Data Set 1

A summary of all phosphopeptides identified in this study

Legends

ET : For comparison: Trypsin samples subjected to LC-MS/MS [ETD]

EL : For comparison: Lys-C samples subjected to LC-MS/MS [ETD]

EG : For comparison: Glu-C samples subjected to LC-MS/MS [ETD]

CT : For comparison: Trypsin samples subjected to LC-MS/MS [CID]

CL : For comparison: Lys-C samples subjected to LC-MS/MS [CID]

CG : For comparison: Glu-C samples subjected to LC-MS/MS [CID]

AG : For comparison: Glu-C samples subjected to alternatingLC-MS/MS [CID/ETD]
AT : For comparison: Trypsin samples subjected to alternating LC-MS/MS [CID/ETD]
AL : For comparison: Lys-C samples subjected to alternating LC-MS/MS [CID/ETD]
ELX : Remainder of Lys-C samples subjected to LC-MS/MS [ETD]

" : C-terminal type fragment

"\ : N-terminal type fragment

" : Both C-terminal type AND N-terminal type fragment

CSs : Charge state

Mode : Type of fragmentation

n,k,nk : novel, known, notknown
Predic. : Predicted protein

Number of phosphorylation sites Gene
# Exp. CS Mode Score V¥ Sequence with fragments Literature lookup RefSeq# Symbol
1 AG 3 CID 17.45 1 (E)G/G P E/A|P/1|P/P/P/P Q P R E K V s S I\D\L E(I) 518 =n NP_001010972.1 ZYX
2 CT 2 CID 12.79 1 (R)S/P|GJA|P/G P L T L K(E) S1 =k NP_001010972.1 ZYX
3 AT 2 CID 17.62 1 (R)V S S G Y|V|P/P/P|V/A\t/P F S S K(S) T12 =n NP_001010972.1 ZYX
4 EL 4 ETD 16.72 2 (K)R/R N R N A s|A\s|F|QIE|L]EID]K\K(E) S7 =n,S9 =n NP_055192.1 ZRF1
5 ELX 4 ETD 11.35 1 (-)m NJE/Y|PIK/K]R\K(R) Y4 =n NP_057415.1 ZNF639
6 ET 4 ETD 8.6 3 (K)T K\s/S|S K L\s s|C I/A/A/I\A/A|L/S/A K(K) S3 =n,S8 =n,S9 =n NP_060651.2 ZNF532
7 ET 4 ETD 11.44 1 (K)I/S/L|S K|S P\T\K t D P K/N|E\E|E\E\K(R) T10 =n NP_861446.2 ZNF326
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ELX 4 ETD 24.27 3 (K)R/R/EJR s\R\s P E|S]Q|V]I\G]E\N\T\K(Q) T3 =n,S5 =n,S7 =n NP_005446.2 ZNF265

ELX 3 ETD 11.27 1 (K)Y K L/DJE|DJE|D|E\D|D\A/D\L s\K(Y) S15 =n NP_005446.2 ZNF265
10 ELX 3 ETD 21.41 1 (K)Y/N|LIDJAIS|IE\E]END]|S|N/K\K(K) S6 =k NP_005446.2 ZNF265
11 CL 5 CID 16.85 1 (K)R R R D\s D|G\V|D|G\F/E/A E/G/K K(D) S5 =n NP_057191.2 ZFR
12 EL 4 ETD 14.14 1 (K)R/R|R D s/D G V D\G|F|E|A|E\G\K\K(D) S5 =n NP_057191.2 ZFR
13 ELX 4 ETD 6.67 1 (K)G K|s/G\E/G|JE N\T|D K(L) S3 =n NP_078997.2 ZFHX4
14 ELX 4 ETD 19.98 2 (K)T/RJR L s|S\A\s T G|K P\P\L|S/V E\D\D|F]E\K(L) S5 =n,S8 =n NP_055642.2 ZC3H11A
15 ELX 4 ETD 14.49 3 (K)T/RIR L s/s/A\s\T G\K P P\L|S|V|E|D|D\F/E\K(L) S5 =n,56 =n,58 =n NP_055642.2 ZC3H11A
16 ELX 4 ETD 7.8 2 (KT/R\R L s|S A S\t G K P\P L|S V\E\D/D|F|E\K(L) S5 =n,T9 =n NP_055642.2 ZC3H11A
17 ELX 3 ETD 14.37 1 (K)s Y/L/S G/G\A G|AZ/A/G|G\G|G|JAID P G N\K(K) S1=n NP_003394.1 YY1
18 ELX 3 ETD 24.89 1 (K)A A D P P\A|EIN|SISIA\P|EJA]E|Q/G\G\A\E(-) S10 =n NP_004550.2 YBX1
19 CL 3 CID 15.07 1 (K)K/T/P/S/K|P P A\Q/L s/P S V|P\K(R) S11 =n NP_006288.1 XRCC1
20 EL 4 ETD 21.44 1 (K)T/K PJT\QJAJA]G P S|s P Q K/P P|T PIEJE|T\K(A) S11 =n NP_006288.1 XRCC1
21 EL 4 ETD 16.23 2 (K)T/K/P T|Q/AJA|G P\S|s/P Q|K/P P t P|E|E\T\K(A) S11 =n,T17 =n NP_006288.1 XRCC1
22 AL 3 CID 12.11 2 (K)T K/P/T Q A A\G P S s/P/Q\K|P P t/P E E\T K(A) S11 =n,T17 =n NP_006288.1 XRCC1
23 ELX 4 ETD 15.68 1 (K)S/K P\E L P P G/L\S P\E/A T A P\V t\P S R P|E|G/G|E P\G|L\S\K(T) T18 =n NP_115721.1 WIBG
24 ET 3 ETD 8.34 2 (R)V/Q/E\H/E D s/G D s|E|V\E|N]JE/A K(G) S7 =k,S10 =k AAH25276.1 WDR50
25 EL 3 ETD 9.59 1 (K)R K|S|EIL/E/F\E|TIL\K(T) S3 =n NP_061918.3 WDR44
26 ELX 4 ETD 17.06 2 (K)R KIS\E/L|E\NF/E|T|L K\t P\D I|D]V P\K(E) S3 =n,T12 =n NP_061918.3 WDR44
27 CL 2 CID 14.07 1 (K)V/G/N E|s/P/V/Q/E/L K(Q) S5 =n NP_061918.3 WDR44
28 EL 5 ETD 11.9 3 (K)Y KG y VIN S/S S Q I\NK\A/S F S\H D|F t y L/V/S\G S/E D K(Y) Y4 =n,T20 =n,Y21 =n NP_061918.3 WDR44
29 ET 4 ETD 24.4 1 (R)D/G P|P/LIR|G|s|N|m/D/F\R|E P|T|E|E|E\R(A) S8 =n NP_071496.1 WBSCR1
30 ET 4 ETD 9.25 1 (R)F R D|G P PJL R/G sIN m D FJR\E P T|E|E\E\R(A) S10 =n NP_071496.1 WBSCR1
31 EG 4 ETD 7.67 1 (E)T/RID/G]Q V INN\E t/S/Q/H|H\D D\L\E(-) T10 =n NP_003371.2 VIM

