28 exonic nonsynonymous SNVKLHL28:NM_001308112:exon2:c.G785A:p.R262H,KLHL28:NM_017658:exon2:c.G743A:p.R248H86 2.3 76 31 40.8

T5 chr14 69458523 69458523 G A SLC39A9 exonic nonsynonymous SNVSLC39A9:NM_001252148:exon6:c.G785A:p.R262H,SLC39A9:NM_001252151:exon7:c.G500A:p.R167H,SLC39A9:NM_018375:exon7:c.G854A:p.R285H,SLC39A9:NM_001252152:exon8:c.G500A:p.R167H35 0.0 28 16 57.1

T5 chr14 72954197 72954197 G A DCAF4 exonic nonsynonymous SNVDCAF4:NM_181341:exon8:c.G662A:p.R221Q,DCAF4:NM_181340:exon9:c.G542A:p.R181Q,DCAF4:NM_001163508:exon10:c.G845A:p.R282Q,DCAF4:NM_001163509:exon10:c.G779A:p.R260Q,DCAF4:NM_015604:exon10:c.G842A:p.R281Q76 2.6 59 22 37.3

T5 chr14 73569848 73569848 T C ACOT2 exonic nonsynonymous SNVACOT2:NM_006821:exon1:c.T608C:p.V203A 123 2.4 107 56 52.3

T5 chr14 73569850 73569850 G A ACOT2 exonic nonsynonymous SNVACOT2:NM_006821:exon1:c.G610A:p.G204S 120 2.5 103 54 52.4

T5 chr14 74675808 74675808 C T AREL1 exonic nonsynonymous SNVAREL1:NM_001039479:exon8:c.G971A:p.R324H 72 2.8 49 20 40.8

T5 chr14 75009078 75009078 G A EIF2B2 exonic nonsynonymous SNVEIF2B2:NM_014239:exon8:c.G946A:p.V316I 74 0.0 72 7 9.7

T5 chr14 75047972 75047972 A G MLH3 exonic nonsynonymous SNVMLH3:NM_001040108:exon2:c.T1684C:p.C562R,MLH3:NM_014381:exon2:c.T1684C:p.C562R78 0.0 76 36 47.4

T5 chr14 89162457 89162457 G A FOXN3 exonic nonsynonymous SNVFOXN3:NM_005197:exon6:c.C1364T:p.T455M,FOXN3:NM_001085471:exon7:c.C1430T:p.T477M79 3.8 70 38 54.3

T5 chr15 34227693 34227693 C T EMC4 exonic nonsynonymous SNVEMC4:NM_001286420:exon3:c.C202T:p.R68C,EMC4:NM_016454:exon3:c.C202T:p.R68C39 2.6 27 9 33.3

T5 chr15 40185554 40185554 C T BUB1B exonic nonsynonymous SNVBUB1B:NM_001211:exon8:c.C970T:p.R324C 60 3.3 49 23 46.9

T5 chr15 42258953 42258953 C T TMEM87A exonic nonsynonymous SNVTMEM87A:NM_001110503:exon7:c.G542A:p.C181Y168 0.0 174 15 8.6

T5 chr15 52788804 52788804 G A ONECUT1 exonic nonsynonymous SNVONECUT1:NM_004498:exon1:c.C1081T:p.R361C 84 1.2 70 25 35.7

T5 chr15 57544579 57544579 G A CGNL1 exonic nonsynonymous SNVCGNL1:NM_032866:exon16:c.G3482A:p.R1161H,CGNL1:NM_001252335:exon17:c.G3482A:p.R1161H99 3.0 61 22 36.1

T5 chr15 60352407 60352407 G A ANXA2 exonic nonsynonymous SNVANXA2:NM_001002858:exon9:c.C712T:p.R238W,ANXA2:NM_004039:exon9:c.C658T:p.R220W,ANXA2:NM_001002857:exon10:c.C658T:p.R220W,ANXA2:NM_001136015:exon10:c.C658T:p.R220W45 4.4 37 18 48.6

T5 chr15 68278523 68278523 C A FEM1B exonic nonsynonymous SNV FEM1B:NM_015322:exon1:c.C106A:p.L36I 38 0.0 46 15 32.6

T5 chr15 74620140 74620140 C T CLK3 exonic nonsynonymous SNVCLK3:NM_001130028:exon3:c.C728T:p.S243L,CLK3:NM_003992:exon3:c.C284T:p.S95L65 1.5 50 25 50.0

T5 chr15 83568594 83568594 G T SH3GL3 exonic stopgainSH3GL3:NM_001301108:exon4:c.G46T:p.G16X,SH3GL3:NM_003027:exon4:c.G253T:p.G85X,SH3GL3:NM_001301109:exon7:c.G277T:p.G93X79 0.0 68 6 8.8

T5 chr15 84784798 84784798 G A ZNF592 exonic nonsynonymous SNVZNF592:NM_014630:exon4:c.G2123A:p.R708Q 35 0.0 25 10 40.0

T5 chr15 84857776 84857776 G A ALPK3 exonic nonsynonymous SNVALPK3:NM_020778:exon6:c.G3644A:p.R1215H 86 2.3 90 46 51.1

T5 chr15 89320955 89320955 A G POLG exonic nonsynonymous SNVPOLG:NM_001126131:exon18:c.T2792C:p.L931P,POLG:NM_002693:exon18:c.T2792C:p.L931P26 0.0 29 14 48.3

T5 chr15 89778320 89778320 G T MESP2 exonic nonsynonymous SNVMESP2:NM_001039958:exon2:c.G1180T:p.G394C 61 3.3 59 34 57.6

T5 chr15 89804375 89804375 C T ANPEP exonic nonsynonymous SNVANPEP:NM_001150:exon6:c.G1057A:p.A353T 105 0.0 98 18 18.4

T5 chr15 90905917 90905917 T G MAN2A2 exonic nonsynonymous SNVMAN2A2:NM_006122:exon4:c.T608G:p.L203R 37 0.0 46 5 10.9

T5 chr16 1442485 1442485 C T CCDC154 exonic nonsynonymous SNVCCDC154:NM_001143980:exon6:c.G596A:p.R199Q110 1.8 104 46 44.2

T5 chr16 1459139 1459139 C T CLCN7 exonic nonsynonymous SNVCLCN7:NM_001114331:exon6:c.G571A:p.G191R,CLCN7:NM_001287:exon7:c.G643A:p.G215R57 1.8 70 30 42.9

T5 chr16 2163967 2163967 C T TRAF7 exonic nonsynonymous SNV TRAF7:NM_032271:exon2:c.C47T:p.P16L 112 0.0 76 31 40.8

T5 chr16 2284332 2284332 G A ABCA3 exonic nonsynonymous SNVABCA3:NM_001089:exon25:c.C3809T:p.T1270M 65 3.1 46 22 47.8

T5 chr16 5091889 5091889 C T EEF2KMT exonic nonsynonymous SNVEEF2KMT:NM_201400:exon4:c.G247A:p.A83T 359 0.0 340 120 35.3

T5 chr16 10627747 10627747 G A TEKT5 exonic nonsynonymous SNVTEKT5:NM_144674:exon7:c.C1294T:p.R432W 34 0.0 52 5 9.6

T5 chr16 12042998 12042998 G A SNX29 exonic nonsynonymous SNVSNX29:NM_032167:exon5:c.G349A:p.A117T 99 0.0 82 38 46.3

T5 chr16 21697856 21697856 C T OTOA exonic nonsynonymous SNVOTOA:NM_001161683:exon5:c.C584T:p.T195M,OTOA:NM_144672:exon9:c.C821T:p.T274M58 0.0 73 28 38.4



T5 chr16 23352875 23352875 C A SCNN1B exonic nonsynonymous SNVSCNN1B:NM_000336:exon3:c.C386A:p.P129H 55 0.0 49 27 55.1

T5 chr16 27508614 27508614 G A GTF3C1 exonic stopgainGTF3C1:NM_001286242:exon8:c.C1168T:p.R390X,GTF3C1:NM_001520:exon8:c.C1168T:p.R390X54 3.7 59 24 40.7

T5 chr16 30533011 30533011 G A ZNF747 exonic nonsynonymous SNVZNF747:NM_001305018:exon3:c.C484T:p.R162W,ZNF747:NM_001305019:exon3:c.C481T:p.R161W55 0.0 52 33 63.5

T5 chr16 31464737 31464737 C T ARMC5 exonic nonsynonymous SNVARMC5:NM_001105247:exon4:c.C1714T:p.R572C,ARMC5:NM_024742:exon4:c.C1714T:p.R572C,ARMC5:NM_001301820:exon5:c.C1810T:p.R604C,ARMC5:NM_001288767:exon6:c.C1999T:p.R667C38 5.3 30 15 50.0

T5 chr16 50079001 50079001 G A HEATR3 exonic nonsynonymous SNVHEATR3:NM_182922:exon7:c.G1024A:p.V342I 103 3.9 84 40 47.6

T5 chr16 54933770 54933770 C T IRX5 exonic nonsynonymous SNVIRX5:NM_001252197:exon3:c.C1346T:p.A449V,IRX5:NM_005853:exon3:c.C1349T:p.A450V194 3.1 160 73 45.6

T5 chr16 56973407 56973407 G A CETP exonic nonsynonymous SNV CETP:NM_000078:exon9:c.G827A:p.R276H 48 2.1 46 16 34.8

T5 chr16 58116114 58116114 G A CFAP20 exonic nonsynonymous SNVCFAP20:NM_013242:exon3:c.C203T:p.T68M 44 0.0 54 23 42.6

T5 chr16 66386926 66386926 C T CDH5 exonic nonsynonymous SNVCDH5:NM_001795:exon3:c.C328T:p.R110W 53 0.0 66 27 40.9

T5 chr16 66966749 66966749 G A CES3 exonic nonsynonymous SNVCES3:NM_001185177:exon8:c.G946A:p.V316I,CES3:NM_024922:exon8:c.G946A:p.V316I78 0.0 62 26 41.9

T5 chr16 67879742 67879742 G A EDC4 exonic nonsynonymous SNVEDC4:NM_014329:exon15:c.G1789A:p.A597T 47 0.0 31 12 38.7

T5 chr16 70177421 70177421 C T CLEC18C exonic nonsynonymous SNVCLEC18C:NM_173619:exon3:c.C397T:p.R133W 117 2.6 129 46 35.7

T5 chr16 70554596 70554596 A G SF3B3 exonic nonsynonymous SNVSF3B3:NM_012426:exon12:c.A1553G:p.Q518R 62 4.8 60 32 53.3

T5 chr16 74912283 74912283 G A WDR59 exonic nonsynonymous SNVWDR59:NM_030581:exon14:c.C1304T:p.A435V 42 2.4 52 25 48.1

T5 chr16 77194637 77194637 G A MON1B exonic nonsynonymous SNVMON1B:NM_001286640:exon2:c.G340A:p.A114T,MON1B:NM_001286639:exon3:c.G451A:p.A151T,MON1B:NM_014940:exon4:c.G778A:p.A260T26 0.0 21 11 52.4

T5 chr16 84063313 84063313 C T MBTPS1 exonic nonsynonymous SNVMBTPS1:NM_003791:exon19:c.G2564A:p.R855Q 66 4.5 49 23 46.9

T5 chr16 87335326 87335326 C T FBXO31 exonic nonsynonymous SNVFBXO31:NM_024735:exon7:c.G974A:p.R325H,FBXO31:NM_001282683:exon8:c.G458A:p.R153H189 2.6 157 80 51.0

T5 chr16 88432358 88432358 G A ZNF469 exonic nonsynonymous SNVZNF469:NM_001127464:exon2:c.G4804A:p.V1602I57 3.5 59 28 47.5

T5 chr16 88623338 88623338 G A ZC3H18 exonic nonsynonymous SNVZC3H18:NM_144604:exon10:c.G1787A:p.R596Q,ZC3H18:NM_001294340:exon11:c.G1859A:p.R620Q62 0.0 77 38 49.4

T5 chr16 89591049 89591049 G T CPNE7 exonic stopgainCPNE7:NM_153636:exon12:c.G1159T:p.E387X,CPNE7:NM_014427:exon14:c.G1384T:p.E462X61 0.0 59 6 10.2

T5 chr17 1844650 1844650 T A RPA1 exonic nonsynonymous SNV RPA1:NM_002945:exon4:c.T236A:p.I79N 59 1.7 54 20 37.0

T5 chr17 3689581 3689581 A C P2RX5 exonic nonsynonymous SNVP2RX5:NM_001204520:exon6:c.T592G:p.F198V,P2RX5:NM_175080:exon6:c.T589G:p.F197V,P2RX5:NM_001204519:exon7:c.T661G:p.F221V,P2RX5:NM_002561:exon7:c.T664G:p.F222V70 2.9 59 31 52.5

T5 chr17 3726010 3726010 G A GSG2 exonic nonsynonymous SNVGSG2:NM_031965:exon1:c.G2075A:p.R692H 75 4.0 60 30 50.0

T5 chr17 3885605 3885605 A G CAMKK1 exonic nonsynonymous SNVCAMKK1:NM_032294:exon2:c.T83C:p.L28S,CAMKK1:NM_172206:exon2:c.T83C:p.L28S,CAMKK1:NM_172207:exon2:c.T83C:p.L28S62 0.0 53 5 9.4

T5 chr17 3947393 3947393 G A ATP2A3 exonic nonsynonymous SNVATP2A3:NM_005173:exon8:c.C1093T:p.R365W,ATP2A3:NM_174953:exon8:c.C1093T:p.R365W,ATP2A3:NM_174954:exon8:c.C1093T:p.R365W,ATP2A3:NM_174955:exon8:c.C1093T:p.R365W,ATP2A3:NM_174956:exon8:c.C1093T:p.R365W,ATP2A3:NM_174957:exon8:c.C1093T:p.R365W,ATP2A3:NM_174958:exon8:c.C1093T:p.R365W51 0.0 35 14 40.0

T5 chr17 5013732 5013732 G T KIF1C exonic nonsynonymous SNVKIF1C:NM_006612:exon17:c.G1571T:p.R524M 34 0.0 26 10 38.5

T5 chr17 8039208 8039208 C T ALOX15B exonic nonsynonymous SNVALOX15B:NM_001039130:exon1:c.C53T:p.T18I,ALOX15B:NM_001039131:exon1:c.C53T:p.T18I,ALOX15B:NM_001141:exon1:c.C53T:p.T18I76 2.6 74 31 41.9

T5 chr17 8552127 8552127 G A MYH10 exonic nonsynonymous SNVMYH10:NM_005964:exon8:c.C808T:p.R270C,MYH10:NM_001256012:exon9:c.C838T:p.R280C,MYH10:NM_001256095:exon9:c.C835T:p.R279C184 2.2 183 89 48.6

T5 chr17 10309659 10309659 G A MYH13 exonic nonsynonymous SNVMYH13:NM_003802:exon34:c.C4828T:p.R1610C 35 0.0 23 9 39.1

T5 chr17 10333129 10333129 G A MYH13 exonic nonsynonymous SNVMYH13:NM_003802:exon19:c.C2119T:p.R707W 51 2.0 32 17 53.1

T5 chr17 10501429 10501429 C T MYH1 exonic nonsynonymous SNVMYH1:NM_005963:exon27:c.G3419A:p.R1140H 157 3.2 113 52 46.0

T5 chr17 11807746 11807746 G A DNAH9 exonic nonsynonymous SNVDNAH9:NM_001372:exon44:c.G8435A:p.R2812H 42 0.0 43 21 48.8

T5 chr17 14206957 14206957 G A COX10 exonic nonsynonymous SNVCOX10:NM_001303:exon7:c.G1076A:p.R359H 62 3.2 61 26 42.6

T5 chr17 16070422 16070422 G A NCOR1 exonic nonsynonymous SNVNCOR1:NM_001190440:exon30:c.C4304T:p.P1435L,NCOR1:NM_006311:exon31:c.C4256T:p.P1419L94 1.1 67 37 55.2

T5 chr17 18184847 18184847 G C ALKBH5 exonic nonsynonymous SNVALKBH5:NM_017758:exon1:c.G604C:p.V202L 71 2.8 69 25 36.2

T5 chr17 19382165 19382165 C T MAPK7 exonic nonsynonymous SNVMAPK7:NM_139032:exon3:c.C1445T:p.A482V,MAPK7:NM_002749:exon5:c.C1862T:p.A621V,MAPK7:NM_139033:exon5:c.C1862T:p.A621V,MAPK7:NM_139034:exon5:c.C1862T:p.A621V38 0.0 38 19 50.0

T5 chr17 28495655 28495655 C T SLC13A2 exonic stopgainSLC13A2:NM_001145975:exon10:c.C1456T:p.R486X,SLC13A2:NM_003984:exon10:c.C1309T:p.R437X129 1.6 105 58 55.2

T5 chr17 30289480 30289480 G A BLMH exonic stopgain BLMH:NM_000386:exon3:c.C214T:p.R72X 61 3.3 59 30 50.8

T5 chr17 30451762 30451762 C T CPD exonic stopgainCPD:NM_001199775:exon14:c.C2380T:p.R794X,CPD:NM_001304:exon14:c.C3121T:p.R1041X119 0.0 85 12 14.1

T5 chr17 30464678 30464678 G A CPD exonic nonsynonymous SNVCPD:NM_001199775:exon21:c.G3266A:p.R1089Q,CPD:NM_001304:exon21:c.G4007A:p.R1336Q36 2.8 21 9 42.9

T5 chr17 37980121 37980121 C TLOC101060389,TBC1D3H,TBC1D3I,TBC1D3Lexonic nonsynonymous SNVTBC1D3H:NM_001123392:exon13:c.G980A:p.R327Q,TBC1D3L:NM_001291459:exon13:c.G980A:p.R327Q,TBC1D3I:NM_001291463:exon13:c.G980A:p.R327Q,LOC101060389:NM_001291465:exon13:c.G980A:p.R327Q110 1.8 112 47 42.0

T5 chr17 40398901 40398901 C T TOP2A exonic nonsynonymous SNVTOP2A:NM_001067:exon26:c.G3325A:p.E1109K 94 2.1 77 39 50.6

T5 chr17 41845130 41845130 G A KLHL10 exonic nonsynonymous SNVKLHL10:NM_152467:exon3:c.G689A:p.R230H 47 0.0 44 21 47.7

T5 chr17 43941494 43941494 C T PPY exonic nonsynonymous SNV PPY:NM_002722:exon2:c.G161A:p.R54H 48 2.1 40 16 40.0

T5 chr17 47815235 47815235 C T OSBPL7 exonic nonsynonymous SNVOSBPL7:NM_145798:exon13:c.G1237A:p.A413T 47 0.0 35 11 31.4

T5 chr17 47943387 47943387 G C PNPO exonic nonsynonymous SNV PNPO:NM_018129:exon2:c.G220C:p.D74H 55 1.8 67 33 49.3

T5 chr17 48931659 48931659 C T SNF8 exonic nonsynonymous SNVSNF8:NM_001317193:exon6:c.G572A:p.R191Q,SNF8:NM_001317192:exon7:c.G620A:p.R207Q,SNF8:NM_007241:exon7:c.G623A:p.R208Q,SNF8:NM_001317194:exon9:c.G311A:p.R104Q79 3.8 44 20 45.5

T5 chr17 50675387 50675387 G T ABCC3 exonic nonsynonymous SNVABCC3:NM_003786:exon20:c.G2625T:p.E875D 51 0.0 66 31 47.0

T5 chr17 57106285 57106285 C T AKAP1 exonic nonsynonymous SNVAKAP1:NM_003488:exon2:c.C821T:p.S274L,AKAP1:NM_001242902:exon3:c.C821T:p.S274L,AKAP1:NM_001242903:exon3:c.C821T:p.S274L71 0.0 62 26 41.9

T5 chr17 58197156 58197156 G A EPX exonic nonsynonymous SNV EPX:NM_000502:exon7:c.G1019A:p.R340H 68 1.5 47 20 42.6

T5 chr17 62677310 62677310 G A MRC2 exonic nonsynonymous SNVMRC2:NM_006039:exon12:c.G1876A:p.A626T 76 2.6 62 29 46.8

T5 chr17 62746963 62746963 G A 42804 exonic nonsynonymous SNVMARCH10:NM_001288779:exon5:c.C398T:p.T133I43 0.0 24 8 33.3

T5 chr17 63957218 63957218 C T SCN4A exonic nonsynonymous SNVSCN4A:NM_000334:exon13:c.G2320A:p.G774S 84 1.2 45 19 42.2

T5 chr17 75830431 75830431 G A UNC13D exonic nonsynonymous SNVUNC13D:NM_199242:exon29:c.C2761T:p.R921C 44 2.3 31 14 45.2

T5 chr17 80181600 80181600 G C CARD14 exonic nonsynonymous SNVCARD14:NM_001257970:exon2:c.G162C:p.E54D,CARD14:NM_024110:exon2:c.G162C:p.E54D60 0.0 47 19 40.4

T5 chr17 80189819 80189819 C T CARD14 exonic nonsynonymous SNVCARD14:NM_052819:exon3:c.C199T:p.R67C,CARD14:NM_001257970:exon6:c.C910T:p.R304C,CARD14:NM_024110:exon6:c.C910T:p.R304C73 2.7 58 25 43.1

T5 chr17 81246458 81246458 C T SLC38A10 exonic nonsynonymous SNVSLC38A10:NM_001037984:exon16:c.G2458A:p.G820S52 1.9 45 25 55.6

T5 chr17 81456340 81456340 C T BAHCC1 exonic nonsynonymous SNVBAHCC1:NM_001291324:exon16:c.C4706T:p.A1569V52 0.0 62 27 43.5

T5 chr17 81823276 81823276 G A FAM195B exonic nonsynonymous SNVFAM195B:NM_001288799:exon4:c.C163T:p.R55W,FAM195B:NM_001093767:exon5:c.C265T:p.R89W,FAM195B:NM_207368:exon5:c.C265T:p.R89W,FAM195B:NM_001288798:exon6:c.C328T:p.R110W66 4.5 59 31 52.5

T5 chr18 7038880 7038880 C T LAMA1 exonic nonsynonymous SNVLAMA1:NM_005559:exon11:c.G1493A:p.R498Q 94 1.1 87 46 52.9

T5 chr18 24366915 24366915 G A OSBPL1A exonic stopgain OSBPL1A:NM_080597:exon4:c.C259T:p.R87X 52 0.0 56 21 37.5

T5 chr18 46756505 46756505 G A ST8SIA5 exonic nonsynonymous SNVST8SIA5:NM_001307986:exon1:c.C4T:p.R2C,ST8SIA5:NM_001307987:exon1:c.C4T:p.R2C,ST8SIA5:NM_013305:exon1:c.C4T:p.R2C104 3.8 82 32 39.0

T5 chr18 50275602 50275602 G A MBD1 exonic nonsynonymous SNVMBD1:NM_001204141:exon7:c.C643T:p.R215W,MBD1:NM_001204151:exon7:c.C790T:p.R264W,MBD1:NM_015847:exon7:c.C643T:p.R215W,MBD1:NM_001204136:exon8:c.C790T:p.R264W,MBD1:NM_001204137:exon8:c.C790T:p.R264W,MBD1:NM_001204138:exon8:c.C790T:p.R264W,MBD1:NM_001204139:exon8:c.C790T:p.R264W,MBD1:NM_001204140:exon8:c.C790T:p.R264W,MBD1:NM_001204142:exon8:c.C790T:p.R264W,MBD1:NM_001204143:exon8:c.C790T:p.R264W,MBD1:NM_002384:exon8:c.C790T:p.R264W,MBD1:NM_015844:exon8:c.C790T:p.R264W,MBD1:NM_015845:exon8:c.C790T:p.R264W,MBD1:NM_015846:exon8:c.C790T:p.R264W44 4.5 28 12 42.9

T5 chr19 425196 425196 G A SHC2 exonic nonsynonymous SNVSHC2:NM_012435:exon10:c.C1210T:p.R404W 78 3.8 62 26 41.9

T5 chr19 900098 900098 C T R3HDM4 exonic nonsynonymous SNVR3HDM4:NM_138774:exon5:c.G524A:p.R175H 61 1.6 50 17 34.0

T5 chr19 1775249 1775249 T A ONECUT3 exonic nonsynonymous SNVONECUT3:NM_001080488:exon2:c.T1289A:p.I430N38 0.0 57 5 8.8

T5 chr19 2410312 2410312 T A TMPRSS9 exonic nonsynonymous SNVTMPRSS9:NM_182973:exon8:c.T1070A:p.L357Q 51 2.0 27 14 51.9

T5 chr19 4326962 4326962 G A STAP2 exonic nonsynonymous SNVSTAP2:NM_001013841:exon9:c.C809T:p.A270V,STAP2:NM_017720:exon9:c.C809T:p.A270V117 1.7 95 43 45.3

T5 chr19 5654179 5654179 C T SAFB exonic stopgainSAFB:NM_001201340:exon11:c.C1438T:p.R480X,SAFB:NM_001201338:exon12:c.C1645T:p.R549X,SAFB:NM_001201339:exon12:c.C1645T:p.R549X,SAFB:NM_002967:exon12:c.C1645T:p.R549X100 1.0 85 38 44.7

T5 chr19 5831928 5831928 C T FUT6 exonic nonsynonymous SNVFUT6:NM_001040701:exon2:c.G640A:p.A214T,FUT6:NM_000150:exon3:c.G640A:p.A214T57 5.3 81 34 42.0

T5 chr19 6711022 6711022 C T C3 exonic nonsynonymous SNV C3:NM_000064:exon12:c.G1444A:p.A482T 50 0.0 30 9 30.0

T5 chr19 7745604 7745604 C T CD209 exonic nonsynonymous SNVCD209:NM_001144894:exon2:c.G530A:p.R177Q,CD209:NM_001144896:exon3:c.G590A:p.R197Q,CD209:NM_001144897:exon4:c.G662A:p.R221Q,CD209:NM_021155:exon4:c.G662A:p.R221Q156 1.3 126 40 31.7

T5 chr19 8969785 8969785 G T MUC16 exonic nonsynonymous SNVMUC16:NM_024690:exon2:c.C9570A:p.S3190R 129 3.1 99 40 40.4

T5 chr19 8972483 8972483 G T MUC16 exonic nonsynonymous SNVMUC16:NM_024690:exon1:c.C8656A:p.P2886T 78 0.0 65 6 9.2

T5 chr19 8981111 8981111 A G MUC16 exonic nonsynonymous SNV MUC16:NM_024690:exon1:c.T28C:p.S10P 44 4.5 44 29 65.9

T5 chr19 10492087 10492087 C T KEAP1 exonic nonsynonymous SNVKEAP1:NM_012289:exon3:c.G815A:p.R272H,KEAP1:NM_203500:exon3:c.G815A:p.R272H66 0.0 62 11 17.7

T5 chr19 12896018 12896018 G A GCDH exonic nonsynonymous SNVGCDH:NM_000159:exon7:c.G532A:p.G178R,GCDH:NM_013976:exon7:c.G532A:p.G178R53 1.9 25 12 48.0

T5 chr19 13245256 13245256 G A CACNA1A exonic nonsynonymous SNVCACNA1A:NM_001127221:exon31:c.C4879T:p.R1627C,CACNA1A:NM_001127222:exon31:c.C4876T:p.R1626C49 0.0 37 14 37.8

T5 chr19 14163131 14163131 G A ADGRL1 exonic nonsynonymous SNVADGRL1:NM_014921:exon5:c.C670T:p.R224C,ADGRL1:NM_001008701:exon6:c.C685T:p.R229C52 0.0 32 19 59.4

T5 chr19 15454882 15454882 G A RASAL3 exonic nonsynonymous SNVRASAL3:NM_022904:exon12:c.C1733T:p.A578V 20 0.0 27 9 33.3

T5 chr19 15794413 15794413 G A OR10H5 exonic nonsynonymous SNVOR10H5:NM_001004466:exon1:c.G365A:p.R122H68 2.9 76 28 36.8

T5 chr19 16355799 16355799 G A EPS15L1 exonic nonsynonymous SNVEPS15L1:NM_001258374:exon24:c.C2639T:p.A880V72 4.2 70 29 41.4

T5 chr19 17226856 17226856 G T OCEL1 exonic nonsynonymous SNV OCEL1:NM_024578:exon2:c.G233T:p.G78V 39 0.0 37 13 35.1

T5 chr19 17501305 17501305 G A SLC27A1 exonic nonsynonymous SNVSLC27A1:NM_198580:exon11:c.G1669A:p.A557T 49 0.0 61 27 44.3

T5 chr19 18141909 18141909 G A MAST3 exonic nonsynonymous SNVMAST3:NM_015016:exon20:c.G2146A:p.V716I 46 2.2 36 15 41.7

T5 chr19 18233098 18233098 G T PDE4C exonic nonsynonymous SNV PDE4C:NM_000923:exon2:c.C94A:p.L32M 31 0.0 25 11 44.0

T5 chr19 32973272 32973272 C T FAAP24 exonic nonsynonymous SNV FAAP24:NM_152266:exon2:c.C76T:p.R26C 60 1.7 53 20 37.7

T5 chr19 35271131 35271131 G T USF2 exonic nonsynonymous SNVUSF2:NM_207291:exon6:c.G516T:p.Q172H,USF2:NM_003367:exon7:c.G717T:p.Q239H68 1.5 40 22 55.0

T5 chr19 35559975 35559975 C T ATP4A exonic nonsynonymous SNVATP4A:NM_000704:exon7:c.G886A:p.A296T 56 3.6 41 16 39.0

T5 chr19 35800077 35800077 C T PRODH2 exonic stopgain PRODH2:NM_021232:exon11:c.G1572A:p.W524X49 4.1 69 32 46.4

T5 chr19 36719529 36719529 A T ZNF567 exonic nonsynonymous SNVZNF567:NM_152603:exon4:c.A712T:p.I238F,ZNF567:NM_001300979:exon6:c.A805T:p.I269F54 1.9 40 19 47.5

T5 chr19 37243369 37243369 G C ZNF383 exonic nonsynonymous SNVZNF383:NM_152604:exon5:c.G1133C:p.S378T 171 0.0 136 44 32.4

T5 chr19 39388423 39388423 T C PAF1 exonic nonsynonymous SNVPAF1:NM_001256826:exon10:c.A872G:p.N291S,PAF1:NM_019088:exon11:c.A902G:p.N301S76 5.3 63 30 47.6

T5 chr19 40582449 40582449 G A SHKBP1 exonic nonsynonymous SNVSHKBP1:NM_138392:exon10:c.G943A:p.V315I 90 2.2 68 32 47.1

T5 chr19 41197887 41197887 C T CYP2S1 exonic nonsynonymous SNVCYP2S1:NM_030622:exon3:c.C452T:p.A151V 75 0.0 67 6 9.0

T5 chr19 42906975 42906975 C T PSG6 exonic nonsynonymous SNVPSG6:NM_001031850:exon5:c.G1187A:p.R396H,PSG6:NM_002782:exon5:c.G1187A:p.R396H420 0.5 392 25 6.4

T5 chr19 43718752 43718752 C T IRGC exonic nonsynonymous SNV IRGC:NM_019612:exon2:c.C194T:p.A65V 93 1.1 69 32 46.4

T5 chr19 44107502 44107502 C T ZNF224 exonic nonsynonymous SNVZNF224:NM_013398:exon6:c.C1342T:p.R448C 157 2.5 125 60 48.0

T5 chr19 45826343 45826343 G A SYMPK exonic nonsynonymous SNVSYMPK:NM_004819:exon17:c.C2212T:p.R738C 49 4.1 41 22 53.7

T5 chr19 48414467 48414467 T C GRIN2D exonic nonsynonymous SNVGRIN2D:NM_000836:exon5:c.T1295C:p.L432P 74 4.1 69 33 47.8

T5 chr19 48861677 48861677 G A PLEKHA4 exonic nonsynonymous SNVPLEKHA4:NM_001161354:exon4:c.C208T:p.R70C,PLEKHA4:NM_020904:exon4:c.C208T:p.R70C52 0.0 50 18 36.0

T5 chr19 49196532 49196532 G A TRPM4 exonic nonsynonymous SNVTRPM4:NM_017636:exon17:c.G2303A:p.C768Y 71 0.0 63 34 54.0

T5 chr19 49339399 49339399 G A CD37 exonic nonsynonymous SNVCD37:NM_001040031:exon7:c.G550A:p.V184I,CD37:NM_001774:exon7:c.G754A:p.V252I71 0.0 72 11 15.3

T5 chr19 50379009 50379009 C A NR1H2 exonic nonsynonymous SNVNR1H2:NM_001256647:exon6:c.C464A:p.P155H,NR1H2:NM_007121:exon7:c.C755A:p.P252H72 1.4 69 17 24.6

T5 chr19 53109900 53109900 G A ZNF415 exonic nonsynonymous SNVZNF415:NM_001136038:exon4:c.C145T:p.R49C,ZNF415:NM_001164309:exon4:c.C145T:p.R49C,ZNF415:NM_018355:exon4:c.C145T:p.R49C60 1.7 57 25 43.9

T5 chr19 55087593 55087593 G T EPS8L1 exonic nonsynonymous SNVEPS8L1:NM_017729:exon15:c.G1770T:p.E590D,EPS8L1:NM_133180:exon20:c.G2151T:p.E717D41 0.0 29 16 55.2

T5 chr19 55091498 55091498 G A PPP1R12C exonic nonsynonymous SNVPPP1R12C:NM_001271618:exon22:c.C2317T:p.R773C,PPP1R12C:NM_017607:exon22:c.C2323T:p.R775C65 1.5 56 25 44.6

T5 chr19 58416981 58416981 G A ZNF584 exonic nonsynonymous SNVZNF584:NM_173548:exon4:c.G463A:p.A155T 50 2.0 51 21 41.2

T5 chr20 1570985 1570985 T C SIRPB1 exonic nonsynonymous SNVSIRPB1:NM_006065:exon4:c.A904G:p.I302V 117 4.3 106 52 49.1

T5 chr20 2463191 2463191 C T SNRPB exonic nonsynonymous SNVSNRPB:NM_003091:exon5:c.G457A:p.A153T,SNRPB:NM_198216:exon5:c.G457A:p.A153T39 0.0 34 15 44.1

T5 chr20 31666026 31666026 G A BCL2L1 exonic nonsynonymous SNVBCL2L1:NM_001191:exon3:c.C436T:p.R146C,BCL2L1:NM_138578:exon3:c.C625T:p.R209C39 5.1 41 21 51.2

T5 chr20 32431668 32431668 G A ASXL1 exonic nonsynonymous SNVASXL1:NM_015338:exon9:c.G968A:p.R323H 63 4.8 50 23 46.0

T5 chr20 34096796 34096796 G A EIF2S2 exonic stopgainEIF2S2:NM_001316363:exon6:c.C535T:p.R179X,EIF2S2:NM_001316364:exon6:c.C544T:p.R182X,EIF2S2:NM_003908:exon6:c.C544T:p.R182X106 2.8 94 47 50.0

T5 chr20 36911218 36911218 C A SAMHD1 exonic nonsynonymous SNVSAMHD1:NM_015474:exon11:c.G1270T:p.D424Y105 3.8 86 39 45.3

T5 chr20 38161510 38161510 G A TGM2 exonic stopgainTGM2:NM_004613:exon2:c.C100T:p.R34X,TGM2:NM_198951:exon2:c.C100T:p.R34X62 3.2 48 24 50.0

T5 chr20 38634722 38634722 G A ARHGAP40 exonic nonsynonymous SNVARHGAP40:NM_001164431:exon6:c.G883A:p.A295T48 0.0 49 26 53.1

T5 chr20 41365101 41365101 G A EMILIN3 exonic nonsynonymous SNVEMILIN3:NM_052846:exon2:c.C224T:p.A75V 48 6.3 31 22 71.0

T5 chr20 45298019 45298019 C T MATN4 exonic nonsynonymous SNVMATN4:NM_030592:exon6:c.G1232A:p.R411H,MATN4:NM_030590:exon7:c.G1355A:p.R452H,MATN4:NM_003833:exon9:c.G1478A:p.R493H32 3.1 42 19 45.2

T5 chr20 47627951 47627951 C T NCOA3 exonic nonsynonymous SNVNCOA3:NM_001174087:exon8:c.C751T:p.R251C,NCOA3:NM_001174088:exon8:c.C751T:p.R251C,NCOA3:NM_006534:exon8:c.C751T:p.R251C,NCOA3:NM_181659:exon8:c.C751T:p.R251C57 3.5 56 27 48.2

T5 chr20 62281098 62281098 G A OSBPL2 exonic nonsynonymous SNVOSBPL2:NM_001278649:exon8:c.G439A:p.V147I,OSBPL2:NM_014835:exon8:c.G679A:p.V227I,OSBPL2:NM_144498:exon8:c.G715A:p.V239I69 2.9 53 19 35.8

T5 chr20 62837103 62837103 G A COL9A3 exonic nonsynonymous SNVCOL9A3:NM_001853:exon30:c.G1624A:p.A542T 148 0.7 162 74 45.7

T5 chr20 63567082 63567082 A G HELZ2 exonic nonsynonymous SNVHELZ2:NM_033405:exon1:c.T569C:p.V190A,HELZ2:NM_001037335:exon7:c.T2276C:p.V759A68 1.5 77 39 50.6

T5 chr20 63993450 63993450 C T PRPF6 exonic nonsynonymous SNVPRPF6:NM_012469:exon4:c.C403T:p.R135C 51 2.0 63 24 38.1

T5 chr21 26839916 26839916 C T ADAMTS1 exonic nonsynonymous SNVADAMTS1:NM_006988:exon6:c.G1811A:p.R604H76 1.3 105 56 53.3

T5 chr21 38819610 38819610 C T ETS2 exonic nonsynonymous SNVETS2:NM_005239:exon8:c.C919T:p.R307W,ETS2:NM_001256295:exon9:c.C1339T:p.R447W53 0.0 46 15 32.6

T5 chr21 39236708 39236708 G A BRWD1 exonic nonsynonymous SNVBRWD1:NM_018963:exon23:c.C2653T:p.R885C,BRWD1:NM_033656:exon23:c.C2653T:p.R885C50 2.0 40 19 47.5

T5 chr21 39393191 39393191 G T WRB exonic nonsynonymous SNVWRB:NM_001146218:exon4:c.G260T:p.W87L,WRB:NM_004627:exon4:c.G362T:p.W121L123 1.6 125 47 37.6

T5 chr21 40369168 40369168 G A DSCAM exonic nonsynonymous SNVDSCAM:NM_001271534:exon4:c.C586T:p.R196C,DSCAM:NM_001389:exon4:c.C586T:p.R196C73 1.4 52 22 42.3

T5 chr21 44457375 44457375 C A LRRC3 exonic nonsynonymous SNVLRRC3:NM_030891:exon2:c.C731A:p.P244H 72 1.4 54 17 31.5

T5 chr22 19235809 19235809 C T CLTCL1 exonic nonsynonymous SNVCLTCL1:NM_001835:exon6:c.G856A:p.D286N,CLTCL1:NM_007098:exon6:c.G856A:p.D286N104 2.9 95 42 44.2

T5 chr22 24036133 24036133 T A CABIN1 exonic nonsynonymous SNVCABIN1:NM_001199281:exon3:c.T48A:p.D16E,CABIN1:NM_001201429:exon3:c.T48A:p.D16E,CABIN1:NM_012295:exon3:c.T48A:p.D16E100 1.0 104 34 32.7

T5 chr22 24433699 24433699 G A ADORA2A exonic nonsynonymous SNVADORA2A:NM_000675:exon2:c.G295A:p.A99T,ADORA2A:NM_001278498:exon2:c.G295A:p.A99T,ADORA2A:NM_001278499:exon2:c.G295A:p.A99T,ADORA2A:NM_001278500:exon2:c.G295A:p.A99T,ADORA2A:NM_001278497:exon3:c.G295A:p.A99T35 2.9 37 16 43.2

T5 chr22 26536308 26536308 C T TPST2 exonic nonsynonymous SNVTPST2:NM_001008566:exon4:c.G1021A:p.V341I,TPST2:NM_003595:exon4:c.G1021A:p.V341I54 1.9 32 14 43.8

T5 chr22 35551940 35551940 C T RASD2 exonic nonsynonymous SNVRASD2:NM_014310:exon3:c.C709T:p.R237C 32 0.0 35 13 37.1

T5 chr22 36498115 36498115 C T FOXRED2 exonic nonsynonymous SNVFOXRED2:NM_001102371:exon6:c.G1258A:p.V420I,FOXRED2:NM_024955:exon6:c.G1258A:p.V420I115 1.7 101 40 39.6

T5 chr22 37474642 37474642 C T MFNG exonic nonsynonymous SNVMFNG:NM_001166343:exon5:c.G641A:p.R214Q,MFNG:NM_002405:exon6:c.G683A:p.R228Q21 0.0 33 16 48.5

T5 chr22 38671123 38671123 C T CBY1 exonic nonsynonymous SNVCBY1:NM_015373:exon4:c.C238T:p.R80W,CBY1:NM_001002880:exon5:c.C367T:p.R123W46 2.2 69 30 43.5

T5 chr22 38727296 38727296 G T GTPBP1 exonic nonsynonymous SNVGTPBP1:NM_004286:exon9:c.G1485T:p.E495D 101 1.0 68 23 33.8

T5 chr22 39428032 39428032 C T TAB1 exonic stopgainTAB1:NM_006116:exon10:c.C1156T:p.R386X,TAB1:NM_153497:exon10:c.C1156T:p.R386X29 0.0 26 10 38.5

T5 chr22 40411493 40411493 G T MKL1 exonic nonsynonymous SNVMKL1:NM_001282660:exon12:c.C2693A:p.P898H,MKL1:NM_001282661:exon14:c.C2543A:p.P848H,MKL1:NM_020831:exon15:c.C2693A:p.P898H21 0.0 25 11 44.0

T5 chr22 41699561 41699561 C T MEI1 exonic nonsynonymous SNV MEI1:NM_152513:exon1:c.C23T:p.T8M 47 0.0 30 10 33.3

T5 chrX 7843610 7843610 C T VCX exonic nonsynonymous SNV VCX:NM_013452:exon3:c.C215T:p.A72V 54 3.7 46 21 45.7

T5 chrX 9760769 9760769 G A GPR143 exonic nonsynonymous SNVGPR143:NM_000273:exon2:c.C308T:p.S103L 51 0.0 54 9 16.7

T5 chrX 27979951 27979951 C T DCAF8L1 exonic nonsynonymous SNVDCAF8L1:NM_001017930:exon1:c.G1384A:p.V462I79 2.5 66 27 40.9

T5 chrX 31774030 31774030 T C DMD exonic nonsynonymous SNVDMD:NM_004013:exon8:c.A92G:p.Q31R,DMD:NM_004020:exon8:c.A92G:p.Q31R,DMD:NM_004021:exon8:c.A92G:p.Q31R,DMD:NM_004022:exon8:c.A92G:p.Q31R,DMD:NM_004023:exon8:c.A92G:p.Q31R,DMD:NM_004011:exon23:c.A3449G:p.Q1150R,DMD:NM_004012:exon23:c.A3440G:p.Q1147R,DMD:NM_000109:exon51:c.A7448G:p.Q2483R,DMD:NM_004006:exon51:c.A7472G:p.Q2491R,DMD:NM_004009:exon51:c.A7460G:p.Q2487R,DMD:NM_004010:exon51:c.A7103G:p.Q2368R52 1.9 44 24 54.5

T5 chrX 38120380 38120380 G A SYTL5 exonic nonsynonymous SNVSYTL5:NM_001163334:exon14:c.G1685A:p.G562D,SYTL5:NM_138780:exon14:c.G1619A:p.G540D,SYTL5:NM_001163335:exon15:c.G1619A:p.G540D89 2.2 75 33 44.0

T5 chrX 46607058 46607058 G A SLC9A7 exonic nonsynonymous SNVSLC9A7:NM_001257291:exon17:c.C2075T:p.T692M,SLC9A7:NM_032591:exon17:c.C2072T:p.T691M91 3.3 72 28 38.9

T5 chrX 47171127 47171127 G A RBM10 exonic nonsynonymous SNVRBM10:NM_001204467:exon4:c.G301A:p.D101N,RBM10:NM_001204468:exon4:c.G496A:p.D166N,RBM10:NM_005676:exon4:c.G301A:p.D101N71 2.8 76 41 53.9

T5 chrX 48558984 48558984 C T TBC1D25 exonic nonsynonymous SNVTBC1D25:NM_002536:exon4:c.C476T:p.T159M 74 0.0 56 5 8.9

T5 chrX 53085792 53085792 A G TSPYL2 exonic nonsynonymous SNVTSPYL2:NM_022117:exon6:c.A1400G:p.N467S 70 2.9 64 27 42.2

T5 chrX 71101710 71101710 G T FOXO4 exonic nonsynonymous SNVFOXO4:NM_005938:exon2:c.G1480T:p.G494C,FOXO4:NM_001170931:exon3:c.G1315T:p.G439C57 0.0 59 8 13.6

T5 chrX 71375193 71375193 G A TAF1 exonic nonsynonymous SNVTAF1:NM_001286074:exon4:c.G439A:p.D147N,TAF1:NM_004606:exon4:c.G439A:p.D147N,TAF1:NM_138923:exon4:c.G439A:p.D147N106 3.8 97 38 39.2

T5 chrX 71388249 71388249 C T TAF1 exonic nonsynonymous SNVTAF1:NM_001286074:exon16:c.C2500T:p.R834C,TAF1:NM_004606:exon16:c.C2500T:p.R834C,TAF1:NM_138923:exon16:c.C2437T:p.R813C110 2.7 123 59 48.0

T5 chrX 72206345 72206345 C T ERCC6L exonic nonsynonymous SNVERCC6L:NM_017669:exon2:c.G2422A:p.A808T 85 0.0 77 31 40.3

T5 chrX 78755276 78755276 G A LPAR4 exonic nonsynonymous SNVLPAR4:NM_005296:exon2:c.G407A:p.R136H,LPAR4:NM_001278000:exon5:c.G407A:p.R136H64 1.6 67 27 40.3

T5 chrX 101278995 101278995 T C TAF7L exonic nonsynonymous SNVTAF7L:NM_001168474:exon7:c.A503G:p.E168G,TAF7L:NM_024885:exon7:c.A761G:p.E254G222 0.0 218 11 5.0

T5 chrX 101842786 101842786 G A NXF5 exonic nonsynonymous SNV NXF5:NM_032946:exon3:c.C7T:p.R3W 73 1.4 64 33 51.6

T5 chrX 104039992 104039992 G A H2BFM exonic nonsynonymous SNVH2BFM:NM_001164416:exon1:c.G16A:p.A6T 86 1.2 69 33 47.8

T5 chrX 109398686 109398686 G A GUCY2F exonic nonsynonymous SNVGUCY2F:NM_001522:exon11:c.C2138T:p.T713M 56 1.8 58 32 55.2

T5 chrX 111834976 111834976 A G TRPC5 exonic nonsynonymous SNVTRPC5:NM_012471:exon7:c.T1841C:p.V614A 96 2.1 86 28 32.6

T5 chrX 115289782 115289782 C T LUZP4 exonic nonsynonymous SNV LUZP4:NM_016383:exon1:c.C23T:p.T8M 119 1.7 103 45 43.7

T5 chrX 119087655 119087655 G A KIAA1210 exonic nonsynonymous SNVKIAA1210:NM_020721:exon11:c.C3575T:p.P1192L90 2.2 88 38 43.2

T5 chrX 119871522 119871522 C A RNF113A exonic nonsynonymous SNVRNF113A:NM_006978:exon1:c.G92T:p.R31I 78 3.8 94 34 36.2

T5 chrX 124651932 124651932 C T TENM1 exonic nonsynonymous SNVTENM1:NM_001163278:exon8:c.G1561A:p.V521M,TENM1:NM_001163279:exon8:c.G1558A:p.V520M,TENM1:NM_014253:exon8:c.G1561A:p.V521M127 0.8 115 52 45.2

T5 chrX 152651714 152651714 C T GABRQ exonic stopgain GABRQ:NM_018558:exon8:c.C1090T:p.R364X 85 2.4 93 47 50.5

T5 chrX 154786265 154786265 G A MPP1 exonic nonsynonymous SNVMPP1:NM_001166460:exon6:c.C565T:p.R189W,MPP1:NM_001166461:exon6:c.C556T:p.R186W,MPP1:NM_002436:exon6:c.C616T:p.R206W,MPP1:NM_001166462:exon7:c.C526T:p.R176W29 0.0 47 25 53.2

T6 chr1 2306107 2306107 C G SKI exonic nonsynonymous SNV SKI:NM_003036:exon6:c.C1855G:p.L619V 87 0.0 88 21 23.9

T6 chr1 5867082 5867082 G C NPHP4 exonic nonsynonymous SNVNPHP4:NM_001291594:exon21:c.C1970G:p.P657R,NPHP4:NM_001291593:exon22:c.C1967G:p.P656R,NPHP4:NM_015102:exon25:c.C3506G:p.P1169R66 0.0 64 5 7.8

T6 chr1 6197702 6197702 G A RPL22 exonic nonsynonymous SNV RPL22:NM_000983:exon2:c.C67T:p.L23F 90 0.0 93 11 11.8

T6 chr1 6469424 6469424 C A PLEKHG5 exonic stopgainPLEKHG5:NM_001042664:exon18:c.G1960T:p.E654X,PLEKHG5:NM_001042665:exon18:c.G1960T:p.E654X,PLEKHG5:NM_001265593:exon18:c.G2167T:p.E723X,PLEKHG5:NM_001265594:exon18:c.G1960T:p.E654X,PLEKHG5:NM_020631:exon18:c.G1960T:p.E654X,PLEKHG5:NM_001042663:exon19:c.G2128T:p.E710X,PLEKHG5:NM_001265592:exon19:c.G2197T:p.E733X,PLEKHG5:NM_198681:exon19:c.G2191T:p.E731X61 0.0 62 17 27.4

T6 chr1 6588955 6588955 G A ZBTB48 exonic nonsynonymous SNVZBTB48:NM_001278647:exon11:c.G1810A:p.E604K,ZBTB48:NM_001278648:exon11:c.G1810A:p.E604K,ZBTB48:NM_005341:exon11:c.G1810A:p.E604K88 0.0 79 12 15.2

T6 chr1 9128682 9128682 G A GPR157 exonic nonsynonymous SNVGPR157:NM_024980:exon1:c.C346T:p.R116C 78 0.0 73 11 15.1

T6 chr1 9128693 9128693 G A GPR157 exonic nonsynonymous SNVGPR157:NM_024980:exon1:c.C335T:p.A112V 82 0.0 81 13 16.0

T6 chr1 10297024 10297024 G C KIF1B exonic nonsynonymous SNVKIF1B:NM_015074:exon19:c.G1851C:p.Q617H,KIF1B:NM_183416:exon19:c.G1851C:p.Q617H88 0.0 87 11 12.6

T6 chr1 11768103 11768103 G C C1orf167 exonic nonsynonymous SNVC1orf167:NM_001010881:exon5:c.G1370C:p.R457P54 0.0 48 7 14.6

T6 chr1 15397323 15397323 G C FHAD1 exonic nonsynonymous SNVFHAD1:NM_052929:exon31:c.G4149C:p.K1383N201 0.0 196 33 16.8

T6 chr1 18635185 18635185 G C PAX7 exonic nonsynonymous SNVPAX7:NM_001135254:exon3:c.G396C:p.E132D,PAX7:NM_002584:exon3:c.G396C:p.E132D,PAX7:NM_013945:exon3:c.G396C:p.E132D84 0.0 80 9 11.3

T6 chr1 19240431 19240431 G A EMC1 exonic nonsynonymous SNVEMC1:NM_001271429:exon6:c.C586T:p.P196S,EMC1:NM_001271427:exon7:c.C652T:p.P218S,EMC1:NM_001271428:exon7:c.C652T:p.P218S,EMC1:NM_015047:exon7:c.C652T:p.P218S86 0.0 98 6 6.1

T6 chr1 20865151 20865151 C G EIF4G3 exonic nonsynonymous SNVEIF4G3:NM_003760:exon16:c.G2566C:p.E856Q,EIF4G3:NM_001198801:exon19:c.G2674C:p.E892Q,EIF4G3:NM_001198802:exon19:c.G2584C:p.E862Q77 0.0 72 7 9.7



T6 chr1 21848066 21848066 G C HSPG2 exonic nonsynonymous SNVHSPG2:NM_001291860:exon60:c.C7768G:p.Q2590E,HSPG2:NM_005529:exon60:c.C7765G:p.Q2589E49 0.0 49 8 16.3

T6 chr1 24827064 24827064 C G CLIC4 exonic nonsynonymous SNVCLIC4:NM_013943:exon4:c.C363G:p.I121M 98 0.0 96 10 10.4

T6 chr1 26945653 26945653 C T NUDC exonic nonsynonymous SNV NUDC:NM_006600:exon8:c.C911T:p.S304L 31 0.0 36 5 13.9

T6 chr1 29310777 29310777 C G PTPRU exonic nonsynonymous SNVPTPRU:NM_001195001:exon19:c.C2854G:p.Q952E,PTPRU:NM_133178:exon19:c.C2854G:p.Q952E,PTPRU:NM_005704:exon20:c.C2884G:p.Q962E,PTPRU:NM_133177:exon20:c.C2872G:p.Q958E68 0.0 57 5 8.8

T6 chr1 33810845 33810845 G T CSMD2 exonic nonsynonymous SNVCSMD2:NM_001281956:exon10:c.C1344A:p.H448Q,CSMD2:NM_052896:exon10:c.C1224A:p.H408Q78 0.0 79 6 7.6

T6 chr1 36009577 36009577 G C AGO3 exonic nonsynonymous SNVAGO3:NM_177422:exon7:c.G430C:p.E144Q,AGO3:NM_024852:exon9:c.G1132C:p.E378Q74 0.0 61 5 8.2

T6 chr1 36286864 36286864 C G THRAP3 exonic nonsynonymous SNVTHRAP3:NM_005119:exon4:c.C634G:p.Q212E 66 0.0 65 8 12.3

T6 chr1 39381959 39381959 G A MACF1 exonic nonsynonymous SNVMACF1:NM_012090:exon50:c.G7469A:p.R2490Q116 0.0 142 18 12.7

T6 chr1 42735111 42735111 G A CLDN19 exonic nonsynonymous SNVCLDN19:NM_148960:exon5:c.C650T:p.S217F 88 0.0 68 7 10.3

T6 chr1 43301123 43301123 C G TIE1 exonic nonsynonymous SNV TIE1:NM_005424:exon1:c.C52G:p.H18D 95 0.0 115 9 7.8

T6 chr1 43322699 43322699 G C TIE1 exonic nonsynonymous SNVTIE1:NM_001253357:exon23:c.G3259C:p.D1087H,TIE1:NM_005424:exon23:c.G3394C:p.D1132H45 0.0 38 6 15.8

T6 chr1 45508848 45508848 G C MMACHC exonic nonsynonymous SNVMMACHC:NM_015506:exon4:c.G482C:p.R161P 70 0.0 76 11 14.5

T6 chr1 45997793 45997793 C T MAST2 exonic nonsynonymous SNVMAST2:NM_015112:exon6:c.C662T:p.A221V 160 0.6 158 16 10.1

T6 chr1 46260843 46260843 G C RAD54L exonic nonsynonymous SNVRAD54L:NM_003579:exon7:c.G594C:p.W198C,RAD54L:NM_001142548:exon8:c.G594C:p.W198C34 0.0 27 6 22.2

T6 chr1 51405979 51405979 C T EPS15 exonic nonsynonymous SNVEPS15:NM_001159969:exon4:c.G661A:p.E221K,EPS15:NM_001981:exon16:c.G1603A:p.E535K97 0.0 125 9 7.2

T6 chr1 55075514 55075514 C T USP24 exonic nonsynonymous SNVUSP24:NM_015306:exon63:c.G7390A:p.D2464N 49 0.0 57 8 14.0

T6 chr1 70354200 70354200 G C ANKRD13C exonic nonsynonymous SNVANKRD13C:NM_030816:exon1:c.C209G:p.S70C 88 0.0 91 5 5.5

T6 chr1 75728419 75728419 C T ACADM exonic nonsynonymous SNVACADM:NM_000016:exon2:c.C49T:p.R17C,ACADM:NM_001127328:exon2:c.C61T:p.R21C,ACADM:NM_001286043:exon2:c.C49T:p.R17C189 0.0 210 24 11.4

T6 chr1 77633236 77633236 G C ZZZ3 exonic nonsynonymous SNV ZZZ3:NM_015534:exon5:c.C119G:p.S40C 128 0.0 94 20 21.3

T6 chr1 81990543 81990543 G A ADGRL2 exonic nonsynonymous SNVADGRL2:NM_012302:exon20:c.G3610A:p.E1204K,ADGRL2:NM_001297704:exon21:c.G3610A:p.E1204K101 0.0 70 15 21.4

T6 chr1 103579337 103579337 G T AMY2B exonic nonsynonymous SNVAMY2B:NM_020978:exon12:c.G1373T:p.G458V 722 0.4 579 67 11.6

T6 chr1 111485792 111485792 G C TMIGD3 exonic nonsynonymous SNVTMIGD3:NM_001302680:exon4:c.C414G:p.I138M,TMIGD3:NM_001081976:exon5:c.C678G:p.I226M,TMIGD3:NM_020683:exon5:c.C921G:p.I307M102 0.0 73 6 8.2

T6 chr1 114678010 114678010 A C AMPD1 exonic nonsynonymous SNVAMPD1:NM_001172626:exon8:c.T1211G:p.F404C,AMPD1:NM_000036:exon9:c.T1223G:p.F408C58 0.0 46 6 13.0

T6 chr1 119382941 119382941 G A HAO2 exonic nonsynonymous SNVHAO2:NM_016527:exon3:c.G158A:p.R53K,HAO2:NM_001005783:exon4:c.G197A:p.R66K99 0.0 65 11 16.9

T6 chr1 120451254 120451254 G C NBPF8 exonic nonsynonymous SNVNBPF8:NM_001037501:exon7:c.G1063C:p.E355Q 86 1.2 62 10 16.1

T6 chr1 149944977 149944977 G A OTUD7B exonic nonsynonymous SNVOTUD7B:NM_020205:exon12:c.C1412T:p.S471L 68 0.0 52 8 15.4

T6 chr1 150511634 150511634 G C ECM1 exonic nonsynonymous SNVECM1:NM_001202858:exon7:c.G967C:p.E323Q,ECM1:NM_004425:exon7:c.G886C:p.E296Q43 0.0 65 8 12.3

T6 chr1 150558640 150558640 G C ADAMTSL4 exonic nonsynonymous SNVADAMTSL4:NM_019032:exon15:c.G2550C:p.W850C,ADAMTSL4:NM_025008:exon15:c.G2550C:p.W850C,ADAMTSL4:NM_001288607:exon16:c.G2433C:p.W811C,ADAMTSL4:NM_001288608:exon16:c.G2619C:p.W873C91 0.0 83 10 12.0

T6 chr1 150941365 150941365 C G SETDB1 exonic nonsynonymous SNVSETDB1:NM_001145415:exon5:c.C484G:p.Q162E,SETDB1:NM_001243491:exon5:c.C484G:p.Q162E,SETDB1:NM_012432:exon5:c.C484G:p.Q162E74 0.0 43 5 11.6

T6 chr1 150941377 150941377 A C SETDB1 exonic nonsynonymous SNVSETDB1:NM_001145415:exon5:c.A496C:p.K166Q,SETDB1:NM_001243491:exon5:c.A496C:p.K166Q,SETDB1:NM_012432:exon5:c.A496C:p.K166Q69 0.0 49 6 12.2

T6 chr1 152086367 152086367 C T TCHHL1 exonic nonsynonymous SNVTCHHL1:NM_001008536:exon3:c.G1315A:p.E439K164 0.0 144 11 7.6

T6 chr1 152312419 152312419 C G FLG exonic nonsynonymous SNV FLG:NM_002016:exon3:c.G2467C:p.E823Q 236 0.4 206 25 12.1

T6 chr1 152312928 152312928 G C FLG exonic stopgain FLG:NM_002016:exon3:c.C1958G:p.S653X 253 0.4 223 25 11.2

T6 chr1 152351227 152351227 C T FLG2 exonic nonsynonymous SNVFLG2:NM_001014342:exon3:c.G6559A:p.E2187K178 0.0 146 16 11.0

T6 chr1 155181959 155181959 G A TRIM46 exonic nonsynonymous SNVTRIM46:NM_001282378:exon8:c.G1318A:p.A440T,TRIM46:NM_001256599:exon9:c.G1627A:p.A543T,TRIM46:NM_001256601:exon9:c.G1657A:p.A553T,TRIM46:NM_025058:exon9:c.G1696A:p.A566T,TRIM46:NM_001256600:exon10:c.G1570A:p.A524T196 0.0 209 28 13.4

T6 chr1 155478384 155478384 C T ASH1L exonic nonsynonymous SNVASH1L:NM_018489:exon3:c.G4486A:p.E1496K 72 0.0 74 9 12.2

T6 chr1 158579583 158579583 C T OR10X1 exonic nonsynonymous SNVOR10X1:NM_001004477:exon1:c.G317A:p.R106K89 0.0 81 9 11.1

T6 chr1 161074251 161074251 G A PVRL4 exonic nonsynonymous SNVPVRL4:NM_030916:exon6:c.C1123T:p.H375Y 45 0.0 48 7 14.6

T6 chr1 171512109 171512109 G C PRRC2C exonic nonsynonymous SNV PRRC2C:NM_015172:exon2:c.G21C:p.Q7H 115 0.0 98 20 20.4

T6 chr1 173636883 173636883 C G LOC730159 exonic nonsynonymous SNVLOC730159:NM_001195190:exon2:c.C381G:p.I127M68 0.0 49 9 18.4

T6 chr1 176699179 176699179 G A PAPPA2 exonic nonsynonymous SNVPAPPA2:NM_020318:exon8:c.G2826A:p.M942I 64 0.0 39 7 17.9

T6 chr1 180020100 180020100 G C CEP350 exonic nonsynonymous SNVCEP350:NM_014810:exon12:c.G2326C:p.E776Q 94 0.0 77 5 6.5

T6 chr1 196779848 196779848 G A CFHR3 exonic nonsynonymous SNVCFHR3:NM_001166624:exon3:c.G305A:p.R102K,CFHR3:NM_021023:exon3:c.G305A:p.R102K164 0.0 127 15 11.8

T6 chr1 200407751 200407751 G A ZNF281 exonic nonsynonymous SNVZNF281:NM_001281293:exon2:c.C1955T:p.P652L,ZNF281:NM_012482:exon2:c.C1955T:p.P652L,ZNF281:NM_001281294:exon3:c.C1847T:p.P616L101 0.0 91 11 12.1

T6 chr1 200664006 200664006 C G DDX59 exonic nonsynonymous SNVDDX59:NM_001031725:exon3:c.G885C:p.M295I 111 0.0 91 7 7.7

T6 chr1 200664047 200664047 C G DDX59 exonic nonsynonymous SNVDDX59:NM_001031725:exon3:c.G844C:p.E282Q 94 1.1 81 8 9.9

T6 chr1 201224694 201224694 G C IGFN1 exonic nonsynonymous SNVIGFN1:NM_001164586:exon21:c.G10306C:p.E3436Q50 2.0 64 9 14.1

T6 chr1 201788527 201788527 G A NAV1 exonic nonsynonymous SNVNAV1:NM_001167738:exon8:c.G1882A:p.E628K,NAV1:NM_020443:exon10:c.G3055A:p.E1019K69 0.0 50 8 16.0

T6 chr1 205070468 205070468 C T CNTN2 exonic nonsynonymous SNVCNTN2:NM_005076:exon19:c.C2474T:p.S825L 35 0.0 45 8 17.8

T6 chr1 205100008 205100008 G A RBBP5 exonic nonsynonymous SNVRBBP5:NM_001193272:exon8:c.C809T:p.S270F,RBBP5:NM_001193273:exon8:c.C428T:p.S143F,RBBP5:NM_005057:exon8:c.C809T:p.S270F80 0.0 70 5 7.1

T6 chr1 215674313 215674313 G C USH2A exonic stopgain USH2A:NM_206933:exon63:c.C13598G:p.S4533X 67 0.0 61 7 11.5

T6 chr1 216325463 216325463 C T USH2A exonic nonsynonymous SNVUSH2A:NM_007123:exon6:c.G985A:p.D329N,USH2A:NM_206933:exon6:c.G985A:p.D329N80 0.0 67 8 11.9

T6 chr1 223112394 223112394 G A TLR5 exonic nonsynonymous SNV TLR5:NM_003268:exon6:c.C638T:p.S213L 46 0.0 53 8 15.1

T6 chr1 228360657 228360657 G A OBSCN exonic nonsynonymous SNVOBSCN:NM_052843:exon81:c.G19765A:p.E6589K67 0.0 72 11 15.3

T6 chr1 229477600 229477600 C T NUP133 exonic nonsynonymous SNVNUP133:NM_018230:exon13:c.G1753A:p.E585K 159 0.6 134 18 13.4

T6 chr1 247323201 247323201 C T ZNF496 exonic nonsynonymous SNVZNF496:NM_032752:exon5:c.G604A:p.E202K 34 0.0 45 6 13.3

T6 chr1 247491833 247491833 G C OR2W5 exonic nonsynonymous SNVOR2W5:NM_001004698:exon1:c.G706C:p.E236Q 75 0.0 64 7 10.9

T6 chr1 248203121 248203121 C G OR2M3 exonic nonsynonymous SNVOR2M3:NM_001004689:exon1:c.C54G:p.F18L 259 1.2 232 29 12.5

T6 chr2 18582967 18582967 C T NT5C1B,NT5C1B-RDH14 exonic nonsynonymous SNVNT5C1B-RDH14:NM_001199103:exon6:c.G928A:p.D310N,NT5C1B:NM_033253:exon6:c.G922A:p.D308N,NT5C1B:NM_001002006:exon7:c.G1102A:p.D368N,NT5C1B:NM_001199086:exon7:c.G1051A:p.D351N,NT5C1B:NM_001199087:exon7:c.G1153A:p.D385N,NT5C1B:NM_001199088:exon7:c.G1108A:p.D370N,NT5C1B-RDH14:NM_001199104:exon7:c.G1102A:p.D368N47 0.0 40 7 17.5

T6 chr2 19914093 19914093 G T WDR35 exonic nonsynonymous SNVWDR35:NM_020779:exon26:c.C3306A:p.F1102L,WDR35:NM_001006657:exon27:c.C3339A:p.F1113L112 0.0 130 17 13.1

T6 chr2 27578592 27578592 A G C2orf16 exonic nonsynonymous SNVC2orf16:NM_032266:exon1:c.A2020G:p.T674A 78 0.0 56 15 26.8

T6 chr2 28914170 28914170 C A WDR43 exonic nonsynonymous SNVWDR43:NM_015131:exon5:c.C708A:p.F236L 88 0.0 58 9 15.5

T6 chr2 46758687 46758687 C G SOCS5 exonic nonsynonymous SNVSOCS5:NM_014011:exon2:c.C157G:p.Q53E,SOCS5:NM_144949:exon2:c.C157G:p.Q53E110 0.0 75 13 17.3

T6 chr2 47470971 47470971 G C MSH2 exonic nonsynonymous SNVMSH2:NM_000251:exon11:c.G1668C:p.L556F,MSH2:NM_001258281:exon12:c.G1470C:p.L490F193 0.0 155 22 14.2

T6 chr2 47471041 47471041 G C MSH2 exonic nonsynonymous SNVMSH2:NM_000251:exon11:c.G1738C:p.E580Q,MSH2:NM_001258281:exon12:c.G1540C:p.E514Q185 0.0 164 21 12.8

T6 chr2 50055011 50055011 C G NRXN1 exonic nonsynonymous SNVNRXN1:NM_001135659:exon21:c.G3872C:p.R1291T129 0.0 125 10 8.0

T6 chr2 53853907 53853907 G C GPR75 exonic nonsynonymous SNVGPR75:NM_006794:exon2:c.C850G:p.Q284E 65 0.0 45 5 11.1

T6 chr2 55334950 55334950 C T CCDC88A exonic nonsynonymous SNVCCDC88A:NM_001135597:exon15:c.G1871A:p.G624E,CCDC88A:NM_001254943:exon15:c.G1871A:p.G624E,CCDC88A:NM_018084:exon15:c.G1871A:p.G624E76 0.0 67 6 9.0

T6 chr2 60781970 60781970 C G PAPOLG exonic stopgain PAPOLG:NM_022894:exon11:c.C992G:p.S331X 88 0.0 79 10 12.7

T6 chr2 72184079 72184079 C G EXOC6B exonic nonsynonymous SNVEXOC6B:NM_015189:exon21:c.G2305C:p.E769Q152 0.7 167 20 12.0

T6 chr2 99188244 99188244 G C MRPL30 exonic nonsynonymous SNVMRPL30:NM_145212:exon3:c.G119C:p.R40T 103 0.0 91 13 14.3

T6 chr2 101402504 101402504 G A RFX8 exonic nonsynonymous SNVRFX8:NM_001145664:exon11:c.C1177T:p.P393S 46 0.0 58 10 17.2

T6 chr2 107872169 107872169 G C RGPD4 exonic nonsynonymous SNVRGPD4:NM_182588:exon20:c.G4165C:p.D1389H700 0.3 633 63 10.0

T6 chr2 108485852 108485852 C A GCC2 exonic nonsynonymous SNVGCC2:NM_181453:exon15:c.C3736A:p.Q1246K 209 0.0 213 28 13.1

T6 chr2 118096704 118096704 C T INSIG2 exonic stopgain INSIG2:NM_016133:exon2:c.C148T:p.Q50X 126 0.0 90 9 10.0

T6 chr2 119976994 119976994 G C PTPN4 exonic nonsynonymous SNVPTPN4:NM_002830:exon27:c.G2705C:p.R902T 106 0.0 100 19 19.0

T6 chr2 134953567 134953567 C T CCNT2 exonic nonsynonymous SNVCCNT2:NM_001241:exon9:c.C1112T:p.S371F,CCNT2:NM_058241:exon9:c.C1112T:p.S371F64 1.6 66 14 21.2

T6 chr2 144429844 144429844 C G ZEB2 exonic nonsynonymous SNVZEB2:NM_001171653:exon3:c.G256C:p.D86H,ZEB2:NM_014795:exon3:c.G256C:p.D86H86 0.0 52 6 11.5

T6 chr2 167251848 167251848 G T XIRP2 exonic stopgainXIRP2:NM_001199144:exon7:c.G9790T:p.E3264X,XIRP2:NM_152381:exon9:c.G10456T:p.E3486X71 0.0 49 9 18.4

T6 chr2 169177986 169177986 C G LRP2 exonic nonsynonymous SNVLRP2:NM_004525:exon53:c.G10210C:p.D3404H 69 0.0 66 9 13.6

T6 chr2 176326864 176326864 C G MTX2 exonic stopgain MTX2:NM_006554:exon5:c.C248G:p.S83X 97 0.0 88 12 13.6

T6 chr2 178573978 178573978 C A TTN exonic nonsynonymous SNVTTN:NM_003319:exon154:c.G44959T:p.D14987Y,TTN:NM_133432:exon155:c.G45334T:p.D15112Y,TTN:NM_133437:exon155:c.G45535T:p.D15179Y,TTN:NM_133378:exon275:c.G64450T:p.D21484Y,TTN:NM_001256850:exon276:c.G67231T:p.D22411Y,TTN:NM_001267550:exon326:c.G72154T:p.D24052Y65 0.0 65 10 15.4

T6 chr2 178586570 178586570 C G TTN exonic nonsynonymous SNVTTN:NM_003319:exon136:c.G37136C:p.R12379T,TTN:NM_133432:exon137:c.G37511C:p.R12504T,TTN:NM_133437:exon137:c.G37712C:p.R12571T,TTN:NM_133378:exon257:c.G56627C:p.R18876T,TTN:NM_001256850:exon258:c.G59408C:p.R19803T,TTN:NM_001267550:exon308:c.G64331C:p.R21444T71 0.0 60 8 13.3

T6 chr2 178636110 178636110 C T TTN exonic nonsynonymous SNVTTN:NM_003319:exon54:c.G14266A:p.E4756K,TTN:NM_133432:exon55:c.G14641A:p.E4881K,TTN:NM_133437:exon55:c.G14842A:p.E4948K,TTN:NM_133378:exon175:c.G33757A:p.E11253K,TTN:NM_001256850:exon176:c.G36538A:p.E12180K,TTN:NM_001267550:exon226:c.G41461A:p.E13821K56 0.0 74 9 12.2

T6 chr2 178664069 178664069 C T TTN exonic nonsynonymous SNVTTN:NM_001267550:exon169:c.G36310A:p.E12104K137 0.0 150 20 13.3

T6 chr2 179444964 179444964 C T ZNF385B exonic nonsynonymous SNVZNF385B:NM_001113397:exon7:c.G881A:p.R294Q,ZNF385B:NM_001113398:exon7:c.G803A:p.R268Q,ZNF385B:NM_001282725:exon9:c.G803A:p.R268Q,ZNF385B:NM_152520:exon9:c.G1109A:p.R370Q104 0.0 90 10 11.1

T6 chr2 181916242 181916242 C T SSFA2 exonic nonsynonymous SNVSSFA2:NM_001287504:exon10:c.C2143T:p.H715Y,SSFA2:NM_001130445:exon11:c.C2602T:p.H868Y,SSFA2:NM_001287503:exon11:c.C2602T:p.H868Y,SSFA2:NM_006751:exon11:c.C2602T:p.H868Y89 0.0 90 14 15.6

T6 chr2 195680940 195680940 G A SLC39A10 exonic nonsynonymous SNVSLC39A10:NM_001127257:exon2:c.G898A:p.D300N,SLC39A10:NM_020342:exon2:c.G898A:p.D300N84 0.0 89 14 15.7

T6 chr2 201266517 201266517 G A CASP8 exonic nonsynonymous SNVCASP8:NM_001080125:exon2:c.G208A:p.G70R,CASP8:NM_033356:exon2:c.G31A:p.G11R,CASP8:NM_001080124:exon3:c.G31A:p.G11R,CASP8:NM_001228:exon3:c.G31A:p.G11R,CASP8:NM_033355:exon3:c.G31A:p.G11R,CASP8:NM_033358:exon3:c.G31A:p.G11R83 1.2 63 8 12.7

T6 chr2 201744292 201744292 G C ALS2 exonic nonsynonymous SNVALS2:NM_020919:exon10:c.C2136G:p.I712M 172 0.0 142 17 12.0

T6 chr2 206663335 206663335 C G DYTN exonic nonsynonymous SNVDYTN:NM_001093730:exon11:c.G1201C:p.D401H135 0.7 104 11 10.6

T6 chr2 208001211 208001211 G C PLEKHM3 exonic nonsynonymous SNVPLEKHM3:NM_001080475:exon2:c.C429G:p.F143L67 0.0 65 6 9.2

T6 chr2 208354106 208354106 C G PIKFYVE exonic nonsynonymous SNVPIKFYVE:NM_015040:exon40:c.C6053G:p.S2018C76 0.0 56 10 17.9

T6 chr2 210592954 210592954 G A CPS1 exonic nonsynonymous SNVCPS1:NM_001875:exon11:c.G1162A:p.E388K,CPS1:NM_001122633:exon12:c.G1180A:p.E394K100 0.0 70 5 7.1

T6 chr2 214809451 214809451 G C BARD1 exonic nonsynonymous SNVBARD1:NM_000465:exon1:c.C119G:p.A40G,BARD1:NM_001282543:exon1:c.C119G:p.A40G,BARD1:NM_001282545:exon1:c.C119G:p.A40G,BARD1:NM_001282548:exon1:c.C119G:p.A40G,BARD1:NM_001282549:exon1:c.C119G:p.A40G111 0.0 89 11 12.4

T6 chr2 219239673 219239673 C G GLB1L exonic nonsynonymous SNVGLB1L:NM_001286427:exon6:c.G520C:p.E174Q,GLB1L:NM_001286423:exon9:c.G790C:p.E264Q,GLB1L:NM_024506:exon9:c.G790C:p.E264Q64 0.0 64 12 18.8

T6 chr2 228132064 228132064 C A SPHKAP exonic nonsynonymous SNVSPHKAP:NM_001142644:exon2:c.G54T:p.M18I,SPHKAP:NM_030623:exon2:c.G54T:p.M18I92 0.0 72 14 19.4

T6 chr2 232819902 232819902 C T GIGYF2 exonic stopgainGIGYF2:NM_001103148:exon20:c.C2428T:p.Q810X,GIGYF2:NM_001103146:exon21:c.C2446T:p.Q816X,GIGYF2:NM_001103147:exon23:c.C2509T:p.Q837X,GIGYF2:NM_015575:exon23:c.C2446T:p.Q816X74 0.0 62 11 17.7

T6 chr3 9835238 9835238 G C TTLL3 exonic nonsynonymous SNVTTLL3:NM_001025930:exon13:c.G2497C:p.E833Q53 0.0 43 6 14.0

T6 chr3 10340631 10340631 G C ATP2B2 exonic nonsynonymous SNVATP2B2:NM_001683:exon17:c.C2856G:p.I952M,ATP2B2:NM_001001331:exon20:c.C2991G:p.I997M45 0.0 50 6 12.0

T6 chr3 37994411 37994411 G C VILL exonic nonsynonymous SNV VILL:NM_015873:exon3:c.G286C:p.E96Q 41 0.0 37 5 13.5

T6 chr3 38039556 38039556 G A DLEC1 exonic nonsynonymous SNVDLEC1:NM_007335:exon1:c.G331A:p.D111N,DLEC1:NM_007337:exon1:c.G331A:p.D111N48 0.0 50 8 16.0

T6 chr3 38761197 38761197 C G SCN10A exonic nonsynonymous SNVSCN10A:NM_001293306:exon6:c.G878C:p.R293T,SCN10A:NM_001293307:exon6:c.G878C:p.R293T,SCN10A:NM_006514:exon6:c.G878C:p.R293T109 0.0 66 14 21.2

T6 chr3 44910365 44910365 C T TGM4 exonic stopgain TGM4:NM_003241:exon11:c.C1603T:p.Q535X 40 0.0 31 5 16.1

T6 chr3 48225341 48225341 G C CAMP exonic nonsynonymous SNVCAMP:NM_004345:exon4:c.G439C:p.E147Q 144 0.0 107 8 7.5

T6 chr3 48298492 48298492 G C NME6 exonic nonsynonymous SNVNME6:NM_001308426:exon2:c.C25G:p.Q9E,NME6:NM_001308427:exon2:c.C25G:p.Q9E,NME6:NM_001308428:exon2:c.C25G:p.Q9E,NME6:NM_001308430:exon2:c.C49G:p.Q17E,NME6:NM_001308431:exon2:c.C25G:p.Q9E,NME6:NM_001308433:exon2:c.C25G:p.Q9E,NME6:NM_001308435:exon2:c.C25G:p.Q9E,NME6:NM_005793:exon2:c.C49G:p.Q17E65 0.0 56 6 10.7

T6 chr3 52911034 52911034 C G SFMBT1 exonic nonsynonymous SNVSFMBT1:NM_016329:exon17:c.G1875C:p.E625D114 0.0 79 14 17.7

T6 chr3 57198405 57198405 C G HESX1 exonic nonsynonymous SNVHESX1:NM_003865:exon3:c.G445C:p.E149Q 241 0.4 187 30 16.0

T6 chr3 62282763 62282763 C T PTPRG exonic nonsynonymous SNVPTPRG:NM_002841:exon28:c.C3949T:p.P1317S 125 0.0 97 11 11.3

T6 chr3 63913196 63913196 A C ATXN7 exonic nonsynonymous SNVATXN7:NM_001177387:exon3:c.A365C:p.N122T,ATXN7:NM_000333:exon4:c.A365C:p.N122T162 0.6 106 9 8.5

T6 chr3 65359148 65359148 C T MAGI1 exonic nonsynonymous SNVMAGI1:NM_015520:exon24:c.G3723A:p.M1241I 56 0.0 51 8 15.7

T6 chr3 97784996 97784996 G C ARL6 exonic nonsynonymous SNVARL6:NM_001278293:exon5:c.G296C:p.R99T,ARL6:NM_032146:exon6:c.G296C:p.R99T,ARL6:NM_177976:exon6:c.G296C:p.R99T97 0.0 112 7 6.3

T6 chr3 97876475 97876475 G C CRYBG3 exonic nonsynonymous SNVCRYBG3:NM_153605:exon4:c.G5281C:p.E1761Q 90 1.1 74 8 10.8

T6 chr3 98169039 98169039 C G OR5H15 exonic nonsynonymous SNVOR5H15:NM_001005515:exon1:c.C340G:p.L114V153 0.7 167 20 12.0

T6 chr3 101731879 101731879 A G CEP97 exonic nonsynonymous SNVCEP97:NM_001303401:exon5:c.A487G:p.M163V,CEP97:NM_024548:exon5:c.A487G:p.M163V100 0.0 149 20 13.4

T6 chr3 108499475 108499475 T G MYH15 exonic nonsynonymous SNVMYH15:NM_014981:exon6:c.A564C:p.E188D 88 0.0 85 11 12.9

T6 chr3 112569200 112569200 G C SLC35A5 exonic nonsynonymous SNVSLC35A5:NM_017945:exon3:c.G160C:p.V54L 137 0.0 145 13 9.0

T6 chr3 113401586 113401586 G C CFAP44 exonic nonsynonymous SNVCFAP44:NM_001164496:exon10:c.C1324G:p.Q442E,CFAP44:NM_018338:exon10:c.C1324G:p.Q442E116 0.9 115 13 11.3

T6 chr3 116086459 116086459 C G LSAMP exonic nonsynonymous SNVLSAMP:NM_002338:exon2:c.G253C:p.E85Q 66 0.0 64 5 7.8

T6 chr3 121696454 121696454 C G GOLGB1 exonic nonsynonymous SNVGOLGB1:NM_001256488:exon12:c.G3829C:p.E1277Q,GOLGB1:NM_001256486:exon13:c.G4069C:p.E1357Q,GOLGB1:NM_001256487:exon13:c.G3952C:p.E1318Q,GOLGB1:NM_004487:exon13:c.G4054C:p.E1352Q116 0.0 123 10 8.1

T6 chr3 122415420 122415420 G C WDR5B exonic nonsynonymous SNVWDR5B:NM_019069:exon1:c.C109G:p.L37V 57 0.0 75 6 8.0

T6 chr3 122720359 122720359 C G PARP14 exonic nonsynonymous SNVPARP14:NM_017554:exon15:c.C4912G:p.Q1638E 64 0.0 60 5 8.3

T6 chr3 124973799 124973799 C T HEG1 exonic nonsynonymous SNVHEG1:NM_020733:exon16:c.G3928A:p.E1310K 105 1.0 104 21 20.2

T6 chr3 126988765 126988765 G C PLXNA1 exonic nonsynonymous SNVPLXNA1:NM_032242:exon1:c.G172C:p.E58Q 145 0.0 169 19 11.2

T6 chr3 130574417 130574417 C G COL6A6 exonic nonsynonymous SNVCOL6A6:NM_001102608:exon7:c.C3439G:p.Q1147E64 0.0 77 10 13.0

T6 chr3 130621849 130621849 G A COL6A6 exonic nonsynonymous SNVCOL6A6:NM_001102608:exon23:c.G4844A:p.G1615E94 0.0 94 6 6.4

T6 chr3 130635702 130635702 G A COL6A6 exonic nonsynonymous SNVCOL6A6:NM_001102608:exon27:c.G5032A:p.E1678K100 0.0 98 11 11.2

T6 chr3 130662095 130662095 G C COL6A6 exonic nonsynonymous SNVCOL6A6:NM_001102608:exon34:c.G6289C:p.D2097H64 0.0 99 12 12.1

T6 chr3 135154171 135154171 C G EPHB1 exonic nonsynonymous SNVEPHB1:NM_004441:exon6:c.C1317G:p.I439M 116 0.0 124 14 11.3

T6 chr3 136145075 136145075 C G PPP2R3A exonic nonsynonymous SNVPPP2R3A:NM_001190447:exon13:c.C1154G:p.S385C,PPP2R3A:NM_181897:exon13:c.C1499G:p.S500C,PPP2R3A:NM_002718:exon14:c.C3362G:p.S1121C134 0.0 152 9 5.9

T6 chr3 138470961 138470961 G C ESYT3 exonic nonsynonymous SNVESYT3:NM_031913:exon17:c.G1675C:p.E559Q 49 0.0 64 11 17.2

T6 chr3 142425439 142425439 G A XRN1 exonic nonsynonymous SNVXRN1:NM_001282857:exon4:c.C506T:p.S169L,XRN1:NM_001282859:exon4:c.C506T:p.S169L,XRN1:NM_019001:exon4:c.C506T:p.S169L123 0.0 156 8 5.1

T6 chr3 142804048 142804048 G A TRPC1 exonic nonsynonymous SNVTRPC1:NM_003304:exon10:c.G1727A:p.R576K,TRPC1:NM_001251845:exon11:c.G1829A:p.R610K83 0.0 105 13 12.4

T6 chr3 148896585 148896585 G C CPA3 exonic nonsynonymous SNVCPA3:NM_001870:exon11:c.G1132C:p.E378Q 51 0.0 63 8 12.7

T6 chr3 154316078 154316078 G T DHX36 exonic stopgainDHX36:NM_001114397:exon2:c.C329A:p.S110X,DHX36:NM_020865:exon2:c.C329A:p.S110X79 1.3 107 11 10.3

T6 chr3 157158951 157158951 G A CCNL1 exonic nonsynonymous SNVCCNL1:NM_001308185:exon3:c.C403T:p.L135F,CCNL1:NM_020307:exon3:c.C403T:p.L135F81 0.0 90 6 6.7

T6 chr3 158653331 158653331 C G GFM1 exonic nonsynonymous SNVGFM1:NM_001308166:exon7:c.C862G:p.L288V,GFM1:NM_024996:exon7:c.C862G:p.L288V,GFM1:NM_001308164:exon8:c.C919G:p.L307V100 0.0 148 16 10.8

T6 chr3 165065325 165065325 C T SI exonic nonsynonymous SNV SI:NM_001041:exon7:c.G743A:p.R248K 184 0.5 192 14 7.3

T6 chr3 169131472 169131472 C G MECOM exonic nonsynonymous SNVMECOM:NM_001105078:exon3:c.G6C:p.K2N,MECOM:NM_001163999:exon3:c.G6C:p.K2N,MECOM:NM_001164000:exon3:c.G6C:p.K2N,MECOM:NM_001205194:exon3:c.G6C:p.K2N,MECOM:NM_005241:exon3:c.G6C:p.K2N,MECOM:NM_001105077:exon4:c.G198C:p.K66N,MECOM:NM_004991:exon4:c.G570C:p.K190N147 0.0 194 22 11.3

T6 chr3 179218303 179218303 G A PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon10:c.G1633A:p.E545K 179 0.0 187 15 8.0

T6 chr3 179221146 179221146 G A PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon14:c.G2176A:p.E726K 161 0.0 175 17 9.7

T6 chr3 180953819 180953819 C T FXR1 exonic stopgainFXR1:NM_001013438:exon9:c.C859T:p.Q287X,FXR1:NM_005087:exon9:c.C859T:p.Q287X,FXR1:NM_001013439:exon10:c.C604T:p.Q202X118 0.0 148 10 6.8

T6 chr3 180976155 180976155 G A FXR1 exonic nonsynonymous SNVFXR1:NM_005087:exon17:c.G1729A:p.E577K,FXR1:NM_001013439:exon18:c.G1474A:p.E492K79 0.0 97 10 10.3

T6 chr3 183270093 183270093 G A B3GNT5 exonic nonsynonymous SNVB3GNT5:NM_032047:exon2:c.G295A:p.E99K 107 0.0 125 22 17.6

T6 chr3 184860001 184860001 C T VPS8 exonic nonsynonymous SNVVPS8:NM_001009921:exon14:c.C1160T:p.S387F,VPS8:NM_015303:exon14:c.C1154T:p.S385F133 0.0 140 11 7.9