(K)L/L/E GJE E/S R I/S|L P L P/N/F S S\L N\L R E T\N\L/D/s\L P\L V

32 EL 5 ETD 12.38 1 D\T/H S\K(R) S28 =n NP_003371.2 VIM
33 AL 4 ETD 24.04 1 (K)T/V/ZE|TIR\D\G|Q/V IIN\E|JT\s|Q|H|H D\D\L\E(-) S14 =n NP_003371.2 VIM
34 ET 3 ETD 19.74 1 (R)D/G/Q V IINJE|T|s/Q|H|H D\D\L\E(-) S9 =n NP_003371.2 VIM
35 AT 3 CID 17.87 1 (R)D/G/Q|V|IIN E T/s\Q\H H D D\L\E(-) S9 =n NP_003371.2 VIM
36 CT 3 CID 17.05 1 (R)D/G/Q|V]IIN E/t S\Q\H H D D\L\E(-) T8 =n NP_003371.2 VIM
37 ET 3 ETD 22.89 1 (R)E/TINIL\D|sS|IL PILIVAD|TIH|S\K(R) S6 =n NP_003371.2 VIM
38 AT 3 CID 15.23 1 (R)E T/N/L/D s/L/P/L/N/D/T H S K(R) S6 =n NP_003371.2 VIM
39 AT 3 ETD 17.74 1 (R)M/F\G|G P\G|T|A|S|R P s|S\S\R(S) 512 =k,513 =nf NP_003371.2 VIM
40 CT 3 CID 12.96 1 (R)M/F]G/G/P|G/T A S R\P\S S s R(S) S14 =n,S12 =nf,513 =nf NP_003371.2 VIM
41 AT 3 CID 12.74 2 (R)m F|G/G/P|G T|A S R P S|s s R(S) 513 =k,514 =n,512 =nf NP_003371.2 VIM
42 ET 3 ETD 11.69 2 (R)M/F/G|G P|G|T|A\s|R P S|s|S R(S) S9 =n,513 =k,512 =nf NP_003371.2 VIM
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43 AT 3 ETD 8.67 2 (R)M/F/G|G P GJt\A S|R P s|SIS\R(S) T7 =n,512 =k,513 =nf NP_003371.2 VIM
44 ET 3 ETD 4.33 2 (R)m F\G|G P G|T AlsIR P s|SIS\R(S) S9 =n,512 =k,513 =nf NP_003371.2 VIM
45 AT 2 CID 17.13 1 (R)S L/Y|A|S/s/P/G/G/N/Y/A T R(S) S6 =k,S1 =nf NP_003371.2 VIM
46 CT 2 CID 16.58 1 (R)S L/Y|A|s/S/P/G/G/N/Y A/T R(S) S5 =n,51 =nf,56 =nf NP_003371.2 VIM
47 AT 2 CID 15.29 1 (R)S L/Y|A|S/S|P/G G V/y A T R(S) Y11l =n,S1 =nf,S56 =nf NP_003371.2 VIM
48 ET 2 ETD 5.85 1 (R)S/L/Y/A/s/S P/G/G/NV/Y ANT\R(S) S5 =n,S1 =nf,S6 =nf NP_003371.2 VIM
49 AT 3 CID 16.22 1 (R)T Y|s/L/G/S|A/L/R/P S\T S R(S) S3 =k,S6 =nf,S11 =nf NP_003371.2 VIM
50 ET 3 ETD 13.92 1 (R)T/Y|s L G S/AZ/L|R\P|S|T|S\R(S) S3 =k,S6 =nf,511 =nf NP_003371.2 VIM
51 ET 3 ETD 11.05 2 (R)T/Y s/L\G/S|A|L|R P\s|T|S\R(S) S3 =k,511 =k,S6 =nf NP_003371.2 VIM
52 EL 4 ETD 30.14 1 (K)L/RIK/VISIKIQIEIEIANSIGIG\P|T]A P\K(A) S5 =k NP_003361.1 VASP
53 AT 3 CID 23.15 1 (R)K R s/E L\S\Q/D|A|E|P/A]G S\Q E|T\K(D) S3 =n NP_006640.2 UTP14A
54 ET 3 ETD 6.18 1 (R)K R S\E|L S Q/D\A E P A G|S\Q|E\T\K(D) S3 =n NP_006640.2 UTP14A
55 EL 5 ETD 16.48 2 (K)R/EJR|D/R E|R|E P\E AJA\s|S/R G|s P V|R\V\K(R) S13 =n,517 =n NP_006581.2 USP39
56 EL 4 ETD 26.11 1 (K)R/EIRIEIVIDIEID/S|E P E R]E]VIR\ANK(N) S9 =n NP_006581.2 USP39
57 EL 4 ETD 10.92 2 (K)G/R/P A L A'S Q EIS\s/L/S|S t|S|P/S\S P\L P V\K(V) S11 =n,T15 =n NP_065769.2 USP31
58 CL 4 CID 16.41 1 (KN H S V N E E\E|JQ\EJE\QIG\E|G s E/D E W E/Q V/G P R N K(T) 516 =k NP_005144.1 USP10
59 CT 3 CID 17.66 2 (K)K A/P A G Q E E|P/G|t|P/P s S|P L/S A E Q L\D R(I) T11 =k,514 =n NP_003353.1 UNG
60 ELX 5 ETD 10.97 2 (K)T A A V A\N S|m\N\y L|T/K/K G M/s\S K(E) Y10 =n,517 =n NP_001020948.1 UGCGL1
61 EL 4 ETD 11.92 1 (K)K V]E\E|D/EJA/G GJR\F/V\A\F S G|E G\Q sS\L/R\K(K) S20 =n NP_001030324.1 UFD1L
62 EG 4 ETD 14.04 1 (E)R GIKJL P\E|s P\KJR\A\E\E(I) S7 =k NP_055048.1 UBTF
63 EL 3 ETD 17.3 1 (KR/KJAISIQILIVIGITIENK(K) S4 =n NP_054895.1 UBE2T
64 ELX 5 ETD 11.92 1 (KN/QJR/Q D Y L N/G A V/s G|S V Q/A\T/D\R\L m\K(E) S12 =n NP_060052.3 UBE2Q1
65 EL 3 ETD 20.98 1 (K)N/P|SID|S|IAIV]IH]s PIFIT\K(R) S9 =k NP_055662.2 UBAP2L
66 CT 2 CID 16.15 1 (K)N/P/S D/S A/V|H|s|P F\T K(R) S9 =k NP_055662.2 UBAP2L
67 CL 3 CID 15.4 1 (K)N/P|S/D/S A/V/H/S\P/F\t K(R) T12 =n,S9 =nf NP_055662.2 UBAP2L
68 EL 3 ETD 8.31 1 (N)P S/D|S|IAIVIHIS\P/F\T\K(R) S8 =k NP_055662.2 UBAP2L
69 EL 4 ETD 16.69 1 (K)E/E/H|G/G]L 1]R]|s PIRJH\E\K(K) S9 =n NP_001012496.1 U2AF2
70 AT 4 ETD 10.5 1 (R)G/A/K]EJE/ZH\G\G|L I]R\s/P\R(H) S12 =n NP_001012496.1 U2AF2
(K)SsPGQPEAGP\EGA/QE/RPS Q AA\P A VAEJA\E|G|P G S\S Q\A
71 CT 4 CID 16.94 1 P R(K) S2 =n NP_787048.1 TXLNA
72 CT 3 CID 20.47 1 (R)R/P\E G P G\A]QJAIP\S|s/P R(V) S12 =n NP_787048.1 TXLNA
73 ET 3 ETD 17.28 1 (R)R PJE|G P|GIA|QJA P|S|s P\R(V) S12 =n NP_787048.1 TXLNA
74 CT 4 CID 14.59 2 (R)E T/s R/L A W|T\NJV/A/S/E V Q|V T K|L K(V) S3 =n,512 =n NP_003310.2 TTN
75 ELX 3 ETD 8.28 1 (K)s K\T|S|E/N|S|S/A K(R) S1=n NP_443165.1 TSGA13
76 CG 4 CID 13.97 1 (E)G Y/G F/G/S/G/D/D/P|Y/S S/A E/P HV s GV K/RSRSGEG E() S19 =n,S26 =nf NP_005753.1 TRIM28
77 CG 3 CID 19.98 1 (E)T K/P V L m A L/AJE|G|P GJA\E/G P R/L\A/s/P S G\S T S S G\L\E(V) S21 =n NP_005753.1 TRIM28
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78 EL 4 ETD 26.62 1 (K)R/S|R/S/GIE|GIE|VISIGIL\m]R\K(V) S4 =k NP_005753.1 TRIM28
79 EL 4 ETD 26 1 (K)R/SIRISIGIEIGIE\V|S\G\L\M|R\K(V) S4 =k NP_005753.1 TRIM28
80 AL 4 CID 14.18 1 (K)R S R s/G E|G E|V|S/G\L/m R K(V) S4 =k NP_005753.1 TRIM28
81 AL 4 CID 12.25 1 (K)R S R\s/G E/G E|V|S/G|L M/R\K(V) S4 =k NP_005753.1 TRIM28
82 CT 3 CID 24.06 1 (R)G A A A A/A/T/G Q|P/G T|A|P A|G t/P G A|P P L/A/G m A 1 V\K(E) T17 =n NP_005753.1 TRIM28
83 CT 3 CID 22.25 1 (R)G AAAAA/T/G Q|P/G T|A|P A G t/P G\A|P/P L A G\M A 1 V\K(E) T17 =n NP_005753.1 TRIM28
84 AT 2 CID 15.54 1 (R)L D/L D/L/T/A|D|s Q|P P V]F K(V) S9 =n NP_005753.1 TRIM28
85 AT 2 CID 15.43 1 (R)s G\E|G/E|V]|S/G/L/MR(K) S1 =k NP_005753.1 TRIM28
86 ET 3 ETD 20.69 1 (R)S/R|SIG/E|GIE]V]IS\G|L]IM\R(K) S3 =k NP_005753.1 TRIM28
87 CT 3 CID 16.51 1 (R)S R S G E|G E|V|S GJL/M\R(K) S1=n,53 =nf NP_005753.1 TRIM28
88 CT 3 CID 16.32 1 (R)S R s G E\G E|V|S G|LIM R(K) S3 =k NP_005753.1 TRIM28
89 CT 3 CID 10.48 1 (R)s R/S G E/G E|V|S G/L M R(K) S1 =n,S3 =nf NP_005753.1 TRIM28
90 AT 3 CID 9.72 1 (R)S R s G E/G E|V|S G|L m R(K) S3 =k NP_005753.1 TRIM28
91 ET 3 ETD 9.05 1 (R)S/R/sS\G|E/G|E\V\S G\L M\R(K) S3 =k NP_005753.1 TRIM28
92 ELX 3 ETD 6.64 1 (K)L/E/L|K|S\AZ/Q/K|D/L Q/s A\D\K(E) S12 =n NP_005870.2 TRAIP
93 CT 2 CID 15.79 1 (R)L D/S Q/P Q E|T/s/P E|L|P R(R) S9 =k NP_006691.1 TRAFD1
94 ELX 4 ETD 23.21 2 (K)T P\A]Q P Q/R]R\s|L|R\L\s|A]Q\K(D) S9 =k,S13 =k NP_036244.2 TPX2
95 CG 2 CID 24.77 1 (E)G N 1/D D/s L/1|G|GINJAIS]AJE|G P E G E(G) S6 =k NP_003286.1 TPT1
96 AL 2 CID 15.12 1 (K)E G/V/Q/G/P L/N|V/S/L/S/E ENG K(S) S10 =n AAB48030.1 TPR
97 EL 2 ETD 14.09 1 (K)E/G/V/Q/G P/L/NJVNS\L\S\E\E\G\K(S) S10 =n AAB48030.1 TPR
98 CL 3 CID 13.87 1 (K)RP s TS QT V\S/T/P/A|P V|P V/I|E\S T E A I\E A K(A) S3 =n AAB48030.1 TPR
99 AT 3 CID 19.52 1 (R)T D/G F/A/E|A/1/H s/P\Q|V]A|G V|P R(F) 510 =n AAB48030.1 TPR
100 ET 3 ETD 16.76 1 (R)T/D/G/F A|EJA\I|H/s P|Q|V]A G|V P\R(F) S10 =n AAB48030.1 TPR
101 ELX 5 ETD 15.04 2 (K)Q EIGIQIL RAYN\GNA G L L s S 1 GE LIKIH A L s DIKJAJC V\K(A) S14 =n,524 =n NP_775489.2 TPH2
102 AL 3 ETD 17.45 1 (K)L/G/DIMIRIN|SIAITIF\K(S) S7 =n NP_003279.2 TPD52L2
103 AL 3 CID 10.92 1 (K)L/GID|M/R N s|A/T F K(S) S7 =n NP_003279.2 TPD52L2
104 EL 3 ETD 17.56 1 (K)S/FIEIDIRIVIG]T]INK(S) S1=n NP_003279.2 TPD52L2
105 EL 3 ETD 15.02 1 (K)S/F/E|DIRIV]IG]t] INK(S) T8 =n NP_003279.2 TPD52L2
106 ET 4 ETD 19.69 2 (R)K/L GIDImIR N s\A T|F K\s\F|E|D\R(V) S8 =n,S13 =n NP_003279.2 TPD52L2
107 ET 3 ETD 13.58 1 (R)N/S/A|T|FIK/s|F|E|D\R(V) S7 =n NP_003279.2 TPD52L2
108 AG 3 ETD 17.23 1 (E)D/V/KIN s P|T|FIKISIFIE\ECK) S5 =n NP_001020423.1 TPD52
109 AG 3 ETD 13.9 1 (E)D/V/K/N S P/E\F\K|S\F|E|E/K\V\E(N) T7 =n NP_001020423.1 TPD52
110 AT 3 ETD 18.9 1 (K)K/LIEIDIVIKIN]IS\P|T|F\K(S) S8 =n NP_001020423.1 TPD52
111 AT 3 CID 14.55 1 (K)K/L END\VNK|N S\P\t/F\K(S) T10 =n NP_001020423.1 TPD52
112 ET 4 ETD 19.66 2 (K)K/LIEIDJVIK N s P\T|F|K\s|F\E\E\K(V) S8 =n,513 =n NP_001020423.1 TPD52
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113 ET 3 ETD 14.33 1 (K)LZEIDJVIKIN]|s PITIF\K(S) S7 =n NP_001020423.1 TPD52
114 EL 4 ETD 20.05 2 (K)A/S S/L/HIR\T s\S|G T s\L S|A m|H|S\S G|S|S\G\K(G) S8 =n,512 =n NP_005648.1 TP53BP1
115 EL 4 ETD 14.55 1 (K)A/S/S/L HIR|T S\s\G|T S L|S A/m/H\S|S G|S\S G K(G) S9 =n NP_005648.1 TP53BP1
116 AL 3 ETD 17.12 1 (KL/I/TISIEIEIE|R]s PJANK(R) S9 =n NP_005648.1 TP53BP1
117 EL 4 ETD 16.55 2 (K)R R sINJVISIS\P\AJt PAT A S S S\S S\T T P T|R\K(I) S3 =n,T10 =k,S6 =nf,S7 =nf NP_005648.1 TP53BP1
118 EL 4 ETD 9.53 3 (K)R/R S\N/V/s/S P A T P/T A S\S\S/S|S t\T P T|R\K(I) S3 =n,56 =k, T19 =n,57 =nf,T10 =nf  NP_005648.1 TP53BP1
119 EL 4 ETD 10.08 1 (K)T/S G/T|E P A D/F\AJL P S S|R G\G P\G\K\L|s P R\K(G) S22 =n NP_005648.1 TP53BP1
120 ET 4 ETD 20.17 1 (R)K/L I|TIS/EIEIEIRIs PIAIK\R(G) 510 =n NP_005648.1 TP53BP1
121 ELX 3 ETD 15.82 1 (K)R/AJL/PININ|T/S|SIs P|Q P K(K) S10 =k NP_000537.2 TP53
122 CcL 3 CID 12.95 1 (K)E A/Q Q/K/V|P D E E\EIN E E/s\D N\E K(E) S15 =k NP_001058.2 TOP2A
123 CL 3 CID 18.76 2 (K)E L K/P/Q K s|V V/s|D/L/E/A\D|D|V K(G) S7 =n,S10 =k NP_001058.2 TOP2A
124 EL 3 ETD 12.46 2 (K)E/L/K/P Q|K s VAV s|D|L|E|A|D|D\V\K(G) S7 =n,510 =k NP_001058.2 TOP2A
125 CL 3 CID 14.75 1 (K)I K N E/N|T E|G/s|P Q/E/D|G V/E/L E/G\L\K(Q) S9 =k NP_001058.2 TOP2A
126 CL 2 CID 17.07 2 (K)s V/V]|s/D/L/E|A/D|D|V K(G) S1 =n,54 =k NP_001058.2 TOP2A
127 ELX 4 ETD 10.92 1 (K)K m|S\s|K|G/L|S/G]K K(R) S4 =n NP_055309.1 TNRC6A
128 EL 3 ETD 13.57 2 (KON t]S\T|t|S/T|G/N K(N) T2 =n,T5 =n NP_009046.2 TNFAIP6
129 EL 3 ETD 5.52 2 (K)A t]K K t D K/P R|QJEID\K(D) T2 =n,T5 =n NP_001027454.1 TMPO
130 CT 3 CID 16.65 2 (K)G P P D/F\s s/D/E/E/R E\P T|P V|L|G/S/G A A A A G R(S) S6 =k,S7 =k NP_001027454.1 TMPO
(K)GPP/D/FSSDENEREPTP/NLGSGAAA/AG/R
131 EL 5 ETD 9.24 2 s\R\AJA\V|G|R\K(A) S19 =n,S27 =n,S6 =nf,S7 =nf NP_001027454.1 TMPO
132 EL 3 ETD 13.89 1 (K)L/A/S/E/RIN\L|F]1]S\C\K(S) S3 =n NP_003267.1 TMPO
133 CL 3 CID 14.17 1 (K)SSSSSSQPEHSAMLV|S T/AIAls/P SIL\I\K(E) 520 =n NP_003267.1 TMPO
134 ELX 3 ETD 9.33 1 (K)Y/G VIN PIG P|1/V GIE\TJR\K(L) T11 =n NP_001027454.1 TMPO
135 CT 2 CID 17.21 1 (R)S s T|P L|P/T|1/S|S/S/A/E/N T R(Q) S2 =n,S11 =nf NP_001027454.1 TMPO
136 ET 2 ETD 5.69 1 (R)S/S/t P/L P/T/1 S/S/S A E/N T\R(Q) T3 =n,S11 =nf NP_001027454.1 TMPO
137 CT 3 CID 16.79 1 (R)V/L L FIL S Q F\C/I L s G G E\S T E\I\P\P\Y V m\K(C) S12 =n NP_079417.1 TM2D3
138 EL 5 ETD 14.4 1 (KON H HJE L/D\H|RJEJR E|S\S A\N\N S|V s P/S/E\S L RJA\S E K(H) S19 =k NP_005069.1 TLE3
139 EL 5 ETD 13.87 2 (K)N HJH\E\L\D\H|R\E R|E|S S\A N\N s/V S P S E\s\L RJA\S\E\K(H) 517 =n,523 =n,519 =nf NP_005069.1 TLE3
140 AT 5 CID 14.87 1 (K)T H K P\D|P/G t|P Q|H/T|S/S R\P\P E P Q K(A) T8 =n NP_004808.2 TJP2
141 CL 3 CID 20.13 1 (K)s R E D/L|IS\AIQIP/VIQIT K(F) S1=n NP_003248.2 TJP1
142 CcL 3 CID 16.41 2 (K)D Q/Q|P/s\G s/E G/E/D/D/D/A|E/A\A\L\K(K) S5 =n,57 =n NP_060206.2 THUMPD1
143 CL 3 CID 12.21 2 (K)D/QJQ|P/s G\s E/G E D\D\D A E A A L K K(E) S5 =n,S7 =n NP_060206.2 THUMPD1
144 AT 4 CID 18.01 2 (K)F T/D/K D\Q\Q|P/s/G s/E/G E D\D|D A E A A L K K(E) S9 =n,S11 =n NP_060206.2 THUMPD1
145 ET 4 ETD 11.5 1 (-)m s/K/T/NJK/S|K S\G S R(S) S2 =n NP_005110.1 THRAP3
146 ELX 5 ETD 18.39 1 (K)E/DJR/G]K R\S|E/G/G\H|R|G F/V/P E\K(N) S7 =n NP_005110.1 THRAP3
147 ELX 3 ETD 15.42 1 (K)G RIK|EIS|E\FID|D|E P\K(F) S5 =n NP_005110.1 THRAP3
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148 ELX 4 ETD 27.39 1 (K)H/G/L]A HIDIE|m]K\s P/R|E P\G|Y\K(A) S10 =n NP_005110.1 THRAP3
149 ELX 4 ETD 15.11 1 (K)H/G/L A H|D/E|M/K\s P|R|E P G|Y\K(A) S10 =n NP_005110.1 THRAP3
150 ELX 3 ETD 8.31 2 (K)K/s PV G K s P P|IS T G|S|T|Y/G/S|SIQ\K(E) S2 =n,S7 =k NP_005110.1 THRAP3
151 ELX 4 ETD 20.26 2 (K)s P E IZHIRIR\IND I]s P\S|T|F|R\K(H) S1=n,511 =k NP_005110.1 THRAP3
152 ELX 4 ETD 10.48 2 (K)W/A/H|D/K F/S G E E G E I E D D/E/s G t\E N\R|E]JE\K(D) S18 =k, T20 =n NP_005110.1 THRAP3
153 AG 5 ETD 9.19 1 (E)Q t K/AILIVATIQ\L T/L/F/N\Q I L/V E(L) T2 =n NP_009043.1 THBS3
154 EL 3 ETD 14.91 2 (K)D s/S|IN|K/s|G/A/ZE/A K(T) S2 =n,S56 =n NP_006455.2 TGOLN2
155 ET 5 ETD 11.32 1 (K)V A/s|G|E Q|K/E\D/Q/S/E/D/K K(R) S3 =n NP_057011.2 TGFB1I1
156 AT 2 CID 14.61 1 (R)F I|QJEIL S|G/S|s/P K(R) S9 =k NP_003214.1 TFAP4
157 CT 2 CID 17.39 1 (K)Y LJL/G/DJA|P V|s/P S/S Q K(L) S9 =n NP_061848.2 TERF2IP