T6 chr3 194652937 194652937 G A LSG1 exonic nonsynonymous SNV LSG1:NM_018385:exon8:c.C965T:p.S322L 53 0.0 61 7 11.5

T6 chr3 195882226 195882226 C G TNK2 exonic nonsynonymous SNVTNK2:NM_001010938:exon6:c.G901C:p.E301Q,TNK2:NM_001308046:exon6:c.G808C:p.E270Q,TNK2:NM_005781:exon6:c.G712C:p.E238Q88 0.0 89 8 9.0

T6 chr4 3177362 3177362 G C HTT exonic nonsynonymous SNVHTT:NM_002111:exon34:c.G4438C:p.E1480Q 107 0.0 82 11 13.4

T6 chr4 4320961 4320961 C G ZBTB49 exonic nonsynonymous SNVZBTB49:NM_145291:exon8:c.C1943G:p.S648C 90 0.0 78 8 10.3

T6 chr4 6064978 6064978 C T JAKMIP1 exonic nonsynonymous SNVJAKMIP1:NM_001306134:exon8:c.G838A:p.D280N,JAKMIP1:NM_001099433:exon9:c.G1333A:p.D445N,JAKMIP1:NM_001306133:exon9:c.G1333A:p.D445N,JAKMIP1:NM_144720:exon9:c.G1333A:p.D445N112 0.0 94 11 11.7

T6 chr4 25012485 25012485 G C LGI2 exonic nonsynonymous SNV LGI2:NM_018176:exon7:c.C670G:p.Q224E 90 0.0 57 7 12.3

T6 chr4 73144763 73144763 G C ANKRD17 exonic nonsynonymous SNVANKRD17:NM_001286771:exon11:c.C1600G:p.Q534E,ANKRD17:NM_032217:exon11:c.C1939G:p.Q647E,ANKRD17:NM_198889:exon11:c.C1939G:p.Q647E205 0.5 196 22 11.2

T6 chr4 102304367 102304367 C G SLC39A8 exonic nonsynonymous SNVSLC39A8:NM_001135148:exon5:c.G589C:p.E197Q,SLC39A8:NM_022154:exon5:c.G790C:p.E264Q,SLC39A8:NM_001135146:exon6:c.G790C:p.E264Q,SLC39A8:NM_001135147:exon6:c.G790C:p.E264Q106 0.0 77 6 7.8

T6 chr4 103163490 103163490 G T CENPE exonic nonsynonymous SNVCENPE:NM_001813:exon17:c.C1711A:p.Q571K 67 0.0 35 6 17.1

T6 chr4 109531466 109531466 C T SEC24B exonic nonsynonymous SNVSEC24B:NM_001042734:exon19:c.C3229T:p.H1077Y,SEC24B:NM_006323:exon20:c.C3334T:p.H1112Y,SEC24B:NM_001300813:exon21:c.C3424T:p.H1142Y106 0.0 88 15 17.0

T6 chr4 119501172 119501172 C T PDE5A exonic nonsynonymous SNVPDE5A:NM_001083:exon20:c.G2488A:p.E830K,PDE5A:NM_033430:exon20:c.G2362A:p.E788K,PDE5A:NM_033437:exon20:c.G2332A:p.E778K112 0.0 63 7 11.1

T6 chr4 174303772 174303772 G C CEP44 exonic nonsynonymous SNVCEP44:NM_001040157:exon5:c.G307C:p.E103Q,CEP44:NM_001145314:exon5:c.G307C:p.E103Q118 0.0 97 13 13.4

T6 chr4 183259642 183259642 G C WWC2 exonic nonsynonymous SNVWWC2:NM_024949:exon10:c.G1200C:p.L400F 111 0.0 106 15 14.2

T6 chr5 886594 886594 G C BRD9 exonic nonsynonymous SNVBRD9:NM_001009877:exon7:c.C672G:p.I224M,BRD9:NM_023924:exon7:c.C831G:p.I277M98 0.0 91 17 18.7

T6 chr5 6599988 6599988 C G NSUN2 exonic nonsynonymous SNVNSUN2:NM_001193455:exon18:c.G2137C:p.E713Q,NSUN2:NM_017755:exon19:c.G2242C:p.E748Q86 0.0 68 8 11.8

T6 chr5 14471388 14471388 C G TRIO exonic nonsynonymous SNVTRIO:NM_007118:exon38:c.C5834G:p.S1945W 79 0.0 78 10 12.8

T6 chr5 16465581 16465581 G A ZNF622 exonic nonsynonymous SNV ZNF622:NM_033414:exon1:c.C85T:p.R29C 64 0.0 63 5 7.9

T6 chr5 40958076 40958076 C G C7 exonic nonsynonymous SNV C7:NM_000587:exon11:c.C1304G:p.S435C 122 0.8 106 9 8.5

T6 chr5 42718537 42718537 G C GHR exonic nonsynonymous SNVGHR:NM_001242460:exon8:c.G964C:p.E322Q,GHR:NM_001242406:exon9:c.G1030C:p.E344Q,GHR:NM_000163:exon10:c.G1030C:p.E344Q,GHR:NM_001242399:exon10:c.G1051C:p.E351Q,GHR:NM_001242402:exon10:c.G1030C:p.E344Q,GHR:NM_001242403:exon10:c.G1030C:p.E344Q,GHR:NM_001242404:exon10:c.G1030C:p.E344Q,GHR:NM_001242405:exon10:c.G1030C:p.E344Q,GHR:NM_001242400:exon11:c.G1030C:p.E344Q,GHR:NM_001242401:exon11:c.G1030C:p.E344Q108 0.0 89 10 11.2

T6 chr5 43543036 43543036 C G PAIP1 exonic nonsynonymous SNVPAIP1:NM_006451:exon4:c.G702C:p.Q234H,PAIP1:NM_182789:exon4:c.G465C:p.Q155H,PAIP1:NM_183323:exon4:c.G366C:p.Q122H138 0.7 139 14 10.1

T6 chr5 55328787 55328787 C T SKIV2L2 exonic nonsynonymous SNVSKIV2L2:NM_015360:exon5:c.C491T:p.S164L 107 0.0 151 18 11.9

T6 chr5 56911321 56911321 C G SETD9 exonic stopgainSETD9:NM_001171990:exon2:c.C251G:p.S84X,SETD9:NM_153706:exon2:c.C251G:p.S84X90 0.0 93 14 15.1

T6 chr5 56911353 56911353 C G SETD9 exonic nonsynonymous SNVSETD9:NM_001171990:exon2:c.C283G:p.Q95E,SETD9:NM_153706:exon2:c.C283G:p.Q95E83 0.0 85 9 10.6

T6 chr5 68226678 68226678 G C PIK3R1 exonic nonsynonymous SNV PIK3R1:NM_181523:exon2:c.G3C:p.M1I 84 0.0 58 5 8.6

T6 chr5 72198528 72198528 C G MAP1B exonic nonsynonymous SNVMAP1B:NM_005909:exon5:c.C5173G:p.Q1725E 65 0.0 49 8 16.3

T6 chr5 73846456 73846456 C T ARHGEF28 exonic nonsynonymous SNVARHGEF28:NM_001244364:exon4:c.C677T:p.S226L,ARHGEF28:NM_001080479:exon12:c.C1616T:p.S539L,ARHGEF28:NM_001177693:exon12:c.C1616T:p.S539L85 0.0 87 10 11.5

T6 chr5 76641063 76641063 C G IQGAP2 exonic stopgainIQGAP2:NM_001285460:exon16:c.C1904G:p.S635X,IQGAP2:NM_006633:exon17:c.C2054G:p.S685X139 0.0 94 13 13.8

T6 chr5 83542089 83542089 C G VCAN exonic stopgainVCAN:NM_001164097:exon7:c.C6125G:p.S2042X,VCAN:NM_004385:exon8:c.C9086G:p.S3029X76 0.0 58 7 12.1

T6 chr5 90658058 90658058 C G ADGRV1 exonic nonsynonymous SNVADGRV1:NM_032119:exon21:c.C4532G:p.S1511C103 0.0 76 6 7.9

T6 chr5 95898578 95898578 G A ELL2 exonic nonsynonymous SNV ELL2:NM_012081:exon8:c.C1187T:p.S396F 120 0.8 114 11 9.6

T6 chr5 112841559 112841559 G C APC exonic nonsynonymous SNVAPC:NM_001127511:exon14:c.G5911C:p.E1971Q,APC:NM_000038:exon16:c.G5965C:p.E1989Q,APC:NM_001127510:exon17:c.G5965C:p.E1989Q113 0.9 77 10 13.0

T6 chr5 112864696 112864696 G C SRP19 exonic nonsynonymous SNVSRP19:NM_001204194:exon3:c.G193C:p.E65Q,SRP19:NM_001204196:exon3:c.G189C:p.R63S,SRP19:NM_001204193:exon4:c.G265C:p.E89Q,SRP19:NM_001204199:exon4:c.G265C:p.E89Q,SRP19:NM_003135:exon4:c.G265C:p.E89Q83 1.2 75 15 20.0

T6 chr5 119220942 119220942 C G DMXL1 exonic stopgainDMXL1:NM_001290322:exon36:c.C7556G:p.S2519X,DMXL1:NM_005509:exon36:c.C8075G:p.S2692X,DMXL1:NM_001290321:exon37:c.C8138G:p.S2713X114 0.0 85 13 15.3

T6 chr5 140648509 140648509 G T IK exonic nonsynonymous SNV IK:NM_006083:exon2:c.G55T:p.D19Y 115 0.0 92 15 16.3



T6 chr5 141403133 141403133 G T PCDHGA9 exonic stopgainPCDHGA9:NM_018921:exon1:c.G181T:p.E61X,PCDHGA9:NM_032089:exon1:c.G181T:p.E61X120 0.0 81 5 6.2

T6 chr5 147628771 147628771 C T JAKMIP2 exonic nonsynonymous SNVJAKMIP2:NM_001270934:exon15:c.G1912A:p.V638M,JAKMIP2:NM_001282282:exon15:c.G1849A:p.V617M,JAKMIP2:NM_001270941:exon16:c.G1975A:p.V659M,JAKMIP2:NM_014790:exon16:c.G1975A:p.V659M93 0.0 90 10 11.1

T6 chr5 150535718 150535718 G A NDST1 exonic nonsynonymous SNVNDST1:NM_001301063:exon6:c.G1270A:p.D424N,NDST1:NM_001543:exon6:c.G1270A:p.D424N37 0.0 34 15 44.1

T6 chr5 163454023 163454023 C G NUDCD2 exonic nonsynonymous SNVNUDCD2:NM_145266:exon4:c.G418C:p.E140Q 94 0.0 106 22 20.8

T6 chr5 170968363 170968363 C T RANBP17 exonic stopgain RANBP17:NM_022897:exon14:c.C1696T:p.Q566X124 0.0 132 30 22.7

T6 chr5 171199690 171199690 G C RANBP17 exonic nonsynonymous SNVRANBP17:NM_022897:exon19:c.G2059C:p.E687Q92 0.0 101 9 8.9

T6 chr5 177524356 177524356 C G FAM193B exonic nonsynonymous SNVFAM193B:NM_001190946:exon6:c.G2125C:p.E709Q108 0.0 125 8 6.4

T6 chr6 12292373 12292373 G A EDN1 exonic nonsynonymous SNVEDN1:NM_001168319:exon2:c.G94A:p.E32K,EDN1:NM_001955:exon2:c.G97A:p.E33K70 0.0 47 6 12.8

T6 chr6 35511778 35511778 C G TULP1 exonic nonsynonymous SNV TULP1:NM_003322:exon4:c.G219C:p.E73D 95 0.0 82 9 11.0

T6 chr6 36540194 36540194 C G STK38 exonic nonsynonymous SNVSTK38:NM_001305102:exon2:c.G9C:p.M3I,STK38:NM_007271:exon2:c.G9C:p.M3I91 0.0 61 6 9.8

T6 chr6 43206483 43206483 G C CUL9 exonic nonsynonymous SNVCUL9:NM_015089:exon26:c.G5185C:p.D1729H 75 0.0 55 11 20.0

T6 chr6 47707294 47707294 C G ADGRF4 exonic nonsynonymous SNVADGRF4:NM_153838:exon2:c.C49G:p.L17V 94 0.0 59 9 15.3

T6 chr6 55819803 55819803 C T BMP5 exonic nonsynonymous SNVBMP5:NM_021073:exon2:c.G535A:p.E179K 90 1.1 68 7 10.3

T6 chr6 57100783 57100783 G A ZNF451 exonic nonsynonymous SNVZNF451:NM_001257273:exon4:c.G367A:p.D123N 93 0.0 48 6 12.5

T6 chr6 63713206 63713206 C T PHF3 exonic nonsynonymous SNVPHF3:NM_015153:exon15:c.C5618T:p.S1873L,PHF3:NM_001290259:exon17:c.C5354T:p.S1785L70 0.0 57 10 17.5

T6 chr6 64626214 64626214 C T EYS exonic nonsynonymous SNVEYS:NM_001142800:exon23:c.G3475A:p.E1159K,EYS:NM_001292009:exon23:c.G3475A:p.E1159K136 0.0 90 16 17.8

T6 chr6 71887100 71887100 G A RIMS1 exonic nonsynonymous SNV RIMS1:NM_014989:exon1:c.G77A:p.S26N 111 0.0 83 10 12.0

T6 chr6 87500572 87500572 G A SLC35A1 exonic nonsynonymous SNVSLC35A1:NM_001168398:exon3:c.G259A:p.E87K,SLC35A1:NM_006416:exon3:c.G259A:p.E87K161 0.6 125 11 8.8

T6 chr6 87545661 87545661 G C RARS2 exonic nonsynonymous SNVRARS2:NM_020320:exon7:c.C490G:p.Q164E 154 0.6 144 21 14.6

T6 chr6 111661885 111661885 C A FYN exonic nonsynonymous SNVFYN:NM_153047:exon11:c.G1459T:p.D487Y,FYN:NM_153048:exon11:c.G1303T:p.D435Y,FYN:NM_002037:exon14:c.G1468T:p.D490Y92 0.0 66 5 7.6

T6 chr6 123366146 123366146 G A TRDN exonic nonsynonymous SNVTRDN:NM_001251987:exon20:c.C1313T:p.S438L,TRDN:NM_006073:exon20:c.C1310T:p.S437L138 0.0 76 6 7.9

T6 chr6 131710591 131710591 C G CTAGE9 exonic nonsynonymous SNVCTAGE9:NM_001145659:exon1:c.G427C:p.E143Q358 0.0 309 35 11.3

T6 chr6 145805322 145805322 C T FBXO30 exonic nonsynonymous SNVFBXO30:NM_032145:exon2:c.G1084A:p.E362K 51 0.0 39 6 15.4

T6 chr6 152308559 152308559 C G SYNE1 exonic nonsynonymous SNVSYNE1:NM_033071:exon90:c.G17063C:p.R5688T,SYNE1:NM_182961:exon91:c.G17276C:p.R5759T92 0.0 65 8 12.3

T6 chr7 7238497 7238497 C T C1GALT1 exonic nonsynonymous SNVC1GALT1:NM_020156:exon3:c.C463T:p.H155Y 172 0.0 131 11 8.4

T6 chr7 8060162 8060162 C T GLCCI1 exonic nonsynonymous SNVGLCCI1:NM_138426:exon5:c.C880T:p.R294C 172 0.6 142 10 7.0

T6 chr7 17940286 17940286 C G SNX13 exonic nonsynonymous SNV SNX13:NM_015132:exon1:c.G10C:p.E4Q 141 0.0 143 20 14.0

T6 chr7 21564188 21564188 C G DNAH11 exonic nonsynonymous SNVDNAH11:NM_001277115:exon6:c.C985G:p.L329V57 0.0 46 7 15.2

T6 chr7 24892420 24892420 G C OSBPL3 exonic stopgainOSBPL3:NM_145320:exon1:c.C53G:p.S18X,OSBPL3:NM_145321:exon1:c.C53G:p.S18X,OSBPL3:NM_145322:exon1:c.C53G:p.S18X,OSBPL3:NM_015550:exon2:c.C53G:p.S18X78 0.0 48 6 12.5

T6 chr7 40092851 40092851 C T CDK13 exonic nonsynonymous SNVCDK13:NM_003718:exon13:c.C3302T:p.S1101F 97 2.1 118 14 11.9

T6 chr7 40459155 40459155 C T SUGCT exonic nonsynonymous SNVSUGCT:NM_001193312:exon10:c.C820T:p.R274W,SUGCT:NM_001193311:exon11:c.C964T:p.R322W,SUGCT:NM_001193313:exon11:c.C964T:p.R322W,SUGCT:NM_024728:exon11:c.C853T:p.R285W264 0.0 240 21 8.8

T6 chr7 44082393 44082393 C G POLM exonic nonsynonymous SNVPOLM:NM_001284330:exon1:c.G46C:p.D16H,POLM:NM_001284331:exon1:c.G46C:p.D16H,POLM:NM_013284:exon1:c.G46C:p.D16H29 0.0 15 5 33.3

T6 chr7 74056289 74056289 G A ELN exonic nonsynonymous SNVELN:NM_001278913:exon17:c.G1061A:p.G354E,ELN:NM_001278918:exon17:c.G1037A:p.G346E,ELN:NM_001081752:exon19:c.G1139A:p.G380E,ELN:NM_001278914:exon19:c.G1154A:p.G385E,ELN:NM_001278916:exon19:c.G1127A:p.G376E,ELN:NM_001278917:exon19:c.G1139A:p.G380E,ELN:NM_000501:exon20:c.G1169A:p.G390E,ELN:NM_001081753:exon20:c.G1184A:p.G395E,ELN:NM_001081754:exon20:c.G1184A:p.G395E,ELN:NM_001081755:exon20:c.G1169A:p.G390E,ELN:NM_001278912:exon20:c.G1169A:p.G390E,ELN:NM_001278915:exon20:c.G1169A:p.G390E,ELN:NM_001278939:exon20:c.G1169A:p.G390E135 0.0 102 15 14.7

T6 chr7 82136643 82136643 C T CACNA2D1 exonic nonsynonymous SNVCACNA2D1:NM_000722:exon5:c.G388A:p.D130N,CACNA2D1:NM_001302890:exon5:c.G388A:p.D130N182 0.5 167 22 13.2

T6 chr7 82845314 82845314 G A PCLO exonic nonsynonymous SNVPCLO:NM_014510:exon13:c.C14003T:p.P4668L,PCLO:NM_033026:exon13:c.C14003T:p.P4668L89 0.0 92 9 9.8

T6 chr7 87375714 87375714 C T CROT exonic stopgainCROT:NM_021151:exon8:c.C739T:p.R247X,CROT:NM_001143935:exon9:c.C823T:p.R275X123 0.0 123 11 8.9

T6 chr7 87393063 87393063 G C CROT exonic nonsynonymous SNVCROT:NM_021151:exon17:c.G1714C:p.D572H,CROT:NM_001143935:exon18:c.G1798C:p.D600H96 0.0 88 7 8.0

T6 chr7 87741565 87741565 G C RUNDC3B exonic nonsynonymous SNVRUNDC3B:NM_001134405:exon6:c.G615C:p.L205F,RUNDC3B:NM_001134406:exon6:c.G615C:p.L205F,RUNDC3B:NM_138290:exon7:c.G666C:p.L222F204 0.0 169 12 7.1

T6 chr7 89334345 89334345 C A ZNF804B exonic nonsynonymous SNVZNF804B:NM_181646:exon4:c.C1363A:p.L455I 130 0.0 125 9 7.2

T6 chr7 89334744 89334744 C G ZNF804B exonic nonsynonymous SNVZNF804B:NM_181646:exon4:c.C1762G:p.L588V 122 0.0 121 10 8.3

T6 chr7 99424931 99424931 C G ATP5J2-PTCD1,PTCD1 exonic nonsynonymous SNVPTCD1:NM_015545:exon6:c.G1601C:p.G534A,ATP5J2-PTCD1:NM_001198879:exon7:c.G1748C:p.G583A50 0.0 62 5 8.1

T6 chr7 100958272 100958272 A T MUC3A exonic nonsynonymous SNVMUC3A:NM_005960:exon2:c.A6493T:p.I2165F 23 0.0 22 8 36.4

T6 chr7 100991450 100991450 C T MUC12 exonic nonsynonymous SNVMUC12:NM_001164462:exon2:c.C887T:p.S296L 197 0.0 173 29 16.8

T6 chr7 103539204 103539204 C T RELN exonic nonsynonymous SNVRELN:NM_005045:exon45:c.G7054A:p.D2352N,RELN:NM_173054:exon45:c.G7054A:p.D2352N145 0.0 106 22 20.8

T6 chr7 103596549 103596549 C G RELN exonic nonsynonymous SNVRELN:NM_005045:exon25:c.G3446C:p.R1149T,RELN:NM_173054:exon25:c.G3446C:p.R1149T112 0.0 74 7 9.5

T6 chr7 117784380 117784380 G A CTTNBP2 exonic stopgain CTTNBP2:NM_033427:exon5:c.C2143T:p.Q715X 59 0.0 58 6 10.3

T6 chr7 120973241 120973241 G C ING3 exonic nonsynonymous SNVING3:NM_019071:exon11:c.G1138C:p.D380H 78 0.0 96 10 10.4

T6 chr7 122663441 122663441 C G CADPS2 exonic nonsynonymous SNVCADPS2:NM_001009571:exon3:c.G582C:p.L194F,CADPS2:NM_001167940:exon3:c.G582C:p.L194F,CADPS2:NM_017954:exon3:c.G582C:p.L194F104 0.0 92 14 15.2

T6 chr7 122702456 122702456 C T RNF148 exonic nonsynonymous SNVRNF148:NM_198085:exon1:c.G295A:p.D99N 71 0.0 58 12 20.7

T6 chr7 124863469 124863469 G C POT1 exonic nonsynonymous SNVPOT1:NM_001042594:exon7:c.C34G:p.H12D,POT1:NM_015450:exon8:c.C427G:p.H143D97 0.0 101 14 13.9

T6 chr7 129458399 129458399 C T STRIP2 exonic nonsynonymous SNVSTRIP2:NM_001134336:exon10:c.C1223T:p.S408F,STRIP2:NM_020704:exon10:c.C1223T:p.S408F48 0.0 41 6 14.6

T6 chr7 135648407 135648407 C A NUP205 exonic nonsynonymous SNVNUP205:NM_015135:exon43:c.C5890A:p.Q1964K 72 0.0 128 23 18.0

T6 chr7 147485973 147485973 C G CNTNAP2 exonic nonsynonymous SNVCNTNAP2:NM_014141:exon11:c.C1709G:p.S570W89 0.0 72 8 11.1

T6 chr7 151198877 151198877 C G IQCA1L exonic nonsynonymous SNVIQCA1L:NM_001304419:exon6:c.G844C:p.D282H 74 0.0 67 5 7.5

T6 chr7 156950452 156950452 G A NOM1 exonic nonsynonymous SNVNOM1:NM_138400:exon1:c.G715A:p.E239K 109 0.0 94 8 8.5

T6 chr8 9680738 9680738 G C TNKS exonic nonsynonymous SNVTNKS:NM_003747:exon5:c.G1045C:p.E349Q 191 0.5 196 21 10.7

T6 chr8 10609203 10609203 G A RP1L1 exonic nonsynonymous SNVRP1L1:NM_178857:exon4:c.C4895T:p.T1632I 67 0.0 57 6 10.5

T6 chr8 11783319 11783319 G A NEIL2 exonic nonsynonymous SNVNEIL2:NM_001135747:exon3:c.G425A:p.R142Q,NEIL2:NM_001135746:exon4:c.G608A:p.R203Q,NEIL2:NM_001135748:exon4:c.G260A:p.R87Q,NEIL2:NM_145043:exon4:c.G608A:p.R203Q46 0.0 43 7 16.3

T6 chr8 17754898 17754898 C A MTUS1 exonic nonsynonymous SNVMTUS1:NM_001001924:exon2:c.G910T:p.D304Y,MTUS1:NM_001001925:exon2:c.G910T:p.D304Y68 0.0 66 8 12.1

T6 chr8 22148437 22148437 G A LGI3 exonic nonsynonymous SNV LGI3:NM_139278:exon8:c.C1370T:p.S457L 70 0.0 45 9 20.0

T6 chr8 27649796 27649796 G C SCARA3 exonic nonsynonymous SNVSCARA3:NM_016240:exon2:c.G102C:p.Q34H,SCARA3:NM_182826:exon2:c.G102C:p.Q34H47 0.0 48 6 12.5

T6 chr8 30679540 30679540 C G GSR exonic nonsynonymous SNVGSR:NM_001195104:exon11:c.G1303C:p.E435Q,GSR:NM_001195102:exon12:c.G1462C:p.E488Q,GSR:NM_001195103:exon12:c.G1390C:p.E464Q,GSR:NM_000637:exon13:c.G1549C:p.E517Q73 0.0 102 8 7.8

T6 chr8 30848662 30848662 G C TEX15 exonic nonsynonymous SNVTEX15:NM_031271:exon1:c.C356G:p.S119C 82 0.0 98 15 15.3

T6 chr8 38176889 38176889 C G BAG4 exonic nonsynonymous SNVBAG4:NM_001204878:exon1:c.C20G:p.S7W,BAG4:NM_004874:exon1:c.C20G:p.S7W124 0.0 107 11 10.3

T6 chr8 50658661 50658661 A G SNTG1 exonic nonsynonymous SNVSNTG1:NM_001287814:exon14:c.A1036G:p.K346E,SNTG1:NM_018967:exon15:c.A1036G:p.K346E,SNTG1:NM_001287813:exon16:c.A1036G:p.K346E114 0.0 140 11 7.9

T6 chr8 68721381 68721381 G A C8orf34 exonic nonsynonymous SNVC8orf34:NM_052958:exon10:c.G1348A:p.E450K 231 0.0 220 11 5.0

T6 chr8 69638852 69638852 G A SULF1 exonic nonsynonymous SNVSULF1:NM_001128204:exon20:c.G2545A:p.D849N,SULF1:NM_001128206:exon20:c.G2545A:p.D849N,SULF1:NM_001128205:exon21:c.G2545A:p.D849N,SULF1:NM_015170:exon21:c.G2545A:p.D849N120 0.8 85 7 8.2

T6 chr8 89943285 89943285 C T NBN exonic nonsynonymous SNVNBN:NM_002485:exon14:c.G2152A:p.E718K,NBN:NM_001024688:exon15:c.G1906A:p.E636K104 0.0 118 15 12.7

T6 chr8 94553443 94553443 G A KIAA1429 exonic nonsynonymous SNVKIAA1429:NM_015496:exon1:c.C5T:p.A2V,KIAA1429:NM_183009:exon1:c.C5T:p.A2V156 0.0 179 31 17.3

T6 chr8 96609480 96609480 G C SDC2 exonic nonsynonymous SNV SDC2:NM_002998:exon5:c.G538C:p.D180H 131 0.0 125 11 8.8

T6 chr8 96785000 96785000 G C CPQ exonic nonsynonymous SNV CPQ:NM_016134:exon2:c.G103C:p.E35Q 90 0.0 92 7 7.6

T6 chr8 112304769 112304769 G A CSMD3 exonic nonsynonymous SNVCSMD3:NM_198123:exon52:c.C8218T:p.L2740F,CSMD3:NM_198124:exon53:c.C8098T:p.L2700F111 0.0 88 6 6.8

T6 chr8 112636985 112636985 C T CSMD3 exonic nonsynonymous SNVCSMD3:NM_052900:exon21:c.G3235A:p.E1079K,CSMD3:NM_198123:exon22:c.G3547A:p.E1183K,CSMD3:NM_198124:exon23:c.G3427A:p.E1143K75 1.3 80 5 6.3

T6 chr8 119853076 119853076 C G DSCC1 exonic nonsynonymous SNVDSCC1:NM_024094:exon2:c.G322C:p.D108H 71 0.0 71 11 15.5

T6 chr8 120199436 120199436 C G COL14A1 exonic nonsynonymous SNVCOL14A1:NM_021110:exon8:c.C747G:p.F249L 108 0.0 107 9 8.4

T6 chr8 123540957 123540957 C T FBXO32 exonic nonsynonymous SNVFBXO32:NM_001242463:exon1:c.G58A:p.D20N,FBXO32:NM_058229:exon1:c.G58A:p.D20N148 0.7 153 12 7.8

T6 chr8 124060283 124060283 G A FER1L6 exonic nonsynonymous SNVFER1L6:NM_001039112:exon23:c.G2978A:p.R993Q110 0.0 81 7 8.6

T6 chr8 142542106 142542106 C T ADGRB1 exonic nonsynonymous SNVADGRB1:NM_001702:exon27:c.C3872T:p.S1291L92 0.0 80 14 17.5

T6 chr8 143930214 143930214 C T PLEC exonic nonsynonymous SNVPLEC:NM_201378:exon21:c.G2500A:p.E834K,PLEC:NM_201379:exon21:c.G2476A:p.E826K,PLEC:NM_201380:exon21:c.G2953A:p.E985K,PLEC:NM_201381:exon21:c.G2446A:p.E816K,PLEC:NM_201382:exon21:c.G2542A:p.E848K,PLEC:NM_201383:exon21:c.G2554A:p.E852K,PLEC:NM_201384:exon21:c.G2542A:p.E848K,PLEC:NM_000445:exon22:c.G2623A:p.E875K42 0.0 45 11 24.4

T6 chr8 144260358 144260358 G A MROH1 exonic nonsynonymous SNVMROH1:NM_001288814:exon37:c.G4337A:p.R1446Q,MROH1:NM_032450:exon39:c.G4364A:p.R1455Q48 0.0 62 8 12.9

T6 chr8 144931030 144931030 G C ZNF16 exonic stopgainZNF16:NM_006958:exon3:c.C1757G:p.S586X,ZNF16:NM_001029976:exon4:c.C1757G:p.S586X116 0.0 110 16 14.5

T6 chr9 32543587 32543587 G C TOPORS exonic nonsynonymous SNVTOPORS:NM_001195622:exon2:c.C743G:p.S248C,TOPORS:NM_005802:exon3:c.C938G:p.S313C68 0.0 81 12 14.8

T6 chr9 32630686 32630686 G A TAF1L exonic stopgain TAF1L:NM_153809:exon1:c.C4894T:p.Q1632X 123 0.0 127 13 10.2

T6 chr9 34996426 34996426 G A DNAJB5 exonic nonsynonymous SNVDNAJB5:NM_001135005:exon3:c.G589A:p.D197N,DNAJB5:NM_012266:exon3:c.G373A:p.D125N,DNAJB5:NM_001135004:exon4:c.G715A:p.D239N64 0.0 72 9 12.5

T6 chr9 68247616 68247616 G C CBWD3,CBWD5 exonic nonsynonymous SNVCBWD5:NM_001286836:exon3:c.G245C:p.S82T,CBWD3:NM_001291821:exon3:c.G245C:p.S82T,CBWD3:NM_201453:exon3:c.G245C:p.S82T146 0.0 180 10 5.6

T6 chr9 76027030 76027030 G A PCSK5 exonic nonsynonymous SNVPCSK5:NM_001190482:exon5:c.G625A:p.E209K,PCSK5:NM_006200:exon5:c.G625A:p.E209K74 0.0 93 12 12.9

T6 chr9 77213013 77213013 G C VPS13A exonic nonsynonymous SNVVPS13A:NM_001018037:exon8:c.G600C:p.E200D,VPS13A:NM_001018038:exon8:c.G600C:p.E200D,VPS13A:NM_015186:exon8:c.G600C:p.E200D,VPS13A:NM_033305:exon8:c.G600C:p.E200D134 0.0 157 23 14.6

T6 chr9 95928818 95928818 G C ERCC6L2 exonic nonsynonymous SNVERCC6L2:NM_001010895:exon11:c.G1738C:p.E580Q,ERCC6L2:NM_020207:exon11:c.G1738C:p.E580Q148 0.0 178 17 9.6

T6 chr9 96352071 96352071 G C SLC35D2 exonic nonsynonymous SNVSLC35D2:NM_001286990:exon5:c.C386G:p.P129R,SLC35D2:NM_007001:exon5:c.C386G:p.P129R91 0.0 114 11 9.6

T6 chr9 100292774 100292774 G C INVS exonic nonsynonymous SNVINVS:NM_014425:exon14:c.G2517C:p.K839N 79 0.0 90 11 12.2

T6 chr9 112098575 112098575 C G SUSD1 exonic nonsynonymous SNVSUSD1:NM_001282640:exon10:c.G1369C:p.V457L,SUSD1:NM_001282643:exon10:c.G1369C:p.V457L,SUSD1:NM_022486:exon10:c.G1369C:p.V457L102 0.0 129 11 8.5

T6 chr9 112142406 112142406 C T SUSD1 exonic nonsynonymous SNVSUSD1:NM_001282640:exon5:c.G620A:p.R207K,SUSD1:NM_001282643:exon5:c.G620A:p.R207K,SUSD1:NM_022486:exon5:c.G620A:p.R207K107 0.0 161 27 16.8

T6 chr9 112997810 112997810 C A ZNF883 exonic nonsynonymous SNVZNF883:NM_001101338:exon5:c.G450T:p.K150N 80 0.0 114 10 8.8

T6 chr9 117214367 117214367 C T ASTN2 exonic nonsynonymous SNVASTN2:NM_014010:exon3:c.G1006A:p.E336K 75 0.0 97 8 8.2

T6 chr9 119313302 119313302 G C BRINP1 exonic nonsynonymous SNV BRINP1:NM_014618:exon2:c.C54G:p.I18M 86 1.2 80 13 16.3

T6 chr9 120820947 120820947 C T PSMD5 exonic nonsynonymous SNVPSMD5:NM_001270427:exon8:c.G1020A:p.M340I,PSMD5:NM_005047:exon9:c.G1149A:p.M383I67 0.0 65 6 9.2

T6 chr9 121186974 121186974 C A RAB14 exonic nonsynonymous SNVRAB14:NM_016322:exon5:c.G330T:p.R110S 136 1.5 161 10 6.2

T6 chr9 122675290 122675290 G A OR1L3 exonic nonsynonymous SNVOR1L3:NM_001005234:exon1:c.G161A:p.R54Q 138 0.0 109 8 7.3

T6 chr9 122986220 122986220 G C RABGAP1 exonic nonsynonymous SNVRABGAP1:NM_012197:exon4:c.G391C:p.E131Q 61 0.0 46 7 15.2

T6 chr9 123010478 123010478 G A RABGAP1 exonic nonsynonymous SNVRABGAP1:NM_012197:exon11:c.G1499A:p.G500E133 0.0 145 13 9.0

T6 chr9 128484780 128484780 G C ODF2 exonic nonsynonymous SNVODF2:NM_001242354:exon11:c.G941C:p.G314A,ODF2:NM_153432:exon11:c.G1316C:p.G439A,ODF2:NM_153436:exon11:c.G1184C:p.G395A,ODF2:NM_153439:exon11:c.G1259C:p.G420A,ODF2:NM_153440:exon11:c.G1127C:p.G376A,ODF2:NM_001242352:exon12:c.G1169C:p.G390A,ODF2:NM_001242353:exon12:c.G1184C:p.G395A,ODF2:NM_153433:exon12:c.G1184C:p.G395A,ODF2:NM_153435:exon12:c.G1376C:p.G459A,ODF2:NM_153437:exon12:c.G1127C:p.G376A,ODF2:NM_002540:exon14:c.G1112C:p.G371A47 0.0 50 6 12.0

T6 chr9 128618923 128618923 G A SPTAN1 exonic nonsynonymous SNVSPTAN1:NM_001195532:exon42:c.G5578A:p.E1860K,SPTAN1:NM_003127:exon43:c.G5638A:p.E1880K,SPTAN1:NM_001130438:exon44:c.G5653A:p.E1885K63 0.0 64 7 10.9

T6 chr9 131135974 131135974 G A NUP214 exonic nonsynonymous SNVNUP214:NM_005085:exon9:c.G973A:p.E325K 78 0.0 103 11 10.7

T6 chr9 131483393 131483393 C G PRRC2B exonic nonsynonymous SNVPRRC2B:NM_013318:exon22:c.C5408G:p.S1803C109 0.0 153 9 5.9

T6 chr9 133395745 133395745 C G STKLD1 exonic nonsynonymous SNVSTKLD1:NM_153710:exon9:c.C848G:p.S283W 47 0.0 62 6 9.7

T6 chr9 135547202 135547202 G C OBP2A exonic nonsynonymous SNVOBP2A:NM_001293193:exon2:c.G97C:p.E33Q,OBP2A:NM_001293189:exon3:c.G231C:p.K77N,OBP2A:NM_014582:exon3:c.G231C:p.K77N319 0.3 310 26 8.4

T6 chr9 135946321 135946321 C G UBAC1 exonic nonsynonymous SNVUBAC1:NM_016172:exon5:c.G492C:p.Q164H 70 0.0 86 10 11.6

T6 chr9 136477276 136477276 G C SEC16A exonic nonsynonymous SNVSEC16A:NM_001276418:exon2:c.C340G:p.L114V,SEC16A:NM_014866:exon3:c.C340G:p.L114V54 0.0 50 5 10.0

T6 chr9 136946123 136946123 G A C8G exonic nonsynonymous SNV C8G:NM_000606:exon4:c.G385A:p.E129K 37 0.0 60 11 18.3

T6 chr10 12029463 12029463 C A UPF2 exonic stopgainUPF2:NM_015542:exon3:c.G427T:p.E143X,UPF2:NM_080599:exon3:c.G427T:p.E143X110 0.9 69 11 15.9

T6 chr10 21515656 21515656 C T SKIDA1 exonic nonsynonymous SNVSKIDA1:NM_207371:exon4:c.G2167A:p.E723K 111 0.0 101 10 9.9

T6 chr10 27149022 27149022 G T YME1L1 exonic nonsynonymous SNVYME1L1:NM_001253866:exon2:c.C52A:p.H18N,YME1L1:NM_014263:exon2:c.C52A:p.H18N,YME1L1:NM_139312:exon2:c.C52A:p.H18N99 0.0 54 5 9.3

T6 chr10 29311030 29311030 G C LYZL1 exonic nonsynonymous SNVLYZL1:NM_032517:exon5:c.G556C:p.E186Q 126 0.0 107 20 18.7

T6 chr10 42802178 42802178 G A BMS1 exonic stopgain BMS1:NM_014753:exon13:c.G2289A:p.W763X 54 0.0 40 8 20.0

T6 chr10 44932061 44932061 C G TMEM72 exonic nonsynonymous SNVTMEM72:NM_001123376:exon3:c.C201G:p.I67M 45 0.0 43 11 25.6

T6 chr10 73152299 73152299 C G ECD exonic nonsynonymous SNVECD:NM_001135752:exon7:c.G906C:p.M302I,ECD:NM_007265:exon7:c.G906C:p.M302I69 0.0 64 9 14.1

T6 chr10 92463854 92463854 C T IDE exonic nonsynonymous SNVIDE:NM_001165946:exon11:c.G973A:p.E325K,IDE:NM_004969:exon21:c.G2638A:p.E880K84 0.0 58 10 17.2

T6 chr10 93075159 93075159 C T CYP26A1 exonic nonsynonymous SNVCYP26A1:NM_000783:exon4:c.C716T:p.A239V,CYP26A1:NM_057157:exon4:c.C509T:p.A170V65 0.0 69 12 17.4

T6 chr10 95211964 95211964 G A ACSM6 exonic nonsynonymous SNVACSM6:NM_207321:exon6:c.G842A:p.G281E 72 0.0 61 5 8.2

T6 chr10 96623517 96623517 C G PIK3AP1 exonic nonsynonymous SNVPIK3AP1:NM_152309:exon11:c.G1690C:p.E564Q134 0.7 114 11 9.6

T6 chr10 110583946 110583946 G A SMC3 exonic nonsynonymous SNVSMC3:NM_005445:exon12:c.G1075A:p.E359K 89 0.0 72 9 12.5

T6 chr10 132209089 132209089 G C STK32C exonic nonsynonymous SNVSTK32C:NM_173575:exon11:c.C1264G:p.L422V 51 0.0 35 5 14.3

T6 chr11 3218449 3218449 G A MRGPRG exonic nonsynonymous SNVMRGPRG:NM_001164377:exon1:c.C365T:p.S122L37 0.0 30 5 16.7

T6 chr11 18317774 18317774 G A HPS5 exonic nonsynonymous SNV HPS5:NM_181507:exon2:c.C85T:p.R29W 65 0.0 68 11 16.2

T6 chr11 26565639 26565639 G A MUC15 exonic nonsynonymous SNVMUC15:NM_145650:exon2:c.C220T:p.P74S,MUC15:NM_001135091:exon3:c.C301T:p.P101S,MUC15:NM_001135092:exon3:c.C301T:p.P101S144 0.0 120 13 10.8

T6 chr11 28296863 28296863 C T METTL15 exonic nonsynonymous SNVMETTL15:NM_001113528:exon6:c.C710T:p.S237L,METTL15:NM_152636:exon6:c.C710T:p.S237L111 0.0 80 12 15.0

T6 chr11 45870498 45870498 G C CRY2 exonic nonsynonymous SNVCRY2:NM_001127457:exon9:c.G1332C:p.Q444H,CRY2:NM_021117:exon9:c.G1578C:p.Q526H57 0.0 41 6 14.6

T6 chr11 59152544 59152544 G C FAM111A exonic nonsynonymous SNVFAM111A:NM_001312911:exon4:c.G876C:p.L292F,FAM111A:NM_022074:exon4:c.G876C:p.L292F,FAM111A:NM_198847:exon4:c.G876C:p.L292F,FAM111A:NM_001142519:exon5:c.G876C:p.L292F,FAM111A:NM_001142520:exon5:c.G876C:p.L292F,FAM111A:NM_001142521:exon5:c.G876C:p.L292F,FAM111A:NM_001312910:exon5:c.G876C:p.L292F,FAM111A:NM_001312909:exon6:c.G876C:p.L292F144 0.0 124 14 11.3

T6 chr11 62533270 62533270 C T AHNAK exonic nonsynonymous SNVAHNAK:NM_001620:exon5:c.G1147A:p.D383N 37 0.0 36 5 13.9

T6 chr11 62647547 62647547 G C INTS5 exonic nonsynonymous SNVINTS5:NM_030628:exon2:c.C2533G:p.L845V 67 0.0 32 7 21.9

T6 chr11 66497329 66497329 G C DPP3 exonic nonsynonymous SNVDPP3:NM_001256670:exon15:c.G1640C:p.R547T,DPP3:NM_005700:exon16:c.G1730C:p.R577T,DPP3:NM_130443:exon16:c.G1730C:p.R577T135 0.0 108 18 16.7

T6 chr11 74133437 74133437 C G C2CD3 exonic nonsynonymous SNVC2CD3:NM_001286577:exon6:c.G1076C:p.R359T,C2CD3:NM_015531:exon6:c.G1076C:p.R359T72 0.0 66 7 10.6

T6 chr11 78732435 78732435 C G TENM4 exonic nonsynonymous SNVTENM4:NM_001098816:exon21:c.G3019C:p.E1007Q50 0.0 35 12 34.3

T6 chr11 107811729 107811729 C G SLC35F2 exonic nonsynonymous SNVSLC35F2:NM_017515:exon3:c.G352C:p.D118H 79 0.0 67 15 22.4

T6 chr11 108327737 108327737 C G ATM exonic nonsynonymous SNVATM:NM_000051:exon48:c.C7068G:p.I2356M 61 0.0 51 7 13.7

T6 chr11 117191948 117191948 C G SIDT2 exonic nonsynonymous SNVSIDT2:NM_001040455:exon19:c.C1806G:p.I602M 43 0.0 33 10 30.3

T6 chr11 132529159 132529159 G C OPCML exonic stopgainOPCML:NM_002545:exon3:c.C428G:p.S143X,OPCML:NM_001012393:exon4:c.C407G:p.S136X90 0.0 77 6 7.8

T6 chr11 134194094 134194094 C T NCAPD3 exonic stopgain NCAPD3:NM_015261:exon15:c.G1746A:p.W582X35 0.0 20 5 25.0

T6 chr12 6955454 6955454 C T PTPN6 exonic nonsynonymous SNVPTPN6:NM_002831:exon6:c.C716T:p.T239I,PTPN6:NM_080548:exon6:c.C722T:p.T241I,PTPN6:NM_080549:exon6:c.C716T:p.T239I67 1.5 57 12 21.1

T6 chr12 8123934 8123934 C G CLEC4A exonic stopgainCLEC4A:NM_016184:exon1:c.C56G:p.S19X,CLEC4A:NM_194447:exon1:c.C56G:p.S19X,CLEC4A:NM_194448:exon1:c.C56G:p.S19X,CLEC4A:NM_194450:exon1:c.C56G:p.S19X50 0.0 48 12 25.0

T6 chr12 14840757 14840757 G C ART4 exonic nonsynonymous SNV ART4:NM_021071:exon2:c.C541G:p.L181V 66 0.0 61 6 9.8

T6 chr12 39586266 39586266 G A ABCD2 exonic stopgain ABCD2:NM_005164:exon7:c.C1678T:p.Q560X 129 0.0 126 20 15.9

T6 chr12 43748484 43748484 G C PUS7L exonic nonsynonymous SNVPUS7L:NM_001271826:exon2:c.C97G:p.Q33E,PUS7L:NM_001098614:exon3:c.C1036G:p.Q346E,PUS7L:NM_001098615:exon3:c.C1036G:p.Q346E,PUS7L:NM_031292:exon3:c.C1036G:p.Q346E128 0.0 125 14 11.2

T6 chr12 48818967 48818967 C T CACNB3 exonic nonsynonymous SNVCACNB3:NM_000725:exon1:c.C38T:p.S13L,CACNB3:NM_001206915:exon1:c.C38T:p.S13L188 0.5 147 15 10.2

T6 chr12 49129303 49129303 C G TUBA1B exonic nonsynonymous SNVTUBA1B:NM_006082:exon3:c.G314C:p.R105P 110 0.0 108 7 6.5

T6 chr12 49793363 49793363 G C NCKAP5L exonic stopgain NCKAP5L:NM_001037806:exon10:c.C3329G:p.S1110X76 0.0 84 9 10.7

T6 chr12 50078947 50078947 G A ASIC1 exonic nonsynonymous SNVASIC1:NM_001256830:exon5:c.G1120A:p.E374K,ASIC1:NM_001095:exon7:c.G1018A:p.E340K,ASIC1:NM_020039:exon7:c.G1018A:p.E340K56 0.0 41 7 17.1

T6 chr12 51364158 51364158 C A GALNT6 exonic stopgain GALNT6:NM_007210:exon6:c.G1012T:p.E338X 86 0.0 69 7 10.1

T6 chr12 53716335 53716335 C G CALCOCO1 exonic nonsynonymous SNVCALCOCO1:NM_020898:exon8:c.G930C:p.Q310H42 0.0 21 5 23.8

T6 chr12 55320615 55320615 G A OR6C1 exonic nonsynonymous SNVOR6C1:NM_001005182:exon1:c.G16A:p.E6K 102 0.0 107 17 15.9

T6 chr12 57102472 57102472 C G STAT6 exonic nonsynonymous SNVSTAT6:NM_001178081:exon11:c.G1000C:p.E334Q,STAT6:NM_001178080:exon12:c.G1000C:p.E334Q,STAT6:NM_001178078:exon13:c.G1330C:p.E444Q,STAT6:NM_001178079:exon13:c.G1330C:p.E444Q,STAT6:NM_003153:exon13:c.G1330C:p.E444Q22 0.0 35 6 17.1

T6 chr12 64464344 64464344 G A TBK1 exonic nonsynonymous SNV TBK1:NM_013254:exon4:c.G239A:p.R80K 90 0.0 114 13 11.4

T6 chr12 71619952 71619952 G C ZFC3H1 exonic nonsynonymous SNVZFC3H1:NM_144982:exon26:c.C5023G:p.H1675D 64 0.0 38 7 18.4

T6 chr12 80296915 80296915 C G OTOGL exonic stopgain OTOGL:NM_173591:exon26:c.C2990G:p.S997X 117 0.0 118 20 16.9

T6 chr12 94582177 94582177 C G TMCC3 exonic nonsynonymous SNVTMCC3:NM_001301036:exon2:c.G347C:p.G116A,TMCC3:NM_020698:exon2:c.G440C:p.G147A50 0.0 51 5 9.8

T6 chr12 95274803 95274803 G C VEZT exonic nonsynonymous SNV VEZT:NM_017599:exon7:c.G910C:p.E304Q 95 1.1 78 13 16.7

T6 chr12 98600083 98600083 C G SLC25A3 exonic stopgainSLC25A3:NM_213611:exon5:c.C770G:p.S257X,SLC25A3:NM_002635:exon6:c.C770G:p.S257X,SLC25A3:NM_005888:exon6:c.C773G:p.S258X30 0.0 46 9 19.6

T6 chr12 99085022 99085022 C A ANKS1B exonic nonsynonymous SNVANKS1B:NM_001204068:exon2:c.G206T:p.G69V,ANKS1B:NM_001204069:exon2:c.G206T:p.G69V,ANKS1B:NM_001204070:exon2:c.G206T:p.G69V,ANKS1B:NM_020140:exon2:c.G206T:p.G69V,ANKS1B:NM_181670:exon2:c.G206T:p.G69V,ANKS1B:NM_001204066:exon3:c.G35T:p.G12V,ANKS1B:NM_001204067:exon3:c.G113T:p.G38V,ANKS1B:NM_152788:exon16:c.G2528T:p.G843V122 0.0 100 17 17.0

T6 chr12 109530017 109530017 G A UBE3B exonic nonsynonymous SNVUBE3B:NM_130466:exon25:c.G2755A:p.E919K,UBE3B:NM_183415:exon25:c.G2755A:p.E919K78 0.0 80 13 16.3

T6 chr12 118201400 118201400 C T TAOK3 exonic nonsynonymous SNVTAOK3:NM_016281:exon12:c.G883A:p.D295N 111 0.0 97 13 13.4

T6 chr12 122976697 122976697 C A OGFOD2 exonic stopgainOGFOD2:NM_001304833:exon3:c.C233A:p.S78X,OGFOD2:NM_024623:exon4:c.C53A:p.S18X104 0.0 102 7 6.9

T6 chr12 123586796 123586796 G C TMED2 exonic nonsynonymous SNVTMED2:NM_006815:exon2:c.G230C:p.S77T 75 0.0 98 7 7.1

T6 chr12 123673739 123673739 C G TCTN2 exonic stopgainTCTN2:NM_001143850:exon4:c.C389G:p.S130X,TCTN2:NM_024809:exon4:c.C392G:p.S131X90 0.0 88 12 13.6

T6 chr12 123757991 123757991 C G ATP6V0A2 exonic nonsynonymous SNVATP6V0A2:NM_012463:exon20:c.C2530G:p.L844V87 0.0 72 12 16.7

T6 chr12 129699822 129699822 C T TMEM132D exonic nonsynonymous SNVTMEM132D:NM_133448:exon2:c.G956A:p.R319H59 0.0 47 8 17.0

T6 chr13 23203861 23203861 G A SGCG exonic stopgain SGCG:NM_000231:exon2:c.G167A:p.W56X 132 0.0 90 13 14.4

T6 chr13 23279388 23279388 C G SGCG exonic nonsynonymous SNVSGCG:NM_000231:exon5:c.C415G:p.Q139E 70 0.0 65 7 10.8

T6 chr13 26047059 26047059 G C SHISA2 exonic nonsynonymous SNVSHISA2:NM_001007538:exon2:c.C342G:p.I114M 45 0.0 53 13 24.5

T6 chr13 33829923 33829923 G C RFC3 exonic nonsynonymous SNVRFC3:NM_002915:exon5:c.G479C:p.R160T,RFC3:NM_181558:exon5:c.G479C:p.R160T98 0.0 105 15 14.3

T6 chr13 41132196 41132196 C T KBTBD6 exonic nonsynonymous SNVKBTBD6:NM_152903:exon1:c.G316A:p.E106K 55 0.0 46 5 10.9

T6 chr13 94577375 94577375 C G TGDS exonic nonsynonymous SNVTGDS:NM_001304430:exon10:c.G784C:p.D262H,TGDS:NM_014305:exon10:c.G880C:p.D294H152 0.0 154 22 14.3

T6 chr13 99555621 99555621 C T TM9SF2 exonic nonsynonymous SNVTM9SF2:NM_004800:exon15:c.C1726T:p.L576F 76 0.0 87 12 13.8

T6 chr13 102748502 102748502 C G CCDC168 exonic nonsynonymous SNVCCDC168:NM_001146197:exon4:c.G2195C:p.G732A94 0.0 90 6 6.7

T6 chr13 108992443 108992443 G C MYO16 exonic nonsynonymous SNVMYO16:NM_001198950:exon21:c.G2437C:p.E813Q,MYO16:NM_015011:exon21:c.G2371C:p.E791Q141 0.7 114 16 14.0

T6 chr13 112067958 112067958 C G SOX1 exonic nonsynonymous SNV SOX1:NM_005986:exon1:c.C300G:p.F100L 160 0.0 124 12 9.7

T6 chr13 113086144 113086144 G T MCF2L exonic nonsynonymous SNVMCF2L:NM_001112732:exon21:c.G2268T:p.R756S,MCF2L:NM_024979:exon21:c.G2262T:p.R754S70 0.0 69 16 23.2

T6 chr13 113147397 113147397 G A F10 exonic nonsynonymous SNVF10:NM_001312674:exon6:c.G634A:p.E212K,F10:NM_000504:exon7:c.G766A:p.E256K,F10:NM_001312675:exon7:c.G766A:p.E256K44 0.0 52 6 11.5

T6 chr13 113667965 113667965 C A GRK1 exonic nonsynonymous SNV GRK1:NM_002929:exon1:c.C579A:p.F193L 84 0.0 73 13 17.8

T6 chr14 23275893 23275893 C G HOMEZ exonic nonsynonymous SNVHOMEZ:NM_020834:exon2:c.G1335C:p.L445F 67 0.0 66 11 16.7



T6 chr14 32091046 32091046 C G ARHGAP5 exonic stopgainARHGAP5:NM_001030055:exon2:c.C377G:p.S126X,ARHGAP5:NM_001173:exon2:c.C377G:p.S126X94 0.0 70 8 11.4

T6 chr14 37592052 37592052 C G FOXA1 exonic nonsynonymous SNVFOXA1:NM_004496:exon2:c.G732C:p.W244C 104 0.0 123 14 11.4

T6 chr14 60879816 60879816 G C MNAT1 exonic nonsynonymous SNVMNAT1:NM_001177963:exon6:c.G664C:p.E222Q,MNAT1:NM_002431:exon7:c.G790C:p.E264Q162 0.0 172 26 15.1

T6 chr14 64141372 64141372 C G SYNE2 exonic nonsynonymous SNVSYNE2:NM_015180:exon81:c.C15008G:p.S5003C,SYNE2:NM_182914:exon81:c.C15008G:p.S5003C229 0.4 221 24 10.9

T6 chr14 64589272 64589272 G C PPP1R36 exonic nonsynonymous SNVPPP1R36:NM_172365:exon12:c.G1203C:p.M401I102 0.0 105 11 10.5

T6 chr14 102004828 102004828 G C DYNC1H1 exonic nonsynonymous SNVDYNC1H1:NM_001376:exon25:c.G5116C:p.E1706Q71 0.0 96 19 19.8

T6 chr14 102084498 102084498 C G HSP90AA1 exonic nonsynonymous SNVHSP90AA1:NM_005348:exon6:c.G1048C:p.D350H,HSP90AA1:NM_001017963:exon7:c.G1414C:p.D472H99 0.0 87 12 13.8

T6 chr14 102334629 102334629 G C ZNF839 exonic nonsynonymous SNVZNF839:NM_001267827:exon4:c.G1144C:p.E382Q,ZNF839:NM_001267828:exon4:c.G1144C:p.E382Q,ZNF839:NM_018335:exon4:c.G1492C:p.E498Q80 0.0 99 9 9.1

T6 chr14 102946610 102946610 C G CDC42BPB exonic nonsynonymous SNVCDC42BPB:NM_006035:exon28:c.G3606C:p.K1202N56 0.0 55 8 14.5

T6 chr14 103502990 103502990 G C MARK3 exonic nonsynonymous SNVMARK3:NM_001128920:exon16:c.G1905C:p.M635I,MARK3:NM_001128921:exon16:c.G1743C:p.M581I,MARK3:NM_002376:exon16:c.G1953C:p.M651I,MARK3:NM_001128919:exon17:c.G1998C:p.M666I,MARK3:NM_001128918:exon18:c.G2025C:p.M675I116 0.0 107 10 9.3

T6 chr15 41502408 41502408 G A ITPKA exonic nonsynonymous SNVITPKA:NM_002220:exon5:c.G1015A:p.D339N 29 0.0 37 8 21.6

T6 chr15 42684139 42684139 C T STARD9 exonic nonsynonymous SNVSTARD9:NM_020759:exon23:c.C2561T:p.S854F 61 0.0 49 7 14.3

T6 chr15 43036571 43036571 T C UBR1 exonic nonsynonymous SNVUBR1:NM_174916:exon18:c.A2045G:p.K682R 136 0.0 97 11 11.3

T6 chr15 43135631 43135631 G C TMEM62 exonic nonsynonymous SNVTMEM62:NM_024956:exon3:c.G412C:p.D138H 92 1.1 45 7 15.6

T6 chr15 43329312 43329312 G C LCMT2 exonic stopgain LCMT2:NM_014793:exon1:c.C1178G:p.S393X 63 0.0 47 7 14.9

T6 chr15 51699345 51699345 C T SCG3 exonic stopgainSCG3:NM_001165257:exon8:c.C316T:p.Q106X,SCG3:NM_013243:exon9:c.C1012T:p.Q338X74 0.0 63 7 11.1

T6 chr15 63044135 63044135 G C TPM1 exonic nonsynonymous SNVTPM1:NM_000366:exon2:c.G223C:p.E75Q,TPM1:NM_001018004:exon2:c.G223C:p.E75Q,TPM1:NM_001018005:exon2:c.G223C:p.E75Q,TPM1:NM_001018006:exon2:c.G223C:p.E75Q61 0.0 58 7 12.1

T6 chr15 67826171 67826171 G C SKOR1 exonic nonsynonymous SNVSKOR1:NM_001258024:exon5:c.G901C:p.E301Q 38 0.0 55 14 25.5

T6 chr15 70892217 70892217 G A THAP10 exonic nonsynonymous SNV THAP10:NM_020147:exon1:c.C56T:p.S19L 73 0.0 63 6 9.5

T6 chr15 74074921 74074921 C T GOLGA6A exonic nonsynonymous SNVGOLGA6A:NM_001038640:exon11:c.G928A:p.E310K205 0.0 141 15 10.6

T6 chr15 75400084 75400084 G C SIN3A exonic nonsynonymous SNVSIN3A:NM_001145357:exon12:c.C1810G:p.Q604E,SIN3A:NM_001145358:exon12:c.C1810G:p.Q604E,SIN3A:NM_015477:exon12:c.C1810G:p.Q604E86 0.0 57 7 12.3

T6 chr15 75490210 75490210 G A PTPN9 exonic stopgain PTPN9:NM_002833:exon8:c.C1060T:p.Q354X 63 0.0 57 8 14.0

T6 chr15 76338395 76338395 C T ISL2 exonic nonsynonymous SNV ISL2:NM_145805:exon3:c.C392T:p.S131L 72 0.0 38 7 18.4

T6 chr15 76841796 76841796 G A SCAPER exonic nonsynonymous SNVSCAPER:NM_020843:exon4:c.C331T:p.R111C 117 0.0 120 12 10.0

T6 chr15 77615708 77615708 C T LINGO1 exonic nonsynonymous SNVLINGO1:NM_032808:exon2:c.G199A:p.E67K,LINGO1:NM_001301198:exon3:c.G181A:p.E61K,LINGO1:NM_001301194:exon4:c.G181A:p.E61K,LINGO1:NM_001301195:exon4:c.G181A:p.E61K,LINGO1:NM_001301197:exon4:c.G181A:p.E61K,LINGO1:NM_001301199:exon4:c.G181A:p.E61K,LINGO1:NM_001301200:exon4:c.G181A:p.E61K,LINGO1:NM_001301192:exon5:c.G181A:p.E61K,LINGO1:NM_001301186:exon6:c.G181A:p.E61K,LINGO1:NM_001301187:exon6:c.G181A:p.E61K,LINGO1:NM_001301189:exon6:c.G181A:p.E61K,LINGO1:NM_001301191:exon6:c.G181A:p.E61K38 0.0 21 6 28.6

T6 chr15 81346374 81346374 C T TMC3 exonic nonsynonymous SNVTMC3:NM_001080532:exon12:c.G1263A:p.M421I 85 0.0 65 12 18.5

T6 chr15 85117753 85117753 C G PDE8A exonic nonsynonymous SNVPDE8A:NM_173454:exon16:c.C1510G:p.H504D,PDE8A:NM_001243137:exon17:c.C1432G:p.H478D,PDE8A:NM_002605:exon17:c.C1648G:p.H550D135 0.0 86 12 14.0

T6 chr15 90747417 90747417 C G BLM exonic nonsynonymous SNVBLM:NM_000057:exon2:c.C25G:p.L9V,BLM:NM_001287247:exon2:c.C25G:p.L9V,BLM:NM_001287246:exon3:c.C25G:p.L9V138 0.0 123 15 12.2

T6 chr16 1217927 1217927 G C CACNA1H exonic nonsynonymous SNVCACNA1H:NM_001005407:exon31:c.G5314C:p.E1772Q,CACNA1H:NM_021098:exon32:c.G5332C:p.E1778Q56 0.0 52 6 11.5

T6 chr16 2190165 2190165 G C CASKIN1 exonic nonsynonymous SNVCASKIN1:NM_020764:exon3:c.C152G:p.S51W 61 0.0 56 5 8.9

T6 chr16 3028167 3028167 G A CCDC64B exonic nonsynonymous SNVCCDC64B:NM_001103175:exon9:c.C1466T:p.S489L27 0.0 20 8 40.0

T6 chr16 3283969 3283969 G C ZNF263 exonic nonsynonymous SNVZNF263:NM_005741:exon1:c.G151C:p.E51Q 90 0.0 78 5 6.4

T6 chr16 3289455 3289455 C T ZNF263 exonic stopgain ZNF263:NM_005741:exon6:c.C949T:p.Q317X 70 0.0 72 6 8.3

T6 chr16 4814629 4814629 C G GLYR1 exonic nonsynonymous SNVGLYR1:NM_001308096:exon11:c.G907C:p.E303Q,GLYR1:NM_032569:exon11:c.G925C:p.E309Q81 0.0 78 11 14.1

T6 chr16 14217216 14217216 G C MKL2 exonic nonsynonymous SNVMKL2:NM_001308142:exon7:c.G443C:p.R148T,MKL2:NM_014048:exon7:c.G443C:p.R148T137 0.0 87 13 14.9

T6 chr16 19298809 19298809 G T CLEC19A exonic nonsynonymous SNVCLEC19A:NM_001256720:exon2:c.G225T:p.R75S 46 0.0 28 6 21.4

T6 chr16 27750179 27750179 C G KIAA0556 exonic nonsynonymous SNVKIAA0556:NM_015202:exon16:c.C3219G:p.I1073M62 0.0 55 6 10.9

T6 chr16 30773977 30773977 G C RNF40 exonic nonsynonymous SNVRNF40:NM_001207034:exon18:c.G2569C:p.D857H,RNF40:NM_001207033:exon20:c.G2866C:p.D956H,RNF40:NM_001286572:exon20:c.G2869C:p.D957H,RNF40:NM_014771:exon20:c.G2869C:p.D957H50 0.0 47 5 10.6

T6 chr16 31131201 31131201 C T KAT8 exonic nonsynonymous SNVKAT8:NM_032188:exon11:c.C1319T:p.S440F 61 0.0 53 7 13.2

T6 chr16 50354829 50354829 C G BRD7 exonic nonsynonymous SNVBRD7:NM_001173984:exon3:c.G352C:p.E118Q,BRD7:NM_013263:exon3:c.G352C:p.E118Q136 0.7 111 11 9.9

T6 chr16 67659707 67659707 C T ACD exonic nonsynonymous SNVACD:NM_001082486:exon3:c.G589A:p.G197S,ACD:NM_001082487:exon3:c.G580A:p.G194S,ACD:NM_022914:exon3:c.G580A:p.G194S74 0.0 82 7 8.5

T6 chr16 69324226 69324226 C G VPS4A exonic nonsynonymous SNVVPS4A:NM_013245:exon11:c.C1231G:p.L411V 68 0.0 56 9 16.1

T6 chr16 70153412 70153412 G A PDPR exonic nonsynonymous SNVPDPR:NM_017990:exon18:c.G2074A:p.E692K 94 0.0 79 5 6.3

T6 chr16 81678408 81678408 G C CMIP exonic nonsynonymous SNVCMIP:NM_030629:exon10:c.G886C:p.A296P,CMIP:NM_198390:exon10:c.G1168C:p.A390P84 0.0 94 8 8.5

T6 chr16 89226997 89226997 C G ZNF778 exonic nonsynonymous SNVZNF778:NM_182531:exon6:c.C625G:p.Q209E,ZNF778:NM_001201407:exon7:c.C709G:p.Q237E62 0.0 61 10 16.4

T6 chr16 89745019 89745019 C T FANCA exonic nonsynonymous SNVFANCA:NM_000135:exon36:c.G3566A:p.C1189Y,FANCA:NM_001286167:exon36:c.G3566A:p.C1189Y76 0.0 83 6 7.2

T6 chr17 10697435 10697435 G A SCO1 exonic nonsynonymous SNV SCO1:NM_004589:exon1:c.C73T:p.R25C 96 1.0 68 7 10.3

T6 chr17 14236398 14236398 G A CDRT15 exonic nonsynonymous SNVCDRT15:NM_001007530:exon2:c.C295T:p.P99S 88 0.0 75 6 8.0

T6 chr17 15628662 15628662 C T TRIM16 exonic nonsynonymous SNVTRIM16:NM_006470:exon9:c.G1648A:p.E550K 155 0.0 110 14 12.7

T6 chr17 18285168 18285168 G C TOP3A exonic nonsynonymous SNVTOP3A:NM_004618:exon15:c.C1851G:p.F617L 61 0.0 61 14 23.0

T6 chr17 18661978 18661978 G C ZNF286B exonic nonsynonymous SNVZNF286B:NM_001145045:exon5:c.C1528G:p.L510V208 0.0 175 26 14.9

T6 chr17 40289439 40289439 C G CDC6 exonic nonsynonymous SNV CDC6:NM_001254:exon2:c.C19G:p.Q7E 91 1.1 95 12 12.6

T6 chr17 42031694 42031694 G C ZNF385C exonic nonsynonymous SNVZNF385C:NM_001242704:exon4:c.C364G:p.Q122E92 0.0 63 12 19.0

T6 chr17 51006191 51006191 C T SPAG9 exonic nonsynonymous SNVSPAG9:NM_001251971:exon7:c.G847A:p.E283K,SPAG9:NM_001130527:exon10:c.G1276A:p.E426K,SPAG9:NM_003971:exon10:c.G1276A:p.E426K,SPAG9:NM_001130528:exon11:c.G1318A:p.E440K99 0.0 82 8 9.8

T6 chr17 67344703 67344703 C T PSMD12 exonic nonsynonymous SNVPSMD12:NM_174871:exon8:c.G926A:p.R309K,PSMD12:NM_002816:exon9:c.G986A:p.R329K,PSMD12:NM_001316341:exon11:c.G809A:p.R270K235 0.0 185 20 10.8

T6 chr17 80343324 80343324 C G RNF213 exonic stopgain RNF213:NM_001256071:exon27:c.C6182G:p.S2061X51 0.0 52 7 13.5

T6 chr18 6986252 6986252 G A LAMA1 exonic nonsynonymous SNVLAMA1:NM_005559:exon37:c.C5264T:p.S1755L 121 0.0 84 15 17.9

T6 chr18 9195614 9195614 G C ANKRD12 exonic nonsynonymous SNVANKRD12:NM_001083625:exon3:c.G151C:p.E51Q,ANKRD12:NM_001204056:exon3:c.G151C:p.E51Q,ANKRD12:NM_015208:exon3:c.G151C:p.E51Q109 0.0 104 12 11.5

T6 chr18 9547826 9547826 G C PPP4R1 exonic nonsynonymous SNVPPP4R1:NM_001042388:exon20:c.C2816G:p.S939C,PPP4R1:NM_005134:exon20:c.C2765G:p.S922C39 0.0 43 6 14.0

T6 chr18 12493174 12493174 G A SPIRE1 exonic nonsynonymous SNVSPIRE1:NM_001128626:exon8:c.C1087T:p.P363S,SPIRE1:NM_001128627:exon8:c.C727T:p.P243S,SPIRE1:NM_020148:exon8:c.C1087T:p.P363S109 0.9 85 10 11.8

T6 chr18 13746241 13746241 G A RNMT exonic nonsynonymous SNVRNMT:NM_001308263:exon9:c.G1161A:p.M387I,RNMT:NM_003799:exon9:c.G1161A:p.M387I105 0.0 80 12 15.0

T6 chr18 31339905 31339905 G A DSG1 exonic nonsynonymous SNVDSG1:NM_001942:exon11:c.G1567A:p.D523N 117 0.0 115 16 13.9

T6 chr18 66504918 66504918 G A CDH19 exonic nonsynonymous SNVCDH19:NM_021153:exon12:c.C2213T:p.S738L 98 0.0 62 12 19.4

T6 chr19 1506220 1506220 C T ADAMTSL5 exonic nonsynonymous SNVADAMTSL5:NM_213604:exon12:c.G1211A:p.R404Q52 0.0 62 14 22.6

T6 chr19 3456627 3456627 C G NFIC exonic nonsynonymous SNVNFIC:NM_001245002:exon10:c.C1501G:p.Q501E,NFIC:NM_205843:exon10:c.C1474G:p.Q492E183 0.0 200 27 13.5

T6 chr19 3905640 3905640 G T ATCAY exonic stopgain ATCAY:NM_033064:exon4:c.G343T:p.E115X 73 0.0 78 16 20.5

T6 chr19 4216982 4216982 G C ANKRD24 exonic nonsynonymous SNVANKRD24:NM_133475:exon18:c.G1822C:p.E608Q31 0.0 51 7 13.7

T6 chr19 4280223 4280223 G C SHD exonic nonsynonymous SNV SHD:NM_020209:exon1:c.G160C:p.E54Q 157 0.0 155 14 9.0

T6 chr19 7610883 7610883 C T CAMSAP3 exonic nonsynonymous SNVCAMSAP3:NM_020902:exon8:c.C1001T:p.S334F,CAMSAP3:NM_001080429:exon10:c.C1082T:p.S361F52 0.0 68 7 10.3

T6 chr19 11806121 11806121 C G ZNF491 exonic nonsynonymous SNVZNF491:NM_152356:exon3:c.C168G:p.I56M 57 0.0 47 5 10.6

T6 chr19 11947288 11947288 C G ZNF700 exonic nonsynonymous SNVZNF700:NM_001271848:exon2:c.C180G:p.F60L,ZNF700:NM_144566:exon2:c.C171G:p.F57L291 0.3 244 15 6.1

T6 chr19 12133357 12133357 G C ZNF20 exonic nonsynonymous SNVZNF20:NM_001203250:exon4:c.C820G:p.H274D,ZNF20:NM_021143:exon4:c.C829G:p.H277D91 0.0 85 8 9.4

T6 chr19 13371771 13371771 G A CACNA1A exonic nonsynonymous SNVCACNA1A:NM_001127221:exon4:c.C548T:p.A183V,CACNA1A:NM_001127222:exon4:c.C548T:p.A183V79 0.0 88 9 10.2

T6 chr19 13973110 13973110 G C RFX1 exonic nonsynonymous SNV RFX1:NM_002918:exon9:c.C947G:p.S316C 38 0.0 39 5 12.8

T6 chr19 14051882 14051882 G A IL27RA exonic nonsynonymous SNVIL27RA:NM_004843:exon13:c.G1625A:p.C542Y 50 0.0 49 6 12.2

T6 chr19 14159174 14159174 C G ADGRL1 exonic nonsynonymous SNVADGRL1:NM_014921:exon11:c.G2065C:p.E689Q,ADGRL1:NM_001008701:exon12:c.G2080C:p.E694Q59 0.0 56 7 12.5

T6 chr19 14610101 14610101 G T CLEC17A exonic stopgain CLEC17A:NM_001204118:exon14:c.G1042T:p.E348X100 0.0 92 13 14.1

T6 chr19 14773997 14773997 C T ADGRE2 exonic nonsynonymous SNVADGRE2:NM_001271052:exon3:c.G140A:p.C47Y,ADGRE2:NM_013447:exon4:c.G140A:p.C47Y56 0.0 60 5 8.3

T6 chr19 14799468 14799468 G C OR7C1 exonic nonsynonymous SNVOR7C1:NM_198944:exon1:c.C669G:p.F223L 72 0.0 73 5 6.8

T6 chr19 15728916 15728916 C A OR10H2 exonic nonsynonymous SNVOR10H2:NM_013939:exon1:c.C873A:p.F291L 91 0.0 97 12 12.4

T6 chr19 16385194 16385194 C G EPS15L1 exonic nonsynonymous SNVEPS15L1:NM_001258374:exon21:c.G2182C:p.D728H,EPS15L1:NM_001258375:exon21:c.G2182C:p.D728H,EPS15L1:NM_021235:exon21:c.G2182C:p.D728H66 0.0 60 5 8.3

T6 chr19 17262682 17262682 C T USHBP1 exonic nonsynonymous SNVUSHBP1:NM_001297703:exon3:c.G320A:p.R107Q,USHBP1:NM_031941:exon4:c.G512A:p.R171Q88 1.1 86 10 11.6

T6 chr19 17549477 17549477 C T FAM129C exonic nonsynonymous SNVFAM129C:NM_001098524:exon15:c.C1793T:p.S598F,FAM129C:NM_173544:exon15:c.C1793T:p.S598F24 0.0 50 7 14.0

T6 chr19 19934700 19934700 C T ZNF93 exonic nonsynonymous SNVZNF93:NM_031218:exon4:c.C1745T:p.S582L 109 0.0 139 12 8.6

T6 chr19 35613888 35613888 G T HAUS5 exonic nonsynonymous SNVHAUS5:NM_015302:exon3:c.G182T:p.G61V 75 0.0 78 10 12.8

T6 chr19 38164587 38164587 G A SIPA1L3 exonic nonsynonymous SNVSIPA1L3:NM_015073:exon15:c.G3889A:p.E1297K120 0.0 103 9 8.7

T6 chr19 39414994 39414994 C A PLEKHG2 exonic nonsynonymous SNVPLEKHG2:NM_022835:exon3:c.C112A:p.P38T 86 0.0 69 10 14.5

T6 chr19 42907003 42907003 G C PSG6 exonic nonsynonymous SNVPSG6:NM_001031850:exon5:c.C1159G:p.H387D,PSG6:NM_002782:exon5:c.C1159G:p.H387D459 0.4 457 37 8.1

T6 chr19 43767566 43767566 C G KCNN4 exonic nonsynonymous SNVKCNN4:NM_002250:exon8:c.G1261C:p.E421Q 40 0.0 37 10 27.0

T6 chr19 45766027 45766027 G A SIX5 exonic nonsynonymous SNV SIX5:NM_175875:exon3:c.C1694T:p.A565V 76 0.0 93 11 11.8

T6 chr19 49154013 49154013 C T HRC exonic nonsynonymous SNV HRC:NM_002152:exon1:c.G1225A:p.E409K 73 0.0 69 10 14.5

T6 chr19 49339411 49339411 G A CD37 exonic nonsynonymous SNVCD37:NM_001040031:exon7:c.G562A:p.E188K,CD37:NM_001774:exon7:c.G766A:p.E256K66 0.0 61 12 19.7

T6 chr19 49625117 49625117 G C PRR12 exonic nonsynonymous SNVPRR12:NM_020719:exon13:c.G5881C:p.E1961Q 54 0.0 75 5 6.7

T6 chr19 50278182 50278182 G A MYH14 exonic nonsynonymous SNVMYH14:NM_024729:exon28:c.G3802A:p.E1268K,MYH14:NM_001077186:exon29:c.G3826A:p.E1276K,MYH14:NM_001145809:exon30:c.G3925A:p.E1309K88 0.0 79 8 10.1

T6 chr19 52115983 52115983 G C ZNF616 exonic stopgain ZNF616:NM_178523:exon4:c.C1181G:p.S394X 102 0.0 100 6 6.0

T6 chr19 52384961 52384961 G C ZNF880 exonic nonsynonymous SNVZNF880:NM_001145434:exon4:c.G1381C:p.E461Q87 0.0 119 10 8.4

T6 chr19 52582501 52582501 C G ZNF701 exonic nonsynonymous SNVZNF701:NM_018260:exon4:c.C442G:p.L148V,ZNF701:NM_001172655:exon5:c.C640G:p.L214V160 0.0 145 15 10.3

T6 chr19 53149322 53149322 C G ZNF347 exonic nonsynonymous SNVZNF347:NM_001172674:exon3:c.G61C:p.E21Q,ZNF347:NM_001172675:exon3:c.G61C:p.E21Q,ZNF347:NM_032584:exon3:c.G61C:p.E21Q211 0.0 237 17 7.2

T6 chr19 53893040 53893040 G A PRKCG exonic nonsynonymous SNVPRKCG:NM_001316329:exon8:c.G874A:p.D292N,PRKCG:NM_002739:exon8:c.G874A:p.D292N54 0.0 71 10 14.1

T6 chr19 55602836 55602836 G A ZNF524 exonic nonsynonymous SNVZNF524:NM_153219:exon2:c.G724A:p.E242K 116 0.0 109 15 13.8

T6 chr19 55622239 55622239 G C ZNF784 exonic nonsynonymous SNVZNF784:NM_203374:exon2:c.C484G:p.P162A 24 0.0 23 5 21.7

T6 chr19 56555024 56555024 C T ZFP28 exonic nonsynonymous SNVZFP28:NM_020828:exon8:c.C2239T:p.H747Y 107 0.0 99 13 13.1

T6 chr19 57927358 57927358 G A ZNF418 exonic stopgainZNF418:NM_001317030:exon2:c.C568T:p.Q190X,ZNF418:NM_133460:exon4:c.C823T:p.Q275X,ZNF418:NM_001317027:exon5:c.C886T:p.Q296X,ZNF418:NM_001317028:exon5:c.C826T:p.Q276X,ZNF418:NM_001317029:exon5:c.C823T:p.Q275X232 0.4 263 26 9.9

T6 chr19 58067217 58067217 C T ZNF135 exonic nonsynonymous SNVZNF135:NM_001164530:exon4:c.C769T:p.H257Y,ZNF135:NM_007134:exon4:c.C805T:p.H269Y,ZNF135:NM_001289401:exon5:c.C733T:p.H245Y,ZNF135:NM_001289402:exon5:c.C607T:p.H203Y,ZNF135:NM_003436:exon5:c.C769T:p.H257Y118 0.8 116 13 11.2

T6 chr19 58357291 58357291 G T ZNF497 exonic nonsynonymous SNVZNF497:NM_001207009:exon2:c.C345A:p.F115L,ZNF497:NM_198458:exon3:c.C345A:p.F115L107 0.0 87 7 8.0

T6 chr20 3862274 3862274 G C MAVS exonic nonsynonymous SNVMAVS:NM_001206491:exon4:c.G63C:p.Q21H,MAVS:NM_020746:exon5:c.G486C:p.Q162H26 0.0 29 5 17.2

T6 chr20 36912549 36912549 C T SAMHD1 exonic nonsynonymous SNVSAMHD1:NM_015474:exon10:c.G1066A:p.V356I 54 0.0 48 5 10.4

T6 chr20 41160129 41160129 C A PLCG1 exonic stopgainPLCG1:NM_002660:exon4:c.C488A:p.S163X,PLCG1:NM_182811:exon4:c.C488A:p.S163X25 0.0 31 5 16.1

T6 chr20 44337229 44337229 G C R3HDML exonic nonsynonymous SNVR3HDML:NM_178491:exon1:c.G72C:p.L24F 114 0.0 94 9 9.6

T6 chr20 44500346 44500346 C T SERINC3 exonic nonsynonymous SNVSERINC3:NM_006811:exon10:c.G1372A:p.V458I,SERINC3:NM_198941:exon10:c.G1372A:p.V458I48 0.0 52 6 11.5

T6 chr20 45890693 45890693 G C NEURL2 exonic nonsynonymous SNVNEURL2:NM_001278535:exon1:c.C299G:p.S100C,NEURL2:NM_080749:exon1:c.C299G:p.S100C109 0.9 86 6 7.0

T6 chr20 50587844 50587844 C G FAM65C exonic nonsynonymous SNVFAM65C:NM_001290268:exon21:c.G2710C:p.E904Q,FAM65C:NM_080829:exon21:c.G2698C:p.E900Q92 0.0 102 16 15.7

T6 chr20 58997651 58997651 G C CTSZ exonic nonsynonymous SNV CTSZ:NM_001336:exon4:c.C590G:p.S197C 67 0.0 66 17 25.8

T6 chr20 59994358 59994358 C G CDH26 exonic nonsynonymous SNVCDH26:NM_177980:exon11:c.C1535G:p.S512C 62 0.0 65 7 10.8

T6 chr21 14521172 14521172 G C SAMSN1 exonic stopgainSAMSN1:NM_022136:exon2:c.C107G:p.S36X,SAMSN1:NM_001256370:exon3:c.C311G:p.S104X224 0.0 281 21 7.5

T6 chr21 34716430 34716430 C G CLIC6 exonic nonsynonymous SNVCLIC6:NM_053277:exon6:c.C2009G:p.A670G,CLIC6:NM_001317009:exon7:c.C2063G:p.A688G55 0.0 93 6 6.5

T6 chr21 36246077 36246077 C T DOPEY2 exonic nonsynonymous SNVDOPEY2:NM_005128:exon19:c.C4097T:p.S1366L 36 0.0 37 6 16.2

T6 chr21 36337794 36337794 G T MORC3 exonic nonsynonymous SNVMORC3:NM_015358:exon4:c.G308T:p.G103V 97 1.0 92 13 14.1

T6 chr21 40042536 40042536 C T DSCAM exonic nonsynonymous SNVDSCAM:NM_001271534:exon32:c.G5521A:p.D1841N,DSCAM:NM_001389:exon32:c.G5521A:p.D1841N100 0.0 100 8 8.0

T6 chr21 44525763 44525763 C T TSPEAR exonic nonsynonymous SNVTSPEAR:NM_144991:exon8:c.G1226A:p.R409K,TSPEAR:NM_001272037:exon9:c.G1022A:p.R341K87 1.1 66 5 7.6

T6 chr21 46351456 46351456 G C PCNT exonic nonsynonymous SNVPCNT:NM_001315529:exon9:c.G1018C:p.D340H,PCNT:NM_006031:exon9:c.G1372C:p.D458H82 0.0 93 10 10.8

T6 chr21 46351457 46351457 A T PCNT exonic nonsynonymous SNVPCNT:NM_001315529:exon9:c.A1019T:p.D340V,PCNT:NM_006031:exon9:c.A1373T:p.D458V82 0.0 93 10 10.8

T6 chr22 27982447 27982447 C T TTC28 exonic nonsynonymous SNVTTC28:NM_001145418:exon23:c.G7220A:p.G2407E74 0.0 56 7 12.5

T6 chr22 31810568 31810568 G C DEPDC5 exonic nonsynonymous SNVDEPDC5:NM_001136029:exon19:c.G1372C:p.D458H,DEPDC5:NM_014662:exon19:c.G1372C:p.D458H,DEPDC5:NM_001007188:exon20:c.G1372C:p.D458H,DEPDC5:NM_001242896:exon20:c.G1372C:p.D458H,DEPDC5:NM_001242897:exon20:c.G1372C:p.D458H75 0.0 79 14 17.7

T6 chr22 38065008 38065008 G C PICK1 exonic nonsynonymous SNVPICK1:NM_001039583:exon4:c.G160C:p.D54H,PICK1:NM_001039584:exon4:c.G160C:p.D54H,PICK1:NM_012407:exon4:c.G160C:p.D54H124 0.0 109 6 5.5

T6 chr22 39374376 39374376 G A SYNGR1 exonic nonsynonymous SNVSYNGR1:NM_004711:exon2:c.G160A:p.E54K,SYNGR1:NM_145731:exon2:c.G160A:p.E54K,SYNGR1:NM_145738:exon2:c.G163A:p.E55K91 0.0 82 11 13.4

T6 chr22 41866884 41866884 G A SREBF2 exonic nonsynonymous SNVSREBF2:NM_004599:exon2:c.G142A:p.E48K 77 0.0 57 12 21.1

T6 chr22 43142974 43142974 G C MCAT exonic nonsynonymous SNVMCAT:NM_014507:exon1:c.C375G:p.F125L,MCAT:NM_173467:exon1:c.C375G:p.F125L38 0.0 45 5 11.1

T6 chrX 9032139 9032139 C T FAM9B exonic nonsynonymous SNVFAM9B:NM_205849:exon4:c.G172A:p.D58N 163 0.0 160 20 12.5

T6 chrX 10185172 10185172 G A CLCN4 exonic nonsynonymous SNVCLCN4:NM_001830:exon3:c.G140A:p.R47K 40 0.0 52 7 13.5

T6 chrX 12888494 12888494 C G TLR7 exonic nonsynonymous SNVTLR7:NM_016562:exon3:c.C2986G:p.Q996E 189 0.0 152 17 11.2

T6 chrX 12921657 12921657 C G TLR8 exonic nonsynonymous SNVTLR8:NM_138636:exon2:c.C2617G:p.L873V,TLR8:NM_016610:exon3:c.C2671G:p.L891V113 0.0 109 17 15.6

T6 chrX 14895379 14895379 G C MOSPD2 exonic nonsynonymous SNVMOSPD2:NM_001177475:exon3:c.G118C:p.E40Q,MOSPD2:NM_152581:exon4:c.G307C:p.E103Q193 1.0 183 25 13.7

T6 chrX 18246759 18246759 G A SCML2 exonic nonsynonymous SNVSCML2:NM_006089:exon13:c.C1640T:p.S547L 177 0.0 145 20 13.8

T6 chrX 23379952 23379952 G A PTCHD1 exonic nonsynonymous SNVPTCHD1:NM_173495:exon2:c.G713A:p.R238K 105 0.0 105 10 9.5

T6 chrX 24363085 24363085 G A SUPT20HL1 exonic nonsynonymous SNVSUPT20HL1:NM_001136234:exon1:c.G325A:p.E109K48 0.0 54 6 11.1

T6 chrX 32518030 32518030 G C DMD exonic stopgainDMD:NM_000109:exon18:c.C2246G:p.S749X,DMD:NM_004006:exon18:c.C2270G:p.S757X,DMD:NM_004009:exon18:c.C2258G:p.S753X,DMD:NM_004010:exon18:c.C1901G:p.S634X177 0.0 147 20 13.6

T6 chrX 37010568 37010568 G T FAM47C exonic stopgain FAM47C:NM_001013736:exon1:c.G2158T:p.E720X555 0.4 495 47 9.5

T6 chrX 41345468 41345468 C T DDX3X exonic nonsynonymous SNVDDX3X:NM_001193417:exon11:c.C1187T:p.S396F,DDX3X:NM_001193416:exon12:c.C1235T:p.S412F,DDX3X:NM_001356:exon12:c.C1235T:p.S412F136 0.0 158 15 9.5

T6 chrX 48683908 48683908 C T WAS exonic stopgain WAS:NM_000377:exon1:c.C55T:p.Q19X 111 0.0 112 15 13.4

T6 chrX 53211595 53211595 C T KDM5C exonic nonsynonymous SNVKDM5C:NM_001146702:exon8:c.G1102A:p.D368N,KDM5C:NM_001282622:exon10:c.G1300A:p.D434N,KDM5C:NM_004187:exon10:c.G1303A:p.D435N42 0.0 56 5 8.9