158 CG 4 CID 16.75 1 (E)A/K]P Q\Q/A]A/G/m\L/s/P K T G\G K E(A) S11 =n NP_000347.2 TCOF1
159 ELX 5 ETD 10.67 1 (K)A G/K/T G N|S m P\H P AJt/G\K\T/V/AIN/LIL S G\K S P R\K(S) T13 =n NP_000347.2 TCOF1
160 EL 5 ETD 8.7 1 (K)A N\P A\A A R\A\P|s A/K G|T\I/S A/P G K(V) S10 =n NP_000347.2 TCOF1
161 ELX 4 ETD 28.98 1 (K)A/P QIVIRIA AISIA PJAIKIE]s PIR\K(G) S14 =n NP_000347.2 TCOF1
162 ET 4 ETD 18.59 1 (K)D/D P|D G|K Q\EJAIK P QIQJAZA|G|m L\s P\K(T) S19 =n NP_000347.2 TCOF1
163 EL 4 ETD 7.43 2 (K)E s P RZK G A A\P/A P P G K\t|G/P|A\V|A K(A) S2 =n,T15 =n NP_000347.2 TCOF1
164 EL 4 ETD 6.08 1 (K)G t\I/S A/P G K/V/V/T/A A]JA Q/A\K(Q) T2 =n NP_000347.2 TCOF1
165 ELX 5 ETD 8.93 1 (K)K K KIK\L\G A]G\E/G\G\E/A s V/S P E K(T) S14 =k NP_000347.2 TCOF1
166 ELX 3 ETD 22.75 1 (K)K/L\GJA|G|E\G]G|ENA|S\V|s P]E\K(T) S13 =k,S11 =nf NP_000347.2 TCOF1
167 CT 3 CID 14.34 1 (K)K L G A G ENG G\EJA|S|V/s/P E K(T) S13 =k,S11 =nf NP_000347.2 TCOF1
168 ET 4 ETD 22.55 1 (K)K/L GJA/G|E G|G|E]JA]S V/s P\E K\T|S\T\T\S\K(G) S13 =k,S11 =nf NP_000347.2 TCOF1
169 CT 4 CID 14.61 1 (K)K L G A G\E G\G\E|JA|S/V|s/P E K T S/T T S\K(G) S13 =k,S11 =nf NP_000347.2 TCOF1
170 CT 2 CID 14.03 1 (K)L G A/G E/G/G E]JA S\V|s/P E K(T) S12 =k,S10 =nf NP_000347.2 TCOF1
171 ET 3 ETD 14.54 1 (K)L/G A G/E G G|E/A/S|V]s P E K|TISITIT\S\K(G) 512 =k,510 =nf NP_000347.2 TCOF1
172 ELX 5 ETD 7.87 2 (K)Q END/S E\S\S\E E\E S D S E E A/A\A S/P/A Q/V|K/T/s V K(K) S6 =n,526 =n NP_000347.2 TCOF1
173 ELX 4 ETD 26.48 2 (K)R/KILIs|G/D]Q PJAJAIR t PJR\S\K(K) S4 =n,T12 =n NP_000347.2 TCOF1
174 EL 4 ETD 21.58 1 (K)R/K\L|s G\D|Q PJAJAIR|T PIRIS\K(K) S4 =n NP_000347.2 TCOF1
175 ELX 4 ETD 21.1 2 (K)R/KILIsIG/D]Q P AJAIR T PIR|S\K(K) S4 =n,515 =n NP_000347.2 TCOF1
176 EL 4 ETD 18.41 2 (K)R/K]L|s G/D|Q P/AJA/R t PJR\S\K(K) S4 =n,T12 =n NP_000347.2 TCOF1
177 ELX 3 ETD 18.68 1 (K)S/L G/NJI|LIQJAIK/P|T|S|s PJA\K(G) S13 =n NP_000347.2 TCOF1
178 EL 4 ETD 9.25 1 (K)T/HIQ I]R A\A L\A/P A K\E|s P R\K(G) S14 =n NP_000347.2 TCOF1
179 ET 3 ETD 17.13 1 (K)T/S/Q V/G|AJA S|A PJAIK]|E]s P\R(K) S14 =n NP_000347.2 TCOF1
180 AT 3 CID 14.02 1 (K)T/S/Q/V|G/A\A/S|A/P A K E s/P R(K) S14 =n NP_000347.2 TCOF1
181 ELX 3 ETD 18.4 1 (K)T/S/Q/V/G/A/A]S/A PNANK|E|s P R\K(G) S14 =n NP_000347.2 TCOF1
182 CL 3 CID 14.83 1 (K)T S/Q/V|G/A|A S/A/P/A K\E s P R K(G) S14 =n NP_000347.2 TCOF1
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183 ET 3 ETD 16.31 2 (R)K/L|IsS|GIDIQ PJAJAIR|t P\R(S) S3 =n,T11l =n NP_000347.2 TCOF1
184 EL 5 ETD 24.17 1 (KH/RIKILISIEILIEIR P\H\K(V) S5 =n NP_003189.1 TCEB3
(KON E GIN L E N/E/G|K P E\D/E V E P/D|D\E G\K/s D/E|E E\K P D V/E
185 ELX 5 ETD 10.21 1 G\K(T) S23 =n NP_001006934.1 TCEAL3
186 ELX 3 ETD 12.67 1 (K)T/D/E/E R P P/V|E|H|s P E\K(Q) S11 =n NP_001006640.1 TCEAL1
187 AL 4 CID 10.94 1 (K)D E/T N/AR D T y|V/S/S/F/P R AP S T S/D/S V R L K(C) Y9 =n NP_006747.1 TCEA1l
188 EL 4 ETD 14.4 1 (K)E PJALIITISIQIN]s P\E A/R E E/S T S S G N V/S N\R\K(D) S9 =k NP_006747.1 TCEA1
189 AL 4 ETD 12.43 1 (K)E/P\ANI|TIS|QIN|S/P ENA R\E E S t/S S G N V S N\R\K(D) T17 =n,S9 =nf NP_006747.1 TCEA1l
190 AL 4 ETD 11.74 1 (K)E/PJA I|TISIQIN|S P E AR\E E S T\S s G N V S N\R\K(D) S19 =n,S9 =nf NP_006747.1 TCEA1
191 ET 3 ETD 16.35 1 (K)K/K/E PJA]INT|S QIN\s/P|EJA\R(E) S11 =k NP_006747.1 TCEA1l
192 AL 5 ETD 25.79 1 (K)K/K E/P|ANI|TISIQIN]s PIEZAIR]ENE|S TS S GIN V S\N|R\K(D) S11 =k NP_006747.1 TCEA1
193 ET 3 ETD 14.17 1 (K)L/L/D|G PIS|TIEIKIDILIDIENK(K) S6 =n NP_006747.1 TCEA1l
194 AL 4 CID 12.81 3 (K)N/JA' s T/R 1 GMs V NAAINR/KQ S/TDEEVTSLA/KSL I K(S) S3 =n,59 =n,528 =n NP_958845.1 TCEAl
195 EL 5 ETD 18.96 1 (K)S/Q P/R/R\R|H A\s|A P S H\V\Q P\S|D|S|E\K(N) S9 =n NP_055647.1 TBC1D4
196 CL 3 CID 19.83 1 (K)E L Q/Q E\LJQ\E\Y\E|V|V|TIE/S E K(R) Y9 =n NP_116185.2 SYAP1
197 EL 3 ETD 11.11 1 (K)E L/Q Q\E L Q EJy|E|IVIV|TIEIS\ENK(R) Y9 =n NP_116185.2 SYAP1
198 CL 4 CID 17.62 1 (K)S N G R E Q D/L|PJLJAJE/A/V/R\P/K /P P V V 1 K(S) T18 =k NP_116185.2 SYAP1
199 CG 2 CID 10.58 1 (E)D/G/D G T D D/F\L|t/D|K E\D\E(K) T10 =n NP_059973.2 SURF2
200 EL 4 ETD 21.27 1 (K)K M/s|DIDIEID D/D E\EJE|JY\G K|E|E|H\E\K(E) S3 =n NP_003161.2 SUPT6H
201 CL 4 CID 19.04 1 (K)K M\s D\D\E|D|D|D|E EJE/Y G K E/E H E K(E) S3 =n NP_003161.2 SUPT6H
202 CL 2 CID 13.6 1 (K)L/E|G QIGID/V|P t P K(Q) T9 =n AAQ76039.1 SUGT1
203 ELX 5 ETD 24.39 2 (K)R P A|S P s/S P E HIL P A/t P A E/S P\A Q|R]F EJA\R I\E|D G\K(L) S6 =n,T14 =n NP_071936.2 SUDS3
204 ELX 4 ETD 17.38 2 (K)T/G/E T S|R/A L s/S/s K Q\S S S S/R D|DIN\m/F/Q|1 G\K(M) S9 =n,511 =n NP_006704.2 SUB1
205 ELX 4 ETD 14.89 2 (K)T/G/E T/S\R A L s|S/S K Q S S S/s/R D\DIN|m|FIQ|1 G K(M) S9 =n,S17 =n NP_006704.2 SUB1
206 ELX 4 ETD 12.01 1 (K)T/G/E T S/RJA L S\S|S|K Q\S s S S R\D|DIN\m|F/Q I\G K(M) S15 =n NP_006704.2 SUB1
207 EL 3 ETD 18 1 (K)E/G/G/A|R|L/GJANG|G]|G]s PIE\K(S) S12 =k NP_005852.2 STUB1
208 AT 3 CID 19.34 1 (R)L/G/A/G/G/G s/P E K|S|P|S A Q E|L K(E) S7 =k,511 =nf NP_005852.2 STUB1
209 AT 3 ETD 18.19 1 (R)L/G/A G/G|G|s P|E K|S P|S|AIQIE|L\K(E) S7 =k,S11 =nf NP_005852.2 STUB1
210 CT 2 CID 10.68 1 (K)E S K/DJP A/D/E\t E\A\D(-) T9 =n NP_005554.1 STMN1
211 CT 2 CID 14.8 1 (K)E S/V/P/E/F|P L/s/P P K(K) S9 =k NP_005554.1 STMN1
212 ELX 3 ETD 11.14 1 (K)E/S/V PIE|F P L|s P PJK\K(K) S9 =k NP_005554.1 STMN1
213 EL 3 ETD 19.22 2 (K)R/AIS|GIQIAIFIEIL\I|L\s P R\S\K(E) S3 =k,512 =k NP_005554.1 STMN1
214 ELX 3 ETD 17.94 2 (K)R A]s\G|QJANF|EZL/I\L\S P\R s\K(E) S3 =k,515 =n,512 =nf NP_005554.1 STMN1
215 ELX 3 ETD 15.35 1 (K)R A\S\G\QJANF|E|L]I|L]s P\R\S\K(E) 512 =k,S3 =nf NP_005554.1 STMN1
216 CL 4 CID 11.41 2 (K)R A\s G\Q|A|F/E/L/1 L/S P R s K(E) S3 =k,S15 =n,S12 =nf NP_005554.1 STMN1
217 EL 2 ETD 7.26 1 (K)sS/H/E/A/ENVAL\K(Q) S1 =k NP_005554.1 STMN1