T6 chrX 53211802 53211802 G C KDM5C exonic nonsynonymous SNVKDM5C:NM_001146702:exon7:c.C1026G:p.F342L,KDM5C:NM_001282622:exon9:c.C1224G:p.F408L,KDM5C:NM_004187:exon9:c.C1227G:p.F409L62 0.0 79 6 7.6

T6 chrX 53586520 53586520 G C HUWE1 exonic nonsynonymous SNVHUWE1:NM_031407:exon39:c.C4794G:p.I1598M146 0.0 131 9 6.9

T6 chrX 54251660 54251660 C G WNK3 exonic nonsynonymous SNVWNK3:NM_001002838:exon14:c.G2395C:p.E799Q,WNK3:NM_020922:exon14:c.G2395C:p.E799Q185 0.0 190 17 8.9

T6 chrX 71252775 71252775 C G ZMYM3 exonic nonsynonymous SNVZMYM3:NM_001171162:exon2:c.G481C:p.E161Q,ZMYM3:NM_001171163:exon2:c.G481C:p.E161Q,ZMYM3:NM_005096:exon2:c.G481C:p.E161Q,ZMYM3:NM_201599:exon2:c.G481C:p.E161Q89 1.1 70 7 10.0

T6 chrX 72129911 72129911 G A RGAG4 exonic stopgain RGAG4:NM_001024455:exon1:c.C1630T:p.R544X95 0.0 71 7 9.9

T6 chrX 84117415 84117415 C G RPS6KA6 exonic nonsynonymous SNVRPS6KA6:NM_014496:exon10:c.G829C:p.D277H315 0.0 266 18 6.8

T6 chrX 102656233 102656233 G A GPRASP1 exonic nonsynonymous SNVGPRASP1:NM_001099411:exon3:c.G2320A:p.E774K,GPRASP1:NM_001099410:exon4:c.G2320A:p.E774K,GPRASP1:NM_014710:exon5:c.G2320A:p.E774K,GPRASP1:NM_001184727:exon6:c.G2320A:p.E774K87 0.0 86 11 12.8

T6 chrX 102715728 102715728 G T ARMCX5-GPRASP2,GPRASP2 exonic stopgainGPRASP2:NM_001184875:exon4:c.G859T:p.E287X,GPRASP2:NM_138437:exon4:c.G859T:p.E287X,GPRASP2:NM_001004051:exon5:c.G859T:p.E287X,GPRASP2:NM_001184874:exon5:c.G859T:p.E287X,GPRASP2:NM_001184876:exon5:c.G859T:p.E287X,ARMCX5-GPRASP2:NM_001199818:exon7:c.G859T:p.E287X110 0.0 79 8 10.1

T6 chrX 103499988 103499988 C T RAB40A exonic nonsynonymous SNVRAB40A:NM_080879:exon3:c.G769A:p.E257K 160 0.6 154 13 8.4

T6 chrX 107153500 107153500 G C NUP62CL exonic nonsynonymous SNVNUP62CL:NM_017681:exon6:c.C349G:p.R117G 397 0.0 351 31 8.8

T6 chrX 111901988 111901988 G C TRPC5OS exonic nonsynonymous SNVTRPC5OS:NM_001195576:exon4:c.G139C:p.E47Q,TRPC5OS:NM_001195577:exon4:c.G139C:p.E47Q,TRPC5OS:NM_001195578:exon4:c.G139C:p.E47Q152 1.3 135 12 8.9

T6 chrX 118444434 118444434 G A WDR44 exonic nonsynonymous SNVWDR44:NM_001184966:exon17:c.G2320A:p.E774K,WDR44:NM_001184965:exon19:c.G2563A:p.E855K,WDR44:NM_019045:exon19:c.G2587A:p.E863K135 0.0 142 19 13.4

T6 chrX 124392118 124392118 C G TENM1 exonic nonsynonymous SNVTENM1:NM_014253:exon27:c.G5601C:p.Q1867H,TENM1:NM_001163278:exon28:c.G5622C:p.Q1874H,TENM1:NM_001163279:exon28:c.G5619C:p.Q1873H137 0.0 143 13 9.1

T6 chrX 136488317 136488317 T C BRS3 exonic nonsynonymous SNV BRS3:NM_001727:exon1:c.T203C:p.L68P 85 0.0 80 7 8.8

T6 chrX 153932568 153932568 C T NAA10 exonic nonsynonymous SNVNAA10:NM_001256119:exon4:c.G196A:p.D66N,NAA10:NM_001256120:exon4:c.G178A:p.D60N,NAA10:NM_003491:exon4:c.G196A:p.D66N86 1.2 82 11 13.4

T6 chrX 153970684 153970684 C G HCFC1 exonic nonsynonymous SNVHCFC1:NM_005334:exon1:c.G157C:p.E53Q 101 0.0 100 8 8.0

T6 chrX 154401002 154401002 G C RPL10 exonic nonsynonymous SNVRPL10:NM_001256577:exon6:c.G630C:p.L210F 215 0.0 200 19 9.5

T6 chrX 154781659 154781659 C A MPP1 exonic stopgainMPP1:NM_001166460:exon10:c.G1039T:p.E347X,MPP1:NM_001166461:exon10:c.G1030T:p.E344X,MPP1:NM_002436:exon10:c.G1090T:p.E364X,MPP1:NM_001166462:exon11:c.G1000T:p.E334X81 0.0 93 12 12.9

T6 chrX 155051693 155051693 C G FUNDC2 exonic nonsynonymous SNVFUNDC2:NM_023934:exon4:c.C384G:p.I128M 128 0.0 112 13 11.6

T9 chr1 62160925 62160925 C T INADL exonic nonsynonymous SNVINADL:NM_176877:exon43:c.C5396T:p.T1799M 61 0.0 76 5 6.6

T9 chr1 115705208 115705208 G T CASQ2 exonic nonsynonymous SNVCASQ2:NM_001232:exon9:c.C923A:p.P308Q 39 0.0 55 7 12.7

T9 chr1 175018465 175018465 G A MRPS14 exonic nonsynonymous SNVMRPS14:NM_022100:exon2:c.C157T:p.R53C 77 0.0 49 6 12.2

T9 chr3 179218303 179218303 G C PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon10:c.G1633C:p.E545Q 172 0.6 250 28 11.2

T9 chr7 38265626 38265626 T C TARP exonic nonsynonymous SNVTARP:NM_001003799:exon2:c.A41G:p.Q14R 96 0.0 107 15 14.0

T9 chr7 100435364 100435364 G A PPP1R35 exonic nonsynonymous SNVPPP1R35:NM_145030:exon4:c.C758T:p.A253V 121 0.0 117 7 6.0

T9 chr7 140100002 140100002 T G KDM7A exonic nonsynonymous SNVKDM7A:NM_030647:exon13:c.A1660C:p.N554H 114 0.0 88 14 15.9

T9 chr8 19955846 19955846 G T LPL exonic nonsynonymous SNV LPL:NM_000237:exon6:c.G781T:p.D261Y 33 3.0 50 9 18.0

T9 chr8 56073755 56073755 C G RPS20 exonic nonsynonymous SNVRPS20:NM_001023:exon3:c.G117C:p.L39F,RPS20:NM_001146227:exon3:c.G117C:p.L39F105 1.0 95 6 6.3

T9 chr9 39360757 39360757 C A SPATA31A1 exonic nonsynonymous SNVSPATA31A1:NM_001085452:exon4:c.C3034A:p.Q1012K328 3.0 346 91 26.3

T9 chr9 114094233 114094233 G A KIF12 exonic nonsynonymous SNVKIF12:NM_138424:exon10:c.C847T:p.R283W 43 0.0 40 11 27.5

T9 chr9 121124078 121124078 A G CNTRL exonic nonsynonymous SNVCNTRL:NM_007018:exon11:c.A1798G:p.T600A 73 0.0 85 8 9.4

T9 chr9 135665341 135665341 C T LCN9 exonic nonsynonymous SNVLCN9:NM_001001676:exon4:c.C404T:p.T135M 140 0.0 125 22 17.6

T9 chr11 66025457 66025457 G A CATSPER1 exonic nonsynonymous SNVCATSPER1:NM_053054:exon1:c.C923T:p.A308V113 0.0 112 12 10.7

T9 chr12 27660944 27660944 A G PPFIBP1 exonic nonsynonymous SNVPPFIBP1:NM_001198915:exon9:c.A506G:p.K169R,PPFIBP1:NM_001198916:exon10:c.A872G:p.K291R,PPFIBP1:NM_003622:exon11:c.A905G:p.K302R,PPFIBP1:NM_177444:exon11:c.A965G:p.K322R74 0.0 118 6 5.1

T9 chr14 72975559 72975559 G T ZFYVE1 exonic nonsynonymous SNVZFYVE1:NM_001281735:exon6:c.C553A:p.Q185K,ZFYVE1:NM_178441:exon6:c.C553A:p.Q185K,ZFYVE1:NM_001281734:exon9:c.C1756A:p.Q586K,ZFYVE1:NM_021260:exon9:c.C1798A:p.Q600K21 0.0 25 7 28.0

T9 chr14 78709422 78709422 G A NRXN3 exonic nonsynonymous SNVNRXN3:NM_004796:exon4:c.G308A:p.R103H 70 0.0 90 15 16.7

T9 chr19 11105357 11105357 G A LDLR exonic nonsynonymous SNVLDLR:NM_001195799:exon3:c.G328A:p.A110T,LDLR:NM_000527:exon4:c.G451A:p.A151T,LDLR:NM_001195798:exon4:c.G451A:p.A151T56 0.0 64 6 9.4

T9 chr19 43495602 43495602 G A PHLDB3 exonic nonsynonymous SNVPHLDB3:NM_198850:exon7:c.C844T:p.R282W 42 0.0 59 5 8.5



T9 chrX 36319224 36319224 G A CFAP47 exonic nonsynonymous SNVCFAP47:NM_001304548:exon57:c.G8360A:p.R2787K49 0.0 81 10 12.3

T9 chrX 100830834 100830834 C T CSTF2 exonic nonsynonymous SNVCSTF2:NM_001306206:exon9:c.C916T:p.P306S 51 0.0 80 12 15.0

T9 chrX 111682153 111682153 A C ALG13 exonic nonsynonymous SNVALG13:NM_001039210:exon2:c.A103C:p.N35H,ALG13:NM_001099922:exon2:c.A103C:p.N35H,ALG13:NM_001168385:exon2:c.A103C:p.N35H,ALG13:NM_018466:exon2:c.A103C:p.N35H103 0.0 91 11 12.1

T10 chr1 37823771 37823771 G C MTF1 exonic nonsynonymous SNVMTF1:NM_005955:exon8:c.C1110G:p.I370M 70 4.3 90 44 48.9

T10 chr1 54612547 54612547 G A FAM151A exonic nonsynonymous SNVFAM151A:NM_176782:exon5:c.C739T:p.R247W 39 2.6 44 22 50.0

T10 chr1 109592090 109592090 G A GNAI3 exonic nonsynonymous SNVGNAI3:NM_006496:exon8:c.G922A:p.E308K 94 3.2 120 47 39.2

T10 chr1 109713688 109713688 G T GSTM5 exonic nonsynonymous SNV GSTM5:NM_000851:exon5:c.G287T:p.R96L 85 0.0 116 6 5.2

T10 chr1 152220490 152220490 G A HRNR exonic nonsynonymous SNVHRNR:NM_001009931:exon3:c.C1139T:p.T380M106 3.8 152 65 42.8

T10 chr1 245858608 245858608 C T SMYD3 exonic nonsynonymous SNVSMYD3:NM_001167740:exon10:c.G964A:p.D322N,SMYD3:NM_022743:exon10:c.G787A:p.D263N68 0.0 80 23 28.8

T10 chr2 21027991 21027991 C T APOB exonic nonsynonymous SNVAPOB:NM_000384:exon14:c.G1904A:p.R635Q 91 0.0 81 6 7.4

T10 chr2 70965080 70965080 G A ATP6V1B1 exonic nonsynonymous SNVATP6V1B1:NM_001692:exon14:c.G1501A:p.E501K47 4.3 42 20 47.6

T10 chr2 98536186 98536186 C G INPP4A exonic nonsynonymous SNVINPP4A:NM_001134224:exon7:c.C445G:p.H149D,INPP4A:NM_001134225:exon7:c.C445G:p.H149D,INPP4A:NM_001566:exon7:c.C445G:p.H149D,INPP4A:NM_004027:exon7:c.C445G:p.H149D62 0.0 54 15 27.8

T10 chr2 169637389 169637389 G A PPIG exonic nonsynonymous SNVPPIG:NM_004792:exon14:c.G2131A:p.D711N 118 0.8 113 40 35.4

T10 chr3 175234140 175234140 G A NAALADL2 exonic nonsynonymous SNVNAALADL2:NM_207015:exon3:c.G755A:p.R252K82 0.0 59 26 44.1

T10 chr3 175234157 175234157 G T NAALADL2 exonic nonsynonymous SNVNAALADL2:NM_207015:exon3:c.G772T:p.D258Y 80 0.0 57 27 47.4

T10 chr4 154798209 154798209 C T RBM46 exonic nonsynonymous SNVRBM46:NM_001277171:exon3:c.C550T:p.R184C,RBM46:NM_001277173:exon3:c.C550T:p.R184C,RBM46:NM_144979:exon3:c.C550T:p.R184C75 4.0 73 42 57.5

T10 chr5 5232443 5232443 T C ADAMTS16 exonic nonsynonymous SNVADAMTS16:NM_139056:exon12:c.T1777C:p.S593P77 2.6 91 34 37.4

T10 chr5 141430940 141430940 G T PCDHGA12 exonic stopgainPCDHGA12:NM_003735:exon1:c.G181T:p.E61X,PCDHGA12:NM_032094:exon1:c.G181T:p.E61X90 3.3 89 35 39.3

T10 chr6 132683143 132683143 C A VNN1 exonic nonsynonymous SNVVNN1:NM_004666:exon7:c.G1539T:p.W513C 117 3.4 105 35 33.3

T10 chr7 1745339 1745339 C T ELFN1 exonic nonsynonymous SNVELFN1:NM_001128636:exon2:c.C743T:p.S248L 19 0.0 14 6 42.9

T10 chr7 55425290 55425290 G A LANCL2 exonic nonsynonymous SNVLANCL2:NM_018697:exon7:c.G1045A:p.E349K 81 1.2 62 43 69.4

T10 chr7 90227493 90227493 C T STEAP2 exonic stopgainSTEAP2:NM_001244945:exon3:c.C1015T:p.Q339X,STEAP2:NM_152999:exon3:c.C1015T:p.Q339X,STEAP2:NM_001040665:exon4:c.C1015T:p.Q339X,STEAP2:NM_001040666:exon4:c.C1015T:p.Q339X,STEAP2:NM_001244944:exon4:c.C1015T:p.Q339X,STEAP2:NM_001244946:exon4:c.C1015T:p.Q339X54 0.0 51 6 11.8

T10 chr7 90303993 90303993 G A CFAP69 exonic nonsynonymous SNVCFAP69:NM_001039706:exon18:c.G2075A:p.S692N,CFAP69:NM_001160138:exon18:c.G2021A:p.S674N109 2.8 60 29 48.3

T10 chr14 32091085 32091085 G A ARHGAP5 exonic nonsynonymous SNVARHGAP5:NM_001030055:exon2:c.G416A:p.G139D,ARHGAP5:NM_001173:exon2:c.G416A:p.G139D102 2.0 106 46 43.4

T10 chr16 72125973 72125973 C T PMFBP1 exonic nonsynonymous SNVPMFBP1:NM_031293:exon15:c.G2248A:p.E750K,PMFBP1:NM_001160213:exon16:c.G1813A:p.E605K44 2.3 46 14 30.4

T10 chr16 89709236 89709236 C G VPS9D1 exonic nonsynonymous SNVVPS9D1:NM_004913:exon12:c.G1588C:p.E530Q 55 1.8 89 30 33.7

T10 chr17 627253 627253 C T VPS53 exonic nonsynonymous SNVVPS53:NM_018289:exon9:c.G808A:p.E270K,VPS53:NM_001128159:exon10:c.G895A:p.E299K42 4.8 48 27 56.3

T10 chr17 41466959 41466959 C T KRT32 exonic nonsynonymous SNVKRT32:NM_002278:exon1:c.G367A:p.E123K 64 4.7 62 29 46.8

T10 chr17 45264761 45264761 G A MAP3K14 exonic stopgain MAP3K14:NM_003954:exon16:c.C2719T:p.Q907X51 2.0 49 12 24.5

T10 chr17 48626160 48626160 C T HOXB9 exonic nonsynonymous SNVHOXB9:NM_024017:exon1:c.G110A:p.R37Q 117 3.4 108 58 53.7

T10 chr18 63656005 63656005 C G SERPINB3 exonic nonsynonymous SNVSERPINB3:NM_006919:exon8:c.G825C:p.M275I 155 1.9 226 56 24.8

T10 chr22 16991936 16991936 C T GAB4 exonic nonsynonymous SNVGAB4:NM_001037814:exon2:c.G415A:p.D139N 74 2.7 74 27 36.5

T10 chr22 40418505 40418505 G A MKL1 exonic stopgainMKL1:NM_001282660:exon9:c.C1933T:p.Q645X,MKL1:NM_001282661:exon11:c.C1783T:p.Q595X,MKL1:NM_001282662:exon12:c.C1933T:p.Q645X,MKL1:NM_020831:exon12:c.C1933T:p.Q645X39 0.0 45 13 28.9

T10 chrX 112815489 112815489 G A AMOT exonic stopgainAMOT:NM_001113490:exon2:c.C1261T:p.Q421X,AMOT:NM_133265:exon3:c.C34T:p.Q12X92 1.1 85 14 16.5

T7 chr1 6667799 6667799 C G DNAJC11 exonic nonsynonymous SNVDNAJC11:NM_018198:exon4:c.G288C:p.R96S 34 0.0 38 9 23.7

T7 chr1 23820532 23820532 C T HMGCL exonic nonsynonymous SNVHMGCL:NM_000191:exon2:c.G122A:p.R41Q,HMGCL:NM_001166059:exon2:c.G122A:p.R41Q92 1.1 92 21 22.8

T7 chr1 32195003 32195003 G C TXLNA exonic nonsynonymous SNVTXLNA:NM_175852:exon11:c.G1449C:p.K483N 49 0.0 66 6 9.1

T7 chr1 93129418 93129418 G A MTF2 exonic nonsynonymous SNVMTF2:NM_001164393:exon9:c.G824A:p.R275K,MTF2:NM_007358:exon11:c.G1130A:p.R377K,MTF2:NM_001164391:exon12:c.G824A:p.R275K174 0.0 202 11 5.4

T7 chr1 149886597 149886597 G A HIST2H2BE exonic nonsynonymous SNVHIST2H2BE:NM_003528:exon1:c.C44T:p.S15F 202 0.5 171 28 16.4

T7 chr2 47813312 47813312 C G FBXO11 exonic nonsynonymous SNVFBXO11:NM_001190274:exon18:c.G2149C:p.D717H,FBXO11:NM_025133:exon18:c.G1897C:p.D633H81 0.0 92 19 20.7

T7 chr2 140335677 140335677 G T LRP1B exonic stopgain LRP1B:NM_018557:exon78:c.C12054A:p.C4018X157 1.9 160 36 22.5

T7 chr2 168990862 168990862 C T ABCB11 exonic nonsynonymous SNVABCB11:NM_003742:exon9:c.G847A:p.E283K 76 0.0 88 19 21.6

T7 chr2 169290992 169290992 C T LRP2 exonic nonsynonymous SNV LRP2:NM_004525:exon8:c.G775A:p.G259S 49 0.0 80 11 13.8

T7 chr2 172988227 172988227 G C RAPGEF4 exonic nonsynonymous SNVRAPGEF4:NM_001282901:exon7:c.G522C:p.W174C,RAPGEF4:NM_001282900:exon9:c.G669C:p.W223C,RAPGEF4:NM_001100397:exon10:c.G750C:p.W250C,RAPGEF4:NM_001282899:exon10:c.G723C:p.W241C,RAPGEF4:NM_007023:exon13:c.G1182C:p.W394C53 0.0 53 14 26.4

T7 chr2 182240146 182240146 A G PDE1A exonic nonsynonymous SNVPDE1A:NM_001258314:exon2:c.T260C:p.I87T,PDE1A:NM_001258313:exon3:c.T314C:p.I105T,PDE1A:NM_005019:exon3:c.T362C:p.I121T,PDE1A:NM_001003683:exon4:c.T362C:p.I121T,PDE1A:NM_001258312:exon4:c.T374C:p.I125T113 0.0 114 20 17.5

T7 chr3 98264522 98264522 G T OR5H6 exonic nonsynonymous SNVOR5H6:NM_001005479:exon1:c.G238T:p.G80W 228 2.2 195 49 25.1

T7 chr3 98264523 98264523 G T OR5H6 exonic nonsynonymous SNVOR5H6:NM_001005479:exon1:c.G239T:p.G80V 227 2.2 196 49 25.0

T7 chr3 101592649 101592649 C A PCNP exonic nonsynonymous SNV PCNP:NM_020357:exon5:c.C433A:p.P145T 113 0.9 136 32 23.5

T7 chr3 179234297 179234297 A T PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon21:c.A3140T:p.H1047L 50 0.0 102 31 30.4

T7 chr4 105845470 105845470 G C GSTCD exonic nonsynonymous SNVGSTCD:NM_001031720:exon12:c.G1795C:p.D599H,GSTCD:NM_024751:exon12:c.G1534C:p.D512H62 1.6 49 14 28.6

T7 chr4 108756455 108756455 G T ETNPPL exonic nonsynonymous SNVETNPPL:NM_001146627:exon3:c.C199A:p.Q67K,ETNPPL:NM_001146590:exon4:c.C355A:p.Q119K,ETNPPL:NM_031279:exon4:c.C373A:p.Q125K52 0.0 38 8 21.1

T7 chr4 141222445 141222445 C G ZNF330 exonic stopgain ZNF330:NM_014487:exon2:c.C74G:p.S25X 112 0.0 90 5 5.6

T7 chr6 26020521 26020521 C T HIST1H3A exonic nonsynonymous SNVHIST1H3A:NM_003529:exon1:c.C32T:p.S11F 60 0.0 66 10 15.2

T7 chr6 27873306 27873306 C A HIST1H4L exonic nonsynonymous SNVHIST1H4L:NM_003546:exon1:c.G205T:p.D69Y 118 0.8 108 36 33.3

T7 chr6 43432347 43432347 G A ABCC10 exonic nonsynonymous SNVABCC10:NM_033450:exon1:c.G238A:p.A80T,ABCC10:NM_001198934:exon3:c.G367A:p.A123T70 0.0 73 5 6.8

T7 chr6 46140370 46140370 A G ENPP4 exonic nonsynonymous SNVENPP4:NM_014936:exon2:c.A787G:p.I263V 58 3.4 66 23 34.8

T7 chr6 52479119 52479119 C A EFHC1 exonic nonsynonymous SNVEFHC1:NM_018100:exon8:c.C1361A:p.P454H,EFHC1:NM_001172420:exon9:c.C1304A:p.P435H62 1.6 92 22 23.9

T7 chr6 56600133 56600133 T G DST exonic nonsynonymous SNVDST:NM_015548:exon26:c.A3761C:p.H1254P,DST:NM_183380:exon36:c.A4739C:p.H1580P,DST:NM_001144770:exon37:c.A4859C:p.H1620P,DST:NM_001144769:exon39:c.A5273C:p.H1758P136 0.7 215 40 18.6

T7 chr6 132684337 132684337 G A VNN1 exonic stopgain VNN1:NM_004666:exon6:c.C1357T:p.Q453X 84 0.0 93 26 28.0

T7 chr7 76397678 76397678 C A SSC4D exonic nonsynonymous SNVSSC4D:NM_080744:exon6:c.G708T:p.M236I 31 0.0 35 5 14.3

T7 chr7 108176566 108176566 T A NRCAM exonic nonsynonymous SNVNRCAM:NM_001037132:exon24:c.A3015T:p.K1005N,NRCAM:NM_005010:exon25:c.A2967T:p.K989N,NRCAM:NM_001193583:exon26:c.A2958T:p.K986N,NRCAM:NM_001193584:exon26:c.A2958T:p.K986N,NRCAM:NM_001193582:exon27:c.A3015T:p.K1005N125 3.2 122 66 54.1

T7 chr7 123876841 123876841 C G HYAL4 exonic nonsynonymous SNVHYAL4:NM_012269:exon5:c.C1132G:p.L378V 87 0.0 107 26 24.3

T7 chr9 78308488 78308488 C G PSAT1 exonic nonsynonymous SNVPSAT1:NM_021154:exon6:c.C645G:p.D215E,PSAT1:NM_058179:exon6:c.C645G:p.D215E53 1.9 58 14 24.1

T7 chr9 98768239 98768239 C G ANKS6 exonic nonsynonymous SNVANKS6:NM_173551:exon11:c.G1984C:p.D662H 30 0.0 28 12 42.9

T7 chr9 136898904 136898904 C T TRAF2 exonic nonsynonymous SNV TRAF2:NM_021138:exon2:c.C164T:p.S55F 34 0.0 30 8 26.7

T7 chr11 1883977 1883977 G C LSP1 exonic nonsynonymous SNVLSP1:NM_001013253:exon5:c.G358C:p.E120Q,LSP1:NM_001013254:exon5:c.G358C:p.E120Q,LSP1:NM_001013255:exon5:c.G358C:p.E120Q,LSP1:NM_001289005:exon5:c.G358C:p.E120Q,LSP1:NM_002339:exon5:c.G544C:p.E182Q,LSP1:NM_001242932:exon6:c.G928C:p.E310Q53 1.9 83 13 15.7

T7 chr11 44124875 44124875 G T EXT2 exonic nonsynonymous SNVEXT2:NM_000401:exon5:c.G929T:p.G310V,EXT2:NM_001178083:exon5:c.G830T:p.G277V,EXT2:NM_207122:exon5:c.G830T:p.G277V67 0.0 62 11 17.7

T7 chr11 63636244 63636244 G C ATL3 exonic stopgainATL3:NM_001290048:exon9:c.C887G:p.S296X,ATL3:NM_015459:exon9:c.C941G:p.S314X188 0.5 131 7 5.3

T7 chr11 64370372 64370372 G C RPS6KA4 exonic nonsynonymous SNVRPS6KA4:NM_001006944:exon15:c.G1927C:p.E643Q,RPS6KA4:NM_001300802:exon15:c.G1924C:p.E642Q,RPS6KA4:NM_003942:exon15:c.G1945C:p.E649Q64 0.0 72 9 12.5

T7 chr11 67608572 67608572 G A NDUFV1 exonic nonsynonymous SNVNDUFV1:NM_001166102:exon3:c.G149A:p.R50Q,NDUFV1:NM_007103:exon3:c.G176A:p.R59Q99 0.0 96 6 6.3

T7 chr11 70206211 70206211 C G FADD exonic stopgain FADD:NM_003824:exon2:c.C365G:p.S122X 34 0.0 30 6 20.0

T7 chr11 71990614 71990614 C T RNF121 exonic nonsynonymous SNVRNF121:NM_001300926:exon5:c.C428T:p.A143V,RNF121:NM_018320:exon6:c.C524T:p.A175V59 0.0 73 5 6.8

T7 chr12 1795758 1795758 G T CACNA2D4 exonic nonsynonymous SNVCACNA2D4:NM_172364:exon36:c.C3136A:p.P1046T98 0.0 140 8 5.7

T7 chr12 6936966 6936966 C G ATN1 exonic nonsynonymous SNVATN1:NM_001007026:exon5:c.C1699G:p.P567A,ATN1:NM_001940:exon5:c.C1699G:p.P567A63 0.0 69 13 18.8

T7 chr12 47999997 47999997 C T COL2A1 exonic nonsynonymous SNVCOL2A1:NM_001844:exon2:c.G214A:p.V72M 42 0.0 45 9 20.0

T7 chr12 55493301 55493301 T G OR6C68 exonic nonsynonymous SNVOR6C68:NM_001005519:exon1:c.T924G:p.F308L 84 1.2 71 18 25.4

T7 chr12 107699385 107699385 G C PWP1 exonic nonsynonymous SNVPWP1:NM_007062:exon8:c.G757C:p.E253Q 111 0.0 94 25 26.6

T7 chr12 131989988 131989988 C T EP400 exonic nonsynonymous SNVEP400:NM_015409:exon8:c.C2434T:p.H812Y 22 0.0 37 8 21.6

T7 chr13 110715708 110715708 C T ING1 exonic nonsynonymous SNV ING1:NM_005537:exon1:c.C265T:p.P89S 22 0.0 47 12 25.5

T7 chr14 22766646 22766646 C G OXA1L exonic nonsynonymous SNVOXA1L:NM_005015:exon1:c.C125G:p.S42W 51 0.0 54 18 33.3

T7 chr14 23095171 23095171 C G ACIN1 exonic nonsynonymous SNVACIN1:NM_001164814:exon1:c.G116C:p.W39S,ACIN1:NM_001164815:exon1:c.G116C:p.W39S,ACIN1:NM_014977:exon1:c.G116C:p.W39S123 0.0 123 25 20.3

T7 chr14 45224686 45224686 G A MIS18BP1 exonic nonsynonymous SNVMIS18BP1:NM_018353:exon11:c.C1901T:p.S634L48 0.0 49 12 24.5

T7 chr15 63597722 63597722 T A FBXL22 exonic nonsynonymous SNVFBXL22:NM_203373:exon1:c.T330A:p.D110E 14 0.0 28 7 25.0

T7 chr15 84905608 84905608 G C SLC28A1 exonic nonsynonymous SNVSLC28A1:NM_001287761:exon7:c.G673C:p.E225Q,SLC28A1:NM_001287762:exon7:c.G673C:p.E225Q,SLC28A1:NM_004213:exon8:c.G673C:p.E225Q47 0.0 48 13 27.1

T7 chr16 1748292 1748292 C A MAPK8IP3 exonic nonsynonymous SNVMAPK8IP3:NM_001040439:exon7:c.C1040A:p.S347Y,MAPK8IP3:NM_015133:exon7:c.C1040A:p.S347Y29 0.0 37 6 16.2

T7 chr16 28319059 28319059 G C SBK1 exonic nonsynonymous SNVSBK1:NM_001024401:exon3:c.G291C:p.E97D 52 0.0 56 11 19.6

T7 chr19 5661621 5661621 C A SAFB exonic nonsynonymous SNVSAFB:NM_001201340:exon14:c.C1759A:p.R587S,SAFB:NM_001201338:exon15:c.C1966A:p.R656S,SAFB:NM_001201339:exon15:c.C1963A:p.R655S,SAFB:NM_002967:exon15:c.C1966A:p.R656S40 0.0 48 15 31.3

T7 chr19 50658997 50658997 C T C19orf81 exonic nonsynonymous SNVC19orf81:NM_001195076:exon5:c.C452T:p.S151F 30 0.0 33 6 18.2

T7 chr22 31845025 31845025 G C DEPDC5 exonic nonsynonymous SNVDEPDC5:NM_001242897:exon28:c.G2575C:p.E859Q,DEPDC5:NM_001136029:exon29:c.G2782C:p.E928Q,DEPDC5:NM_014662:exon29:c.G2782C:p.E928Q,DEPDC5:NM_001242896:exon30:c.G2809C:p.E937Q62 0.0 71 24 33.8

T7 chr22 41149158 41149158 C T EP300 exonic stopgain EP300:NM_001429:exon13:c.C2362T:p.Q788X 52 0.0 53 16 30.2

T7 chrX 124083471 124083471 A C STAG2 exonic nonsynonymous SNVSTAG2:NM_006603:exon28:c.A2975C:p.H992P,STAG2:NM_001042749:exon29:c.A2975C:p.H992P,STAG2:NM_001042750:exon29:c.A2975C:p.H992P,STAG2:NM_001042751:exon29:c.A2975C:p.H992P,STAG2:NM_001282418:exon29:c.A2975C:p.H992P151 0.7 154 38 24.7

T7 chrX 153504740 153504740 A T BGN exonic nonsynonymous SNV BGN:NM_001711:exon2:c.A109T:p.N37Y 62 0.0 79 26 32.9

T8-2 chr1 26913610 26913610 C G NR0B2 exonic nonsynonymous SNVNR0B2:NM_021969:exon1:c.G331C:p.E111Q 58 0.0 87 6 6.9

T8-2 chr2 237334662 237334662 G C COL6A3 exonic nonsynonymous SNVCOL6A3:NM_057166:exon38:c.C7372G:p.Q2458E,COL6A3:NM_057167:exon40:c.C8575G:p.Q2859E,COL6A3:NM_004369:exon41:c.C9193G:p.Q3065E67 0.0 75 5 6.7

T8-2 chr3 120002076 120002076 G C GSK3B exonic nonsynonymous SNVGSK3B:NM_001146156:exon2:c.C252G:p.I84M,GSK3B:NM_002093:exon2:c.C252G:p.I84M115 0.0 116 6 5.2

T8-2 chr4 76367613 76367613 G C CCDC158 exonic nonsynonymous SNVCCDC158:NM_001042784:exon11:c.C1511G:p.S504C66 0.0 72 7 9.7

T8-2 chr6 138854075 138854075 C G ECT2L exonic nonsynonymous SNVECT2L:NM_001195037:exon9:c.C1119G:p.F373L,ECT2L:NM_001077706:exon10:c.C1119G:p.F373L45 0.0 78 6 7.7

T8-2 chr8 31081048 31081048 C G WRN exonic nonsynonymous SNVWRN:NM_000553:exon9:c.C1021G:p.H341D 140 1.4 131 12 9.2

T8-2 chr8 41977056 41977056 T C KAT6A exonic nonsynonymous SNVKAT6A:NM_001305878:exon7:c.A1315G:p.I439V,KAT6A:NM_006766:exon7:c.A1315G:p.I439V105 0.0 92 8 8.7

T8-2 chr14 104776711 104776711 G T AKT1 exonic nonsynonymous SNVAKT1:NM_001014431:exon4:c.C235A:p.Q79K,AKT1:NM_005163:exon4:c.C235A:p.Q79K,AKT1:NM_001014432:exon5:c.C235A:p.Q79K99 0.0 118 7 5.9

T8-2 chr14 104945512 104945512 G C AHNAK2 exonic nonsynonymous SNVAHNAK2:NM_138420:exon7:c.C9939G:p.F3313L172 0.0 305 16 5.2

T8-2 chr15 63244788 63244788 G C RAB8B exonic nonsynonymous SNVRAB8B:NM_016530:exon2:c.G157C:p.D53H 47 0.0 86 6 7.0

T8-2 chr15 84621114 84621114 C T ZSCAN2 exonic stopgain ZSCAN2:NM_181877:exon3:c.C919T:p.Q307X 72 0.0 82 5 6.1

T8-2 chr15 99352392 99352392 C G LRRC28 exonic nonsynonymous SNVLRRC28:NM_001284400:exon7:c.C616G:p.Q206E,LRRC28:NM_144598:exon7:c.C616G:p.Q206E160 0.0 166 9 5.4

T8-2 chr19 23744141 23744141 C A ZNF681 exonic nonsynonymous SNVZNF681:NM_138286:exon4:c.G1409T:p.R470I 82 0.0 97 7 7.2

T8-2 chr3 179218294 179218294 G A PIK3CA exonic nonsynonymous SNVPIK3CA:NM_006218:exon10:c.G1624A:p.E542K 167 0.0 205 8 3.9

T1 chr1 151055127 151055127 C G CDC42SE1 splicing .NM_020239:exon3:c.55-1G>C,NM_001038707:exon4:c.55-1G>C69 1.4 65 12 18.5

T1 chr3 109035469 109035469 C G MORC1 splicing . NM_014429:exon15:c.1331-1G>C 236 0.0 222 30 13.5

T1 chr19 42343632 42343632 G A MEGF8 splicing .NM_001410:exon9:c.1668+1G>A,NM_001271938:exon9:c.1668+1G>A97 0.0 143 20 14.0

T4 chr17 39264174 39264174 C A FBXL20 splicing .NM_032875:exon14:c.1203+1G>T,NM_001184906:exon13:c.1107+1G>T34 0.0 45 6 13.3

T4 chr19 17009302 17009302 C T CPAMD8 splicing . NM_015692:exon6:c.645+1G>A 35 0.0 33 8 24.2

T5 chr1 16048502 16048502 A G CLCNKB splicing . NM_000085:exon7:c.577-2A>G 95 2.1 77 34 44.2

T5 chr1 228145625 228145625 G A GUK1 splicing .NM_001242839:exon2:c.112+1G>A,NM_001159390:exon2:c.175+1G>A,NM_000858:exon3:c.112+1G>A,NM_001242840:exon2:c.175+1G>A,NM_001159391:exon2:c.112+1G>A41 0.0 34 14 41.2

T5 chr1 236739533 236739533 G A ACTN2 splicing .NM_001278344:exon12:c.483+1G>A,NM_001278343:exon10:c.1107+1G>A,NM_001103:exon10:c.1107+1G>A39 0.0 28 14 50.0

T5 chr2 61229634 61229634 C A USP34 splicing . NM_014709:exon59:c.7114-1G>T 76 0.0 67 5 7.5

T5 chr6 42258134 42258134 C T TRERF1 splicing .NM_033502:exon10:c.2336+1G>A,NM_001297573:exon10:c.2396+1G>A70 1.4 53 28 52.8

T5 chr6 160718691 160718691 A G PLG splicing . NM_000301:exon9:c.951-2A>G 93 5.4 79 39 49.4

T5 chr10 116567734 116567734 G A PNLIP splicing . NM_000936:exon13:c.1335-1G>A 42 2.4 36 16 44.4

T5 chr12 75390837 75390837 C T CAPS2 splicing . . 59 3.4 61 28 45.9

T5 chr12 104909763 104909763 C T SLC41A2 splicing . NM_032148:exon2:c.556-1G>A 78 2.6 64 27 42.2

T5 chr15 71112146 71112146 A C CT62 splicing . NM_001102658:exon3:c.135+2T>G 35 0.0 43 9 20.9

T5 chr16 24818591 24818591 A G TNRC6A splicing . NM_014494:exon21:c.4973-2A>G 43 2.3 42 21 50.0

T5 chr22 31873333 31873333 G A DEPDC5 splicing .NM_001242897:exon32:c.3263+1G>A,NM_001242896:exon35:c.3563+1G>A,NM_014662:exon33:c.3470+1G>A,NM_001136029:exon34:c.3536+1G>A51 2.0 42 21 50.0

T6 chr1 11192269 11192269 G C ANGPTL7 splicing . NM_021146:exon2:c.377-1G>C 57 0.0 95 13 13.7

T6 chr3 72998076 72998076 G C PPP4R2 splicing . NM_174907:exon2:c.35-1G>C 210 1.0 203 33 16.3

T6 chr5 1243554 1243554 G A SLC6A18 splicing . NM_182632:exon9:c.1132-1G>A 52 0.0 38 5 13.2

T6 chr5 35072746 35072746 T A PRLR splicing .NM_001204316:exon5:c.374-2A>T,NM_001204317:exon5:c.374-2A>T,NM_001204318:exon5:c.374-2A>T,NM_001204314:exon3:c.71-2A>T,NM_000949:exon6:c.374-2A>T,NM_001204315:exon5:c.374-2A>T55 1.8 37 12 32.4

T6 chr5 179963565 179963565 C T RNF130 splicing . NM_018434:exon8:c.1151-1G>A 79 0.0 56 9 16.1

T6 chr8 51654688 51654688 C T PXDNL splicing . NM_144651:exon2:c.236+1G>A 94 0.0 106 10 9.4

T6 chr12 7317136 7317136 G A ACSM4 splicing . NM_001080454:exon4:c.621-1G>A 60 0.0 60 9 15.0

T6 chr15 65052965 65052965 G A SLC51B splicing . NM_178859:exon4:c.189-1G>A 83 0.0 68 11 16.2

T6 chr15 75356220 75356220 C G MAN2C1 splicing .NM_001256496:exon23:c.2590-1G>C,NM_001256495:exon25:c.2818-1G>C,NM_001256494:exon25:c.2938-1G>C,NM_006715:exon25:c.2887-1G>C178 0.6 183 29 15.8

T6 chr17 10516083 10516083 C T MYH1 splicing . NM_005963:exon5:c.349-1G>A 135 0.0 103 14 13.6

T6 chr19 20553836 20553836 C G ZNF737 splicing . NM_001159293:exon2:c.4-1G>C 259 0.0 248 35 14.1

T6 chr20 33227537 33227537 G C BPIFA3 splicing .NM_001042439:exon6:c.578-1G>C,NM_178466:exon7:c.686-1G>C87 0.0 85 10 11.8

T6 chrX 50387654 50387654 C T DGKK splicing . NM_001013742:exon14:c.2019-1G>A 99 0.0 84 10 11.9

T6 chrX 78011175 78011175 G C ATP7A splicing .NM_001282224:exon8:c.1870-1G>C,NM_000052:exon8:c.1870-1G>C182 0.5 137 16 11.7

T10 chr9 137955697 137955697 G C CACNA1B splicing .NM_000718:exon8:c.1071-1G>C,NM_001243812:exon8:c.1071-1G>C86 3.5 135 58 43.0

T7 chr5 75116565 75116565 C A ANKRD31 splicing . NM_001164443:exon18:c.3984+1G>T 66 1.5 81 9 11.1

T5 chr1 52357020 52357020 - T CC2D1B exonic frameshift insertionCC2D1B:NM_032449:exon16:c.1876dupA:p.M626fs23 0.0 28 13 31.7

T5 chr1 89714663 89714663 - C LRRC8C exonic frameshift insertionLRRC8C:NM_032270:exon3:c.2094dupC:p.I698fs 50 0.0 67 28 29.5

T5 chr1 151369462 151369462 - G SELENBP1 exonic frameshift insertionSELENBP1:NM_001258288:exon3:c.153dupC:p.K52fs,SELENBP1:NM_001258289:exon3:c.279dupC:p.K94fs,SELENBP1:NM_003944:exon3:c.153dupC:p.K52fs45 0.0 40 15 27.3

T5 chr1 153636620 153636620 - A CHTOP exonic frameshift insertionCHTOP:NM_001206612:exon2:c.33dupA:p.L11fs,CHTOP:NM_001244664:exon2:c.33dupA:p.L11fs,CHTOP:NM_001317077:exon2:c.33dupA:p.L11fs,CHTOP:NM_015607:exon2:c.33dupA:p.L11fs68 1.5 51 23 31.1

T5 chr2 121367781 121367781 - C CLASP1 exonic frameshift insertionCLASP1:NM_001142274:exon33:c.3491dupG:p.G1164fs,CLASP1:NM_001207051:exon33:c.3509dupG:p.G1170fs,CLASP1:NM_001142273:exon34:c.3515dupG:p.G1172fs,CLASP1:NM_015282:exon34:c.3692dupG:p.G1231fs83 0.0 82 29 26.1

T5 chr3 114046632 114046632 - T CCDC191 exonic frameshift insertionCCDC191:NM_020817:exon3:c.229dupA:p.T77fs 88 1.1 92 33 26.4

T5 chr3 186652347 186652347 - C FETUB exonic frameshift insertionFETUB:NM_001308079:exon5:c.671dupC:p.T224fs,FETUB:NM_001308077:exon6:c.755dupC:p.T252fs,FETUB:NM_014375:exon7:c.866dupC:p.T289fs141 2.1 121 28 18.8

T5 chr3 195868357 195868357 - G TNK2 exonic frameshift insertionTNK2:NM_001308046:exon12:c.1991dupC:p.P664fs,TNK2:NM_005781:exon12:c.1895dupC:p.P632fs,TNK2:NM_001010938:exon13:c.2129dupC:p.P710fs64 1.6 43 16 27.1

T5 chr5 154793829 154793829 - C LARP1 exonic frameshift insertionLARP1:NM_015315:exon6:c.668dupC:p.A223fs 73 2.7 63 29 31.5

T5 chr7 90227150 90227150 - T STEAP2 exonic frameshift insertionSTEAP2:NM_001244945:exon3:c.673dupT:p.T224fs,STEAP2:NM_152999:exon3:c.673dupT:p.T224fs,STEAP2:NM_001040665:exon4:c.673dupT:p.T224fs,STEAP2:NM_001040666:exon4:c.673dupT:p.T224fs,STEAP2:NM_001244944:exon4:c.673dupT:p.T224fs,STEAP2:NM_001244946:exon4:c.673dupT:p.T224fs55 1.8 53 18 25.4

T5 chr8 47788993 47788993 - T PRKDC exonic frameshift insertionPRKDC:NM_001081640:exon76:c.10814dupA:p.N3605fs,PRKDC:NM_006904:exon76:c.10814dupA:p.N3605fs91 1.1 71 27 27.6

T5 chr9 39099961 39099961 - C CNTNAP3 exonic frameshift insertionCNTNAP3:NM_033655:exon18:c.2944dupG:p.V982fs149 2.0 142 57 28.6

T5 chr9 92315455 92315455 - T NOL8 exonic frameshift insertionNOL8:NM_017948:exon7:c.1169dupA:p.N390fs,NOL8:NM_001256394:exon8:c.965dupA:p.N322fs42 2.4 40 19 32.2

T5 chr10 114304775 114304775 - G AFAP1L2 exonic frameshift insertionAFAP1L2:NM_001001936:exon11:c.1227dupC:p.D410fs,AFAP1L2:NM_032550:exon11:c.1227dupC:p.D410fs,AFAP1L2:NM_001287824:exon12:c.1386dupC:p.D463fs40 0.0 24 12 33.3

T5 chr10 123136110 123136110 - C HMX3 exonic frameshift insertionHMX3:NM_001105574:exon1:c.61dupC:p.P20fs 53 0.0 27 6 18.2

T5 chr11 130427861 130427861 - C ADAMTS8 exonic frameshift insertionADAMTS8:NM_007037:exon1:c.425dupG:p.G142fs59 1.7 51 17 25.0

T5 chr12 14424867 14424867 - A ATF7IP exonic frameshift insertionATF7IP:NM_001286514:exon2:c.953dupA:p.E318fs,ATF7IP:NM_001286515:exon2:c.953dupA:p.E318fs,ATF7IP:NM_018179:exon2:c.953dupA:p.E318fs,ATF7IP:NM_181352:exon2:c.977dupA:p.E326fs79 2.5 69 23 25.0

T5 chr13 27920348 27920348 - C PDX1 exonic frameshift insertion PDX1:NM_000209:exon1:c.211dupC:p.V70fs 44 2.3 39 19 32.8

T5 chr13 29026559 29026559 - A MTUS2 exonic frameshift insertionMTUS2:NM_001033602:exon1:c.1892dupA:p.E631fs84 2.4 92 42 31.3

T5 chr16 4812227 4812227 - C GLYR1 exonic frameshift insertionGLYR1:NM_001308096:exon13:c.1122dupG:p.R375fs,GLYR1:NM_032569:exon13:c.1140dupG:p.R381fs49 2.0 63 49 43.8

T5 chr18 24239344 24239344 - T OSBPL1A exonic frameshift insertionOSBPL1A:NM_001242508:exon4:c.173dupA:p.N58fs,OSBPL1A:NM_080597:exon16:c.1319dupA:p.N440fs45 2.2 56 21 27.3

T5 chr18 50986723 50986723 - T ELAC1 exonic frameshift insertionELAC1:NM_018696:exon4:c.731dupT:p.V244fs 124 0.8 108 49 31.2

T5 chr19 42292730 42292730 - C CIC exonic frameshift insertionCIC:NM_015125:exon14:c.3341dupC:p.A1114fs,CIC:NM_001304815:exon15:c.6068dupC:p.A2023fs119 2.5 114 39 25.5

T5 chr21 31701022 31701022 - G SCAF4 exonic frameshift insertionSCAF4:NM_001145444:exon6:c.704dupC:p.P235fs,SCAF4:NM_001145445:exon7:c.749dupC:p.P250fs,SCAF4:NM_020706:exon7:c.749dupC:p.P250fs87 2.3 103 46 30.9

T6 chr5 93588022 93588022 - GCT NR2F1 exonic nonframeshift insertionNR2F1:NM_005654:exon2:c.569_570insGCT:p.S190delinsSL103 0.0 99 14 12.4

T10 chr2 227082115 227082115 - TTTAACTCTTTTTTT COL4A4 exonic nonframeshift insertionCOL4A4:NM_000092:exon23:c.1695_1696insAAAAAAAGAGTTAAA:p.G566delinsKKRVKG81 0.0 72 8 10.0

T7 chr17 42849274 42849274 - G AOC2 exonic frameshift insertionAOC2:NM_001158:exon2:c.1778dupG:p.W593fs,AOC2:NM_009590:exon2:c.1778dupG:p.W593fs87 1.1 107 27 20.1



Supplementary Table 11. HPV integration junctions of cervical carcinomas, CINs and normal samples
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CC-H001 CC chr2 131573842 HPV16 7513 ++ chimeric 3 2q21.1 intergenic . . AMER3 48135 ARHGEF4 100382 LCR| AluJb|SINE|Alu|+|245 NA.

CC-H001 CC chr15 42199853 HPV16 7513 -+ chimeric 21 15q15.1 intronic EHD4 . . . . . LCR| AluJb|SINE|Alu|-|290 NA.

CC-H001 CC chr15 42199861 HPV16 1575 +- chimeric 252 15q15.1 intronic EHD4 . . . . . E1| AluJb|SINE|Alu|-|290 Validated

CC-H001 CC chr15 42287154 HPV16 7621 -+ read-pair 198 15q15.1ncRNA_intronicLOC101928388 . . . . . LCR| . NA.

CC-H002 CC chr14 79983487 HPV16 1729 -- chimeric 897 14q31.1 intronic NRXN3 . . . . . E1| L1MC4a|LINE|L1|-|595 NA.

CC-H002 CC chr14 79984147 HPV16 1458 -- read-pair 5 14q31.1 intronic NRXN3 . . . . . E1| L1MC4a|LINE|L1|-|523 NA.

CC-H002 CC chr14 80097278 HPV16 6582 ++ chimeric 1168 14q31.1 intronic NRXN3 . . . . . L1| . Validated

CC-H003 CC chr2 180580891 HPV16 91 ++ chimeric 2 2q31.2 intronic ZNF385B . . . . . LCR| . NA.

CC-H003 CC chr8 118032819 HPV16 7076 ++ chimeric 2 8q24.11 intronic SLC30A8 . . . . . L1| L1MC4a|LINE|L1|+|412 NA.

CC-H003 CC chr9 75313996 HPV16 1404 -- chimeric 2 9q21.13 intronic TMC1 . . . . . E1| LTR50|LTR|ERVL|-|604 NA.

CC-H003 CC chr12 124794321 HPV16 2538 -- chimeric 594 12q24.31 intronicFAM101A,ZNF664-FAM101A. . . . . E1| MLT1I|LTR|ERVL-MaLR|-|76 NA.

CC-H003 CC chr12 124908421 HPV16 5337 ++ chimeric 672 12q24.31 intronic NCOR2 . . . . . L2| MIRb|SINE|MIR|-|152 Validated

CC-H003 CC chr12 124908872 HPV16 3331 -- chimeric 46 12q24.31 intronic NCOR2 . . . . . E2| . NA.

CC-H003 CC chr1 90696272 HPV16 788 +- chimeric 4 1p22.2 intergenic . . ZNF326 202178 BARHL2 481307 E7| L1MA2|LINE|L1|-|3094 NA.

CC-H003 CC chr12 124906938 HPV16 5874 -+ chimeric 85 12q24.31 intronic NCOR2 . . . . . L1| . NA.

CC-H003 CC chr19 9889407 HPV16 6445 +- read-pair 5 19p13.2 intergenic . . ZNF846 9997 FBXL12 31536 L1| AluSq2|SINE|Alu|+|305 NA.

CC-H004 CC chr1 187601590 HPV16 7169 -- chimeric 2 1q31.1 intergenic . . LINC01036 272214 NONE NONE LCR| dup NA.

CC-H004 CC chr2 61907870 HPV16 4204 ++ chimeric 2 2p15 intergenic . . XPO1 142452 FAM161A 144113 NONE AluSx3|SINE|Alu|-|315;trf NA.

CC-H004 CC chr2 157627195 HPV16 4203 -+ chimeric 3 2q24.1 intergenic . . GPD2 184280 GALNT5 487145 NONE (CAAA)n|Simple_repeat|Simple_repeat|+|32;trf NA.

CC-H004 CC chr4 73899534 HPV16 4179 +- chimeric 73 4q13.3 intergenic . . ADAMTS3 465018 COX18 20879 NONE AluJb|SINE|Alu|+|140 NA.

CC-H004 CC chr4 145372561 HPV16 282 +- chimeric 3 4q31.21 intergenic . . GYPA 310657 HHIP-AS1 191507 E6| . NA.

CC-H004 CC chr4 145372570 HPV16 3 -+ chimeric 2 4q31.21 intergenic . . GYPA 310666 HHIP-AS1 191498 LCR| . NA.

CC-H004 CC chr5 51128495 HPV16 4176 +- chimeric 27 5q11.2 intergenic . . ISL1 437932 PELO 955279 NONE (CAAA)n|Simple_repeat|Simple_repeat|+|41;trf NA.

CC-H004 CC chr8 108404422 HPV16 4803 -+ chimeric 3 8q23.1 intronic ANGPT1 . . . . . L2| . NA.

CC-H004 CC chr18 70928427 HPV16 1410 -+ chimeric 2 18q22.3ncRNA_intronicLOC400655 . . . . . E1| L1MEe|LINE|L1|-|131 NA.

CC-H004 CC chr21 39984513 HPV16 151 +- read-pair 5 21q22.2 intronic ERG . . . . . E6| . NA.

CC-H004 CC chr22 32093142 HPV16 4179 +- chimeric 39 22q12.2 intronic PRR14L . . . . . NONE AluSz6|SINE|Alu|+|177 NA.

CC-H004 CC chrX 112399507 HPV16 5159 -+ chimeric 2 Xq23 ncRNA_intronicLOC101928437 . . . . . L2| L1PBa|LINE|L1|-|4974 NA.

CC-H005 CC chr1 88977991 HPV16 1010 -- chimeric 2 1p22.2 intergenic . . LINC01364 1140653 PKN2-AS1 25205 E1| . NA.

CC-H005 CC chr2 146385818 HPV16 3376 -- chimeric 2 2q22.3 intergenic . . TEX41 551527 PABPC1P2 958807 E2|E4| . NA.

CC-H005 CC chr8 112069807 HPV16 3411 -- chimeric 2 8q23.2 intergenic . . LOC101927459 30145 LOC101927487 41383 E2|E4| ERVL-E-int|LTR|ERVL|+|237 NA.

CC-H005 CC chr1 88920564 HPV16 6485 -+ chimeric 2 1p22.2 intergenic . . LINC01364 1083226 PKN2-AS1 82632 L1| . Validated

CC-H005 CC chr1 88944379 HPV16 6183 -+ chimeric 8 1p22.2 intergenic . . LINC01364 1107041 PKN2-AS1 58817 L1| . Validated

CC-H005 CC chr2 85484951 HPV16 4563 +- chimeric 2 2p11.2 intronic TCF7L1 . . . . . L2| . NA.

CC-H005 CC chr5 151782465 HPV16 901 +- chimeric 2 5q33.1 intronic NMUR2 . . . . . E1| . NA.

CC-H005 CC chr6 101475298 HPV16 6430 +- chimeric 2 6q16.3 intergenic . . ASCC3 146050 GRIK2 371563 L1| MER61-int|LTR|ERV1|+|3266 NA.

CC-H005 CC chr16 78912212 HPV16 2828 +- chimeric 6 16q23.1 intronic WWOX . . . . . E2| MIRb|SINE|MIR|+|262 NA.

CC-H005 CC chr22 27480552 HPV16 2388 +- chimeric 2 22q12.1 intergenic . . LINC01422 163979 MN1 663713 E1| MIRb|SINE|MIR|+|235 NA.

CC-H006 CC chr1 249240163 HPV16 4867 ++ chimeric 8 1q44 intergenic . . PGBD2 26818 NONE NONE L2| (TTAGGG)n|Simple_repeat|Simple_repeat|+|738;trf NA.

CC-H006 CC chr11 129035562 HPV16 1069 -- chimeric 2 11q24.3 intronic ARHGAP32 . . . . . E1| L1ME3|LINE|L1|+|409 NA.

CC-H006 CC chr11 134946518 HPV16 4867 ++ chimeric 19 11q25 intergenic . . LOC283177 570963 NONE NONE L2| . NA.

CC-H006 CC chr12 95482 HPV16 4867 ++ chimeric 11 12p13.33 intergenic . . LOC100288778 4219 IQSEC3 80567 L2| (TTAGGG)n|Simple_repeat|Simple_repeat|+|581;dup;trf NA.

CC-H006 CC chr12 133841897 HPV16 4867 ++ chimeric 47 12q24.33 intergenic . . ANHX 29475 NONE NONE L2| . NA.

CC-H006 CC chr15 102521345 HPV16 4867 ++ chimeric 4 15q26.3 intergenic . . DDX11L9 2049 NONE NONE L2| (TTAGGG)n|Simple_repeat|Simple_repeat|+|362;dup;trf NA.

CC-H006 CC chr22 18683472 HPV16 3790 ++ chimeric 312 22q11.21 intergenic . . USP18 23310 GGT3P 77730 E2| dup NA.

CC-H006 CC chr22 18877286 HPV16 3791 ++ chimeric 103 22q11.21 intergenic . . GGT3P 97812 DGCR6 16450 E2| dup NA.

CC-H006 CC chr22 20655304 HPV16 3790 ++ chimeric 329 22q11.21 intergenic . . RIMBP3 193518 ZNF74 93101 E2| dup Validated

CC-H006 CC chr22 21678107 HPV16 3791 ++ chimeric 170 22q11.21 intergenic . . POM121L8P 26092 RIMBP3C 59556 E2| dup NA.

CC-H006 CC chrX 155260091 HPV16 4867 ++ chimeric 7 Xq28 intergenic . . DDX11L16 2243 NONE NONE L2| (TTAGGG)n|Simple_repeat|Simple_repeat|+|442;dup;trf NA.

CC-H006 CC chrX 155260289 HPV16 4867 ++ chimeric 7 Xq28 intergenic . . DDX11L16 2441 NONE NONE L2| (TTAGGG)n|Simple_repeat|Simple_repeat|+|442;trf NA.

CC-H006 CC chr1 10024 HPV16 4867 -+ chimeric 44 1p36.33 intergenic . . NONE NONE DDX11L1 1850 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|468;dup;trf NA.

CC-H006 CC chr1 10185 HPV16 4867 -+ chimeric 43 1p36.33 intergenic . . NONE NONE DDX11L1 1689 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|468;dup;trf NA.

CC-H006 CC chr1 10368 HPV16 4867 -+ chimeric 43 1p36.33 intergenic . . NONE NONE DDX11L1 1506 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|468;dup;trf NA.

CC-H006 CC chr2 182140518 HPV16 4867 -+ chimeric 24 2q31.3 intergenic . . UBE2E3 212364 MIR4437 29802 L2| . NA.

CC-H006 CC chr2 243152475 HPV16 4868 -+ chimeric 2 2q37.3 intergenic . . LOC728323 50006 NONE NONE L2| . NA.

CC-H006 CC chr5 9999 HPV16 4867 -+ chimeric 53 5p15.33 intergenic . . NONE NONE PLEKHG4B 130374 L2| . NA.

CC-H006 CC chr5 11633 HPV16 4867 -+ chimeric 59 5p15.33 intergenic . . NONE NONE PLEKHG4B 128740 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|1881;trf NA.

CC-H006 CC chr5 11759 HPV16 4867 -+ chimeric 40 5p15.33 intergenic . . NONE NONE PLEKHG4B 128614 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|1881;trf NA.

CC-H006 CC chr5 25241203 HPV16 985 +- chimeric 2 5p14.1 intergenic . . LOC340107 400511 CDH9 1639506 E1| L2|LINE|L2|+|104 NA.

CC-H006 CC chr7 10084 HPV16 4867 -+ chimeric 3 7p22.3 intergenic . . NONE NONE LOC100507642 139634 L2| (CCCTAA)n|Simple_repeat|Simple_repeat|+|241;trf NA.

CC-H006 CC chr9 27053455 HPV16 5224 +- chimeric 124 9p21.2 intronic IFT74 . . . . . L2| . NA.

CC-H006 CC chr15 42243199 HPV16 4867 -+ chimeric 11 15q15.1 intronic EHD4 . . . . . L2| . NA.

CC-H006 CC chr22 18722582 HPV16 3791 -+ chimeric 113 22q11.21 intergenic . . USP18 62420 GGT3P 38620 E2| dup NA.

CC-H006 CC chr22 19052068 HPV16 1224 +- read-pair 414 22q11.21 intronic DGCR2 . . . . . E1| . NA.

CC-H006 CC chr22 19052644 HPV16 2744 +- chimeric 285 22q11.21 intronic DGCR2 . . . . . E1| . NA.

CC-H006 CC chr22 20327557 HPV16 3791 -+ chimeric 35 22q11.21 intergenic . . DGCR6L 19929 TMEM191B 50112 E2| dup NA.

CC-H006 CC chr22 20694316 HPV16 3790 -+ chimeric 304 22q11.21 intergenic . . RIMBP3 232530 ZNF74 54089 E2| dup NA.

CC-H006 CC chr22 21523272 HPV16 3791 -+ chimeric 99 22q11.21ncRNA_intronicFAM230B . . . . . E2| dup NA.

CC-H007 CC chr3 189602642 HPV18 1732 -- chimeric 7 3q28 intronic TP63 . . . . . E1| . NA.

CC-H007 CC chr3 189668093 HPV18 5128 ++ chimeric 10 3q28 intergenic . . TP63 53025 LEPREL1 6424 L2| . NA.

CC-H007 CC chr8 128471973 HPV16 3695 -+ chimeric 2 8q24.21ncRNA_intronic CASC8 . . . . . E2| L1ME4a|LINE|L1|+|196 NA.

CC-H008 CC chr3 98495398 HPV18 5146 -- chimeric 2 3q12.1 intronic ST3GAL6 . . . . . L2| . NA.

CC-H008 CC chr8 128347487 HPV16 2761 -- chimeric 2 8q24.21ncRNA_intronicCASC21,CASC8 . . . . . E1|E2| . NA.

CC-H008 CC chr4 163480493 HPV18 7217 +- chimeric 2 4q32.2 intergenic . . FSTL5 395307 NAF1 567367 LCR| PABL_A-int|LTR|ERV1|-|3026 NA.

CC-H008 CC chr8 128506353 HPV16 3116 +- chimeric 2 8q24.21 intergenic . . CASC8 11969 CASC11 206500 E2| . NA.

CC-H008 CC chr20 48854773 HPV18 3651 -+ chimeric 64 20q13.13 intergenic . . CEBPB 45546 LINC01272 29250 E2|E4| MIRb|SINE|MIR|+|232 NA.

CC-H008 CC chr20 48879185 HPV18 3132 +- chimeric 163 20q13.13 intergenic . . CEBPB 69958 LINC01272 4838 E2| L1MB5|LINE|L1|-|238 NA.

CC-H009 CC chr1 111306307 HPV16 434 -- chimeric 5 1p13.3 intergenic . . KCNA3 88652 CD53 107514 E6| HAL1|LINE|L1|+|1280;dup NA.

CC-H009 CC chr1 150425220 HPV16 1377 -- chimeric 2 1q21.3 intronic RPRD2 . . . . . E1| AluSq|SINE|Alu|-|299 NA.

CC-H009 CC chr4 87489520 HPV16 7011 ++ chimeric 3 4q21.3 intergenic . . MAPK10 115237 PTPN13 25948 L1| L1PB4|LINE|L1|+|1619 NA.

CC-H009 CC chr4 87910130 HPV16 1235 -- chimeric 3 4q21.3 intronic AFF1 . . . . . E1| L1PA7|LINE|L1|+|1701 NA.

CC-H009 CC chr4 124686035 HPV16 4179 -- chimeric 17 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H009 CC chr5 27748911 HPV16 2462 -- chimeric 8 5p14.1 intergenic . . LINC01021 252403 LSP1P3 1178066 E1| THE1B|LTR|ERVL-MaLR|-|375 NA.

CC-H009 CC chr6 107259799 HPV16 2462 -- chimeric 2 6q21 intergenic . . LOC100422737 24499 C6orf203 89577 E1| THE1A|LTR|ERVL-MaLR|-|354 NA.

CC-H009 CC chr10 111012058 HPV16 7162 ++ chimeric 2 10q25.1 intergenic . . RNU6-53P 12568 XPNPEP1 612466 LCR| L1PA12|LINE|L1|-|273 NA.

CC-H009 CC chr15 28864433 HPV16 5613 -- chimeric 2 15q13.1 intergenic . . GOLGA8G 86290 HERC2P9 35155 L1|L2| L1MB3|LINE|L1|-|278;dup NA.

CC-H009 CC chr20 52082471 HPV16 956 -- read-pair 8 20q13.2 intronic TSHZ2 . . . . . E1| . NA.

CC-H009 CC chrX 66598952 HPV16 4500 -- chimeric 2 Xq12 intergenic . . EDA2R 739812 AR 164922 L2| L1MA1|LINE|L1|+|4392 NA.

CC-H009 CC chr2 88118671 HPV16 533 +- chimeric 3 2p11.2 intronic RGPD1,RGPD2 . . . . . E6| AluJr|SINE|Alu|+|299;dup NA.

CC-H009 CC chr2 141815127 HPV16 2462 +- chimeric 208 2q22.1 intronic LRP1B . . . . . E1| THE1B|LTR|ERVL-MaLR|+|352 NA.

CC-H009 CC chr2 141863676 HPV16 2483 -+ chimeric 265 2q22.1 intronic LRP1B . . . . . E1| . NA.

CC-H009 CC chr3 147904132 HPV16 5315 -+ chimeric 4 3q24 intergenic . . LOC440982 676435 AGTR1 511526 L2| MIRb|SINE|MIR|-|197 NA.

CC-H009 CC chr3 163750629 HPV16 5295 -+ chimeric 3 3q26.1 intergenic . . LINC01192 729540 LINC01324 681254 L2| . NA.

CC-H009 CC chr7 77124390 HPV16 2462 +- chimeric 23 7q11.23 intergenic . . LOC101927243 69630 PTPN12 42383 E1| THE1B|LTR|ERVL-MaLR|+|364 NA.

CC-H009 CC chr8 128471973 HPV16 3695 -+ chimeric 5 8q24.21ncRNA_intronic CASC8 . . . . . E2| L1ME4a|LINE|L1|+|196 NA.

CC-H009 CC chr9 101417089 HPV16 3900 -+ chimeric 2 9q22.33 intronic GABBR2 . . . . . E5| L1MC1|LINE|L1|+|663 NA.

CC-H009 CC chr13 89907689 HPV16 2458 +- chimeric 12 13q31.2 intergenic . . LINC00433 709925 LINC00353 293359 E1| THE1B|LTR|ERVL-MaLR|+|360 NA.

CC-H009 CC chr15 20681547 HPV16 5620 +- chimeric 2 15q11.1ncRNA_intronicHERC2P3 . . . . . L1|L2| L1MB3|LINE|L1|+|278;dup NA.

CC-H009 CC chr17 74144051 HPV16 1443 +- chimeric 2 17q25.1ncRNA_intronicRNF157-AS1 . . . . . E1| . NA.

CC-H009 CC chr20 4788070 HPV16 7226 -+ chimeric 2 20p13 intronic RASSF2 . . . . . LCR| L1M5|LINE|L1|+|288 NA.

CC-H010 CC chr1 228819914 HPV16 5412 ++ chimeric 2 1q42.13 intergenic . . NONE NONE NONE NONE L2| AluSx|SINE|Alu|-|308 NA.

CC-H010 CC chr2 100506248 HPV16 5412 ++ chimeric 2 2q11.2 intronic AFF3 . . . . . L2| AluSp|SINE|Alu|-|290 NA.

CC-H010 CC chr3 151640191 HPV16 5412 ++ chimeric 4 3q25.1 ncRNA_intronicAADACL2-AS1 . . . . . L2| AluSx|SINE|Alu|-|289 NA.

CC-H010 CC chr5 6433698 HPV16 5412 ++ chimeric 2 5p15.31 intergenic . . MED10 55059 UBE2QL1 15038 L2| AluSz|SINE|Alu|-|296 NA.

CC-H010 CC chr5 156762413 HPV16 5412 ++ chimeric 2 5q33.3 intronic CYFIP2 . . . . . L2| AluSg|SINE|Alu|-|270 NA.

CC-H010 CC chr8 28797655 HPV16 5412 ++ chimeric 4 8p21.1 intronic HMBOX1 . . . . . L2| AluSp|SINE|Alu|-|250 NA.

CC-H010 CC chr8 42473305 HPV16 5412 ++ chimeric 2 8p11.21 intergenic . . SMIM19 65165 CHRNB3 79257 L2| AluSx|SINE|Alu|-|305 NA.

CC-H010 CC chr10 64943817 HPV16 5412 ++ chimeric 2 10q21.3 intronic JMJD1C . . . . . L2| AluSc|SINE|Alu|-|288;trf NA.

CC-H010 CC chr22 31847387 HPV16 5412 ++ chimeric 2 22q12.2 intronic EIF4ENIF1 . . . . . L2| AluSc|SINE|Alu|-|298 NA.

CC-H010 CC chr1 117166183 HPV16 5412 -+ chimeric 3 1p13.1 intronic IGSF3 . . . . . L2| AluSz|SINE|Alu|+|242;dup NA.

CC-H010 CC chr4 41726286 HPV16 5412 -+ chimeric 5 4p13 intergenic . . LIMCH1 24225 PHOX2B 19813 L2| AluSg|SINE|Alu|+|287 NA.

CC-H010 CC chr6 37884327 HPV16 5412 -+ chimeric 2 6p21.2 intronic ZFAND3 . . . . . L2| AluSc8|SINE|Alu|+|294 NA.

CC-H010 CC chr13 59922341 HPV16 5412 -+ chimeric 2 13q21.2 intergenic . . LOC1019268971138724 DIAPH3 317380 L2| AluSx|SINE|Alu|+|283 NA.

CC-H010 CC chr16 25480723 HPV16 5412 -+ chimeric 2 16p12.1 intergenic . . ZKSCAN2 211868 HS3ST4 222624 L2| AluSz|SINE|Alu|+|311 NA.

CC-H010 CC chr17 40131581 HPV16 5412 -+ chimeric 2 17q21.2 intronic DNAJC7 . . . . . L2| AluSx1|SINE|Alu|+|291 NA.

CC-H010 CC chr18 33410637 HPV16 5412 -+ chimeric 3 18q12.2 intergenic . . GALNT1 118839 MIR187 74144 L2| AluSz|SINE|Alu|+|303 NA.

CC-H010 CC chr22 34717344 HPV16 5412 -+ chimeric 2 22q12.3 intergenic . . LARGE 400928 ISX 744786 L2| AluSx3|SINE|Alu|+|280 NA.

CC-H010 CC chrX 44345437 HPV16 3091 +- chimeric 128 Xp11.3 intergenic . . EFHC2 142514 FUNDC1 37448 E2| . Validated

CC-H010 CC chrX 44348418 HPV16 5412 -+ chimeric 111 Xp11.3 intergenic . . EFHC2 145495 FUNDC1 34467 L2| AluSp|SINE|Alu|+|289 NA.

CC-H010 CC chrX 53066666 HPV16 5412 -+ chimeric 2 Xp11.22 intergenic . . FAM156A 42015 GPR173 11840 L2| AluSx|SINE|Alu|+|285 NA.

CC-H011 CC chr2 49886181 HPV16 1450 ++ chimeric 2 2p16.3 intergenic . . FSHR 504515 NRXN1 259462 E1| L2c|LINE|L2|+|228 NA.

CC-H011 CC chr2 67882080 HPV16 2104 -- chimeric 42 2p14 intergenic . . ETAA1 244547 LOC101927701 141106 E1| L1P1|LINE|L1|+|2442 NA.

CC-H011 CC chr3 5291400 HPV16 3899 -- chimeric 5 3p26.1 downstream MIR4790 . . . . . E5| AluY|SINE|Alu|+|305 NA.

CC-H011 CC chr3 5895159 HPV16 5782 -- chimeric 2 3p26.1 intergenic . . MIR4790 603219 GRM7-AS3 778886 L1| . NA.

CC-H011 CC chr3 97893888 HPV16 2105 -- read-pair 15 3q11.2 intergenic . . OR5H15 5403 OR5H6 89241 E1| L1PA4|LINE|L1|+|6162 NA.

CC-H011 CC chr3 135304356 HPV16 2105 -- read-pair 7 3q22.2 intergenic . . EPHB1 325049 PPP2R3A 380159 E1| L1PA2|LINE|L1|+|6030 NA.

CC-H011 CC chr4 9143766 HPV16 480 ++ chimeric 2 4p16.1 intergenic . . LOC650293 191639 USP17L10 68617 E6| (TATAA)n|Simple_repeat|Simple_repeat|+|94;dup;trf NA.

CC-H011 CC chr5 28607035 HPV16 3899 -- chimeric 4 5p14.1 intergenic . . LINC01021 1110527 LSP1P3 319942 E5| AluY|SINE|Alu|+|308 NA.

CC-H011 CC chr5 39780377 HPV16 4209 ++ chimeric 2 5p13.1 intergenic . . LOC101926940 255567 LINC00603 272016 NONE (TTTG)n|Simple_repeat|Simple_repeat|+|33;trf NA.

CC-H011 CC chr5 99567416 HPV16 5154 -- chimeric 2 5q21.1 intergenic . . CTD-2151A2.1 653758 LOC100133050 147793 L2| L2|LINE|L2|-|316 NA.

CC-H011 CC chr6 71654662 HPV16 2105 -- chimeric 32 6q13 intronic B3GAT2 . . . . . E1| L1PA3|LINE|L1|+|6122 NA.

CC-H011 CC chr6 79177793 HPV16 2105 -- chimeric 21 6q14.1 intergenic . . MEI4 543317 IRAK1BP1 399468 E1| L1PA4|LINE|L1|+|6137 NA.

CC-H011 CC chr7 32810873 HPV16 5764 -- chimeric 2 7p14.3 intergenic . . LINC00997 8337 KBTBD2 96905 L1| L2a|LINE|L2|+|375;dup NA.

CC-H011 CC chr7 99470728 HPV16 3899 -- chimeric 9 7q22.1 intergenic . . CYP3A43 7001 OR2AE1 2957 E5| AluY|SINE|Alu|+|298 NA.

CC-H011 CC chr8 128736785 HPV16 1141 -- chimeric 45 8q24.21ncRNA_intronicCASC11 . . . . . E1| . Validated

CC-H011 CC chr8 128753613 HPV16 987 -- chimeric 458 8q24.21 UTR3 MYC NM_002467 . . . . E1| . Validated

CC-H011 CC chr8 128756408 HPV16 4452 ++ chimeric 326 8q24.21 intergenic . . MYC 2728 MIR1204 51800 L2| AluY|SINE|Alu|+|336 NA.

CC-H011 CC chr8 128763177 HPV16 5331 ++ chimeric 43 8q24.21 intergenic . . MYC 9497 MIR1204 45031 L2| L2b|LINE|L2|+|518 NA.

CC-H011 CC chr8 128767183 HPV16 394 ++ chimeric 2 8q24.21 intergenic . . MYC 13503 MIR1204 41025 E6| AluSz6|SINE|Alu|+|288 NA.

CC-H011 CC chr8 128786868 HPV16 3560 ++ chimeric 214 8q24.21 intergenic . . MYC 33188 MIR1204 21340 E2|E4| MLT2B1|LTR|ERVL|+|431 Validated

CC-H011 CC chr8 128801586 HPV16 6673 ++ chimeric 29 8q24.21 intergenic . . MYC 47906 MIR1204 6622 L1| FRAM|SINE|Alu|+|162 NA.

CC-H011 CC chr8 137089856 HPV16 643 -- chimeric 2 8q24.23 intergenic . . KHDRBS3 430008 LOC1019279151328488 E7| MIRb|SINE|MIR|+|202 NA.

CC-H011 CC chr10 86456950 HPV16 480 ++ chimeric 2 10q23.1 intergenic . . CCSER2 178673 LINC01519 496227 E6| (TATAA)n|Simple_repeat|Simple_repeat|+|69;trf NA.

CC-H011 CC chr10 133992146 HPV16 651 ++ read-pair 10 10q26.3 intronic JAKMIP3 . . . . . E7| . NA.

CC-H011 CC chr10 133992464 HPV16 494 -- chimeric 247 10q26.3 intronic JAKMIP3 . . . . . E6| . Validated

CC-H011 CC chr11 27961493 HPV16 2105 -- chimeric 50 11p14.1 intergenic . . BDNF 217888 KIF18A 80670 E1| L1PA3|LINE|L1|+|6136 NA.

CC-H011 CC chr11 50027353 HPV16 2105 -- chimeric 20 11p11.12 intergenic . . OR4C12 23282 LOC441601 211646 E1| L1P1|LINE|L1|+|4208 NA.

CC-H011 CC chr11 91760855 HPV16 2104 -- read-pair 8 11q14.3 intergenic . . DISC1FP1 1112635 FAT3 324407 E1| L1PA2|LINE|L1|+|6236 NA.

CC-H011 CC chr12 69385692 HPV16 2105 -- chimeric 38 12q15 intergenic . . CPM 28672 CPSF6 247625 E1| L1PA3|LINE|L1|+|6145 NA.

CC-H011 CC chr13 98383476 HPV16 2063 -- read-pair 7 13q32.2 intergenic . . RAP2A 263224 IPO5 222453 E1| L1PA3|LINE|L1|+|6039 NA.

CC-H011 CC chr13 112995860 HPV16 1456 ++ chimeric 4 13q34 intergenic . . LINC01044 10321 SPACA7 34791 E1| (TC)n|Simple_repeat|Simple_repeat|+|180;trf NA.

CC-H011 CC chr14 23947148 HPV16 7573 -- chimeric 2 14q11.2 UTR3 NGDN NM_015514 . . . . LCR| . NA.

CC-H011 CC chr14 43732083 HPV16 1987 -- read-pair 9 14q21.2 intergenic . . LRFN5 1358331 FSCB 1241271 E1| L1PA3|LINE|L1|+|6017 NA.

CC-H011 CC chr14 74448791 HPV16 4201 ++ chimeric 2 14q24.3 intronic ENTPD5 . . . . . NONE AluSx|SINE|Alu|-|303 NA.

CC-H011 CC chr14 80555748 HPV16 2105 -- chimeric 14 14q31.1 intergenic . . NRXN3 221115 DIO2 108120 E1| L1PA3|LINE|L1|+|6155 NA.

CC-H011 CC chr14 98802363 HPV16 3899 -- chimeric 4 14q32.2 intergenic . . LINC01550 357902 C14orf177 375587 E5| AluYc|SINE|Alu|+|285 NA.

CC-H011 CC chr16 23803986 HPV16 4208 ++ chimeric 2 16p12.2 intergenic . . CHP2 33714 PRKCB 43314 NONE AluJr|SINE|Alu|-|311 NA.

CC-H011 CC chr16 46570205 HPV16 2006 -- read-pair 11 16q11.2ncRNA_intronicANKRD26P1 . . . . . E1| L1PA3|LINE|L1|+|6190 NA.

CC-H011 CC chr18 6222985 HPV16 480 ++ chimeric 7 18p11.31 intronic L3MBTL4 . . . . . E6| . NA.

CC-H011 CC chr19 23255145 HPV16 891 ++ chimeric 2 19p12 intergenic . . LOC101929144 11078 ZNF730 44632 E1| L1MC4|LINE|L1|+|145 NA.

CC-H011 CC chr19 56710407 HPV16 3899 -- chimeric 3 19q13.43 intergenic . . ZSCAN5B 5986 ZSCAN5A 22272 E5| AluY|SINE|Alu|+|299 NA.

CC-H011 CC chrX 143450942 HPV16 3385 ++ chimeric 2 Xq27.3 intergenic . . UBE2NL 482585 SPANXN1 878165 E2|E4| . NA.

CC-H011 CC chr1 15061843 HPV16 3899 +- chimeric 3 1p36.21 intronic KAZN . . . . . E5| AluYk4|SINE|Alu|-|300 NA.

CC-H011 CC chr1 21518285 HPV16 3899 +- chimeric 2 1p36.12 intergenic . . EIF4G3 14904 ECE1 25455 E5| AluY|SINE|Alu|-|308 NA.

CC-H011 CC chr1 32389222 HPV16 3899 +- chimeric 2 1p35.2 intronic PTP4A2 . . . . . E5| AluY|SINE|Alu|-|304 NA.

CC-H011 CC chr1 67208439 HPV16 3899 +- chimeric 2 1p31.3 intronic SGIP1 . . . . . E5| AluYk12|SINE|Alu|-|311 NA.

CC-H011 CC chr1 84736655 HPV16 3899 +- chimeric 2 1p31.1 intergenic . . PRKACB 32474 SAMD13 27394 E5| AluY|SINE|Alu|-|298 NA.

CC-H011 CC chr1 96945523 HPV16 3899 +- chimeric 4 1p21.3 intergenic . . LOC101928241 105842 PTBP2 241638 E5| AluY|SINE|Alu|-|294 NA.

CC-H011 CC chr1 98760524 HPV16 3899 +- chimeric 2 1p21.3 intergenic . . LOC729987 22310 SNX7 366712 E5| AluY|SINE|Alu|-|310 NA.

CC-H011 CC chr1 100991514 HPV16 3899 +- chimeric 2 1p21.2 intergenic . . CDC14A 5681 GPR88 12214 E5| AluY|SINE|Alu|-|296 NA.

CC-H011 CC chr1 109598028 HPV16 3899 +- chimeric 2 1p13.3 intergenic . . WDR47 13178 TAF13 8970 E5| AluYf4|SINE|Alu|-|310;trf NA.

CC-H011 CC chr1 113927059 HPV16 3899 +- chimeric 2 1p13.2 intergenic . . LOC643441 178184 MAGI3 6416 E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr1 118965825 HPV16 3899 +- chimeric 5 1p12 intergenic . . SPAG17 237977 TBX15 459841 E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr1 158177357 HPV16 3899 +- chimeric 2 1q23.1 intergenic . . CD1D 21141 CD1A 46570 E5| AluYk4|SINE|Alu|-|313 NA.



CC-H011 CC chr1 162615733 HPV16 4882 +- chimeric 2 1q23.3 intronic DDR2 . . . . . L2| . NA.

CC-H011 CC chr1 184769166 HPV16 3899 +- chimeric 2 1q25.3 intronic FAM129A . . . . . E5| AluY|SINE|Alu|-|309 NA.

CC-H011 CC chr1 190615968 HPV16 3899 +- chimeric 3 1q31.1 ncRNA_intronicLOC440704 . . . . . E5| AluYk12|SINE|Alu|-|311 NA.

CC-H011 CC chr1 199163113 HPV16 3899 +- chimeric 4 1q32.1 intergenic . . LINC01221 117249 NR5A2 833617 E5| AluY|SINE|Alu|-|300 NA.

CC-H011 CC chr2 20642623 HPV16 3899 +- chimeric 5 2p24.1 intergenic . . PUM2 92012 RHOB 4212 E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr2 25269659 HPV16 3899 +- chimeric 2 2p23.3 intronic EFR3B . . . . . E5| AluYf4|SINE|Alu|-|296 NA.

CC-H011 CC chr2 32225586 HPV16 3899 +- chimeric 2 2p22.3 intronic MEMO1 . . . . . E5| AluY|SINE|Alu|-|306;trf NA.

CC-H011 CC chr2 51269665 HPV16 3899 +- chimeric 4 2p16.3 intergenic . . NRXN1 9991 NONE NONE E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr2 102098153 HPV16 3899 +- chimeric 2 2q11.2 intergenic . . RFX8 6988 MAP4K4 216012 E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr2 113857598 HPV16 3899 +- chimeric 2 2q13 intergenic . . IL1F10 24171 IL1RN 17872 E5| AluY|SINE|Alu|-|310 NA.

CC-H011 CC chr2 125181528 HPV16 3899 +- chimeric 4 2q14.3 intronic CNTNAP5 . . . . . E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr2 135987224 HPV16 3899 +- chimeric 2 2q21.3 intronic ZRANB3 . . . . . E5| AluY|SINE|Alu|-|300 NA.

CC-H011 CC chr2 143434932 HPV16 3899 +- chimeric 2 2q22.2 intergenic . . LRP1B 545662 KYNU 200263 E5| AluYf4|SINE|Alu|-|313 NA.

CC-H011 CC chr2 147588525 HPV16 3899 +- chimeric 3 2q22.3 intergenic . . PABPC1P2 239967 ACVR2A 1013561 E5| AluY|SINE|Alu|-|309 NA.

CC-H011 CC chr2 167071311 HPV16 3899 +- chimeric 5 2q24.3 ncRNA_intronicLOC101929680 . . . . . E5| AluY|SINE|Alu|-|314 NA.

CC-H011 CC chr2 180828356 HPV16 3899 +- chimeric 2 2q31.3 intronic CWC22 . . . . . E5| AluY|SINE|Alu|-|306 NA.

CC-H011 CC chr2 182565557 HPV16 3899 +- chimeric 2 2q31.3 intergenic . . NEUROD1 20165 SSFA2 190886 E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr2 182592752 HPV16 3899 +- chimeric 4 2q31.3 intergenic . . NEUROD1 47360 SSFA2 163691 E5| AluY|SINE|Alu|-|304 NA.

CC-H011 CC chr2 196031602 HPV16 3899 +- chimeric 2 2q32.3 intergenic . . LOC101927431 405443 SLC39A10 489930 E5| AluYf4|SINE|Alu|-|299 NA.

CC-H011 CC chr2 198317083 HPV16 3899 +- chimeric 2 2q33.1 intergenic . . SF3B1 17312 COQ10B 1148 E5| AluYf4|SINE|Alu|-|310 NA.

CC-H011 CC chr2 198764646 HPV16 3899 +- chimeric 3 2q33.1 intronic PLCL1 . . . . . E5| AluY|SINE|Alu|-|306 NA.

CC-H011 CC chr2 199788033 HPV16 3899 +- chimeric 6 2q33.1 intergenic . . LOC101927619 548212 SATB2 346190 E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr2 202460198 HPV16 3899 +- chimeric 2 2q33.1 intronic ALS2CR11 . . . . . E5| AluYf4|SINE|Alu|-|305 NA.

CC-H011 CC chr2 212091968 HPV16 3899 +- chimeric 2 2q34 intergenic . . CPS1 548137 ERBB4 148474 E5| AluYf4|SINE|Alu|-|306 NA.

CC-H011 CC chr3 17327039 HPV16 3899 +- chimeric 4 3p24.3 intronic TBC1D5 . . . . . E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr3 26285833 HPV16 2105 +- chimeric 9 3p24.2 intergenic . . LINC00692 370647 LRRC3B 378467 E1| L1PA3|LINE|L1|-|6130 NA.

CC-H011 CC chr3 60517298 HPV16 3899 +- chimeric 27 3p14.2 intronic FHIT . . . . . E5| AluY|SINE|Alu|-|303 Validated

CC-H011 CC chr3 60617888 HPV16 5154 -+ chimeric 323 3p14.2 intronic FHIT . . . . . L2| . NA.

CC-H011 CC chr3 74765721 HPV16 3899 +- chimeric 3 3p12.3 intergenic . . CNTN3 195378 MIR4444-1 497906 E5| AluY|SINE|Alu|-|310 NA.

CC-H011 CC chr3 115247978 HPV16 3899 +- chimeric 3 3q13.31 intergenic . . ZBTB20 381851 GAP43 94173 E5| AluY|SINE|Alu|-|299 NA.

CC-H011 CC chr3 134300804 HPV16 3899 +- chimeric 2 3q22.2 intergenic . . CEP63 6949 KY 17961 E5| AluY|SINE|Alu|-|295 NA.