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218 CT 2 CID 17.71 1 (R)A S G Q/A/F/E|L|I]L]|s/P R(S) S11 =k,S2 =nf NP_005554.1 STMN1
219 CT 2 CID 15.17 2 (R)A s/G Q/A/F/E L/1/L|s/P R(S) S2 =k,S11 =k NP_005554.1 STMN1
220 ET 3 ETD 29.01 1 (R)R K/s H E/A E V/L K(Q) S3 =k NP_005554.1 STMN1
221 EL 3 ETD 11.5 1 (K)G T/A/L/H|S|s\Q\K PJAJE P V\K(R) S7 =n NP_006365.2 STK25
222 CL 3 CID 11.24 1 (K)G/T/A/L|H\S\s Q K|P A E|P V\K(R) S7 =n NP_006365.2 STK25
223 CL 2 CID 13.11 1 (K)L A D/F/G V]A|G Q/L|T D\t Q I K(R) T13 =n NP_006365.2 STK25
224 CG 3 CID 17.16 1 (E)I/A/t|P/P/P|P/P/P/P K/K E(T) T3 =n NP_006810.1 STIP1
225 CG 2 CID 17.81 1 (E)D/L/K/AND|E|P S|S|E|E|s D\L\E(I) S12 =n NP_003923.2 ST13
226 CG 2 CID 12.92 2 (E)D/L K/A D|E|P/S\s E|E|s D\L\E(I) S9 =n,S12 =n NP_003923.2 ST13
227 CG 3 CID 17.14 2 (E)D/L/K/A/D E|P S\s\E E s D L|E|I]|D\K\E(G) S9 =n,512 =n NP_003923.2 ST13
228 CL 2 CID 20.68 1 (K)A/D E/P/S/S E/E|s/D/L/E|1|D K(E) S9 =n NP_003923.2 ST13
229 AL 2 CID 14.77 2 (K)A D/E|P/s S E\E/s/D/L/E|I\D K(E) S5 =n,59 =n NP_003923.2 ST13
230 EL 2 ETD 11.85 2 (K)A/D/E/P/S/sS/E E/s/D/L\E\I\D\K(E) S6 =n,S9 =n NP_003923.2 ST13
231 CL 2 CID 11.84 3 (K)A D EJP/s s E E|s/D/L/E|I D K(E) S5 =n,56 =n,59 =n NP_003923.2 ST13
232 AL 2 CID 11.63 2 (K)A D/E/P/S/s E\E/s D/L/E|1 D K(E) S6 =n,S9 =n NP_003923.2 ST13
233 AL 3 CID 20.17 3 (K)K V/E E DJL\K\A D|E|P/s s/E|E/s D/L/E/I D K(E) S$12 =n,513 =n,516 =n NP_003923.2 ST13
234 ELX 3 ETD 15.45 1 (K)S/S/S/R|QIL\S|E|S/F\K(S) S7 =k NP_003137.1 SSRP1
235 AL 4 ETD 22.29 1 (K)F A s|DIDIEIHIDIENHID]EIN GJA\T|G P VAK(R) S3 =k NP_003133.1 SSB
236 CL 3 CID 16.27 1 (K)F A/s/D/D/E H/D/E|H/DJE N|G A\T G P\V K(R) S3 =k NP_003133.1 SSB
237 CT 3 CID 20.67 1 (K)F A/s/D D/E\H/D/E/H D/EIN|G A/T/G\P\V K R(A) S3 =k NP_003133.1 SSB
238 ET 4 ETD 17.76 1 (K)F A s|D D|E\H|D|E/H|D|E|N G|A|T|G P\V|K\R(A) S3 =k NP_003133.1 SSB
239 AL 4 ETD 20.95 1 (K)T/K FJA\s|DIDJE H\D\EJH\D\E|N\G\A\T|G P VA\K(R) S5 =k,T1 =nf NP_003133.1 SSB
240 AL 3 CID 14.26 1 (K)T K/F A s/D D/E H/D E/H/D|ENN|G A T G P\V\K(R) S5 =k, T1 =nf NP_003133.1 SSB
241 ET 4 ETD 12.49 1 (K)T/K F]JA s\D\D/E/H|D/E|H|D EIN\G A|T|G P V/K\R(A) S5 =k,T1 =nf NP_003133.1 SSB
242 CG 2 CID 15.45 1 (E)F S/A/S/P/m L|K|S/G m\s\P E(Q) S12 =k,S4 =nf NP_057417.2 SRRM2
243 CG 3 CID 14.67 1 (E)G D A/P/F/S/E P/G T T S T QIR|P S\s/P E(T) 518 =k NP_057417.2 SRRM2
244 CT 3 CID 17.44 2 (K)A G m/S/S N Q/S|I1]|S s/P/V L/D/A|V/P/R/t/P S R(E) S11 =k,T20 =n,54 =nf NP_057417.2 SRRM2
245 CT 3 CID 13.39 3 (K)A G m S s N Q\S I/s S/P/V/L/D/A V/P|R/t/P S R(E) S5 =n,510 =n,T20 =n,54 =nf,S11 =nf NP_057417.2 SRRM2
246 CT 3 CID 9.56 2 (K)A G m/s S N Q\S I S/S/P/V L D A|V/P|R T P\s R(E) S4 =k,522 =n,S11 =nf NP_057417.2 SRRM2
247 CT 3 CID 8.54 3 (KDAGmS s N Q\S I/S s/P/V L/D/A\V/P/R t/P S R(E) S5 =n,S11 =k, T20 =n,54 =nf NP_057417.2 SRRM2
248 CT 4 CID 8.99 2 (K)AGmS S N Q\S\I/S S/P|V]L D/A V P R\t P/s R E R(S) T20 =n,S22 =n,54 =nf,S11 =nf NP_057417.2 SRRM2
249 ELX 4 ETD 9.52 4 (K)A/L P Q t P R P/R s|R s P\S\s P\E|L|NJN\K(C) T5 =n,510 =n,512 =k,515 =k,514 =nf NP_057417.2 SRRM2
250 ELX 4 ETD 8.44 4 (K)A/L P Q t P/R P R S R/s P s\s P\EJL|NJN\K(C) T5 =n,S12 =k,514 =k,S15 =k NP_057417.2 SRRM2
251 ELX 4 ETD 20.21 4 (K)A P/A PIRJAIL PIRIR s|R s\G\s|s|S\K(G) S11 =n,513 =n,515 =n,516 =n NP_057417.2 SRRM2
252 CT 3 CID 15.7 2 (K)A Q/t|P/P/G P S/L/s G S K\S/P C/P Q E\K(S) T3 =k,S510 =n NP_057417.2 SRRM2
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253 ELX 4 ETD 10.66 4 (K)D/K PJ[R A AP R A Q s G|s|D\s|s P|E P\K(A) S11 =k,S13 =k,515 =n,516 =k NP_057417.2 SRRM?2
254 ELX 4 ETD 24.1 2 (K)D/T/L|R/t P P/RIEIR\S\G|A G|S|s P/E|T\K(E) T5 =n,516 =k,S11 =nf NP_057417.2 SRRM2
255 ELX 4 ETD 19.47 1 (K)D/T/L R|T\P P|R|EIR|S G|A/G|S|s P\E\T\K(E) 516 =k,S11 =nf NP_057417.2 SRRM?2
256 EL 4 ETD 18.34 2 (K)D/T|L/R|t P PJR|E\R\S\G|A G/s S P\E|T\K(E) T5 =n,515 =n,511 =nf,516 =nf NP_057417.2 SRRM2
257 ELX 4 ETD 16.2 3 (K)D T LJR\t P P|RIEJR\S G\A G s|s P\E|T\K(E) T5 =n,515 =n,516 =k,S11 =nf NP_057417.2 SRRM?2
258 AL 4 ETD 13.35 2 (K)D t L R/T P P RIEJR\S|GJA G/S\s/P/E\T\K(E) T2 =n,516 =k,S11 =nf NP_057417.2 SRRM2
259 CT 3 CID 14.7 2 (K)E L/S N s/P/L/R/E N/S/F/G/s/P L/E/F R(N) S5 =k,514 =k,S511 =nf NP_057417.2 SRRM?2
260 ET 3 ETD 11.92 3 (K)G/G/R|s R s\S|S P/V t|E|L/A\S\R(S) S4 =n,S6 =n,T11 =n,S8 =nf NP_057417.2 SRRM2
S4 =n,S6 =n,S15 =n,S17 =n,S8
261 ELX 5 ETD 10.22 4 (K)G G R s R\s/S S P V\T E L A/s RIs/P I R/Q DIR\G\EIF|S\AIS P m L\K(S) =nfS29 =nf ~~__ ~ NP0574172 SRRM?2
262 ELX 5 ETD 26.85 1 (K)G QIS Q/t S P D H\R\S D T|S\S\P\E|V|R]Q/S|HIS E/S P|S\L Q\S\K(S) =nf NP_057417.2 SRRM2
263 ELX 5 ETD 21.25 1 (K)G QIS Q/T S\P/D|H|R/s D/T\S S P E VIR\Q S H S E\S P|S\L Q\S\K(S) S11 =k,S15 =nf,S21 =nf,S25 =nf NP_057417.2 SRRM?2
264 ELX 5 ETD 19.98 1 (K)G Q/S Q\T\S P/D|H|R/S D|T\S/s P\E|VIRIQ/S H/S\E S P\S\L\Q S\K(S) S15 =k,S11 =nf,S21 =nf,525 =nf _ NP_057417.2 SRRM2
265 ELX 5 ETD 16.12 1 (K)G/Q/S/Q T\S P/D H/R S D\t\S S P E/V|R\Q S H/S\E S P|S\L Q\S\K(S) =nf ...’-_- ...’-_- ...’-__ NP_057417.2 SRRM?2
266 ELX 5 ETD 12.23 1 (K)G Q/S Q/T\S P D H\R S D\T s S P E/VJR\Q S H S E\S P\S\L\Q\S\K(S) =nf ' ' ' ' NP_057417.2 SRRM2
267 EL 4 ETD 10.2 2 (K)G R G P/S P|E/G S\S S T/E s|s PJE H P P K(S) S14 =n,S15 =n NP_057417.2 SRRM?2
268 ELX 4 ETD 7.14 3 (K)S/P\E K\L/P Q s S S s\E|S S|P/P S|P Q/P/t K(V) S8 =n,511 =n,T21 =n,517 =nf NP_057417.2 SRRM2
269 ELX 4 ETD 19.24 4 (K)S/RJI|SISIR\R\s R s|L/s|s P|R\S\K(A) S8 =n,510 =n,512 =n,513 =n NP_057417.2 SRRM?2
270 ELX 4 ETD 18.17 3 (K)S/R]IISIS/R R s R s|L S|s P|R|S\K(A) S8 =n,510 =n,513 =n NP_057417.2 SRRM2
271 ELX 4 ETD 13.93 4 (K)S/R 1]s/SIR|R\s/R s|L\S|s/P|R\S\K(A) S4 =n,58 =n,S10 =n,S13 =n NP_057417.2 SRRM?2
272 ELX 4 ETD 16.66 4 (K)S/R/L/S|LIRJR\S\L|s\G\S|s P\C P\K(Q) S4 =n,S8 =k,510 =k,513 =k,512 =nf  NP_057417.2 SRRM2
273 ELX 4 ETD 19.48 3 (K)S/R|L|s/P/R|R|s|RIS G\S|s P|E\V\K(D) S4 =n,58 =n,S13 =k,510 =nf,512 =nf NP_057417.2 SRRM?2
274 ELX 4 ETD 15.11 4 (K)S/R\L|s P|R R|S\R\S\G s|s P|E\V\K(D) S4 =n,S8 =n,512 =k,513 =k,510 =nf NP_057417.2 SRRM2
275 ELX 4 ETD 14.36 2 (K)S/RJL|s/P\R\R|S\R|S G S|s P\E\V\K(D) S4 =n,S513 =k,510 =nf,512 =nf NP_057417.2 SRRM?2
276 ELX 4 ETD 12.74 4 (K)S R L|s PIR R\s\R|s G S|s P\E|V\K(D) S4 =n,S8 =n,510 =k,513 =k,512 =nf NP_057417.2 SRRM2
277 ELX 5 ETD 22.09 4 (K)s R/t/P/P R|R/R|s/S|R/S|s P\E|L|T|R\K(A) S1 =n,T3 =n,59 =n,S13 =n NP_057417.2 SRRM?2
278 ELX 5 ETD 19.3 4 (K)s/R/t P P R\R|R|S s|R|S|s P\EJL|TIR\K(A) S1 =n,T3 =n,510 =n,513 =n NP_057417.2 SRRM2
279 EL 5 ETD 14.9 3 (K)S R/t P PIR|R|R\sS\S|R S|s P\E|L|TJR\K(A) T3 =n,S9 =n,513 =n NP_057417.2 SRRM?2
280 EL 5 ETD 14.39 3 (K)S/R\t P P|RJRJR\S s|R|S\s P E\L T|R\K(A) T3 =n,510 =n,513 =n NP_057417.2 SRRM2
281 ELX 4 ETD 11.93 4 (K)S RJt/P P R\R R s/s R/S/s P\E|L|T|R\K(A) T3 =n,59 =n,510 =n,S13 =n NP_057417.2 SRRM?2
282 ELX 4 ETD 10.98 4 (K)S RJt P P R R\R s/S R s/s P\E|L|TIR\K(A) T3 =n,59 =n,512 =n,513 =n NP_057417.2 SRRM2
283 ELX 4 ETD 9.08 4 (K)s R t\P/P R R/R S/s R s|S P\E|L|T|R\K(A) S1 =n,T3 =n,510 =n,512 =n NP_057417.2 SRRM?2
284 EL 5 ETD 7.48 3 (K)S R\t P P RJR/R\S/S R\s\s P E\L/T\R\K(A) T3 =n,512 =n,513 =n NP_057417.2 SRRM2
285 ET 4 ETD 16.24 3 (K)S/R\t P/S|RIH\s\C|S G|S|s P P\R(V) T3 =n,S8 =n,513 =n NP_057417.2 SRRM?2
286 ELX 4 ETD 20.52 3 (K)S/R t P|SIR H\s\C|S\G|S/s P P|R|V\K(S) T3 =n,58 =n,513 =n NP_057417.2 SRRM2
287 ELX 4 ETD 17.45 2 (K)S/R|T P s|R\H/S\C|S\G|S/s P P\R\V\K(S) S5 =n,513 =n NP_057417.2 SRRM2
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288 ELX 4 ETD 14.52 2 (K)S/R]t P/S|R/H\S\C|S\G|S/s P P\R\V\K(S) T3 =n,S13 =n NP_057417.2 SRRM2
289 ELX 4 ETD 12.2 2 (K)S/R\t P/S\R H S\C|S\G\s S P P|R V\K(S) T3 =n,512 =n NP_057417.2 SRRM2
290 ELX 4 ETD 10.28 3 (K)s R/T P/S|R H\s C|S\G|S|s P PJR\V\K(S) S1 =n,58 =n,S13 =n NP_057417.2 SRRM2
291 ET 3 ETD 21.73 2 (K)T/HITITIAILIA\GIR\s P\s P|A|S|G\R(R) 510 =k,512 =k NP_057417.2 SRRM2
292 ELX 4 ETD 14.75 4 (K)T R]t PILIR\Q\R\S R s G s|s P|E|V|D|S\K(S) T3 =n,S11 =k,S13 =k,S14 =k NP_057417.2 SRRM2
293 ELX 4 ETD 28.85 2 (K)V/K PIEIt P\PIRIQISIHISIGIS\I|s P]Y P\K(V) T5 =n,516 =k,510 =nf NP_057417.2 SRRM2
294 ELX 4 ETD 15.1 2 (K)V/K P/E|t P\P|R\Q\S|H|S\G|S I|S P]y P\K(V) T5 =n,Y18 =n,S10 =nf,S16 =nf NP_057417.2 SRRM2
295 AL 3 CID 8.91 2 (K)V/K P E TIP PIRIQ S H S G S\I\s P y P K(V) 516 =k,Y18 =n,510 =nf NP_057417.2 SRRM2
296 ET 4 ETD 7.46 3 (K)V/K P E/t/P P R Q s|H\S|G|S 1/s\P\Y P\K(V) T5 =n,510 =k,S516 =k NP_057417.2 SRRM2
297 AT 3 ETD 7.33 2 (R)AR|s RtP P/S|A\P S|Q\S\R(M) T5 =k, S3 =n NP_057417 SRRM2
298 CT 2 CID 9.68 1 (R)G E/F|S|Als/P m L K(S) S6 =k NP_057417.2 SRRM2
299 CT 3 CID 15.18 1 (R)G E G D/A/P/F/S EIPIG T TS TQR/P S s/PETAT K@) S20 =k NP_057417.2 SRRM2
300 ET 4 ETD 16.48 3 (R)G K|R|s|LIt/R]|s P P]JA I\R(R) S4 =k, T6 =k,S8 =k NP_057417.2 SRRM2
301 ET 4 ETD 13.81 2 (R)H/A s/S|S P E/s\P|K P\A PJA\P\G|S\H\R(E) s3=nS8=n . NP_057417.2 SRRM2
302 CT 3 CID 23.44 2 (R)H G G/s P Q|P L|A/T/T/P L S Q E|P VIN|JP/P/s E A S P T\R(D) fpf,Tszz_=_nf”"__ ...',_. _ NP_057417.2 SRRM2
303 CT 3 CID 16.53 2 (R)HG G s P Q/P INAT TIP L S Q E/P VIN|P/P/S E A s P T\R(D) —nf ' ' ' NP_057417.2 SRRM2
304 CT 4 CID 12.62 3 (R)HGGS P QP L AT/t P L s Q E\P\VIN|JP|IP S/E A s P T R(D) T11 =k,S14 =k,S25 =k,S4 =nf,T27 =nf NP_057417.2 SRRM2
305 CT 4 CID 11.52 2 (R)HG G S P Q P/L A t T/P/L S Q/E|P V/N/P/P S/E A S P t R(D) =nf,52_"'; =nf ' ' ' NP_057417.2 SRRM2
306 ET 4 ETD 20.12 3 (R)K/R|s|IR|Is|IRls P LJANI\R(R) S3 =n,S5 =k,S7 =n NP_057417.2 SRRM2
307 CT 4 CID 16.28 1 (R)R G E G D\A|P F|S E|P/G/T|T/S/TQRP SsPETATK(®Q 521 =k NP_057417.2 SRRM2
308 ET 4 ETD 14.62 3 (R)R/R/s|R\s|R|t P\L|L P\R(K) S3 =n,S5 =k, T7 =n NP_057417.2 SRRM2
309 ET 4 ETD 16.49 3 (R)R/R|s|R|s/R|t P\PJA]I\R(R) $3 =n,S5 =n,T7 =n NP_057417.2 SRRM2
310 ET 3 ETD 12.2 3 (R)R/S\R/s V s P\C|S|IN]JVIEIS\R(L) S2 =n,S4 =k,56 =k NP_057417.2 SRRM2
311 AT 5 CID 14.1 2 (R)s D £t S S P E V R\WQ\S/H/S/E|S\P/S/L Q S K S Q/T S P K(G) S1 =k, T3 =n,S5 =nf,S11 =nf,S15 =nf NP_057417.2 SRRM2
312 AT 3 ETD 11.07 3 (R)s RIS|RIt/PIL]1|S\R(R) S1 =n,S3 =n,T5 =k NP_057417.2 SRRM2
313 ET 3 ETD 10.7 3 (R)s/RIs|R|t PILIL P\R(K) S1 =n,S3 =k,T5 =k NP_057417.2 SRRM2
314 ET 3 ETD 8.66 3 (R)s/R|s|R t P PJA]IN\R(R) S1 =n,S3 =n,T5 =n NP_057417.2 SRRM2
315 ET 3 ETD 4.35 3 (R)S/R\s R\t P\P|V|T\R(R) S1 =n,S3 =n,T5 =k NP_057417.2 SRRM2
316 CT 3 CID* 14.67 3 (R)s R/s S s|P\V|T|E/L]A/S R(S) S1 =n,S3 =n,S5 =k NP_057417.2 SRRM2
317 ET 3 ETD* 12.99 3 (R)s/R|s|S|s P\V|T|E|JL A\S\R(S) S1 =n,53 =n,S5 =k NP_057417.2 SRRM2
318 CT 2 CID 20.04 1 (R)T P A AJAJAZ/A/m/N\L]A]|s/P R(T) S12 =k NP_057417.2 SRRM2
319 ELX 4 ETD 6.48 3 (K)A A S P\s P QIS|V R R|V S/S/s/R S V S G/s P/E/P/A/A K(K) S5 =n,515 =n,521 =n NP_005830.2 SRRM1
320 EL 3 ETD 13.8 1 (K)E/K|E\P|E|L PJE P|S\VA\K(V) T3 =n NP_005830.2 SRRM1
321 ELX 3 ETD 14.75 1 (K)E T\E]S\E\A\E/D|N]L\D\D\L |E\K(H) S4 =n NP_005830.2 SRRM1
322 AL 4 ETD 19.5 2 (K)G/S/s P S\R|S TIRIEJAIRIS\P|Q P\N\K(R) S3 =k,513 =n,57 =nf NP_005830.2 SRRM1
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323 ET 4 ETD 10.73 1 (K)H LJR/ZEJK\AJLJR\s/M\R K(A) S9 =n NP_005830.2 SRRM1
324 EL 3 ETD 15.52 1 (K)K/EJK\t P]JE\L P|E P|S|VAK(V) T4 =n NP_005830.2 SRRM1
325 CL 3 CID 12.43 1 (K)K/E K t|P/E/L|P/E|P S\V\K(V) T4 =n NP_005830.2 SRRM1
326 EL 3 ETD 17.09 1 (K)K/E T E|s\E\NA EXD|NJL|D|DJLJE\K(H) S5 =n NP_005830.2 SRRM1
327 CT 3 CID 15.7 2 (K)K E/t E\s/E/A\E|D|N/L|D/D\L E\K(H) T3 =n,S5 =n NP_005830.2 SRRM1
328 ET 3 ETD 14.76 2 (K)K E t E\s EJA\E|D|N\L|D|D\L|E\K(H) T3 =n,S5 =n NP_005830.2 SRRM1
329 CL 3 CID 11.93 1 (K)K E T E\s E\A\E|D|N/L|D/D L E\K(H) S5 =n NP_005830.2 SRRM1