CC-H011 CC chr3 160236210 HPV16 3899 +- chimeric 2 3q25.33 intronic KPNA4 . . . . . E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr3 172453726 HPV16 3899 +- chimeric 3 3q26.31 intergenic . . NCEH1 24718 ECT2 14749 E5| AluY|SINE|Alu|-|307 NA.

CC-H011 CC chr4 21050860 HPV16 3899 +- chimeric 2 4p15.31 intronic KCNIP4 . . . . . E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr4 126675928 HPV16 3899 +- chimeric 3 4q28.1 intergenic . . MIR2054 247466 INTU 1878159 E5| AluY|SINE|Alu|-|307;trf NA.

CC-H011 CC chr4 134295851 HPV16 3899 +- chimeric 3 4q28.3 intergenic . . PCDH10 183119 PABPC4L 821638 E5| AluY|SINE|Alu|-|309 NA.

CC-H011 CC chr4 183438823 HPV16 3899 +- chimeric 2 4q35.1 intronic TENM3 . . . . . E5| AluY|SINE|Alu|-|306 NA.

CC-H011 CC chr4 185666078 HPV16 3899 +- chimeric 3 4q35.1 intergenic . . CENPU 10792 ACSL1 10671 E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr5 31994432 HPV16 3566 +- chimeric 2 5p13.3 intronic PDZD2 . . . . . E2|E4| . NA.

CC-H011 CC chr5 72344990 HPV16 3899 +- chimeric 2 5q13.2 intronic FCHO2 . . . . . E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr6 88286281 HPV16 3899 +- chimeric 2 6q15 intronic RARS2 . . . . . E5| AluY|SINE|Alu|-|305 NA.

CC-H011 CC chr6 106395467 HPV16 3899 +- chimeric 6 6q21 intergenic . . PREP 544468 PRDM1 138728 E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr6 122006932 HPV16 3899 +- chimeric 2 6q22.31 intergenic . . GJA1 236042 HSF2 713764 E5| LTR12C|LTR|ERV1|-|1191 NA.

CC-H011 CC chr6 133496916 HPV16 480 -+ chimeric 2 6q23.2 intergenic . . LINC00326 69199 EYA4 65579 E6| (TTATA)n|Simple_repeat|Simple_repeat|+|60;trf NA.

CC-H011 CC chr7 33403847 HPV16 3899 +- chimeric 3 7p14.3 intronic BBS9 . . . . . E5| AluY|SINE|Alu|-|311 NA.

CC-H011 CC chr7 93840367 HPV16 3899 +- chimeric 2 7q21.3 intergenic . . BET1 206677 COL1A2 183506 E5| AluY|SINE|Alu|-|303 NA.

CC-H011 CC chr8 122330799 HPV16 3641 +- chimeric 2 8q24.12 intergenic . . SNTB1 506490 HAS2 294472 E2| . NA.

CC-H011 CC chr8 136416503 HPV16 3899 +- chimeric 7 8q24.23 intergenic . . LOC286094 104541 KHDRBS3 53213 E5| AluYa5|SINE|Alu|-|310 NA.

CC-H011 CC chr9 34544052 HPV16 3465 +- chimeric 2 9p13.3 intergenic . . ENHO 21015 CNTFR 7378 E2|E4| Tigger2|DNA|TcMar-Tigger|-|360 NA.

CC-H011 CC chr10 77323566 HPV16 2105 +- chimeric 136 10q22.2 intergenic . . LOC101929234 152484 C10orf11 218953 E1| L1PA3|LINE|L1|-|6156 NA.

CC-H011 CC chr10 77324615 HPV16 5850 -+ chimeric 440 10q22.2 intergenic . . LOC101929234 153533 C10orf11 217904 L1| MER5A|DNA|hAT-Charlie|-|131 NA.

CC-H011 CC chr10 77324902 HPV16 2104 +- chimeric 176 10q22.2 intergenic . . LOC101929234 153820 C10orf11 217617 E1| . NA.

CC-H011 CC chr10 77324912 HPV16 5361 -+ chimeric 498 10q22.2 intergenic . . LOC101929234 153830 C10orf11 217607 L2| . NA.

CC-H011 CC chr10 116050554 HPV16 6938 -+ chimeric 2 10q25.3 intronic VWA2 . . . . . L1| L2a|LINE|L2|-|296 NA.

CC-H011 CC chr11 74658086 HPV16 3899 +- chimeric 31 11q13.4 intronic XRRA1 . . . . . E5| L2b|LINE|L2|+|77 NA.

CC-H011 CC chr12 102706654 HPV16 2018 +- read-pair 6 12q23.2 intergenic . . PMCH 115040 IGF1 82991 E1| L1PA2|LINE|L1|-|5987 NA.

CC-H011 CC chr13 44290473 HPV16 2105 +- chimeric 41 13q14.11 intronic ENOX1 . . . . . E1| L1PA4|LINE|L1|-|5456 NA.

CC-H011 CC chr15 37600754 HPV16 2105 +- chimeric 40 15q14 intergenic . . MEIS2 207254 TMCO5A 626703 E1| L1PA3|LINE|L1|-|6148 NA.

CC-H011 CC chr15 46833713 HPV16 2105 +- chimeric 20 15q21.1 intergenic . . SQRDL 850221 SEMA6D 642690 E1| L1PA4|LINE|L1|-|6142 NA.

CC-H011 CC chr15 72200796 HPV16 3899 +- chimeric 10 15q23 intronic MYO9A . . . . . E5| AluY|SINE|Alu|-|142 NA.

CC-H011 CC chr15 73513413 HPV16 2105 +- read-pair 10 15q24.1 intronic NEO1 . . . . . E1| L1PA3|LINE|L1|-|6148 NA.

CC-H011 CC chr16 82261661 HPV16 5273 -+ chimeric 2 16q23.3 intergenic . . MPHOSPH6 57832 CDH13 398738 L2| L2a|LINE|L2|-|137 NA.

CC-H011 CC chr17 49748229 HPV16 5196 -+ chimeric 236 17q21.33 intronic CA10 . . . . . L2| MIRb|SINE|MIR|-|183 NA.

CC-H011 CC chr17 49756193 HPV16 2933 +- chimeric 60 17q21.33 intronic CA10 . . . . . E2| . NA.

CC-H011 CC chr17 49764860 HPV16 4484 +- read-pair 200 17q21.33 intronic CA10 . . . . . L2| (TGAA)n|Simple_repeat|Simple_repeat|+|25;trf NA.

CC-H011 CC chr17 49783953 HPV16 966 +- chimeric 147 17q21.33 intronic CA10 . . . . . E1| L2a|LINE|L2|+|802 NA.

CC-H011 CC chr17 63484703 HPV16 1456 -+ chimeric 2 17q24.1 intergenic . . RGS9 260882 AXIN2 39980 E1| (GGGAGA)n|Simple_repeat|Simple_repeat|+|169;trf NA.

CC-H011 CC chr19 38147009 HPV16 3442 -+ chimeric 2 19q13.12 upstream ZFP30 . . . . . E2|E4| . NA.

CC-H011 CC chr20 51985143 HPV16 3899 +- chimeric 23 20q13.2 intronic TSHZ2 . . . . . E5| AluSx1|SINE|Alu|-|317 NA.

CC-H011 CC chrX 6989798 HPV16 954 -+ chimeric 3 Xp22.31 intronic HDHD1 . . . . . E1| L1ME2z|LINE|L1|-|94 NA.

CC-H011 CC chrX 90804632 HPV16 3899 +- chimeric 39 Xq21.31 intergenic . . PABPC5 111049 PCDH11X 285828 E5| AluY|SINE|Alu|-|292;dup NA.

CC-H011 CC chrX 111495920 HPV16 3337 -+ chimeric 2 Xq23 intronic ZCCHC16 . . . . . E2|E4| . NA.

CC-H011 CC chrX 141945438 HPV16 834 -+ chimeric 2 Xq27.2 intergenic . . MAGEC2 652362 SPANXN4 168266 E7| . NA.

CC-H012 CC chr1 19049969 HPV16 3243 -- chimeric 2 1p36.13 intronic PAX7 . . . . . E2| . NA.

CC-H012 CC chr1 65769406 HPV16 4177 -- chimeric 9 1p31.3 intronic DNAJC6 . . . . . NONE AluSx|SINE|Alu|-|174 NA.

CC-H012 CC chr5 20205081 HPV16 116 ++ chimeric 2 5p14.3 intronic CDH18 . . . . . E6| L1MA4|LINE|L1|+|3524 NA.

CC-H012 CC chr7 48782700 HPV16 5025 -- chimeric 6 7p12.3 intergenic . . ABCA13 95609 CDC14C 181457 L2| . NA.

CC-H012 CC chr7 48919491 HPV16 5176 -- chimeric 10 7p12.3 intergenic . . ABCA13 232400 CDC14C 44666 L2| . NA.

CC-H012 CC chr8 126630114 HPV16 3413 ++ chimeric 2 8q24.13 intergenic . . TRIB1 179467 LINC00861 304653 E2|E4| MLT1E2|LTR|ERVL-MaLR|+|307 NA.

CC-H012 CC chr8 128527573 HPV16 6164 ++ chimeric 3 8q24.21 intergenic . . CASC8 33189 CASC11 185280 L1| . NA.

CC-H012 CC chr8 128735442 HPV16 3168 -- chimeric 152 8q24.21ncRNA_intronicCASC11 . . . . . E2| . Validated

CC-H012 CC chr8 128740800 HPV16 3518 ++ chimeric 7 8q24.21ncRNA_intronicCASC11 . . . . . E2|E4| L1PA7|LINE|L1|-|154 Validated

CC-H012 CC chr8 128752349 HPV16 107 -- chimeric 3 8q24.21 intronic MYC . . . . . E6| AluSc5|SINE|Alu|-|288 NA.

CC-H012 CC chr8 128753300 HPV16 6650 ++ chimeric 8 8q24.21 UTR3 MYC NM_002467 . . . . L1| . NA.

CC-H012 CC chr8 128755041 HPV16 6706 -- chimeric 3 8q24.21 intergenic . . MYC 1361 MIR1204 53167 L1| . NA.

CC-H012 CC chr8 128755686 HPV16 4363 -- chimeric 48 8q24.21 intergenic . . MYC 2006 MIR1204 52522 L2| . NA.

CC-H012 CC chr8 128756911 HPV16 7578 ++ chimeric 3 8q24.21 intergenic . . MYC 3231 MIR1204 51297 LCR| . NA.

CC-H012 CC chr8 128757426 HPV16 5757 ++ chimeric 7 8q24.21 intergenic . . MYC 3746 MIR1204 50782 L1| AluSx|SINE|Alu|+|122 NA.

CC-H012 CC chr8 128757658 HPV16 3092 ++ chimeric 116 8q24.21 intergenic . . MYC 3978 MIR1204 50550 E2| AluSx|SINE|Alu|+|228 NA.

CC-H012 CC chr8 128758525 HPV16 409 -- chimeric 3 8q24.21 intergenic . . MYC 4845 MIR1204 49683 E6| . NA.

CC-H012 CC chr8 128759461 HPV16 2914 ++ chimeric 39 8q24.21 intergenic . . MYC 5781 MIR1204 48747 E2| AluSg4|SINE|Alu|+|280 NA.

CC-H012 CC chr8 128825387 HPV16 3378 ++ chimeric 4 8q24.21 intergenic . . MIR1204 17113 PVT1 77487 E2|E4| . NA.

CC-H012 CC chr10 2862121 HPV16 4732 -- chimeric 2 10p15.3 intergenic . . LINC00701 504853 PFKP 247591 L2| L1MA7|LINE|L1|-|284 NA.

CC-H012 CC chr11 94237353 HPV16 407 ++ chimeric 2 11q21 intergenic . . ANKRD49 4609 C11orf97 8342 E6| L1ME1|LINE|L1|+|215 NA.

CC-H012 CC chr13 50868475 HPV16 3518 ++ chimeric 2 13q14.2ncRNA_intronic DLEU1 . . . . . E2|E4| L1PA7|LINE|L1|-|5036 NA.

CC-H012 CC chr14 61056241 HPV16 4394 ++ chimeric 2 14q23.1 intergenic . . SIX6 77716 SIX1 55176 L2| LTR75|LTR|ERVL|+|551 NA.

CC-H012 CC chr14 71519951 HPV16 4636 -- chimeric 2 14q24.2 intronic PCNX . . . . . L2| Charlie1a|DNA|hAT-Charlie|-|42 NA.

CC-H012 CC chr15 81263409 HPV16 138 -- chimeric 2 15q25.1 intergenic . . NONE NONE MESDC2 4677 E6| MER31B|LTR|ERV1|-|455 NA.

CC-H012 CC chr20 42580515 HPV16 4178 -- chimeric 30 20q13.12 intronic TOX2 . . . . . NONE AluJb|SINE|Alu|-|180 NA.

CC-H012 CC chr1 10334675 HPV16 3396 -+ chimeric 2 1p36.22 intronic KIF1B . . . . . E2|E4| Tigger12A|DNA|TcMar-Tigger|-|101 NA.

CC-H012 CC chr3 176455060 HPV16 7699 +- chimeric 2 3q26.32 intergenic . . LINC01208 101740 LINC01209 76884 LCR| . NA.

CC-H012 CC chr3 187720062 HPV16 3196 -+ chimeric 2 3q27.3 intergenic . . BCL6 256549 LPP-AS2 148932 E2| . NA.

CC-H012 CC chr4 38066686 HPV16 3406 -+ chimeric 6 4p14 intronic TBC1D1 . . . . . E2|E4| AluSx1|SINE|Alu|-|315 NA.

CC-H012 CC chr5 27915411 HPV16 6966 +- chimeric 5 5p14.1 intergenic . . LINC01021 418903 LSP1P3 1011566 L1| L1MB8|LINE|L1|-|369 NA.

CC-H012 CC chr5 27915424 HPV16 718 -+ chimeric 3 5p14.1 intergenic . . LINC01021 418916 LSP1P3 1011553 E7| L1MB8|LINE|L1|-|369 NA.

CC-H012 CC chr7 48732586 HPV16 402 -+ chimeric 3 7p12.3 intergenic . . ABCA13 45495 CDC14C 231571 E6| . NA.

CC-H012 CC chr7 48760962 HPV16 5128 -+ chimeric 3 7p12.3 intergenic . . ABCA13 73871 CDC14C 203195 L2| ERVL-B4-int|LTR|ERVL|+|535 NA.

CC-H012 CC chr7 48771864 HPV16 7101 -+ chimeric 5 7p12.3 intergenic . . ABCA13 84773 CDC14C 192293 L1| L1PA4|LINE|L1|+|3525 NA.

CC-H012 CC chr7 48789799 HPV16 6386 +- chimeric 17 7p12.3 intergenic . . ABCA13 102708 CDC14C 174358 L1| Helitron1Nb_Mam|RC|Helitron|+|318 NA.

CC-H012 CC chr7 48799066 HPV16 2748 -+ chimeric 2 7p12.3 intergenic . . ABCA13 111975 CDC14C 165091 E1| . NA.

CC-H012 CC chr7 48803656 HPV16 3378 -+ chimeric 2 7p12.3 intergenic . . ABCA13 116565 CDC14C 160501 E2|E4| L1MDa|LINE|L1|-|833 NA.

CC-H012 CC chr7 48807844 HPV16 4631 +- chimeric 13 7p12.3 intergenic . . ABCA13 120753 CDC14C 156313 L2| . NA.

CC-H012 CC chr7 48809178 HPV16 6892 +- chimeric 2 7p12.3 intergenic . . ABCA13 122087 CDC14C 154979 L1| . NA.

CC-H012 CC chr7 48811755 HPV16 6332 -+ chimeric 91 7p12.3 intergenic . . ABCA13 124664 CDC14C 152402 L1| MIRb|SINE|MIR|-|150 NA.

CC-H012 CC chr7 48813651 HPV16 5486 -+ chimeric 3 7p12.3 intergenic . . ABCA13 126560 CDC14C 150506 L2| MIRb|SINE|MIR|+|208 NA.

CC-H012 CC chr7 48813856 HPV16 6830 +- chimeric 4 7p12.3 intergenic . . ABCA13 126765 CDC14C 150301 L1| L1PA6|LINE|L1|-|283 NA.

CC-H012 CC chr7 48816131 HPV16 3820 -+ chimeric 4 7p12.3 intergenic . . ABCA13 129040 CDC14C 148026 E2| MER5A|DNA|hAT-Charlie|-|164 NA.

CC-H012 CC chr7 48816135 HPV16 5435 -+ chimeric 12 7p12.3 intergenic . . ABCA13 129044 CDC14C 148022 L2| MER5A|DNA|hAT-Charlie|-|164 NA.

CC-H012 CC chr7 48816518 HPV16 3470 -+ chimeric 3 7p12.3 intergenic . . ABCA13 129427 CDC14C 147639 E2|E4| . NA.

CC-H012 CC chr7 48816580 HPV16 4460 -+ chimeric 2 7p12.3 intergenic . . ABCA13 129489 CDC14C 147577 L2| . NA.

CC-H012 CC chr7 48816933 HPV16 5164 -+ chimeric 62 7p12.3 intergenic . . ABCA13 129842 CDC14C 147224 L2| . NA.

CC-H012 CC chr7 48817292 HPV16 2470 -+ chimeric 3 7p12.3 intergenic . . ABCA13 130201 CDC14C 146865 E1| MER90|LTR|ERV1|-|555 NA.

CC-H012 CC chr7 48817845 HPV16 4735 -+ chimeric 2 7p12.3 intergenic . . ABCA13 130754 CDC14C 146312 L2| . NA.

CC-H012 CC chr7 48819499 HPV16 7576 -+ chimeric 3 7p12.3 intergenic . . ABCA13 132408 CDC14C 144658 LCR| MER4D1|LTR|ERV1|-|817 NA.

CC-H012 CC chr7 48819514 HPV16 5017 +- chimeric 2 7p12.3 intergenic . . ABCA13 132423 CDC14C 144643 L2| MER4D1|LTR|ERV1|-|817 NA.

CC-H012 CC chr7 48820099 HPV16 603 +- read-pair 40 7p12.3 intergenic . . ABCA13 133008 CDC14C 144058 E7| . NA.

CC-H012 CC chr7 48919185 HPV16 2472 -+ chimeric 1602 7p12.3 intergenic . . ABCA13 232094 CDC14C 44972 E1| . NA.

CC-H012 CC chr7 48919915 HPV16 122 +- read-pair 5 7p12.3 intergenic . . ABCA13 232824 CDC14C 44242 E6| . NA.

CC-H012 CC chr7 48920110 HPV16 636 +- chimeric 1846 7p12.3 intergenic . . ABCA13 233019 CDC14C 44047 E7| . NA.

CC-H012 CC chr8 128743220 HPV16 5258 -+ chimeric 2 8q24.21ncRNA_intronicCASC11 . . . . . L2| . NA.

CC-H012 CC chr8 128744348 HPV16 984 -+ chimeric 4 8q24.21ncRNA_intronicCASC11 . . . . . E1| AluJb|SINE|Alu|+|338 NA.

CC-H012 CC chr8 128749253 HPV16 3385 -+ chimeric 7 8q24.21 intronic MYC . . . . . E2|E4| . NA.

CC-H012 CC chr8 128756457 HPV16 6246 -+ chimeric 6 8q24.21 intergenic . . MYC 2777 MIR1204 51751 L1| AluY|SINE|Alu|+|336 NA.

CC-H012 CC chr8 128758402 HPV16 7512 -+ chimeric 2 8q24.21 intergenic . . MYC 4722 MIR1204 49806 LCR| . NA.

CC-H012 CC chr8 128826033 HPV16 819 +- chimeric 11 8q24.21 intergenic . . MIR1204 17759 PVT1 76841 E7| . NA.

CC-H012 CC chr15 41299515 HPV16 3406 -+ chimeric 2 15q15.1 intronic INO80 . . . . . E2|E4| AluSx1|SINE|Alu|-|311 NA.

CC-H012 CC chr17 20606243 HPV16 5493 +- chimeric 2 17p11.2 intergenic . . CDRT15L2 122019 LOC100287072 9516 L2| AluJb|SINE|Alu|-|315 NA.

CC-H012 CC chr19 50115754 HPV16 6180 -+ chimeric 2 19q13.33 intronic PRR12 . . . . . L1| . NA.

CC-H012 CC chrX 16669935 HPV16 1141 +- chimeric 2 Xp22.2 intronic CTPS2,S100G . . . . . E1| . NA.

CC-H012 CC chrX 27894930 HPV16 7646 +- chimeric 3 Xp21.3 intergenic . . MAGEB10 53799 DCAF8L1 101180 LCR| L1MDa|LINE|L1|-|485 NA.

CC-H012 CC chrX 48741906 HPV16 3396 -+ chimeric 2 Xp11.23 intergenic . . PCSK1N 47866 TIMM17B 8824 E2|E4| AluSg|SINE|Alu|-|311 NA.

CC-H012 CC chrX 138565706 HPV16 5969 +- chimeric 2 Xq27.1 intergenic . . SRD5A1P1 34574 F9 47189 L1| . NA.

CC-H013 CC chr12 89325243 HPV18 1312 -- read-pair 169 12q21.33 intergenic . . KITLG 350993 LOC728084 79660 E1| . NA.

CC-H013 CC chr12 89330057 HPV18 1905 ++ chimeric 187 12q21.33 intergenic . . KITLG 355807 LOC728084 74846 E1| . Validated

CC-H013 CC chr12 89402291 HPV18 6184 ++ chimeric 50 12q21.33 intergenic . . KITLG 428041 LOC728084 2612 L1| . Validated

CC-H013 CC chr9 21585023 HPV18 1334 -+ chimeric 2 9p21.3 intergenic . . MIR31HG 25326 MTAP 217612 E1| . NA.

CC-H014 CC chr1 62249203 HPV33 786 -- chimeric 2 1p31.3 intronic INADL . . . . . E7| FRAM|SINE|Alu|-|155 NA.

CC-H014 CC chr1 238927771 HPV33 680 ++ chimeric 2 1q43 intergenic . . LINC01139 278454 CHRM3 864602 E7| HERVK-int|LTR|ERVK|-|1183 NA.

CC-H014 CC chr2 182459512 HPV33 4258 ++ chimeric 2 2q31.3 intronic CERKL . . . . . L2| . NA.

CC-H014 CC chr3 101739364 HPV33 649 -- chimeric 2 3q12.3 intergenic . . LOC152225 22594 ZPLD1 414495 E7| . NA.

CC-H014 CC chr4 82205571 HPV33 5630 -- chimeric 2 4q21.21 intergenic . . PRKG2 69300 RASGEF1B 141976 L1| MLT1A0|LTR|ERVL-MaLR|-|333 NA.

CC-H014 CC chr6 43107492 HPV33 581 -- chimeric 2 6p21.1 intronic PTK7 . . . . . E7| . NA.

CC-H014 CC chr11 110231184 HPV33 5907 -- chimeric 3 11q22.3 intergenic . . RDX 63747 FDX1 69477 L1| . Failed

CC-H014 CC chr13 62746855 HPV33 6195 ++ chimeric 2 13q21.31 intergenic . . LINC00358 143174 LINC01075 39560 L1| L1PA16|LINE|L1|+|232 NA.

CC-H014 CC chr16 60675848 HPV33 967 -- chimeric 2 16q21 intergenic . . LOC729159 282181 CDH8 1010067 E1| . NA.

CC-H014 CC chr19 29913646 HPV33 1119 ++ chimeric 2 19q12 ncRNA_intronicLOC284395 . . . . . E1| . NA.

CC-H014 CC chr1 16486782 HPV33 505 -+ chimeric 2 1p36.13 intergenic . . EPHA2 4200 ARHGEF19 37817 E6| . NA.

CC-H014 CC chr3 40721284 HPV33 5680 +- chimeric 2 3p22.1 intergenic . . ZNF621 139999 CTNNB1 519658 L1| . NA.

CC-H014 CC chr3 183186513 HPV33 5929 -+ chimeric 2 3q27.1 intergenic . . LINC00888 12713 KLHL6 18806 L1| . NA.

CC-H014 CC chr4 3108492 HPV33 589 +- chimeric 2 4p16.3 intronic HTT . . . . . E7| . NA.

CC-H014 CC chr6 38122589 HPV33 3484 -+ chimeric 2 6p21.2 downstream ZFAND3 . . . . . E2|E4| . NA.

CC-H014 CC chr6 152521218 HPV33 5171 +- chimeric 2 6q25.2 intronic SYNE1 . . . . . L2| . NA.

CC-H014 CC chr7 48919186 HPV16 2469 -+ chimeric 5 7p12.3 intergenic . . ABCA13 232095 CDC14C 44971 E1| . Amplifacation failed

CC-H014 CC chr7 48920115 HPV16 638 +- chimeric 10 7p12.3 intergenic . . ABCA13 233024 CDC14C 44042 E7| . Invalidated

CC-H015 CC chr1 150370002 HPV16 927 -- chimeric 2 1q21.3 intronic RPRD2 . . . . . E1| L1ME1|LINE|L1|-|415 NA.

CC-H015 CC chr2 131989451 HPV16 7296 ++ chimeric 6 2q21.1 intronic POTEE . . . . . LCR| dup NA.

CC-H015 CC chr5 167688883 HPV16 4440 ++ chimeric 2 5q34 intronic TENM2 . . . . . L2| trf NA.

CC-H015 CC chr9 23444581 HPV16 4758 -- chimeric 2 9p21.3 intergenic . . LINC01239 620369 LOC101929563 56108 L2| L2a|LINE|L2|+|721 NA.

CC-H015 CC chr13 73631094 HPV16 1426 -- chimeric 156 13q22.1 intronic KLF5 . . . . . E1| . NA.

CC-H015 CC chr13 73906571 HPV16 7219 ++ chimeric 65 13q22.1 intergenic . . KLF5 254891 LINC00392 231810 LCR| L1ME1|LINE|L1|-|187 NA.

CC-H015 CC chr1 201260325 HPV16 7586 +- chimeric 2 1q32.1 intronic PKP1 . . . . . LCR| . NA.

CC-H015 CC chr2 171277027 HPV16 6425 -+ chimeric 2 2q31.1 intronic MYO3B . . . . . L1| . NA.

CC-H015 CC chr3 32464659 HPV16 3569 +- chimeric 2 3p22.3 intronic CMTM7 . . . . . E2|E4| . NA.

CC-H015 CC chr4 125427011 HPV16 906 +- chimeric 2 4q28.1 ncRNA_intronicLOC101927087 . . . . . E1| . NA.

CC-H015 CC chr5 58885990 HPV16 681 -+ chimeric 2 5q11.2 intronic PDE4D . . . . . E7| . NA.

CC-H015 CC chr10 72558937 HPV16 3448 -+ chimeric 2 10q22.1 intergenic . . TBATA 13780 SGPL1 16767 E2|E4| L1PA12|LINE|L1|-|418 NA.

CC-H015 CC chr12 113909533 HPV16 3739 +- chimeric 15 12q24.13 UTR5 LHX5 NM_022363 . . . . E2| . Validated

CC-H015 CC chr12 113909805 HPV16 3936 -+ read-pair 11 12q24.13 UTR5 LHX5 NM_022363 . . . . E5| . Invalidated

CC-H016 CC chr1 14962120 HPV16 5666 -- chimeric 2 1p36.21 intronic KAZN . . . . . L1| . NA.



CC-H016 CC chr1 114923777 HPV16 1911 ++ chimeric 2 1p13.2 intergenic . . SYT6 227305 TRIM33 11622 E1| L1M4|LINE|L1|-|388 NA.

CC-H016 CC chr2 106151322 HPV16 2820 -- chimeric 2 2q12.2 intergenic . . FHL2 96092 LOC285000 58232 E2| AluSz|SINE|Alu|-|306 NA.

CC-H016 CC chr3 50685468 HPV16 151 ++ chimeric 2 3p21.2 exonic MAPKAPK3 NM_001243925 . . . . E6| . NA.

CC-H016 CC chr3 72654430 HPV16 1246 ++ chimeric 2 3p13 intergenic . . RYBP 158656 SHQ1 143998 E1| MER115|DNA|hAT-Tip100|+|384 NA.

CC-H016 CC chr3 174014788 HPV16 4746 ++ chimeric 2 3q26.31 intergenic . . NLGN1 13649 NAALADL2 562323 L2| L2c|LINE|L2|+|375 NA.

CC-H016 CC chr7 30314463 HPV16 1072 ++ chimeric 2 7p14.3 intergenic . . MTURN 112082 ZNRF2 9460 E1| . NA.

CC-H016 CC chr7 122371310 HPV16 5850 ++ chimeric 44 7q31.32 intronic CADPS2 . . . . . L1| . NA.

CC-H016 CC chr7 122378811 HPV16 2561 -- read-pair 22 7q31.32 intronic CADPS2 . . . . . E1| . NA.

CC-H016 CC chr11 18961770 HPV16 1417 -- chimeric 2 11p15.1 intergenic . . MRGPRX1 5221 MRGPRX2 114233 E1| . NA.

CC-H016 CC chr11 30250128 HPV16 3506 -- chimeric 2 11p14.1 intergenic . . KCNA4 211551 FSHB 2435 E2|E4| trf NA.

CC-H016 CC chr16 89450366 HPV16 4505 -- chimeric 2 16q24.3 intronic ANKRD11 . . . . . L2| . NA.

CC-H016 CC chr17 36673816 HPV16 2960 -- chimeric 2 17q12 intergenic . . ARHGAP23 5188 SRCIN1 12443 E2| L1M4c|LINE|L1|+|189;dup NA.

CC-H016 CC chr17 54843812 HPV16 6864 ++ chimeric 2 17q22 intergenic . . NOG 170861 C17orf67 25462 L1| . NA.

CC-H016 CC chr18 74522595 HPV16 3198 -- chimeric 2 18q23 ncRNA_intronicLOC100131655 . . . . . E2| . NA.

CC-H016 CC chr20 24710612 HPV16 1384 -- chimeric 2 20p11.21 intergenic . . SYNDIG1 63359 CST7 219254 E1| trf NA.

CC-H016 CC chr20 33782593 HPV16 1366 ++ chimeric 2 20q11.22 intergenic . . PROCR 17428 MMP24 31946 E1| L1MEf|LINE|L1|+|750 NA.

CC-H016 CC chr22 23977855 HPV16 4435 ++ chimeric 2 22q11.23 intergenic . . DRICH1 3347 GUSBP11 2820 L2| dup NA.

CC-H016 CC chr1 22877697 HPV16 5857 +- chimeric 2 1p36.12 intergenic . . ZBTB40 20047 EPHA8 12307 L1| MIR3|SINE|MIR|-|130 NA.

CC-H016 CC chr3 5520791 HPV16 5706 +- chimeric 2 3p26.1 intergenic . . MIR4790 228851 GRM7-AS3 1153254 L1| . NA.

CC-H016 CC chr4 161399793 HPV16 7048 -+ chimeric 2 4q32.1 intergenic . . RAPGEF2 1118492 FSTL5 905251 L1| . NA.

CC-H016 CC chr4 186125935 HPV16 3555 +- chimeric 2 4q35.1 upstream CFAP97 . . . . . E2|E4| MLT1D|LTR|ERVL-MaLR|+|427 NA.

CC-H016 CC chr6 147380321 HPV16 702 -+ chimeric 2 6q24.3 ncRNA_intronicSTXBP5-AS1 . . . . . E7| . NA.

CC-H016 CC chr6 157616865 HPV16 5863 -+ chimeric 2 6q25.3 intergenic . . ARID1B 84952 TMEM242 93189 L1| AluSq2|SINE|Alu|+|296 NA.

CC-H016 CC chr7 99998917 HPV16 3397 -+ chimeric 2 7q22.1 exonic ZCWPW1 NM_001258008 . . . . E2|E4| . NA.

CC-H016 CC chr7 116825489 HPV16 2914 -+ chimeric 2 7q31.2 ncRNA_intronicST7-OT3 . . . . . E2| . NA.

CC-H016 CC chr12 22272571 HPV16 5948 -+ chimeric 2 12p12.1 intergenic . . CMAS 53965 ST8SIA1 73754 L1| . NA.

CC-H016 CC chr12 97205246 HPV16 2619 -+ chimeric 2 12q23.1 intergenic . . CDK17 410880 NEDD1 95755 E1| . NA.

CC-H016 CC chr16 89460054 HPV16 5624 +- chimeric 33 16q24.3 intronic ANKRD11 . . . . . L1|L2| . NA.

CC-H016 CC chr16 89460631 HPV16 6711 -+ chimeric 18 16q24.3 intronic ANKRD11 . . . . . L1| . NA.

CC-H016 CC chr16 89589283 HPV16 6805 -+ read-pair 6 16q24.3 intronic SPG7 . . . . . L1| . NA.

CC-H016 CC chr18 6784338 HPV16 3197 -+ chimeric 2 18p11.31 intergenic . . LINC01387 193686 ARHGAP28 50094 E2| MER5A1|DNA|hAT-Charlie|+|169 NA.

CC-H016 CC chr20 43322642 HPV16 5665 +- chimeric 2 20q13.12 intergenic . . LINC01260 22262 WISP2 21243 L1| MLT1L|LTR|ERVL-MaLR|+|379 NA.

CC-H017 CC chr1 108702644 HPV16 6368 ++ chimeric 2 1p13.3 intronic SLC25A24 . . . . . L1| SVA_D|Other|Other|-|1535 NA.

CC-H017 CC chr1 161251188 HPV16 6368 ++ chimeric 2 1q23.3 intronic PCP4L1 . . . . . L1| SVA_D|Other|Other|-|1595 NA.

CC-H017 CC chr2 17059793 HPV16 5904 -- chimeric 2 2p24.2 intergenic . . FAM49A 212659 RAD51AP2 632193 L1| L1PA3|LINE|L1|+|1213 NA.

CC-H017 CC chr2 126631820 HPV16 1388 -- chimeric 2 2q14.3 intergenic . . CNTNAP5 958866 GYPC 781691 E1| . NA.

CC-H017 CC chr3 43609880 HPV16 5909 -- chimeric 2 3p22.1 intronic ANO10 . . . . . L1| L1PA2|LINE|L1|+|6025 NA.

CC-H017 CC chr4 155640629 HPV16 5444 ++ chimeric 2 4q32.1 intergenic . . FGG 106727 LRAT 21364 L2| . NA.

CC-H017 CC chr4 186161477 HPV16 6368 ++ chimeric 2 4q35.1 intronic SNX25 . . . . . L1| SVA_D|Other|Other|-|1757;trf NA.

CC-H017 CC chr5 59726926 HPV16 6368 ++ chimeric 2 5q12.1 intronic PDE4D . . . . . L1| SVA_D|Other|Other|-|1578 NA.

CC-H017 CC chr5 119618761 HPV16 5909 -- chimeric 3 5q23.1 intergenic . . FAM170A 647244 PRR16 181212 L1| L1PA3|LINE|L1|+|1872 NA.

CC-H017 CC chr7 155534440 HPV16 5911 ++ chimeric 2 7q36.3 intronic RBM33 . . . . . L1| . NA.

CC-H017 CC chr8 88677353 HPV16 5665 -- chimeric 2 8q21.3 intergenic . . CNBD1 282398 DCAF4L2 205618 L1| HERVL40-int|LTR|ERVL|-|1683 NA.

CC-H017 CC chr14 76728847 HPV16 5928 ++ chimeric 2 14q24.3 intergenic . . GPATCH2L 49701 RNU6-19P 8603 L1| L1ME2|LINE|L1|-|544 NA.

CC-H017 CC chr16 58879959 HPV16 6368 ++ chimeric 5 16q21 intergenic . . GOT2 111698 APOOP5 908086 L1| SVA_D|Other|Other|-|1570;trf NA.

CC-H017 CC chr17 56030375 HPV16 3411 -- chimeric 2 17q22 intronic CUEDC1 . . . . . E2|E4| . NA.

CC-H017 CC chr22 28425724 HPV16 4438 -- chimeric 2 22q12.1 intronic TTC28 . . . . . L2| . NA.

CC-H017 CC chrX 56406463 HPV16 6368 ++ chimeric 2 Xp11.21 intergenic . . KLF8 92141 UBQLN2 183563 L1| SVA_C|Other|Other|-|1733;trf NA.

CC-H017 CC chr2 20057697 HPV16 1365 +- chimeric 2 2p24.1 intergenic . . OSR1 499325 LINC00954 10918 E1| . NA.

CC-H017 CC chr4 3408889 HPV16 4459 +- chimeric 3 4p16.3 intronic RGS12 . . . . . L2| . NA.

CC-H017 CC chr4 11215726 HPV16 2890 +- chimeric 2 4p16.1 intergenic . . CLNK 529340 MIR572 154725 E2| . NA.

CC-H017 CC chr5 58777509 HPV16 1935 -+ chimeric 3 5q11.2 intronic PDE4D . . . . . E1| . NA.

CC-H017 CC chr5 58877903 HPV16 1973 -+ chimeric 196 5q11.2 intronic PDE4D . . . . . E1| . NA.

CC-H017 CC chr5 58885990 HPV16 681 -+ chimeric 565 5q11.2 intronic PDE4D . . . . . E7| . Validated

CC-H017 CC chr5 58888814 HPV16 2424 +- chimeric 46 5q11.2 intronic PDE4D . . . . . E1| AT_rich|Low_complexity|Low_complexity|+|44 NA.

CC-H017 CC chr5 58891639 HPV16 2403 +- read-pair 152 5q11.2 intronic PDE4D . . . . . E1| . NA.

CC-H017 CC chr5 58892302 HPV16 4611 -+ read-pair 70 5q11.2 intronic PDE4D . . . . . L2| . NA.

CC-H017 CC chr5 58927243 HPV16 7021 +- chimeric 14 5q12.1 intronic PDE4D . . . . . L1| . NA.

CC-H017 CC chr5 58950605 HPV16 761 +- chimeric 159 5q12.1 intronic PDE4D . . . . . E7| L1MB8|LINE|L1|-|537 NA.

CC-H017 CC chr5 65290844 HPV16 2083 +- chimeric 4 5q12.3 intronic ERBB2IP . . . . . E1| . NA.

CC-H017 CC chr5 119760368 HPV16 5909 +- chimeric 15 5q23.1 intergenic . . FAM170A 788851 PRR16 39605 L1| L1PA3|LINE|L1|-|6025 NA.

CC-H017 CC chr6 12197243 HPV16 4852 +- chimeric 2 6p24.1 intergenic . . HIVEP1 32011 EDN1 93286 L2| L2c|LINE|L2|-|398 NA.

CC-H017 CC chr7 51276219 HPV16 6368 -+ chimeric 3 7p12.1 intronic COBL . . . . . L1| SVA_D|Other|Other|+|1628 NA.

CC-H017 CC chr8 90483335 HPV16 361 +- chimeric 130 8q21.3 intergenic . . MMP16 1143618LOC101929709 246292 E6| LTR16A|LTR|ERVL|-|429 Validated

CC-H017 CC chr8 90711818 HPV16 6368 -+ chimeric 108 8q21.3 intergenic . . MMP16 1372101LOC101929709 17809 L1| SVA_D|Other|Other|+|1948;trf NA.

CC-H017 CC chr10 18474311 HPV16 5362 +- chimeric 2 10p12.33 intronic CACNB2 . . . . . L2| . NA.

CC-H017 CC chr10 22416303 HPV16 5909 +- chimeric 2 10p12.31 intergenic . . DNAJC1 123653 EBLN1 81440 L1| L1PA2|LINE|L1|-|6030 NA.

CC-H017 CC chr10 75405929 HPV16 5731 -+ chimeric 2 10q22.2 UTR3 SYNPO2L NM_001114133 . . . . L1| . NA.

CC-H017 CC chr11 60390579 HPV16 6368 -+ chimeric 2 11q12.2ncRNA_intronicLINC00301 . . . . . L1| SVA_D|Other|Other|+|987;trf NA.

CC-H017 CC chr12 42070077 HPV16 6033 -+ chimeric 2 12q12 intergenic . . PDZRN4 101685 GXYLT1 405571 L1| L1PA2|LINE|L1|+|6015 NA.

CC-H017 CC chr15 75021621 HPV16 6368 -+ chimeric 2 15q24.1 intergenic . . CYP1A1 3744 CYP1A2 19563 L1| SVA_D|Other|Other|+|1591 NA.

CC-H017 CC chr16 51678058 HPV16 3516 +- chimeric 2 16q12.1 intergenic . . SALL1 492875 LOC101927364 118372 E2|E4| . NA.

CC-H017 CC chr19 24466045 HPV16 5909 +- chimeric 3 19p11 intergenic . . HAVCR1P1 119796 NONE NONE L1| L1PA3|LINE|L1|-|3152 NA.

CC-H017 CC chrX 57755279 HPV16 5909 +- chimeric 2 Xp11.21 intergenic . . ZXDB 131369 ZXDA 176585 L1| L1PA4|LINE|L1|-|6010 NA.

CC-H017 CC chrX 148502761 HPV16 6368 -+ chimeric 2 Xq28 intergenic . . AFF2 420568 IDS 57534 L1| SVA_F|Other|Other|+|1690 NA.

CC-H018 CC chr1 8585393 HPV16 7392 ++ chimeric 2 1p36.23 intronic RERE . . . . . LCR| . NA.

CC-H018 CC chr1 228741499 HPV16 1005 -- chimeric 2 1q42.13 intergenic . . BTNL10 41510 DUSP5P1 39158 E1| HSAT4|Satellite|centr|+|1295;trf NA.

CC-H018 CC chr2 24266377 HPV16 2120 -- chimeric 2 2p23.3 intronic C2orf44 . . . . . E1| (CAAAA)n|Simple_repeat|Simple_repeat|+|24 NA.

CC-H018 CC chr2 63844693 HPV16 5930 ++ chimeric 2 2p15 intergenic . . MDH1 10363 UGP2 223405 L1| MER34C2|LTR|ERV1|-|513 NA.

CC-H018 CC chr3 12432315 HPV16 4030 -- chimeric 2 3p25.2 intronic PPARG . . . . . E5| AluJb|SINE|Alu|-|322 NA.

CC-H018 CC chr3 13345493 HPV16 3392 ++ chimeric 2 3p25.1 intergenic . . IQSEC1 230876 NUP210 12237 E2|E4| . NA.

CC-H018 CC chr3 31295645 HPV16 4611 ++ chimeric 2 3p23 intergenic . . GADL1 359492 STT3B 278348 L2| . NA.

CC-H018 CC chr3 185622914 HPV16 4363 ++ chimeric 7 3q27.2 intergenic . . IGF2BP2 80087 TRA2B 9444 L2| AluSz|SINE|Alu|-|307;trf NA.

CC-H018 CC chr3 185623054 HPV16 4539 -- chimeric 2 3q27.2 intergenic . . IGF2BP2 80227 TRA2B 9304 L2| AluSz|SINE|Alu|-|307;trf NA.

CC-H018 CC chr5 9944209 HPV16 3676 ++ chimeric 2 5p15.2 intergenic . . LOC285692 40273 FAM173B 281411 E2| . NA.

CC-H018 CC chr5 61144171 HPV16 4353 ++ chimeric 3 5q12.1 intergenic . . LOC100506526 112646 KIF2A 457818 L2| L1MC1|LINE|L1|+|3215 NA.

CC-H018 CC chr5 149022391 HPV16 3450 -- chimeric 2 5q32 intergenic . . ARHGEF37 7864 PPARGC1B 87424 E2|E4| L2a|LINE|L2|+|702 NA.

CC-H018 CC chr6 37965028 HPV16 7293 -- chimeric 3 6p21.2 intronic ZFAND3 . . . . . LCR| . NA.

CC-H018 CC chr6 37981638 HPV16 6811 ++ chimeric 11 6p21.2 intronic ZFAND3 . . . . . L1| MER5B|DNA|hAT-Charlie|+|187 NA.

CC-H018 CC chr6 38032137 HPV16 4667 -- chimeric 20 6p21.2 intronic ZFAND3 . . . . . L2| MIR|SINE|MIR|-|234 NA.

CC-H018 CC chr6 38042459 HPV16 2453 ++ chimeric 2 6p21.2 intronic ZFAND3 . . . . . E1| Tigger1|DNA|TcMar-Tigger|+|1243 NA.

CC-H018 CC chr6 38117891 HPV16 1661 ++ chimeric 2 6p21.2 intronic ZFAND3 . . . . . E1| . NA.

CC-H018 CC chr6 41752779 HPV16 2909 -- chimeric 2 6p21.1 exonic PRICKLE4 NM_013397 . . . . E2| . NA.

CC-H018 CC chr6 56573525 HPV16 918 -- chimeric 2 6p12.1 ncRNA_intronicRNU6-71P . . . . . E1| . NA.

CC-H018 CC chr6 124757815 HPV16 7564 -- chimeric 2 6q22.31 intronic NKAIN2 . . . . . LCR| L2a|LINE|L2|+|756 NA.

CC-H018 CC chr6 141945508 HPV16 2282 -- chimeric 2 6q24.1 intergenic . . MIR4465 940488 NMBR 451237 E1| . NA.

CC-H018 CC chr7 157898437 HPV16 3623 -- chimeric 2 7q36.3 intronic PTPRN2 . . . . . E2| . NA.

CC-H018 CC chr8 2991910 HPV16 3402 ++ chimeric 2 8p23.2 intronic CSMD1 . . . . . E2|E4| . NA.

CC-H018 CC chr8 118829326 HPV16 5997 ++ chimeric 24 8q24.11 intronic EXT1 . . . . . L1| . NA.

CC-H018 CC chr9 72181372 HPV16 7207 ++ chimeric 2 9q21.11 intronic APBA1 . . . . . LCR| L2b|LINE|L2|+|231 NA.

CC-H018 CC chr10 8321427 HPV16 3070 -- chimeric 2 10p14 intergenic . . LINC00708 11159 LOC101928272 917902 E2| MIR|SINE|MIR|-|226 NA.

CC-H018 CC chr10 42387633 HPV16 5739 ++ chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 439681 L1| HSATII|Satellite|Satellite|-|1134;trf NA.

CC-H018 CC chr10 64093904 HPV16 7028 ++ chimeric 2 10q21.2 intergenic . . RTKN2 65282 LOC283045 5443 L1| L1MB5|LINE|L1|-|3739 NA.

CC-H018 CC chr11 28595748 HPV16 1286 ++ chimeric 2 11p14.1 intergenic . . MIR8068 96653 KCNA4 1435540 E1| . NA.

CC-H018 CC chr11 85297966 HPV16 4096 -- chimeric 2 11q14.1 intronic DLG2 . . . . . E5| L1PB1|LINE|L1|-|3909 NA.

CC-H018 CC chr12 51550308 HPV16 4772 -- chimeric 3 12q13.13 intronic TFCP2 . . . . . L2| MSTB|LTR|ERVL-MaLR|-|421 NA.

CC-H018 CC chr13 33730670 HPV16 756 ++ chimeric 2 13q13.1 intronic STARD13 . . . . . E7| . NA.

CC-H018 CC chr13 87331314 HPV16 2859 -- chimeric 2 13q31.1 intergenic . . SLITRK6 957831 MIR4500HG 764928 E2| AluY|SINE|Alu|-|304 NA.

CC-H018 CC chr14 21846331 HPV16 1361 -- chimeric 2 14q11.2 intronic SUPT16H . . . . . E1| . NA.

CC-H018 CC chr16 26452911 HPV16 4908 -- chimeric 2 16p12.1 intergenic . . HS3ST4 303902 C16orf82 625308 L2| . NA.

CC-H018 CC chr16 59808036 HPV16 3696 ++ chimeric 3 16q21 intergenic . . APOOP5 18941 LOC101927580 81221 E2| L1MA9|LINE|L1|-|1266 NA.

CC-H018 CC chr17 12467221 HPV16 1087 ++ chimeric 2 17p12 ncRNA_intronicLINC00670 . . . . . E1| L1MD|LINE|L1|+|795 NA.

CC-H018 CC chr18 34374707 HPV16 3521 ++ chimeric 2 18q12.2 UTR3 TPGS2 NM_015476 . . . . E2|E4| . NA.

CC-H018 CC chr18 45606745 HPV16 810 -- chimeric 2 18q21.1 intronic ZBTB7C . . . . . E7| . NA.

CC-H018 CC chr18 58876366 HPV16 3516 -- chimeric 2 18q21.32 intergenic . . MC4R 836365 CDH20 281409 E2|E4| LTR33A_|LTR|ERVL|-|428 NA.

CC-H018 CC chr19 51758152 HPV16 3622 -- chimeric 153 19q13.41 intergenic . . CD33 14878 SIGLECL1 2812 E2| L1MA9|LINE|L1|+|89 NA.

CC-H018 CC chr19 51765439 HPV16 1350 -- read-pair 7 19q13.41 intronic SIGLECL1 . . . . . E1| L1ME3A|LINE|L1|-|222 NA.

CC-H018 CC chr19 51809781 HPV16 5227 ++ chimeric 65 19q13.41 intergenic . . SIGLECL1 37199 IGLON5 5321 L2| MER21-int|LTR|ERVL|-|1888 NA.

CC-H018 CC chr20 48250851 HPV16 3617 -- chimeric 2 20q13.13 UTR3 B4GALT5 NM_004776 . . . . E2|E4| (CA)n|Simple_repeat|Simple_repeat|+|33 NA.

CC-H018 CC chr21 11116110 HPV16 1107 -- chimeric 2 21p11.1 intergenic . . BAGE 17173 NONE NONE E1| HERVIP10FH-int|LTR|ERV1|+|131;dup;trf NA.

CC-H018 CC chr21 16520672 HPV16 5920 ++ chimeric 2 21q21.1 intergenic . . NRIP1 83546 USP25 581672 L1| . NA.

CC-H018 CC chr21 32967254 HPV16 4463 ++ chimeric 17 21q22.11 intergenic . . TIAM1 35964 SOD1 64681 L2| MLT1A|LTR|ERVL-MaLR|+|365 NA.

CC-H018 CC chr21 32967268 HPV16 4642 -- chimeric 17 21q22.11 intergenic . . TIAM1 35978 SOD1 64667 L2| MLT1A|LTR|ERVL-MaLR|+|365 NA.

CC-H018 CC chr22 43843412 HPV16 5683 -- chimeric 2 22q13.2 intronic MPPED1 . . . . . L1| . NA.

CC-H018 CC chrX 30791348 HPV16 2690 ++ chimeric 2 Xp21.2 intergenic . . GK 41771 TAB3 54211 E1| . NA.

CC-H018 CC chrX 64512857 HPV16 2094 -- chimeric 858 Xq11.2 intergenic . . ZC4H2 258233 ZC3H12B 195758 E1| AluJo|SINE|Alu|+|287 Validated

CC-H018 CC chrX 64537128 HPV16 1754 -- chimeric 2 Xq11.2 intergenic . . ZC4H2 282504 ZC3H12B 171487 E1| L1PA13|LINE|L1|+|183 NA.

CC-H018 CC chrX 64545819 HPV16 6878 ++ chimeric 18 Xq11.2 intergenic . . ZC4H2 291195 ZC3H12B 162796 L1| L1MA4|LINE|L1|+|1192 NA.

CC-H018 CC chrX 64547520 HPV16 958 ++ chimeric 17 Xq11.2 intergenic . . ZC4H2 292896 ZC3H12B 161095 E1| . NA.

CC-H018 CC chrX 64548099 HPV16 1804 ++ read-pair 222 Xq11.2 intergenic . . ZC4H2 293475 ZC3H12B 160516 E1| . NA.

CC-H018 CC chrX 64558401 HPV16 3432 ++ chimeric 2 Xq11.2 intergenic . . ZC4H2 303777 ZC3H12B 150214 E2|E4| L1P4|LINE|L1|+|894 NA.

CC-H018 CC chrX 64614739 HPV16 2790 -- chimeric 66 Xq12 intergenic . . ZC4H2 360115 ZC3H12B 93876 E1|E2| L1PA5|LINE|L1|-|4288 Validated

CC-H018 CC chr2 33568411 HPV16 4737 -+ chimeric 2 2p22.3 intronic LTBP1 . . . . . L2| AluJr|SINE|Alu|+|308 NA.

CC-H018 CC chr2 117636644 HPV16 6719 +- chimeric 2 2q14.1 intergenic . . DPP10 1034318 DDX18 935611 L1| . NA.

CC-H018 CC chr2 160046299 HPV16 6437 -+ chimeric 2 2q24.2 intronic TANC1 . . . . . L1| MER5B|DNA|hAT-Charlie|+|153 NA.

CC-H018 CC chr3 1802895 HPV16 513 -+ chimeric 2 3p26.3 intergenic . . CNTN6 357603 CNTN4 337655 E6| L1PA16|LINE|L1|+|6875 NA.

CC-H018 CC chr3 177078815 HPV16 7090 -+ chimeric 2 3q26.32 intergenic . . LINC00501 37592 LINC00578 80894 L1| . NA.

CC-H018 CC chr4 33241125 HPV16 7372 -+ chimeric 6 4p15.1 intergenic . . LOC1027238281084097LOC101928622 656836 LCR| L1P2|LINE|L1|-|3182 NA.

CC-H018 CC chr4 42130154 HPV16 1050 +- chimeric 3 4p13 intronic BEND4 . . . . . E1| AluJo|SINE|Alu|+|297 NA.

CC-H018 CC chr4 87074478 HPV16 748 +- chimeric 2 4q21.3 ncRNA_intronicLOC101929064 . . . . . E7| . NA.

CC-H018 CC chr5 44035833 HPV16 705 -+ chimeric 2 5p12 intergenic . . NNT 330165 FGF10 269264 E7| L1MEc|LINE|L1|-|349 NA.

CC-H018 CC chr5 57548718 HPV16 3534 +- chimeric 2 5q11.2 intergenic . . LOC101928569 130550 PLK2 201092 E2|E4| . NA.

CC-H018 CC chr6 44680782 HPV16 1362 +- chimeric 2 6p21.1 intergenic . . CDC5L 262621 SUPT3H 113685 E1| . NA.

CC-H018 CC chr6 89339192 HPV16 1025 +- chimeric 3 6q15 intronic RNGTT . . . . . E1| . NA.

CC-H018 CC chr6 149404262 HPV16 993 +- chimeric 2 6q25.1 intergenic . . UST 6136 TAB2 134798 E1| MIRb|SINE|MIR|-|171 NA.

CC-H018 CC chr7 24511281 HPV16 3410 +- chimeric 2 7p15.3 intergenic . . NPY 179797 MPP6 101804 E2|E4| . NA.

CC-H018 CC chr7 26770977 HPV16 83 -+ chimeric 5 7p15.2 intronic SKAP2 . . . . . LCR| L2c|LINE|L2|+|459 NA.

CC-H018 CC chr9 91233282 HPV16 3356 -+ chimeric 2 9q22.1 intergenic . . NXNL2 42578 LOC286238 28812 E2|E4| . NA.

CC-H018 CC chr9 106038467 HPV16 5296 -+ chimeric 2 9q31.1 ncRNA_intronicLINC01492 . . . . . L2| L1PA16|LINE|L1|+|626 NA.

CC-H018 CC chr9 121875216 HPV16 2616 -+ read-pair 10 9q33.1 intergenic . . TLR4 1395447 BRINP1 53692 E1| . NA.

CC-H018 CC chr9 121897385 HPV16 680 +- chimeric 2 9q33.1 intergenic . . TLR4 1417616 BRINP1 31523 E7| L1PA3|LINE|L1|+|2219 NA.

CC-H018 CC chr10 2217153 HPV16 4827 -+ chimeric 58 10p15.3 intergenic . . MIR6072 98870 LINC00701 125360 L2| . NA.

CC-H018 CC chr10 19628329 HPV16 4253 -+ chimeric 2 10p12.31 intronic MALRD1 . . . . . L2| MLT1H2-int|LTR|ERVL-MaLR|-|352 NA.

CC-H018 CC chr10 44507604 HPV16 1257 -+ chimeric 3 10q11.21 intergenic . . LINC00841 42249 LOC100130539 280594 E1| . NA.

CC-H018 CC chr10 102994023 HPV16 3407 -+ chimeric 2 10q24.31ncRNA_intronicLBX1-AS1 . . . . . E2|E4| . NA.

CC-H018 CC chr11 77405409 HPV16 3794 +- chimeric 5 11q14.1 intronic RSF1 . . . . . E2| . NA.

CC-H018 CC chr12 13676141 HPV16 4855 -+ chimeric 2 12p13.1 intergenic . . LINC01559 146462 GRIN2B 38269 L2| . NA.

CC-H018 CC chr12 107328173 HPV16 1050 +- chimeric 5 12q23.3 intergenic . . RIC8B 45079 TMEM263 21371 E1| AluJb|SINE|Alu|+|189 NA.

CC-H018 CC chr15 83306106 HPV16 1790 -+ chimeric 2 15q25.2 intronic CPEB1 . . . . . E1| . NA.

CC-H018 CC chr19 41202106 HPV16 512 -+ chimeric 2 19q13.2 intronic ADCK4 . . . . . E6| . NA.

CC-H018 CC chr19 42856080 HPV16 910 -+ chimeric 2 19q13.2 intronic MEGF8 . . . . . E1| (TCTCTG)n|Simple_repeat|Simple_repeat|+|130 NA.

CC-H018 CC chr21 23258481 HPV16 1097 -+ chimeric 3 21q21.1 intergenic . . LINC01425 88746 LOC101927843 122996 E1| . NA.

CC-H018 CC chr22 34296339 HPV16 822 -+ chimeric 8 22q12.3 intronic LARGE . . . . . E7| . NA.

CC-H018 CC chrX 6232247 HPV16 139 +- chimeric 2 Xp22.31 intergenic . . NLGN4X 85324 MIR4770 69700 E6| . NA.

CC-H018 CC chrX 19212454 HPV16 5867 -+ chimeric 4 Xp22.13 intergenic . . GPR64 71699 PDHA1 149557 L1| MIR|SINE|MIR|-|215 NA.

CC-H018 CC chrX 64512837 HPV16 1050 +- chimeric 111 Xq11.2 intergenic . . ZC4H2 258213 ZC3H12B 195778 E1| AluJo|SINE|Alu|+|287 NA.

CC-H018 CC chrX 64527423 HPV16 5697 -+ chimeric 26 Xq11.2 intergenic . . ZC4H2 272799 ZC3H12B 181192 L1| L1MEg|LINE|L1|+|875 NA.

CC-H018 CC chrX 64529684 HPV16 1957 +- chimeric 38 Xq11.2 intergenic . . ZC4H2 275060 ZC3H12B 178931 E1| L1PA6|LINE|L1|+|3904 NA.

CC-H018 CC chrX 64548787 HPV16 3791 -+ read-pair 19 Xq11.2 intergenic . . ZC4H2 294163 ZC3H12B 159828 E2| L1PA4|LINE|L1|-|2258 NA.

CC-H018 CC chrX 64559135 HPV16 1965 +- chimeric 351 Xq11.2 intergenic . . ZC4H2 304511 ZC3H12B 149480 E1| L1PA13|LINE|L1|+|6580 NA.

CC-H018 CC chrX 64615379 HPV16 1668 +- chimeric 13 Xq12 intergenic . . ZC4H2 360755 ZC3H12B 93236 E1| L1PA5|LINE|L1|-|4288 NA.

CC-H018 CC chrX 144007541 HPV16 2789 +- chimeric 2 Xq27.3 intergenic . . UBE2NL 1039184 SPANXN1 321566 E1|E2| L1PA8A|LINE|L1|+|2328 NA.

CC-H019 CC chr2 61798675 HPV16 2660 ++ chimeric 2 2p15 intergenic . . XPO1 33257 FAM161A 253308 E1| . NA.

CC-H019 CC chr2 86819804 HPV16 5643 -- chimeric 2 2p11.2 intronicRNF103-CHMP3 . . . . . L1|L2| . NA.

CC-H019 CC chr4 19248140 HPV16 2660 ++ chimeric 5 4p15.31 intergenic . . LCORL 1224657 SLIT2 1007047 E1| L1MA6|LINE|L1|-|1005 NA.

CC-H019 CC chr7 144294264 HPV16 2660 ++ chimeric 2 7q35 intronic TPK1 . . . . . E1| (TAAA)n|Simple_repeat|Simple_repeat|+|50 NA.

CC-H019 CC chr7 156884454 HPV16 2660 ++ chimeric 2 7q36.3 intergenic . . MNX1-AS1 75336 UBE3C 47201 E1| . NA.

CC-H019 CC chr8 128811463 HPV16 2081 ++ read-pair 6 8q24.21 intergenic . . MIR1204 3189 PVT1 91411 E1| . NA.

CC-H019 CC chr8 128811738 HPV16 1448 ++ chimeric 4 8q24.21 intergenic . . MIR1204 3464 PVT1 91136 E1| . NA.



CC-H019 CC chr8 128816733 HPV16 1742 -- chimeric 352 8q24.21 intergenic . . MIR1204 8459 PVT1 86141 E1| AT_rich|Low_complexity|Low_complexity|+|39 NA.

CC-H019 CC chr8 128832901 HPV16 2543 ++ chimeric 752 8q24.21 intergenic . . MIR1204 24627 PVT1 69973 E1| MIRc|SINE|MIR|+|79 NA.

CC-H019 CC chr8 128837052 HPV16 3911 -- chimeric 2 8q24.21 intergenic . . MIR1204 28778 PVT1 65822 E5| . NA.

CC-H019 CC chr8 128842954 HPV16 2084 ++ chimeric 782 8q24.21 intergenic . . MIR1204 34680 PVT1 59920 E1| MLT2A1|LTR|ERVL|+|394 Validated

CC-H019 CC chr8 128870701 HPV16 2660 ++ chimeric 9 8q24.21 intergenic . . MIR1204 62427 PVT1 32173 E1| . NA.

CC-H019 CC chr12 56659596 HPV16 2084 ++ chimeric 2 12q13.3 intergenic . . ANKRD52 7453 COQ10A 1046 E1| MLT2A2|LTR|ERVL|+|179 NA.

CC-H019 CC chr13 110723668 HPV16 3971 -- chimeric 2 13q34 intergenic . . LINC00396 16369 COL4A1 77642 E5| . NA.

CC-H019 CC chr1 204148794 HPV16 769 -+ chimeric 2 1q32.1 intergenic . . REN 13329 KISS1 10675 E7| . NA.

CC-H019 CC chr2 85963906 HPV16 44 -+ chimeric 2 2p11.2 intergenic . . GNLY 38031 ATOH8 17003 LCR| MLT1F1|LTR|ERVL-MaLR|+|514 NA.

CC-H019 CC chr2 163612438 HPV16 1467 -+ chimeric 849 2q24.2 intronic KCNH7 . . . . . E1| . NA.

CC-H019 CC chr3 100856069 HPV16 1635 -+ chimeric 2 3q12.2 intergenic . . ABI3BP 143735 IMPG2 85321 E1| L2c|LINE|L2|+|703 NA.

CC-H019 CC chr6 80916986 HPV16 4498 -+ chimeric 2 6q14.1 intronic BCKDHB . . . . . L2| L1ME3A|LINE|L1|+|2323 NA.

CC-H019 CC chr8 128818542 HPV16 2664 -+ chimeric 2 8q24.21 intergenic . . MIR1204 10268 PVT1 84332 E1| AluSg|SINE|Alu|+|296 NA.

CC-H019 CC chr8 128823712 HPV16 615 -+ chimeric 208 8q24.21 intergenic . . MIR1204 15438 PVT1 79162 E7| L2c|LINE|L2|+|137 Validated

CC-H019 CC chr9 35885091 HPV16 2660 -+ chimeric 2 9p13.3 intergenic . . OR13J1 14693 HRCT1 21098 E1| L1M5|LINE|L1|-|38 NA.

CC-H019 CC chr17 16995103 HPV16 3408 +- chimeric 2 17p11.2 intronic MPRIP . . . . . E2|E4| . NA.

CC-H019 CC chrX 21557139 HPV16 2084 -+ chimeric 2 Xp22.12 intronic CNKSR2 . . . . . E1| MLT2B3|LTR|ERVL|-|556 NA.

CC-H019 CC chrX 43991938 HPV16 3551 -+ chimeric 2 Xp11.3 intergenic . . NDP 159017 EFHC2 15190 E2|E4| L1ME1|LINE|L1|-|1467 NA.

CC-H020 CC chr5 30566235 HPV16 5778 ++ chimeric 2 5p13.3 intergenic . . LOC1019296811170152 CDH6 627527 L1| THE1B|LTR|ERVL-MaLR|-|357 NA.

CC-H020 CC chr3 10226370 HPV16 4201 -+ chimeric 3 3p25.3 intronic IRAK2 . . . . . NONE MLT1J-int|LTR|ERVL-MaLR|-|349 Amplifacation failed

CC-H021 CC chr2 239545431 HPV16 2157 ++ chimeric 129 2q37.3 intergenic . . LINC01107 81291 TWIST2 211242 E1| . Validated

CC-H021 CC chr16 72932187 HPV16 3007 -- chimeric 2 16q22.3 intronic ZFHX3 . . . . . E2| . NA.

CC-H021 CC chr3 1161020 HPV16 1287 -+ chimeric 2 3p26.3 intronic CNTN6 . . . . . E1| (TG)n|Simple_repeat|Simple_repeat|+|31;trf NA.

CC-H021 CC chrX 44345437 HPV16 3091 +- chimeric 2 Xp11.3 intergenic . . EFHC2 142514 FUNDC1 37448 E2| . NA.

CC-H022 CC chr1 27790378 HPV18 5117 ++ chimeric 2 1p36.11 intronic WASF2 . . . . . L2| AluSp|SINE|Alu|-|227 NA.

CC-H022 CC chr1 51548800 HPV18 7393 -- chimeric 3 1p32.3 intergenic . . CDKN2C 108491 C1orf185 19106 LCR| L1MA8|LINE|L1|-|1574 NA.

CC-H022 CC chr1 71622186 HPV18 7349 -- chimeric 2 1p31.1 ncRNA_intronicZRANB2-AS2 . . . . . LCR| L1M1|LINE|L1|-|187 NA.

CC-H022 CC chr1 85519067 HPV18 197 ++ chimeric 3 1p22.3 intergenic . . MCOLN3 4844 WDR63 8914 E6| Tigger3b|DNA|TcMar-Tigger|+|292 NA.

CC-H022 CC chr1 88241422 HPV18 299 ++ chimeric 2 1p22.3 intergenic . . LINC01364 404084 PKN2-AS1 761774 E6| L1ME1|LINE|L1|+|563 NA.

CC-H022 CC chr1 115118258 HPV18 3734 -- chimeric 2 1p13.2 exonic BCAS2 NM_005872 . . . . E2| . NA.

CC-H022 CC chr1 116629915 HPV18 220 ++ chimeric 2 1p13.1 intergenic . . SLC22A15 17240 MAB21L3 24461 E6| L1PB3|LINE|L1|-|7340;trf NA.

CC-H022 CC chr1 121155569 HPV18 7264 ++ chimeric 3 1p11.2 intergenic . . SRGAP2-AS1 15804 EMBP1 105341 LCR| L2c|LINE|L2|-|525;dup NA.

CC-H022 CC chr1 121485344 HPV18 7181 -- chimeric 2 1p11.2 intergenic . . EMBP1 171658 NONE NONE LCR| ALR/Alpha|Satellite|centr|-|5279;trf NA.

CC-H022 CC chr1 160052714 HPV18 7830 -- chimeric 2 1q23.2 intronic KCNJ9 . . . . . LCR| . NA.

CC-H022 CC chr1 190166200 HPV18 6850 -- chimeric 7 1q31.1 intronic BRINP3 . . . . . L1| THE1B|LTR|ERVL-MaLR|-|322 NA.

CC-H022 CC chr1 231773876 HPV18 7175 ++ chimeric 3 1q42.2 ncRNA_intronicTSNAX-DISC1 . . . . . LCR| L1PB4|LINE|L1|-|1395 NA.

CC-H022 CC chr1 233572688 HPV18 5117 ++ chimeric 2 1q42.2 intergenic . . KIAA1804 51794 KCNK1 177062 L2| AluSp|SINE|Alu|-|302 NA.

CC-H022 CC chr1 238592635 HPV18 7168 -- chimeric 3 1q43 intergenic . . LOC100130331 501016 LINC01139 51049 LCR| L1PB1|LINE|L1|-|4089;trf NA.

CC-H022 CC chr1 246794072 HPV18 227 ++ chimeric 2 1q44 intronic CNST . . . . . E6| AluSq|SINE|Alu|-|314 NA.

CC-H022 CC chr2 10978033 HPV18 7295 ++ chimeric 2 2p25.1 UTR5 PDIA6 NM_001282705 . . . . LCR| (TG)n|Simple_repeat|Simple_repeat|+|26;trf NA.

CC-H022 CC chr2 12970225 HPV18 7418 ++ chimeric 2 2p24.3 intergenic . . TRIB2 87367 LOC100506474 136683 LCR| . NA.

CC-H022 CC chr2 21231081 HPV18 7249 ++ chimeric 2 2p24.1 exonic APOB NM_000384 . . . . LCR| . NA.

CC-H022 CC chr2 30030571 HPV18 657 ++ chimeric 2 2p23.1 intronic ALK . . . . . E7| . NA.

CC-H022 CC chr2 41914421 HPV18 7360 -- chimeric 2 2p21 intergenic . . SLC8A1 1174846 LOC388942 190274 LCR| . NA.

CC-H022 CC chr2 43456635 HPV18 5311 ++ chimeric 6 2p21 downstream LINC01126 . . . . . L2| . NA.

CC-H022 CC chr2 49779043 HPV18 7311 -- chimeric 2 2p16.3 intergenic . . FSHR 397377 NRXN1 366600 LCR| . NA.

CC-H022 CC chr2 51282320 HPV18 5542 ++ chimeric 44 2p16.3 intergenic . . NRXN1 22646 NONE NONE L1|L2| L1MC5|LINE|L1|-|448 NA.

CC-H022 CC chr2 51342714 HPV18 5757 ++ read-pair 5 2p16.3 intergenic . . NRXN1 83040 NONE NONE L1| L2a|LINE|L2|+|257 NA.

CC-H022 CC chr2 51342735 HPV18 5523 -- chimeric 57 2p16.3 intergenic . . NRXN1 83061 NONE NONE L1|L2| L2a|LINE|L2|+|257 NA.

CC-H022 CC chr2 51348170 HPV18 626 -- read-pair 6 2p16.3 intergenic . . NRXN1 88496 NONE NONE E7| HERVL-int|LTR|ERVL|+|1724 NA.

CC-H022 CC chr2 52594745 HPV18 2635 -- chimeric 2 2p16.3 intergenic . . NRXN1 1335071 ASB3 1302372 E1| . NA.

CC-H022 CC chr2 55136585 HPV18 7192 -- chimeric 2 2p16.1 intronic EML6 . . . . . LCR| . NA.

CC-H022 CC chr2 56414927 HPV18 7221 ++ chimeric 2 2p16.1 intronic CCDC85A . . . . . LCR| . NA.

CC-H022 CC chr2 74567151 HPV18 96 ++ chimeric 2 2p13.1 intronic SLC4A5 . . . . . LCR| L1MB3|LINE|L1|+|536 NA.

CC-H022 CC chr2 91793899 HPV18 201 ++ chimeric 3 2p11.1 intergenic . . NONE NONE LOC654342 30810 E6| dup NA.

CC-H022 CC chr2 101939601 HPV18 5117 ++ chimeric 2 2q11.2 intergenic . . MIR5696 13605 CREG2 25215 L2| AluSq2|SINE|Alu|-|301 NA.

CC-H022 CC chr2 126331657 HPV18 7195 ++ chimeric 3 2q14.3 intergenic . . CNTNAP5 658703 GYPC 1081854 LCR| MIRb|SINE|MIR|+|225 NA.

CC-H022 CC chr2 126688425 HPV18 5117 ++ chimeric 8 2q14.3 intergenic . . CNTNAP5 1015471 GYPC 725086 L2| AluSq2|SINE|Alu|-|284 NA.

CC-H022 CC chr2 140764796 HPV18 7191 -- chimeric 2 2q22.1 intergenic . . YY1P2 1108052 LRP1B 224200 LCR| L1MC4a|LINE|L1|-|283 NA.

CC-H022 CC chr2 162045270 HPV18 7294 ++ chimeric 2 2q24.2 intronic TANK . . . . . LCR| MLT1A1|LTR|ERVL-MaLR|+|366 NA.

CC-H022 CC chr2 162416305 HPV18 7189 ++ chimeric 2 2q24.2 intergenic . . AHCTF1P1 51892 SLC4A10 64540 LCR| L1PB4|LINE|L1|-|1227 NA.

CC-H022 CC chr2 168345903 HPV18 7305 ++ chimeric 2 2q24.3 intergenic . . XIRP2 229642 B3GALT1 329279 LCR| . NA.

CC-H022 CC chr2 183509008 HPV18 7265 ++ chimeric 3 2q32.1 intergenic . . PDE1A 121436 DNAJC10 71760 LCR| (TG)n|Simple_repeat|Simple_repeat|+|57;trf NA.

CC-H022 CC chr2 195303365 HPV18 444 -- chimeric 2 2q32.3 intergenic . . LOC101927406 19010 LOC101927431 291954 E6| L1MA9|LINE|L1|+|978 NA.

CC-H022 CC chr2 196969264 HPV18 7206 -- chimeric 2 2q32.3 intergenic . . DNAH7 35728 STK17B 29043 LCR| . NA.

CC-H022 CC chr2 197620151 HPV18 7251 ++ chimeric 3 2q33.1 intergenic . . CCDC150 22621 GTF3C3 7605 LCR| L1PA7|LINE|L1|-|5697 NA.

CC-H022 CC chr2 225004295 HPV18 7404 -- chimeric 2 2q36.1 intergenic . . SERPINE2 100259 FAM124B 239120 LCR| MLT1A1|LTR|ERVL-MaLR|-|65 NA.

CC-H022 CC chr2 231705986 HPV18 5117 ++ chimeric 2 2q37.1 intergenic . . CAB39 20196 ITM2C 23327 L2| AluSp|SINE|Alu|-|330 NA.

CC-H022 CC chr2 241145144 HPV18 4768 -- chimeric 3 2q37.3 intergenic . . OTOS 65071 GPC1 229971 L2| . NA.

CC-H022 CC chr2 241601286 HPV18 6917 -- chimeric 2 2q37.3 intergenic . . GPR35 30610 AQP12B 14549 L1| L1MC1|LINE|L1|-|566 NA.

CC-H022 CC chr3 23563208 HPV18 7201 -- chimeric 2 3p24.3 ncRNA_intronicMIR548AC . . . . . LCR| (TTTG)n|Simple_repeat|Simple_repeat|+|23 NA.

CC-H022 CC chr3 39161522 HPV18 563 -- chimeric 2 3p22.2 intronic TTC21A . . . . . E6| . NA.

CC-H022 CC chr3 43157498 HPV18 236 -- chimeric 2 3p22.1 intergenic . . POMGNT2 9923 SNRK 170506 E6| MLT1K|LTR|ERVL-MaLR|+|530 NA.

CC-H022 CC chr3 46809144 HPV18 7237 -- chimeric 2 3p21.31 intergenic . . PRSS45 22899 PRSS42 62750 LCR| MER2|DNA|TcMar-Tigger|-|315 NA.

CC-H022 CC chr3 50081372 HPV18 7720 ++ chimeric 2 3p21.31 intronic RBM6 . . . . . LCR| AluSx3|SINE|Alu|-|296 NA.

CC-H022 CC chr3 67556429 HPV18 3638 ++ chimeric 2 3p14.1 intronic SUCLG2 . . . . . E2|E4| . NA.

CC-H022 CC chr3 124677987 HPV18 547 -- chimeric 2 3q21.2 intergenic . . MUC13 24392 HEG1 6567 E6| HAL1b|LINE|L1|-|371 NA.

CC-H022 CC chr3 141277412 HPV18 7340 -- chimeric 2 3q23 intronic RASA2 . . . . . LCR| . NA.

CC-H022 CC chr3 150557224 HPV18 7375 -- chimeric 2 3q25.1 intergenic . . SIAH2 75961 CLRN1 86726 LCR| L1PA13|LINE|L1|-|2296 NA.

CC-H022 CC chr3 171046979 HPV18 195 ++ chimeric 2 3q26.31 intronic TNIK . . . . . E6| L2a|LINE|L2|+|288 NA.

CC-H022 CC chr3 174311752 HPV18 7354 -- chimeric 2 3q26.31 intergenic . . NLGN1 310613 NAALADL2 265359 LCR| . NA.

CC-H022 CC chr4 13705321 HPV18 7229 ++ chimeric 2 4p15.33ncRNA_intronicLINC01182 . . . . . LCR| LTR9|LTR|ERV1|+|209 NA.

CC-H022 CC chr4 49094429 HPV18 7231 ++ chimeric 2 4p11 intergenic . . CWH43 30334 NONE NONE LCR| (CATTC)n|Satellite|Satellite|+|853;trf NA.

CC-H022 CC chr4 65700729 HPV18 351 ++ chimeric 2 4q13.1 intergenic . . TECRL 425551 LOC401134 79270 E6| L1PB1|LINE|L1|+|367 NA.

CC-H022 CC chr4 79498141 HPV18 14 ++ chimeric 3 4q21.21 intronic ANXA3 . . . . . LCR| L2|LINE|L2|-|466 NA.

CC-H022 CC chr4 80379764 HPV18 7164 -- chimeric 3 4q21.21 intergenic . . GK2 50392 LINC00989 33983 LCR| MER47A|DNA|TcMar-Tigger|+|309 NA.

CC-H022 CC chr4 82515446 HPV18 7508 ++ chimeric 2 4q21.22 intergenic . . RASGEF1B 122364 HNRNPD 759021 LCR| FLAM_A|SINE|Alu|-|142;trf NA.

CC-H022 CC chr4 83229419 HPV18 7181 ++ chimeric 2 4q21.22 intergenic . . RASGEF1B 836337 HNRNPD 45048 LCR| L1M1|LINE|L1|-|1092 NA.

CC-H022 CC chr4 93535030 HPV18 7198 -- chimeric 2 4q22.1 intronic GRID2 . . . . . LCR| L1MEf|LINE|L1|-|2338 NA.

CC-H022 CC chr4 94634228 HPV18 7298 ++ chimeric 3 4q22.2 intronic GRID2 . . . . . LCR| . NA.

CC-H022 CC chr4 117090590 HPV18 1982 -- chimeric 2 4q26 intergenic . . NDST4 1055558 MIR1973 130291 E1| L1MC2|LINE|L1|-|791 NA.

CC-H022 CC chr4 141872630 HPV18 7403 -- chimeric 2 4q31.21 intronic RNF150 . . . . . LCR| . NA.

CC-H022 CC chr4 160498730 HPV18 4770 -- chimeric 2 4q32.1 intergenic . . RAPGEF2 217429 FSTL5 1806314 L2| . NA.

CC-H022 CC chr4 162018009 HPV18 3949 ++ chimeric 2 4q32.2 intergenic . . RAPGEF2 1736708 FSTL5 287035 E5| AluSc|SINE|Alu|-|326 NA.

CC-H022 CC chr4 173922195 HPV18 7844 -- chimeric 2 4q34.1 intronic GALNTL6 . . . . . LCR| MLT1C|LTR|ERVL-MaLR|+|459 NA.

CC-H022 CC chr4 190154722 HPV18 5620 ++ chimeric 2 4q35.2 intergenic . . LINC01060 631660 LINC01262 426038 L1|L2| dup;trf NA.

CC-H022 CC chr4 191043980 HPV18 7317 -- chimeric 2 4q35.2 intergenic . . DBET 54961 NONE NONE LCR| (TTAGGG)n|Simple_repeat|Simple_repeat|+|431;trf NA.

CC-H022 CC chr5 8446719 HPV18 7227 -- chimeric 2 5p15.31ncRNA_intronicLOC729506 . . . . . LCR| Tigger4|DNA|TcMar-Tigger|+|1287 NA.

CC-H022 CC chr5 37874375 HPV18 2131 ++ chimeric 2 5p13.2 intronic GDNF-AS1 . . . . . E1| Tigger15a|DNA|TcMar-Tigger|+|406 NA.

CC-H022 CC chr5 40999034 HPV18 7204 -- chimeric 2 5p13.1 intronic MROH2B . . . . . LCR| . NA.

CC-H022 CC chr5 66768580 HPV18 2491 -- chimeric 2 5q13.1 intergenic . . CD180 275963 LOC102467655 717124 E1| . NA.

CC-H022 CC chr5 76138827 HPV18 767 -- chimeric 2 5q13.3 intergenic . . F2RL1 7687 S100Z 6999 E7| L2a|LINE|L2|-|318 NA.

CC-H022 CC chr5 83591487 HPV18 341 -- chimeric 3 5q14.3 intronic EDIL3 . . . . . E6| . NA.

CC-H022 CC chr5 89360218 HPV18 517 ++ chimeric 2 5q14.3 intergenic . . MIR3660 47681 LINC01339 93938 E6| L1PA3|LINE|L1|+|3526 NA.

CC-H022 CC chr5 103803922 HPV18 7161 ++ chimeric 2 5q21.2 intergenic . . NUDT12 905420 RAB9BP1 631253 LCR| L1M4|LINE|L1|-|1917 NA.

CC-H022 CC chr5 105653233 HPV18 4011 -- chimeric 2 5q21.3 intergenic . . RAB9BP1 1217434LOC102467213 497665 E5| L1PREC2|LINE|L1|-|727 NA.

CC-H022 CC chr5 120078001 HPV18 5617 ++ chimeric 3 5q23.1 intergenic . . PRR16 54976 LOC102467226 580244 L1|L2| L1M7|LINE|L1|-|396 NA.

CC-H022 CC chr5 125860575 HPV18 6738 -- chimeric 2 5q23.2 intergenic . . GRAMD3 30722 ALDH7A1 16958 L1| . NA.

CC-H022 CC chr5 139508470 HPV18 5602 ++ chimeric 3 5q31.3 downstream IGIP . . . . . L1|L2| . NA.

CC-H022 CC chr5 144029583 HPV18 7196 ++ chimeric 2 5q31.3 intergenic . . KCTD16 172639 PRELID2 1106324 LCR| (TTTTG)n|Simple_repeat|Simple_repeat|+|32 NA.

CC-H022 CC chr5 147951076 HPV18 220 ++ chimeric 3 5q32 intronic HTR4 . . . . . E6| MER20B|DNA|hAT-Charlie|+|329 NA.

CC-H022 CC chr5 159616313 HPV18 5117 ++ chimeric 3 5q33.3 intronic FABP6 . . . . . L2| AluSq2|SINE|Alu|-|311 NA.

CC-H022 CC chr6 6664960 HPV18 3164 -- chimeric 2 6p25.1 intergenic . . LY86 9744 RREB1 442870 E2| L1MB3|LINE|L1|+|135 NA.

CC-H022 CC chr6 12777551 HPV18 229 -- chimeric 2 6p24.1 intronic PHACTR1 . . . . . E6| L1PA15|LINE|L1|-|377 NA.

CC-H022 CC chr6 48569724 HPV18 148 -- chimeric 2 6p12.3 intergenic . . PTCHD4 533299 MUT 828349 E6| ERV3-16A3_I-int|LTR|ERVL|-|1026 NA.

CC-H022 CC chr6 55784849 HPV18 7186 ++ chimeric 2 6p12.1 intergenic . . BMP5 44474 COL21A1 136539 LCR| (TG)n|Simple_repeat|Simple_repeat|+|30;trf NA.

CC-H022 CC chr6 72610242 HPV18 3700 -- chimeric 2 6q13 intronic RIMS1 . . . . . E2| L2b|LINE|L2|-|973 NA.

CC-H022 CC chr6 73408803 HPV18 347 -- chimeric 2 6q13 intronic KCNQ5 . . . . . E6| . NA.

CC-H022 CC chr6 74485187 HPV18 7430 -- chimeric 2 6q13 intronic CD109 . . . . . LCR| L1MA9|LINE|L1|-|289 NA.

CC-H022 CC chr6 74818490 HPV18 6665 -- chimeric 2 6q13 ncRNA_intronicLOC101928516 . . . . . L1| . NA.

CC-H022 CC chr6 91305737 HPV18 7312 ++ chimeric 2 6q15 intergenic . . MAP3K7 8717 MIR4643 925641 LCR| MER115|DNA|hAT-Tip100|+|187 NA.

CC-H022 CC chr6 93021951 HPV18 343 ++ chimeric 2 6q15 intergenic . . CASC6 621805 EPHA7 927789 E6| . NA.

CC-H022 CC chr6 93150625 HPV18 6513 -- chimeric 2 6q16.1 intergenic . . CASC6 750479 EPHA7 799115 L1| . NA.

CC-H022 CC chr6 96112696 HPV18 7239 -- chimeric 2 6q16.1 intergenic . . MANEA 55368 FUT9 351149 LCR| . NA.

CC-H022 CC chr6 125820036 HPV18 7268 ++ chimeric 2 6q22.31 intergenic . . HDDC2 196754 LOC643623 175463 LCR| Tigger1|DNA|TcMar-Tigger|-|2121 NA.

CC-H022 CC chr6 138067013 HPV18 5359 -- chimeric 3 6q23.3 intergenic . . LOC100507406 6839 LOC100130476 77794 L2| . NA.

CC-H022 CC chr6 141674418 HPV18 6657 ++ chimeric 2 6q24.1 intergenic . . MIR4465 669398 NMBR 722327 L1| . NA.

CC-H022 CC chr6 155076934 HPV18 7144 ++ chimeric 2 6q25.2 intronic SCAF8 . . . . . LCR| . NA.

CC-H022 CC chr6 160521841 HPV18 7213 ++ chimeric 2 6q25.3 intronic IGF2R . . . . . LCR| AluSx|SINE|Alu|-|313 NA.

CC-H022 CC chr7 16755687 HPV18 7253 ++ chimeric 2 7p21.1 intergenic . . BZW2 9539 TSPAN13 37664 LCR| L1MEf|LINE|L1|-|594 NA.

CC-H022 CC chr7 20618660 HPV18 7244 -- chimeric 2 7p21.1 intergenic . . ITGB8 163278 ABCB5 36585 LCR| (TG)n|Simple_repeat|Simple_repeat|+|43 NA.

CC-H022 CC chr7 46856517 HPV18 7248 -- chimeric 2 7p12.3 intergenic . . IGFBP3 895646 TNS3 458235 LCR| . NA.

CC-H022 CC chr7 53253573 HPV18 3620 -- chimeric 2 7p12.1 intergenic . . POM121L12 148955 LINC01446 469629 E2|E4| L1MDa|LINE|L1|+|379 NA.

CC-H022 CC chr7 61775010 HPV18 901 -- chimeric 2 7q11.21 intergenic . . NONE NONE ZNF733P 976660 E7| LTR49|LTR|ERV1|+|382;dup NA.

CC-H022 CC chr7 72067279 HPV18 552 -- chimeric 2 7q11.22 intronic TYW1B . . . . . E6| L1MC3|LINE|L1|+|1395;dup NA.

CC-H022 CC chr7 78764448 HPV18 7210 -- chimeric 3 7q21.11 intronic MAGI2 . . . . . LCR| . NA.

CC-H022 CC chr7 85801582 HPV18 7174 ++ chimeric 2 7q21.11 intergenic . . SEMA3D 1050335 GRM3 471648 LCR| (TG)n|Simple_repeat|Simple_repeat|+|31;trf NA.

CC-H022 CC chr7 107410705 HPV18 7253 ++ chimeric 5 7q31.1 intronic SLC26A3 . . . . . LCR| AluJb|SINE|Alu|-|315;trf NA.

CC-H022 CC chr7 113058639 HPV18 183 ++ chimeric 3 7q31.1 intergenic . . LINC00998 300002 PPP1R3A 458243 E6| L2a|LINE|L2|-|1626 NA.

CC-H022 CC chr7 113110610 HPV18 236 -- chimeric 2 7q31.1 intergenic . . LINC00998 351973 PPP1R3A 406272 E6| L1PA7|LINE|L1|-|6292 NA.