330 CL 3 CID 17.89 2 (K)K P P AJP/P s P VAQ\S Q s/P S|TIN/W/S/P A\V|P\V K(K) S7 =n,513 =n NP_005830.2 SRRM1
331 EL 4 ETD 14.18 2 (K)K/P P A P P\S/P V Q s Q]s PIS|T\NJW|S P\A]V P V\K(K) S11 =n,S13 =n NP_005830.2 SRRM1
332 EL 4 ETD 26.87 2 (K)P/RIKIVZEILISIEISIEIEIDIK]G\G\K(M) S7 =n,59 =n NP_005830.2 SRRM1
333 AL 3 CID 16.39 2 (K)R R t\A s|P|P|P|PIP K(R) T3 =n,S5 =n NP_005830.2 SRRM1
334 ELX 3 ETD 7.52 2 (K)R/R|t|A|s/P P P P\P\K(R) T3 =n,S5 =n NP_005830.2 SRRM1
335 ELX 3 ETD 18.06 2 (K)S/R|V]s VIs/PIGIRITIS G\K(V) S4 =n,S6 =n NP_005830.2 SRRM1
33 EL 4 ETD 8.46 3 (K)T/RIR L|s PIslAls P/P\R\R\R(H) S5 =n,57 =n,S9 =n NP_005830.2 SRRM1
337 AL 3 CID 20.5 1 (K)V/P K|P/E|P\I|P/E|P|K E|P s/P E K(N) S14 =n NP_005830.2 SRRM1
338 EL 4 ETD 19.13 1 (K)V P/K P|E PJI\NP|E P|K|E P|s P|ENK(N) S14 =n NP_005830.2 SRRM1
339 CL 4 CID 16.44 1 (K)V P K P E P I1|P/EJP/K/E|P/s P E K N|S K(K) S14 =n NP_005830.2 SRRM1
340 EL 4 ETD 12.65 1 (K)V P\K PJE P\l PJE P\K\E P|s P|E|KIN]ISIK\K(E) S14 =n NP_005830.2 SRRM1
341 AT 2 CID 12.57 1 (R)A/P Q/T/S|s|SIP P\P V\R(R) S6 =n NP_005830.2 SRRM1
342 ET 3 ETD 7.35 2 (R)H/R P/s P\P\A\t P P P\K(T) S4 =k, T8 =k NP_005830.2 SRRM1
343 AT 3 ETD 16.24 2 (R)K/V|E|L|S|IEISIEIEIDIK]G\G\K(M) S5 =n,S7 =n NP_005830.2 SRRM1
344 ELX 3 ETD 9.94 1 (K)A G/D QIEIEIENS C EJF S S AL E y L\K(L) Y17 =n NP_004590.2 SREBF2
345 AT 3 CID 20.4 1 (K)AP R s/P P V|G S G P A\S/G V|E|P/T/S/F/P/V E S E A R(L) S4 =n NP_001030312.1 SRA1
346 CG 3 CID 16.66 1 (E)s E G P S S LID|JP S QJE|G/P T\G L|K\E(A) S1=n NP_003891.1 SQSTM1
347 CG 2 CID 16.53 1 (E)S E/G P/s S/L/D|P S/QJE|G P T G L\K E(A) S5 =n NP_003891.1 SQSTM1
348 EG 3 ETD 9.98 1 (E)S/E/G P S/s|L|D P\S\Q|E|G\P T G L K\E(A) S6 =n NP_003891.1 SQSTM1
349 EL 3 ETD 13.05 1 (K)R S|JR L t P V S PIE|SISIS\TIE|E\K(S) T5 =k,S8 =nf NP_003891.1 SQSTM1
350 ET 4 ETD 18.52 2 (K)HR s s V/G P S/K PV S QP RR) S3 =n,54 =n NP_006708.1 SPIN
351 ET 4 ETD 21.51 1 (K)E V/E\K|QIEID/T|E\N/H/P/K t P]E|S]A P]E|N\K(D) T14 =n NP_055816.2 SPEN
352 ET 4 ETD 17.17 2 (R)E/S G\V/V/A V|s P|E|K/S E/s P\Q K E|D GIL\S|ISIQIL\K(S) S8 =n,514 =n NP_055816.2 SPEN
353 ELX 4 ETD 11.63 2 (K)F Q\E|L S|Q/PIR|sIH]|T\s|L\K(D) S9 =n,S12 =n NP_003962.3 SPAG9
354 ELX 3 ETD 11.67 2 (K)K/R SIs\t]L\S|Q\L P\G|D\K(S) S4 =n,T5 =n NP_003962.3 SPAG9
355 ELX 5 ETD 17.12 1 (K)E D D|D V I|V/N]JK P/H\V\s\D E E|E/E/E P P|F/Y/H|H/P F\K(L) S13 =n NP_003094.4 SON
356 ET 4 ETD 9.44 1 (R)L Q/S\GIK\EJI/N]Jt]V K(L) T9 =n NP_055947.1 SNX13
357 ELX 4 ETD 16.89 2 (K)K/1 PIR|G P P s P PJA P/VIm H|S\P s|R\K(M) S8 =k,518 =n,516 =nf NP_036377.1 SNW1
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358 ELX 4 ETD 10.63 2 (K)K/I P|R|G P P/s P\P A P/V M/H|S P s|R\K(M) S8 =k,518 =n,S16 =nf NP_036377.1 SNW1
359 AT 3 CID* 11.9 2 (R)G/P/P/s/P/P/A/PV m H/s|P S R(K) S4 =k, S14 =k NP_036377.1 SNW1
360 AT 3 ETD* 8.23 2 (R)GPPsP PAP V|mH|s P|S\R(K) S4 =k, S14 =k NP_036377.1 SNW1
361 EL 4 ETD 12.57 1 (K)E/T/AIRJR R A m L DIS\G/I\Y P|P G\s P\G\K(-) 518 =n NP_036569.1 SNAPAP
362 EL 5 ETD 15.26 2 (K)N/EJE P\V\R|s P/E\R/R|D|R K]A s\AINJAJR\K(R) S7 =n,S16 =n NP_003065.2 SMARCC1
363 EL 5 ETD 17.95 3 (K)R K|H|s\P|s P P P P|t P|TIE|S\R|K\K(S) S4 =k,56 =k,T11 =k NP_003065.2 SMARCC1
364 EL 4 ETD 8.41 3 (K)R/K|H/sS\P\s P P P P T P t]E\S/R|K\K(S) S4 =k,S6 =k, T13 =n,T11 =nf NP_003065.2 SMARCC1
365 EL 4 ETD 24.84 1 (K)R/R s|QIKIEIENDIEJQ\E|D\L T\K(D) S3 =n NP_003065.2 SMARCC1
366 CL 2 CID 15.37 1 (K)D/G Q/D|A]I]A Q|s/P E K(E) S9 =n NP_001013865.1 SLTM
367 AL 4 CID 14.04 2 (K)E N D N D S/G T\G\S t A\D T/S|S/1/D/L N L/S 1/S S/F L\s K(T) T11 =n,S28 =n NP_055535.2 SLK
368 AT 2 CID 14.89 1 (K)I/AJA|IS|S/sS/F R(S) S6 =n NP_003016.1 SH3GL1
369 ET 3 ETD 12.77 2 (R)G/s PJH|Y|F/s P|F|R\P\Y(-) S2 =n,57 =n NP_003760.1 SFRS9
370 ET 3 ETD 12.07 1 (R)G s P|H|Y|F\S/P\F|R P\Y(-) S2 =n NP_003760.1 SFRS9
371 EG 4 ETD 15.3 1 (E)K/NJR/V K L D\D|D s|D|D|D|E\E|S|K\E(G) 510 =n NP_004583.2 SFRS8
372 ET 3 ETD 15.24 2 (K)A R/s V/s P P P K R(A) S3 =k,S5 =k NP_006266.2 SFRS6
373 CT 2 CID 14.4 1 (R)S N|s|P/L|P V|P/P S K(A) S3 =n,51 =nf NP_006266.2 SFRS6
374 CT 2 CID 15.76 1 (R)L IIV\EIN]L]S/s R(V) S8 =n NP_005617.2 SFRS4
375 ET 2 ETD 4.9 1 (R)L/1/V/E/N/L|S|s\R(V) S8 =n NP_005617.2 SFRS4
376 EL 3 ETD 16.94 2 (K)R/GIs|V/SIRIG|R s|QIE\K(S) S3 =n,59 =n NP_005617.2 SFRS4
377 ELX 5 ETD 12.77 2 (K)S E\S/S Q R E/G R/G E\S E|N\A G\T|N\QJE t R S R S\R S N/s\K(S) T21 =n,S29 =n NP_005617.2 SFRS4
378 EL 3 ETD 17.38 1 (K)S/K PINJL/P|SIEISIR\S|R s\K(S) S13 =n NP_005617.2 SFRS4
379 EL 3 ETD 16.2 2 (K)S/K P/NJL P|S|E S|R s|R s\K(S) S11 =n,513 =n NP_005617.2 SFRS4
380 ELX 5 ETD 6.95 1 (K)s R\S R/S\H S|A/G/K S/R S K(S) S1=n NP_005617.2 SFRS4
381 ELX 4 ETD 18.52 3 (K)s R/s|R s|Q/E|R|R|VIE|EJE\K(R) S1=n,53 =n,S5 =n NP_005617.2 SFRS4
382 ELX 5 ETD 12.79 1 (K)S RIS R]s R|S|G/S R/S R S K|SIR SR S Q SR S R S\K(K) S5 =n NP_005617.2 SFRS4
383 EL 4 ETD 21.2 2 (K)K/R P|QIs\P|s/P|R|RIE|T\G\K(E) S5 =n,S7 =n NP_004710.1 SFRS2IP
384 ELX 5 ETD 19.91 3 (K)R/D T|T\R/E|S/R\R/S\E|s L|s/P R\R\E\T\S/R\E\N\K(R) S10 =n,S512 =n,S14 =n NP_004710.1 SFRS2IP
385 ET 4 ETD 17.93 2 (K)R PJH]t P|T P\G|I Y m\G|R P|T|Y|G|s\S\R(R) T4 =n,518 =n NP_004584.1 SFRS10
386 AT 4 ETD 14.61 2 (K)R/P\H|t P\T P/G|I/YN\m\G|R P/T|Y|G\S s\R(R) T4 =n,S19 =n NP_004584.1 SFRS10
387 AT 4 CID 13.95 2 (K)R P|H t/P/T|P/G 1/y/m G R PA\T Y G S S R(R) T4 =n,Y10 =n NP_004584.1 SFRS10
388 ET 3 ETD 12.39 2 (R)RIR\s P|s P|Y]Y|IS\R(Y) S3 =k,S5 =k NP_004584.1 SFRS10
389 ET 3 ETD 20.01 2 (K)V D/G P R/s P/s/Y/G R(S) S6 =n,58 =n NP_008855.1 SFRS1
390 ET 3 ETD 17.69 2 (R)V/K/VID|G P|R/s P|s|YIG\R(S) S8 =n,S10 =n NP_008855.1 SFRS1
391 ET 4 ETD 11.79 3 (R)V K V|D|G P|R|s P s|Y G|R\s\R(S) S8 =n,510 =n,514 =n NP_008855.1 SFRS1
392 AT 2 CID 14.75 1 (R)G m/G/P/G t/P/A/G Y/G R(G) T6 =n NP_005057.1 SFPQ