CC-H022 CC chr7 117116562 HPV18 2587 ++ chimeric 2 7q31.2 intergenic . . ASZ1 48985 CFTR 3455 E1| . NA.

CC-H022 CC chr7 118389088 HPV18 7172 -- chimeric 3 7q31.31 intergenic . . ANKRD7 506304 KCND2 1524634 LCR| . NA.

CC-H022 CC chr7 120412608 HPV18 7223 ++ chimeric 2 7q31.31 intergenic . . KCND2 22221 TSPAN12 14766 LCR| L1ME1|LINE|L1|-|2039 NA.

CC-H022 CC chr7 145152834 HPV18 7124 ++ chimeric 2 7q35 intergenic . . TPK1 619688 CNTNAP2 660619 L1| . NA.

CC-H022 CC chr8 2277813 HPV18 7309 ++ chimeric 2 8p23.2 intergenic . . MYOM2 184433 LOC101927815 109406 LCR| L1MDa|LINE|L1|-|617 NA.

CC-H022 CC chr8 22295838 HPV18 223 ++ chimeric 2 8p21.3 intergenic . . SLC39A14 4198 PPP3CC 2645 E6| trf NA.

CC-H022 CC chr8 56972903 HPV18 14 ++ chimeric 2 8q12.1 intergenic . . LYN 47897 RPS20 7836 LCR| . NA.

CC-H022 CC chr8 95558883 HPV18 410 -- chimeric 2 8q22.1 intronic KIAA1429 . . . . . E6| L1PB2|LINE|L1|-|204 NA.

CC-H022 CC chr8 106681689 HPV18 7157 -- chimeric 2 8q23.1 intronic ZFPM2 . . . . . LCR| (TA)n|Simple_repeat|Simple_repeat|+|56 NA.

CC-H022 CC chr9 869689 HPV18 7179 ++ chimeric 2 9p24.3 intronic DMRT1 . . . . . LCR| . NA.

CC-H022 CC chr9 4771819 HPV18 5117 ++ chimeric 2 9p24.1 intergenic . . AK3 29776 RCL1 21015 L2| AluJr|SINE|Alu|-|302 NA.

CC-H022 CC chr9 19622782 HPV18 7227 ++ chimeric 2 9p22.1 intronic SLC24A2 . . . . . LCR| L1MC4a|LINE|L1|+|270 NA.

CC-H022 CC chr9 31642165 HPV18 182 ++ chimeric 2 9p21.1 intergenic . . LINC01242 1233713 ACO1 742436 E6| . NA.

CC-H022 CC chr9 35913743 HPV18 7362 -- chimeric 4 9p13.3 intergenic . . LINC00961 2126 OR2S2 43362 LCR| (TG)n|Simple_repeat|Simple_repeat|+|187;trf NA.

CC-H022 CC chr9 35913893 HPV18 7362 -- chimeric 2 9p13.3 intergenic . . LINC00961 2276 OR2S2 43212 LCR| (TG)n|Simple_repeat|Simple_repeat|+|186;trf NA.

CC-H022 CC chr9 44993144 HPV18 7139 ++ chimeric 2 9p11.2 intergenic . . FAM27C 1652 LOC102723709 10090 LCR| dup NA.

CC-H022 CC chr9 82190414 HPV18 7173 -- chimeric 2 9q21.31 intronic TLE4 . . . . . LCR| . NA.

CC-H022 CC chr9 114139646 HPV18 434 -- chimeric 2 9q31.3 intronic KIAA0368 . . . . . E6| L1M5|LINE|L1|+|170 NA.

CC-H022 CC chr10 19608419 HPV18 7173 ++ chimeric 2 10p12.31 intronic MALRD1 . . . . . LCR| L1M5|LINE|L1|-|448 NA.

CC-H022 CC chr10 50461945 HPV18 7185 ++ chimeric 2 10q11.23 intergenic . . C10orf128 65500 C10orf71-AS1 42383 LCR| (TG)n|Simple_repeat|Simple_repeat|+|129 NA.

CC-H022 CC chr10 64049314 HPV18 6867 -- chimeric 2 10q21.2 intergenic . . RTKN2 20692 LOC283045 50033 L1| . NA.

CC-H022 CC chr10 70490160 HPV18 5117 ++ chimeric 2 10q21.3 intronic CCAR1 . . . . . L2| AluSc|SINE|Alu|-|285 NA.

CC-H022 CC chr10 76036561 HPV18 7230 -- chimeric 2 10q22.2 intronic ADK . . . . . LCR| . NA.

CC-H022 CC chr10 86436185 HPV18 7348 -- chimeric 3 10q23.1 intergenic . . CCSER2 157908 LINC01519 516992 LCR| . NA.

CC-H022 CC chr10 88075543 HPV18 2595 -- chimeric 2 10q23.2 intronic GRID1 . . . . . E1| (TCCA)n|Simple_repeat|Simple_repeat|+|163 NA.

CC-H022 CC chr10 99885554 HPV18 6850 -- chimeric 3 10q24.2 intergenic . . CRTAC1 94969 R3HCC1L 8827 L1| THE1B|LTR|ERVL-MaLR|-|362 NA.

CC-H022 CC chr10 135160144 HPV18 1272 ++ chimeric 2 10q26.3 upstream PRAP1 . . . . . E1| . NA.

CC-H022 CC chr11 173224 HPV18 208 ++ chimeric 2 11p15.5 intergenic . . LINC01001 41304 SCGB1C1 19856 E6| dup NA.

CC-H022 CC chr11 387144 HPV18 1899 ++ chimeric 61 11p15.5 intergenic . . B4GALNT4 5027 PKP3 7073 E1| MER52-int|LTR|ERV1|+|566 NA.

CC-H022 CC chr11 388490 HPV18 2293 -- chimeric 85 11p15.5 intergenic . . B4GALNT4 6373 PKP3 5727 E1| MER52-int|LTR|ERV1|+|1151 NA.

CC-H022 CC chr11 28164064 HPV18 1356 ++ chimeric 2 11p14.1 intronic METTL15 . . . . . E1| LTR54|LTR|ERV1|-|508 NA.

CC-H022 CC chr11 28265195 HPV18 505 ++ chimeric 2 11p14.1 intronic METTL15 . . . . . E6| . NA.

CC-H022 CC chr11 50601614 HPV18 1338 ++ chimeric 2 11p11.12 intergenic . . LOC646813 221812 OR4A5 809764 E1| ALR/Alpha|Satellite|centr|+|10420;trf NA.

CC-H022 CC chr11 87527159 HPV18 7222 -- chimeric 2 11q14.2 intergenic . . TMEM135 487283 RAB38 319256 LCR| . NA.

CC-H022 CC chr11 89469693 HPV18 208 -- chimeric 2 11q14.3 intergenic . . TRIM77 18653 TRIM49 61130 E6| dup NA.

CC-H022 CC chr11 90445565 HPV18 7219 -- chimeric 2 11q14.3ncRNA_intronicDISC1FP1 . . . . . LCR| L1MA4|LINE|L1|-|3293 NA.

CC-H022 CC chr11 101360256 HPV18 7342 -- chimeric 2 11q22.1 intronic TRPC6 . . . . . LCR| L1M5|LINE|L1|-|149 NA.

CC-H022 CC chr11 104502286 HPV18 7300 ++ chimeric 2 11q22.3 intergenic . . LOC102723895 22256 CASP12 254159 LCR| (TG)n|Simple_repeat|Simple_repeat|+|23 NA.

CC-H022 CC chr11 107689238 HPV18 7688 -- chimeric 2 11q22.3 intronic SLC35F2 . . . . . LCR| L1ME3C|LINE|L1|-|307 NA.



CC-H022 CC chr11 116610976 HPV18 4956 ++ chimeric 2 11q23.3 intergenic . . LINC00900 980058 BUD13 7910 L2| MIRb|SINE|MIR|-|117 NA.

CC-H022 CC chr11 118258057 HPV18 211 ++ chimeric 2 11q23.3ncRNA_intronicLOC100131626 . . . . . E6| HAL1|LINE|L1|+|539 NA.

CC-H022 CC chr11 122186263 HPV18 215 ++ chimeric 2 11q24.1 intergenic . . MIR100HG 112493 UBASH3B 340135 E6| . NA.

CC-H022 CC chr11 123775013 HPV18 299 -- chimeric 2 11q24.1 intergenic . . TMEM225 18664 OR8D4 2126 E6| . NA.

CC-H022 CC chr11 127358419 HPV18 6850 -- chimeric 3 11q24.2 intergenic . . LOC101929497 151491 ETS1 970237 L1| THE1B|LTR|ERVL-MaLR|-|361 NA.

CC-H022 CC chr12 17229483 HPV18 7214 -- chimeric 2 12p12.3 intergenic . . SKP1P2 85921 MIR3974 596750 LCR| . NA.

CC-H022 CC chr12 42960227 HPV18 1221 ++ chimeric 2 12q12 intronic PRICKLE1 . . . . . E1| . NA.

CC-H022 CC chr12 58069562 HPV18 3949 ++ chimeric 2 12q13.3 intergenic . . B4GALNT1 42540 OS9 18176 E5| AluY|SINE|Alu|-|308 NA.

CC-H022 CC chr12 66451372 HPV18 7739 ++ chimeric 2 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 LCR| . NA.

CC-H022 CC chr12 66451447 HPV18 7208 ++ chimeric 5 12q14.3 intergenic . . MIR6074 33941 LLPH 65402 LCR| AluSx1|SINE|Alu|-|307;trf NA.

CC-H022 CC chr12 68108799 HPV18 5918 -- chimeric 2 12q15 ncRNA_intronicLOC101927901 . . . . . L1| . NA.

CC-H022 CC chr12 77922389 HPV18 2593 -- chimeric 2 12q21.2 intergenic . . E2F7 463029 NAV3 302680 E1| L1PA7|LINE|L1|+|6399 NA.

CC-H022 CC chr12 91167468 HPV18 7188 ++ chimeric 2 12q21.33 intergenic . . LINC00936 1061739 LINC00615 144332 LCR| L1ME1|LINE|L1|-|337 NA.

CC-H022 CC chr12 99492707 HPV18 7300 ++ chimeric 2 12q23.1ncRNA_intronicLOC101928937 . . . . . LCR| MER45C|DNA|hAT-Tip100|+|704 NA.

CC-H022 CC chr12 100179075 HPV18 7363 -- chimeric 2 12q23.1 intronic ANKS1B . . . . . LCR| (TG)n|Simple_repeat|Simple_repeat|+|42;trf NA.

CC-H022 CC chr12 113164398 HPV18 1727 ++ chimeric 2 12q24.13 intergenic . . PTPN11 216681 RPH3A 65151 E1| L1MC5|LINE|L1|-|218 NA.

CC-H022 CC chr13 39802739 HPV18 7119 ++ chimeric 2 13q13.3 intergenic . . NHLRC3 178495 LHFP 114290 L1| Tigger2b_Pri|DNA|TcMar-Tigger|-|265 NA.

CC-H022 CC chr13 62961012 HPV18 7169 -- chimeric 2 13q21.31 intergenic . . LINC01075 136928 LINC00448 285406 LCR| . NA.

CC-H022 CC chr13 69233453 HPV18 3825 -- chimeric 2 13q21.33 intergenic . . PCDH9 1428985 LINC00550 201964 E2| L2a|LINE|L2|+|193 NA.

CC-H022 CC chr13 101031203 HPV18 6881 ++ chimeric 3 13q32.3 intronic PCCA . . . . . L1| L1M2|LINE|L1|-|1603 NA.

CC-H022 CC chr13 109514650 HPV18 7208 ++ chimeric 2 13q33.3 intronic MYO16 . . . . . LCR| Ricksha_c|DNA|MuDR|+|231 NA.

CC-H022 CC chr13 113675321 HPV18 7175 ++ chimeric 2 13q34 intronic MCF2L . . . . . LCR| (TG)n|Simple_repeat|Simple_repeat|+|303;trf NA.

CC-H022 CC chr14 20921588 HPV18 5117 ++ chimeric 3 14q11.2 intronic OSGEP . . . . . L2| AluSp|SINE|Alu|-|305 NA.

CC-H022 CC chr14 21312986 HPV18 337 -- chimeric 2 14q11.2 intergenic . . RNASE1 41950 RNASE3 46576 E6| L1MEe|LINE|L1|+|108 NA.

CC-H022 CC chr14 35913173 HPV18 401 -- chimeric 3 14q13.2 intergenic . . NFKBIA 39213 INSM2 90075 E6| L2|LINE|L2|+|170 NA.

CC-H022 CC chr14 41528059 HPV18 5685 ++ chimeric 2 14q21.1ncRNA_intronicLOC644919 . . . . . L1| . NA.

CC-H022 CC chr14 46624120 HPV18 7206 ++ chimeric 2 14q21.2ncRNA_intronicLINC00871 . . . . . LCR| MER67C|LTR|ERV1|+|680 NA.

CC-H022 CC chr14 57083838 HPV18 7182 ++ chimeric 2 14q22.3 intronic TMEM260 . . . . . LCR| . NA.

CC-H022 CC chr14 57902934 HPV18 7223 ++ chimeric 2 14q22.3 intergenic . . NAA30 23468 C14orf105 33084 LCR| L1MA3|LINE|L1|-|3719 NA.

CC-H022 CC chr14 62099419 HPV18 7305 ++ chimeric 2 14q23.1ncRNA_intronicFLJ22447 . . . . . LCR| (TG)n|Simple_repeat|Simple_repeat|+|33;trf NA.

CC-H022 CC chr14 68979729 HPV18 166 ++ chimeric 2 14q24.1 intronic RAD51B . . . . . E6| L2a|LINE|L2|-|534 NA.

CC-H022 CC chr14 85269277 HPV18 328 ++ chimeric 2 14q31.3 intergenic . . NONE NONE LINC00911 590946 E6| . NA.

CC-H022 CC chr14 103786196 HPV18 5117 ++ chimeric 3 14q32.32 intergenic . . LINC00605 130831 EIF5 14143 L2| AluSq2|SINE|Alu|-|297 NA.

CC-H022 CC chr15 22330205 HPV18 948 -- chimeric 2 15q11.2ncRNA_intronicLOC101927079,LOC727924 . . . . . E1| dup NA.

CC-H022 CC chr15 31816353 HPV18 3963 ++ chimeric 4 15q13.3 intronic OTUD7A . . . . . E5| . NA.

CC-H022 CC chr15 39889472 HPV18 4170 -- chimeric 2 15q14 UTR3 THBS1 NM_003246 . . . . NONE (T)n|Simple_repeat|Simple_repeat|+|42;trf NA.

CC-H022 CC chr15 76264419 HPV18 3936 ++ chimeric 2 15q24.2 intronic NRG4 . . . . . E5| L1P3|LINE|L1|-|5969 NA.

CC-H022 CC chr15 77910951 HPV18 7194 ++ chimeric 4 15q24.3 intronic LINGO1 . . . . . LCR| AluYa5|SINE|Alu|-|316 NA.

CC-H022 CC chr15 83742726 HPV18 7190 ++ chimeric 2 15q25.2 intergenic . . MIR4515 6559 TM6SF1 33598 LCR| MSTB1-int|LTR|ERVL-MaLR|-|309;trf NA.

CC-H022 CC chr15 84575909 HPV18 272 -- chimeric 2 15q25.2 intronic ADAMTSL3 . . . . . E6| . NA.

CC-H022 CC chr15 88655037 HPV18 7289 -- chimeric 2 15q25.3 intronic NTRK3 . . . . . LCR| . NA.

CC-H022 CC chr15 90992370 HPV18 3323 -- chimeric 2 15q26.1 intronic IQGAP1 . . . . . E2| . NA.

CC-H022 CC chr15 99331283 HPV18 7292 ++ chimeric 3 15q26.3 intronic IGF1R . . . . . LCR| (TC)n|Simple_repeat|Simple_repeat|+|29;trf NA.

CC-H022 CC chr15 102413728 HPV18 7294 ++ chimeric 2 15q26.3 intergenic . . OR4F13P 23201 OR4F4 48617 LCR| dup NA.

CC-H022 CC chr16 15279802 HPV18 226 ++ chimeric 2 16p13.11 intergenic . . MIR3180-4 30943 NPIPA5 177679 E6| GA-rich|Low_complexity|Low_complexity|+|79;dup;trf NA.

CC-H022 CC chr16 71477982 HPV18 7334 -- chimeric 2 16q22.2 intergenic . . CALB2 53640 ZNF23 3521 LCR| (TG)n|Simple_repeat|Simple_repeat|+|172;trf NA.

CC-H022 CC chr17 5313985 HPV18 637 -- chimeric 2 17p13.2 intronic NUP88 . . . . . E7| . NA.

CC-H022 CC chr17 40209532 HPV18 7307 -- chimeric 2 17q21.2 intergenic . . ZNF385C 19488 DHX58 43890 LCR| (TG)n|Simple_repeat|Simple_repeat|+|47;trf NA.

CC-H022 CC chr17 58244342 HPV18 431 -- chimeric 2 17q23.1 intergenic . . CA4 7436 USP32 10349 E6| AluSx|SINE|Alu|+|316;dup NA.

CC-H022 CC chr17 77088295 HPV18 7342 ++ chimeric 2 17q25.3 intronic RBFOX3 . . . . . LCR| . NA.

CC-H022 CC chr18 12066219 HPV18 5117 ++ chimeric 2 18p11.21 intergenic . . IMPA2 35334 ANKRD62 27629 L2| AluSq2|SINE|Alu|-|310 NA.

CC-H022 CC chr18 18877518 HPV18 7180 ++ chimeric 2 18q11.1 intronic GREB1L . . . . . LCR| . NA.

CC-H022 CC chr18 29289551 HPV18 7307 -- chimeric 2 18q12.1 intergenic . . B4GALT6 24865 SLC25A52 50108 LCR| (TG)n|Simple_repeat|Simple_repeat|+|51;trf NA.

CC-H022 CC chr18 61375697 HPV18 4174 -- chimeric 44 18q21.33 intronic SERPINB11 . . . . . NONE L2a|LINE|L2|-|1235 NA.

CC-H022 CC chr18 61439850 HPV18 4533 -- chimeric 2 18q21.33 intronic SERPINB7 . . . . . L2| . NA.

CC-H022 CC chr18 65049711 HPV18 108 -- chimeric 2 18q22.1 intergenic . . MIR5011 300788 DSEL 124108 E6| L1MD|LINE|L1|-|195 NA.

CC-H022 CC chr18 74905463 HPV18 265 ++ chimeric 3 18q23 intergenic . . MBP 60689 GALR1 56545 E6| L3|LINE|CR1|-|708 NA.

CC-H022 CC chr19 243477 HPV18 208 ++ chimeric 2 19p13.3 intergenic . . LINC01002 41268 PPAP2C 37563 E6| dup NA.

CC-H022 CC chr19 2362603 HPV18 7203 ++ chimeric 2 19p13.3 intergenic . . SPPL2B 7503 TMPRSS9 27181 LCR| (TG)n|Simple_repeat|Simple_repeat|+|131 NA.

CC-H022 CC chr19 3597002 HPV18 5117 ++ chimeric 4 19p13.3 intronic TBXA2R . . . . . L2| AluSp|SINE|Alu|-|299 NA.

CC-H022 CC chr19 8299957 HPV18 5117 ++ chimeric 2 19p13.2 intronic CERS4 . . . . . L2| AluSq|SINE|Alu|-|310 NA.

CC-H022 CC chr19 19552733 HPV18 5117 ++ chimeric 2 19p13.11 intronic GATAD2A . . . . . L2| AluSp|SINE|Alu|-|293 NA.

CC-H022 CC chr19 23559767 HPV18 4706 -- chimeric 3 19p12 intronic ZNF91 . . . . . L2| . NA.

CC-H022 CC chr19 32173935 HPV18 6743 -- chimeric 3 19q12 intergenic . . THEG5 89479 LINC01533 342833 L1| . NA.

CC-H022 CC chr19 33564359 HPV18 2913 ++ chimeric 2 19q13.11 intergenic . . RHPN2 8535 GPATCH1 7427 E2| L1ME3A|LINE|L1|+|197 NA.

CC-H022 CC chr19 35660306 HPV18 6547 -- chimeric 4 19q13.12 intronic FXYD5 . . . . . L1| . NA.

CC-H022 CC chr19 35665807 HPV18 727 -- chimeric 2 19q13.12 intergenic . . FXYD5 5019 FAM187B 49897 E7| AluSx1|SINE|Alu|+|304 NA.

CC-H022 CC chr19 35672781 HPV18 7654 -- chimeric 71 19q13.12 intergenic . . FXYD5 11993 FAM187B 42923 LCR| MER58B|DNA|hAT-Charlie|-|318 NA.

CC-H022 CC chr19 35675947 HPV18 3485 -- chimeric 421 19q13.12 intergenic . . FXYD5 15159 FAM187B 39757 E2|E4| ERVL-E-int|LTR|ERVL|+|181 NA.

CC-H022 CC chr19 35680846 HPV18 5117 ++ chimeric 775 19q13.12 intergenic . . FXYD5 20058 FAM187B 34858 L2| L1MB8|LINE|L1|-|1234 NA.

CC-H022 CC chr19 35680917 HPV18 5117 ++ chimeric 1037 19q13.12 intergenic . . FXYD5 20129 FAM187B 34787 L2| AluSp|SINE|Alu|-|287 NA.

CC-H022 CC chr19 35683112 HPV18 1029 -- chimeric 750 19q13.12 intergenic . . FXYD5 22324 FAM187B 32592 E1| L1MB8|LINE|L1|-|367 NA.

CC-H022 CC chr19 35688438 HPV18 7561 -- read-pair 216 19q13.12 intergenic . . FXYD5 27650 FAM187B 27266 LCR| ERVL-E-int|LTR|ERVL|+|696 NA.

CC-H022 CC chr19 35695646 HPV18 666 -- chimeric 2 19q13.12 intergenic . . FXYD5 34858 FAM187B 20058 E7| MER41A|LTR|ERV1|-|547 NA.

CC-H022 CC chr19 35700073 HPV18 6750 -- read-pair 5 19q13.12 intergenic . . FXYD5 39285 FAM187B 15631 L1| . NA.

CC-H022 CC chr19 35713232 HPV18 318 -- chimeric 3 19q13.12 intergenic . . FXYD5 52444 FAM187B 2472 E6| AluSx1|SINE|Alu|-|241 NA.

CC-H022 CC chr19 35714019 HPV18 5050 ++ chimeric 671 19q13.12 intergenic . . FXYD5 53231 FAM187B 1685 L2| MLT1E1A|LTR|ERVL-MaLR|-|593 NA.

CC-H022 CC chr19 35714092 HPV18 5050 ++ chimeric 481 19q13.12 intergenic . . FXYD5 53304 FAM187B 1612 L2| MLT1E1A|LTR|ERVL-MaLR|-|593 NA.

CC-H022 CC chr19 35719021 HPV18 173 -- chimeric 2 19q13.12 exonic FAM187B NM_152481 . . . . E6| . NA.

CC-H022 CC chr19 35728478 HPV18 2865 ++ chimeric 2 19q13.12 intergenic . . FAM187B 8850 LSR 11081 E1|E2| AluSz|SINE|Alu|-|313 NA.

CC-H022 CC chr19 59049269 HPV18 5117 ++ chimeric 2 19q13.43 intergenic . . ZBTB45 18348 TRIM28 6567 L2| AluSp|SINE|Alu|-|301 NA.

CC-H022 CC chr20 10753443 HPV18 112 -- chimeric 2 20p12.2 intergenic . . LOC101929395 18768 LOC101929413 102538 E6| . NA.

CC-H022 CC chr20 12886209 HPV18 5117 ++ chimeric 2 20p12.1ncRNA_intronicLOC101929486 . . . . . L2| AluSp|SINE|Alu|-|309 NA.

CC-H022 CC chr20 19023108 HPV18 7113 ++ chimeric 2 20p11.23 intergenic . . C20orf78 212269 SLC24A3 170182 L1| . NA.

CC-H022 CC chr20 31795864 HPV18 2810 ++ chimeric 2 20q11.21ncRNA_intronicBPIFA4P . . . . . E1| L2a|LINE|L2|-|487 NA.

CC-H022 CC chr20 40613338 HPV18 240 -- chimeric 2 20q12 intergenic . . CHD6 366205 PTPRT 88054 E6| . NA.

CC-H022 CC chr20 43030842 HPV18 7342 ++ chimeric 2 20q13.12 intronic HNF4A . . . . . LCR| . NA.

CC-H022 CC chr20 43855757 HPV18 7180 -- chimeric 2 20q13.12 intergenic . . SEMG2 2658 SLPI 25123 LCR| L1M4|LINE|L1|-|732 NA.

CC-H022 CC chr20 52172728 HPV18 5117 ++ chimeric 2 20q13.2ncRNA_intronicLOC101927770 . . . . . L2| AluSq2|SINE|Alu|-|297 NA.

CC-H022 CC chr21 32789398 HPV18 5117 ++ chimeric 2 21q22.11 intronic TIAM1 . . . . . L2| AluSq2|SINE|Alu|-|322 NA.

CC-H022 CC chr21 41272022 HPV18 5117 ++ chimeric 3 21q22.2 intronic PCP4 . . . . . L2| AluSq2|SINE|Alu|-|291 NA.

CC-H022 CC chr21 47437274 HPV18 886 ++ chimeric 2 21q22.3 intergenic . . COL6A1 12311 COL6A2 80759 E7| L1MD1|LINE|L1|-|1233 NA.

CC-H022 CC chrX 2423710 HPV18 5119 ++ chimeric 33 Xp22.33 intergenic . . DHRSX 4695 MIR6089 103522 L2| AluSx|SINE|Alu|-|324 NA.

CC-H022 CC chrX 7994434 HPV18 5117 ++ chimeric 12 Xp22.31 intergenic . . PNPLA4 98654 MIR651 100572 L2| AluSq|SINE|Alu|-|313 NA.

CC-H022 CC chrX 11925919 HPV18 7171 ++ chimeric 3 Xp22.2 intergenic . . MSL3 132047 FRMPD4 230666 LCR| L1M4b|LINE|L1|-|60 NA.

CC-H022 CC chrX 31736197 HPV18 5524 -- chimeric 2 Xp21.1 intronic DMD . . . . . L1|L2| . NA.

CC-H022 CC chrX 35960712 HPV18 185 ++ chimeric 2 Xp21.1 intronic CXorf22 . . . . . E6| . NA.

CC-H022 CC chrX 39143360 HPV18 201 ++ chimeric 2 Xp11.4 intergenic . . MID1IP1 477577 LINC01281 20850 E6| L1MEd|LINE|L1|-|794 NA.

CC-H022 CC chrX 45472424 HPV18 769 -- chimeric 3 Xp11.3 intergenic . . LINC01204 85940 LOC392452 118153 E7| L1MA9|LINE|L1|+|1065 NA.

CC-H022 CC chrX 46495730 HPV18 189 ++ chimeric 2 Xp11.23 intronic SLC9A7 . . . . . E6| . NA.

CC-H022 CC chrX 52994281 HPV18 6839 ++ chimeric 2 Xp11.22 intronic FAM156A . . . . . L1| MER4D1|LTR|ERV1|+|887;dup NA.

CC-H022 CC chrX 55848771 HPV18 7239 ++ chimeric 2 Xp11.21 intergenic . . RRAGB 63564 KLF8 410051 LCR| L1P4|LINE|L1|-|2617 NA.

CC-H022 CC chrX 62198417 HPV18 7225 -- chimeric 2 Xq11.1 intergenic . . NONE NONE SPIN4 368690 LCR| L1MA4|LINE|L1|-|3742 NA.

CC-H022 CC chrX 75497551 HPV18 7237 -- chimeric 2 Xq13.3 intergenic . . PBDC1 99406 MAGEE1 150495 LCR| L1MA8|LINE|L1|-|1517 NA.

CC-H022 CC chrX 76050785 HPV18 5117 ++ chimeric 2 Xq21.1 ncRNA_intronicMIR325HG . . . . . L2| AluSp|SINE|Alu|-|289 NA.

CC-H022 CC chrX 118065612 HPV18 7247 ++ chimeric 2 Xq24 intergenic . . LINC01285 49635 LONRF3 42965 LCR| L1ME1|LINE|L1|-|376 NA.

CC-H022 CC chrX 122616607 HPV18 7264 -- chimeric 2 Xq25 intronic GRIA3 . . . . . LCR| . NA.

CC-H022 CC chrX 132585184 HPV18 5117 ++ chimeric 7 Xq26.2 intergenic . . GPC4 35979 GPC3 84592 L2| AluSq2|SINE|Alu|-|344 NA.

CC-H022 CC chrX 146524617 HPV18 1315 ++ chimeric 2 Xq27.3 intergenic . . MIR514A3 158371 FMR1-AS1 466332 E1| L2a|LINE|L2|-|90 NA.

CC-H022 CC chrX 150872390 HPV18 3989 ++ chimeric 2 Xq28 intergenic . . PRRG3 2327 FATE1 12118 E5| (TG)n|Simple_repeat|Simple_repeat|+|44;trf NA.

CC-H022 CC chrX 152424149 HPV18 7330 ++ chimeric 2 Xq28 intergenic . . PNMA6A 83285 MAGEA1 57373 LCR| MIRc|SINE|MIR|-|112 NA.

CC-H022 CC chrX 152507028 HPV18 5117 ++ chimeric 8 Xq28 intergenic . . MAGEA1 20912 ZNF275 92585 L2| AluSp|SINE|Alu|-|299 NA.

CC-H022 CC chr1 10110 HPV18 7360 +- chimeric 2 1p36.33 intergenic . . NONE NONE DDX11L1 1764 LCR| (CCCTAA)n|Simple_repeat|Simple_repeat|+|468;dup;trf NA.

CC-H022 CC chr1 16027564 HPV18 5117 -+ chimeric 2 1p36.21 intronic PLEKHM2 . . . . . L2| AluSq2|SINE|Alu|+|297;trf NA.

CC-H022 CC chr1 38973249 HPV18 5117 -+ chimeric 3 1p34.3 intergenic . . LINC01343 292810 RRAGC 330620 L2| AluSq2|SINE|Alu|+|275 NA.

CC-H022 CC chr1 55064773 HPV18 5117 -+ chimeric 35 1p32.3 intronic ACOT11 . . . . . L2| AluSq|SINE|Alu|+|314 NA.

CC-H022 CC chr1 56068297 HPV18 3677 -+ chimeric 2 1p32.3 intergenic . . MIR4422 376901 PPAP2B 892122 E2|E4| . NA.

CC-H022 CC chr1 62422937 HPV18 161 -+ chimeric 2 1p31.3 intronic INADL . . . . . E6| . NA.

CC-H022 CC chr1 63056987 HPV18 7308 +- chimeric 2 1p31.3 intronic DOCK7 . . . . . LCR| L1PA14|LINE|L1|+|848 NA.

CC-H022 CC chr1 68446868 HPV18 735 +- chimeric 2 1p31.3 ncRNA_intronicGNG12-AS1 . . . . . E7| L1MA9|LINE|L1|+|858 NA.

CC-H022 CC chr1 89914862 HPV18 7192 -+ chimeric 2 1p22.2 intergenic . . GBP1P1 24369 LRRC8B 75535 LCR| L1M1|LINE|L1|+|1384 NA.

CC-H022 CC chr1 92999187 HPV18 195 -+ chimeric 3 1p22.1 intronic EVI5 . . . . . E6| L1P2|LINE|L1|+|4239 NA.

CC-H022 CC chr1 107735471 HPV18 282 +- chimeric 2 1p13.3 intronic NTNG1 . . . . . E6| . NA.

CC-H022 CC chr1 142863163 HPV18 7183 -+ chimeric 2 1q21.1 intergenic . . ANKRD20A12P 149558 LOC102723769 271440 LCR| L1MB2|LINE|L1|+|140;dup NA.

CC-H022 CC chr1 143450337 HPV18 7167 -+ chimeric 2 1q21.1 intergenic . . LOC102723769 248098 MIR6077 222584 LCR| L1MB3|LINE|L1|+|426;dup NA.

CC-H022 CC chr1 150187980 HPV18 5117 -+ chimeric 2 1q21.2 intergenic . . PLEKHO1 56155 ANP32E 2737 L2| AluSq2|SINE|Alu|+|293 NA.

CC-H022 CC chr1 151494268 HPV18 5117 -+ chimeric 2 1q21.3 intronic CGN . . . . . L2| AluSp|SINE|Alu|+|284 NA.

CC-H022 CC chr1 162833903 HPV18 206 -+ chimeric 2 1q23.3 intronic C1orf110 . . . . . E6| L1ME1|LINE|L1|+|1501 NA.

CC-H022 CC chr1 167732331 HPV18 333 -+ chimeric 2 1q24.2 intronic MPZL1 . . . . . E6| . NA.

CC-H022 CC chr1 179714226 HPV18 114 -+ chimeric 2 1q25.2 intronic FAM163A . . . . . E6| . NA.

CC-H022 CC chr1 186633055 HPV18 5944 +- chimeric 2 1q31.1 intergenic . . MIR548F1 186400 PTGS2 7889 L1| MLT2C2|LTR|ERVL|-|186 NA.

CC-H022 CC chr1 200799056 HPV18 3949 -+ chimeric 2 1q32.1 intronic CAMSAP2 . . . . . E5| AluJb|SINE|Alu|+|310 NA.

CC-H022 CC chr1 205296854 HPV18 5117 -+ chimeric 40 1q32.1 intergenic . . NUAK2 5971 KLHDC8A 8339 L2| AluSq2|SINE|Alu|+|297 NA.

CC-H022 CC chr1 210966297 HPV18 252 +- chimeric 2 1q32.2 intronic KCNH1 . . . . . E6| . NA.

CC-H022 CC chr1 223860642 HPV18 6342 -+ chimeric 2 1q41 intergenic . . CAPN8 7206 CAPN2 28653 L1| L1PREC2|LINE|L1|+|515 NA.

CC-H022 CC chr1 224017521 HPV18 678 +- chimeric 3 1q41 intronic TP53BP2 . . . . . E7| . NA.

CC-H022 CC chr2 7360780 HPV18 3346 +- chimeric 2 2p25.1 intergenic . . LOC101929452 142769 LOC100506274 200612 E2| . NA.

CC-H022 CC chr2 51273556 HPV18 819 -+ chimeric 317 2p16.3 intergenic . . NRXN1 13882 NONE NONE E7| . NA.

CC-H022 CC chr2 51329887 HPV18 5981 -+ chimeric 7 2p16.3 intergenic . . NRXN1 70213 NONE NONE L1| . NA.

CC-H022 CC chr2 51340092 HPV18 127 -+ chimeric 27 2p16.3 intergenic . . NRXN1 80418 NONE NONE E6| . NA.

CC-H022 CC chr2 51349876 HPV18 6031 +- chimeric 2 2p16.3 intergenic . . NRXN1 90202 NONE NONE L1| L1ME1|LINE|L1|+|672 NA.

CC-H022 CC chr2 51361150 HPV18 6850 +- chimeric 858 2p16.3 intergenic . . NRXN1 101476 NONE NONE L1| THE1B|LTR|ERVL-MaLR|+|356 NA.

CC-H022 CC chr2 51361222 HPV18 6850 +- chimeric 1238 2p16.3 intergenic . . NRXN1 101548 NONE NONE L1| THE1B|LTR|ERVL-MaLR|+|356 NA.

CC-H022 CC chr2 116989749 HPV18 7299 +- chimeric 2 2q14.1 intergenic . . DPP10 387423 DDX18 1582506 LCR| L1P4|LINE|L1|+|930 NA.

CC-H022 CC chr2 130019236 HPV18 1438 +- chimeric 2 2q21.1 ncRNA_intronicLOC151121 . . . . . E1| . NA.

CC-H022 CC chr2 136720379 HPV18 306 -+ chimeric 2 2q21.3 intronic DARS . . . . . E6| . NA.

CC-H022 CC chr2 152137308 HPV18 1306 -+ chimeric 2 2q23.3 intronic NMI . . . . . E1| . NA.

CC-H022 CC chr2 172289263 HPV18 7305 +- chimeric 3 2q31.1 intronic METTL8 . . . . . LCR| . NA.

CC-H022 CC chr2 178022704 HPV18 7230 -+ chimeric 2 2q31.2 intergenic . . LOC102724224 502018 HNRNPA3 54718 LCR| (CAA)n|Simple_repeat|Simple_repeat|+|20 NA.

CC-H022 CC chr2 178731602 HPV18 7200 +- chimeric 2 2q31.2 intronic PDE11A . . . . . LCR| . NA.

CC-H022 CC chr2 204385306 HPV18 5117 -+ chimeric 2 2q33.2 intronic RAPH1 . . . . . L2| AluSq2|SINE|Alu|+|300 NA.

CC-H022 CC chr2 215074194 HPV18 7218 -+ chimeric 2 2q34 intronic SPAG16 . . . . . LCR| . NA.

CC-H022 CC chr3 2634359 HPV18 6846 +- chimeric 2 3p26.3 intronic CNTN4 . . . . . L1| THE1B|LTR|ERVL-MaLR|+|370 NA.

CC-H022 CC chr3 23334932 HPV18 723 +- chimeric 2 3p24.3 intronic UBE2E2 . . . . . E7| L2a|LINE|L2|+|103 NA.

CC-H022 CC chr3 35165095 HPV18 7203 +- chimeric 2 3p22.3 ncRNA_intronicLOC101928135 . . . . . LCR| Tigger9a|DNA|TcMar-Tigger|-|479 NA.

CC-H022 CC chr3 40048302 HPV18 4666 +- chimeric 2 3p22.1 intronic MYRIP . . . . . L2| . NA.

CC-H022 CC chr3 56135440 HPV18 7286 -+ chimeric 2 3p14.3 intronic ERC2 . . . . . LCR| . NA.

CC-H022 CC chr3 62624511 HPV18 284 +- chimeric 2 3p14.2 intronic CADPS . . . . . E6| . NA.

CC-H022 CC chr3 64666155 HPV18 749 +- chimeric 2 3p14.1 intronic ADAMTS9 . . . . . E7| . NA.

CC-H022 CC chr3 80090894 HPV18 7210 +- chimeric 2 3p12.2 intergenic . . ROBO1 273835 GBE1 1447956 LCR| . NA.

CC-H022 CC chr3 88040739 HPV18 474 -+ chimeric 2 3p11.1 exonic HTR1F NM_000866 . . . . E6| . NA.

CC-H022 CC chr3 97913634 HPV18 1096 -+ chimeric 2 3q11.2 intergenic . . OR5H15 25149 OR5H6 69495 E1| HERVH-int|LTR|ERV1|+|4773;dup NA.

CC-H022 CC chr3 107141630 HPV18 218 -+ chimeric 2 3q13.12 intergenic . . LOC101929579 40624 LOC101929607 8147 E6| L1ME4a|LINE|L1|+|118 NA.

CC-H022 CC chr3 108861006 HPV18 7205 +- chimeric 2 3q13.13ncRNA_intronicFLJ22763 . . . . . LCR| . NA.

CC-H022 CC chr3 109595107 HPV18 7167 -+ chimeric 2 3q13.13 intergenic . . LINC01205 381093 PVRL3-AS1 1169056 LCR| L1PA16|LINE|L1|+|2879 NA.

CC-H022 CC chr3 120091290 HPV18 6951 +- chimeric 2 3q13.33 intergenic . . LRRC58 23104 FSTL1 21771 L1| L1MB8|LINE|L1|-|174 NA.

CC-H022 CC chr3 156220317 HPV18 7223 -+ chimeric 2 3q25.31 intronic KCNAB1 . . . . . LCR| L1M5|LINE|L1|+|425 NA.

CC-H022 CC chr3 160105826 HPV18 6468 -+ chimeric 2 3q25.33 intronic IFT80 . . . . . L1| L2|LINE|L2|-|381 NA.

CC-H022 CC chr3 173781888 HPV18 5117 -+ chimeric 2 3q26.31 intronic NLGN1 . . . . . L2| AluSq2|SINE|Alu|+|258 NA.

CC-H022 CC chr3 178914682 HPV18 6621 +- chimeric 2 3q26.32 intronic PIK3CA . . . . . L1| L2|LINE|L2|-|228 NA.

CC-H022 CC chr3 181392072 HPV18 5117 -+ chimeric 2 3q26.33ncRNA_intronicSOX2-OT . . . . . L2| AluSp|SINE|Alu|+|315;trf NA.

CC-H022 CC chr3 197903455 HPV18 208 -+ chimeric 2 3q29 intronic FAM157A . . . . . E6| dup NA.

CC-H022 CC chr4 721278 HPV18 5729 +- chimeric 2 4p16.3 intronic PCGF3 . . . . . L1| AluSc8|SINE|Alu|-|307 NA.

CC-H022 CC chr4 18236920 HPV18 7287 -+ chimeric 2 4p15.31 intergenic . . LCORL 213437 NONE NONE LCR| . NA.

CC-H022 CC chr4 31523488 HPV18 1356 -+ chimeric 2 4p15.1 intergenic . . LOC102723778 310192 LOC102723828 475513 E1| L1MC3|LINE|L1|-|424 NA.

CC-H022 CC chr4 36415558 HPV18 182 -+ chimeric 2 4p14 intergenic . . DTHD1 69151 MIR4801 827974 E6| . NA.

CC-H022 CC chr4 49153053 HPV18 197 +- chimeric 2 4p11 intergenic . . CWH43 88958 NONE NONE E6| (CATTC)n|Satellite|Satellite|+|530;trf NA.

CC-H022 CC chr4 53524805 HPV18 321 +- chimeric 2 4q12 intronic USP46 . . . . . E6| . NA.

CC-H022 CC chr4 81527642 HPV18 5117 -+ chimeric 2 4q21.21 intronic C4orf22 . . . . . L2| AluSx3|SINE|Alu|+|291 NA.



CC-H022 CC chr4 82515445 HPV18 447 +- chimeric 2 4q21.22 intergenic . . RASGEF1B 122363 HNRNPD 759022 E6| FLAM_A|SINE|Alu|-|142;trf NA.

CC-H022 CC chr4 100421922 HPV18 7210 +- chimeric 3 4q23 intergenic . . ADH7 65255 C4orf17 10239 LCR| L1ME1|LINE|L1|+|337 NA.

CC-H022 CC chr4 105203542 HPV18 7213 +- chimeric 2 4q24 intergenic . . TACR3 562569 CXXC4 185921 LCR| MLT1J-int|LTR|ERVL-MaLR|-|714 NA.

CC-H022 CC chr4 108378254 HPV18 7230 -+ chimeric 2 4q25 intergenic . . DKK2 420801 PAPSS1 156568 LCR| MER20|DNA|hAT-Charlie|+|209 NA.

CC-H022 CC chr4 135822926 HPV18 7846 +- chimeric 2 4q28.3 intergenic . . PABPC4L 700023 LINC00613 965212 LCR| L1PA5|LINE|L1|-|2399 NA.

CC-H022 CC chr4 137833677 HPV18 321 +- chimeric 2 4q28.3 intergenic . . LINC00613 998842 PCDH18 606396 E6| L1MC4|LINE|L1|-|730 NA.

CC-H022 CC chr4 142916086 HPV18 712 +- chimeric 2 4q31.21 intergenic . . IL15 260946 INPP4B 33096 E7| L1MCa|LINE|L1|-|206 NA.

CC-H022 CC chr4 148610475 HPV18 273 -+ chimeric 2 4q31.23 intergenic . . PRMT9 5195 ARHGAP10 42978 E6| . NA.

CC-H022 CC chr4 167797388 HPV18 657 +- chimeric 2 4q32.3 intronic SPOCK3 . . . . . E7| . NA.

CC-H022 CC chr5 11034891 HPV18 327 +- chimeric 2 5p15.2 intronic CTNND2 . . . . . E6| L1P4|LINE|L1|-|91 NA.

CC-H022 CC chr5 12048918 HPV18 6850 +- chimeric 25 5p15.2 intergenic . . CTNND2 144763 LINC01194 526051 L1| THE1B|LTR|ERVL-MaLR|+|296 NA.

CC-H022 CC chr5 15380017 HPV18 7175 -+ chimeric 2 5p15.1 intergenic . . LOC101929454 113348 FBXL7 120288 LCR| L1M4|LINE|L1|+|279 NA.

CC-H022 CC chr5 36900257 HPV18 7192 -+ chimeric 2 5p13.2 intronic NIPBL . . . . . LCR| MER2|DNA|TcMar-Tigger|+|300 NA.

CC-H022 CC chr5 37104145 HPV18 2548 +- chimeric 2 5p13.2 intergenic . . NIPBL 38224 C5orf42 2185 E1| L1PA11|LINE|L1|-|1827 NA.

CC-H022 CC chr5 64940981 HPV18 5117 -+ chimeric 3 5q12.3 intronic TRAPPC13 . . . . . L2| AluSq2|SINE|Alu|+|303;trf NA.

CC-H022 CC chr5 109381240 HPV18 7649 +- chimeric 2 5q21.3 intergenic . . LOC100289673 160040 TMEM232 373958 LCR| . NA.

CC-H022 CC chr5 109922442 HPV18 7091 -+ chimeric 2 5q22.1 intronic TMEM232 . . . . . L1| . NA.

CC-H022 CC chr5 123836017 HPV18 5667 -+ chimeric 2 5q23.2 intergenic . . LINC01170 61804 ZNF608 136593 L1| HERVH-int|LTR|ERV1|+|3006 NA.

CC-H022 CC chr5 173750526 HPV18 4202 +- chimeric 2 5q35.2 intergenic . . HMP19 214344 LINC01411 12831 NONE AluSx|SINE|Alu|+|312;trf NA.

CC-H022 CC chr6 44485386 HPV18 542 -+ chimeric 2 6p21.1 intergenic . . CDC5L 67225 SUPT3H 309081 E6| L1MA4A|LINE|L1|-|6905 NA.

CC-H022 CC chr6 84691029 HPV18 325 +- chimeric 2 6q14.2 intergenic . . CYB5R4 20883 MRAP2 52391 E6| L1MA3|LINE|L1|-|1894 NA.

CC-H022 CC chr6 103572906 HPV18 7216 +- chimeric 2 6q16.3 intergenic . . GRIK2 1054948 HACE1 1603062 LCR| L1MA6|LINE|L1|-|832 NA.

CC-H022 CC chr6 106139929 HPV18 7315 +- chimeric 2 6q21 intergenic . . PREP 288930 PRDM1 394266 LCR| . NA.

CC-H022 CC chr6 109553363 HPV18 7287 -+ chimeric 2 6q21 intergenic . . CEP57L1 68248 LOC100996634 4454 LCR| . NA.

CC-H022 CC chr6 116927755 HPV18 7371 +- chimeric 2 6q22.1 intergenic . . RWDD1 12991 RSPH4A 9887 LCR| L1P4a|LINE|L1|+|1807 NA.

CC-H022 CC chr6 122540560 HPV18 7455 +- chimeric 3 6q22.31 intergenic . . GJA1 769670 HSF2 180136 LCR| . NA.

CC-H022 CC chr6 135613258 HPV18 7300 -+ chimeric 2 6q23.3 intronic AHI1 . . . . . LCR| (CA)n|Simple_repeat|Simple_repeat|+|45;trf NA.

CC-H022 CC chr6 149777447 HPV18 157 -+ chimeric 2 6q25.1 intronic ZC3H12D . . . . . E6| . NA.

CC-H022 CC chr6 156502364 HPV18 206 -+ chimeric 2 6q25.3 intergenic . . NOX3 725327 ARID1B 596700 E6| L1M3|LINE|L1|-|1270 NA.

CC-H022 CC chr6 167035036 HPV18 7258 -+ chimeric 2 6q27 intronic RPS6KA2 . . . . . LCR| . NA.

CC-H022 CC chr7 35420096 HPV18 220 -+ chimeric 2 7p14.2 intergenic . . LOC401324 4010 HERPUD2 252174 E6| . NA.

CC-H022 CC chr7 39852095 HPV18 7218 -+ chimeric 2 7p14.1 intergenic . . LINC00265 17873 CDK13 137864 LCR| AluY|SINE|Alu|+|347 NA.

CC-H022 CC chr7 43601425 HPV18 7147 +- chimeric 2 7p13 exonic HECW1 . . . . . LCR| . NA.

CC-H022 CC chr7 53651160 HPV18 2473 -+ chimeric 3 7p12.1 intergenic . . POM121L12 546542 LINC01446 72042 E1| MER57B1|LTR|ERV1|+|402 NA.

CC-H022 CC chr7 66676719 HPV18 552 +- chimeric 2 7q11.21 intronic TYW1 . . . . . E6| L1MC3|LINE|L1|-|1404;dup NA.

CC-H022 CC chr7 71138201 HPV18 7380 -+ chimeric 2 7q11.22 intronic WBSCR17 . . . . . LCR| L1ME4a|LINE|L1|+|596 NA.

CC-H022 CC chr7 72105824 HPV18 7240 -+ chimeric 2 7q11.22 intronic TYW1B . . . . . LCR| dup NA.

CC-H022 CC chr7 80491870 HPV18 7263 -+ chimeric 3 7q21.11 intronic SEMA3C . . . . . LCR| L1PB1|LINE|L1|+|1360 NA.

CC-H022 CC chr7 102599786 HPV18 354 -+ chimeric 2 7q22.1 intronic FBXL13 . . . . . E6| L1ME3C|LINE|L1|-|161 NA.

CC-H022 CC chr7 103539543 HPV18 275 +- chimeric 2 7q22.1 intronic RELN . . . . . E6| L1MB7|LINE|L1|+|2882 NA.

CC-H022 CC chr7 107024248 HPV18 1278 -+ chimeric 2 7q22.3 intronic COG5 . . . . . E1| MER61-int|LTR|ERV1|+|1581 NA.

CC-H022 CC chr7 118385687 HPV18 7127 -+ chimeric 2 7q31.31 intergenic . . ANKRD7 502903 KCND2 1528035 L1| . NA.

CC-H022 CC chr7 125669226 HPV18 7350 +- chimeric 3 7q31.33 intergenic . . LOC101928283 649851 GRM8 409426 LCR| . NA.

CC-H022 CC chr7 136943162 HPV18 3377 +- chimeric 2 7q33 intronic PTN . . . . . E2| . NA.

CC-H022 CC chr7 137946105 HPV18 7171 -+ chimeric 2 7q33 intergenic . . MIR4468 137538 TRIM24 198974 LCR| MLT1F|LTR|ERVL-MaLR|+|74 NA.

CC-H022 CC chr7 138445693 HPV18 7401 +- chimeric 2 7q34 intronic ATP6V0A4 . . . . . LCR| . NA.

CC-H022 CC chr8 18643590 HPV18 4438 +- chimeric 2 8p22 intronic PSD3 . . . . . L2| AluYc|SINE|Alu|+|135 NA.

CC-H022 CC chr8 22015600 HPV18 590 -+ chimeric 2 8p21.3 intergenic . . LGI3 1256 SFTPC 3584 E7| . NA.

CC-H022 CC chr8 37042228 HPV18 2641 -+ chimeric 2 8p11.23 intergenic . . KCNU1 248585 LOC100507420 221754 E1| . NA.

CC-H022 CC chr8 51560229 HPV18 209 -+ chimeric 2 8q11.21 intronic SNTG1 . . . . . E6| AT_rich|Low_complexity|Low_complexity|+|36 NA.

CC-H022 CC chr8 51698092 HPV18 7301 -+ chimeric 2 8q11.21 intronic SNTG1 . . . . . LCR| L1MB7|LINE|L1|+|3715 NA.

CC-H022 CC chr8 82672182 HPV18 431 +- chimeric 2 8q21.13 downstream CHMP4C . . . . . E6| L2b|LINE|L2|+|374 NA.

CC-H022 CC chr8 84307913 HPV18 4491 +- chimeric 2 8q21.13 intergenic . . SNX16 1553392 LINC01419 8080 L2| . NA.

CC-H022 CC chr8 92052567 HPV18 7394 +- chimeric 2 8q21.3 intronic TMEM55A . . . . . LCR| . NA.

CC-H022 CC chr8 113217741 HPV18 7259 -+ chimeric 2 8q23.3 intergenic . . LOC101927487 969309 CSMD3 17418 LCR| L1MA7|LINE|L1|+|1787 NA.

CC-H022 CC chr8 118588676 HPV18 5117 -+ chimeric 2 8q24.11 intergenic . . MED30 36175 EXT1 222926 L2| AluSp|SINE|Alu|+|212 NA.

CC-H022 CC chr8 124679542 HPV18 1374 -+ chimeric 2 8q24.13 intergenic . . KLHL38 14352 ANXA13 13492 E1| . NA.

CC-H022 CC chr9 21829042 HPV18 5385 +- chimeric 2 9p21.3 intronic MTAP . . . . . L2| trf NA.

CC-H022 CC chr9 29567544 HPV18 675 -+ chimeric 2 9p21.1 intergenic . . LINGO2 354546 LINC01242 821389 E7| . NA.

CC-H022 CC chr9 33365227 HPV18 5117 -+ chimeric 2 9p13.3 intronic NFX1 . . . . . L2| AluSq|SINE|Alu|+|309 NA.

CC-H022 CC chr9 67791273 HPV18 7139 -+ chimeric 2 9q13 intergenic . . FAM27E3 4648 FAM27B 1656 LCR| (CA)n|Simple_repeat|Simple_repeat|+|39;dup;trf NA.

CC-H022 CC chr9 118335717 HPV18 880 -+ chimeric 3 9q33.1 intergenic . . DEC1 170794 LOC101928775 166232 E7| L1MA10|LINE|L1|-|391 NA.

CC-H022 CC chr9 120927528 HPV18 4051 +- chimeric 2 9q33.1 intergenic . . TLR4 447759 BRINP1 1001380 E5| (CA)n|Simple_repeat|Simple_repeat|+|30 NA.

CC-H022 CC chr10 33347896 HPV18 39 -+ chimeric 2 10p11.22 intergenic . . ITGB1 100603 NRP1 118523 LCR| . NA.

CC-H022 CC chr10 54837303 HPV18 20 -+ chimeric 3 10q21.1 intergenic . . MBL2 305843 PCDH15 725230 LCR| . NA.

CC-H022 CC chr10 61415381 HPV18 102 -+ chimeric 2 10q21.2 intronic SLC16A9 . . . . . LCR| . NA.

CC-H022 CC chr10 126076863 HPV18 5120 -+ chimeric 32 10q26.13 intergenic . . CHST15 223740 OAT 9009 L2| AluSq2|SINE|Alu|+|287 NA.

CC-H022 CC chr10 129345873 HPV18 7275 -+ chimeric 2 10q26.2 intergenic . . DOCK1 95092 NPS 1740 LCR| HAL1|LINE|L1|-|164 NA.

CC-H022 CC chr11 2450346 HPV18 7518 +- chimeric 2 11p15.5 intergenic . . TRPM5 6071 KCNQ1 15875 LCR| (TGG)n|Simple_repeat|Simple_repeat|+|180;trf NA.

CC-H022 CC chr11 6233954 HPV18 7224 +- chimeric 2 11p15.4 intronic FAM160A2 . . . . . LCR| . NA.

CC-H022 CC chr11 27037322 HPV18 176 -+ chimeric 2 11p14.2 intergenic . . FIBIN 18690 BBOX1 25187 E6| . NA.

CC-H022 CC chr11 29413953 HPV18 6577 -+ chimeric 2 11p14.1 intergenic . . MIR8068 914858 KCNA4 617335 L1| . NA.

CC-H022 CC chr11 33498357 HPV18 7296 +- chimeric 2 11p13 intergenic . . HIPK3 119789 KIAA1549L 65520 LCR| L2a|LINE|L2|+|553 NA.

CC-H022 CC chr11 35081785 HPV18 5117 -+ chimeric 32 11p13 intergenic . . PDHX 64110 LOC100507144 72412 L2| AluSq2|SINE|Alu|+|306 NA.

CC-H022 CC chr11 36532267 HPV18 6897 -+ chimeric 2 11p12 upstream TRAF6 . . . . . L1| . NA.

CC-H022 CC chr11 39146482 HPV18 7247 -+ chimeric 2 11p12 intergenic . . LINC01493 469683 LRRC4C 989269 LCR| . NA.

CC-H022 CC chr11 50007081 HPV18 5237 -+ chimeric 2 11p11.12 intergenic . . OR4C12 3010 LOC441601 231918 L2| L4|LINE|RTE|+|78;dup NA.

CC-H022 CC chr11 108455927 HPV18 183 -+ chimeric 3 11q22.3 intronic EXPH5 . . . . . E6| L1ME1|LINE|L1|+|790 NA.

CC-H022 CC chr11 110962628 HPV18 7124 -+ chimeric 2 11q23.1 intergenic . . ARHGAP20 378716 C11orf53 164079 L1| L2b|LINE|L2|+|360 NA.

CC-H022 CC chr12 1402751 HPV18 5117 -+ chimeric 2 12p13.33 intronic ERC1 . . . . . L2| AluSx|SINE|Alu|+|166 NA.

CC-H022 CC chr12 16768423 HPV18 7393 +- chimeric 2 12p12.3 intergenic . . LMO3 7275 SKP1P2 373258 LCR| L1M6|LINE|L1|+|1784 NA.

CC-H022 CC chr12 17883233 HPV18 7208 -+ chimeric 2 12p12.3 intergenic . . MIR3974 56905 RERGL 350570 LCR| L1MB5|LINE|L1|+|1303 NA.

CC-H022 CC chr12 28837964 HPV18 5117 -+ chimeric 2 12p11.22 intergenic . . CCDC91 134865 FAR2 463972 L2| AluSp|SINE|Alu|+|303 NA.

CC-H022 CC chr12 39825264 HPV18 7183 -+ chimeric 2 12q12 intronic KIF21A . . . . . LCR| . NA.

CC-H022 CC chr12 44967819 HPV18 426 +- chimeric 2 12q12 intronic NELL2 . . . . . E6| . NA.

CC-H022 CC chr12 47594111 HPV18 4013 +- chimeric 2 12q13.11 intronic PCED1B . . . . . E5| L1MC|LINE|L1|+|493 NA.

CC-H022 CC chr12 50994708 HPV18 7237 -+ chimeric 2 12q13.12 intronic DIP2B . . . . . LCR| (CCA)n|Simple_repeat|Simple_repeat|+|88;trf NA.

CC-H022 CC chr12 61064223 HPV18 409 -+ chimeric 2 12q14.1 intergenic . . SLC16A7 880588 FAM19A2 1037806 E6| L1PA11|LINE|L1|-|6721 NA.

CC-H022 CC chr12 70283775 HPV18 7839 +- chimeric 2 12q15 intergenic . . RAB3IP 66791 LINC01481 332195 LCR| . NA.

CC-H022 CC chr12 98375541 HPV18 179 -+ chimeric 2 12q23.1 intergenic . . LOC643711 225246 MIR4303 13620 E6| L1MA4A|LINE|L1|+|3628 NA.

CC-H022 CC chr12 102621888 HPV18 7150 +- chimeric 2 12q23.2 intergenic . . PMCH 30274 IGF1 167757 LCR| . NA.

CC-H022 CC chr12 103530721 HPV18 7193 +- chimeric 2 12q23.2 intergenic . . ASCL1 176427 LOC101929058 14899 LCR| L1MA4A|LINE|L1|+|2540 NA.

CC-H022 CC chr12 110122872 HPV18 6675 +- chimeric 2 12q24.11 intergenic . . MVK 87797 FAM222A 29315 L1| AluSz|SINE|Alu|-|321 NA.

CC-H022 CC chr12 112938378 HPV18 201 +- chimeric 2 12q24.13 intronic PTPN11 . . . . . E6| . NA.

CC-H022 CC chr12 126000450 HPV18 7138 -+ chimeric 2 12q24.32 intronic TMEM132B . . . . . LCR| (CA)n|Simple_repeat|Simple_repeat|+|135 NA.

CC-H022 CC chr12 126448002 HPV18 2418 -+ chimeric 2 12q24.32ncRNA_intronicLINC00939 . . . . . E1| . NA.

CC-H022 CC chr13 33964707 HPV18 209 -+ chimeric 2 13q13.1 intronic STARD13 . . . . . E6| MamSINE1|SINE|tRNA|+|209 NA.

CC-H022 CC chr13 39198417 HPV18 1330 +- chimeric 2 13q13.3ncRNA_intronicLINC00437 . . . . . E1| . NA.

CC-H022 CC chr13 61966262 HPV18 7232 +- chimeric 2 13q21.2 intergenic . . MIR3169 192248 PCDH20 17557 LCR| LTR78|LTR|ERV1|+|128 NA.

CC-H022 CC chr13 71621727 HPV18 7288 -+ chimeric 2 13q21.33ncRNA_intronicLINC00348 . . . . . LCR| L1ME1|LINE|L1|+|1409 NA.

CC-H022 CC chr13 76573644 HPV18 7081 -+ chimeric 2 13q22.2 intergenic . . LMO7DN 115696 KCTD12 880660 L1| MLT2B2|LTR|ERVL|-|59 NA.

CC-H022 CC chr14 23496248 HPV18 5117 -+ chimeric 3 14q11.2 intronic PSMB5 . . . . . L2| AluSp|SINE|Alu|+|298;trf NA.

CC-H022 CC chr14 27686309 HPV18 7348 +- chimeric 2 14q12 intergenic . . LOC101927081 302360 LINC00645 395485 LCR| MER51-int|LTR|ERV1|-|1459 NA.

CC-H022 CC chr14 38584866 HPV18 7285 -+ chimeric 2 14q21.1 intergenic . . FOXA1 520541 SSTR1 92338 LCR| L1MB3|LINE|L1|+|764 NA.

CC-H022 CC chr14 39545622 HPV18 1497 -+ chimeric 2 14q21.1 intronic SEC23A . . . . . E1| FLAM_A|SINE|Alu|-|164 NA.

CC-H022 CC chr14 43723203 HPV18 3978 -+ chimeric 2 14q21.2 intergenic . . LRFN5 1349451 FSCB 1250151 E5| L1PA3|LINE|L1|+|4045 NA.

CC-H022 CC chr14 87106321 HPV18 5677 +- chimeric 2 14q31.3 intergenic . . LOC101928767 510200 LOC283585 265801 L1| . NA.

CC-H022 CC chr14 88092640 HPV18 7295 -+ chimeric 2 14q31.3 intergenic . . LOC283585 703541 GALC 306718 LCR| . NA.

CC-H022 CC chr14 89647338 HPV18 7193 -+ chimeric 2 14q31.3 intronic FOXN3 . . . . . LCR| (CA)n|Simple_repeat|Simple_repeat|+|160;trf NA.

CC-H022 CC chr14 93415661 HPV18 2992 +- chimeric 2 14q32.12 intronic ITPK1 . . . . . E2| AluJb|SINE|Alu|-|315 NA.

CC-H022 CC chr14 107030066 HPV18 182 -+ chimeric 2 14q32.33 intergenic . . LINC00221 78537 NONE NONE E6| L1PB3|LINE|L1|-|4585 NA.

CC-H022 CC chr15 22371859 HPV18 7137 +- chimeric 2 15q11.2ncRNA_intronicLOC101927079 . . . . . LCR| dup NA.

CC-H022 CC chr15 25194209 HPV18 1022 +- chimeric 3 15q11.2 intronic SNRPN . . . . . E1| AluSx|SINE|Alu|-|311 NA.

CC-H022 CC chr15 58977362 HPV18 7707 -+ chimeric 2 15q21.3 intronic ADAM10 . . . . . LCR| AT_rich|Low_complexity|Low_complexity|+|30 NA.

CC-H022 CC chr15 62187439 HPV18 7274 -+ chimeric 2 15q22.2 intronic VPS13C . . . . . LCR| L1MA4|LINE|L1|+|1331 NA.

CC-H022 CC chr15 82484841 HPV18 6495 +- chimeric 2 15q25.2 intronic EFTUD1 . . . . . L1| dup NA.

CC-H022 CC chr15 88450106 HPV18 204 -+ chimeric 2 15q25.3 intronic NTRK3 . . . . . E6| L2a|LINE|L2|+|177 NA.

CC-H022 CC chr15 94973624 HPV18 6821 +- chimeric 2 15q26.2 intronic MCTP2 . . . . . L1| (CA)n|Simple_repeat|Simple_repeat|+|51;trf NA.

CC-H022 CC chr16 3121368 HPV18 515 -+ chimeric 2 16p13.3 intergenic . . IL32 1700 ZSCAN10 17523 E6| THE1D-int|LTR|ERVL-MaLR|-|205 NA.

CC-H022 CC chr16 33902314 HPV18 3411 +- chimeric 2 16p11.2 intergenic . . RNU6-76P 339071 LINC00273 58738 E2| (CATTC)n|Simple_repeat|Simple_repeat|+|17;trf NA.

CC-H022 CC chr16 48965588 HPV18 726 -+ chimeric 3 16q12.1 intergenic . . N4BP1 321468 CBLN1 346241 E7| (CA)n|Simple_repeat|Simple_repeat|+|369;trf NA.

CC-H022 CC chr16 73436015 HPV18 2745 +- chimeric 2 16q22.3ncRNA_intronicLINC01568 . . . . . E1| . NA.

CC-H022 CC chr16 74170096 HPV18 5117 -+ chimeric 2 16q23.1 intergenic . . LINC01568 714801 LOC101928035 56195 L2| AluSx|SINE|Alu|+|87 NA.

CC-H022 CC chr16 75408582 HPV18 7264 -+ chimeric 2 16q23.1 intronic CFDP1 . . . . . LCR| MER33|DNA|hAT-Charlie|-|287 NA.

CC-H022 CC chr17 42595443 HPV18 410 +- chimeric 2 17q21.31 intergenic . . GPATCH8 14486 FZD2 39369 E6| AluJo|SINE|Alu|-|126 NA.

CC-H022 CC chr17 45222301 HPV18 7068 -+ chimeric 2 17q21.32 intronic CDC27 . . . . . L1| . NA.

CC-H022 CC chr17 67841910 HPV18 7274 +- chimeric 2 17q24.3ncRNA_intronicLINC01483 . . . . . LCR| . NA.

CC-H022 CC chr17 70510477 HPV18 6850 +- chimeric 56 17q24.3ncRNA_intronicLINC00673 . . . . . L1| THE1B|LTR|ERVL-MaLR|+|364 NA.

CC-H022 CC chr18 4826964 HPV18 4258 -+ chimeric 2 18p11.31 intergenic . . DLGAP1 371698 C18orf42 316708 L2| MER89-int|LTR|ERV1|+|876 NA.

CC-H022 CC chr18 11529660 HPV18 7141 -+ chimeric 2 18p11.21 intergenic . . LINC01255 22678 SLC35G4 79897 LCR| . NA.

CC-H022 CC chr18 48472442 HPV18 7344 +- chimeric 3 18q21.2 intronic ME2 . . . . . LCR| AluSx|SINE|Alu|+|301 NA.

CC-H022 CC chr18 57644439 HPV18 3352 -+ chimeric 3 18q21.32 intergenic . . PMAIP1 72901 MC4R 394125 E2| AluJr|SINE|Alu|-|298 NA.

CC-H022 CC chr18 68370944 HPV18 7228 -+ chimeric 2 18q22.2 intergenic . . GTSCR1 52851 LINC01541 816256 LCR| MLT1C|LTR|ERVL-MaLR|-|65 NA.

CC-H022 CC chr18 76208962 HPV18 7144 -+ chimeric 2 18q23 intergenic . . LINC01029 503279 SALL3 531313 LCR| (CA)n|Simple_repeat|Simple_repeat|+|185;trf NA.

CC-H022 CC chr19 351062 HPV18 7111 -+ chimeric 2 19p13.3 intergenic . . MIER2 6271 THEG 10995 L1| (CA)n|Simple_repeat|Simple_repeat|+|654;trf NA.

CC-H022 CC chr19 18663596 HPV18 5117 -+ chimeric 2 19p13.11 intergenic . . FKBP8 9213 KXD1 4976 L2| AluSp|SINE|Alu|+|296;trf NA.

CC-H022 CC chr19 20089421 HPV18 417 +- chimeric 2 19p12 intergenic . . ZNF93 43039 ZNF682 25806 E6| . NA.

CC-H022 CC chr19 35605416 HPV18 6511 +- chimeric 5 19q13.12 intergenic . . HPN-AS1 8208 FXYD3 1316 L1| . NA.

CC-H022 CC chr19 35683596 HPV18 624 -+ chimeric 2 19q13.12 intergenic . . FXYD5 22808 FAM187B 32108 E7| AluSx1|SINE|Alu|-|306 NA.

CC-H022 CC chr19 35700309 HPV18 1098 -+ chimeric 2 19q13.12 intergenic . . FXYD5 39521 FAM187B 15395 E1| AluSx1|SINE|Alu|-|292 NA.

CC-H022 CC chr19 35710200 HPV18 2204 +- chimeric 22 19q13.12 intergenic . . FXYD5 49412 FAM187B 5504 E1| MLT1I|LTR|ERVL-MaLR|-|387 NA.

CC-H022 CC chr19 36420258 HPV18 5117 -+ chimeric 4 19q13.12 intergenic . . TYROBP 21047 LRFN3 7764 L2| AluSp|SINE|Alu|+|302 NA.

CC-H022 CC chr20 2562141 HPV18 315 +- chimeric 2 20p13 intronic TMC2 . . . . . E6| . NA.

CC-H022 CC chr20 14223423 HPV18 4112 +- chimeric 3 20p12.1 intronic MACROD2 . . . . . E5| . NA.

CC-H022 CC chr20 14575681 HPV18 7203 +- chimeric 3 20p12.1ncRNA_intronicMACROD2-IT1 . . . . . LCR| L1ME4a|LINE|L1|-|261 NA.

CC-H022 CC chr20 32816002 HPV18 1329 +- chimeric 2 20q11.22 intergenic . . EIF2S2 115917 ASIP 32169 E1| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

CC-H022 CC chr20 46045863 HPV18 6734 -+ chimeric 2 20q13.12 intergenic . . ZMYND8 60230 NCOA3 84738 L1| AluJo|SINE|Alu|+|190 NA.

CC-H022 CC chr20 46140295 HPV18 7137 -+ chimeric 3 20q13.12 intronic NCOA3 . . . . . LCR| (TA)n|Simple_repeat|Simple_repeat|+|32;trf NA.

CC-H022 CC chr20 57473349 HPV18 5503 +- chimeric 2 20q13.32 intronic GNAS . . . . . L1|L2| trf NA.

CC-H022 CC chr21 28016698 HPV18 3299 +- chimeric 2 21q21.3 intergenic . . CYYR1 71117 ADAMTS1 191908 E2| L1PREC2|LINE|L1|+|954 NA.

CC-H022 CC chr21 32441450 HPV18 5117 -+ chimeric 2 21q22.11 intergenic . . KRTAP19-8 30655 TIAM1 49286 L2| AluSp|SINE|Alu|+|269 NA.

CC-H022 CC chr21 37701167 HPV18 7248 -+ chimeric 2 21q22.12 intronic MORC3 . . . . . LCR| MER30|DNA|hAT-Charlie|-|214;trf NA.

CC-H022 CC chr22 16477726 HPV18 5603 +- chimeric 2 22q11.1 intergenic . . OR11H1 27922 CCT8L2 593922 L1|L2| L1PBa|LINE|L1|+|731;dup NA.

CC-H022 CC chr22 27489542 HPV18 7363 +- chimeric 2 22q12.1 intergenic . . LINC01422 172969 MN1 654723 LCR| (CA)n|Simple_repeat|Simple_repeat|+|148 NA.

CC-H022 CC chr22 48980424 HPV18 240 -+ chimeric 2 22q13.32 intronic FAM19A5 . . . . . E6| (CA)n|Simple_repeat|Simple_repeat|+|243;trf NA.

CC-H022 CC chrX 20134075 HPV18 7310 -+ chimeric 2 Xp22.12 intronic MAP7D2 . . . . . LCR| . NA.

CC-H022 CC chrX 20287794 HPV18 7263 -+ chimeric 2 Xp22.12 intergenic . . RPS6KA3 3044 CNKSR2 1104742 LCR| . NA.

CC-H022 CC chrX 28119692 HPV18 53 -+ chimeric 2 Xp21.3 intergenic . . DCAF8L1 120126 MIR6134 393980 LCR| . NA.

CC-H022 CC chrX 41207528 HPV18 169 +- chimeric 2 Xp11.4 UTR3 DDX3X NM_001356 . . . . E6| . NA.

CC-H022 CC chrX 52919751 HPV18 6839 -+ chimeric 2 Xp11.22 intergenic . . XAGE3 22632 FAM156A 6571 L1| MER4D1|LTR|ERV1|-|887;dup NA.

CC-H022 CC chrX 56540710 HPV18 7182 -+ chimeric 2 Xp11.21 intergenic . . KLF8 226388 UBQLN2 49316 LCR| L1PB1|LINE|L1|+|190 NA.

CC-H022 CC chrX 83501805 HPV18 6520 +- chimeric 2 Xq21.1 intergenic . . RPS6KA6 58862 HDX 71077 L1| MIR3|SINE|MIR|+|100 NA.

CC-H022 CC chrX 93174072 HPV18 7141 +- chimeric 2 Xq21.32 intergenic . . FAM133A 206799 NONE NONE LCR| L1MC1|LINE|L1|+|699 NA.

CC-H022 CC chrX 96366428 HPV18 207 -+ chimeric 2 Xq21.33 intronic DIAPH2 . . . . . E6| . NA.

CC-H022 CC chrX 98459614 HPV18 3746 -+ chimeric 2 Xq22.1 intergenic . . DIAPH2 1604017 XRCC6P5 256986 E2| L1MA3|LINE|L1|-|6931 NA.

CC-H022 CC chrX 99262323 HPV18 7353 +- chimeric 2 Xq22.1 intergenic . . XRCC6P5 67482 PCDH19 284319 LCR| . NA.

CC-H022 CC chrX 102644791 HPV18 7367 +- chimeric 2 Xq22.2 intergenic . . NGFRAP1 11699 RAB40A 109890 LCR| L1M4c|LINE|L1|+|1737 NA.

CC-H022 CC chrX 122174620 HPV18 7213 -+ chimeric 2 Xq25 intergenic . . GLUD2 1990824 GRIA3 143476 LCR| . NA.

CC-H022 CC chrX 133543687 HPV18 371 +- chimeric 2 Xq26.2 intronic PHF6 . . . . . E6| L1PA16|LINE|L1|-|718 NA.

CC-H022 CC chrX 145886134 HPV18 7500 +- chimeric 2 Xq27.3 intergenic . . MIR891A 776744 CXorf51A 5168 LCR| L1MDa|LINE|L1|+|1420;dup NA.

CC-H022 CC chrX 154814688 HPV18 7194 -+ chimeric 3 Xq28 intronic TMLHE . . . . . LCR| L1MA4A|LINE|L1|+|1424 NA.

CC-H023 CC chr1 217963917 HPV16 3726 -- chimeric 2 1q41 intronic SPATA17 . . . . . E2| AluYc|SINE|Alu|-|284 NA.

CC-H023 CC chr3 101623939 HPV16 3753 ++ chimeric 256 3q12.3 intergenic . . NFKBIZ 44070 LOC152225 35764 E2| L1PA7|LINE|L1|-|588 NA.

CC-H023 CC chr3 101624117 HPV16 3656 -- chimeric 298 3q12.3 intergenic . . NFKBIZ 44248 LOC152225 35586 E2| AluY|SINE|Alu|-|293 NA.

CC-H023 CC chr4 124686035 HPV16 4118 -- chimeric 22 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H023 CC chr12 14534089 HPV16 2306 ++ chimeric 2 12p13.1 intronic ATF7IP . . . . . E1| HAL1|LINE|L1|-|318 NA.

CC-H023 CC chr16 3400546 HPV16 3726 -- chimeric 2 16p13.3 intergenic . . ZNF75A 31970 OR2C1 5343 E2| AluY|SINE|Alu|-|309;trf NA.

CC-H023 CC chrX 47707504 HPV16 3589 -- read-pair 22 Xp11.23 intronic ZNF81 . . . . . E2|E4| AluY|SINE|Alu|-|296 NA.

CC-H023 CC chr2 51361227 HPV18 6850 +- chimeric 2 2p16.3 intergenic . . NRXN1 101553 NONE NONE L1| THE1B|LTR|ERVL-MaLR|+|356 NA.



CC-H023 CC chr5 117514258 HPV16 5949 -+ chimeric 2 5q23.1 ncRNA_intronicLOC102467224 . . . . . L1| . NA.

CC-H023 CC chr7 92293339 HPV16 3726 +- chimeric 3 7q21.2 intronic CDK6 . . . . . E2| AluYc|SINE|Alu|+|290 NA.

CC-H023 CC chr9 115848115 HPV16 3917 -+ chimeric 2 9q32 intergenic . . ZFP37 29044 FAM225B 18888 E5| (CA)n|Simple_repeat|Simple_repeat|+|42;dup;trf NA.

CC-H023 CC chr12 81840408 HPV16 7667 +- chimeric 2 12q21.31 intronic PPFIA2 . . . . . LCR| . NA.

CC-H023 CC chr20 6667176 HPV16 1360 -+ chimeric 2 20p12.3 intergenic . . CASC20 158070 BMP2 81569 E1| . NA.

CC-H024 CC chr1 150425220 HPV16 1377 -- chimeric 2 1q21.3 intronic RPRD2 . . . . . E1| AluSq|SINE|Alu|-|299 NA.

CC-H024 CC chr8 128439897 HPV16 3342 ++ chimeric 3 8q24.21ncRNA_intronic CASC8 . . . . . E2|E4| L2a|LINE|L2|-|302 NA.

CC-H024 CC chr19 34320288 HPV16 1302 ++ chimeric 2 19q13.11 intergenic . . KCTD15 13622 LSM14A 343064 E1| L2a|LINE|L2|-|110 NA.

CC-H024 CC chrX 150616273 HPV16 1836 ++ chimeric 3 Xq28 intergenic . . VMA21 38437 PASD1 115734 E1| L1PB4|LINE|L1|+|2028 NA.

CC-H024 CC chr2 85396947 HPV16 4389 -+ chimeric 2 2p11.2 intronic TCF7L1 . . . . . L2| . NA.

CC-H024 CC chr2 141863680 HPV16 2483 -+ chimeric 2 2q22.1 intronic LRP1B . . . . . E1| . NA.

CC-H024 CC chr8 128471971 HPV16 3699 -+ chimeric 649 8q24.21ncRNA_intronic CASC8 . . . . . E2| . NA.

CC-H024 CC chr8 128506292 HPV16 3116 +- chimeric 536 8q24.21 intergenic . . CASC8 11908 CASC11 206561 E2| . NA.

CC-H024 CC chr10 21703475 HPV16 2032 +- read-pair 5 10p12.31 intergenic . . NEBL-AS1 239623 CASC10 79946 E1| AluSx1|SINE|Alu|+|314 NA.

CC-H025 CC chr3 109069808 HPV16 912 ++ chimeric 2 3q13.13 intergenic . . DPPA4 13389 LINC01205 59029 E1| . NA.

CC-H025 CC chr4 156236379 HPV16 870 ++ chimeric 2 4q32.1 intergenic . . NPY2R 98151 MAP9 27433 E1| THE1B-int|LTR|ERVL-MaLR|+|1582 NA.

CC-H025 CC chr4 157303248 HPV16 378 +- chimeric 2 4q32.1 intergenic . . CTSO 428200 PDGFC 379515 E6| . NA.

CC-H025 CC chr5 2793969 HPV16 1853 +- chimeric 2 5p15.33 intergenic . . C5orf38 38458 LINC01377 383980 E1| L1MEc|LINE|L1|-|1778 NA.

CC-H025 CC chr11 102763783 HPV16 5809 -+ chimeric 330 11q22.2 intergenic . . MMP12 18019 MMP13 49938 L1| . NA.

CC-H025 CC chr11 102825776 HPV16 2883 +- chimeric 306 11q22.2 intronic MMP13 . . . . . E2| . NA.

CC-H027 CC chr1 212203632 HPV16 7483 -- chimeric 3 1q32.3 intronic INTS7 . . . . . LCR| AluSq2|SINE|Alu|-|302 NA.

CC-H027 CC chr3 322352 HPV16 3384 -- chimeric 2 3p26.3 intronic CHL1 . . . . . E2|E4| . NA.

CC-H027 CC chr4 124686035 HPV16 4179 -- chimeric 35 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H027 CC chr6 82789613 HPV16 3625 -- chimeric 4 6q14.1 intergenic . . LINC01526 265704 IBTK 90091 E2| L1PA16|LINE|L1|+|591 NA.

CC-H027 CC chr11 14867116 HPV16 4871 ++ chimeric 2 11p15.2 intronic PDE3B . . . . . L2| L1PA3|LINE|L1|+|6147 NA.

CC-H027 CC chr12 59042583 HPV16 4213 ++ chimeric 2 12q14.1ncRNA_intronicLOC100506869,LOC101927653. . . . . NONE . NA.

CC-H027 CC chr3 71020584 HPV16 2009 +- chimeric 14 3p13 intronic FOXP1 . . . . . E1| . NA.

CC-H027 CC chr3 71020601 HPV16 653 -+ chimeric 8 3p13 intronic FOXP1 . . . . . E7| . NA.

CC-H027 CC chr8 128471973 HPV16 3695 -+ chimeric 4 8q24.21ncRNA_intronic CASC8 . . . . . E2| L1ME4a|LINE|L1|+|196 NA.

CC-H027 CC chr8 128506353 HPV16 3116 +- chimeric 3 8q24.21 intergenic . . CASC8 11969 CASC11 206500 E2| . NA.

CC-H028 CC chr2 157189503 HPV16 1146 -- chimeric 3 2q24.1 upstream NR4A2 . . . . . E1| . NA.

CC-H028 CC chr2 157192988 HPV16 1283 ++ chimeric 3 2q24.1 intergenic . . NR4A2 3701 GPD2 98977 E1| . NA.

CC-H028 CC chr2 208681148 HPV16 928 ++ chimeric 2 2q33.3 intergenic . . FZD5 47005 PLEKHM3 4864 E1| L1MC5|LINE|L1|+|185 NA.

CC-H028 CC chr4 46657761 HPV16 4936 -- chimeric 4 4p12 intergenic . . GABRA2 265705 COX7B2 79086 L2| MLT1B|LTR|ERVL-MaLR|+|397 NA.

CC-H028 CC chr17 1356105 HPV16 1261 -- chimeric 4 17p13.3 intronic CRK . . . . . E1| AluSq2|SINE|Alu|+|310 NA.

CC-H028 CC chr19 36509007 HPV16 361 ++ chimeric 10 19q13.12 intronicCLIP3,LOC101927572 . . . . . E6| . NA.

CC-H028 CC chr1 180432386 HPV16 7285 +- chimeric 2 1q25.3 intronic ACBD6 . . . . . LCR| L1PA14|LINE|L1|+|3913 NA.

CC-H028 CC chr2 5162885 HPV16 1339 +- chimeric 2 2p25.2 intergenic . . LINC01249 459073 LINC01248 611388 E1| (CTA)n|Simple_repeat|Simple_repeat|+|179;trf NA.

CC-H028 CC chr2 157186908 HPV16 7835 +- chimeric 2 2q24.1 intronic NR4A2 . . . . . LCR| . NA.

CC-H028 CC chr2 157187966 HPV16 1277 +- chimeric 79 2q24.1 intronic NR4A2 . . . . . E1| . NA.

CC-H028 CC chr2 157190863 HPV16 4781 +- chimeric 168 2q24.1 intergenic . . NR4A2 1576 GPD2 101102 L2| . NA.

CC-H028 CC chr2 157190921 HPV16 758 -+ chimeric 173 2q24.1 intergenic . . NR4A2 1634 GPD2 101044 E7| . NA.

CC-H028 CC chr6 5343835 HPV16 158 +- chimeric 2 6p25.1 intronic FARS2 . . . . . E6| . NA.

CC-H028 CC chr16 64689623 HPV16 866 -+ chimeric 6 16q21 intergenic . . NONE NONE CDH11 291060 E1| Kanga11a|DNA|TcMar-Tc2|+|661 NA.

CC-H028 CC chr20 14497509 HPV16 6157 -+ chimeric 7 20p12.1 intronic MACROD2 . . . . . L1| L1PA7|LINE|L1|+|934 NA.

CC-H028 CC chr20 14509732 HPV16 3205 +- chimeric 2 20p12.1 intronic MACROD2 . . . . . E2| . NA.

CC-H028 CC chr20 14726824 HPV16 2318 -+ chimeric 2 20p12.1 intronic MACROD2 . . . . . E1| MamSINE1|SINE|tRNA|-|118 NA.

CC-H028 CC chr20 14749050 HPV16 2839 -+ chimeric 2 20p12.1 intronic MACROD2 . . . . . E2| . NA.

CC-H028 CC chr20 14749521 HPV16 2811 +- chimeric 22 20p12.1 intronic MACROD2 . . . . . E1|E2| . NA.

CC-H028 CC chrX 65475237 HPV16 4207 -+ chimeric 26 Xq12 intronic HEPH . . . . . NONE (CAAA)n|Simple_repeat|Simple_repeat|+|32 NA.

CC-H029 CC chr1 209590940 HPV16 2160 -- chimeric 15 1q32.2 intergenic . . PLXNA2 1173275 MIR205HG 11228 E1| . NA.

CC-H029 CC chr1 209673929 HPV16 5765 ++ chimeric 14 1q32.2 intergenic . . MIR205HG 68037 CAMK1G 83116 L1| L1MA4|LINE|L1|-|2881 NA.

CC-H029 CC chr16 46391259 HPV16 2892 -- chimeric 3 16q11.2 intergenic . . NONE NONE ANKRD26P1 111990 E2| HSATII|Satellite|Satellite|+|1631;trf NA.

CC-H030 CC chr3 61684911 HPV26 904 -- chimeric 2 3p14.2 intronic PTPRG . . . . . E1| Charlie1b|DNA|hAT-Charlie|-|290 NA.

CC-H030 CC chr9 85251606 HPV26 623 -- chimeric 3 9q21.32 intergenic . . SPATA31D1 641435 RASEF 342894 E7| L1MA4A|LINE|L1|+|2377 NA.

CC-H030 CC chr13 94799960 HPV26 6662 -- chimeric 16 13q31.3 intronic GPC6 . . . . . L1| MIRb|SINE|MIR|+|171 NA.

CC-H030 CC chr14 53238001 HPV26 4009 +- chimeric 2 14q22.1 UTR3 STYX NM_001130701 . . . . NONE . NA.

CC-H030 CC chrX 32632696 HPV26 715 +- chimeric 3 Xp21.1 intronic DMD . . . . . E7| . NA.

CC-H031 CC chr1 24624034 HPV16 3272 ++ chimeric 2 1p36.11 intergenic . . LOC284632 85854 GRHL3 21778 E2| . NA.

CC-H031 CC chr1 82214081 HPV16 5554 ++ chimeric 46 1p31.1 intronic LPHN2 . . . . . L2| AluSc|SINE|Alu|+|299 NA.

CC-H031 CC chr1 88030808 HPV16 6505 -- chimeric 2 1p22.3 intergenic . . LINC01364 193470 PKN2-AS1 972388 L1| . NA.

CC-H031 CC chr1 99023998 HPV16 3603 -- chimeric 2 1p21.3 intergenic . . LOC729987 285784 SNX7 103238 E2|E4| L1MEc|LINE|L1|+|982 NA.

CC-H031 CC chr1 164553898 HPV16 5946 ++ chimeric 2 1q23.3 intronic PBX1 . . . . . L1| . NA.

CC-H031 CC chr1 173734291 HPV16 2113 ++ chimeric 2 1q25.1 intronic KLHL20 . . . . . E1| . NA.

CC-H031 CC chr1 246294253 HPV16 7064 ++ chimeric 2 1q44 intronic SMYD3 . . . . . L1| . NA.

CC-H031 CC chr2 40752769 HPV16 1693 ++ chimeric 2 2p22.1 intergenic . . SLC8A1 13194 LOC388942 1351926 E1| L1MDa|LINE|L1|-|2861 NA.

CC-H031 CC chr2 99767853 HPV16 5554 ++ chimeric 15 2q11.2 UTR3 C2orf15 NM_144706 . . . . L2| AluSq2|SINE|Alu|+|307 NA.

CC-H031 CC chr2 233903853 HPV16 3201 ++ chimeric 4 2q37.1 intergenic . . NEU2 4086 INPP5D 20824 E2| AluJb|SINE|Alu|-|308 NA.

CC-H031 CC chr2 237472536 HPV16 5268 ++ chimeric 2 2q37.3 intergenic . . IQCA1 56358 ACKR3 5844 L2| LTR16A2|LTR|ERVL|+|266 NA.

CC-H031 CC chr2 238897816 HPV16 936 ++ chimeric 2 2q37.3 ncRNA_intronicUBE2F-SCLY . . . . . E1| . NA.

CC-H031 CC chr3 138313487 HPV16 3411 ++ chimeric 2 3q22.3 upstream CEP70 . . . . . E2|E4| . NA.

CC-H031 CC chr3 145914062 HPV16 2042 ++ chimeric 3 3q24 intronic PLSCR4 . . . . . E1| . NA.

CC-H031 CC chr3 146491896 HPV16 4723 -- chimeric 2 3q24 intergenic . . PLSCR5 167893 ZIC4 611939 L2| . NA.

CC-H031 CC chr3 153496565 HPV16 3958 -- chimeric 2 3q25.2 intergenic . . C3orf79 276079ARHGEF26-AS1245625 E5| . NA.

CC-H031 CC chr3 159435423 HPV16 5241 ++ chimeric 2 3q25.33 intronicIQCJ-SCHIP1,SCHIP1 . . . . . L2| L1PA5|LINE|L1|+|6132 NA.

CC-H031 CC chr3 186252759 HPV16 6272 -- chimeric 2 3q27.3 intergenic . . LOC253573 41309 CRYGS 3473 L1| . NA.

CC-H031 CC chr4 15282856 HPV16 3405 ++ chimeric 2 4p15.32ncRNA_intronicLOC101929095 . . . . . E2|E4| L1PA2|LINE|L1|+|5986 NA.

CC-H031 CC chr4 25620347 HPV16 5554 ++ chimeric 11 4p15.2 intergenic . . ANAPC4 200227 SLC34A2 37088 L2| AluSz|SINE|Alu|+|287 NA.

CC-H031 CC chr4 76634531 HPV16 5554 ++ chimeric 7 4q21.1 intergenic . . G3BP2 35864 USO1 15175 L2| AluSg4|SINE|Alu|+|303 NA.

CC-H031 CC chr4 119819464 HPV16 7101 ++ chimeric 2 4q26 intronic SYNPO2 . . . . . L1| L2|LINE|L2|+|183 NA.

CC-H031 CC chr4 124817460 HPV16 4747 -- chimeric 2 4q28.1 ncRNA_intronicLINC01091 . . . . . L2| L3|LINE|CR1|-|187 NA.

CC-H031 CC chr5 28330962 HPV16 912 ++ chimeric 2 5p14.1 intergenic . . LINC01021 834454 LSP1P3 596015 E1| L1PA16|LINE|L1|-|5934 NA.

CC-H031 CC chr5 96210684 HPV16 5647 ++ chimeric 2 5q15 upstream ERAP2 . . . . . L1|L2| L2a|LINE|L2|-|223 NA.

CC-H031 CC chr6 27704204 HPV16 4789 -- chimeric 2 6p22.1 intergenic . . LINC01012 26203 LOC100131289 25319 L2| L1MB4|LINE|L1|-|251 NA.

CC-H031 CC chr6 41694760 HPV16 126 -- chimeric 2 6p21.1 intronic TFEB . . . . . E6| . NA.

CC-H031 CC chr6 44261367 HPV16 5288 -- chimeric 2 6p21.1 intronic TCTE1 . . . . . L2| MIRc|SINE|MIR|-|177 NA.

CC-H031 CC chr6 47537909 HPV16 1107 ++ chimeric 3 6p12.3 intronic CD2AP . . . . . E1| . NA.

CC-H031 CC chr6 65807321 HPV16 938 ++ chimeric 3 6q12 intronic EYS . . . . . E1| L1MB1|LINE|L1|+|5194 NA.

CC-H031 CC chr6 130817244 HPV16 7406 -- chimeric 2 6q23.1 intergenic . . TMEM200A 53034 SMLR1 331301 LCR| L1ME2|LINE|L1|-|128 NA.

CC-H031 CC chr6 161362816 HPV16 6649 -- chimeric 2 6q26 intergenic . . PLG 187731 MAP3K4 49943 L1| (CA)n|Simple_repeat|Simple_repeat|+|58;trf NA.

CC-H031 CC chr7 100653054 HPV16 2169 -- chimeric 2 7q22.1 intronic MUC12 . . . . . E1| L2c|LINE|L2|-|208 NA.

CC-H031 CC chr7 107410638 HPV16 3887 -- chimeric 2 7q31.1 intronic SLC26A3 . . . . . E5| . NA.

CC-H031 CC chr8 3075965 HPV16 5554 ++ chimeric 38 8p23.2 intronic CSMD1 . . . . . L2| AluSc8|SINE|Alu|+|302 NA.

CC-H031 CC chr8 36088602 HPV16 3931 ++ chimeric 2 8p12 intergenic . . UNC5D 436421 KCNU1 553240 E5| FLAM_C|SINE|Alu|-|172 NA.

CC-H031 CC chr8 58277085 HPV16 5626 ++ chimeric 2 8q12.1 ncRNA_intronicLOC101929488 . . . . . L1|L2| . NA.

CC-H031 CC chr8 81592921 HPV16 2587 ++ chimeric 2 8q21.13 intronic ZNF704 . . . . . E1| . NA.

CC-H031 CC chr8 90963547 HPV16 2119 -- chimeric 2 8q21.3 intronic NBN . . . . . E1| AluY|SINE|Alu|+|267 NA.

CC-H031 CC chr8 120086334 HPV16 2121 -- chimeric 2 8q24.12 intronic COLEC10 . . . . . E1| L1MA2|LINE|L1|+|340 NA.

CC-H031 CC chr9 23030830 HPV16 4114 -- chimeric 21 9p21.3 intergenic . . LINC01239 206618 LOC101929563 469859 NONE AluY|SINE|Alu|-|175 NA.

CC-H031 CC chr9 33201898 HPV16 5398 -- chimeric 3 9p13.3 intergenic . . B4GALT1-AS1 21917 SPINK4 38298 L2| AluJb|SINE|Alu|+|294 NA.

CC-H031 CC chr9 41807311 HPV16 1594 ++ chimeric 2 9p12 intergenic . . ZNF658B 197767 GLIDR 141203 E1| (CA)n|Simple_repeat|Simple_repeat|+|41;dup;trf NA.

CC-H031 CC chr9 81982004 HPV16 4593 ++ chimeric 2 9q21.31 intergenic . . LOC101927450 221423 TLE4 204684 L2| . NA.

CC-H031 CC chr9 128061664 HPV16 1676 ++ chimeric 2 9q33.3 intronic GAPVD1 . . . . . E1| AluSg7|SINE|Alu|+|297 NA.

CC-H031 CC chr11 33605417 HPV16 6101 -- chimeric 2 11p13 intronic KIAA1549L . . . . . L1| MIR3|SINE|MIR|-|112 NA.

CC-H031 CC chr11 113059785 HPV16 7025 ++ chimeric 2 11q23.2 intronic NCAM1 . . . . . L1| . NA.

CC-H031 CC chr12 9434731 HPV16 6936 ++ chimeric 2 12p13.31 intergenic . . LINC00987 39086 LOC642846 1522 L1| L1ME3|LINE|L1|+|654 NA.

CC-H031 CC chr12 14870047 HPV16 6944 ++ chimeric 2 12p12.3 intergenic . . GUCY2C 20528 HIST4H4 53607 L1| L2a|LINE|L2|+|310 NA.

CC-H031 CC chr12 49463379 HPV16 4605 ++ chimeric 2 12q13.12 intronic RHEBL1 . . . . . L2| trf NA.

CC-H031 CC chr13 27927060 HPV16 7245 -- chimeric 2 13q12.2 intergenic . . RASL11A 79233 GTF3A 71621 LCR| (TG)n|Simple_repeat|Simple_repeat|+|94;trf NA.

CC-H031 CC chr13 59203615 HPV16 3504 -- chimeric 2 13q21.1 intergenic . . LOC101926897 419998 DIAPH3 1036106 E2|E4| L1M4b|LINE|L1|+|1043 NA.

CC-H031 CC chr14 99432057 HPV16 5926 ++ chimeric 2 14q32.2 intergenic . . C14orf177 247954 BCL11B 203568 L1| . NA.

CC-H031 CC chr15 58448588 HPV16 4969 -- chimeric 2 15q21.3 intronic AQP9 . . . . . L2| . NA.

CC-H031 CC chr15 77054355 HPV16 4157 -- chimeric 2 15q24.3 intronic SCAPER . . . . . NONE L1MA9|LINE|L1|-|1647 NA.

CC-H031 CC chr16 46390198 HPV16 1459 ++ chimeric 15 16q11.2 intergenic . . NONE NONE ANKRD26P1 113051 E1| HSATII|Satellite|Satellite|+|1631;trf NA.

CC-H031 CC chr16 46396299 HPV16 1459 ++ chimeric 20 16q11.2 intergenic . . NONE NONE ANKRD26P1 106950 E1| HSATII|Satellite|Satellite|+|3635;trf NA.

CC-H031 CC chr16 46399688 HPV16 1459 ++ chimeric 2 16q11.2 intergenic . . NONE NONE ANKRD26P1 103561 E1| HSATII|Satellite|Satellite|+|322;trf NA.

CC-H031 CC chr16 46402105 HPV16 1459 ++ chimeric 51 16q11.2 intergenic . . NONE NONE ANKRD26P1 101144 E1| HSATII|Satellite|Satellite|+|3145;trf NA.

CC-H031 CC chr16 46408195 HPV16 1459 ++ chimeric 40 16q11.2 intergenic . . NONE NONE ANKRD26P1 95054 E1| HSATII|Satellite|Satellite|+|1374;trf NA.

CC-H031 CC chr16 85085853 HPV16 5554 ++ chimeric 7 16q24.1 intronic KIAA0513 . . . . . L2| AluSc|SINE|Alu|+|288 NA.

CC-H031 CC chr17 49981364 HPV16 7214 ++ chimeric 2 17q21.33 intronic CA10 . . . . . LCR| . NA.

CC-H031 CC chr18 21348261 HPV16 2182 ++ chimeric 2 18q11.2 intronic LAMA3 . . . . . E1| L1PA16|LINE|L1|+|1280 NA.

CC-H031 CC chr18 22624574 HPV16 3363 -- chimeric 2 18q11.2 intergenic . . LOC729950 382412 ZNF521 17314 E2|E4| AluJo|SINE|Alu|+|209 NA.

CC-H031 CC chr19 21144543 HPV16 2956 ++ chimeric 2 19p12 intergenic . . ZNF85 11040 ZNF430 58883 E2| LTR5B|LTR|ERVK|+|989 NA.

CC-H031 CC chr19 35714084 HPV18 5050 ++ chimeric 2 19q13.12 intergenic . . FXYD5 53296 FAM187B 1620 L2| MLT1E1A|LTR|ERVL-MaLR|-|593 NA.

CC-H031 CC chr20 37127257 HPV16 7082 -- chimeric 2 20q11.23 intronic RALGAPB . . . . . L1| . NA.

CC-H031 CC chr20 59434215 HPV16 6236 ++ chimeric 3 20q13.33 intergenic . . MIR4533 380976 LOC100506470 219905 L1| . NA.

CC-H031 CC chr21 20454144 HPV16 2653 -- chimeric 2 21q21.1 intergenic . . LOC101927797 322014 LINC00320 1660764 E1| . NA.

CC-H031 CC chr21 45218783 HPV16 3411 ++ chimeric 2 21q22.3 intronic RRP1 . . . . . E2|E4| . NA.

CC-H031 CC chr22 32025247 HPV16 5987 -- chimeric 2 22q12.2 intronic PISD . . . . . L1| (TG)n|Simple_repeat|Simple_repeat|+|177 NA.

CC-H031 CC chr22 41061973 HPV16 3952 -- read-pair 520 22q13.2 intergenic . . MKL1 29250 MCHR1 13209 E5| AluSx|SINE|Alu|+|290;trf NA.

CC-H031 CC chr22 41073012 HPV16 3402 ++ chimeric 208 22q13.2 intergenic . . MKL1 40289 MCHR1 2170 E2|E4| L2a|LINE|L2|+|271 NA.

CC-H031 CC chr22 41079520 HPV16 2067 ++ chimeric 202 22q13.2 downstream MCHR1 . . . . . E1| AluY|SINE|Alu|-|288 NA.

CC-H031 CC chrX 12132533 HPV16 2120 ++ chimeric 2 Xp22.2 intergenic . . MSL3 338661 FRMPD4 24052 E1| . NA.

CC-H031 CC chrX 66179417 HPV16 5282 -- chimeric 2 Xq12 intergenic . . EDA2R 320277 AR 584457 L2| L1MA4A|LINE|L1|-|1537 NA.

CC-H031 CC chrX 68627700 HPV16 4745 -- chimeric 2 Xq13.1 intergenic . . LINC00269 197933 FAM155B 97378 L2| . NA.

CC-H031 CC chrX 87859581 HPV16 330 ++ chimeric 2 Xq21.31 intergenic . . KLHL4 934531 CPXCR1 142645 E6| L1PREC2|LINE|L1|-|1005 NA.

CC-H031 CC chrX 110676234 HPV16 5285 ++ chimeric 2 Xq23 intergenic . . RNU6-28P 11399 LINC00890 78656 L2| LTR54B|LTR|ERV1|+|381 NA.

CC-H031 CC chrX 147975805 HPV16 7100 -- chimeric 2 Xq28 intronic AFF2 . . . . . L1| . NA.

CC-H031 CC chr1 93825844 HPV16 6275 -+ chimeric 2 1p22.1 intronic DR1 . . . . . L1| . NA.

CC-H031 CC chr1 110653006 HPV16 5554 -+ chimeric 4 1p13.3 downstream LINC01397 . . . . . L2| AluSg|SINE|Alu|-|309 NA.

CC-H031 CC chr1 118633805 HPV16 7193 -+ chimeric 2 1p12 intronic SPAG17 . . . . . LCR| L1MEg|LINE|L1|+|382 NA.

CC-H031 CC chr1 144680612 HPV16 5299 -+ chimeric 2 1q21.1 intronicNBPF20,NBPF8,NBPF9 . . . . . L2| dup NA.

CC-H031 CC chr1 231007796 HPV16 7108 -+ chimeric 2 1q42.2 intergenic . . C1orf198 2461 LOC101927604 2796 L1| MSTC|LTR|ERVL-MaLR|+|241 NA.

CC-H031 CC chr2 115375254 HPV16 5346 +- chimeric 2 2q14.1 intronic DPP10 . . . . . L2| . NA.

CC-H031 CC chr2 181866773 HPV16 6075 +- chimeric 3 2q31.3 intronic UBE2E3 . . . . . L1| . NA.

CC-H031 CC chr2 221246866 HPV16 2105 -+ chimeric 2 2q35 intergenic . . MIR4268 475580 EPHA4 1035881 E1| L1MA2|LINE|L1|-|2429 NA.

CC-H031 CC chr3 35800998 HPV16 6915 +- chimeric 2 3p22.3 intronic ARPP21 . . . . . L1| . NA.

CC-H031 CC chr3 45622516 HPV16 6481 -+ chimeric 2 3p21.31 intergenic . . LARS2 32188 LIMD1 13807 L1| L1ME3A|LINE|L1|+|701 NA.

CC-H031 CC chr3 68104957 HPV16 6471 +- chimeric 2 3p14.1 intronic FAM19A1 . . . . . L1| HERV16-int|LTR|ERVL|-|578 NA.

CC-H031 CC chr3 136242221 HPV16 5367 +- chimeric 2 3q22.3 intronic STAG1 . . . . . L2| L1PA5|LINE|L1|-|5809 NA.

CC-H031 CC chr3 137277707 HPV16 7148 -+ chimeric 2 3q22.3 intergenic . . IL20RB 547781 SOX14 205427 L1| L1PA15-16|LINE|L1|+|661 NA.

CC-H031 CC chr3 140417745 HPV16 6839 +- chimeric 2 3q23 intronic TRIM42 . . . . . L1| L1M5|LINE|L1|-|1529 NA.

CC-H031 CC chr3 144126058 HPV16 5880 +- chimeric 3 3q24 intergenic . . C3orf58 414848 PLOD2 1661170 L1| . NA.

CC-H031 CC chr3 173128895 HPV16 4751 +- chimeric 2 3q26.31 intronic NLGN1 . . . . . L2| . NA.

CC-H031 CC chr3 190704627 HPV16 4435 +- chimeric 2 3q28 intergenic . . SNAR-I 108788 OSTN 225695 L2| MER11C|LTR|ERVK|+|1073;trf NA.

CC-H031 CC chr4 36073480 HPV16 5939 -+ chimeric 2 4p14 intronic ARAP2 . . . . . L1| L1PA2|LINE|L1|-|277 NA.

CC-H031 CC chr4 90939648 HPV16 4533 -+ chimeric 2 4q22.1 intergenic . . MMRN1 63868 CCSER1 109036 L2| L1MCa|LINE|L1|+|1719 NA.

CC-H031 CC chr4 154476306 HPV16 3399 +- chimeric 2 4q31.3 intronic KIAA0922 . . . . . E2|E4| . NA.

CC-H031 CC chr4 172176676 HPV16 4571 -+ chimeric 2 4q34.1 intergenic . . MIR6082 69233 GALNTL6 557899 L2| L1PA2|LINE|L1|+|116 NA.

CC-H031 CC chr5 28978187 HPV16 5696 -+ read-pair 5 5p13.3 intergenic . . LSP1P3 50767 LOC101929645 87164 L1| AluY|SINE|Alu|+|306;trf NA.

CC-H031 CC chr5 32923439 HPV16 2298 -+ chimeric 2 5p13.3 intergenic . . NPR3 131609 LOC340113 24110 E1| L1MB8|LINE|L1|-|474 NA.

CC-H031 CC chr5 83643690 HPV16 3339 +- chimeric 3 5q14.3 intronic EDIL3 . . . . . E2|E4| . NA.

CC-H031 CC chr5 121610986 HPV16 5942 -+ chimeric 2 5q23.2 intergenic . . LOC100505841 92628 SNCAIP 36834 L1| L1MD2|LINE|L1|+|932 NA.

CC-H031 CC chr5 159411377 HPV16 1366 +- chimeric 2 5q33.3 intergenic . . ADRA1B 11360 TTC1 24730 E1| L2a|LINE|L2|+|819 NA.

CC-H031 CC chr6 41573663 HPV16 3510 +- chimeric 2 6p21.1 intergenic . . FOXP4 3541 MDFI 31252 E2|E4| . NA.

CC-H031 CC chr6 63572251 HPV16 1401 +- chimeric 2 6q12 intergenic . . KHDRBS2 576151 LGSN 413605 E1| SATR1|Satellite|Satellite|-|4929 NA.

CC-H031 CC chr6 99815152 HPV16 6155 -+ chimeric 3 6q16.2 intergenic . . FAXC 17621 COQ3 2196 L1| . NA.

CC-H031 CC chr6 144750518 HPV16 5049 +- chimeric 2 6q24.2 intronic UTRN . . . . . L2| . NA.

CC-H031 CC chr7 4516851 HPV16 3201 -+ chimeric 2 7p22.1 intergenic . . SDK1 208220 FOXK1 205079 E2| AluSx1|SINE|Alu|+|308 NA.

CC-H031 CC chr7 12789422 HPV16 7122 +- chimeric 2 7p21.3 intergenic . . ARL4A 58864 ETV1 1141434 L1| LTR16A|LTR|ERVL|-|364 NA.

CC-H031 CC chr7 31127752 HPV16 5107 -+ chimeric 2 7p14.3 intronic ADCYAP1R1 . . . . . L2| L1MC4a|LINE|L1|-|486 NA.

CC-H031 CC chr7 97692067 HPV16 5554 -+ chimeric 8 7q21.3 intergenic . . OCM2 72651 LMTK2 44130 L2| AluSx1|SINE|Alu|-|319 NA.

CC-H031 CC chr7 100857071 HPV16 5554 -+ chimeric 14 7q22.1 intronic PLOD3 . . . . . L2| AluSx|SINE|Alu|-|315 NA.

CC-H031 CC chr8 9946940 HPV16 3803 +- chimeric 2 8p23.1 intronic MSRA . . . . . E2| . NA.

CC-H031 CC chr8 26160366 HPV16 6601 +- chimeric 2 8p21.2 intronic PPP2R2A . . . . . L1| Charlie1a|DNA|hAT-Charlie|+|1193 NA.

CC-H031 CC chr8 135664227 HPV16 7176 -+ chimeric 3 8q24.22 intronic ZFAT . . . . . LCR| L1MEg|LINE|L1|+|462 NA.

CC-H031 CC chr10 77122417 HPV16 6670 +- chimeric 2 10q22.2 downstreamZNF503-AS1 . . . . . L1| . NA.

CC-H031 CC chr11 2095306 HPV16 4442 +- chimeric 2 11p15.5 intergenic . . H19 76241 IGF2 55036 L2| HERV16-int|LTR|ERVL|-|304 NA.

CC-H031 CC chr11 65169951 HPV16 1419 +- chimeric 2 11q13.1 intronic FRMD8 . . . . . E1| L1MD|LINE|L1|-|529 NA.



CC-H031 CC chr11 73059628 HPV16 5516 +- chimeric 2 11q13.4 intronic ARHGEF17 . . . . . L2| L1MB3|LINE|L1|+|370 NA.

CC-H031 CC chr11 87948950 HPV16 5305 +- chimeric 2 11q14.2 intergenic . . RAB38 40315 CTSC 77810 L2| MSTB|LTR|ERVL-MaLR|+|351 NA.

CC-H031 CC chr12 2016919 HPV16 4873 -+ chimeric 2 12p13.33 intronic CACNA2D4 . . . . . L2| trf NA.

CC-H031 CC chr13 82213730 HPV16 1324 -+ chimeric 2 13q31.1 intergenic . . LINC00377 595153 NONE NONE E1| MLT1E-int|LTR|ERVL-MaLR|-|266 NA.

CC-H031 CC chr14 28483689 HPV16 3960 +- chimeric 3 14q12 intergenic . . LINC00645 374847 FOXG1-AS1 710759 E5| . NA.

CC-H031 CC chr14 28483705 HPV16 3960 -+ chimeric 3 14q12 intergenic . . LINC00645 374863 FOXG1-AS1 710743 E5| . NA.

CC-H031 CC chr14 72561444 HPV16 2890 +- chimeric 2 14q24.2 intronic RGS6 . . . . . E2| . NA.

CC-H031 CC chr14 79879632 HPV16 4794 +- chimeric 2 14q31.1 intronic NRXN3 . . . . . L2| . NA.

CC-H031 CC chr15 69597378 HPV16 3431 +- chimeric 2 15q23 intronic PAQR5 . . . . . E2|E4| MIR3|SINE|MIR|+|111 NA.

CC-H031 CC chr16 46421827 HPV16 1544 -+ read-pair 14 16q11.2 intergenic . . NONE NONE ANKRD26P1 81422 E1| HSATII|Satellite|Satellite|-|3101;trf NA.

CC-H031 CC chr16 46433763 HPV16 1548 -+ read-pair 12 16q11.2 intergenic . . NONE NONE ANKRD26P1 69486 E1| HSATII|Satellite|Satellite|-|4276;trf NA.

CC-H031 CC chr16 50735598 HPV16 5310 +- chimeric 2 16q12.1 intronic NOD2 . . . . . L2| . NA.

CC-H031 CC chr16 81801586 HPV16 5554 -+ chimeric 10 16q23.3 intergenic . . CMIP 56219 PLCG2 11277 L2| AluSq2|SINE|Alu|-|270 NA.

CC-H031 CC chr16 87631390 HPV16 7263 +- chimeric 2 16q24.2 intergenic . . LOC101928737 82154 JPH3 5103 LCR| HAL1-2a_MD|LINE|L1|+|167;trf NA.

CC-H031 CC chr17 15960962 HPV16 5268 -+ chimeric 2 17p12 exonic NCOR1 NM_006311 . . . . L2| . NA.

CC-H031 CC chr17 16619531 HPV16 4204 -+ chimeric 3 17p11.2 intronic CCDC144A . . . . . NONE dup NA.

CC-H031 CC chr17 57910048 HPV16 5554 -+ chimeric 220 17q23.1 intronic VMP1 . . . . . L2| AluSx1|SINE|Alu|-|337 NA.

CC-H031 CC chr17 57932216 HPV16 3244 +- chimeric 450 17q23.1 intergenic . . MIR21 13518 TUBD1 4625 E2| AluSx|SINE|Alu|+|256 NA.

CC-H031 CC chr17 59381966 HPV16 185 +- chimeric 2 17q23.2 intronic BCAS3 . . . . . E6| . NA.

CC-H031 CC chr17 67374021 HPV16 4177 +- chimeric 2 17q24.3 intergenic . . ABCA5 50698 MAP2K6 36817 NONE AluSx|SINE|Alu|+|349 NA.

CC-H031 CC chr19 39464813 HPV16 5554 -+ chimeric 11 19q13.2 intronic FBXO17 . . . . . L2| AluSq2|SINE|Alu|-|296 NA.

CC-H031 CC chr19 42052851 HPV16 2163 -+ chimeric 2 19q13.2 intergenic . . LINC01480 9585 CEACAM21 3035 E1| . NA.

CC-H031 CC chr22 41063672 HPV16 3961 +- chimeric 83 22q13.2 intergenic . . MKL1 30949 MCHR1 11510 E5| AluSz6|SINE|Alu|-|166 NA.

CC-H031 CC chr22 41080425 HPV16 3201 -+ chimeric 90 22q13.2 intergenic . . MCHR1 1607 SLC25A17 85209 E2| AluSq|SINE|Alu|+|314 NA.

CC-H031 CC chr22 41285993 HPV16 5746 +- chimeric 3 22q13.2 intronic XPNPEP3 . . . . . L1| . NA.

CC-H031 CC chr22 50437059 HPV16 4884 +- chimeric 2 22q13.33 intronic IL17REL . . . . . L2| (TG)n|Simple_repeat|Simple_repeat|+|179;trf NA.

CC-H031 CC chrX 27319032 HPV16 6229 -+ chimeric 2 Xp21.3 intergenic . . VENTXP1 739863 SMEK3P 159296 L1| L1PA7|LINE|L1|+|6461 NA.

CC-H031 CC chrX 30971284 HPV16 5554 -+ chimeric 3 Xp21.2 intergenic . . TAB3 63773 FTHL17 118074 L2| AluSc|SINE|Alu|-|293 NA.

CC-H031 CC chrX 41773601 HPV16 7187 -+ chimeric 2 Xp11.4 intronic CASK . . . . . LCR| . NA.

CC-H031 CC chrX 81259205 HPV16 1723 +- chimeric 3 Xq21.1 intergenic . . SH3BGRL 705159 POU3F4 1504064 E1| L1P3|LINE|L1|-|1950 NA.

CC-H031 CC chrX 105757493 HPV16 6239 +- chimeric 2 Xq22.3 intergenic . . MUM1L1 304544 CXorf57 97667 L1| . NA.

CC-H031 CC chrX 142942806 HPV16 3541 -+ chimeric 3 Xq27.3 intergenic . . SPANXN2 139044 UBE2NL 24367 E2|E4| . NA.

CC-H032 CC chr1 61343771 HPV16 2213 -- chimeric 4 1p31.3 intergenic . . LOC101926964 52515 NFIA-AS2 62145 E1| AluY|SINE|Alu|-|306 NA.

CC-H032 CC chr4 189219582 HPV16 2208 -- chimeric 3 4q35.2 intergenic . . TRIML1 150933 LINC01060 157150 E1| AluSx1|SINE|Alu|-|302 NA.

CC-H032 CC chrX 122541928 HPV16 2213 -- chimeric 4 Xq25 intronic GRIA3 . . . . . E1| AluSx1|SINE|Alu|-|314 NA.

CC-H032 CC chr13 73933722 HPV16 3162 -+ chimeric 458 13q22.1 intergenic . . KLF5 282042 LINC00392 204659 E2| MER57F|LTR|ERV1|-|409 NA.

CC-H032 CC chr13 74007027 HPV16 5559 +- chimeric 23 13q22.1 intergenic . . KLF5 355347 LINC00392 131354 L1|L2| . NA.

CC-H032 CC chr13 74016870 HPV16 2213 +- chimeric 288 13q22.1 intergenic . . KLF5 365190 LINC00392 121511 E1| AluY|SINE|Alu|+|299 NA.

CC-H032 CC chrX 98027202 HPV16 2213 +- chimeric 6 Xq21.33 intergenic . . DIAPH2 1171605 XRCC6P5 689398 E1| AluJb|SINE|Alu|+|134 NA.

CC-H033 CC chr2 67701034 HPV58 5765 -- chimeric 3 2p14 intergenic . . ETAA1 63501 LOC101927701 322152 L1| . NA.

CC-H033 CC chr3 103907641 HPV58 2106 ++ chimeric 2 3q13.11ncRNA_intronicMIR548A3 . . . . . E1| L1P4|LINE|L1|+|511 NA.

CC-H033 CC chr14 32369558 HPV58 2153 ++ chimeric 2 14q12 intergenic . . NUBPL 39129 ARHGAP5-AS1 175067 E1| . NA.

CC-H033 CC chr9 118540799 HPV58 1730 -+ chimeric 27 9q33.1 intergenic . . LOC101928775 34281 LINC00474 109745 E1| . NA.

CC-H033 CC chr9 119292368 HPV58 3646 +- chimeric 67 9q33.1 ncRNA_intronicASTN2-AS1 . . . . . E2| L1MA8|LINE|L1|+|135 NA.

CC-H033 CC chr14 82473840 HPV58 665 -+ chimeric 2 14q31.1 intergenic . . LINC01467 384435 NONE NONE E7| . NA.

CC-H034 CC chr6 21533870 HPV16 5371 ++ chimeric 84 6p22.3 intergenic . . LINC00581 21747 SOX4 60102 L2| . NA.

CC-H034 CC chr18 3446549 HPV16 2220 -- chimeric 113 18p11.31 intronic TGIF1 . . . . . E1| . NA.

CC-H035 CC chr3 189052985 HPV16 3629 -- chimeric 255 3q28 intergenic . . TPRG1 11714 TP63 296231 E2| AluJr|SINE|Alu|-|275 NA.

CC-H035 CC chr3 188902225 HPV16 3827 -+ chimeric 247 3q28 intronic TPRG1 . . . . . E2| . NA.

CC-H036 CC chr3 4712045 HPV16 3546 -- chimeric 2 3p26.1 intronic ITPR1 . . . . . E2|E4| MER20|DNA|hAT-Charlie|-|217 NA.

CC-H036 CC chr4 124686035 HPV16 4177 -- chimeric 139 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H036 CC chr5 175132585 HPV16 4177 -- chimeric 13 5q35.2 intergenic . . HRH2 19340 CPLX2 91025 NONE . NA.

CC-H036 CC chr7 123732042 HPV16 1919 ++ chimeric 2 7q31.32 intergenic . . TMEM229A 58519 LOC101928211 245392 E1| LTR43-int|LTR|ERV1|+|3445 NA.

CC-H036 CC chr9 38515776 HPV16 4201 ++ chimeric 2 9p13.1 intergenic . . IGFBPL1 91332 FAM95C 24788 NONE AluSp|SINE|Alu|-|285;dup NA.

CC-H036 CC chr10 34840649 HPV16 2135 ++ chimeric 2 10p11.21 intronic PARD3 . . . . . E1| . NA.

CC-H036 CC chr13 47303759 HPV16 3748 -- read-pair 6 13q14.2 intronic LRCH1 . . . . . E2| . NA.

CC-H036 CC chr13 47319625 HPV16 3444 -- chimeric 36 13q14.2 intronic LRCH1 . . . . . E2|E4| L2c|LINE|L2|-|307 NA.

CC-H036 CC chr13 47325065 HPV16 801 ++ chimeric 2 13q14.2 UTR3 LRCH1 NM_001164213 . . . . E7| . NA.

CC-H036 CC chr13 47364258 HPV16 2438 -- chimeric 2 13q14.2 intronic ESD . . . . . E1| AluSq2|SINE|Alu|-|330 NA.

CC-H036 CC chr13 47370314 HPV16 7106 -- chimeric 16 13q14.2 intronic ESD . . . . . L1| . NA.

CC-H036 CC chr13 47371574 HPV16 3483 -- chimeric 33 13q14.2 upstream ESD . . . . . E2|E4| . NA.

CC-H036 CC chr13 47381012 HPV16 100 -- chimeric 8 13q14.2 intergenic . . ESD 9645 HTR2A 24665 LCR| . NA.

CC-H036 CC chr13 47381122 HPV16 7773 -- read-pair 5 13q14.2 intergenic . . ESD 9755 HTR2A 24555 LCR| . NA.

CC-H036 CC chr14 74448767 HPV16 4201 ++ chimeric 2 14q24.3 intronic ENTPD5 . . . . . NONE L1ME1|LINE|L1|+|223 NA.

CC-H036 CC chr15 83516066 HPV16 906 ++ chimeric 2 15q25.2 intergenic . . WHAMM 12453 HOMER2 1663 E1| . NA.

CC-H036 CC chr18 45810816 HPV16 1088 ++ chimeric 2 18q21.1 intergenic . . ZBTB7C 147136 CTIF 254611 E1| . NA.

CC-H036 CC chr19 27732100 HPV16 6786 ++ chimeric 2 19q11 intergenic . . NONE NONE LINC00662 549301 L1| ALR/Alpha|Satellite|centr|+|9947;trf NA.

CC-H036 CC chr19 46484785 HPV16 6285 -- chimeric 2 19q13.32 intergenic . . NOVA2 8128 CCDC61 13934 L1| MIR3|SINE|MIR|-|109 NA.

CC-H036 CC chr3 180428186 HPV16 6371 -+ chimeric 2 3q26.33ncRNA_intronicLOC101928882 . . . . . L1| . NA.

CC-H036 CC chr4 136626703 HPV16 3328 +- chimeric 2 4q28.3 intergenic . . PABPC4L 1503800 LINC00613 161435 E2| L1MC3|LINE|L1|-|791 NA.

CC-H036 CC chr8 40707620 HPV16 847 -+ chimeric 3 8p11.21 intronic ZMAT4 . . . . . E7| L2a|LINE|L2|+|509 NA.

CC-H036 CC chr8 126941716 HPV16 4576 -+ chimeric 2 8q24.13ncRNA_intronicLINC00861 . . . . . L2| . NA.

CC-H036 CC chr11 31121227 HPV16 7440 -+ chimeric 2 11p13 intergenic . . DCDC5 106994 DCDC1 162944 LCR| . NA.

CC-H036 CC chr13 47099843 HPV16 7503 -+ chimeric 240 13q14.13 intergenic . . LINC01198 58932 LRCH1 27453 LCR| MER47A|DNA|TcMar-Tigger|+|364 NA.

CC-H036 CC chr20 15233708 HPV16 4318 +- chimeric 2 20p12.1 intronic MACROD2 . . . . . L2| LTR33C|LTR|ERVL|-|131 NA.

CC-H036 CC chr20 15897465 HPV16 5338 -+ chimeric 2 20p12.1 intronic MACROD2 . . . . . L2| . NA.

CC-H036 CC chr20 15897645 HPV16 3651 +- chimeric 2 20p12.1 intronic MACROD2 . . . . . E2| MER58C|DNA|hAT-Charlie|-|181 NA.

CC-H037 CC chr4 74430419 HPV16 5698 -+ read-pair 21 4q13.3 intergenic . . LOC728040 36169 RASSF6 6848 L1| L1MA3|LINE|L1|-|3457 NA.

CC-H037 CC chr4 74674107 HPV16 5554 -+ chimeric 24 4q13.3 intergenic . . CXCL8 64674 CXCL6 28166 L2| L1PA15|LINE|L1|+|3538 NA.

CC-H037 CC chr4 74674114 HPV16 2576 +- chimeric 69 4q13.3 intergenic . . CXCL8 64681 CXCL6 28159 E1| L1PA15|LINE|L1|+|3538 NA.

CC-H038 CC chr1 18178863 HPV16 7356 ++ chimeric 2 1p36.13 intergenic . . ACTL8 25305 LOC101927876 213288 LCR| . NA.

CC-H038 CC chr1 58050997 HPV16 4262 ++ chimeric 2 1p32.2 intronic DAB1 . . . . . L2| . NA.

CC-H038 CC chr1 79903150 HPV16 7632 ++ chimeric 2 1p31.1 intergenic . . ELTD1 430655 LOC1019274121098290 LCR| L2a|LINE|L2|-|191 NA.

CC-H038 CC chr1 97924733 HPV16 2144 ++ chimeric 2 1p21.3 intronic DPYD . . . . . E1| L1MEd|LINE|L1|+|1395 NA.

CC-H038 CC chr1 179154017 HPV16 5324 -- chimeric 2 1q25.2 intronic ABL2 . . . . . L2| . NA.

CC-H038 CC chr1 210413586 HPV16 6856 -- read-pair 7 1q32.2 intronic SERTAD4 . . . . . L1| . NA.

CC-H038 CC chr1 210499972 HPV16 6968 -- chimeric 25 1q32.2 intergenic . . SERTAD4 83532 HHAT 1624 L1| L1MC|LINE|L1|-|230 NA.

CC-H038 CC chr1 237954233 HPV16 7116 -- chimeric 3 1q43 intronic RYR2 . . . . . L1| L2a|LINE|L2|+|531 NA.

CC-H038 CC chr2 29348720 HPV16 3516 -- chimeric 2 2p23.2 intronic CLIP4 . . . . . E2|E4| . NA.

CC-H038 CC chr2 207912578 HPV16 7873 -- chimeric 2 2q33.3 intergenic . . CPO 78380 KLF7 26284 LCR| AluY|SINE|Alu|-|307 NA.

CC-H038 CC chr4 86999934 HPV16 7433 ++ chimeric 576 4q21.3 intronic MAPK10 . . . . . LCR| AluSp|SINE|Alu|+|132 NA.

CC-H038 CC chr4 87846293 HPV16 323 -- chimeric 563 4q21.3 ncRNA_exonicLOC100506746 . . . . . E6| MSTA|LTR|ERVL-MaLR|-|422 NA.

CC-H038 CC chr4 87846407 HPV16 7887 -- read-pair 20 4q21.3 ncRNA_exonicLOC100506746 . . . . . LCR| AluSz6|SINE|Alu|-|278 NA.

CC-H038 CC chr4 87852083 HPV16 5940 ++ chimeric 2 4q21.3 ncRNA_intronicLOC100506746 . . . . . L1| . NA.

CC-H038 CC chr4 188336131 HPV16 6550 -- chimeric 3 4q35.2 ncRNA_intronicLOC339975 . . . . . L1| . NA.

CC-H038 CC chr5 7299660 HPV16 6665 ++ chimeric 2 5p15.31 ncRNA_exonicLOC442132 . . . . . L1| AluSx|SINE|Alu|-|183;dup NA.

CC-H038 CC chr5 51118852 HPV16 31 -- chimeric 5 5q11.2 intergenic . . ISL1 428289 PELO 964922 LCR| AluY|SINE|Alu|+|313 NA.

CC-H038 CC chr5 173476168 HPV16 31 -- chimeric 4 5q35.2 intronic HMP19 . . . . . LCR| AluY|SINE|Alu|+|319 NA.

CC-H038 CC chr6 37058232 HPV16 31 -- chimeric 2 6p21.2 intergenic . . FGD2 61387 PIM1 79690 LCR| AluY|SINE|Alu|+|304 NA.

CC-H038 CC chr6 76270429 HPV16 6200 -- chimeric 5 6q14.1 intergenic . . FILIP1 66884 SENP6 41193 L1| L1MEc|LINE|L1|+|591 NA.

CC-H038 CC chr6 169240231 HPV16 4239 ++ chimeric 97 6q27 intergenic . . SMOC2 171557 LOC101929504 335168 L2| (ATG)n|Simple_repeat|Simple_repeat|+|169;trf NA.

CC-H038 CC chr6 169240350 HPV16 2713 -- chimeric 63 6q27 intergenic . . SMOC2 171676 LOC101929504 335049 E1| (ATG)n|Simple_repeat|Simple_repeat|+|169;trf NA.

CC-H038 CC chr6 169240575 HPV16 2697 -- chimeric 100 6q27 intergenic . . SMOC2 171901 LOC101929504 334824 E1| (ATG)n|Simple_repeat|Simple_repeat|+|164;trf NA.

CC-H038 CC chr6 169240602 HPV16 4239 ++ chimeric 127 6q27 intergenic . . SMOC2 171928 LOC101929504 334797 L2| (ATG)n|Simple_repeat|Simple_repeat|+|164;trf NA.

CC-H038 CC chr6 169240755 HPV16 4239 ++ chimeric 101 6q27 intergenic . . SMOC2 172081 LOC101929504 334644 L2| (ATG)n|Simple_repeat|Simple_repeat|+|167;trf NA.

CC-H038 CC chr6 169240857 HPV16 4239 ++ chimeric 99 6q27 intergenic . . SMOC2 172183 LOC101929504 334542 L2| (ATG)n|Simple_repeat|Simple_repeat|+|167;trf NA.

CC-H038 CC chr6 169241196 HPV16 4239 ++ chimeric 35 6q27 intergenic . . SMOC2 172522 LOC101929504 334203 L2| (CGGTG)n|Simple_repeat|Simple_repeat|+|198;trf NA.

CC-H038 CC chr6 169241208 HPV16 2717 -- chimeric 14 6q27 intergenic . . SMOC2 172534 LOC101929504 334191 E1| (CGGTG)n|Simple_repeat|Simple_repeat|+|198;trf NA.

CC-H038 CC chr6 169241253 HPV16 2717 -- chimeric 19 6q27 intergenic . . SMOC2 172579 LOC101929504 334146 E1| (CGGTG)n|Simple_repeat|Simple_repeat|+|198;trf NA.

CC-H038 CC chr6 169241304 HPV16 4239 ++ chimeric 8 6q27 intergenic . . SMOC2 172630 LOC101929504 334095 L2| trf NA.

CC-H038 CC chr7 29286701 HPV16 1358 -- chimeric 2 7p14.3 intronic CHN2 . . . . . E1| L2c|LINE|L2|-|264 NA.

CC-H038 CC chr8 22465191 HPV16 7873 -- chimeric 4 8p21.3 intronic CCAR2 . . . . . LCR| AluY|SINE|Alu|-|291;trf NA.

CC-H038 CC chr9 10385082 HPV16 4489 -- chimeric 2 9p23 intronic PTPRD . . . . . L2| . NA.

CC-H038 CC chr9 96750373 HPV16 2042 ++ chimeric 2 9q22.32 intergenic . . BARX1 32765 PTPDC1 42703 E1| L1M2|LINE|L1|+|903 NA.

CC-H038 CC chr9 99848622 HPV16 7873 -- chimeric 3 9q22.33 intergenic . . GAS2L1P2 4395LOC100499484-C9ORF174152086 LCR| AluY|SINE|Alu|-|302;dup NA.

CC-H038 CC chr10 26676888 HPV16 31 -- chimeric 2 10p12.1 intergenic . . GAD2 83397 APBB1IP 50378 LCR| AluY|SINE|Alu|+|307 NA.

CC-H038 CC chr10 31406297 HPV16 2288 -- chimeric 2 10p11.22 intergenic . . ZNF438 85431 ZEB1-AS1 199160 E1| . NA.

CC-H038 CC chr12 40543674 HPV16 5622 ++ chimeric 2 12q12 intergenic . . SLC2A13 44013 LRRK2 75139 L1|L2| MLT1J|LTR|ERVL-MaLR|-|234 NA.

CC-H038 CC chr12 121468061 HPV16 7873 -- chimeric 2 12q24.31 intronic OASL . . . . . LCR| AluY|SINE|Alu|-|297 NA.

CC-H038 CC chr13 19939493 HPV16 31 -- chimeric 9 13q12.11 intergenic . . LINC00421 18604 TPTE2 57526 LCR| AluY|SINE|Alu|+|304;dup;trf NA.

CC-H038 CC chr13 20475214 HPV16 4727 ++ chimeric 3 13q12.11 intergenic . . ZMYM5 37438 ZMYM2 57596 L2| MLT1A0|LTR|ERVL-MaLR|-|178 NA.

CC-H038 CC chr13 68413540 HPV16 5850 ++ chimeric 2 13q21.32 intergenic . . PCDH9 609072 LINC00550 1021877 L1| L1M3c|LINE|L1|-|2715 NA.

CC-H038 CC chr13 88562734 HPV16 31 -- chimeric 2 13q31.2 intergenic . . LINC00397 99959 LINC00433 630350 LCR| AluY|SINE|Alu|+|339 NA.

CC-H038 CC chr13 102394604 HPV16 6200 -- chimeric 4 13q33.1 intronic FGF14 . . . . . L1| L1PA8|LINE|L1|+|138 NA.

CC-H038 CC chr13 113075553 HPV16 2111 ++ chimeric 2 13q34 intronic SPACA7 . . . . . E1| L1MCc|LINE|L1|+|2520 NA.

CC-H038 CC chr14 66785403 HPV16 956 ++ chimeric 2 14q23.3 intergenic . . FUT8 574564 LINC00238 167686 E1| L1MA5|LINE|L1|+|3154 NA.

CC-H038 CC chr14 74448791 HPV16 4201 ++ chimeric 2 14q24.3 intronic ENTPD5 . . . . . NONE AluSx|SINE|Alu|-|303 NA.

CC-H038 CC chr14 99144998 HPV16 31 -- chimeric 10 14q32.2 intergenic . . LINC01550 700537 C14orf177 32952 LCR| AluY|SINE|Alu|+|223 NA.

CC-H038 CC chr14 99145002 HPV16 7745 -- read-pair 5 14q32.2 intergenic . . LINC01550 700541 C14orf177 32948 LCR| AluY|SINE|Alu|+|223 NA.

CC-H038 CC chr14 99145463 HPV16 5823 ++ chimeric 2 14q32.2 intergenic . . LINC01550 701002 C14orf177 32487 L1| L1M3|LINE|L1|+|898 NA.

CC-H038 CC chr14 99155959 HPV16 53 ++ chimeric 242 14q32.2 intergenic . . LINC01550 711498 C14orf177 21991 LCR| . NA.

CC-H038 CC chr14 99169934 HPV16 959 ++ chimeric 57 14q32.2 intergenic . . LINC01550 725473 C14orf177 8016 E1| MIRb|SINE|MIR|-|219 NA.

CC-H038 CC chr14 99727811 HPV16 427 ++ chimeric 2 14q32.2 intronic BCL11B . . . . . E6| . NA.

CC-H038 CC chr16 46421283 HPV16 3419 ++ chimeric 6 16q11.2 intergenic . . NONE NONE ANKRD26P1 81966 E2|E4| HSATII|Satellite|Satellite|-|3101;trf NA.

CC-H038 CC chr16 46422980 HPV16 3056 -- chimeric 8 16q11.2 intergenic . . NONE NONE ANKRD26P1 80269 E2| HSATII|Satellite|Satellite|-|3101;trf NA.

CC-H038 CC chr16 46433328 HPV16 3419 ++ chimeric 26 16q11.2 intergenic . . NONE NONE ANKRD26P1 69921 E2|E4| HSATII|Satellite|Satellite|-|4276;trf NA.

CC-H038 CC chr16 46435025 HPV16 3056 -- chimeric 15 16q11.2 intergenic . . NONE NONE ANKRD26P1 68224 E2| HSATII|Satellite|Satellite|-|4276;trf NA.

CC-H038 CC chr18 4562519 HPV16 1201 ++ chimeric 2 18p11.31 intergenic . . DLGAP1 107253 C18orf42 581153 E1| . NA.

CC-H038 CC chr18 12939774 HPV16 4102 -- chimeric 2 18p11.21 intergenic . . PTPN2 55440 SEH1L 8209 NONE ERVL-B4-int|LTR|ERVL|-|1078 NA.

CC-H038 CC chr19 30342678 HPV16 912 ++ chimeric 2 19q12 intergenic . . CCNE1 27463 URI1 71873 E1| L1M5|LINE|L1|-|81 NA.

CC-H038 CC chr19 57171161 HPV16 7873 -- chimeric 2 19q13.43 intergenic . . SMIM17 2547 ZNF835 2859 LCR| AluY|SINE|Alu|-|304 NA.

CC-H038 CC chr20 11929885 HPV16 527 -- chimeric 2 20p12.2 intergenic . . BTBD3 22642 LOC101929486 915967 E6| LTR79|LTR|ERVL|-|177 NA.

CC-H038 CC chrX 15457099 HPV16 2153 ++ chimeric 2 Xp22.2 ncRNA_intronicPIR-FIGF . . . . . E1| LTR16D|LTR|ERVL|+|248 NA.

CC-H038 CC chrX 108017226 HPV16 5775 -- chimeric 4 Xq22.3 intergenic . . LOC101928358 35093 GUCY2F 598909 L1| (TATAA)n|Simple_repeat|Simple_repeat|+|179;trf NA.

CC-H038 CC chrX 112250664 HPV16 31 -- chimeric 2 Xq23 intergenic . . AMOT 166621 LOC101928437 35291 LCR| AluSx3|SINE|Alu|+|311 NA.

CC-H038 CC chr1 569812 HPV16 546 -+ chimeric 2 1p36.33 intergenic . . MIR6723 2019 OR4F16 51284 E6| dup NA.

CC-H038 CC chr1 190077733 HPV16 6869 -+ chimeric 2 1q31.1 intronic BRINP3 . . . . . L1| . NA.

CC-H038 CC chr1 210385112 HPV16 7561 -+ chimeric 132 1q32.2 intergenic . . SYT14 47479 SERTAD4-AS1 19692 LCR| . NA.

CC-H038 CC chr2 22599514 HPV16 1658 -+ chimeric 2 2p24.1 intergenic . . LOC645949 665990 LOC102723362 159837 E1| . NA.

CC-H038 CC chr2 27636396 HPV16 7873 +- chimeric 2 2p23.3 intergenic . . PPM1G 3846 NRBP1 15077 LCR| AluY|SINE|Alu|+|307 NA.

CC-H038 CC chr2 66257548 HPV16 141 +- chimeric 2 2p14 intergenic . . SPRED2 597892 MIR4778 327833 E6| MLT1C|LTR|ERVL-MaLR|-|229 NA.

CC-H038 CC chr2 212546811 HPV16 1341 -+ chimeric 2 2q34 intronic ERBB4 . . . . . E1| (CA)n|Simple_repeat|Simple_repeat|+|48;trf NA.

CC-H038 CC chr2 229573648 HPV16 6200 +- chimeric 4 2q36.3 intergenic . . SPHKAP 527287 PID1 315041 L1| L1PA7|LINE|L1|-|480 NA.

CC-H038 CC chr3 52027060 HPV16 805 -+ chimeric 2 3p21.2 downstream RPL29 . . . . . E7| . NA.

CC-H038 CC chr3 87719836 HPV16 6785 -+ chimeric 31 3p11.2 intergenic . . POU1F1 394099 HTR1F 311890 L1| . NA.

CC-H038 CC chr3 87722710 HPV16 7857 +- chimeric 12 3p11.2 intergenic . . POU1F1 396973 HTR1F 309016 LCR| . NA.

CC-H038 CC chr4 46109528 HPV16 1255 -+ chimeric 2 4p12 intronic GABRG1 . . . . . E1| CT-rich|Low_complexity|Low_complexity|+|120 NA.

CC-H038 CC chr4 86989524 HPV16 102 -+ chimeric 29 4q21.3 intronic MAPK10 . . . . . LCR| AT_rich|Low_complexity|Low_complexity|+|21 NA.

CC-H038 CC chr4 101354280 HPV16 1371 +- chimeric 2 4q24 intronic EMCN . . . . . E1| L1MA9|LINE|L1|-|674 NA.

CC-H038 CC chr4 116440319 HPV16 6200 +- chimeric 3 4q26 intergenic . . NDST4 405287 MIR1973 780562 L1| L1PA8|LINE|L1|-|4290 NA.

CC-H038 CC chr4 178434824 HPV16 31 +- chimeric 5 4q34.3 intergenic . . AGA 71167 LINC01098 215087 LCR| AluY|SINE|Alu|-|309 NA.

CC-H038 CC chr5 50096543 HPV16 961 -+ chimeric 4 5q11.1 intronic PARP8 . . . . . E1| L1MB5|LINE|L1|-|682 NA.

CC-H038 CC chr5 112724146 HPV16 323 +- chimeric 2 5q22.2 intronic MCC . . . . . E6| MSTB|LTR|ERVL-MaLR|+|417 NA.

CC-H038 CC chr5 134766718 HPV16 1142 +- chimeric 2 5q31.1 intergenic . . H2AFY 31141 DCANP1 13186 E1| L1MB4|LINE|L1|+|584 NA.

CC-H038 CC chr5 154038699 HPV16 929 -+ chimeric 2 5q33.2 intergenic . . MIR3141 63067 LARP1 53763 E1| AluSx|SINE|Alu|+|282 NA.

CC-H038 CC chr5 165646366 HPV16 6200 +- chimeric 2 5q34 intergenic . . LOC1025462991676377 CTB-7E3.1 685861 L1| L1PA7|LINE|L1|-|1291 NA.

CC-H038 CC chr6 17758087 HPV16 31 +- chimeric 2 6p22.3 intergenic . . NUP153 51022 KIF13A 1327 LCR| AluY|SINE|Alu|-|306 NA.

CC-H038 CC chr6 169283987 HPV16 2618 +- chimeric 4 6q27 intergenic . . SMOC2 215313 LOC101929504 291412 E1| Arthur1B|DNA|hAT-Tip100|+|1113 NA.

CC-H038 CC chr6 169636332 HPV16 664 -+ chimeric 2 6q27 intronic THBS2 . . . . . E7| C-rich|Low_complexity|Low_complexity|+|177;trf NA.

CC-H038 CC chr7 147288908 HPV16 2173 -+ chimeric 2 7q35 intronic CNTNAP2 . . . . . E1| . NA.

CC-H038 CC chr8 6139090 HPV16 237 +- chimeric 2 8p23.2 intergenic . . CSMD1 1286762LOC100287015 121987 E6| AluSx1|SINE|Alu|+|318 NA.

CC-H038 CC chr8 34391808 HPV16 1413 +- chimeric 2 8p12 intergenic . . DUSP26 934369 LINC01288 249631 E1| . NA.

CC-H038 CC chr8 40613937 HPV16 6075 -+ chimeric 2 8p11.21 intronic ZMAT4 . . . . . L1| L1MC|LINE|L1|+|109 NA.

CC-H038 CC chr9 2858778 HPV16 4201 -+ chimeric 2 9p24.2 intergenic . . KIAA0020 14648 LINC01231 322811 NONE . NA.

CC-H038 CC chr9 11854387 HPV16 6941 +- chimeric 2 9p23 intergenic . . PTPRD-AS2 1233967 TYRP1 838999 L1| L1PA3|LINE|L1|-|2659 NA.

CC-H038 CC chr10 76503255 HPV16 7665 +- chimeric 3 10q22.2 intergenic . . ADK 34194 KAT6B 82916 LCR| . NA.

CC-H038 CC chr10 126977987 HPV16 449 -+ chimeric 2 10q26.13 intergenic . . CTBP2 128363 TEX36-AS1 284953 E6| L1PA15|LINE|L1|+|1847 NA.

CC-H038 CC chr11 12224429 HPV16 1036 +- chimeric 2 11p15.3 intronic MICAL2 . . . . . E1| L1MB7|LINE|L1|-|1087 NA.

CC-H038 CC chr11 114789567 HPV16 1246 +- chimeric 2 11q23.3 intergenic . . NXPE2 211915 CADM1 254778 E1| . NA.



CC-H038 CC chr12 102965625 HPV16 6075 -+ chimeric 2 12q23.2 intergenic . . IGF1 91247 LINC00485 237436 L1| MIRb|SINE|MIR|-|58 NA.

CC-H038 CC chr14 42231285 HPV16 4063 -+ chimeric 2 14q21.1 intronic LRFN5 . . . . . E5| . NA.

CC-H038 CC chr14 58427700 HPV16 5889 -+ chimeric 2 14q23.1 intergenic . . SLC35F4 95108 C14orf37 43108 L1| . NA.

CC-H038 CC chr14 84080745 HPV16 31 +- chimeric 3 14q31.2 intergenic . . LINC01467 1991340 LINC00911 1779478 LCR| AluY|SINE|Alu|-|300 NA.

CC-H038 CC chr14 99145279 HPV16 1163 +- chimeric 2708 14q32.2 intergenic . . LINC01550 700818 C14orf177 32671 E1| L1M3|LINE|L1|+|898 NA.

CC-H038 CC chr14 99145329 HPV16 3078 +- chimeric 2451 14q32.2 intergenic . . LINC01550 700868 C14orf177 32621 E2| L1M3|LINE|L1|+|898 NA.

CC-H038 CC chr14 99145376 HPV16 5714 -+ chimeric 6155 14q32.2 intergenic . . LINC01550 700915 C14orf177 32574 L1| L1M3|LINE|L1|+|898 NA.

CC-H038 CC chr14 99152039 HPV16 2000 +- chimeric 4 14q32.2 intergenic . . LINC01550 707578 C14orf177 25911 E1| . NA.

CC-H038 CC chr14 99159123 HPV16 1339 -+ chimeric 5 14q32.2 intergenic . . LINC01550 714662 C14orf177 18827 E1| MIRb|SINE|MIR|-|224 NA.

CC-H038 CC chr14 99159672 HPV16 1450 +- chimeric 4 14q32.2 intergenic . . LINC01550 715211 C14orf177 18278 E1| . NA.

CC-H038 CC chr14 99164645 HPV16 790 -+ chimeric 2 14q32.2 intergenic . . LINC01550 720184 C14orf177 13305 E7| L3|LINE|CR1|+|242 NA.

CC-H038 CC chr14 99180797 HPV16 7873 +- chimeric 19 14q32.2 intronic C14orf177 . . . . . LCR| AluY|SINE|Alu|+|295 NA.

CC-H038 CC chr14 99189048 HPV16 951 -+ chimeric 18 14q32.2 intergenic . . C14orf177 4945 BCL11B 446577 E1| L2a|LINE|L2|+|339 NA.

CC-H038 CC chr14 99686031 HPV16 659 -+ read-pair 35 14q32.2 intronic BCL11B . . . . . E7| . NA.

CC-H038 CC chr14 99703308 HPV16 2358 -+ chimeric 13 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99718336 HPV16 6013 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . L1| MIRb|SINE|MIR|+|160 NA.

CC-H038 CC chr14 99718669 HPV16 2546 +- chimeric 22 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99719228 HPV16 1432 -+ chimeric 13 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99723142 HPV16 714 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . E7| . NA.

CC-H038 CC chr14 99724004 HPV16 1384 -+ chimeric 6 14q32.2 exonic BCL11B NM_001282237 . . . . E1| . NA.

CC-H038 CC chr14 99725020 HPV16 490 +- chimeric 6 14q32.2 intronic BCL11B . . . . . E6| . NA.

CC-H038 CC chr14 99727523 HPV16 1904 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99727718 HPV16 1427 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99729921 HPV16 1387 -+ chimeric 1189 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99730303 HPV16 6845 -+ chimeric 12 14q32.2 intronic BCL11B . . . . . L1| . NA.

CC-H038 CC chr14 99730411 HPV16 762 +- chimeric 12 14q32.2 intronic BCL11B . . . . . E7| . NA.

CC-H038 CC chr14 99731192 HPV16 671 -+ chimeric 3 14q32.2 intronic BCL11B . . . . . E7| . NA.

CC-H038 CC chr14 99732763 HPV16 984 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99732905 HPV16 1141 -+ chimeric 2 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr14 99735052 HPV16 1096 +- chimeric 4 14q32.2 intronic BCL11B . . . . . E1| . NA.

CC-H038 CC chr16 17579115 HPV16 6200 +- chimeric 17 16p12.3 intergenic . . XYLT1 14377 NPIPA7 832661 L1| L1PA8|LINE|L1|-|361 NA.

CC-H038 CC chr16 46388886 HPV16 3056 +- chimeric 9 16q11.2 intergenic . . NONE NONE ANKRD26P1 114363 E2| HSATII|Satellite|Satellite|+|1675;trf NA.

CC-H038 CC chr16 46390390 HPV16 3419 -+ chimeric 62 16q11.2 intergenic . . NONE NONE ANKRD26P1 112859 E2|E4| HSATII|Satellite|Satellite|+|1631;trf NA.

CC-H038 CC chr16 46394724 HPV16 3056 +- chimeric 19 16q11.2 intergenic . . NONE NONE ANKRD26P1 108525 E2| HSATII|Satellite|Satellite|+|3635;trf NA.

CC-H038 CC chr16 46397364 HPV16 3419 -+ chimeric 24 16q11.2 intergenic . . NONE NONE ANKRD26P1 105885 E2|E4| HSATII|Satellite|Satellite|+|3635;trf NA.

CC-H038 CC chr16 46402486 HPV16 3559 -+ read-pair 5 16q11.2 intergenic . . NONE NONE ANKRD26P1 100763 E2|E4| HSATII|Satellite|Satellite|+|3145;trf NA.

CC-H038 CC chr16 46406644 HPV16 3056 +- chimeric 18 16q11.2 intergenic . . NONE NONE ANKRD26P1 96605 E2| HSATII|Satellite|Satellite|+|1673;trf NA.

CC-H038 CC chr16 46408388 HPV16 3419 -+ chimeric 64 16q11.2 intergenic . . NONE NONE ANKRD26P1 94861 E2|E4| HSATII|Satellite|Satellite|+|1374;trf NA.

CC-H038 CC chr16 46414317 HPV16 3056 +- chimeric 5 16q11.2 intergenic . . NONE NONE ANKRD26P1 88932 E2| HSATII|Satellite|Satellite|+|638;trf NA.

CC-H038 CC chr16 89328961 HPV16 5189 +- chimeric 2 16q24.3 intergenic . . ZNF778 32996 ANKRD11 5068 L2| LTR1D|LTR|ERV1|-|906 NA.

CC-H038 CC chr17 93755 HPV16 1599 -+ chimeric 2 17p13.3 intronic RPH3AL . . . . . E1| trf NA.

CC-H038 CC chr17 2605678 HPV16 7198 +- chimeric 2 17p13.3 intronic CLUH . . . . . LCR| . NA.

CC-H038 CC chr17 52130261 HPV16 1261 -+ chimeric 2 17q22 intergenic . . KIF2B 227688 TOM1L1 847791 E1| HAL1|LINE|L1|-|385 NA.

CC-H038 CC chr18 26213606 HPV16 2316 -+ chimeric 3 18q12.1 intergenic . . CDH2 456161 MIR302F 1665270 E1| LTR78|LTR|ERV1|-|493 NA.

CC-H038 CC chr18 54741830 HPV16 3326 -+ chimeric 2 18q21.31 intergenic . . LINC-ROR 2480 BOD1L2 72463 E2| . NA.

CC-H038 CC chr19 5402360 HPV16 31 +- chimeric 8 19p13.3 intergenic . . PTPRS 61546 ZNRF4 53066 LCR| AluY|SINE|Alu|-|310 NA.

CC-H038 CC chr21 41864205 HPV16 5331 +- chimeric 2 21q22.2 intronic DSCAM . . . . . L2| . NA.

CC-H038 CC chrX 16682542 HPV16 5335 +- chimeric 2 Xp22.2 intronic CTPS2 . . . . . L2| . NA.

CC-H038 CC chrX 18391510 HPV16 944 -+ chimeric 2 Xp22.13 intergenic . . SCML2 18666 CDKL5 52215 E1| . NA.

CC-H038 CC chrX 36955712 HPV16 5610 +- chimeric 2 Xp21.1 intergenic . . RP11-87M18.2 497337 FAM47C 70720 L1|L2| Ricksha_0|DNA|MuDR|-|466 NA.

CC-H038 CC chrX 46444435 HPV16 6652 -+ chimeric 2 Xp11.23 intronic CHST7 . . . . . L1| . NA.

CC-H038 CC chrX 46449168 HPV16 1502 +- chimeric 4 Xp11.23 intronic CHST7 . . . . . E1| . NA.

CC-H038 CC chrX 46449698 HPV16 4098 +- read-pair 16 Xp11.23 intronic CHST7 . . . . . E5| L1MD2|LINE|L1|-|33 NA.

CC-H038 CC chrX 46449845 HPV16 2747 -+ chimeric 2 Xp11.23 intronic CHST7 . . . . . E1| AluJo|SINE|Alu|+|238 NA.

CC-H038 CC chrX 46449959 HPV16 4358 -+ chimeric 1059 Xp11.23 intronic CHST7 . . . . . L2| AluJo|SINE|Alu|+|238 NA.

CC-H038 CC chrX 46450539 HPV16 5708 +- chimeric 5 Xp11.23 intronic CHST7 . . . . . L1| L1MD2|LINE|L1|-|837 NA.

CC-H038 CC chrX 46451222 HPV16 6200 +- chimeric 108 Xp11.23 intronic CHST7 . . . . . L1| L1PA8|LINE|L1|-|346 NA.

CC-H038 CC chrX 46451925 HPV16 4280 -+ chimeric 10 Xp11.23 intronic CHST7 . . . . . L2| AluSz6|SINE|Alu|-|301 NA.

CC-H038 CC chrX 46455445 HPV16 4598 +- chimeric 3 Xp11.23 intronic CHST7 . . . . . L2| AluSx|SINE|Alu|+|296 NA.

CC-H038 CC chrX 46458380 HPV16 1537 -+ chimeric 2 Xp11.23 downstreamCHST7,SLC9A7 . . . . . E1| AluSx|SINE|Alu|-|297 NA.

CC-H038 CC chrX 46458620 HPV16 5728 +- chimeric 51 Xp11.23 downstreamCHST7,SLC9A7 . . . . . L1| MER58A|DNA|hAT-Charlie|-|229 NA.

CC-H038 CC chrX 46459028 HPV16 6416 +- chimeric 144 Xp11.23 UTR3 SLC9A7 NM_032591 . . . . L1| . NA.

CC-H038 CC chrX 62702536 HPV16 1263 -+ chimeric 2 Xq11.1 ncRNA_intronicLINC01278 . . . . . E1| L1PA6|LINE|L1|+|4937 NA.

CC-H038 CC chrX 115194495 HPV16 923 -+ chimeric 2 Xq23 intergenic . . PLS3 309316 AGTR2 107463 E1| L1MA8|LINE|L1|-|1899 NA.

CC-H039 CC chr1 23597200 HPV16 1377 -- chimeric 5 1p36.12 intergenic . . HTR1D 75978 LINC01355 10602 E1| AluSg7|SINE|Alu|-|307 NA.

CC-H039 CC chr1 32763762 HPV16 1377 -- chimeric 2 1p35.1 intronic HDAC1 . . . . . E1| AluSp|SINE|Alu|-|298;trf NA.

CC-H039 CC chr1 71410816 HPV16 2889 -- chimeric 2 1p31.1 intronic PTGER3 . . . . . E2| MIRb|SINE|MIR|-|126 NA.

CC-H039 CC chr1 72717888 HPV16 2668 ++ chimeric 7 1p31.1 intronic NEGR1 . . . . . E1| AluSp|SINE|Alu|-|237 NA.

CC-H039 CC chr1 150424839 HPV16 4469 ++ chimeric 112 1q21.3 intronic RPRD2 . . . . . L2| MLT1C|LTR|ERVL-MaLR|+|287 NA.

CC-H039 CC chr1 150425220 HPV16 1372 -- chimeric 2865 1q21.3 intronic RPRD2 . . . . . E1| AluSq|SINE|Alu|-|299 NA.

CC-H039 CC chr1 150431605 HPV16 250 ++ chimeric 36 1q21.3 intronic RPRD2 . . . . . E6| . NA.

CC-H039 CC chr1 150436765 HPV16 9 ++ read-pair 76 1q21.3 intronic RPRD2 . . . . . LCR| AluSx1|SINE|Alu|-|234 NA.

CC-H039 CC chr1 150437021 HPV16 7726 ++ chimeric 625 1q21.3 exonic RPRD2 NM_001297674 . . . . LCR| . NA.

CC-H039 CC chr1 150452972 HPV16 2668 ++ chimeric 681 1q21.3 intergenic . . RPRD2 3931 TARS2 6868 E1| AluSp|SINE|Alu|-|322 NA.

CC-H039 CC chr1 150453043 HPV16 2668 ++ chimeric 793 1q21.3 intergenic . . RPRD2 4002 TARS2 6797 E1| AluSp|SINE|Alu|-|322 NA.

CC-H039 CC chr1 150469518 HPV16 2212 ++ chimeric 140 1q21.3 intronic TARS2 . . . . . E1| AluSx3|SINE|Alu|+|299 NA.

CC-H039 CC chr1 150582736 HPV16 808 ++ chimeric 286 1q21.3 intergenic . . MCL1 30522 ENSA 11863 E7| . NA.

CC-H039 CC chr1 150647855 HPV16 146 ++ chimeric 203 1q21.3 intronic GOLPH3L . . . . . E6| L1ME4a|LINE|L1|-|154 NA.

CC-H039 CC chr1 182949213 HPV16 1377 -- chimeric 7 1q25.3 intergenic . . SHCBP1L 26660 LAMC1 43382 E1| AluSx3|SINE|Alu|-|276 NA.

CC-H039 CC chr1 184798674 HPV16 1377 -- chimeric 8 1q25.3 intronic FAM129A . . . . . E1| AluSx3|SINE|Alu|-|304 NA.

CC-H039 CC chr1 190987669 HPV16 1377 -- chimeric 3 1q31.2 intergenic . . LOC440704 216881 RGS18 1139923 E1| AluSz|SINE|Alu|-|305 NA.

CC-H039 CC chr1 202048438 HPV16 1377 -- chimeric 4 1q32.1 intergenic . . ELF3 62123 GPR37L1 43591 E1| AluSx|SINE|Alu|-|172;trf NA.

CC-H039 CC chr1 222388399 HPV16 189 -- chimeric 14 1q41 intergenic . . LOC101929771 374391 HHIPL2 307203 E6| . NA.

CC-H039 CC chr2 9522180 HPV16 1373 -- chimeric 56 2p25.1 intronic ASAP2 . . . . . E1| AluSx1|SINE|Alu|-|303 NA.

CC-H039 CC chr2 22239749 HPV16 1377 -- chimeric 10 2p24.1 intergenic . . LOC645949 306225 LOC102723362 519602 E1| AluSg7|SINE|Alu|-|291 NA.

CC-H039 CC chr2 23340260 HPV16 1324 -- chimeric 25 2p24.1 intergenic . . LOC102723362 579101 KLHL29 268038 E1| AluSx4|SINE|Alu|-|310 NA.

CC-H039 CC chr2 42791037 HPV16 1377 -- chimeric 2 2p21 intronic MTA3 . . . . . E1| AluSq2|SINE|Alu|-|278 NA.

CC-H039 CC chr2 97145416 HPV16 1377 -- chimeric 7 2q11.2 intergenic . . NCAPH 102583 NEURL3 17964 E1| AluSq|SINE|Alu|-|276 NA.

CC-H039 CC chr2 148548642 HPV16 1377 -- chimeric 3 2q22.3 intergenic . . PABPC1P2 1200084 ACVR2A 53444 E1| AluSx|SINE|Alu|-|298 NA.

CC-H039 CC chr2 175702895 HPV16 1377 -- chimeric 19 2q31.1 intronic CHN1 . . . . . E1| AluSp|SINE|Alu|-|298 NA.

CC-H039 CC chr2 187379990 HPV16 1553 -- read-pair 5 2q32.1 intergenic . . ZC3H15 5903 ITGAV 74800 E1| . NA.

CC-H039 CC chr2 202518773 HPV16 1377 -- chimeric 2 2q33.1 intronic MPP4 . . . . . E1| AluSx|SINE|Alu|-|294 NA.

CC-H039 CC chr2 206982232 HPV16 1377 -- chimeric 6 2q33.3 upstream GCSHP3 . . . . . E1| AluSg7|SINE|Alu|-|236 NA.

CC-H039 CC chr3 132316280 HPV16 3085 ++ chimeric 5 3q22.1 ncRNA_intronicNPHP3-ACAD11 . . . . . E2| . NA.

CC-H039 CC chr3 136665807 HPV16 3147 -- chimeric 18 3q22.3 intronic NCK1 . . . . . E2| . NA.

CC-H039 CC chr3 145734892 HPV16 578 ++ chimeric 2 3q24 intergenic . . NONE NONE PLOD2 52336 E7| LTR17|LTR|ERV1|+|750 NA.

CC-H039 CC chr3 149882125 HPV16 1377 -- chimeric 7 3q25.1 intergenic . . LOC646903 191096 LINC01213 74181 E1| AluSp|SINE|Alu|-|332 NA.

CC-H039 CC chr3 151456960 HPV16 4577 -- chimeric 2 3q25.1 ncRNA_intronicMIR548H2 . . . . . L2| L1PA8|LINE|L1|-|3426 NA.

CC-H039 CC chr4 19500159 HPV16 2668 ++ chimeric 23 4p15.31 intergenic . . LCORL 1476676 SLIT2 755028 E1| AluSq2|SINE|Alu|-|240 NA.

CC-H039 CC chr4 30191868 HPV16 1377 -- chimeric 10 4p15.1 intergenic . . MIR4275 1370578 PCDH7 530162 E1| AluSx1|SINE|Alu|-|306 NA.

CC-H039 CC chr4 40607113 HPV16 1377 -- chimeric 8 4p14 intronic RBM47 . . . . . E1| AluSq2|SINE|Alu|-|279 NA.

CC-H039 CC chr4 69174805 HPV16 1377 -- chimeric 2 4q13.2 intergenic . . TMPRSS11B 63393 YTHDC1 1300 E1| AluSx1|SINE|Alu|-|300 NA.

CC-H039 CC chr4 100948181 HPV16 2668 ++ chimeric 22 4q23 ncRNA_intronicLOC256880 . . . . . E1| AluSz6|SINE|Alu|-|153 NA.

CC-H039 CC chr4 113116009 HPV16 1377 -- chimeric 9 4q25 intergenic . . C4orf32 5772 AP1AR 36886 E1| AluSc|SINE|Alu|-|304 NA.

CC-H039 CC chr4 137114960 HPV16 1377 -- chimeric 3 4q28.3 intergenic . . LINC00613 280125 PCDH18 1325113 E1| AluSx1|SINE|Alu|-|297 NA.

CC-H039 CC chr4 166084987 HPV16 2668 ++ chimeric 14 4q32.3 intergenic . . TMEM192 50963 KLHL2 43783 E1| AluSz|SINE|Alu|-|307 NA.

CC-H039 CC chr5 1843889 HPV16 1377 -- chimeric 7 5p15.33 intergenic . . NDUFS6 27722 LOC101929034 12195 E1| AluSx1|SINE|Alu|-|298 NA.

CC-H039 CC chr5 83830882 HPV16 1377 -- chimeric 5 5q14.3 intergenic . . EDIL3 150197 NBPF22P 1747380 E1| AluSg|SINE|Alu|-|305 NA.

CC-H039 CC chr5 126149661 HPV16 1377 -- chimeric 6 5q23.2 intronic LMNB1 . . . . . E1| AluSp|SINE|Alu|-|312 NA.

CC-H039 CC chr5 170937575 HPV16 1377 -- chimeric 6 5q35.1 intergenic . . FGF18 52945 SMIM23 275301 E1| AluSg|SINE|Alu|-|293 NA.

CC-H039 CC chr5 175132585 HPV16 4179 -- chimeric 36 5q35.2 intergenic . . HRH2 19340 CPLX2 91025 NONE . NA.

CC-H039 CC chr6 9379573 HPV16 2668 ++ chimeric 9 6p24.3 intergenic . . LOC100506207 593895 TFAP2A 1017343 E1| AluSz|SINE|Alu|-|289 NA.

CC-H039 CC chr6 98059492 HPV16 4374 ++ chimeric 2 6q16.1 ncRNA_intronicLOC101927314 . . . . . L2| L1P4|LINE|L1|+|169 NA.

CC-H039 CC chr7 6001900 HPV16 1377 -- chimeric 9 7p22.1 intronicRSPH10B,RSPH10B2 . . . . . E1| AluSq2|SINE|Alu|-|304;dup NA.

CC-H039 CC chr7 51447832 HPV16 2668 ++ chimeric 8 7p12.1 intergenic . . COBL 63317 POM121L12 1655517 E1| AluSp|SINE|Alu|-|294;dup;trf NA.

CC-H039 CC chr8 36624378 HPV16 1376 -- chimeric 5 8p11.23 intergenic . . UNC5D 972197 KCNU1 17464 E1| AluSx|SINE|Alu|-|304 NA.

CC-H039 CC chr8 39155837 HPV16 939 ++ chimeric 2 8p11.22 intergenic . . ADAM32 13401 ADAM5 16345 E1| L1MA2|LINE|L1|-|5898 NA.

CC-H039 CC chr8 55277805 HPV16 1377 -- chimeric 9 8q11.23 intergenic . . MRPL15 216731 SOX17 92690 E1| AluSx3|SINE|Alu|-|289 NA.

CC-H039 CC chr8 81377891 HPV16 1376 -- chimeric 5 8q21.13 intergenic . . MIR5708 224183 ZBTB10 19963 E1| AluSz|SINE|Alu|-|312 NA.

CC-H039 CC chr8 106533966 HPV16 2668 ++ chimeric 4 8q23.1 intronic ZFPM2 . . . . . E1| AluSq|SINE|Alu|-|297 NA.

CC-H039 CC chr8 128439897 HPV16 3342 ++ chimeric 2 8q24.21ncRNA_intronic CASC8 . . . . . E2|E4| L2a|LINE|L2|-|302 NA.

CC-H039 CC chr8 128839401 HPV16 2668 ++ chimeric 33 8q24.21 intergenic . . MIR1204 31127 PVT1 63473 E1| AluSp|SINE|Alu|-|313 NA.

CC-H039 CC chr8 140302096 HPV16 1377 -- chimeric 5 8q24.3 intergenic . . COL22A1 375860 NONE NONE E1| AluSp|SINE|Alu|-|301 NA.

CC-H039 CC chr9 14228267 HPV16 1377 -- chimeric 4 9p22.3 intronic NFIB . . . . . E1| AluSx|SINE|Alu|-|265 NA.

CC-H039 CC chr9 30034515 HPV16 2668 ++ chimeric 3 9p21.1 intergenic . . LINGO2 821517 LINC01242 354418 E1| AluJb|SINE|Alu|-|298 NA.

CC-H039 CC chr9 38515776 HPV16 4201 ++ chimeric 5 9p13.1 intergenic . . IGFBPL1 91332 FAM95C 24788 NONE AluSp|SINE|Alu|-|285;dup NA.

CC-H039 CC chr9 67269648 HPV16 1377 -- chimeric 3 9q13 downstream AQP7P1 . . . . . E1| AluSc|SINE|Alu|-|293;dup NA.

CC-H039 CC chr9 100658953 HPV16 2668 ++ chimeric 10 9q22.33 intergenic . . FOXE1 39956 C9orf156 7818 E1| AluSz|SINE|Alu|-|310 NA.

CC-H039 CC chr9 107756873 HPV16 1377 -- chimeric 7 9q31.1 intergenic . . ABCA1 66346 SLC44A1 250021 E1| AluSg|SINE|Alu|-|302 NA.

CC-H039 CC chr10 38328098 HPV16 950 -- chimeric 3 10p11.1 intronic ZNF33A . . . . . E1| L1MC3|LINE|L1|-|813;dup NA.

CC-H039 CC chr10 63231320 HPV16 6707 -- chimeric 2 10q21.2ncRNA_intronicTMEM26-AS1 . . . . . L1| . NA.

CC-H039 CC chr10 86011368 HPV16 1377 -- read-pair 9 10q23.1 intronic RGR . . . . . E1| AluSc8|SINE|Alu|-|164 NA.

CC-H039 CC chr10 100023562 HPV16 1377 -- chimeric 5 10q24.2 intronic LOXL4 . . . . . E1| AluSg7|SINE|Alu|-|310 NA.

CC-H039 CC chr10 114540777 HPV16 1377 -- chimeric 6 10q25.2 intronic VTI1A . . . . . E1| AluSx3|SINE|Alu|-|271 NA.

CC-H039 CC chr10 123368941 HPV16 2668 ++ chimeric 8 10q26.13 intergenic . . FGFR2 10969 ATE1 130995 E1| AluSg|SINE|Alu|-|216 NA.

CC-H039 CC chr10 134305150 HPV16 1377 -- chimeric 2 10q26.3 intergenic . . C10orf91 43325 INPP5A 46203 E1| AluSx1|SINE|Alu|-|291 NA.

CC-H039 CC chr11 70338974 HPV16 1377 -- chimeric 3 11q13.3 intronic SHANK2 . . . . . E1| AluSx1|SINE|Alu|-|286 NA.

CC-H039 CC chr11 122217776 HPV16 1377 -- chimeric 6 11q24.1 intergenic . . MIR100HG 144006 UBASH3B 308622 E1| AluSg|SINE|Alu|-|297 NA.

CC-H039 CC chr11 122937782 HPV16 1377 -- chimeric 7 11q24.1 intergenic . . HSPA8 4739 CLMP 5251 E1| AluSp|SINE|Alu|-|315 NA.

CC-H039 CC chr12 8676014 HPV16 3910 -- chimeric 2 12p13.31 intergenic . . CLEC4D 1054 CLEC4E 9887 E5| L1PA10|LINE|L1|-|4127 NA.

CC-H039 CC chr12 47569430 HPV16 1377 -- chimeric 3 12q13.11 intronic PCED1B . . . . . E1| AluSq2|SINE|Alu|-|284 NA.

CC-H039 CC chr12 57664079 HPV16 1377 -- chimeric 6 12q13.3 intronic R3HDM2 . . . . . E1| AluSx|SINE|Alu|-|167 NA.

CC-H039 CC chr12 84371818 HPV16 1377 -- chimeric 5 12q21.31 intergenic . . TMTC2 843751 SLC6A15 881449 E1| AluSc8|SINE|Alu|-|295 NA.

CC-H039 CC chr12 118433492 HPV16 2668 ++ chimeric 21 12q24.23 intergenic . . KSR2 27464 RFC5 21014 E1| AluSz6|SINE|Alu|-|269 NA.

CC-H039 CC chr12 121362061 HPV16 1377 -- chimeric 3 12q24.31 intergenic . . SPPL3 19906 HNF1A-AS1 45580 E1| AluSx1|SINE|Alu|-|315 NA.

CC-H039 CC chr12 123916515 HPV16 1377 -- chimeric 2 12q24.31 intronic RILPL2 . . . . . E1| AluSx1|SINE|Alu|-|313 NA.

CC-H039 CC chr13 31292170 HPV16 1377 -- chimeric 2 13q12.3 intronic ALOX5AP . . . . . E1| AluSp|SINE|Alu|-|304 NA.

CC-H039 CC chr13 32471425 HPV16 1377 -- chimeric 3 13q13.1ncRNA_intronicEEF1DP3 . . . . . E1| AluSz|SINE|Alu|-|267 NA.

CC-H039 CC chr13 45618923 HPV16 1377 -- chimeric 7 13q14.12 intergenic . . GPALPP1 16519 LOC101929259 61491 E1| AluSz|SINE|Alu|-|274 NA.

CC-H039 CC chr13 49846867 HPV16 1377 -- chimeric 8 13q14.2 intronic CDADC1 . . . . . E1| AluSx|SINE|Alu|-|225 NA.

CC-H039 CC chr13 115065920 HPV16 1377 -- chimeric 6 13q34 intronic UPF3A . . . . . E1| AluSx|SINE|Alu|-|172 NA.

CC-H039 CC chr14 23601287 HPV16 1377 -- chimeric 7 14q11.2 intronic SLC7A8 . . . . . E1| AluSg7|SINE|Alu|-|302 NA.

CC-H039 CC chr14 29538262 HPV16 2668 ++ chimeric 3 14q12 intergenic . . LINC01551 274262 MIR548AI 357855 E1| AluSz|SINE|Alu|-|295 NA.

CC-H039 CC chr14 32145302 HPV16 1377 -- chimeric 9 14q12 intronic NUBPL . . . . . E1| AluSp|SINE|Alu|-|296 NA.

CC-H039 CC chr14 33605340 HPV16 1377 -- chimeric 10 14q13.1 intronic NPAS3 . . . . . E1| AluSg|SINE|Alu|-|307 NA.

CC-H039 CC chr14 35257298 HPV16 1377 -- chimeric 6 14q13.1 intronic BAZ1A . . . . . E1| AluSg7|SINE|Alu|-|284 NA.

CC-H039 CC chr14 38109908 HPV16 2668 ++ chimeric 25 14q21.1 intergenic . . FOXA1 45583 SSTR1 567296 E1| AluSq2|SINE|Alu|-|305 NA.

CC-H039 CC chr14 63104316 HPV16 6033 ++ chimeric 2 14q23.2 intergenic . . LINC00644 497625 KCNH5 68975 L1| L1PA3|LINE|L1|+|6153 NA.

CC-H039 CC chr14 74448767 HPV16 4201 ++ chimeric 3 14q24.3 intronic ENTPD5 . . . . . NONE L1ME1|LINE|L1|+|223 NA.

CC-H039 CC chr14 91667716 HPV16 1377 -- chimeric 4 14q32.11 intronic C14orf159 . . . . . E1| AluSc|SINE|Alu|-|291 NA.

CC-H039 CC chr15 31928487 HPV16 6120 -- chimeric 2 15q13.3 intronic OTUD7A . . . . . L1| Tigger1|DNA|TcMar-Tigger|+|2279;dup NA.

CC-H039 CC chr15 45519738 HPV16 2668 ++ chimeric 2 15q21.1 intergenic . . SHF 26365 LOC101928414 24041 E1| AluJr|SINE|Alu|-|292 NA.

CC-H039 CC chr15 61156079 HPV16 1377 -- chimeric 4 15q22.2 intronic RORA . . . . . E1| AluSx4|SINE|Alu|-|297 NA.

CC-H039 CC chr15 66028670 HPV16 1377 -- chimeric 8 15q22.31 intronic DENND4A . . . . . E1| AluSx1|SINE|Alu|-|312 NA.

CC-H039 CC chr16 68659337 HPV16 1377 -- chimeric 6 16q22.1 intergenic . . ZFP90 58298 CDH3 18814 E1| AluSg|SINE|Alu|-|310 NA.

CC-H039 CC chr16 75390885 HPV16 1377 -- chimeric 2 16q23.1 intronic CFDP1 . . . . . E1| AluSz6|SINE|Alu|-|309 NA.

CC-H039 CC chr16 75504432 HPV16 1377 -- chimeric 2 16q23.1 intergenic . . TMEM170A 5848 CHST6 2590 E1| AluSg|SINE|Alu|-|301 NA.

CC-H039 CC chr17 4450280 HPV16 1377 -- chimeric 6 17p13.2 intronic MYBBP1A . . . . . E1| AluSg7|SINE|Alu|-|294 NA.

CC-H039 CC chr17 7770730 HPV16 1377 -- chimeric 2 17p13.1 intergenic . . CYB5D1 5130 CHD3 17393 E1| AluSq2|SINE|Alu|-|298 NA.

CC-H039 CC chr17 50803485 HPV16 4177 -- chimeric 2 17q22 intergenic . . CA10 566108 C17orf112 259395 NONE T-rich|Low_complexity|Low_complexity|+|45 NA.

CC-H039 CC chr17 55070878 HPV16 1377 -- chimeric 9 17q22 intronic SCPEP1 . . . . . E1| AluSx|SINE|Alu|-|315 NA.

CC-H039 CC chr17 63207762 HPV16 6356 ++ chimeric 29 17q24.1 intronic RGS9 . . . . . L1| . NA.

CC-H039 CC chr18 14154681 HPV16 1376 -- chimeric 6 18p11.21 intergenic . . ZNF519 22192 ANKRD20A5P 24415 E1| AluSg7|SINE|Alu|-|305;dup NA.

CC-H039 CC chr18 59969827 HPV16 1377 -- chimeric 9 18q21.33 intronic KIAA1468 . . . . . E1| AluSz|SINE|Alu|-|316 NA.

CC-H039 CC chr19 4227107 HPV16 1377 -- chimeric 2 19p13.3 intergenic . . ANKRD24 2296 EBI3 2433 E1| AluSg|SINE|Alu|-|317;trf NA.

CC-H039 CC chr19 10749549 HPV16 1377 -- chimeric 2 19p13.2 intronic SLC44A2 . . . . . E1| AluSp|SINE|Alu|-|295 NA.

CC-H039 CC chr19 40799978 HPV16 1377 -- read-pair 10 19q13.2 intergenic . . AKT2 8676 C19orf47 26989 E1| AluSg|SINE|Alu|+|290 NA.

CC-H039 CC chr20 18313494 HPV16 2668 ++ chimeric 3 20p11.23 intergenic . . ZNF133 15854 LINC00851 46199 E1| AluSx|SINE|Alu|-|169 NA.

CC-H039 CC chr20 25296869 HPV16 1377 -- chimeric 7 20p11.21 intronic ABHD12 . . . . . E1| AluSg7|SINE|Alu|-|309 NA.



CC-H039 CC chr20 34430597 HPV16 5025 -- chimeric 2 20q11.23 exonic PHF20 NM_016436 . . . . L2| . NA.

CC-H039 CC chr20 42580515 HPV16 4177 -- chimeric 2 20q13.12 intronic TOX2 . . . . . NONE AluJb|SINE|Alu|-|180 NA.

CC-H039 CC chr21 18896250 HPV16 1377 -- chimeric 7 21q21.1 intronic CXADR . . . . . E1| AluSx|SINE|Alu|-|178 NA.

CC-H039 CC chr21 35428884 HPV16 1377 -- chimeric 6 21q22.11 intergenic . . LINC00649 85397 MRPS6 16939 E1| AluSx|SINE|Alu|-|299 NA.

CC-H039 CC chr21 38910713 HPV16 1377 -- chimeric 5 21q22.13 intergenic . . DYRK1A 23034 KCNJ6 86072 E1| AluSz|SINE|Alu|-|309 NA.

CC-H039 CC chr22 22756847 HPV16 1377 -- chimeric 3 22q11.22 intergenic . . BMS1P20 79523 ZNF280B 81925 E1| AluSc|SINE|Alu|-|305 NA.

CC-H039 CC chr22 29254828 HPV16 1377 -- chimeric 2 22q12.1 intergenic . . XBP1 58268 ZNRF3 24927 E1| AluSx|SINE|Alu|-|307 NA.

CC-H039 CC chr22 46050294 HPV16 4177 -- chimeric 2 22q13.31 intergenic . . FBLN1 53280 ATXN10 17384 NONE L1ME1|LINE|L1|-|158 NA.

CC-H039 CC chrX 9940895 HPV16 1377 -- chimeric 8 Xp22.2 intergenic . . LOC100288814 4853 WWC3 42900 E1| AluSx|SINE|Alu|-|311 NA.

CC-H039 CC chrX 16899700 HPV16 1377 -- chimeric 4 Xp22.2 intergenic . . RBBP7 11166 REPS2 65114 E1| AluSx|SINE|Alu|-|312 NA.

CC-H039 CC chrX 27510670 HPV16 1377 -- chimeric 5 Xp21.3 intergenic . . SMEK3P 29212 DCAF8L2 254256 E1| AluSp|SINE|Alu|-|312 NA.

CC-H039 CC chrX 77111341 HPV16 1377 -- chimeric 4 Xq21.1 intronic MAGT1 . . . . . E1| AluSx3|SINE|Alu|-|291 NA.

CC-H039 CC chrX 81400805 HPV16 7603 -- chimeric 2 Xq21.1 intergenic . . SH3BGRL 846759 POU3F4 1362464 LCR| HERVFH19-int|LTR|ERV1|+|1153 NA.

CC-H039 CC chrX 87665688 HPV16 1377 -- chimeric 6 Xq21.31 intergenic . . KLHL4 740638 CPXCR1 336538 E1| AluSq10|SINE|Alu|-|310 NA.

CC-H039 CC chr1 19617598 HPV16 1377 +- chimeric 7 1p36.13 intergenic . . AKR7A3 2318 LOC100506730 2143 E1| AluSz|SINE|Alu|+|314 NA.

CC-H039 CC chr1 23585314 HPV16 1377 +- chimeric 3 1p36.12 intergenic . . HTR1D 64092 LINC01355 22488 E1| AluSx|SINE|Alu|+|301 NA.

CC-H039 CC chr1 31579399 HPV16 1377 +- chimeric 7 1p35.2 intergenic . . PUM1 40835 NKAIN1 73193 E1| AluSx1|SINE|Alu|+|312;trf NA.

CC-H039 CC chr1 32313618 HPV16 1377 +- chimeric 9 1p35.2 intergenic . . SPOCD1 31966 PTP4A2 58404 E1| AluSz|SINE|Alu|+|302 NA.

CC-H039 CC chr1 40314762 HPV16 487 -+ chimeric 2 1p34.2 intronic TRIT1 . . . . . E6| . NA.

CC-H039 CC chr1 59606136 HPV16 1377 +- chimeric 2 1p32.1 ncRNA_intronic HSD52 . . . . . E1| AluSz|SINE|Alu|+|302 NA.

CC-H039 CC chr1 101693330 HPV16 1377 +- chimeric 4 1p21.2 intergenic . . LOC102606465 140395 LOC101928370 7099 E1| AluSz|SINE|Alu|+|292 NA.

CC-H039 CC chr1 113144612 HPV16 1376 +- chimeric 32 1p13.2 intronic ST7L . . . . . E1| AluSq2|SINE|Alu|+|316 NA.

CC-H039 CC chr1 173526012 HPV16 1377 +- chimeric 10 1q25.1 intronic SLC9C2 . . . . . E1| AluSz6|SINE|Alu|+|324 NA.

CC-H039 CC chr1 174057455 HPV16 1377 +- chimeric 2 1q25.1 intergenic . . RC3H1 95245 LOC102724601 33321 E1| AluSx|SINE|Alu|+|303 NA.

CC-H039 CC chr1 183348036 HPV16 2668 -+ chimeric 4 1q25.3 intronic NMNAT2 . . . . . E1| AluSz|SINE|Alu|+|287 NA.

CC-H039 CC chr1 197795745 HPV16 1377 +- chimeric 14 1q31.3 intergenic . . DENND1B 51122 C1orf53 75937 E1| AluSx|SINE|Alu|+|154 NA.

CC-H039 CC chr1 211944297 HPV16 2668 -+ chimeric 6 1q32.3 intronic LPGAT1 . . . . . E1| AluSz6|SINE|Alu|+|298 NA.

CC-H039 CC chr1 240808030 HPV16 1377 +- chimeric 7 1q43 intergenic . . GREM2 32568 RGS7 130784 E1| AluSx3|SINE|Alu|+|287 NA.

CC-H039 CC chr2 30783136 HPV16 4201 -+ chimeric 2 2p23.1 intronic LCLAT1 . . . . . NONE . NA.

CC-H039 CC chr2 37191021 HPV16 1377 +- chimeric 3 2p22.2 intronic STRN . . . . . E1| AluSx4|SINE|Alu|+|334;trf NA.

CC-H039 CC chr2 39656067 HPV16 2668 -+ chimeric 8 2p22.1 intronic MAP4K3 . . . . . E1| AluSg|SINE|Alu|+|302 NA.

CC-H039 CC chr2 81976748 HPV16 1377 +- chimeric 6 2p12 intergenic . . LOC100507201 282678 LOC1720 1107179 E1| AluSx|SINE|Alu|+|324 NA.

CC-H039 CC chr2 97473417 HPV16 1377 +- chimeric 3 2q11.2 intronic CNNM4 . . . . . E1| AluSx1|SINE|Alu|+|171 NA.

CC-H039 CC chr2 103900318 HPV16 1377 +- chimeric 6 2q12.1 intergenic . . TMEM182 466180 LOC1002870101094990 E1| AluSx1|SINE|Alu|+|310 NA.

CC-H039 CC chr2 116018298 HPV16 131 -+ chimeric 2 2q14.1 intronic DPP10 . . . . . E6| . NA.

CC-H039 CC chr2 141863676 HPV16 2483 -+ chimeric 3 2q22.1 intronic LRP1B . . . . . E1| . NA.

CC-H039 CC chr2 187090834 HPV16 1377 +- chimeric 5 2q32.1 intergenic . . LINC01473 139790 ZC3H15 260051 E1| AluSc|SINE|Alu|+|308 NA.

CC-H039 CC chr2 227719255 HPV16 1377 +- chimeric 5 2q36.3 intronic RHBDD1 . . . . . E1| AluSx|SINE|Alu|+|309 NA.

CC-H039 CC chr3 27221517 HPV16 1377 +- chimeric 6 3p24.1 intergenic . . LRRC3B 469252 NEK10 35580 E1| AluSx1|SINE|Alu|+|309 NA.

CC-H039 CC chr3 40624928 HPV16 2668 -+ chimeric 33 3p22.1 intergenic . . ZNF621 43643 CTNNB1 616014 E1| AluSx|SINE|Alu|+|310 NA.

CC-H039 CC chr3 173299310 HPV16 567 +- chimeric 2 3q26.31 intronic NLGN1 . . . . . E7| . NA.

CC-H039 CC chr3 179423240 HPV16 6939 +- chimeric 2 3q26.33 intronic USP13 . . . . . L1| L1MB7|LINE|L1|-|414 NA.

CC-H039 CC chr3 182165464 HPV16 2076 +- chimeric 2 3q26.33 ncRNA_exonicFLJ46066 . . . . . E1| . NA.

CC-H039 CC chr4 22495773 HPV16 1377 +- chimeric 5 4p15.2 intronic GPR125 . . . . . E1| AluSx3|SINE|Alu|+|298 NA.

CC-H039 CC chr4 25454588 HPV16 1377 +- chimeric 4 4p15.2 intergenic . . ANAPC4 34468 SLC34A2 202847 E1| AluSx1|SINE|Alu|+|277 NA.

CC-H039 CC chr4 47788503 HPV16 1377 +- chimeric 5 4p12 intronic CORIN . . . . . E1| AluSq2|SINE|Alu|+|291 NA.

CC-H039 CC chr4 77064702 HPV16 1377 +- chimeric 2 4q21.1 intronic NUP54 . . . . . E1| AluSx4|SINE|Alu|+|304 NA.

CC-H039 CC chr4 78711980 HPV16 950 +- chimeric 2 4q21.1 intronic CNOT6L . . . . . E1| AluSg4|SINE|Alu|-|258 NA.

CC-H039 CC chr4 169351226 HPV16 1377 +- chimeric 6 4q32.3 intronic DDX60L . . . . . E1| AluSq|SINE|Alu|+|311 NA.

CC-H039 CC chr5 6300523 HPV16 1377 +- chimeric 7 5p15.31 intergenic . . ICE1 810176 FLJ33360 10031 E1| AluSx1|SINE|Alu|+|292 NA.

CC-H039 CC chr5 31147092 HPV16 1377 +- chimeric 2 5p13.3 intergenic . . LOC1019296811751009 CDH6 46670 E1| AluSp|SINE|Alu|+|308 NA.

CC-H039 CC chr5 85008609 HPV16 6999 -+ chimeric 2 5q14.3 intergenic . . EDIL3 1327924 NBPF22P 569653 L1| . NA.

CC-H039 CC chr5 90501766 HPV16 4201 -+ chimeric 2 5q14.3 intergenic . . GPR98 41733 LUCAT1 97037 NONE . NA.

CC-H039 CC chr5 92704927 HPV16 3091 -+ chimeric 2 5q15 intergenic . . ARRDC3-AS1 1988395 NR2F1-AS1 40135 E2| L1ME2|LINE|L1|-|1727 NA.

CC-H039 CC chr5 155262536 HPV16 1625 +- chimeric 2 5q33.2 intergenic . . KIF4B 864851 SGCD 491231 E1| . NA.

CC-H039 CC chr5 155328197 HPV16 1377 +- chimeric 49 5q33.2 intergenic . . KIF4B 930512 SGCD 425570 E1| AluSq|SINE|Alu|+|300 NA.

CC-H039 CC chr5 178199040 HPV16 1377 +- chimeric 4 5q35.3 ncRNA_intronicAACSP1 . . . . . E1| AluSz|SINE|Alu|+|305;trf NA.

CC-H039 CC chr6 20899933 HPV16 2668 -+ chimeric 4 6p22.3 intronic CDKAL1 . . . . . E1| AluSx|SINE|Alu|+|288 NA.

CC-H039 CC chr6 27144568 HPV16 1377 +- chimeric 68 6p22.1 intergenic . . MIR3143 29101 PRSS16 70934 E1| AluSx|SINE|Alu|+|312 NA.

CC-H039 CC chr6 33348965 HPV16 1377 +- chimeric 7 6p21.32 intergenic . . DAXX 58172 KIFC1 10348 E1| AluSg7|SINE|Alu|+|308 NA.

CC-H039 CC chr6 42114878 HPV16 1377 +- chimeric 2 6p21.1 intergenic . . C6orf132 4163 GUCA1A 8266 E1| AluSx4|SINE|Alu|+|295 NA.

CC-H039 CC chr6 54409604 HPV16 5166 +- chimeric 2 6p12.1 intergenic . . TINAG 154654 FAM83B 301965 L2| L1PB1|LINE|L1|-|1335 NA.

CC-H039 CC chr6 79390919 HPV16 456 +- chimeric 2 6q14.1 intergenic . . MEI4 756443 IRAK1BP1 186342 E6| L1PA6|LINE|L1|+|3294 NA.

CC-H039 CC chr6 90092540 HPV16 1377 +- chimeric 5 6q15 intronic RRAGD . . . . . E1| AluSg|SINE|Alu|+|302 NA.

CC-H039 CC chr6 130325896 HPV16 1377 +- chimeric 2 6q23.1 intergenic . . TMEM244 143480 L3MBTL3 13832 E1| AluSg|SINE|Alu|+|295 NA.

CC-H039 CC chr6 132111249 HPV16 2668 -+ chimeric 8 6q23.2 intergenic . . ENPP3 42699 ENPP1 17907 E1| AluSx|SINE|Alu|+|254 NA.

CC-H039 CC chr7 3304804 HPV16 1572 +- chimeric 3 7p22.2 intergenic . . LOC100129603 106598 SDK1 36276 E1| . NA.

CC-H039 CC chr7 6802159 HPV16 1377 +- chimeric 5 7p22.1 intronicRSPH10B,RSPH10B2 . . . . . E1| AluSq2|SINE|Alu|+|304;dup NA.

CC-H039 CC chr7 20510768 HPV16 316 -+ chimeric 2 7p21.1 intergenic . . ITGB8 55386 ABCB5 144477 E6| T-rich|Low_complexity|Low_complexity|+|185;trf NA.

CC-H039 CC chr7 25381808 HPV16 1377 +- chimeric 2 7p15.3 intergenic . . NPVF 113703 RNU6-16P 498793 E1| AluSx4|SINE|Alu|+|303 NA.

CC-H039 CC chr7 25440394 HPV16 1377 +- chimeric 2 7p15.3 intergenic . . NPVF 172289 RNU6-16P 440207 E1| AluSx3|SINE|Alu|+|295 NA.

CC-H039 CC chr7 39549005 HPV16 1377 +- chimeric 4 7p14.1 intergenic . . POU6F2 44615 YAE1D1 56970 E1| AluSx|SINE|Alu|+|304 NA.

CC-H039 CC chr7 70111832 HPV16 4018 +- chimeric 3 7q11.22 intronic AUTS2 . . . . . E5| . NA.

CC-H039 CC chr7 73854538 HPV16 1379 +- chimeric 2 7q11.23 intergenic . . CLIP2 34265 GTF2IRD1 13582 E1| AluSx3|SINE|Alu|+|311 NA.

CC-H039 CC chr7 81086171 HPV16 1404 -+ chimeric 2 7q21.11 intergenic . . SEMA3C 537504 LOC100128317 119531 E1| . NA.

CC-H039 CC chr7 130817633 HPV16 1376 +- chimeric 2 7q32.3 intronic MKLN1 . . . . . E1| AluSg|SINE|Alu|+|340 NA.

CC-H039 CC chr7 158970905 HPV16 1377 +- chimeric 8 7q36.3 intergenic . . VIPR2 33256 NONE NONE E1| AluSp|SINE|Alu|+|306 NA.

CC-H039 CC chr8 22962603 HPV16 3495 +- chimeric 2 8p21.3 intronic TNFRSF10C . . . . . E2|E4| . NA.

CC-H039 CC chr8 29381001 HPV16 1377 +- chimeric 3 8p12 intergenic . . DUSP4 172734 LINC00589 197775 E1| AluSx1|SINE|Alu|+|319 NA.

CC-H039 CC chr8 29381072 HPV16 1377 +- chimeric 117 8p12 intergenic . . DUSP4 172805 LINC00589 197704 E1| AluSx1|SINE|Alu|+|319 NA.

CC-H039 CC chr8 101740318 HPV16 1377 +- chimeric 3 8q22.3 intergenic . . PABPC1 6003 YWHAZ 190486 E1| AluSz|SINE|Alu|+|268 NA.

CC-H039 CC chr8 103336137 HPV16 1377 +- chimeric 8 8q22.3 intronic UBR5 . . . . . E1| AluSg7|SINE|Alu|+|303 NA.

CC-H039 CC chr8 128471973 HPV16 3695 -+ chimeric 7 8q24.21ncRNA_intronic CASC8 . . . . . E2| L1ME4a|LINE|L1|+|196 NA.

CC-H039 CC chr8 128506353 HPV16 3116 +- chimeric 2 8q24.21 intergenic . . CASC8 11969 CASC11 206500 E2| . NA.

CC-H039 CC chr8 129328731 HPV16 5076 -+ chimeric 2 8q24.21 intergenic . . MIR1208 166297 LINC00824 88785 L2| L2c|LINE|L2|-|659 NA.

CC-H039 CC chr8 141187426 HPV16 3010 +- chimeric 2 8q24.3 intronic TRAPPC9 . . . . . E2| L1ME1|LINE|L1|-|4783 NA.

CC-H039 CC chr9 67050764 HPV16 1377 +- chimeric 2 9q13 intergenic . . LOC286297 18692 AQP7P1 219451 E1| AluSc|SINE|Alu|+|291;dup NA.

CC-H039 CC chr9 86547483 HPV16 1377 +- chimeric 6 9q21.32 intergenic . . KIF27 11103 C9orf64 5744 E1| AluSz|SINE|Alu|+|308 NA.

CC-H039 CC chr9 87037868 HPV16 1377 +- chimeric 2 9q21.33 intergenic . . SLC28A3 54455 NTRK2 245505 E1| AluSx3|SINE|Alu|+|294 NA.

CC-H039 CC chr10 12745813 HPV16 1377 +- chimeric 3 10p13 intronic CAMK1D . . . . . E1| AluSx|SINE|Alu|+|304 NA.

CC-H039 CC chr10 27328292 HPV16 1377 +- chimeric 2 10p12.1 intronic ANKRD26 . . . . . E1| AluSg|SINE|Alu|+|298 NA.

CC-H039 CC chr10 54741525 HPV16 1269 +- chimeric 2 10q21.1 intergenic . . MBL2 210065 PCDH15 821008 E1| L1MB7|LINE|L1|-|1354 NA.

CC-H039 CC chr10 75369713 HPV16 1377 +- chimeric 3 10q22.2 intergenic . . USP54 34280 MYOZ1 21657 E1| AluSz6|SINE|Alu|+|340;trf NA.

CC-H039 CC chr10 99712235 HPV16 1377 +- chimeric 2 10q24.2 intronic CRTAC1 . . . . . E1| AluSq2|SINE|Alu|+|170 NA.

CC-H039 CC chr11 56922099 HPV16 1377 +- chimeric 5 11q12.1 intergenic . . OR5AK4P 116164 LRRC55 27122 E1| AluSx3|SINE|Alu|+|309 NA.

CC-H039 CC chr11 68162714 HPV16 1377 +- chimeric 7 11q13.2 intronic LRP5 . . . . . E1| AluSz|SINE|Alu|+|310 NA.

CC-H039 CC chr11 109909814 HPV16 1377 +- chimeric 5 11q22.3 intergenic . . C11orf87 609921 ZC3H12C 54273 E1| AluSx1|SINE|Alu|+|304 NA.

CC-H039 CC chr11 109919632 HPV16 2668 -+ chimeric 8 11q22.3 intergenic . . C11orf87 619739 ZC3H12C 44455 E1| AluSz|SINE|Alu|+|310 NA.

CC-H039 CC chr11 113710683 HPV16 1377 +- chimeric 9 11q23.2 intronic USP28 . . . . . E1| AluSx3|SINE|Alu|+|296 NA.

CC-H039 CC chr12 56199578 HPV16 1377 +- chimeric 7 12q13.2 intronic SARNP . . . . . E1| AluSx1|SINE|Alu|+|309 NA.

CC-H039 CC chr12 68979740 HPV16 1377 +- chimeric 4 12q15 intergenic . . LOC100507195 134476 RAP1B 24879 E1| AluSq2|SINE|Alu|+|297 NA.

CC-H039 CC chr12 104874297 HPV16 1377 +- chimeric 8 12q23.3 intronic CHST11 . . . . . E1| AluSg4|SINE|Alu|+|300 NA.

CC-H039 CC chr12 107618918 HPV16 1377 +- chimeric 8 12q23.3 intergenic . . CRY1 131283 BTBD11 93279 E1| AluSx3|SINE|Alu|+|219 NA.

CC-H039 CC chr12 110089324 HPV16 1377 +- chimeric 7 12q24.11 intergenic . . MVK 54249 FAM222A 62863 E1| AluSx3|SINE|Alu|+|336 NA.

CC-H039 CC chr13 60619332 HPV16 2668 -+ chimeric 5 13q21.2 intronic DIAPH3 . . . . . E1| AluSp|SINE|Alu|+|310 NA.

CC-H039 CC chr13 86685715 HPV16 3790 -+ chimeric 114 13q31.1 intergenic . . SLITRK6 312232 MIR4500HG 1410527 E2| MER4B-int|LTR|ERV1|+|765 NA.

CC-H039 CC chr14 36288297 HPV16 1377 +- chimeric 4 14q13.2 intergenic . . RALGAPA1 9865 BRMS1L 7300 E1| AluSq2|SINE|Alu|+|279 NA.

CC-H039 CC chr14 89274230 HPV16 1357 -+ chimeric 2 14q31.3 intergenic . . EML5 15134 TTC8 16267 E1| L1MCc|LINE|L1|+|968 NA.

CC-H039 CC chr14 90190198 HPV16 1377 +- chimeric 2 14q32.11 intergenic . . FOXN3 104704 EFCAB11 71138 E1| AluSx1|SINE|Alu|+|378 NA.

CC-H039 CC chr15 47596586 HPV16 1377 +- chimeric 6 15q21.1 intronic SEMA6D . . . . . E1| AluSx1|SINE|Alu|+|283 NA.

CC-H039 CC chr15 97380733 HPV16 1377 +- chimeric 4 15q26.2 intergenic . . SPATA8 51888 LOC101927286 532868 E1| AluSx|SINE|Alu|+|294 NA.

CC-H039 CC chr16 12856998 HPV16 1377 +- chimeric 30 16p13.12 intronic CPPED1 . . . . . E1| AluSq2|SINE|Alu|+|304 NA.

CC-H039 CC chr16 19590963 HPV16 1377 +- chimeric 9 16p12.3 intronic C16orf62 . . . . . E1| AluSx1|SINE|Alu|+|289 NA.

CC-H039 CC chr16 21273885 HPV16 1377 +- chimeric 8 16p12.2 intronic CRYM . . . . . E1| AluSx3|SINE|Alu|+|310 NA.

CC-H039 CC chr16 52545349 HPV16 1377 +- chimeric 4 16q12.1 intronic TOX3 . . . . . E1| AluSg|SINE|Alu|+|281 NA.

CC-H039 CC chr16 58012389 HPV16 1377 +- chimeric 8 16q21 intronic TEPP . . . . . E1| AluSq|SINE|Alu|+|267 NA.

CC-H039 CC chr16 68006330 HPV16 1372 +- chimeric 12 16q22.1 intergenic . . SLC12A4 3733 DPEP3 3236 E1| AluSz6|SINE|Alu|+|325 NA.

CC-H039 CC chr17 3651826 HPV16 1377 +- chimeric 4 17p13.2 intronic ITGAE . . . . . E1| AluSx1|SINE|Alu|+|299 NA.

CC-H039 CC chr17 8338333 HPV16 1377 +- chimeric 6 17p13.1 upstream NDEL1 . . . . . E1| AluSq|SINE|Alu|+|310 NA.

CC-H039 CC chr17 27976104 HPV16 1377 +- chimeric 8 17q11.2 intronic SSH2 . . . . . E1| AluSg7|SINE|Alu|+|296 NA.

CC-H039 CC chr17 29081451 HPV16 1377 +- chimeric 6 17q11.2ncRNA_intronicSUZ12P1 . . . . . E1| AluSc|SINE|Alu|+|304;dup;trf NA.

CC-H039 CC chr17 34049172 HPV16 1377 +- chimeric 2 17q12 intronic AP2B1 . . . . . E1| AluSx|SINE|Alu|+|295 NA.

CC-H039 CC chr17 36607056 HPV16 58 -+ chimeric 17 17q12 intronic ARHGAP23 . . . . . LCR| MIRc|SINE|MIR|+|112 NA.

CC-H039 CC chr17 45306591 HPV16 1377 +- chimeric 10 17q21.32 intergenic . . MYL4 5546 ITGB3 24617 E1| AluSg|SINE|Alu|+|251 NA.

CC-H039 CC chr17 46292229 HPV16 1377 +- chimeric 9 17q21.32 intronic SKAP1 . . . . . E1| AluSz|SINE|Alu|+|317 NA.

CC-H039 CC chr17 56021217 HPV16 5407 -+ chimeric 2 17q22 intronic CUEDC1 . . . . . L2| . NA.

CC-H039 CC chr17 63005688 HPV16 4155 +- chimeric 2 17q24.1 UTR3 GNA13 NM_001282425 . . . . NONE dup NA.

CC-H039 CC chr17 63207561 HPV16 3945 +- read-pair 8 17q24.1 intronic RGS9 . . . . . E5| . NA.

CC-H039 CC chr17 67373987 HPV16 4201 -+ chimeric 2 17q24.3 intergenic . . ABCA5 50664 MAP2K6 36851 NONE AluSx|SINE|Alu|+|349;trf NA.

CC-H039 CC chr18 8201259 HPV16 1377 +- chimeric 6 18p11.23 intronic PTPRM . . . . . E1| AluSx|SINE|Alu|+|300 NA.

CC-H039 CC chr18 58223997 HPV16 2668 -+ chimeric 18 18q21.32 intergenic . . MC4R 183996 CDH20 933778 E1| AluJo|SINE|Alu|+|170 NA.

CC-H039 CC chr19 5329949 HPV16 2668 -+ chimeric 5 19p13.3 intronic PTPRS . . . . . E1| AluSx|SINE|Alu|+|302 NA.

CC-H039 CC chr19 7100392 HPV16 1377 +- chimeric 2 19p13.2 intergenic . . ZNF557 12414 INSR 11874 E1| AluSx|SINE|Alu|+|272 NA.

CC-H039 CC chr19 33620795 HPV16 1377 +- chimeric 2 19q13.11 intronic GPATCH1 . . . . . E1| AluSg|SINE|Alu|+|298 NA.

CC-H039 CC chr19 39769652 HPV16 1377 +- chimeric 2 19q13.2 intergenic . . IFNL2 8920 IFNL1 17313 E1| AluSx4|SINE|Alu|+|309 NA.

CC-H039 CC chr19 40799936 HPV16 1377 +- chimeric 5 19q13.2 intergenic . . AKT2 8634 C19orf47 27031 E1| AluSg|SINE|Alu|+|290 NA.

CC-H039 CC chr19 41744027 HPV16 2130 -+ chimeric 2 19q13.2 exonic AXL NM_001699 . . . . E1| . NA.

CC-H039 CC chr19 48221102 HPV16 1377 +- chimeric 4 19q13.33 intronic EHD2 . . . . . E1| AluSz|SINE|Alu|+|303 NA.

CC-H039 CC chr19 52854112 HPV16 2668 -+ chimeric 6 19q13.41 intronic ZNF610 . . . . . E1| AluSp|SINE|Alu|+|277;trf NA.

CC-H039 CC chr19 58074877 HPV16 1377 +- chimeric 5 19q13.43 intergenic . . ZNF550 3646 ZNF416 8057 E1| AluSc8|SINE|Alu|+|291 NA.

CC-H039 CC chr20 33789442 HPV16 1376 +- chimeric 2 20q11.22 intergenic . . PROCR 24277 MMP24 25097 E1| AluSx|SINE|Alu|+|298 NA.

CC-H039 CC chr20 43310040 HPV16 1377 +- chimeric 2 20q13.12 intergenic . . LINC01260 9660 WISP2 33845 E1| AluSz|SINE|Alu|+|298 NA.

CC-H039 CC chr20 45268043 HPV16 1377 +- chimeric 9 20q13.12 intronic SLC13A3 . . . . . E1| AluSx1|SINE|Alu|+|329 NA.

CC-H039 CC chr20 45897888 HPV16 1377 +- chimeric 3 20q13.12 intronic ZMYND8 . . . . . E1| AluSx|SINE|Alu|+|310 NA.

CC-H039 CC chr20 45998658 HPV16 1377 +- chimeric 6 20q13.12 intergenic . . ZMYND8 13025 NCOA3 131943 E1| AluSq2|SINE|Alu|+|294 NA.

CC-H039 CC chr21 15375906 HPV16 1316 +- chimeric 2 21q11.2 intergenic . . ANKRD20A11P 23141 LIPI 105229 E1| AluSg7|SINE|Alu|+|309;dup NA.

CC-H039 CC chr22 27841369 HPV16 1377 +- chimeric 7 22q12.1 intergenic . . LINC01422 524796 MN1 302896 E1| AluSc|SINE|Alu|+|276 NA.

CC-H039 CC chr22 29310747 HPV16 1377 +- chimeric 9 22q12.1 intronic ZNRF3 . . . . . E1| AluSq2|SINE|Alu|+|301 NA.

CC-H039 CC chr22 30929533 HPV16 1377 +- chimeric 7 22q12.2 intronic SEC14L6 . . . . . E1| AluSx|SINE|Alu|+|298 NA.

CC-H039 CC chr22 34302063 HPV16 1377 +- chimeric 8 22q12.3 intronic LARGE . . . . . E1| AluSx1|SINE|Alu|+|295 NA.

CC-H039 CC chr22 39371605 HPV16 2668 -+ chimeric 7 22q13.1 intronic APOBEC3A_B . . . . . E1| AluSz|SINE|Alu|+|302 NA.

CC-H039 CC chr22 39576417 HPV16 2668 -+ chimeric 8 22q13.1 intergenic . . CBX7 27879 PDGFB 43268 E1| AluSq2|SINE|Alu|+|300 NA.

CC-H039 CC chr22 40433321 HPV16 1377 +- chimeric 6 22q13.1 downstreamLOC100130899 . . . . . E1| AluSx|SINE|Alu|+|308 NA.

CC-H039 CC chr22 44051082 HPV16 1377 +- chimeric 6 22q13.2 intronic EFCAB6 . . . . . E1| AluSx1|SINE|Alu|+|303 NA.

CC-H039 CC chrX 138741391 HPV16 1377 +- chimeric 5 Xq27.1 intronic MCF2 . . . . . E1| AluSc|SINE|Alu|+|313 NA.

CC-H040 CC chr1 25612732 HPV16 5823 ++ read-pair 57 1p36.11 intronic RHD . . . . . L1| AluJb|SINE|Alu|+|288;dup NA.

CC-H040 CC chr1 25614569 HPV16 5893 ++ read-pair 62 1p36.11 intronic RHD . . . . . L1| AluJb|SINE|Alu|-|265;dup NA.

CC-H040 CC chr1 25733500 HPV16 5863 ++ read-pair 17 1p36.11 intronic RHCE . . . . . L1| AluJb|SINE|Alu|-|288;dup;trf NA.

CC-H040 CC chr1 25734786 HPV16 2529 -- chimeric 101 1p36.11 intronic RHCE . . . . . E1| AluSp|SINE|Alu|+|301;dup NA.

CC-H040 CC chr5 143295215 HPV16 999 -- chimeric 2 5q31.3 intergenic . . HMHB1 94931 YIPF5 242508 E1| L2c|LINE|L2|-|231 NA.

CC-H040 CC chr9 28600294 HPV16 1843 -- chimeric 10 9p21.1 intronic LINGO2 . . . . . E1| . NA.

CC-H040 CC chr17 21906375 HPV16 7860 ++ chimeric 14 17p11.2ncRNA_intronicFLJ36000 . . . . . LCR| SST1|Satellite|centr|+|1537;dup NA.

CC-H040 CC chr20 37408135 HPV16 6352 ++ chimeric 2 20q11.23 intergenic . . ACTR5 7046 PPP1R16B 26213 L1| AluSq|SINE|Alu|+|283 NA.

CC-H040 CC chrX 145815105 HPV16 6574 ++ chimeric 2 Xq27.3 intergenic . . MIR891A 705715 CXorf51A 76197 L1| L2a|LINE|L2|-|323;trf NA.

CC-H040 CC chr1 25611581 HPV16 2539 +- chimeric 1082 1p36.11 intronic RHD . . . . . E1| dup NA.

CC-H040 CC chr1 25612732 HPV16 5823 -+ chimeric 1045 1p36.11 intronic RHD . . . . . L1| AluJb|SINE|Alu|+|288;dup NA.

CC-H040 CC chr17 21904150 HPV16 7884 +- read-pair 15 17p11.2 ncRNA_exonicFLJ36000 . . . . . LCR| SST1|Satellite|centr|+|771;dup NA.

CC-H040 CC chr17 21904287 HPV16 114 +- chimeric 79 17p11.2ncRNA_intronicFLJ36000 . . . . . E6| SST1|Satellite|centr|+|771;dup NA.

CC-H040 CC chr17 21906398 HPV16 7873 +- read-pair 9 17p11.2ncRNA_intronicFLJ36000 . . . . . LCR| SST1|Satellite|centr|+|1537;dup NA.

CC-H040 CC chr17 21906639 HPV16 118 +- chimeric 58 17p11.2ncRNA_intronicFLJ36000 . . . . . E6| SST1|Satellite|centr|+|1537;dup NA.

CC-H040 CC chr21 47348935 HPV16 1933 +- chimeric 2 21q22.3 intronic PCBP3 . . . . . E1| . NA.

CC-H042 CC chr3 82754897 HPV16 911 -- chimeric 147 3p12.2 intergenic . . GBE1 943947 LINC00971 1932659 E1| L1PA8A|LINE|L1|-|5104 NA.

CC-H042 CC chr3 82763507 HPV16 1026 -- chimeric 6 3p12.2 intergenic . . GBE1 952557 LINC00971 1924049 E1| . NA.

CC-H042 CC chr20 14637833 HPV16 1064 ++ read-pair 14 20p12.1 intronic MACROD2 . . . . . E1| . NA.

CC-H042 CC chr20 14956861 HPV16 1015 ++ chimeric 3 20p12.1 intronic MACROD2 . . . . . E1| MLT1D|LTR|ERVL-MaLR|-|481 NA.

CC-H042 CC chr20 17287363 HPV16 2605 -- chimeric 349 20p12.1 intronic PCSK2 . . . . . E1| . NA.

CC-H042 CC chr5 80478267 HPV16 2018 -+ chimeric 2 5q14.1 intronic RASGRF2 . . . . . E1| . NA.

CC-H042 CC chr13 29898497 HPV16 973 +- chimeric 2 13q12.3 intronic MTUS2 . . . . . E1| . NA.

CC-H042 CC chr16 48156749 HPV16 5138 +- chimeric 2 16q12.1 intronic ABCC12 . . . . . L2| . NA.



CC-H042 CC chr20 14557152 HPV16 258 -+ chimeric 6 20p12.1ncRNA_intronicMACROD2-IT1 . . . . . E6| . NA.

CC-H043 CC chr6 1040062 HPV33 3001 -- chimeric 232 6p25.3 ncRNA_intronicLOC285768 . . . . . E2| . NA.

CC-H043 CC chr6 1091455 HPV33 3758 ++ chimeric 215 6p25.3 ncRNA_intronicLOC285768 . . . . . E2| . NA.

CC-H043 CC chr14 99145286 HPV16 1163 +- chimeric 4 14q32.2 intergenic . . LINC01550 700825 C14orf177 32664 E1| L1M3|LINE|L1|+|898 NA.

CC-H043 CC chr14 99145379 HPV16 3078 +- chimeric 3 14q32.2 intergenic . . LINC01550 700918 C14orf177 32571 E2| L1M3|LINE|L1|+|898 NA.

CC-H043 CC chr14 99145379 HPV16 5710 -+ chimeric 8 14q32.2 intergenic . . LINC01550 700918 C14orf177 32571 L1| L1M3|LINE|L1|+|898 NA.

CC-H043 CC chr18 7453902 HPV33 3777 -+ chimeric 2 18p11.23 intergenic . . LRRC30 221860 PTPRM 113412 E2| . NA.

CC-H044 CC chr8 128347486 HPV16 2761 -- chimeric 1328 8q24.21ncRNA_intronicCASC21,CASC8 . . . . . E1|E2| . NA.

CC-H044 CC chr8 128439822 HPV16 3342 ++ chimeric 1543 8q24.21ncRNA_intronic CASC8 . . . . . E2|E4| L2a|LINE|L2|-|302 NA.

CC-H044 CC chr8 128439893 HPV16 3341 ++ chimeric 1916 8q24.21ncRNA_intronic CASC8 . . . . . E2|E4| L2a|LINE|L2|-|302 NA.

CC-H044 CC chr11 132853667 HPV16 2609 ++ chimeric 2 11q25 intronic OPCML . . . . . E1| . NA.

CC-H044 CC chr9 2858778 HPV16 4201 -+ chimeric 2 9p24.2 intergenic . . KIAA0020 14648 LINC01231 322811 NONE . NA.

CC-H044 CC chr12 86608162 HPV16 3724 +- chimeric 2 12q21.31 intronic MGAT4C . . . . . E2| L2a|LINE|L2|+|529 NA.

CC-H046 CC chr1 55902154 HPV16 1584 ++ chimeric 48 1p32.3 intergenic . . MIR4422 210758 PPAP2B 1058265 E1| L1PA7|LINE|L1|+|6568 NA.

CC-H046 CC chr2 26002604 HPV16 6286 -- chimeric 2 2p23.3 intronic ASXL2 . . . . . L1| . NA.

CC-H046 CC chr2 85230721 HPV16 4179 -- chimeric 2 2p11.2 intronic KCMF1 . . . . . NONE L3|LINE|CR1|-|129 NA.

CC-H046 CC chr3 157391551 HPV16 1584 ++ chimeric 44 3q25.32 intergenic . . PQLC2L 72530 SHOX2 422249 E1| L1PA7|LINE|L1|+|973 NA.

CC-H046 CC chr4 22297453 HPV16 1584 ++ chimeric 21 4p15.2 intergenic . . KCNIP4 347079 LOC100505912 31537 E1| L1PA8|LINE|L1|+|968 NA.

CC-H046 CC chr4 124686034 HPV16 4176 -- chimeric 5 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H046 CC chr4 124686035 HPV16 4177 -- chimeric 238 4q28.1 ncRNA_intronicLINC01091 . . . . . NONE L1PB1|LINE|L1|-|108 NA.

CC-H046 CC chr4 148228737 HPV16 1584 ++ chimeric 117 4q31.22 intergenic . . TTC29 361703 EDNRA 173332 E1| L1PA7|LINE|L1|+|1053 NA.

CC-H046 CC chr4 157160522 HPV16 3115 -- chimeric 2 4q32.1 intergenic . . CTSO 285474 PDGFC 522241 E2| THE1D|LTR|ERVL-MaLR|+|360 NA.

CC-H046 CC chr5 49588604 HPV16 137 -- chimeric 2 5q11.1 intergenic . . NONE NONE EMB 103427 E6| LTR12C|LTR|ERV1|+|877 NA.

CC-H046 CC chr5 100620980 HPV16 1213 -- chimeric 2 5q21.1 intergenic . . ST8SIA4 381991 SLCO4C1 948712 E1| . NA.

CC-H046 CC chr5 134622808 HPV16 3236 ++ chimeric 2 5q31.1 intronic C5orf66 . . . . . E2| L1MA9|LINE|L1|-|3177 NA.

CC-H046 CC chr5 137711957 HPV16 2119 -- chimeric 2 5q31.2 intronic KDM3B . . . . . E1| AluSz6|SINE|Alu|-|257 NA.

CC-H046 CC chr6 158257128 HPV16 4171 -- chimeric 2 6q25.3 intronic SNX9 . . . . . NONE AluJb|SINE|Alu|-|180 NA.

CC-H046 CC chr8 13861922 HPV16 1584 ++ chimeric 9 8p22 intergenic . . C8orf48 436125 SGCZ 85451 E1| L1PA7|LINE|L1|+|1295 NA.

CC-H046 CC chr8 110069846 HPV16 1584 ++ chimeric 11 8q23.1 intergenic . . TMEM74 270076 TRHR 29807 E1| L1PA8|LINE|L1|+|852 NA.

CC-H046 CC chr8 112568841 HPV16 3945 ++ chimeric 2 8q23.3 intergenic . . LOC101927487 320409 CSMD3 666318 E5| L1PA8|LINE|L1|-|1757 NA.

CC-H046 CC chr8 128347487 HPV16 2761 -- chimeric 3 8q24.21ncRNA_intronicCASC21,CASC8 . . . . . E1|E2| . NA.

CC-H046 CC chr11 4653998 HPV16 1584 ++ chimeric 31 11p15.4 intergenic . . TRIM68 24509 OR51D1 6947 E1| L1PA8|LINE|L1|+|2477 NA.

CC-H046 CC chr11 66992102 HPV16 1731 -- chimeric 2 11q13.2 intronic KDM2A . . . . . E1| AluY|SINE|Alu|-|308 NA.

CC-H046 CC chr12 41679436 HPV16 1584 ++ chimeric 9 12q12 intronic PDZRN4 . . . . . E1| L1PA7|LINE|L1|+|4195 NA.

CC-H046 CC chr14 74448767 HPV16 4201 ++ chimeric 6 14q24.3 intronic ENTPD5 . . . . . NONE L1ME1|LINE|L1|+|223 NA.

CC-H046 CC chr15 97050948 HPV16 5117 -- chimeric 2 15q26.2 intergenic . . NR2F2 167456 SPATA8-AS1 264287 L2| MIRb|SINE|MIR|-|146 NA.

CC-H046 CC chr17 45509159 HPV16 3377 -- chimeric 2 17q21.32 intronic EFCAB13 . . . . . E2|E4| L1MEe|LINE|L1|-|711 NA.

CC-H046 CC chr19 56413438 HPV16 1510 -- chimeric 2 19q13.43 exonic NLRP13 NM_176810 . . . . E1| . NA.

CC-H046 CC chr20 37395761 HPV16 4554 -- read-pair 93 20q11.23 intronic ACTR5 . . . . . L2| L1ME1|LINE|L1|+|101 NA.

CC-H046 CC chr20 37397952 HPV16 7471 -- chimeric 311 20q11.23 intronic ACTR5 . . . . . LCR| . NA.

CC-H046 CC chr20 37408130 HPV16 6352 ++ chimeric 583 20q11.23 intergenic . . ACTR5 7041 PPP1R16B 26218 L1| AluSq|SINE|Alu|+|283 NA.

CC-H046 CC chr21 47344256 HPV16 1672 -- chimeric 2 21q22.3 intronic PCBP3 . . . . . E1| trf NA.

CC-H046 CC chr21 47344388 HPV16 1672 -- chimeric 2 21q22.3 intronic PCBP3 . . . . . E1| trf NA.

CC-H046 CC chr21 47349717 HPV16 6102 ++ chimeric 757 21q22.3 intronic PCBP3 . . . . . L1| . NA.

CC-H046 CC chrX 15710114 HPV16 5789 -- chimeric 2 Xp22.2 ncRNA_intronicCA5BP1 . . . . . L1| AluJr|SINE|Alu|-|288 NA.

CC-H046 CC chrX 36313398 HPV16 7539 ++ chimeric 2 Xp21.1 intronic CXorf30 . . . . . LCR| . NA.

CC-H046 CC chrX 72172666 HPV16 5988 -- chimeric 2 Xq13.2 intergenic . . FAM226A 9077 PABPC1L2B-AS145561 L1| L1PB1|LINE|L1|-|1748;dup NA.

CC-H046 CC chrX 99900597 HPV16 402 ++ chimeric 2 Xq22.1 intronic SRPX2 . . . . . E6| . NA.

CC-H046 CC chrX 119936165 HPV16 6092 ++ chimeric 2 Xq24 intergenic . . C1GALT1C1 172160 CT47B1 70287 L1| L2b|LINE|L2|+|420 NA.

CC-H046 CC chrX 137944207 HPV16 1733 -- chimeric 2 Xq26.3 intronic FGF13 . . . . . E1| . NA.

CC-H046 CC chr1 25611599 HPV16 2539 +- chimeric 11 1p36.11 intronic RHD . . . . . E1| dup NA.

CC-H046 CC chr1 33021719 HPV16 6352 -+ chimeric 2 1p35.1 intronic ZBTB8A . . . . . L1| AluSg|SINE|Alu|-|306 NA.

CC-H046 CC chr1 73894948 HPV16 1584 -+ chimeric 9 1p31.1 intergenic . . LINC01360 90388 LRRIQ3 596754 E1| L1PA5|LINE|L1|-|1605 NA.

CC-H046 CC chr1 142536723 HPV16 2543 -+ chimeric 2 1q12 intergenic . . NONE NONE ANKRD20A12P 160698 E1| (GAATG)n|Satellite|Satellite|+|226;trf NA.

CC-H046 CC chr1 170994077 HPV16 6475 -+ chimeric 2 1q24.3 intronic MROH9 . . . . . L1| . NA.

CC-H046 CC chr1 216320002 HPV16 7604 -+ chimeric 2 1q41 intronic USH2A . . . . . LCR| HERVH-int|LTR|ERV1|+|2911;trf NA.

CC-H046 CC chr2 141863676 HPV16 2483 -+ chimeric 3 2q22.1 intronic LRP1B . . . . . E1| . NA.

CC-H046 CC chr3 137926310 HPV16 1142 +- chimeric 2 3q22.3 intronic ARMC8 . . . . . E1| . NA.

CC-H046 CC chr4 49295642 HPV16 2136 +- chimeric 2 4p11 intergenic . . CWH43 231547 NONE NONE E1| dup NA.

CC-H046 CC chr4 142995589 HPV16 1521 +- chimeric 2 4q31.21 intronic INPP4B . . . . . E1| L1ME3E|LINE|L1|+|484 NA.

CC-H046 CC chr5 22727825 HPV16 3312 -+ chimeric 2 5p14.3 intronic CDH12 . . . . . E2| L1MEg|LINE|L1|-|1082 NA.

CC-H046 CC chr5 90501766 HPV16 4201 -+ chimeric 3 5q14.3 intergenic . . GPR98 41733 LUCAT1 97037 NONE . NA.

CC-H046 CC chr5 100252055 HPV16 1584 -+ chimeric 7 5q21.1 intergenic . . ST8SIA4 13066 SLCO4C1 1317637 E1| L1PA5|LINE|L1|-|2190 NA.

CC-H046 CC chr5 107726846 HPV16 4681 -+ chimeric 2 5q21.3 intergenic . . FBXL17 9047 LINC01023 336680 L2| . NA.

CC-H046 CC chr7 3304804 HPV16 1572 +- chimeric 191 7p22.2 intergenic . . LOC100129603 106598 SDK1 36276 E1| . NA.

CC-H046 CC chr8 29381074 HPV16 1377 +- chimeric 2 8p12 intergenic . . DUSP4 172807 LINC00589 197702 E1| AluSx1|SINE|Alu|+|319 NA.

CC-H046 CC chr8 114365173 HPV16 1918 +- chimeric 3 8q23.3 intronic CSMD3 . . . . . E1| L2|LINE|L2|-|516 NA.

CC-H046 CC chr8 128471973 HPV16 3695 -+ chimeric 6 8q24.21ncRNA_intronic CASC8 . . . . . E2| L1ME4a|LINE|L1|+|196 NA.

CC-H046 CC chr9 2858778 HPV16 4201 -+ chimeric 3 9p24.2 intergenic . . KIAA0020 14648 LINC01231 322811 NONE . NA.

CC-H046 CC chr10 129275686 HPV16 1584 -+ chimeric 10 10q26.2 intergenic . . DOCK1 24905 NPS 71927 E1| L1PA8|LINE|L1|-|578 NA.

CC-H046 CC chr11 4604086 HPV16 2532 +- chimeric 2 11p15.4 intergenic . . C11orf40 5036 OR52I2 3935 E1| . NA.

CC-H046 CC chr11 75454332 HPV16 6415 -+ chimeric 3 11q13.5 intergenic . . MOGAT2 12001 LOC283214 15168 L1| L2c|LINE|L2|+|429 NA.

CC-H046 CC chr12 52649490 HPV16 7462 -+ chimeric 2 12q13.13 intergenic . . KRT7 6781 KRT81 30207 LCR| . NA.

CC-H046 CC chr13 89739944 HPV16 3965 +- chimeric 2 13q31.2 intergenic . . LINC00433 542180 LINC00353 461104 E5| L2|LINE|L2|-|425 NA.

CC-H046 CC chr14 81958467 HPV16 1516 -+ chimeric 2 14q31.1 intronic SEL1L . . . . . E1| AluY|SINE|Alu|-|261 NA.

CC-H046 CC chr17 17009372 HPV16 6822 -+ chimeric 2 17p11.2 intronic MPRIP . . . . . L1| . NA.

CC-H046 CC chr17 31488508 HPV16 2173 +- chimeric 2 17q11.2 intronic ASIC2 . . . . . E1| L2a|LINE|L2|+|433 NA.

CC-H046 CC chr17 67373987 HPV16 4201 -+ chimeric 2 17q24.3 intergenic . . ABCA5 50664 MAP2K6 36851 NONE AluSx|SINE|Alu|+|349;trf NA.

CC-H046 CC chr20 6120494 HPV16 1584 -+ chimeric 11 20p12.3 intergenic . . FERMT1 16303 CASC20 286885 E1| L1PA8|LINE|L1|-|441 NA.

CC-H046 CC chr21 47348929 HPV16 1933 +- chimeric 649 21q22.3 intronic PCBP3 . . . . . E1| . NA.

CC-H046 CC chrX 83002406 HPV16 1572 -+ chimeric 2 Xq21.1 intergenic . . POU3F4 237631 CYLC1 113728 E1| L4|LINE|RTE|+|149 NA.

CC-H046 CC chrX 121022827 HPV16 923 +- chimeric 172 Xq25 intergenic . . GLUD2 839031 GRIA3 1295269 E1| trf NA.

CC-H046 CC chrX 121022884 HPV16 2421 -+ chimeric 118 Xq25 intergenic . . GLUD2 839088 GRIA3 1295212 E1| trf NA.

CC-H046 CC chrX 152851766 HPV16 1425 +- chimeric 2 Xq28 intergenic . . ATP2B3 3379 FAM58A 1617 E1| AluJo|SINE|Alu|-|221 NA.

CC-H047 CC chr7 100698115 HPV16 2221 -- chimeric 14 7q22.1 intronic MUC17 . . . . . E1| AluJr|SINE|Alu|+|290 NA.

CC-H047 CC chr19 18203844 HPV16 2238 -- chimeric 5 19p13.11 intronic IL12RB1 . . . . . E1| AluSx1|SINE|Alu|+|310 NA.

CC-H047 CC chr4 74072830 HPV16 2238 +- chimeric 3 4q13.3 intronic ANKRD17 . . . . . E1| AluSq2|SINE|Alu|-|297 NA.

CC-H047 CC chr6 22105239 HPV16 3371 -+ chimeric 2 6p22.3 ncRNA_intronicCASC15 . . . . . E2|E4| L2|LINE|L2|-|394 NA.

CC-H047 CC chr9 118386195 HPV16 4400 -+ chimeric 2 9q33.1 intergenic . . DEC1 221272 LOC101928775 115754 L2| L3|LINE|CR1|-|177 NA.

CC-H047 CC chr12 27751027 HPV16 2238 +- chimeric 69 12p11.23 intronic PPFIBP1 . . . . . E1| AluSq|SINE|Alu|-|319;dup NA.

CC-H047 CC chr12 27751030 HPV16 2941 -+ chimeric 181 12p11.23 intronic PPFIBP1 . . . . . E2| AluSq|SINE|Alu|-|319;dup NA.

NO.19CIN CIN 1 chr1 145953321 HPV16 1099  -- chimeric 2 1q21.1 ncRNA_intronicNBPF25P . . . . . E1| L1MC|LINE|L1|-|627;dup NA.

NO.19CIN CIN 1 chr2 40645184 HPV16 3731  -- chimeric 5 2p22.1 intronic SLC8A1 . . . . . E2| . NA.

NO.19CIN CIN 1 chr2 203534221 HPV68 465  ++ chimeric 2 2q33.2 intronic FAM117B . . . . . E6| . NA.

NO.19CIN CIN 1 chr3 10080240 HPV16 5805  -- chimeric 2 3p25.3 intronic FANCD2 . . . . . L1| . NA.

NO.19CIN CIN 1 chr4 49112716 HPV16 1314  ++ chimeric 10 4p11 intergenic . . CWH43 48621 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.19CIN CIN 1 chr4 49112787 HPV16 1314  ++ chimeric 11 4p11 intergenic . . CWH43 48692 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.19CIN CIN 1 chr4 49113132 HPV16 1313  ++ chimeric 7 4p11 intergenic . . CWH43 49037 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.19CIN CIN 1 chr4 49114801 HPV16 1314  ++ chimeric 12 4p11 intergenic . . CWH43 50706 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|550;trf NA.

NO.19CIN CIN 1 chr4 111117715 HPV16 3912  ++ chimeric 2 4q25 intronic ELOVL6 . . . . . E5| . NA.

NO.19CIN CIN 1 chr8 38200856 HPV68 258  ++ chimeric 2 8p11.23 intronic WHSC1L1 . . . . . E6| . NA.

NO.19CIN CIN 1 chr8 116873063 HPV16 2240  ++ chimeric 2 8q23.3 intergenic . . TRPS1 191808 LINC00536 89673 E1| (CA)n|Simple_repeat|Simple_repeat|+|41;trf NA.

NO.19CIN CIN 1 chr9 132741269 HPV16 814  ++ chimeric 2 9q34.11 intronic FNBP1 . . . . . E7| . NA.

NO.19CIN CIN 1 chr10 42799792 HPV16 1314  ++ chimeric 7 10q11.21 intergenic . . NONE NONE LOC441666 27522 E1| (CATTC)n|Satellite|Satellite|+|879;trf NA.

NO.19CIN CIN 1 chr11 7230776 HPV68 5757  ++ chimeric 2 11p15.4 intergenic . . RBMXL2 118397 SYT9 42405 L1| . NA.

NO.19CIN CIN 1 chr13 40474448 HPV16 3404  -- chimeric 2 13q14.11 intergenic . . COG6 108646 LINC00332 281498 E2|E4| MIR3|SINE|MIR|+|147 NA.

NO.19CIN CIN 1 chr14 66335583 HPV16 4125  -- chimeric 4 14q23.3 intergenic . . FUT8 124744 LINC00238 617506 NONE L2a|LINE|L2|-|599 NA.

NO.19CIN CIN 1 chr14 68281230 HPV68 105  -- chimeric 2 14q24.1 intronic ZFYVE26 . . . . . E6| AluSx1|SINE|Alu|+|319 NA.

NO.19CIN CIN 1 chr14 81505043 HPV68 7116  ++ chimeric 2 14q31.1 intronic TSHR . . . . . LCR| L1MA6|LINE|L1|+|3173 NA.

NO.19CIN CIN 1 chr18 22531410 HPV30 687  ++ chimeric 2 18q11.2 intergenic . . LOC729950 289248 ZNF521 110478 E7| MIRb|SINE|MIR|+|256 NA.

NO.19CIN CIN 1 chr18 56794648 HPV68 5391  -- chimeric 2 18q21.32 intergenic . . OACYLP 74202 SEC11C 12477 L2| . NA.

NO.19CIN CIN 1 chr20 6822051 HPV30 908  -- chimeric 2 20p12.3 intergenic . . BMP2 61141 LINC01428 305063 E1| . NA.

NO.19CIN CIN 1 chr20 32018913 HPV16 524  -- chimeric 2 20q11.21 intronic SNTA1 . . . . . E6| AluJb|SINE|Alu|+|284 NA.

NO.19CIN CIN 1 chrX 121644848 HPV30 777  -- chimeric 2 Xq25 intergenic . . GLUD2 1461052 GRIA3 673248 E7| THE1B-int|LTR|ERVL-MaLR|-|1551 NA.

NO.19CIN CIN 1 chr1 143282638 HPV16 3446  +- chimeric 3 1q21.1 intergenic . . LOC102723769 80399 MIR6077 390283 E2|E4| dup NA.

NO.19CIN CIN 1 chr2 18832256 HPV68 324  +- chimeric 2 2p24.2 intergenic . . NT5C1B-RDH14 61410 MIR4757 715934 E6| . NA.

NO.19CIN CIN 1 chr3 77513524 HPV68 535  +- chimeric 2 3p12.3 intronic ROBO2 . . . . . E7| . NA.

NO.19CIN CIN 1 chr4 22228986 HPV30 2576  -+ chimeric 2 4p15.2 intergenic . . KCNIP4 278612 LOC100505912 100004 E1| . NA.

NO.19CIN CIN 1 chr4 46159145 HPV68 773  -+ chimeric 2 4p12 intergenic . . GABRG1 33063 GABRA2 92436 E7| HERVL-int|LTR|ERVL|+|853 NA.

NO.19CIN CIN 1 chr4 49104968 HPV16 4438  -+ chimeric 8 4p11 intergenic . . CWH43 40873 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|363;trf NA.

NO.19CIN CIN 1 chr4 49105345 HPV16 4438  -+ chimeric 29 4p11 intergenic . . CWH43 41250 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|238;trf NA.

NO.19CIN CIN 1 chr4 49106776 HPV16 4438  -+ read-pair 17 4p11 intergenic . . CWH43 42681 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|258;trf NA.

NO.19CIN CIN 1 chr4 49109698 HPV16 4438  -+ chimeric 5 4p11 intergenic . . CWH43 45603 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|544;trf NA.

NO.19CIN CIN 1 chr4 49110211 HPV16 4438  -+ chimeric 3 4p11 intergenic . . CWH43 46116 NONE NONE L2| trf NA.

NO.19CIN CIN 1 chr4 49112029 HPV16 4438  -+ chimeric 13 4p11 intergenic . . CWH43 47934 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|363;trf NA.

NO.19CIN CIN 1 chr4 49112401 HPV16 4438  -+ chimeric 90 4p11 intergenic . . CWH43 48306 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.19CIN CIN 1 chr4 49114405 HPV16 4438  -+ chimeric 34 4p11 intergenic . . CWH43 50310 NONE NONE L2| trf NA.

NO.19CIN CIN 1 chr4 49153043 HPV16 4438  -+ chimeric 2 4p11 intergenic . . CWH43 88948 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|530;trf NA.

NO.19CIN CIN 1 chr6 170210292 HPV30 433  -+ chimeric 2 6q27 intergenic . . LINC00574 7323 LOC102724511 265574 E6| . NA.

NO.19CIN CIN 1 chr7 4440766 HPV68 314  +- chimeric 2 7p22.2 intergenic . . SDK1 132135 FOXK1 281164 E6| MER77|LTR|ERVL|+|101 NA.

NO.19CIN CIN 1 chr9 42296334 HPV68 3862  -+ chimeric 2 9p12 intergenic . . LOC102724238 275921 ANKRD20A2 71969 E5| (CATATA)n|Simple_repeat|Simple_repeat|+|54;dup NA.

NO.19CIN CIN 1 chr9 74521746 HPV16 4176  +- chimeric 8 9q21.13 intronic ABHD17B . . . . . NONE (CAAA)n|Simple_repeat|Simple_repeat|+|29 NA.

NO.19CIN CIN 1 chr10 38784861 HPV16 1314  -+ chimeric 4 10p11.1 intergenic . . LINC00999 43780 ACTR3BP5 204866 E1| (GAATG)n|Satellite|Satellite|+|289;trf NA.

NO.19CIN CIN 1 chr10 99456157 HPV30 2929  +- chimeric 2 10q24.2 intergenic . . AVPI1 9142 MARVELD1 17308 E2| ERVL-E-int|LTR|ERVL|+|478 NA.

NO.19CIN CIN 1 chr11 46873393 HPV16 111  +- chimeric 11 11p11.2ncRNA_intronicLRP4-AS1 . . . . . E6| L1PA16|LINE|L1|-|683 NA.

NO.19CIN CIN 1 chr11 119859115 HPV68 895  +- chimeric 2 11q23.3 intergenic . . LOC102724301 248782 TRIM29 122879 E1| LTR26E|LTR|ERV1|-|582 NA.

NO.19CIN CIN 1 chr12 105652658 HPV68 5804  +- chimeric 2 12q23.3 intergenic . . APPL2 22650 C12orf75 71756 L1| . NA.

NO.19CIN CIN 1 chr14 72042929 HPV68 619  -+ chimeric 2 14q24.2 intronic SIPA1L1 . . . . . E7| . NA.

NO.19CIN CIN 1 chr16 34022659 HPV68 49  -+ chimeric 2 16p11.2 intergenic . . LINC00273 60156 UBE2MP1 381143 E6| ALR/Alpha|Satellite|centr|+|1094;trf NA.

NO.19CIN CIN 1 chr16 54463950 HPV16 2744  +- chimeric 2 16q12.2 intergenic . . IRX3 143572 CRNDE 488827 E1| MIRc|SINE|MIR|-|128 NA.

NO.19CIN CIN 1 chr16 87341050 HPV16 6092  -+ chimeric 2 16q24.2 intronic C16orf95 . . . . . L1| HSMAR2|DNA|TcMar-Mariner|-|48 NA.

NO.19CIN CIN 1 chrX 64329233 HPV16 824  -+ chimeric 3 Xq11.2 intergenic . . ZC4H2 74609 ZC3H12B 379382 E7| L1MB8|LINE|L1|-|796 NA.

NO.27CIN CIN 1 chr1 16333148 HPV33 652  ++ chimeric 2 1p36.13 UTR3 C1orf64 NM_178840 . . . . E7| L2a|LINE|L2|-|316 NA.

NO.27CIN CIN 1 chr1 107644345 HPV33 169  ++ chimeric 2 1p13.3 intergenic . . PRMT6 42429 NTNG1 38284 E6| . NA.

NO.27CIN CIN 1 chr1 109367455 HPV33 4006  -- chimeric 2 1p13.3 intronic AKNAD1 . . . . . E5| AluJo|SINE|Alu|-|104 NA.

NO.27CIN CIN 1 chr1 121484799 HPV33 6319  -- chimeric 2 1p11.2 intergenic . . EMBP1 171113 NONE NONE L1| ALR/Alpha|Satellite|centr|-|5279;trf NA.

NO.27CIN CIN 1 chr2 62072610 HPV33 7644  ++ chimeric 2 2p15 intronic FAM161A . . . . . LCR| . NA.

NO.27CIN CIN 1 chr2 217196432 HPV33 183  -- chimeric 2 2q35 intronic MARCH4 . . . . . E6| L1MEg|LINE|L1|+|2001 NA.

NO.27CIN CIN 1 chr3 83341258 HPV33 695  ++ chimeric 2 3p12.2 intergenic . . GBE1 1530308 LINC00971 1346298 E7| L1PA6|LINE|L1|+|2317 NA.

NO.27CIN CIN 1 chr4 119296382 HPV33 4155  ++ chimeric 3 4q26 intergenic . . PRSS12 22460 CEP170P1 141113 NONE AluYa5|SINE|Alu|-|310;trf NA.

NO.27CIN CIN 1 chr5 16154882 HPV33 467  ++ chimeric 2 5p15.1 intronic MARCH11 . . . . . E6| L1M5|LINE|L1|+|310 NA.

NO.27CIN CIN 1 chr5 121990888 HPV33 7117  -- chimeric 2 5q23.2 ncRNA_intronicLOC101927379 . . . . . LCR| . NA.

NO.27CIN CIN 1 chr5 141436334 HPV33 4177  ++ chimeric 2 5q31.3 intergenic . . GNPDA1 43714 NDFIP1 51990 NONE . NA.

NO.27CIN CIN 1 chr6 97644780 HPV33 246  -- chimeric 2 6q16.1 ncRNA_intronicMIR548H3 . . . . . E6| (TA)n|Simple_repeat|Simple_repeat|+|92 NA.

NO.27CIN CIN 1 chr6 153365662 HPV33 903  -- chimeric 2 6q25.2 intronic RGS17 . . . . . E1| . NA.

NO.27CIN CIN 1 chr7 2407491 HPV33 4157  ++ chimeric 16 7p22.3 intronic EIF3B . . . . . NONE AluSx1|SINE|Alu|-|314;trf NA.

NO.27CIN CIN 1 chr7 20074455 HPV33 733  -- chimeric 2 7p21.1 ncRNA_intronicLOC101927668 . . . . . E7| . NA.

NO.27CIN CIN 1 chr9 19392309 HPV33 4155  ++ chimeric 2 9p22.1 intergenic . . RPS6 12074 ACER2 16616 NONE AluYa5|SINE|Alu|-|313 NA.

NO.27CIN CIN 1 chr11 5640953 HPV33 4155  ++ chimeric 2 11p15.4 intronic TRIM6-TRIM34 . . . . . NONE AluSx1|SINE|Alu|-|307 NA.

NO.27CIN CIN 1 chr12 50772615 HPV33 3922  -- chimeric 2 12q13.12 intronic FAM186A . . . . . E5| L1MC4a|LINE|L1|+|346 NA.

NO.27CIN CIN 1 chr12 66451372 HPV33 4127  -- read-pair 11 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 NONE . NA.

NO.27CIN CIN 1 chr13 52667107 HPV33 815  ++ chimeric 2 13q14.3 intronic NEK5 . . . . . E7| . NA.

NO.27CIN CIN 1 chr13 84002454 HPV33 679  -- chimeric 2 13q31.1 intergenic . . NONE NONE SLITRK1 448886 E7| L1PA16|LINE|L1|-|239 NA.

NO.27CIN CIN 1 chr13 91054408 HPV33 541  -- chimeric 2 13q31.3 intergenic . . MIR622 170877 LINC01049 91134 E6| . NA.

NO.27CIN CIN 1 chr14 74421641 HPV33 4155  ++ chimeric 4 14q24.3 intronic COQ6 . . . . . NONE . NA.

NO.27CIN CIN 1 chr16 66323176 HPV33 797  ++ chimeric 2 16q21 intergenic . . LINC00922 712973 CDH5 77349 E7| MLT1F|LTR|ERVL-MaLR|-|542 NA.

NO.27CIN CIN 1 chr18 36784881 HPV33 467  ++ chimeric 2 18q12.2 intergenic . . MIR4318 1547703 LINC00669 2007 E6| . NA.

NO.27CIN CIN 1 chr19 42928988 HPV33 570  -- chimeric 2 19q13.2 ncRNA_exonicLIPE-AS1 . . . . . NONE . NA.

NO.27CIN CIN 1 chr1 121484881 HPV33 5215  -+ chimeric 2 1p11.2 intergenic . . EMBP1 171195 NONE NONE L2| ALR/Alpha|Satellite|centr|-|5279;trf NA.

NO.27CIN CIN 1 chr2 117893352 HPV33 4155  -+ chimeric 3 2q14.1 intergenic . . DPP10 1291026 DDX18 678903 NONE AluYb8|SINE|Alu|+|318;trf NA.

NO.27CIN CIN 1 chr4 32739416 HPV33 630  +- chimeric 2 4p15.1 intergenic . . LOC102723828 582388 LOC1019286221158545 E7| . NA.

NO.27CIN CIN 1 chr4 81501010 HPV33 1162  -+ chimeric 2 4q21.21 intronic C4orf22 . . . . . E1| . NA.

NO.27CIN CIN 1 chr9 1034239 HPV33 4908  +- chimeric 2 9p24.3 intergenic . . DMRT3 42507 LINC01230 13904 L2| . NA.

NO.27CIN CIN 1 chr9 72139752 HPV33 937  +- chimeric 2 9q21.11 intronic APBA1 . . . . . E1| L1PA16|LINE|L1|+|3688 NA.

NO.27CIN CIN 1 chr11 130351933 HPV33 864  -+ chimeric 2 11q24.3 intergenic . . ADAMTS15 5394 MIR8052 184697 E7| MIR3|SINE|MIR|+|173 NA.

NO.27CIN CIN 1 chr12 62743790 HPV33 5869  -+ chimeric 2 12q14.1 intronic USP15 . . . . . L1| . NA.

NO.27CIN CIN 1 chr13 98592206 HPV33 3429  -+ chimeric 2 13q32.2 intergenic . . RAP2A 471954 IPO5 13723 E2|E4| L1MB3|LINE|L1|+|393 NA.

NO.27CIN CIN 1 chr15 46979232 HPV33 799  -+ chimeric 2 15q21.1 intergenic . . SQRDL 995740 SEMA6D 497171 E7| . NA.

NO.27CIN CIN 1 chr16 63473839 HPV33 5184  +- chimeric 2 16q21 intergenic . . CDH8 1403100 CDH11 1506844 L2| . NA.



NO.27CIN CIN 1 chr18 68102580 HPV33 4123  -+ chimeric 2 18q22.2 intergenic . . LOC101060542 50753 GTSCR1 195175 NONE . NA.

NO.27CIN CIN 1 chr19 38174391 HPV33 463  -+ chimeric 2 19q13.12 intronic ZNF781 . . . . . E6| AluSq2|SINE|Alu|-|300 NA.

NO.27CIN CIN 1 chr20 10972236 HPV33 6694  +- chimeric 2 20p12.2 intergenic . . LOC101929413 82316 LOC339593 275071 L1| MLT1H|LTR|ERVL-MaLR|+|491 NA.

NO.27CIN CIN 1 chr20 29853591 HPV33 986  -+ chimeric 2 20q11.21 intergenic . . DEFB115 6156 DEFB116 37424 E1| L1PA5|LINE|L1|-|5542 NA.

NO.29CIN CIN 1 chr2 54159785 HPV51 1122  -- chimeric 2 2p16.2 intronic PSME4 . . . . . E1| . NA.

NO.29CIN CIN 1 chr2 206936046 HPV51 4087  ++ chimeric 2 2q33.3 intronic INO80D . . . . . NONE FLAM_A|SINE|Alu|-|126 NA.

NO.29CIN CIN 1 chr7 118343868 HPV51 3906  ++ chimeric 2 7q31.31 intergenic . . ANKRD7 461084 KCND2 1569854 NONE AluYa5|SINE|Alu|-|310;trf NA.

NO.29CIN CIN 1 chr12 66451464 HPV51 3944  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33958 LLPH 65385 NONE AluSx1|SINE|Alu|-|307 NA.

NO.29CIN CIN 1 chr12 66451464 HPV51 4098  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33958 LLPH 65385 NONE AluSx1|SINE|Alu|-|307 NA.

NO.29CIN CIN 1 chr20 32816001 HPV51 3947  ++ chimeric 2 20q11.22 intergenic . . EIF2S2 115916 ASIP 32170 NONE (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.29CIN CIN 1 chr20 39954644 HPV51 1098  -- chimeric 2 20q12 intergenic . . ZHX3 25905 LPIN3 14849 E1| AluY|SINE|Alu|+|306 NA.

NO.29CIN CIN 1 chr21 35074388 HPV51 7309  -- chimeric 2 21q22.11 intronic ITSN1 . . . . . LCR| AluSx1|SINE|Alu|+|282 NA.

NO.29CIN CIN 1 chr2 8500894 HPV51 4074  -+ chimeric 2 2p25.1 intergenic . . LINC00299 32345 LOC101929567 199069 NONE . NA.

NO.29CIN CIN 1 chr2 50626926 HPV51 4074  -+ chimeric 2 2p16.3 intronic NRXN1 . . . . . NONE . NA.

NO.29CIN CIN 1 chr2 103791835 HPV51 4282  -+ chimeric 2 2q12.1 intergenic . . TMEM182 357697 LOC1002870101203473 L2| . NA.

NO.29CIN CIN 1 chr4 167524870 HPV51 4011  -+ chimeric 2 4q32.3 intergenic . . TLL1 499261 SPOCK3 129666 NONE L1MC1|LINE|L1|+|2958;trf NA.

NO.29CIN CIN 1 chr17 1258425 HPV51 401  -+ chimeric 2 17p13.3 intronic YWHAE . . . . . E6| (A)n|Simple_repeat|Simple_repeat|+|32;trf NA.

NO.31CIN CIN 1 chr1 121485195 HPV58 2680  -- chimeric 2 1p11.2 intergenic . . EMBP1 171509 NONE NONE E1| ALR/Alpha|Satellite|centr|-|5279;trf NA.

NO.31CIN CIN 1 chr1 227839441 HPV58 561  ++ chimeric 2 1q42.13 intronic ZNF678 . . . . . NONE L1M3a|LINE|L1|-|739 NA.

NO.31CIN CIN 1 chr3 236471 HPV58 102  -- chimeric 2 3p26.3 intergenic . . LOC102723448 170296 CHL1 1808 LCR| . NA.

NO.31CIN CIN 1 chr3 8611004 HPV58 7814  ++ chimeric 2 3p26.1 intergenic . . LMCD1 1193 LINC00312 2464 LCR| . NA.

NO.31CIN CIN 1 chr3 147047872 HPV58 7648  -- chimeric 2 3q24 intergenic . . PLSCR5 723869 ZIC4 55963 LCR| . NA.

NO.31CIN CIN 1 chr3 157995622 HPV58 884  -- chimeric 2 3q25.32 intronic RSRC1 . . . . . E1| FRAM|SINE|Alu|-|165 NA.

NO.31CIN CIN 1 chr5 44994241 HPV58 2964  ++ chimeric 2 5p12 intergenic . . MRPS30 178623 HCN1 260811 E2| . NA.

NO.31CIN CIN 1 chr5 86702207 HPV58 166  ++ chimeric 2 5q14.3 intronic CCNH . . . . . E6| . NA.

NO.31CIN CIN 1 chr5 92423890 HPV58 909  -- chimeric 2 5q15 intergenic . . ARRDC3-AS1 1707358 NR2F1-AS1 321172 E1| Plat_L3|LINE|CR1|-|277 NA.

NO.31CIN CIN 1 chr6 62017571 HPV58 421  ++ chimeric 2 6q11.1 intergenic . . NONE NONE MTRNR2L9 266437 E6| MIR|SINE|MIR|-|67 NA.

NO.31CIN CIN 1 chr6 114377729 HPV58 4417  ++ chimeric 2 6q21 ncRNA_intronicLOC101927768 . . . . . L2| . NA.

NO.31CIN CIN 1 chr6 160521833 HPV58 7227  ++ chimeric 2 6q25.3 intronic IGF2R . . . . . LCR| AluSx|SINE|Alu|-|313;trf NA.

NO.31CIN CIN 1 chr7 89047462 HPV58 3910  -- chimeric 2 7q21.13 intergenic . . ZNF804B 81116 STEAP2-AS1 464205 E5| . NA.

NO.31CIN CIN 1 chr7 107410641 HPV58 7177  -- chimeric 2 7q31.1 intronic SLC26A3 . . . . . LCR| . NA.

NO.31CIN CIN 1 chr7 107410713 HPV58 7274  ++ chimeric 3 7q31.1 intronic SLC26A3 . . . . . LCR| AluJb|SINE|Alu|-|315;trf NA.

NO.31CIN CIN 1 chr7 118343868 HPV58 7202  ++ chimeric 2 7q31.31 intergenic . . ANKRD7 461084 KCND2 1569854 LCR| AluYa5|SINE|Alu|-|310;trf NA.

NO.31CIN CIN 1 chr8 140667510 HPV58 445  -- chimeric 2 8q24.3 intronic KCNK9 . . . . . E6| . NA.

NO.31CIN CIN 1 chr11 120948294 HPV58 81  -- chimeric 2 11q23.3 intronic TBCEL . . . . . LCR| L1M5|LINE|L1|-|2481 NA.

NO.31CIN CIN 1 chr12 29257857 HPV58 891  -- chimeric 2 12p11.22 intergenic . . CCDC91 554758 FAR2 44079 E1| . NA.

NO.31CIN CIN 1 chr12 66451372 HPV58 3910  -- chimeric 2 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 E5| . NA.

NO.31CIN CIN 1 chr12 66451372 HPV58 7193  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 LCR| . NA.

NO.31CIN CIN 1 chr12 66451445 HPV58 7200  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33939 LLPH 65404 LCR| AluSx1|SINE|Alu|-|307;trf NA.

NO.31CIN CIN 1 chr12 66451453 HPV58 7299  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33947 LLPH 65396 LCR| AluSx1|SINE|Alu|-|307;trf NA.

NO.31CIN CIN 1 chr12 66451464 HPV58 7206  ++ chimeric 4 12q14.3 intergenic . . MIR6074 33958 LLPH 65385 LCR| AluSx1|SINE|Alu|-|307 NA.

NO.31CIN CIN 1 chr12 75407139 HPV58 887  -- chimeric 2 12q21.1 intergenic . . ATXN7L3B 471907 KCNC2 26719 E1| HERVL-int|LTR|ERVL|+|2734 NA.

NO.31CIN CIN 1 chr12 98073759 HPV58 801  -- chimeric 2 12q23.1 intergenic . . MIR135A2 116070 LOC643711 33431 E7| dup NA.

NO.31CIN CIN 1 chr14 54079320 HPV58 439  ++ chimeric 2 14q22.1 intergenic . . LOC101927620 455074 MIR5580 335825 E6| AluY|SINE|Alu|+|306 NA.

NO.31CIN CIN 1 chr15 77910946 HPV58 7279  ++ chimeric 2 15q24.3 intronic LINGO1 . . . . . LCR| AluYa5|SINE|Alu|-|316;trf NA.

NO.31CIN CIN 1 chr15 77910951 HPV58 7202  ++ chimeric 2 15q24.3 intronic LINGO1 . . . . . LCR| AluYa5|SINE|Alu|-|316 NA.

NO.31CIN CIN 1 chr17 75479615 HPV58 25  ++ chimeric 2 17q25.3 intronic SEPT9 . . . . . LCR| . NA.

NO.31CIN CIN 1 chr19 30164683 HPV58 430  -- chimeric 2 19q12 intronic PLEKHF1 . . . . . E6| . NA.

NO.31CIN CIN 1 chr20 32816001 HPV58 7293  ++ chimeric 2 20q11.22 intergenic . . EIF2S2 115916 ASIP 32170 LCR| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.31CIN CIN 1 chrX 76995531 HPV58 397  ++ chimeric 2 Xq21.1 intronic ATRX . . . . . E6| AluSq|SINE|Alu|+|311;trf NA.

NO.31CIN CIN 1 chr2 73779912 HPV58 6296  +- chimeric 3 2p13.1 intronic ALMS1 . . . . . L1| . NA.

NO.31CIN CIN 1 chr3 124829872 HPV58 3497  +- chimeric 2 3q21.2 intronic SLC12A8 . . . . . E2|E4| L2c|LINE|L2|+|283 NA.

NO.31CIN CIN 1 chr4 1708952 HPV58 7212  -+ chimeric 2 4p16.3 intronic SLBP . . . . . LCR| AluYb9|SINE|Alu|+|318 NA.

NO.31CIN CIN 1 chr5 52944002 HPV58 4212  +- chimeric 2 5q11.2 intronic NDUFS4 . . . . . NONE . NA.

NO.31CIN CIN 1 chr6 78103212 HPV58 130  -+ chimeric 2 6q14.1 intergenic . . IMPG1 1320817 HTR1B 68736 E6| MER82|DNA|TcMar-Tigger|+|652 NA.

NO.31CIN CIN 1 chr7 34224111 HPV58 361  -+ chimeric 2 7p14.3 intergenic . . BMPER 28627 NPSR1-AS1 162013 E6| . NA.

NO.31CIN CIN 1 chr9 95625395 HPV58 1749  +- chimeric 2 9q22.31 intronic ZNF484 . . . . . E1| L1PA10|LINE|L1|+|671 NA.

NO.31CIN CIN 1 chr9 113006087 HPV58 110  +- chimeric 2 9q31.3 downstream TXN . . . . . E6|LCR| . NA.

NO.31CIN CIN 1 chr11 60609373 HPV58 70  -+ chimeric 2 11q12.2 upstream CCDC86 . . . . . LCR| . NA.

NO.31CIN CIN 1 chr12 66451446 HPV58 3077  +- chimeric 4 12q14.3 intergenic . . MIR6074 33940 LLPH 65403 E2| AluSx1|SINE|Alu|-|307;trf NA.

NO.31CIN CIN 1 chr13 50403757 HPV58 4010  -+ chimeric 2 13q14.2 intergenic . . KPNA3 36700 CTAGE10P 60788 E5| AluSq|SINE|Alu|+|312;trf NA.

NO.31CIN CIN 1 chr15 35185363 HPV58 433  -+ chimeric 2 15q14 intronic AQR . . . . . E6| LTR10B1|LTR|ERV1|-|435 NA.

NO.31CIN CIN 1 chr15 88766764 HPV58 4345  +- chimeric 2 15q25.3 intronic NTRK3 . . . . . L2| . NA.

NO.31CIN CIN 1 chr16 5580926 HPV58 4203  -+ chimeric 2 16p13.3 intergenic . . FAM86A 433105 LOC101926950 70244 NONE AluSq2|SINE|Alu|+|345 NA.

NO.31CIN CIN 1 chr20 26317347 HPV58 857  +- chimeric 2 20p11.1 intergenic . . MIR663AHG 127478 NONE NONE E7| ALR/Alpha|Satellite|centr|+|34146;trf NA.

NO.31CIN CIN 1 chr20 32816001 HPV58 1206  +- chimeric 3 20q11.22 intergenic . . EIF2S2 115916 ASIP 32170 E1| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.31CIN CIN 1 chrX 112662490 HPV58 491  +- chimeric 3 Xq23 ncRNA_intronicLOC101928437 . . . . . E6| L1MA2|LINE|L1|+|4684 NA.

45CIN CIN 1 chr1 24751561 HPV52 2653  -- chimeric 2 1p36.11 intronic NIPAL3 . . . . . E1| . NA.

45CIN CIN 1 chr1 112032544 HPV52 108  ++ chimeric 2 1p13.2 intronic ADORA3 . . . . . E6| . NA.

45CIN CIN 1 chr1 121484803 HPV52 659  -- chimeric 5 1p11.2 intergenic . . EMBP1 171117 NONE NONE E7| ALR/Alpha|Satellite|centr|-|5279;trf NA.

45CIN CIN 1 chr1 147831780 HPV52 945  -- chimeric 2 1q21.2 intronic NBPF8 . . . . . E1| AluSx|SINE|Alu|-|29;dup NA.

45CIN CIN 1 chr2 147332505 HPV52 6377  ++ chimeric 2 2q22.3 intergenic . . TEX41 1498214 PABPC1P2 12120 L1| . NA.

45CIN CIN 1 chr2 183534487 HPV52 3894  ++ chimeric 13 2q32.1 intergenic . . PDE1A 146915 DNAJC10 46281 NONE LTR32|LTR|ERVL|+|442 NA.

45CIN CIN 1 chr2 191352123 HPV52 430  ++ chimeric 2 2q32.2 intronic MFSD6 . . . . . E6| L1M5|LINE|L1|+|129 NA.

45CIN CIN 1 chr2 242171722 HPV52 867  -- chimeric 2 2q37.3 intronic HDLBP . . . . . E1| AluSx|SINE|Alu|-|293 NA.

45CIN CIN 1 chr3 36829963 HPV52 14  ++ chimeric 2 3p22.2 intergenic . . DCLK3 48611 TRANK1 38345 LCR| LTR16A|LTR|ERVL|+|136 NA.

45CIN CIN 1 chr3 64109672 HPV52 482  ++ chimeric 2 3p14.1 intronic PRICKLE2 . . . . . E6| Tigger1|DNA|TcMar-Tigger|+|2347 NA.

45CIN CIN 1 chr3 107733851 HPV52 545  -- chimeric 2 3q13.12 intergenic . . LINC00636 86098 CD47 28090 E6| . NA.

45CIN CIN 1 chr3 140488350 HPV52 482  ++ chimeric 2 3q23 intergenic . . TRIM42 68358 SLC25A36 172312 E6| . NA.

45CIN CIN 1 chr3 191366340 HPV52 230  -- chimeric 2 3q28 intergenic . . LINCR-0002 58195 FGF12 490842 E6| MER4A1|LTR|ERV1|+|473 NA.

45CIN CIN 1 chr4 39535366 HPV52 123  ++ chimeric 2 4p14 ncRNA_intronicMIR1273H,UGDH-AS1 . . . . . E6| THE1B-int|LTR|ERVL-MaLR|+|1165 NA.

45CIN CIN 1 chr4 69095822 HPV52 4056  -- chimeric 2 4q13.2 intronic TMPRSS11B . . . . . E5| L1PA16|LINE|L1|-|392 NA.

45CIN CIN 1 chr4 69115844 HPV52 7731  ++ chimeric 8 4q13.2 intergenic . . TMPRSS11B 4432 YTHDC1 60261 LCR| . NA.

45CIN CIN 1 chr4 111720676 HPV52 904  -- chimeric 2 4q25 intergenic . . PITX2 157397 C4orf32 1345877 E1| . NA.

45CIN CIN 1 chr4 112944900 HPV52 916  -- chimeric 2 4q25 intergenic . . PITX2 1381621 C4orf32 121653 E1| MamGypLTR2c|LTR|Gypsy|+|983 NA.

45CIN CIN 1 chr4 158326611 HPV52 998  -- chimeric 2 4q32.1 intergenic . . GRIA2 39385 LOC340017 167031 E1| HERVL-int|LTR|ERVL|-|3470 NA.

45CIN CIN 1 chr5 131720400 HPV52 621  -- chimeric 2 5q31.1 intronic SLC22A5 . . . . . E7| . NA.

45CIN CIN 1 chr5 169493910 HPV52 3512  -- chimeric 2 5q35.1 intronic DOCK2 . . . . . E2|E4| MER58A|DNA|hAT-Charlie|+|216 NA.

45CIN CIN 1 chr6 14722302 HPV52 1704  ++ chimeric 2 6p23 intergenic . . LINC01108 436617 JARID2 523904 E1| . NA.

45CIN CIN 1 chr8 135920536 HPV52 4305  ++ chimeric 2 8q24.22 intergenic . . LOC101927845 26394 LOC286094 325838 L2| L1PB2|LINE|L1|-|2228 NA.

45CIN CIN 1 chr9 42437862 HPV52 3988  -- chimeric 2 9p12 intergenic . . ANKRD20A3 25999 FAM95B1 30727 E5| dup NA.

45CIN CIN 1 chr9 75753483 HPV52 834  ++ chimeric 2 9q21.13 intergenic . . ALDH1A1 185250 ANXA1 13298 E7| . NA.

45CIN CIN 1 chr9 75791041 HPV52 560  -- chimeric 3 9q21.13 intergenic . . ANXA1 5734 MIR6130 576999 E7| MER41-int|LTR|ERV1|+|763 NA.

45CIN CIN 1 chr9 99387833 HPV52 3305  ++ chimeric 2 9q22.33 intergenic . . CDC14B 5721 AAED1 15700 E2| . NA.

45CIN CIN 1 chr9 111304601 HPV52 374  -- chimeric 2 9q31.3 intergenic . . KLF4 1052554 ACTL7B 312268 E6| . NA.

45CIN CIN 1 chr10 16132320 HPV52 3504  -- chimeric 2 10p13 intergenic . . FAM188A 229801 PTER 346622 E2|E4| L1PA11|LINE|L1|+|1821 NA.

45CIN CIN 1 chr10 42385982 HPV52 2887  -- chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 441332 E2| HSATII|Satellite|Satellite|-|1123;trf NA.

45CIN CIN 1 chr10 42597058 HPV52 2887  -- chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 230256 E2| dup;trf NA.

45CIN CIN 1 chr10 105478731 HPV52 2837  ++ chimeric 2 10q24.33 intronic SH3PXD2A . . . . . E2| MLT1A0|LTR|ERVL-MaLR|+|335 NA.

45CIN CIN 1 chr10 108769663 HPV52 7261  ++ chimeric 2 10q25.1 intronic SORCS1 . . . . . LCR| . NA.

45CIN CIN 1 chr11 1270441 HPV52 667  ++ chimeric 2 11p15.5 exonic MUC5B NM_002458 . . . . E7| dup;trf NA.

45CIN CIN 1 chr11 10627572 HPV52 6994  ++ chimeric 2 11p15.4 intronic MRVI1 . . . . . L1| MIRc|SINE|MIR|+|212 NA.

45CIN CIN 1 chr11 85712172 HPV52 935  -- chimeric 2 11q14.2 exonic PICALM NM_001206946 . . . . E1| . NA.

45CIN CIN 1 chr12 22565834 HPV52 612  -- chimeric 2 12p12.1 intergenic . . ST8SIA1 78186 C2CD5 35646 E7| . NA.

45CIN CIN 1 chr12 60536373 HPV52 962  -- chimeric 2 12q14.1 intergenic . . SLC16A7 352738 FAM19A2 1565656 E1| L1MC4|LINE|L1|-|1058 NA.

45CIN CIN 1 chr13 105858493 HPV52 634  -- chimeric 2 13q33.2 intergenic . . LINC01309 1778458 DAOA-AS1 252913 E7| Kanga2_a|DNA|TcMar-Tc2|+|516 NA.

45CIN CIN 1 chr14 80746499 HPV52 340  ++ chimeric 2 14q31.1ncRNA_intronicDIO2-AS1 . . . . . E6| . NA.

45CIN CIN 1 chr15 80902727 HPV52 647  ++ chimeric 2 15q25.1 intergenic . . ARNT2 12450 ABHD17C 84925 E7| AluSz|SINE|Alu|-|314 NA.

45CIN CIN 1 chr15 90110778 HPV52 136  -- chimeric 2 15q26.1 intergenic . . LINC00928 43513 TICRR 8040 E6| . NA.

45CIN CIN 1 chr15 96614792 HPV52 123  ++ chimeric 2 15q26.2 intergenic . . LINC00924 563716 NR2F2-AS1 55797 E6| . NA.

45CIN CIN 1 chr17 2701807 HPV52 456  ++ chimeric 2 17p13.3 intronic RAP1GAP2 . . . . . E6| . NA.

45CIN CIN 1 chr17 4961250 HPV52 14  -- chimeric 2 17p13.2 intergenic . . SLC52A1 22523 ZFP3 20504 LCR| . NA.

45CIN CIN 1 chr17 15846563 HPV52 967  -- chimeric 2 17p12 intergenic . . LOC101928567 125507 ADORA2B 1668 E1| . NA.

45CIN CIN 1 chr17 66830947 HPV52 572  -- chimeric 2 17q24.2 intergenic . . LINC01482 155200 ABCA8 32481 E7| AluJb|SINE|Alu|-|303 NA.

45CIN CIN 1 chr17 76311108 HPV52 3565  -- read-pair 5 17q25.3 intergenic . . LOC100996291 36535 SOCS3 41750 E2|E4| MIRc|SINE|MIR|+|154 NA.

45CIN CIN 1 chr19 21602928 HPV52 3384  ++ chimeric 2 19p12 intronic ZNF493 . . . . . E2|E4| . NA.

45CIN CIN 1 chr20 54042889 HPV52 2482  ++ chimeric 2 20q13.2ncRNA_intronicLINC01440,LINC01441 . . . . . E1| . NA.

45CIN CIN 1 chrX 44751380 HPV52 105  ++ chimeric 2 Xp11.3 intronic KDM6A . . . . . E6| L1MD1|LINE|L1|-|143 NA.

45CIN CIN 1 chrX 66463101 HPV52 245  ++ chimeric 2 Xq12 intergenic . . EDA2R 603961 AR 300773 E6| THE1B-int|LTR|ERVL-MaLR|+|1400 NA.

45CIN CIN 1 chrX 75411420 HPV52 5635  -- chimeric 2 Xq13.3 intergenic . . PBDC1 13275 MAGEE1 236626 L1|L2| L1MA8|LINE|L1|-|191 NA.

45CIN CIN 1 chrX 129109892 HPV52 87  ++ chimeric 2 Xq26.1 intergenic . . UTP14A 46154 BCORL1 29272 LCR| L2c|LINE|L2|-|136 NA.

45CIN CIN 1 chr1 47176202 HPV52 934  +- chimeric 2 1p33 intronic EFCAB14 . . . . . E1| L1MA5A|LINE|L1|-|345 NA.

45CIN CIN 1 chr1 97141357 HPV52 1319  +- chimeric 2 1p21.3 intergenic . . LOC101928241 301676 PTBP2 45804 E1| L1MC1|LINE|L1|-|2293 NA.

45CIN CIN 1 chr1 196279475 HPV52 646  +- chimeric 3 1q31.3 intronic KCNT2 . . . . . E7| . NA.

45CIN CIN 1 chr1 217397374 HPV52 956  +- chimeric 2 1q41 intergenic . . ESRRG 86277 GPATCH2 202961 E1| MIRc|SINE|MIR|-|157 NA.

45CIN CIN 1 chr1 247442230 HPV52 3949  -+ chimeric 2 1q44 intergenic . . VN1R5 21783 ZNF496 21392 E5| AluSx|SINE|Alu|+|304 NA.

45CIN CIN 1 chr2 9984270 HPV52 332  +- chimeric 2 2p25.1 intronic TAF1B . . . . . E6| . NA.

45CIN CIN 1 chr2 112905551 HPV52 555  +- chimeric 2 2q13 intronic FBLN7 . . . . . E7| . NA.

45CIN CIN 1 chr2 131102167 HPV52 899  +- chimeric 2 2q21.1 intronic IMP4 . . . . . E1| . NA.

45CIN CIN 1 chr2 221134877 HPV52 156  +- chimeric 2 2q35 intergenic . . MIR4268 363591 EPHA4 1147870 E6| . NA.

45CIN CIN 1 chr3 82846675 HPV52 7146  +- chimeric 2 3p12.2 intergenic . . GBE1 1035725 LINC00971 1840881 L1| HAL1|LINE|L1|-|447 NA.

45CIN CIN 1 chr3 125357977 HPV52 5706  +- chimeric 2 3q21.2 intergenic . . OSBPL11 43596 MIR548I1 151270 L1| L1P4|LINE|L1|+|296 NA.

45CIN CIN 1 chr4 32738392 HPV52 5593  +- chimeric 2 4p15.1 intergenic . . LOC102723828 581364 LOC1019286221159569 L1|L2| . NA.

45CIN CIN 1 chr4 68612997 HPV52 924  +- chimeric 2 4q13.2 intronic GNRHR . . . . . E1| . NA.

45CIN CIN 1 chr4 69113913 HPV52 480  -+ chimeric 2 4q13.2 intergenic . . TMPRSS11B 2501 YTHDC1 62192 E6| L1M5|LINE|L1|-|1145 NA.

45CIN CIN 1 chr4 69115568 HPV52 141  -+ chimeric 3 4q13.2 intergenic . . TMPRSS11B 4156 YTHDC1 60537 E6| . NA.

45CIN CIN 1 chr4 121638956 HPV52 911  +- chimeric 2 4q27 intronic PRDM5 . . . . . E1| . NA.

45CIN CIN 1 chr4 129691976 HPV52 1090  +- chimeric 2 4q28.2 intergenic . . LOC100507487 251425 JADE1 38802 E1| . NA.

45CIN CIN 1 chr5 20363203 HPV52 2797  -+ chimeric 2 5p14.3 intronic CDH18 . . . . . E1|E2| . NA.

45CIN CIN 1 chr5 110213122 HPV52 625  +- chimeric 2 5q22.1 intergenic . . SLC25A46 114638 TSLP 194268 E7| L1MA1|LINE|L1|-|2014 NA.

45CIN CIN 1 chr5 147710632 HPV52 6794  -+ chimeric 2 5q32 ncRNA_intronicLOC102546294 . . . . . L1| L1PA4|LINE|L1|-|375 NA.

45CIN CIN 1 chr5 148714643 HPV52 447  +- chimeric 2 5q32 intronic AFAP1L1 . . . . . E6| MIR|SINE|MIR|+|207 NA.

45CIN CIN 1 chr6 24985700 HPV52 6104  -+ chimeric 2 6p22.3 intronic FAM65B . . . . . L1| . NA.

45CIN CIN 1 chr6 76876197 HPV52 5995  -+ chimeric 2 6q14.1 intergenic . . IMPG1 93802 HTR1B 1295751 L1| L1PA15|LINE|L1|+|2209 NA.

45CIN CIN 1 chr6 80841755 HPV52 6121  -+ chimeric 2 6q14.1 intronic BCKDHB . . . . . L1| . NA.

45CIN CIN 1 chr6 113816838 HPV52 902  +- chimeric 11 6q21 intergenic . . RFPL4B 1144340LOC101927686 127899 E1| . NA.

45CIN CIN 1 chr6 133411347 HPV52 566  +- chimeric 2 6q23.2 ncRNA_intronicLINC00326 . . . . . E7| . NA.

45CIN CIN 1 chr6 138562109 HPV52 824  -+ chimeric 2 6q23.3 intronic KIAA1244 . . . . . E7| LTR34|LTR|ERV1|+|718 NA.

45CIN CIN 1 chr7 135374848 HPV52 174  +- chimeric 2 7q33 intronic SLC13A4 . . . . . E6| AluSz6|SINE|Alu|+|309 NA.

45CIN CIN 1 chr8 21778439 HPV52 3534  -+ chimeric 2 8p21.3 intronic XPO7 . . . . . E2|E4| . NA.

45CIN CIN 1 chr8 24480724 HPV52 225  +- chimeric 2 8p21.2 intergenic . . LOC101929294 74593 NEFM 290550 E6| L1PB1|LINE|L1|+|2961 NA.

45CIN CIN 1 chr9 88623940 HPV52 973  +- chimeric 2 9q21.33 intronic NAA35 . . . . . E1| L1MC4|LINE|L1|-|338 NA.

45CIN CIN 1 chr9 109935951 HPV52 738  -+ chimeric 2 9q31.2 intergenic . . LOC340512 70682 RAD23B 109566 E7| Tigger3c|DNA|TcMar-Tigger|+|397 NA.

45CIN CIN 1 chr9 112338591 HPV52 4006  +- chimeric 2 9q31.3 intergenic . . PTPN3 77998 PALM2 64477 E5| AluJo|SINE|Alu|-|293 NA.

45CIN CIN 1 chr10 72321126 HPV52 5970  -+ chimeric 2 10q22.1 intronic PALD1 . . . . . L1| . NA.

45CIN CIN 1 chr10 83389543 HPV52 6552  -+ chimeric 2 10q23.1 intergenic . . SH2D4B 983227 NRG3 245527 L1| MLT1J1|LTR|ERVL-MaLR|+|416 NA.

45CIN CIN 1 chr10 112800952 HPV52 908  +- chimeric 2 10q25.2 intergenic . . SHOC2 27527 ADRA2A 35838 E1| L1M4c|LINE|L1|+|1324 NA.

45CIN CIN 1 chr10 116343493 HPV52 4576  +- chimeric 2 10q25.3 intronic ABLIM1 . . . . . L2| L1PA16|LINE|L1|+|652 NA.

45CIN CIN 1 chr12 80110735 HPV52 187  +- chimeric 2 12q21.2 intergenic . . PAWR 25945 PPP1R12A 56608 E6| . NA.

45CIN CIN 1 chr12 84084003 HPV52 569  +- chimeric 2 12q21.31 intergenic . . TMTC2 555936 SLC6A15 1169264 E7| L1MA3|LINE|L1|+|4452 NA.

45CIN CIN 1 chr12 131283543 HPV52 7167  -+ chimeric 2 12q24.33 intronic STX2 . . . . . LCR| . NA.

45CIN CIN 1 chr14 61348920 HPV52 948  +- chimeric 2 14q23.1 intronic MNAT1 . . . . . E1| L1MA2|LINE|L1|-|2341 NA.

45CIN CIN 1 chr14 78682792 HPV52 878  -+ chimeric 2 14q24.3 intergenic . . NONE NONE NONE NONE E1| dup NA.

45CIN CIN 1 chr14 102185176 HPV52 752  +- chimeric 2 14q32.31 intergenic . . DIO3 155387 LINC00239 11598 E7| . NA.

45CIN CIN 1 chr16 60077107 HPV52 3619  -+ chimeric 2 16q21 ncRNA_intronicLOC101927580 . . . . . E2| AT_rich|Low_complexity|Low_complexity|+|37 NA.

45CIN CIN 1 chr16 89453650 HPV52 4088  +- chimeric 2 16q24.3 intronic ANKRD11 . . . . . E5| . NA.

45CIN CIN 1 chr17 22256152 HPV52 7732  -+ chimeric 2 17p11.1 intergenic . . MTRNR2L1 232161 NONE NONE LCR| ALR/Alpha|Satellite|centr|+|21455;trf NA.

45CIN CIN 1 chr17 39786139 HPV52 950  +- chimeric 2 17q21.2ncRNA_intronicKRT42P . . . . . E1| dup NA.

45CIN CIN 1 chr17 48694143 HPV52 3941  -+ chimeric 2 17q21.33 intronic CACNA1G . . . . . E5| MIR|SINE|MIR|+|195 NA.

45CIN CIN 1 chr17 76311108 HPV52 212  -+ read-pair 5 17q25.3 intergenic . . LOC100996291 36535 SOCS3 41750 E6| MIRc|SINE|MIR|+|154 NA.

45CIN CIN 1 chr18 77768590 HPV52 901  -+ chimeric 3 18q23 intergenic . . TXNL4A 20058 RBFA 25756 E1| . NA.

45CIN CIN 1 chr19 35817384 HPV52 784  +- chimeric 2 19q13.12 intergenic . . MAG 12675 CD22 2685 E7| L1MB8|LINE|L1|-|1686 NA.

45CIN CIN 1 chr19 42257901 HPV52 5735  -+ chimeric 2 19q13.2 intergenic . . CEACAM5 23560 CEACAM6 1527 L1| L1MC4a|LINE|L1|-|312 NA.

45CIN CIN 1 chr20 17637280 HPV52 641  +- chimeric 2 20p12.1 intronic RRBP1 . . . . . E7| . NA.

45CIN CIN 1 chr22 19321461 HPV52 201  -+ chimeric 2 22q11.21 intronic HIRA . . . . . E6| L1M4c|LINE|L1|-|464 NA.

45CIN CIN 1 chrX 135232336 HPV52 512  +- chimeric 2 Xq26.3 intronic FHL1 . . . . . E6| . NA.

NO.42CIN CIN 1 chr3 66364168 HPV81 1451  ++ chimeric 2 3p14.1 intronic SLC25A26 . . . . . E1| L1PA10|LINE|L1|-|5641 NA.

NO.42CIN CIN 1 chr2 193650117 HPV33 263  +- chimeric 2 2q32.3 intergenic . . PCGEM1 8492 LOC1019274061558876 E6| . NA.

NO.42CIN CIN 1 chr18 39226570 HPV81 6826  +- chimeric 2 18q12.3 intergenic . . KC6 126009 PIK3C3 308629 L1| . NA.



NO.50CIN CIN 1 chr1 159827412 HPV58 506  ++ chimeric 2 1q23.2 intronic VSIG8 . . . . . E6| . NA.

NO.50CIN CIN 1 chr1 202947505 HPV58 617  -- chimeric 2 1q32.1 intergenic . . CYB5R1 11101 LOC100506747 8075 E7| MER4A|LTR|ERV1|-|97 NA.

NO.50CIN CIN 1 chr2 131144711 HPV58 382  ++ chimeric 2 2q21.1 intergenic . . PTPN18 11729 FAR2P2 29615 E6| . NA.

NO.50CIN CIN 1 chr3 54975219 HPV58 215  -- chimeric 2 3p14.3 intronic CACNA2D3 . . . . . E6| . NA.

NO.50CIN CIN 1 chr4 88017514 HPV58 107  ++ chimeric 2 4q22.1 intronic AFF1 . . . . . LCR| AluJo|SINE|Alu|-|230 NA.

NO.50CIN CIN 1 chr5 41369641 HPV58 107  ++ chimeric 2 5p13.1 intronic PLCXD3 . . . . . LCR| AluSx1|SINE|Alu|-|288 NA.

NO.50CIN CIN 1 chr5 54022520 HPV58 317  ++ chimeric 2 5q11.2 ncRNA_intronicLOC102467080 . . . . . E6| AluSz|SINE|Alu|+|289 NA.

NO.50CIN CIN 1 chr5 83743022 HPV58 707  ++ chimeric 2 5q14.3 intergenic . . EDIL3 62337 NBPF22P 1835240 E7| . NA.

NO.50CIN CIN 1 chr6 62678110 HPV58 135  -- chimeric 2 6q11.1 intronic KHDRBS2 . . . . . E6| . NA.

NO.50CIN CIN 1 chr6 153454696 HPV58 7308  ++ chimeric 2 6q25.2 intergenic . . RGS17 2307 OPRM1 876935 LCR| LTR12C|LTR|ERV1|+|1380 NA.

NO.50CIN CIN 1 chr7 63510934 HPV58 1578  ++ chimeric 2 7q11.21 intronic ZNF727 . . . . . E1| LTR49-int|LTR|ERV1|-|387;dup NA.

NO.50CIN CIN 1 chr8 94337390 HPV58 3796  ++ chimeric 2 8q22.1 intergenic . . C8orf87 158311 LINC00535 21305 E2| . NA.

NO.50CIN CIN 1 chr8 120559541 HPV58 356  ++ chimeric 2 8q24.12 intergenic . . NOV 122863 ENPP2 9776 E6| MIRb|SINE|MIR|+|237 NA.

NO.50CIN CIN 1 chr10 13671067 HPV58 3911  ++ chimeric 2 10p13 intronic PRPF18 . . . . . E5| L3|LINE|CR1|+|606 NA.

NO.50CIN CIN 1 chr10 22049395 HPV58 891  -- chimeric 2 10p12.31 intronic DNAJC1 . . . . . E1| L1MC4a|LINE|L1|+|179 NA.

NO.50CIN CIN 1 chr10 42396000 HPV58 5154  -- chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 431314 L2| HSATII|Satellite|Satellite|-|1743;trf NA.

NO.50CIN CIN 1 chr10 43919382 HPV58 87  -- chimeric 2 10q11.21 intergenic . . HNRNPF 14686 ZNF487 13192 LCR| AluSc|SINE|Alu|-|295 NA.

NO.50CIN CIN 1 chr10 51811278 HPV58 558  ++ chimeric 2 10q11.23ncRNA_intronicFAM21EP . . . . . E6| dup NA.

NO.50CIN CIN 1 chr12 55567443 HPV58 216  -- chimeric 2 12q13.2 intergenic . . OR9K2 42883 OR10A7 47366 E6| MER61-int|LTR|ERV1|+|321 NA.

NO.50CIN CIN 1 chr12 83056600 HPV58 225  -- chimeric 2 12q21.31 intergenic . . METTL25 183584 TMTC2 24334 E6| . NA.

NO.50CIN CIN 1 chr12 106351515 HPV58 4049  -- chimeric 2 12q23.3 intergenic . . CASC18 213674 NUAK1 105610 E5| MER21B|LTR|ERVL|-|195 NA.

NO.50CIN CIN 1 chr13 65337435 HPV53 5557  ++ chimeric 2 13q21.31 intergenic . . OR7E156P 1020734 PCDH9 1539531 L2| ERV3-16A3_I-int|LTR|ERVL|-|606 NA.

NO.50CIN CIN 1 chr13 93974354 HPV58 428  ++ chimeric 2 13q31.3 intronic GPC6 . . . . . E6| MER5C|DNA|hAT-Charlie|-|165 NA.

NO.50CIN CIN 1 chr15 69402521 HPV58 3999  -- chimeric 2 15q23 ncRNA_intronicMIR548H4 . . . . . E5| . NA.

NO.50CIN CIN 1 chr16 74949267 HPV58 790  ++ chimeric 2 16q23.1 intronic WDR59 . . . . . E7| . NA.

NO.50CIN CIN 1 chrX 63721623 HPV58 551  ++ chimeric 2 Xq11.2 intergenic . . MTMR8 106290 ZC4H2 414059 E6| L1PA3|LINE|L1|-|6024 NA.

NO.50CIN CIN 1 chr1 68859736 HPV58 17  -+ chimeric 2 1p31.3 intergenic . . WLS 161452 RPE65 34771 LCR| L2a|LINE|L2|+|594 NA.

NO.50CIN CIN 1 chr1 208258647 HPV58 211  -+ chimeric 2 1q32.2 intronic PLXNA2 . . . . . E6| . NA.

NO.50CIN CIN 1 chr3 114979363 HPV58 548  +- chimeric 2 3q13.31 intergenic . . ZBTB20 113236 GAP43 362788 E6| L1PA8A|LINE|L1|+|2161 NA.

NO.50CIN CIN 1 chr3 142953503 HPV58 611  +- chimeric 2 3q24 intergenic . . CHST2 110647 SLC9A9 30561 E7| MADE1|DNA|TcMar-Mariner|+|44 NA.

NO.50CIN CIN 1 chr3 164782084 HPV58 845  +- chimeric 2 3q26.1 intronic SI . . . . . E7| . NA.

NO.50CIN CIN 1 chr5 122487004 HPV58 4809  -+ chimeric 2 5q23.2 intronic PRDM6 . . . . . L2| . NA.

NO.50CIN CIN 1 chr8 39836025 HPV58 544  -+ chimeric 2 8p11.21 intronic IDO2 . . . . . E6| . NA.

NO.50CIN CIN 1 chr12 14322266 HPV58 774  -+ chimeric 2 12p13.1 intergenic . . GRIN2B 189244 ATF7IP 196300 E7| . NA.

NO.50CIN CIN 1 chr13 58402005 HPV58 276  -+ chimeric 2 13q21.1 intergenic . . PCDH17 98940 LOC101926897 337956 E6| . NA.

NO.50CIN CIN 1 chr15 62726381 HPV58 577  -+ chimeric 2 15q22.2 intergenic . . MIR6085 91044 MGC15885 202990 E7| . NA.

NO.50CIN CIN 1 chr16 19580787 HPV58 519  +- chimeric 2 16p12.3 exonic C16orf62 NM_020314 . . . . E6| . NA.

NO.50CIN CIN 1 chrX 18460779 HPV58 317  -+ chimeric 3 Xp22.13 intronic CDKL5 . . . . . E6| AluY|SINE|Alu|-|325 NA.

NO.50CIN CIN 1 chrX 94102215 HPV58 382  -+ chimeric 2 Xq21.33 intergenic . . FAM133A 1134942 LOC643486 1489870 E6| L1ME2|LINE|L1|+|301 NA.

NO.50CIN CIN 1 chrX 103332471 HPV58 1260  -+ chimeric 2 Xq22.2 ncRNA_intronicMIR1256 . . . . . E1| L2a|LINE|L2|+|792 NA.

NO.51CIN CIN 1 chr1 237591704 HPV42 5753  -+ chimeric 2 1q43 intronic RYR2 . . . . . L2| L1PA10|LINE|L1|+|844 NA.

NO.55CIN CIN 1 chr3 192845106 HPV35 969  -- chimeric 2 3q29 intergenic . . MB21D2 209156 HRASLS 113811 E1| . NA.

NO.55CIN CIN 1 chr7 1845857 HPV35 195  ++ chimeric 2 7p22.3 intergenic . . ELFN1 58267 MAD1L1 9571 E6| AluSz|SINE|Alu|-|310 NA.

NO.55CIN CIN 1 chr8 32495741 HPV18 727  -- chimeric 2 8p12 intronic NRG1 . . . . . E7| . NA.

NO.55CIN CIN 1 chr8 37472134 HPV35 682  -- chimeric 2 8p11.23 intergenic . . LOC100507420 93230 ZNF703 81167 E7| L1PA15|LINE|L1|-|381 NA.

NO.55CIN CIN 1 chr9 72108191 HPV35 734  -- chimeric 2 9q21.11 intronic APBA1 . . . . . E7| . NA.

NO.55CIN CIN 1 chr9 110445015 HPV35 359  -- chimeric 2 9q31.2 intergenic . . KLF4 192968 ACTL7B 1171854 E6| L1MC4a|LINE|L1|-|450 NA.

NO.55CIN CIN 1 chr10 18373119 HPV18 151  ++ chimeric 2 10p12.33 intergenic . . SLC39A12 40898 CACNB2 56487 E6| (TCTCTG)n|Simple_repeat|Simple_repeat|+|30;trf NA.

NO.55CIN CIN 1 chr12 73779420 HPV35 550  -- chimeric 2 12q21.1 intergenic . . LOC101928137 177323 LOC100507377 747536 E6| MamGypLTR1c|LTR|Gypsy|-|398 NA.

NO.55CIN CIN 1 chr15 87526154 HPV35 615  -- chimeric 2 15q25.3 intronic AGBL1 . . . . . E7| Tigger2|DNA|TcMar-Tigger|+|419 NA.

NO.55CIN CIN 1 chr20 13386646 HPV35 1407  ++ chimeric 2 20p12.1 intronic TASP1 . . . . . E1| . NA.

NO.55CIN CIN 1 chr21 41752652 HPV35 4205  ++ chimeric 3 21q22.2 intronic DSCAM . . . . . NONE L2c|LINE|L2|-|365 NA.

NO.55CIN CIN 1 chr21 47307225 HPV35 666  -- chimeric 2 21q22.3 intronic PCBP3 . . . . . E7| L1MDa|LINE|L1|-|665 NA.

NO.55CIN CIN 1 chr1 5404740 HPV18 941  +- chimeric 2 1p36.31 intergenic . . AJAP1 560889 MIR4417 219391 E1| MER91A|DNA|hAT-Tip100|-|111 NA.

NO.55CIN CIN 1 chr3 7601245 HPV35 3408  +- chimeric 2 3p26.1 intronic GRM7 . . . . . E2|E4| MER5B|DNA|hAT-Charlie|+|161 NA.

NO.55CIN CIN 1 chr3 15267729 HPV35 531  -+ chimeric 2 3p25.1 intronic CAPN7 . . . . . E6| AluSx1|SINE|Alu|-|300 NA.

NO.55CIN CIN 1 chr3 196980213 HPV35 854  +- chimeric 2 3q29 intronic DLG1 . . . . . E7| L1MD1|LINE|L1|+|980 NA.

NO.55CIN CIN 1 chr4 182762193 HPV35 661  -+ chimeric 3 4q34.3 intergenic . . LINC00290 681891 LOC90768 297620 E7| . NA.

NO.55CIN CIN 1 chr6 99960416 HPV35 339  -+ chimeric 2 6q16.2 intronic USP45 . . . . . E6| . NA.

NO.55CIN CIN 1 chr6 139501587 HPV35 497  -+ chimeric 2 6q24.1 UTR3 HECA NM_016217 . . . . E6| . NA.

NO.55CIN CIN 1 chr6 168401298 HPV35 559  -+ chimeric 2 6q27 intergenic . . KIF25-AS1 3541 KIF25 17255 E6| trf NA.

NO.55CIN CIN 1 chr9 85332075 HPV35 4226  -+ chimeric 2 9q21.32 intergenic . . SPATA31D1 721904 RASEF 262425 L2| L1ME1|LINE|L1|-|912 NA.

NO.55CIN CIN 1 chr10 7944898 HPV35 886  +- chimeric 3 10p14 intronic TAF3 . . . . . E1| AT_rich|Low_complexity|Low_complexity|+|33 NA.

NO.55CIN CIN 1 chr11 113222033 HPV35 280  +- chimeric 2 11q23.2 intronic TTC12 . . . . . E6| . NA.

NO.55CIN CIN 1 chr12 26443301 HPV35 496  +- chimeric 2 12p12.1 intergenic . . SSPN 55593 ITPR2 44984 E6| . NA.

NO.55CIN CIN 1 chr13 69502644 HPV35 5853  -+ chimeric 2 13q21.33 intergenic . . LINC00550 43187 LINC00383 293834 L1| . NA.

NO.55CIN CIN 1 chr15 88007181 HPV18 815  +- chimeric 2 15q25.3 intergenic . . AGBL1 434898 LINC00052 112979 E7| L1PA3|LINE|L1|+|6011 NA.

4CIN CIN 1 chr5 1418911 HPV52 5520  -- chimeric 2 5p15.33 intronic SLC6A3 . . . . . L2| (TCCA)n|Simple_repeat|Simple_repeat|+|172;trf NA.

4CIN CIN 1 chr10 131206357 HPV52 1398  ++ chimeric 2 10q26.3 intergenic . . LINC01163 1090367 MGMT 59097 E1| L1M5|LINE|L1|+|454 NA.

4CIN CIN 1 chr13 94772104 HPV52 228  -- chimeric 2 13q31.3 intronic GPC6 . . . . . E6| MER63B|DNA|hAT-Blackjack|-|416 NA.

4CIN CIN 1 chr15 50039523 HPV52 1815  ++ chimeric 2 15q21.2 intergenic . . DTWD1 102190 ATP8B4 110912 E1| L2a|LINE|L2|-|1032 NA.

4CIN CIN 1 chr15 83364287 HPV52 748  -- chimeric 2 15q25.2 intronic AP3B2 . . . . . E7| MER21C|LTR|ERVL|+|626 NA.

4CIN CIN 1 chrX 45621480 HPV52 939  ++ chimeric 2 Xp11.3 intergenic . . MIR222 14950 LOC401585 86029 E1| . NA.

4CIN CIN 1 chr2 22372791 HPV52 940  -+ chimeric 2 2p24.1 intergenic . . LOC645949 439267 LOC102723362 386560 E1| L1PB4|LINE|L1|-|4995 NA.

4CIN CIN 1 chr5 150127548 HPV52 133  -+ chimeric 2 5q33.1 intronic DCTN4 . . . . . E6| L1PA3|LINE|L1|+|6113 NA.

4CIN CIN 1 chr12 68978906 HPV52 3533  +- chimeric 2 12q15 intergenic . . LOC100507195 133642 RAP1B 25713 E2|E4| . NA.

NO.11CIN CIN 1 chr6 116712274 HPV58 1045  ++ chimeric 2 6q22.1 intronic DSE . . . . . E1| . NA.

NO.11CIN CIN 1 chr11 94987434 HPV58 630  -- chimeric 2 11q21 intergenic . . LOC100129203 19866 FAM76B 514672 E7| . NA.

NO.11CIN CIN 1 chr12 40558210 HPV58 95  ++ chimeric 2 12q12 intergenic . . SLC2A13 58549 LRRK2 60603 LCR| MER4-int|LTR|ERV1|-|562 NA.

NO.11CIN CIN 1 chr12 113292286 HPV58 914  -- chimeric 2 12q24.13 intronic RPH3A . . . . . E1| MIR|SINE|MIR|-|260 NA.

NO.11CIN CIN 1 chr20 21542228 HPV58 7055  ++ chimeric 2 20p11.22 intergenic . . NKX2-2 47564 LOC101929625 8434 L1| . NA.

NO.11CIN CIN 1 chrX 146741993 HPV58 1291  -- chimeric 2 Xq27.3 intergenic . . MIR514A3 375747 FMR1-AS1 248956 E1| . NA.

NO.11CIN CIN 1 chr4 20010846 HPV58 533  -+ chimeric 2 4p15.31 intergenic . . LCORL 1987363 SLIT2 244341 E6| . NA.

NO.11CIN CIN 1 chr4 118914916 HPV58 510  +- chimeric 3 4q26 intergenic . . LINC01378 304658 NDST3 40584 E6| MER45B|DNA|hAT-Tip100|+|247 NA.

NO.11CIN CIN 1 chr5 24495493 HPV58 4680  +- chimeric 2 5p14.2 intronic CDH10 . . . . . L2| . NA.

NO.11CIN CIN 1 chr11 131617358 HPV58 213  +- chimeric 2 11q25 intronic NTM . . . . . E6| . NA.

NO.11CIN CIN 1 chr22 34185272 HPV58 4498  +- chimeric 2 22q12.3 intronic LARGE . . . . . L2| THE1B-int|LTR|ERVL-MaLR|+|1615 NA.

NO.11CIN CIN 1 chrX 79877520 HPV58 60  -+ chimeric 2 Xq21.1 intergenic . . FAM46D 176710 BRWD3 47467 LCR| L1PA10|LINE|L1|-|3496 NA.

NO.49CIN CIN 1 chr6 151337231 HPV52 7108  -- chimeric 2 6q25.1 intronic MTHFD1L . . . . . L1| AluSz|SINE|Alu|+|305 NA.

NO.49CIN CIN 1 chr9 75732971 HPV52 595  -- chimeric 2 9q21.13 intergenic . . ALDH1A1 164738 ANXA1 33810 E7| . NA.

38CIN CIN 1 chr1 190411786 HPV51 3881  ++ chimeric 2 1q31.1 intronic BRINP3 . . . . . NONE (TG)n|Simple_repeat|Simple_repeat|+|97 NA.

38CIN CIN 1 chr5 101880458 HPV51 3935  -- chimeric 3 5q21.1 intergenic . . SLCO6A1 45738 LINC00492 36614 NONE (TG)n|Simple_repeat|Simple_repeat|+|36;trf NA.

NO.12CIN CIN 1 chr7 2407493 HPV33 4155  ++ chimeric 3 7p22.3 intronic EIF3B . . . . . NONE AluSx1|SINE|Alu|-|314;trf NA.

NO.12CIN CIN 1 chr10 113309354 HPV33 282  -- chimeric 2 10q25.2 intergenic . . ADRA2A 468692 GPAM 600268 E6| . NA.

NO.12CIN CIN 1 chr11 130955201 HPV33 4155  ++ chimeric 2 11q25 intergenic . . SNX19 168819 NTM 285170 NONE L1MEf|LINE|L1|-|159 NA.

NO.12CIN CIN 1 chr14 74421673 HPV33 4155  ++ chimeric 2 14q24.3 intronic COQ6 . . . . . NONE AluY|SINE|Alu|-|312 NA.

NO.12CIN CIN 1 chr15 52930726 HPV33 5616  -- chimeric 2 15q21.3 intronic FAM214A . . . . . L1| AluSx1|SINE|Alu|+|294 NA.

NO.12CIN CIN 1 chr1 121484762 HPV33 3320  -+ chimeric 2 1p11.2 intergenic . . EMBP1 171076 NONE NONE E2| ALR/Alpha|Satellite|centr|-|5279;trf NA.

NO.12CIN CIN 1 chr3 8802093 HPV33 428  -+ chimeric 2 3p25.3 intronic OXTR . . . . . E6| . NA.

NO.12CIN CIN 1 chr4 147172311 HPV33 254  -+ chimeric 2 4q31.22 intergenic . . LSM6 61098 SLC10A7 2822 E6| . NA.

NO.12CIN CIN 1 chr5 3057449 HPV33 614  -+ chimeric 2 5p15.33 intergenic . . C5orf38 301938 LINC01377 120500 E7| . NA.

NO.12CIN CIN 1 chr9 8974148 HPV33 695  -+ chimeric 2 9p24.1 intronic PTPRD . . . . . E7| L1PA16|LINE|L1|-|1172 NA.

NO.24CIN CIN 1 chr20 1936795 HPV16 2083  ++ chimeric 2 20p13 intergenic . . SIRPA 16255 PDYN 22607 E1| LTR48|LTR|ERV1|+|109 NA.

NO.24CIN CIN 1 chr4 155650228 HPV16 630  +- chimeric 2 4q32.1 intergenic . . FGG 116326 LRAT 11765 E7| . NA.

NO.24CIN CIN 1 chr22 25323612 HPV16 4177  +- chimeric 2 22q11.23 downstream SGSM1 . . . . . NONE AluJr|SINE|Alu|+|317 NA.

NO.48CIN CIN 1 chr1 61172673 HPV58 5002  ++ chimeric 2 1p32.1 ncRNA_intronicLOC101926964 . . . . . L2| L1MA3|LINE|L1|+|2378 NA.

NO.48CIN CIN 1 chr1 232755165 HPV58 1886  ++ chimeric 2 1q42.2 intergenic . . SIPA1L2 103922 LOC101927683 107835 E1| L3|LINE|CR1|-|200 NA.

NO.48CIN CIN 1 chr2 7244793 HPV58 5072  ++ chimeric 2 2p25.1 intergenic . . LOC101929452 26782 LOC100506274 316599 L2| . NA.

NO.48CIN CIN 1 chrX 148502001 HPV58 6143  -- chimeric 2 Xq28 intergenic . . AFF2 419808 IDS 58294 L1| SVA_F|Other|Other|+|1690 NA.

NO.48CIN CIN 1 chr2 145318140 HPV58 217  +- chimeric 2 2q22.3 ncRNA_intronicLINC01412 . . . . . E6| C-rich|Low_complexity|Low_complexity|+|101;trf NA.

NO.48CIN CIN 1 chr4 37904862 HPV58 599  -+ chimeric 2 4p14 intronic TBC1D1 . . . . . E7| Charlie7|DNA|hAT-Charlie|-|611 NA.

NO.48CIN CIN 1 chr9 134520794 HPV58 4798  +- chimeric 2 9q34.13 intronic RAPGEF1 . . . . . L2| . NA.

NO.48CIN CIN 1 chr11 45385861 HPV58 618  +- chimeric 2 11p11.2 intergenic . . LOC101928812 7653 LOC399886 7087 E7| . NA.

NO.48CIN CIN 1 chr16 46413050 HPV58 124  -+ chimeric 2 16q11.2 intergenic . . NONE NONE ANKRD26P1 90199 E6| HSATII|Satellite|Satellite|+|719;trf NA.

NO.13CIN CIN 2-3 chr7 88801145 HPV56 477  ++ chimeric 2 7q21.13 intronic ZNF804B . . . . . E6| MIRc|SINE|MIR|-|154 NA.

NO.13CIN CIN 2-3 chr18 57350568 HPV56 2910  -- chimeric 2 18q21.32 intronic CCBE1 . . . . . E2| . NA.

NO.13CIN CIN 2-3 chr15 55218274 HPV56 6639  +- chimeric 2 15q21.3 intergenic . . UNC13C 297468 RSL24D1 255238 L1| L1HS|LINE|L1|-|6063;trf NA.

NO.14CIN CIN 2-3 chr2 33091895 HPV33 3892  -- chimeric 2 2p22.3 ncRNA_intronicLINC00486 . . . . . E5| (T)n|Simple_repeat|Simple_repeat|+|414;trf NA.

NO.14CIN CIN 2-3 chr2 48944211 HPV33 534  -- chimeric 2 2p16.3 intronicLHCGR,STON1-GTF2A1L . . . . . E6| L3|LINE|CR1|-|234 NA.

NO.14CIN CIN 2-3 chr3 23062318 HPV33 480  ++ chimeric 2 3p24.3 intergenic . . ZNF385D-AS2 1040998 UBE2E2 182466 E6| L1PB1|LINE|L1|+|1828 NA.

NO.14CIN CIN 2-3 chr4 69169371 HPV33 1223  -- chimeric 3 4q13.2 intergenic . . TMPRSS11B 57959 YTHDC1 6734 E1| AluJo|SINE|Alu|+|337 NA.

NO.14CIN CIN 2-3 chr4 82515380 HPV33 7108  -- chimeric 3 4q21.22 intergenic . . RASGEF1B 122298 HNRNPD 759087 LCR| . NA.

NO.14CIN CIN 2-3 chr4 119296382 HPV33 4155  ++ chimeric 2 4q26 intergenic . . PRSS12 22460 CEP170P1 141113 NONE AluYa5|SINE|Alu|-|310;trf NA.

NO.14CIN CIN 2-3 chr8 29546941 HPV33 98  ++ chimeric 2 8p12 intergenic . . DUSP4 338674 LINC00589 31835 LCR| L1MC4a|LINE|L1|-|933 NA.

NO.14CIN CIN 2-3 chr8 87798783 HPV33 3860  ++ chimeric 2 8q21.3 intergenic . . CNGB3 42880 CNBD1 79893 E5| MIRc|SINE|MIR|-|96 NA.

NO.14CIN CIN 2-3 chr10 94411257 HPV33 7110  -- chimeric 2 10q23.33 intronic KIF11 . . . . . LCR| AluSp|SINE|Alu|-|328 NA.

NO.14CIN CIN 2-3 chr12 66451371 HPV33 3856  -- chimeric 3 12q14.3 intergenic . . MIR6074 33865 LLPH 65478 E5| . NA.

NO.14CIN CIN 2-3 chr12 66451371 HPV33 7110  -- chimeric 6 12q14.3 intergenic . . MIR6074 33865 LLPH 65478 LCR| . NA.

NO.14CIN CIN 2-3 chr12 66451372 HPV33 3869  -- chimeric 4 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 E5| . NA.

NO.14CIN CIN 2-3 chr12 66451372 HPV33 4173  ++ read-pair 7 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 NONE . NA.

NO.14CIN CIN 2-3 chr12 66451372 HPV33 7117  -- chimeric 5 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 LCR| . NA.

NO.14CIN CIN 2-3 chr12 66451385 HPV33 7201  -- chimeric 5 12q14.3 intergenic . . MIR6074 33879 LLPH 65464 LCR| (T)n|Simple_repeat|Simple_repeat|+|60;trf NA.

NO.14CIN CIN 2-3 chr12 66451396 HPV33 7093  -- chimeric 5 12q14.3 intergenic . . MIR6074 33890 LLPH 65453 L1| (T)n|Simple_repeat|Simple_repeat|+|60;trf NA.

NO.14CIN CIN 2-3 chr12 66451464 HPV33 7168  ++ chimeric 2 12q14.3 intergenic . . MIR6074 33958 LLPH 65385 LCR| AluSx1|SINE|Alu|-|307 NA.

NO.14CIN CIN 2-3 chr13 39008919 HPV33 789  -- chimeric 2 13q13.3 intergenic . . UFM1 71775 LINC00437 97218 E7| L1PA7|LINE|L1|+|1295 NA.

NO.14CIN CIN 2-3 chr13 40370504 HPV33 1200  -- chimeric 2 13q14.11 intergenic . . COG6 4702 LINC00332 385442 E1| AluJr|SINE|Alu|+|343 NA.

NO.14CIN CIN 2-3 chr14 99887318 HPV33 533  ++ chimeric 2 14q32.2 intronic SETD3 . . . . . E6| (G)n|Simple_repeat|Simple_repeat|+|40 NA.

NO.14CIN CIN 2-3 chr16 69408528 HPV33 3073  -- chimeric 2 16q22.1 intronic TERF2 . . . . . E2| AluJr4|SINE|Alu|+|328 NA.

NO.14CIN CIN 2-3 chr18 56234772 HPV33 601  -- chimeric 2 18q21.32 intronic ALPK2 . . . . . E7| . NA.

NO.14CIN CIN 2-3 chr20 32816002 HPV33 3902  ++ chimeric 3 20q11.22 intergenic . . EIF2S2 115917 ASIP 32169 E5| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.14CIN CIN 2-3 chrX 50754703 HPV33 969  -- chimeric 2 Xp11.22 intergenic . . BMP15 95062 LINC01284 83979 E1| L1PA7|LINE|L1|-|3758;dup NA.

NO.14CIN CIN 2-3 chr2 143627980 HPV33 3869  +- chimeric 2 2q22.2 intergenic . . LRP1B 738710 KYNU 7215 E5| AT_rich|Low_complexity|Low_complexity|+|23 NA.

NO.14CIN CIN 2-3 chr2 238252222 HPV33 7174  +- chimeric 2 2q37.3 intronic COL6A3 . . . . . LCR| . NA.

NO.14CIN CIN 2-3 chr3 65082634 HPV33 929  +- chimeric 2 3p14.1 intergenic . . ADAMTS9-AS2 85491 MAGI1 257272 E1| . NA.

NO.14CIN CIN 2-3 chr4 37633700 HPV33 7439  -+ chimeric 2 4p14 intronic RELL1 . . . . . LCR| AluJb|SINE|Alu|+|313 NA.

NO.14CIN CIN 2-3 chr4 82515450 HPV33 1223  +- chimeric 2 4q21.22 intergenic . . RASGEF1B 122368 HNRNPD 759017 E1| FLAM_A|SINE|Alu|-|142 NA.

NO.14CIN CIN 2-3 chr4 132858023 HPV33 709  -+ chimeric 2 4q28.3 intergenic . . LOC101927305 145386 LINC01256 654221 E7| dup NA.

NO.14CIN CIN 2-3 chr5 36651269 HPV33 4170  +- chimeric 2 5p13.2 intronic SLC1A3 . . . . . NONE (A)n|Simple_repeat|Simple_repeat|+|30 NA.

NO.14CIN CIN 2-3 chr5 132441787 HPV33 2253  +- chimeric 2 5q31.1 intergenic . . HSPA4 1078 FSTL4 90365 E1| . NA.

NO.14CIN CIN 2-3 chr6 66418546 HPV33 4229  -+ chimeric 2 6q12 intergenic . . EYS 1428 SLC25A51P1 79226 L2| C-rich|Low_complexity|Low_complexity|+|186;trf NA.

NO.14CIN CIN 2-3 chr7 152979641 HPV33 7124  -+ chimeric 2 7q36.2 intergenic . . ACTR3B 427177 LINC01287 117363 LCR| (A)n|Simple_repeat|Simple_repeat|+|31;trf NA.

NO.14CIN CIN 2-3 chr8 4866952 HPV33 7238  -+ chimeric 2 8p23.2 intergenic . . CSMD1 14624 LOC1002870151394125 LCR| AluSx|SINE|Alu|+|319 NA.

NO.14CIN CIN 2-3 chr9 88424339 HPV33 685  -+ chimeric 2 9q21.33ncRNA_intronicLOC389765 . . . . . E7| dup NA.

NO.14CIN CIN 2-3 chr12 51817822 HPV33 4155  -+ chimeric 2 12q13.13 intronic SLC4A8 . . . . . NONE AluSq2|SINE|Alu|+|311;trf NA.

NO.14CIN CIN 2-3 chr12 66451449 HPV33 2090  +- chimeric 3 12q14.3 intergenic . . MIR6074 33943 LLPH 65400 E1| AluSx1|SINE|Alu|-|307;trf NA.

NO.14CIN CIN 2-3 chr12 66451456 HPV33 1223  +- chimeric 2 12q14.3 intergenic . . MIR6074 33950 LLPH 65393 E1| AluSx1|SINE|Alu|-|307;trf NA.

NO.14CIN CIN 2-3 chr14 92283118 HPV33 616  -+ chimeric 2 14q32.12 intronic TC2N . . . . . E7| L1M5|LINE|L1|-|578 NA.

NO.14CIN CIN 2-3 chr15 55218275 HPV33 2486  +- chimeric 2 15q21.3 intergenic . . UNC13C 297469 RSL24D1 255237 E1| L1HS|LINE|L1|-|6063;trf NA.

NO.14CIN CIN 2-3 chr15 80242398 HPV33 1262  -+ chimeric 3 15q25.1 intergenic . . ST20-AS1 25202 BCL2A1 10834 E1| L1MD3|LINE|L1|-|289 NA.

NO.14CIN CIN 2-3 chr16 27273089 HPV33 572  +- chimeric 2 16p12.1 intronic NSMCE1 . . . . . NONE L1ME3E|LINE|L1|+|744 NA.

NO.14CIN CIN 2-3 chr16 55062990 HPV33 342  +- chimeric 2 16q12.2 intergenic . . IRX5 94595 IRX6 295481 E6| L1MEb|LINE|L1|-|795 NA.

NO.14CIN CIN 2-3 chr19 27733098 HPV33 576  -+ chimeric 2 19q11 intergenic . . NONE NONE LINC00662 548303 E7| ALR/Alpha|Satellite|centr|+|9947;trf NA.

NO.14CIN CIN 2-3 chr19 40345619 HPV33 480  -+ chimeric 2 19q13.2 intergenic . . FBL 8565 FCGBP 8344 E6| L2|LINE|L2|+|539 NA.

NO.14CIN CIN 2-3 chr20 37821440 HPV33 979  -+ chimeric 2 20q12 intergenic . . DHX35 153074 LOC339568 20984 E1| . NA.

NO.14CIN CIN 2-3 chr20 53455362 HPV33 1607  +- chimeric 2 20q13.2 intergenic . . DOK5 187652 LINC01441 581512 E1| (CATATA)n|Simple_repeat|Simple_repeat|+|101 NA.

NO.14CIN CIN 2-3 chr21 48031413 HPV33 4149  -+ chimeric 3 21q22.3 intergenic . . S100B 6378 PRMT2 24094 NONE AluY|SINE|Alu|+|309;trf NA.

NO.14CIN CIN 2-3 chrX 19412960 HPV33 1207  +- chimeric 2 Xp22.12 intronic MAP3K15 . . . . . E1| FRAM|SINE|Alu|-|165 NA.

NO.14CIN CIN 2-3 chrX 24327824 HPV33 7452  -+ chimeric 2 Xp22.11 intergenic . . ZFX 93452 SUPT20HL2 1155 LCR| (A)n|Simple_repeat|Simple_repeat|+|77;dup;trf NA.

NO.15CIN CIN 2-3 chr7 34793831 HPV58 512  ++ chimeric 2 7p14.3 ncRNA_intronicNPSR1-AS1 . . . . . E6| . NA.

NO.16CIN CIN 2-3 chr8 101829460 HPV52 637  +- chimeric 2 8q22.3 intergenic . . PABPC1 95145 YWHAZ 101344 E7| AluSg|SINE|Alu|+|297 NA.

NO.17CIN CIN 2-3 chr14 74448791 HPV16 4201  ++ chimeric 2 14q24.3 intronic ENTPD5 . . . . . NONE AluSx|SINE|Alu|-|303 NA.

NO.17CIN CIN 2-3 chr9 2858778 HPV16 4201  -+ chimeric 2 9p24.2 intergenic . . KIAA0020 14648 LINC01231 322811 NONE . NA.

NO.22CIN CIN 2-3 chr13 73702421 HPV31 3505  +- chimeric 8 13q22.1 intergenic . . KLF5 50741 LINC00392 435960 E2|E4| . NA.

NO.25CIN CIN 2-3 chr2 175936472 HPV58 77  -- chimeric 4 2q31.1 downstream ATF2 . . . . . LCR| L2|LINE|L2|-|643 NA.

NO.25CIN CIN 2-3 chr2 221498737 HPV58 5583  -- chimeric 2 2q35 intergenic . . MIR4268 727451 EPHA4 784010 L1|L2| . NA.

NO.25CIN CIN 2-3 chr5 104609492 HPV16 2787  -- chimeric 2 5q21.3 intergenic . . RAB9BP1 173693 LOC1024672131541406 E1|E2| . NA.

NO.25CIN CIN 2-3 chr1 109341993 HPV16 4024  +- chimeric 3 1p13.3 intronic STXBP3 . . . . . E5| . NA.

NO.25CIN CIN 2-3 chr1 109355051 HPV16 7647  +- chimeric 2 1p13.3 intergenic . . STXBP3 2903 AKNAD1 3469 LCR| . NA.

NO.25CIN CIN 2-3 chr3 174966949 HPV58 4405  +- chimeric 2 3q26.31ncRNA_intronicNAALADL2-AS2 . . . . . L2| . NA.



NO.25CIN CIN 2-3 chr3 197747606 HPV16 506  +- chimeric 8 3q29 intronic LMLN . . . . . E6| AluSx|SINE|Alu|-|335 NA.

NO.25CIN CIN 2-3 chr3 197751607 HPV16 6268  -+ chimeric 3 3q29 exonic LMLN NM_001136049 . . . . L1| . NA.

NO.25CIN CIN 2-3 chr8 67042753 HPV58 473  -+ chimeric 3 8q13.1 intronic TRIM55 . . . . . E6| . NA.

NO.26CIN CIN 2-3 chr2 205464056 HPV16 970  -- chimeric 2 2q33.3 intronic PARD3B . . . . . E1| L1MA5A|LINE|L1|-|1524 NA.

NO.26CIN CIN 2-3 chr4 49112716 HPV16 1314  ++ chimeric 11 4p11 intergenic . . CWH43 48621 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.26CIN CIN 2-3 chr4 49112822 HPV16 1314  ++ chimeric 4 4p11 intergenic . . CWH43 48727 NONE NONE E1| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.26CIN CIN 2-3 chr7 118343868 HPV16 3923  ++ chimeric 3 7q31.31 intergenic . . ANKRD7 461084 KCND2 1569854 E5| AluYa5|SINE|Alu|-|310;trf NA.

NO.26CIN CIN 2-3 chr10 42799852 HPV16 1314  ++ chimeric 5 10q11.21 intergenic . . NONE NONE LOC441666 27462 E1| (CATTC)n|Satellite|Satellite|+|879;trf NA.

NO.26CIN CIN 2-3 chr19 34999436 HPV16 4892  ++ chimeric 3 19q13.11 intergenic . . WTIP 7351 SCGB1B2P 68202 L2| . NA.

NO.26CIN CIN 2-3 chr1 143282638 HPV16 3446  +- chimeric 2 1q21.1 intergenic . . LOC102723769 80399 MIR6077 390283 E2|E4| dup NA.

NO.26CIN CIN 2-3 chr1 231007796 HPV16 7108  -+ chimeric 2 1q42.2 intergenic . . C1orf198 2461 LOC101927604 2796 L1| MSTC|LTR|ERVL-MaLR|+|241 NA.

NO.26CIN CIN 2-3 chr4 49104968 HPV16 4438  -+ chimeric 2 4p11 intergenic . . CWH43 40873 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|363;trf NA.

NO.26CIN CIN 2-3 chr4 49105345 HPV16 4438  -+ chimeric 19 4p11 intergenic . . CWH43 41250 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|238;trf NA.

NO.26CIN CIN 2-3 chr4 49106775 HPV16 4499  -+ read-pair 11 4p11 intergenic . . CWH43 42680 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|258;trf NA.

NO.26CIN CIN 2-3 chr4 49112029 HPV16 4438  -+ chimeric 5 4p11 intergenic . . CWH43 47934 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|363;trf NA.

NO.26CIN CIN 2-3 chr4 49112401 HPV16 4438  -+ chimeric 59 4p11 intergenic . . CWH43 48306 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|1060;trf NA.

NO.26CIN CIN 2-3 chr4 49114405 HPV16 4438  -+ chimeric 23 4p11 intergenic . . CWH43 50310 NONE NONE L2| trf NA.

NO.26CIN CIN 2-3 chr4 49122480 HPV16 4438  -+ chimeric 3 4p11 intergenic . . CWH43 58385 NONE NONE L2| (CATTC)n|Satellite|Satellite|+|513;trf NA.

NO.26CIN CIN 2-3 chr7 5802354 HPV16 4176  +- chimeric 2 7p22.1 intronic RNF216 . . . . . NONE . NA.

NO.26CIN CIN 2-3 chr9 74521746 HPV16 4176  +- chimeric 2 9q21.13 intronic ABHD17B . . . . . NONE (CAAA)n|Simple_repeat|Simple_repeat|+|29 NA.

NO.26CIN CIN 2-3 chr10 38784861 HPV16 1314  -+ chimeric 5 10p11.1 intergenic . . LINC00999 43780 ACTR3BP5 204866 E1| (GAATG)n|Satellite|Satellite|+|289;trf NA.

NO.26CIN CIN 2-3 chr11 46873393 HPV16 163  +- chimeric 3 11p11.2ncRNA_intronicLRP4-AS1 . . . . . E6| L1PA16|LINE|L1|-|683 NA.

NO.26CIN CIN 2-3 chr14 95910587 HPV16 437  +- chimeric 2 14q32.13 intronic SYNE3 . . . . . E6| . NA.

NO.26CIN CIN 2-3 chr22 25323581 HPV16 4117  +- chimeric 9 22q11.23 downstream SGSM1 . . . . . NONE AluJr|SINE|Alu|+|317 NA.

NO.30CIN CIN 2-3 chr1 8551824 HPV33 4240  ++ chimeric 46 1p36.23 intronic RERE . . . . . L2| . NA.

NO.30CIN CIN 2-3 chr1 8551824 HPV33 4419  -- chimeric 42 1p36.23 intronic RERE . . . . . L2| . NA.

NO.30CIN CIN 2-3 chr1 80799973 HPV33 1230  -- chimeric 2 1p31.1 intergenic . . ELTD1 1327478LOC101927412 201467 E1| L1P2|LINE|L1|+|1858 NA.

NO.30CIN CIN 2-3 chr4 82515380 HPV33 7110  -- chimeric 2 4q21.22 intergenic . . RASGEF1B 122298 HNRNPD 759087 LCR| . NA.

NO.30CIN CIN 2-3 chr10 29128523 HPV33 1223  -- chimeric 3 10p12.1 intergenic . . LINC01517 31375 C10orf126 6814 E1| . NA.

NO.30CIN CIN 2-3 chr12 66451371 HPV33 7102  -- chimeric 5 12q14.3 intergenic . . MIR6074 33865 LLPH 65478 LCR| . NA.

NO.30CIN CIN 2-3 chr12 66451372 HPV33 3869  -- chimeric 3 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 E5| . NA.

NO.30CIN CIN 2-3 chr12 66451448 HPV33 3924  ++ chimeric 3 12q14.3 intergenic . . MIR6074 33942 LLPH 65401 E5| AluSx1|SINE|Alu|-|307;trf NA.

NO.30CIN CIN 2-3 chr14 63151017 HPV33 7456  -- chimeric 2 14q23.2 intergenic . . LINC00644 544326 KCNH5 22274 LCR| . NA.

NO.30CIN CIN 2-3 chrX 150872391 HPV33 7238  ++ chimeric 2 Xq28 intergenic . . PRRG3 2328 FATE1 12117 LCR| (TG)n|Simple_repeat|Simple_repeat|+|44;trf NA.

NO.30CIN CIN 2-3 chr7 15390091 HPV33 656  +- chimeric 2 7p21.2 intronic AGMO . . . . . E7| . NA.

NO.30CIN CIN 2-3 chr9 11815683 HPV33 4155  -+ chimeric 2 9p23 intergenic . . PTPRD-AS2 1195263 TYRP1 877703 NONE L1MA5|LINE|L1|-|2876 NA.

NO.30CIN CIN 2-3 chr12 100391275 HPV33 953  +- chimeric 2 12q23.1 intergenic . . ANKS1B 12843 UHRF1BP1L 39588 E1| . NA.

NO.30CIN CIN 2-3 chr14 54791792 HPV33 726  +- chimeric 2 14q22.2 intergenic . . BMP4 368238 CDKN3 71881 E7| . NA.

NO.30CIN CIN 2-3 chr16 6095312 HPV33 3732  -+ chimeric 4 16p13.3 intronic RBFOX1 . . . . . E2| . NA.

NO.36CIN CIN 2-3 chr22 20373450 HPV16 5529  +- chimeric 5 22q11.21 intergenic . . DGCR6L 65822 TMEM191B 4219 L2| MLT1F1|LTR|ERVL-MaLR|-|149;dup NA.

NO.36CIN CIN 2-3 chr22 21817215 HPV16 5529  +- chimeric 3 22q11.21 intergenic . . HIC2 11465 TMEM191C 4244 L2| MLT1F1|LTR|ERVL-MaLR|-|149;dup NA.

NO.36CIN CIN 2-3 chrX 96357484 HPV16 3486  +- chimeric 21 Xq21.33 intronic DIAPH2 . . . . . E2|E4| . NA.

NO.36CIN CIN 2-3 chrX 96473625 HPV16 5833  -+ chimeric 6 Xq21.33 intronic DIAPH2 . . . . . L1| MER2|DNA|TcMar-Tigger|-|322 NA.

NO.52CIN CIN 2-3 chr2 46640901 HPV56 2987  -- chimeric 2 2p21 intergenic . . EPAS1 27059 LOC101805491 15428 E2| AluJr|SINE|Alu|+|319 NA.

NO.52CIN CIN 2-3 chr12 66451450 HPV56 7137  ++ chimeric 2 12q14.3 intergenic . . MIR6074 33944 LLPH 65399 LCR| AluSx1|SINE|Alu|-|307;trf NA.

NO.52CIN CIN 2-3 chr16 67374926 HPV56 3582  -- chimeric 2 16q22.1 intronic LRRC36 . . . . . E2|E4| (TA)n|Simple_repeat|Simple_repeat|+|332;trf NA.

NO.52CIN CIN 2-3 chr16 67375001 HPV56 3582  -- chimeric 3 16q22.1 intronic LRRC36 . . . . . E2|E4| trf NA.

NO.52CIN CIN 2-3 chr17 12025059 HPV56 1919  ++ chimeric 3 17p12 intronic MAP2K4 . . . . . E1| L1MC4|LINE|L1|-|178 NA.

NO.52CIN CIN 2-3 chr21 26275078 HPV56 7467  ++ chimeric 2 21q21.2ncRNA_intronicLOC339622 . . . . . LCR| . NA.

NO.52CIN CIN 2-3 chr2 97459986 HPV56 149  -+ chimeric 2 2q11.2 intronic CNNM4 . . . . . E6| . NA.

NO.52CIN CIN 2-3 chr10 131738199 HPV56 4282  -+ chimeric 3 10q26.3 intronic EBF3 . . . . . L2| . NA.

NO.52CIN CIN 2-3 chr14 53146788 HPV56 4029  -+ chimeric 2 14q22.1 intronic ERO1L . . . . . NONE AluSx3|SINE|Alu|+|326;trf NA.

NO.52CIN CIN 2-3 chr16 71690638 HPV56 5865  -+ chimeric 2 16q22.2 intronic PHLPP2 . . . . . L1| . NA.

NO.52CIN CIN 2-3 chrX 78455896 HPV56 4008  -+ chimeric 2 Xq21.1 intergenic . . GPR174 28170 ITM2A 159985 NONE L1PA7|LINE|L1|+|4866 NA.

NO.54CIN CIN 2-3 chr1 10185543 HPV58 905  -- chimeric 2 1p36.22 intronic UBE4B . . . . . E1| . NA.

NO.54CIN CIN 2-3 chr1 108550216 HPV58 3916  ++ chimeric 2 1p13.3 intergenic . . VAV3-AS1 12987 SLC25A24 127128 E5| . NA.

NO.54CIN CIN 2-3 chr2 172744218 HPV58 385  ++ chimeric 2 2q31.1 intronic SLC25A12 . . . . . E6| . NA.

NO.54CIN CIN 2-3 chr2 242400689 HPV58 539  -- chimeric 2 2q37.3 intronic FARP2 . . . . . E6| L2|LINE|L2|+|177 NA.

NO.54CIN CIN 2-3 chr3 2208262 HPV58 684  -- chimeric 2 3p26.3 intronic CNTN4 . . . . . E7| . NA.

NO.54CIN CIN 2-3 chr4 131346353 HPV58 1219  -- chimeric 2 4q28.3 intergenic . . LOC101927282 653720 LOC1019273051339640 E1| AluYb8|SINE|Alu|+|322;trf NA.

NO.54CIN CIN 2-3 chr4 162708958 HPV58 20  ++ chimeric 2 4q32.2 intronic FSTL5 . . . . . LCR| . NA.

NO.54CIN CIN 2-3 chr6 146573389 HPV58 739  -- chimeric 2 6q24.3 intronic GRM1 . . . . . E7| . NA.

NO.54CIN CIN 2-3 chr6 160521841 HPV58 7224  ++ chimeric 2 6q25.3 intronic IGF2R . . . . . LCR| AluSx|SINE|Alu|-|313 NA.

NO.54CIN CIN 2-3 chr7 45667980 HPV58 352  ++ chimeric 2 7p12.3 intronic ADCY1 . . . . . E6| . NA.

NO.54CIN CIN 2-3 chr7 89047462 HPV58 3910  -- chimeric 2 7q21.13 intergenic . . ZNF804B 81116 STEAP2-AS1 464205 E5| . NA.

NO.54CIN CIN 2-3 chr7 105741919 HPV58 7127  ++ chimeric 2 7q22.3 intronic SYPL1 . . . . . L1| . NA.

NO.54CIN CIN 2-3 chr7 118343866 HPV58 3937  ++ chimeric 3 7q31.31 intergenic . . ANKRD7 461082 KCND2 1569856 E5| AluYa5|SINE|Alu|-|310;trf NA.

NO.54CIN CIN 2-3 chr12 66451372 HPV58 3900  -- chimeric 9 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 E5| . NA.

NO.54CIN CIN 2-3 chr12 66451441 HPV58 7198  ++ chimeric 5 12q14.3 intergenic . . MIR6074 33935 LLPH 65408 LCR| AluSx1|SINE|Alu|-|307;trf NA.

NO.54CIN CIN 2-3 chr15 68541057 HPV58 2212  ++ chimeric 2 15q23 intergenic . . CLN6 18977 FEM1B 29084 E1| L1MA4|LINE|L1|+|1097 NA.

NO.54CIN CIN 2-3 chr15 77910940 HPV58 7299  ++ chimeric 2 15q24.3 intronic LINGO1 . . . . . LCR| AluYa5|SINE|Alu|-|316;trf NA.

NO.54CIN CIN 2-3 chr16 5580929 HPV58 1227  -- chimeric 2 16p13.3 intergenic . . FAM86A 433108 LOC101926950 70241 E1| AluSq2|SINE|Alu|+|345 NA.

NO.54CIN CIN 2-3 chr16 47475773 HPV58 51  ++ chimeric 2 16q12.1 intronic ITFG1 . . . . . LCR| L1PA4|LINE|L1|+|6197 NA.

NO.54CIN CIN 2-3 chr20 32816001 HPV58 7282  ++ chimeric 2 20q11.22 intergenic . . EIF2S2 115916 ASIP 32170 LCR| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.54CIN CIN 2-3 chrX 22814915 HPV58 3018  -- chimeric 2 Xp22.11ncRNA_intronicPTCHD1-AS . . . . . E2| . NA.

NO.54CIN CIN 2-3 chrX 150872388 HPV58 3944  ++ chimeric 2 Xq28 intergenic . . PRRG3 2325 FATE1 12120 E5| (TG)n|Simple_repeat|Simple_repeat|+|44;trf NA.

NO.54CIN CIN 2-3 chr1 26182540 HPV58 412  +- chimeric 2 1p36.11 intronic AUNIP . . . . . E6| . NA.

NO.54CIN CIN 2-3 chr2 51838443 HPV58 3504  -+ chimeric 2 2p16.3 intergenic . . NRXN1 578769 NONE NONE E2|E4| L1P4a|LINE|L1|+|1288 NA.

NO.54CIN CIN 2-3 chr2 89867483 HPV58 433  -+ chimeric 2 2p11.2 intergenic . . MIR4436A 755515 LOC654342 1957226 E6| (CATTC)n|Satellite|Satellite|+|179;trf NA.

NO.54CIN CIN 2-3 chr2 194773315 HPV58 3910  +- chimeric 2 2q32.3 intergenic . . PCGEM1 1131690LOC101927406 435678 E5| AluYa5|SINE|Alu|+|339 NA.

NO.54CIN CIN 2-3 chr3 14222370 HPV58 6756  +- chimeric 2 3p25.1 intronic LSM3 . . . . . L1| AluSc8|SINE|Alu|-|191 NA.

NO.54CIN CIN 2-3 chr3 94660107 HPV58 4052  +- chimeric 2 3q11.2 ncRNA_intronicLINC00879 . . . . . E5| L1PA8A|LINE|L1|-|6295 NA.

NO.54CIN CIN 2-3 chr3 100963973 HPV58 2964  -+ chimeric 2 3q12.3 intronic IMPG2 . . . . . E2| . NA.

NO.54CIN CIN 2-3 chr4 1708954 HPV58 7245  -+ chimeric 2 4p16.3 intronic SLBP . . . . . LCR| AluYb9|SINE|Alu|+|318;trf NA.

NO.54CIN CIN 2-3 chr6 160521831 HPV58 3092  +- chimeric 2 6q25.3 intronic IGF2R . . . . . E2| AluSx|SINE|Alu|-|313;trf NA.

NO.54CIN CIN 2-3 chr7 91749068 HPV58 324  +- chimeric 2 7q21.2 intronic CYP51A1 . . . . . E6| L1MB7|LINE|L1|+|397 NA.

NO.54CIN CIN 2-3 chr7 130835237 HPV58 437  -+ chimeric 2 7q32.3 intronic MKLN1 . . . . . E6| AluJb|SINE|Alu|+|222 NA.

NO.54CIN CIN 2-3 chr9 114355305 HPV58 3910  +- chimeric 2 9q31.3 intronic PTGR1 . . . . . E5| . NA.

NO.54CIN CIN 2-3 chr10 42363459 HPV58 433  -+ chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 463855 E6| (CATTC)n|Satellite|Satellite|+|350;trf NA.

NO.54CIN CIN 2-3 chr11 71847404 HPV58 2084  -+ chimeric 2 11q13.4 intronic FOLR3 . . . . . E1| . NA.

NO.54CIN CIN 2-3 chr12 66451372 HPV58 3096  +- chimeric 2 12q14.3 intergenic . . MIR6074 33866 LLPH 65477 E2| . NA.

NO.54CIN CIN 2-3 chr12 66451449 HPV58 3092  +- chimeric 2 12q14.3 intergenic . . MIR6074 33943 LLPH 65400 E2| AluSx1|SINE|Alu|-|307;trf NA.

NO.54CIN CIN 2-3 chr12 118520638 HPV16 3043  +- chimeric 2 12q24.23 intronic VSIG10 . . . . . E2| AluJb|SINE|Alu|+|142;trf NA.

NO.54CIN CIN 2-3 chr13 105923826 HPV58 824  -+ chimeric 2 13q33.2 intergenic . . LINC01309 1843791 DAOA-AS1 187580 E7| . NA.

NO.54CIN CIN 2-3 chr14 88869259 HPV58 3900  -+ chimeric 3 14q31.3 intronic SPATA7 . . . . . E5| L1MA9|LINE|L1|+|1613 NA.

NO.54CIN CIN 2-3 chr16 6691785 HPV58 3910  +- chimeric 2 16p13.3 intronic RBFOX1 . . . . . E5| . NA.

NO.54CIN CIN 2-3 chr17 17661198 HPV58 334  -+ chimeric 2 17p11.2 intronic RAI1 . . . . . E6| . NA.

NO.54CIN CIN 2-3 chr18 20929274 HPV58 795  +- chimeric 2 18q11.2 intronic TMEM241 . . . . . E7| L1M4b|LINE|L1|-|492 NA.

NO.54CIN CIN 2-3 chr20 32816001 HPV58 1208  +- chimeric 3 20q11.22 intergenic . . EIF2S2 115916 ASIP 32170 E1| (T)n|Simple_repeat|Simple_repeat|+|99;dup;trf NA.

NO.54CIN CIN 2-3 chrX 10567733 HPV58 4715  +- chimeric 2 Xp22.2 intronic MID1 . . . . . L2| MIRb|SINE|MIR|+|219 NA.

NO.54CIN CIN 2-3 chrX 86410065 HPV58 326  -+ chimeric 2 Xq21.31 intergenic . . DACH2 322460 KLHL4 362650 E6| L1MEg|LINE|L1|-|2246 NA.

NO.54CIN CIN 2-3 chrX 99283458 HPV58 3092  +- chimeric 2 Xq22.1 intergenic . . XRCC6P5 88617 PCDH19 263184 E2| . NA.

NO.56CIN CIN 2-3 chr10 134781396 HPV16 5709  -- chimeric 2 10q26.3ncRNA_intronicLINC01168 . . . . . L1| LTR1|LTR|ERV1|-|775 NA.

NO.56CIN CIN 2-3 chr12 118390702 HPV16 3567  -+ chimeric 124 12q24.23 intronic KSR2 . . . . . E2|E4| AluSx|SINE|Alu|+|304 NA.

NO.56CIN CIN 2-3 chr12 118520638 HPV16 3007  +- chimeric 146 12q24.23 intronic VSIG10 . . . . . E2| AluJb|SINE|Alu|+|142;trf NA.

NO.56CIN CIN 2-3 chr16 18398506 HPV16 3567  -+ chimeric 2 16p12.3 intergenic . . XYLT1 833768 NPIPA7 13270 E2|E4| AluSz6|SINE|Alu|+|304;dup NA.

NO.40CIN CIN 2-3 chr2 153370471 HPV58 875  -- chimeric 2 2q23.3 intronic FMNL2 . . . . . NONE . NA.

NO.40CIN CIN 2-3 chr3 5588233 HPV58 3269  -- chimeric 2 3p26.1 intergenic . . MIR4790 296293 GRM7-AS3 1085812 E2| L1MA8|LINE|L1|-|1378 NA.

NO.40CIN CIN 2-3 chr6 150192326 HPV58 895  -- chimeric 2 6q25.1 ncRNA_intronicRAET1E-AS1 . . . . . E1| L1MA9|LINE|L1|-|1654 NA.

NO.40CIN CIN 2-3 chr8 76557094 HPV58 31  ++ chimeric 2 8q21.11 intergenic . . HNF4G 78033 LINC01111 761795 LCR| . NA.

NO.40CIN CIN 2-3 chr10 1008384 HPV58 534  -- chimeric 2 10p15.3 intergenic . . LOC101927762 19701 GTPBP4 25965 E6| MLT1B|LTR|ERVL-MaLR|-|142 NA.

NO.40CIN CIN 2-3 chr11 42608338 HPV58 417  ++ chimeric 2 11p12 intergenic . . LOC100507205 333098 HNRNPKP3 674716 E6| . NA.

NO.40CIN CIN 2-3 chr12 24882968 HPV58 5868  ++ chimeric 2 12p12.1 intergenic . . LINC00477 145866 BCAT1 79990 L1| . NA.

NO.40CIN CIN 2-3 chr13 51266234 HPV58 433  ++ chimeric 2 13q14.3 intergenic . . DLEU1 163455 DLEU7 20525 E6| L2a|LINE|L2|+|603 NA.

NO.40CIN CIN 2-3 chr14 43851553 HPV58 848  -- chimeric 2 14q21.2 intergenic . . LRFN5 1477801 FSCB 1121801 E7| . NA.

NO.40CIN CIN 2-3 chr16 75415511 HPV58 742  ++ chimeric 2 16q23.1 intronic CFDP1 . . . . . E7| MIR3|SINE|MIR|+|124 NA.

NO.40CIN CIN 2-3 chr17 56103766 HPV58 6978  -- chimeric 2 17q22 intergenic . . SRSF1 19059 LOC101927666 50486 L1| (TTTC)n|Simple_repeat|Simple_repeat|+|128;trf NA.

NO.40CIN CIN 2-3 chr18 35549129 HPV58 2513  -- chimeric 2 18q12.2 intergenic . . MIR4318 311951 LINC00669 1237759 E1| . NA.

NO.40CIN CIN 2-3 chr20 14995828 HPV51 3973  -- chimeric 2 20p12.1 intronic MACROD2 . . . . . NONE . NA.

NO.40CIN CIN 2-3 chr20 54562801 HPV58 388  ++ chimeric 2 20q13.2 intergenic . . LINC01441 519066 CBLN4 9612 E6| . NA.

NO.40CIN CIN 2-3 chr21 40938142 HPV58 459  -- chimeric 2 21q22.2 intergenic . . SH3BGR 50709 B3GALT5-AS1 30933 E6| . NA.

NO.40CIN CIN 2-3 chrX 119443518 HPV58 248  -- chimeric 2 Xq24 intronic TMEM255A . . . . . E6| . NA.

NO.40CIN CIN 2-3 chr1 109679836 HPV58 912  +- chimeric 2 1p13.3 intronic KIAA1324 . . . . . E1| AluSz|SINE|Alu|-|298 NA.

NO.40CIN CIN 2-3 chr2 27625822 HPV58 6168  +- chimeric 2 2p23.3 intronic PPM1G . . . . . L1| AluJo|SINE|Alu|+|155 NA.

NO.40CIN CIN 2-3 chr2 217389686 HPV58 773  +- chimeric 2 2q35 intergenic . . RPL37A 23498 LINC01280 65030 E7| AluSc|SINE|Alu|-|311 NA.

NO.40CIN CIN 2-3 chr2 221909961 HPV58 5720  -+ chimeric 2 2q36.1 intergenic . . MIR4268 1138675 EPHA4 372786 L1| L2a|LINE|L2|+|506 NA.

NO.40CIN CIN 2-3 chr2 230184952 HPV58 600  +- chimeric 2 2q36.3 intergenic . . PID1 48895 DNER 37393 E7| . NA.

NO.40CIN CIN 2-3 chr3 42160034 HPV58 76  -+ chimeric 2 3p22.1 intronic TRAK1 . . . . . LCR| . NA.

NO.40CIN CIN 2-3 chr3 47669585 HPV58 705  -+ chimeric 2 3p21.31 intronic SMARCC1 . . . . . E7| L1MEf|LINE|L1|-|106 NA.

NO.40CIN CIN 2-3 chr5 32816871 HPV58 2549  -+ chimeric 2 5p13.3 intergenic . . NPR3 25041 LOC340113 130678 E1| AT_rich|Low_complexity|Low_complexity|+|21 NA.

NO.40CIN CIN 2-3 chr5 60641845 HPV58 5181  -+ chimeric 2 5q12.1 intronic ZSWIM6 . . . . . L2| AluSx1|SINE|Alu|-|295 NA.

NO.40CIN CIN 2-3 chr5 175852454 HPV58 7769  -+ chimeric 3 5q35.2 intergenic . . CLTB 8884 FAF2 22902 LCR| MER4-int|LTR|ERV1|-|598 NA.

NO.40CIN CIN 2-3 chr7 42412699 HPV58 570  -+ chimeric 2 7p14.1 intergenic . . GLI3 136081 LINC01448 288627 NONE . NA.

NO.40CIN CIN 2-3 chr7 98501842 HPV58 4151  -+ chimeric 2 7q22.1 intronic TRRAP . . . . . NONE AluY|SINE|Alu|+|307 NA.

NO.40CIN CIN 2-3 chr8 37853283 HPV58 594  +- chimeric 3 8p11.23 intergenic . . ADRB3 29099 EIF4EBP1 34737 E7| AluJr|SINE|Alu|+|322 NA.

NO.40CIN CIN 2-3 chr9 15808691 HPV58 538  +- chimeric 3 9p22.3 intronic CCDC171 . . . . . E6| L2|LINE|L2|-|692 NA.

NO.40CIN CIN 2-3 chr10 42384768 HPV58 3618  +- chimeric 2 10q11.21 intergenic . . NONE NONE LOC441666 442546 E2| HSATII|Satellite|Satellite|-|1595;trf NA.

NO.40CIN CIN 2-3 chr11 16147836 HPV58 587  -+ chimeric 2 11p15.2 intronic SOX6 . . . . . E7| . NA.

NO.40CIN CIN 2-3 chr15 32106938 HPV58 877  -+ chimeric 2 15q13.3 intergenic . . OTUD7A 159396 CHRNA7 215748 NONE AluSz|SINE|Alu|-|299 NA.

NO.40CIN CIN 2-3 chr16 31162674 HPV58 5526  +- chimeric 2 16p11.2 intergenic . . PRSS36 1259 FUS 28757 L2| AluSq2|SINE|Alu|+|297 NA.

NO.40CIN CIN 2-3 chr16 72776173 HPV58 403  -+ chimeric 3 16q22.2 intergenic . . LOC101927957 77265 ZFHX3 40613 E6| . NA.

NO.40CIN CIN 2-3 chr17 78938398 HPV58 3915  -+ chimeric 2 17q25.3 UTR3 RPTOR NM_001163034 . . . . E5| . NA.

NO.40CIN CIN 2-3 chrX 71933123 HPV58 1009  -+ chimeric 2 Xq13.2 intronic PHKA1 . . . . . E1| L1MA9|LINE|L1|-|280 NA.

NO.39CIN CIN 2-3 chr7 68227069 HPV81 6212  -+ chimeric 2 7q11.22 intergenic . . LOC102723427 729392 LOC100507468 834055 L1| . NA.

54CIN normal chr6 39284179 HPV52 3005  -- chimeric 2 6p21.2 exonic KCNK16 NM_001135106 . . . . E2| . NA.

54CIN normal chr11 27567761 HPV52 66  ++ chimeric 2 11p14.1ncRNA_intronicBDNF-AS . . . . . LCR| . NA.

1CIN normal chr1 195429281 HPV52 684  ++ chimeric 2 1q31.3 intergenic . . NONE NONE KCNT2 765629 E7| . NA.

1CIN normal chr11 10688245 HPV52 752  -+ chimeric 2 11p15.4 intronic MRVI1 . . . . . E7| . NA.

43CIN normal chr1 43174814 HPV42 5766  -- chimeric 2 1p34.2 intergenic . . YBX1 6794 CLDN19 23950 L2| (TA)n|Simple_repeat|Simple_repeat|+|42;trf NA.

43CIN normal chr1 43174855 HPV42 5812  ++ chimeric 4 1p34.2 intergenic . . YBX1 6835 CLDN19 23909 L2| AluY|SINE|Alu|-|320 NA.

43CIN normal chr2 225652791 HPV42 2656  ++ chimeric 2 2q36.2 intronic DOCK10 . . . . . E1|E2| . NA.

43CIN normal chr3 86899123 HPV42 5631  -- chimeric 3 3p12.1 intergenic . . RNU6-69P 408762 VGLL3 88000 L2| Tigger1|DNA|TcMar-Tigger|+|1520 NA.

43CIN normal chr3 155857376 HPV42 5977  ++ chimeric 3 3q25.31 intronic KCNAB1 . . . . . L1| (T)n|Simple_repeat|Simple_repeat|+|26;trf NA.

43CIN normal chr7 47246611 HPV42 5768  ++ chimeric 2 7p12.3 intergenic . . IGFBP3 1285740 TNS3 68141 L2| AluJb|SINE|Alu|+|319 NA.

43CIN normal chr7 71921374 HPV42 5811  ++ chimeric 2 7q11.22 intergenic . . CALN1 44014 TYW1B 118118 L2| (TAAA)n|Simple_repeat|Simple_repeat|+|28 NA.

43CIN normal chr8 103104533 HPV42 2075  -- chimeric 2 8q22.3 intronic NCALD . . . . . E1| MER41A|LTR|ERV1|+|541 NA.

43CIN normal chr8 126420723 HPV42 1456  -- chimeric 2 8q24.13 intergenic . . NSMCE2 41356 TRIB1 21840 E1| . NA.

43CIN normal chr11 12741507 HPV42 5808  ++ chimeric 2 11p15.2 intronic TEAD1 . . . . . L2| (T)n|Simple_repeat|Simple_repeat|+|45;trf NA.

43CIN normal chr11 28798154 HPV42 5801  ++ chimeric 3 11p14.1 intergenic . . MIR8068 299059 KCNA4 1233134 L2| AluSx3|SINE|Alu|-|329 NA.

43CIN normal chrX 83719199 HPV42 2621  ++ chimeric 2 Xq21.1 intronic HDX . . . . . E1| L1PA7|LINE|L1|+|1686 NA.

43CIN normal chrX 99283464 HPV42 5995  ++ chimeric 2 Xq22.1 intergenic . . XRCC6P5 88623 PCDH19 263178 L1| . NA.

43CIN normal chr1 245786367 HPV42 1115  +- chimeric 2 1q44 intronic KIF26B . . . . . E1| L1ME1|LINE|L1|-|488 NA.

43CIN normal chr2 110073178 HPV42 1101  -+ chimeric 2 2q12.3 intronic SH3RF3 . . . . . E1| MIR3|SINE|MIR|-|139 NA.

43CIN normal chr3 39869680 HPV32 2728  -+ chimeric 2 3p22.1 intronic MYRIP . . . . . E1|E2| L1MA5A|LINE|L1|-|972 NA.

43CIN normal chr3 122646431 HPV42 2706  -+ chimeric 2 3q21.1 intronic SEMA5B . . . . . E2| . NA.

43CIN normal chr5 62425839 HPV42 2851  +- chimeric 2 5q12.1 intergenic . . IPO11 501423 HTR1A 830036 E2| (T)n|Simple_repeat|Simple_repeat|+|42 NA.

43CIN normal chr7 78318591 HPV42 6640  +- chimeric 2 7q21.11 intronic MAGI2 . . . . . L1| . NA.

43CIN normal chr7 93397909 HPV42 6021  +- chimeric 2 7q21.3 intergenic . . MIR4652 51592 TFPI2 116800 L1| L1M7|LINE|L1|+|550 NA.

43CIN normal chr10 50643724 HPV42 6010  +- chimeric 2 10q11.23 intergenic . . DRGX 39662 ERCC6 18802 L1| L1MEd|LINE|L1|+|739 NA.

43CIN normal chr14 42234545 HPV42 5793  -+ chimeric 2 14q21.1 intronic LRFN5 . . . . . L2| AluY|SINE|Alu|+|312 NA.

43CIN normal chr15 55218278 HPV42 2511  +- chimeric 2 15q21.3 intergenic . . UNC13C 297472 RSL24D1 255234 E1| L1HS|LINE|L1|-|6063;trf NA.

43CIN normal chr17 1258404 HPV42 2197  -+ chimeric 2 17p13.3 intronic YWHAE . . . . . E1| . NA.

43CIN normal chr20 5068535 HPV42 5573  -+ chimeric 2 20p13 intergenic . . SLC23A2 77596 TMEM230 11949 L2| AluSz|SINE|Alu|-|175 NA.

43CIN normal chr21 28594533 HPV42 5793  -+ chimeric 2 21q21.3 intergenic . . ADAMTS5 255094 MIR5009 65289 L2| AluSq2|SINE|Alu|+|311 NA.



Table S12. ROC analysis of HPV testing as diagnostic marker

for CC and CIN

AUC
Sensitivity(

%)

Specificity(

%)
95% CI* P-value AUC

Sensitivity(

%)

Specificity(

%)
95% CI* P-value AUC

Sensitivity(

%)

Specificity(

%)
95% CI* P-value

HPV integration 95.50% 91.30 97.77 88.93%-100% 0.08 76.50% 92.00 54.16 64.17%-88.83% 0.86 81.20% 92.00 60.00 69%-93.4% 0.86
HPV16 or 18 integration 96.70% 100.00 93.30 92.98%-100% 0.07 44.23% 0.00 96.15 37.97%-50.49% 0.00 38.88% 0.00 92.59 30.9%-46.88% 0.00
HPV DNA infection 86.95% 73.91 100.00 77.78%-96.13% - 77.58% 73.91 86.36 68.39%-91.89% - 81.95% 73.91 90.00 70.57%-93.34% -
HPV DNA infection AND integration 95.82% 92.00 97.73 89.74%-100% 0.07 73.30% 92.00 54.17 61.71%-84.96% 0.48 80.90% 92.00 70.00 68.98%-92.82% 0.73

HPV DNA infection OR integration 96.59% 92.00 97.73 90.83%-100% 0.04 87.42% 92.00 62.50 77.64%-97.19% 0.06 88.60% 92.00 55.00 78.73%-98.47% 0.18

Note: HPV DNA infection as detected by HPV DNA assays

*CI: Confidence interval

Markers
CC vs  Normal CIN1 vs  Normal CINII-III vs  Normal
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