Number of phosphorylation sites

Gene

Exp. CS Mode Score V Sequence with fragments Literature lookup RefSeqi# Symbol
393 CG 2 CID 17.47 1 (E)Am D G S E|Jt/P Q\L|F]T V]L\P E(K) T7 =n NP_006833.2 SF3B2
394 EG 4 ETD 11.42 1 (E)S/S/G|D/RJEJK\D S T R S/R G s/D S P A A D\V\E(I) S15 =n NP_006833.2 SF3B2
395 ELX 4 ETD 22.96 3 (K)G/F/E EJE|H]K D s D D|D|s|Is\DID|EIQIE\K(K) S9 =n,S13 =n,S14 =n NP_006833.2 SF3B2
396 ET 5 ETD 20.8 3 (K)G F/E/E|E|HIK\D s|D|D\D\s|s|D\DJEJQ\E K\K P EJA P K(L) S9 =n,513 =n,514 =n NP_006833.2 SF3B2
397 CT 3 CID 15.72 1 (K)1 E/E A m/D|G\s E T/P Q/L|F/T\V|L|P E K(R) S8 =n NP_006833.2 SF3B2
398 ET 3 ETD 12.42 1 (K)1 E/E A m D|G|S E|t P QIL|F|T VIL P\E K(R) T10 =n NP_006833.2 SF3B2
399 AT 3 CID 17.25 1 (K)1 E/E/A m/D/G S/E t/P Q L|F/T V/L/P E/K R(T) T10 =n NP_006833.2 SF3B2
400 ET 5 ETD 17.44 3 (K)K K G F/E/E E H K D s/D D D\s|s\D|D/E|QIEIKIK PIEJA P\K(L) S11 =n,515 =n,516 =n NP_006833.2 SF3B2
401 EL 5 ETD 27.1 1 (K)K/K P/QJRIV\R|G/V/S|S]E S|S G|D|R]E\K(D) S10 =n NP_006833.2 SF3B2
402 ELX 4 ETD 6.06 1 (K)K P Q\R V R|G/V|s|S/E/S|S|G/D/R E\K(D) S9 =n NP_006833.2 SF3B2
403 CL 3 CID 24.39 1 (K)A E E/P/P S/Q|LID\Q|D|T|QIV]Q\D M/D E/G\s/D/D E E E G Q K(V) S21 =k NP_001005409.1 SF3Al
404 EL 4 ETD 16.29 1 (K)F/G/E|S|EJE V E\m|E V E/sS|D/E/E D D K|QIE\K(A) S13 =n NP_001005409.1 SF3A1
405 CL 4 CID 15.14 1 (K)F G E S/E\E V|E|m/E|V/E/s D/E E D D/K Q E K(A) S13 =n NP_001005409.1 SF3Al
406 CL 4 CID 18.64 2 (K)L R/T G D\L G\I|P/P N|P/E D/R s/P/s|P EIP I Y N S E G K(R) S16 =k,518 =k NP_004621.2 SF1
407 CL 4 CID 16.77 2 (K)L R T G D\L G\I|P/P/N\P/E D/R s/P/SP EP 1y NS E G K(QR) S16 =k,Y23 =n,S18 =nf NP_004621.2 SF1
408 ELX 4 ETD 15.18 2 (K)L/R T/G/D/L G 1 P P/N P E\D R/s P s P\E P\I|Y|[N|S|E\G\K(R) S16 =k,S518 =k NP_004621.2 SF1
409 EL 4 ETD 16.05 1 (K)R/K|R s|R\W/N]QIDIT\M]E]Q\K(T) S4 =k NP_004621.2 SF1
410 CT 2 CID 12.43 2 (R)s P/s|P E|P I|Y/N/S E G K(R) S1 =k,S3 =k NP_004621.2 SF1
411 CT 3 CID 19 2 (R)T G D L/G I1|P/P/N/P E D R s/P/s/P E/P I]Y N S E G K(R) S14 =k,S16 =k NP_004621.2 SF1
412 ET 4 ETD 11.77 2 (R)T/G/D/L|G|1 P P N P E|D R\s/P|s P\E P\I\Y|N|S|E\G\K(R) S14 =k,S16 =k NP_004621.2 SF1
413 EL 5 ETD 8.58 2 (K)S t/N\m\A\S\V|D|K GJE s/A P/VA\R K(N) T2 =n,512 =n NP_036564.2 SETDB1
414 CT 3 CID 11.26 1 (K)E L/N/S/NJH D G A/D E/t S E K(E) T12 =n,513 =nf NP_003002.1 SET
415 CT 3 CID 16.98 1 (K)S/T/L s S/m|GIM S/D\NA F S Q S K A\D F S\G m S S\A R(N) S4 =n NP_005015.1 SERPINB10
416 ELX 5 ETD 7.03 1 (K)D R K N P\L|P P s/V G/V]V/D K(K) S9 =n AAH26916.1 SERBP1
417 ELX 5 ETD 8.46 1 (K)E/A G G/G|G/V/G G/P G\A K|S/A A/Q AAA/Q t NSNAAGKQL\RK(E) T22 =n AAH26916.1 SERBP1
418 ELX 4 ETD 28.59 1 (K)RZE|FIDIRIHIS\G\SIDIRISIG\L\K(H) S7 =n NP_001018078.1 SERBP1
419 ELX 5 ETD 30.27 1 (K)R/E|F|DIRIH\S G S|DJR S|s\F/S|H]Y|S G\L\K(H) S13 =n AAH26916.1 SERBP1
420 ELX 4 ETD 20.5 2 (K)RZE|FIDIR\H s\G|S|D/R|S|s/F|S/H/Y|S G]L\K(H) S7 =n,513 =n AAH26916.1 SERBP1
421 ELX 3 ETD 19.17 1 (K)R/G|G|S|GIS|H\NJW]G]TIV\K(D) S6 =n AAH26916.1 SERBP1
422 ELX 4 ETD 24.84 1 (K)R/G G|S\G S\HIN/W\G|TIVIKIDIEJL\T\E|s P K(Y) S19 =n AAH26916.1 SERBP1
423 ELX 5 ETD 28.43 1 (K)S/K S|E|JEJAIH]AZ/E|D\S/V|m|DJH|H]FIR\K(P) S3 =n AAH26916.1 SERBP1
424 ELX 5 ETD 26.18 1 (K)S K s|E|E|AIH]A E|D\S|V|M/D\H|H|F|R\K(P) S3 =n AAH26916.1 SERBP1
425 ELX 4 ETD 13.13 1 (K)s K S E/E\AJH]A ED\S\V|m/D\H\H\F\R\K(P) S1 =n AAH26916.1 SERBP1
426 ET 3 ETD 10.52 1 (R)E/K]y RIK|L LJEJR L\K(E) Y3 =n NP_067640.2 SENP2
427 ELX 3 ETD 7.12 2 (K)A/V/A A R]AJAIG]s t V/R Q R\K(N) S9 =n,T10 =n NP_006799.1 SEC61B
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428 ELX 3 ETD 20.48 1 (M)P/G P T P|S|G/TIN]V G|SIS\GIR\S P s\K(A) S18 =n,516 =nf NP_006799.1 SEC61B
429 ELX 3 ETD 20.07 2 (M)P/G P/T/P\S|G|TINJVIG\S|S G|R s P s\K(A) 516 =k,518 =n NP_006799.1 SEC61B
430 ELX 3 ETD 20.05 1 (M)P/G P/T P|S|IG]TIN]V G|S|SIGIR/s P\S\K(A) S16 =k NP_006799.1 SEC61B
431 EL 5 ETD 15.51 4 (E)R/S/M/NIPIN\W\s/m V s s A/s|S S|P S\S/S R/T P(Q) S8 =n,511 =n,512 =n,514 =n NP_056080.1 SATB2
432 EL 4 ETD 8.87 1 (K)V A/R|L|E/QIN/G\s P/m G/A R\G|R P|N]G]A\V\A\K(A) S9 =n NP_056080.1 SATB2
433 CT 2 CID 15.27 1 (K)V/T/P/D | E E/s/L/L/E|P E/N E K(I) S8 =k NP_055464.1 SAFB2
434 EL 3 ETD 11.16 2 (K)s G s R/G T E|R|TIV]VIMID\K(S) S1=n,S3 =n NP_002958.2 SAFB
435 ELX 5 ETD 8.23 1 (K)Q G\VAL\T/H/G|R V R\L/L/L/s K(G) S14 =n NP_001001.2 RPS6
436 ELX 4 ETD 20.05 3 (K)R/R|RIL s\s|L|RJAIsSITIS\K(S) S5 =k,S6 =k,S10 =k,S12 =nf NP_001001.2 RPS6
437 EL 4 ETD 15.83 2 (K)R/R|R L/s|S|LIR/A S|T\S\K(S) S5 =k,56 =k,510 =nf,512 =nf NP_001001.2 RPS6
438 AT 3 ETD 14.56 2 (R)L/s S|ILIRIAISITIS\K(S) S2 =k,S7 =k,S3 =nf,S9 =nf NP_001001.2 RPS6
439 AT 3 ETD 19.67 3 (R)R/L|s|S|LIRIAISITIS\K(S) S3 =k,54 =k,58 =k,510 =nf NP_001001.2 RPS6
440 AT 3 ETD 14.21 2 (R)R/L|ISISILIRIAISITIS\K(S) S4 =k,S8 =k,S3 =nf,S10 =nf NP_001001.2 RPS6
441 ET 4 ETD 29.3 4 (R)R/L/s|S|ILIR|AZs|TISIKISIEISISIQ\K(-) inf,s_ig _=n_f"" .,'-_V . NP_001001.2 RPS6
442 ET 4 ETD 28.57 3 (R)R L s|s|LIR/AIS|ITISIKISIEISISIQ\K(-) =nf,si5 =nf' ' ' NP_001001.2 RPS6
443 ET 3 ETD 6.17 3 (R)R/R L s|s|L/R/A s\T/S\K(S) S4 =k,55 =k,59 =k,511 =nf NP_001001.2 RPS6
444 CT 2 CID 17.39 1 (K)D/EJI|L|P T|t]P 1/S E Q K(G) T7 =k NP_000996.2 RPS3
445 AT 3 CID 15.49 1 (K)D/T/G K t P V/E|P/E/V/A/1/H\R(I) T5 =n NP_001014.1 RPS20
446 CL 3 CID 16.82 1 (K)T H/t R V S V/Q R T|QJAIP A\V\A\T\T(-) T3 =n NP_002943.2 RPS2
447 ELX 4 ETD 20.34 1 (K)I/G/RII|EID VAT P 1/P/S|D\S t R|R\K(G) T15 =n NP_001020241.1 RPS14
448 CL 3 CID 15.22 1 (K)K/P/R|P s E G\D|EID|C/L|P A S K(K) S5 =n NP_006404.1 RPP30
449 EL 3 ETD 13.41 1 (K)K PJR P s|E G|D\E|D\C|L P\A\S\K(K) S5 =n NP_006404.1 RPP30
450 EL 4 ETD 19.83 1 (K)K PJR P s/E|G|D|EID\C|L PJA\S|K\K(A) S5 =n NP_006404.1 RPP30
451 CL 4 CID 16.22 1 (K)K P R/P s E/G|D|E|D|C\L|P A S K K(A) S5 =n NP_006404.1 RPP30
452 ELX 4 ETD 7.64 1 (K)D/A L/D P/R Q P G\Y|Q\P\P\N/P H P|G P\S/s P P\AJA P/A S\K(R) S21 =n NP_060263.1 RPP25
453 AT 2 CID 16.82 2 (K)K E E s E/E|s D|D|D|m|G F\G\L F\D(-) S4 =k,S7 =k NP_000994.1 RPLP1
454 AT 2 CID 14.82 1 (K)K E E S E\NE|s\D DID|m|G F\G L\F\D(-) S7 =k,S4 =nf NP_000994.1 RPLP1
455 EL 2 ETD 13.11 1 (K)K/E/E s\E E S\D\D\D\m\G\F\G\L F\D(-) S4 =k,S7 =nf NP_000994.1 RPLP1
456 EL 2 ETD 12.43 2 (K)K/E E s E E s\D\D D\M\G\F\G\L\F\D(-) S4 =k,S7 =k NP_000994.1 RPLP2
457 EL 2 ETD 11.52 2 (K)K/E E s E EN\S\D\D\D\m\G\F\G\L\F\D(-) S4 =k,S7 =k NP_000994.1 RPLP1
458 EL 2 ETD 11.29 1 (K)K/E E S E\E s\D\D\D\M\G\F\G\L F\D(-) S7 =k,S4 =nf NP_000994.1 RPLP2
459 ET 2 ETD 11.19 2 (K)K/E E s E E s\D\D\D\m\G\F\G\L\F\D(-) S4 =k,S7 =k NP_000994.1 RPLP1
460 EL 4 ETD 12.45 2 (K)K/V]EJAIK K E E s E E s\D/D D\M G\F/G|L\F\D(-) S9 =k,S12 =k NP_000994.1 RPLP1
461 EL 3 ETD 14.82 1 (K)K Als F\L RJA\Q|EJR\A\AJE\S(-) S3 =n NP_000960.2 RPL5
462 ELX 3 ETD 9.65 1 (K)A M/sS|AIR AJEJANINK(I) S3 =n NP_000983.1 RPL29
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463 ELX 3 ETD 18.26 1 (K)A/Q/AJAJA P Als|V/PJAIQIA P\K(G) S8 =n NP_000983.1 RPL29
464 ELX 3 ETD 9.09 2 (K)F/Q RJA 1 t]|G/A/s|L/AID]I\m ANK(R) T6 =n,S9 =n NP_000977.1 RPL24
465 EL 3 ETD 10.4 2 (K)R/R|s/P/s/P|K/P\T\K(V) S3 =k,S5 =k NP_006702.1 RNPS1
466 CL 3 CID 17.86 2 (KDAAy GD L S s E E|E\EJE N/E|P E/S L|G\V]VIY\K(S) Y3 =n,S8 =n NP_008909.1 RNF113A
467 ELX 4 ETD 10.4 2 (K)A N\R\I\K/E C L/sS\K G|t/F/S|D\V\T F K(L) S9 =n,T12 =n NP_055651.1 RHOBTB1
468 CT 3 CID 13.11 2 (K)s/K S G/R/S\L/NJE E\L G|D/E D s E\K(K) S1 =n,516 =n NP_002917.1 RGS12
469 AL 4 ETD 26.94 1 (K)R P P|s|D I/H|D SIDIG|SISIS/S\S\H|Q|S\L\K(S) S4 =n NP_001005339.1 RGS10
470 CL 4 CID 13.19 1 (K)R P\P s\D|I1/H/D/S|D|G S S S/S S HQ S L K(S) S4 =n NP_001005339.1 RGS10
471 CT 3 CID 23.02 1 (R)EREE s ED E L|E|EJAIN\G N/N/P I|DJI|E/VID Q N K(E) S5 =k NP_055971.1 RCOR1
472 EL 4 ETD 12.76 1 (K)AZAZ/A A\AJW/E|E P/S|S/GIN/G]t A RJAIG P R\K(R) T15 =n NP_061185.1 RCC2
473 ELX 3 ETD 13.23 1 (K)R/R|s P\PJA|DJA]I P\K(S) S3 =k NP_001260.1 RCC1
474 ELX 4 ETD 11.36 1 (K)A/D/RJE V QJA\E|Q P S|S/S\s P R R\K(T) S14 =k NP_057108.1 RBMX2
475 ET 3 ETD 19.03 2 (R)D/S Y|S\S s|R|s|DIL]Y|SIS/G\R(D) S6 =n,S8 =n NP_002130.2 RBMX
476 AT 3 CID 15.87 1 (R)K R s VNQ/E|G E[N|P/D|D|G V R(G) S3 =n NP_055829.1 RBM34
477 AT 3 ETD 11.51 1 (R)K/R s|V\Q|E/G/E|N P/D|D|G|V\R(G) S3 =n NP_055829.1 RBM34
478 CT 2 CID 15.93 1 (R)s/V/Q/E/G/E|N|P D/D/G\V\R(G) S1=n NP_055829.1 RBM34
479 ELX 2 ETD 7.18 1 (K)L/G/A/S/N s P\G Q P N\S\V\K(R) S6 =k NP_067062.1 RBM25
480 EL 4 ETD 22.09 1 (K)E/L P RID/F P/Y|EJE|ID/S|R P|R]S]Q\s\S\K(A) S18 =n NP_116294.1 RBM17
481 ET 3 ETD 16.4 1 (RARPD P D/sSDEDE DY E R(E) S6 =n NP_116294.1 RBM17
482 EL 5 ETD 16.75 4 (K)R R s L s/s|D/R/G R|T T|H|Is P Y|EIEIRIS/RIT\K(G) S3 =n,S5 =n,56 =n,514 =n NP_037418.3 RBM15B
483 CL 4 CID 13 1 (K)H R\T T AJP/T\E|G\K\s/P L/K(K) S11 =n NP_073605.4 RBM15
484 EL 4 ETD 24.16 1 (K)H/R|TITIA PITIEIGIKIs P\L]JK\K(E) S11 =n NP_073605.4 RBM15
485 ET 4 ETD 21.27 1 (R)HL DR s/P E S D/R P R(K) S5 =n NP_073605.4 RBM15
486 ET 4 ETD 22.48 1 (R)T T/A P/T|EIGIK\s/P]LIKIK]E|D\R(S) S9 =n NP_073605.4 RBM15
487 EL 4 ETD 22.33 2 (K)R/S|R/s|R s P HIEJA\G|F\C|V]Y\L\K(G) S4 =n,56 =n NP_006038.2 RBM12
488 EL 5 ETD 18.95 4 (K)S P s G Q K|JR s/R|s R s P\H|E\A G|F|CIVIY\L\K(G) S3 =n,58 =n,510 =n,S12 =n NP_006038.2 RBM12
489 AT 3 ETD 8.27 1 (K)L/A/S|D|D|R/P\s P\P\R(G) S8 =n NP_690595 RBM10
490 CG 2 CID 17.28 1 (E)N/1 Y/N D E|E|S|D|V]t T\S\E(L) T11 =n NP_002884.1 RBBP7
491 CG 2 CID 12.61 1 (E)N/I Y|IN/D EJE\s D V|T\T\S\E(L) S8 =n NP_002884.1 RBBP7
(K)D/T/H|EID/HID T s\T/EIN T D E S\N\H|D P Q FIE\P I\V|S|L P E|QJE 1
492 ELX 5 ETD 24.21 1 K(T) S9 =n NP_002873.1 RANBP1
(K)D T HEDHD\t S\T/E N T D|E s\N H D\P Q|F\EJP\I\V|S|L|P E Q E\I
493 AT CID 19.99 K(T) T8 =n,S16 =n NP_002873.1 RANBP1
494 AT 5 CID 18.78 R(ﬁ U T T m o mm e e e T2 =n NP_002873.1 RANBP1
(KD THEDHDTST/E/N tDE s N\HDP Q\F E|P I/V|S/LIP E Q
495 CL 4 CID 14.25 2 ENI\K(T) T13 =n,516 =n NP_002873.1 RANBP1
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(K)D/T/HIEID H D T S t/E N T\D/E S/N H|D P Q\F E\P I V/S|L P E|Q|E
496 ELX 5 ETD 13.06 1 I\K(T) T10 =n NP_002873.1 RANBP1
497 ELX 5 ETD 7.54 2 lZ(‘II'; S e T o m e mm e m e s e e S9 =n,T13 =n NP_002873.1 RANBP1
498 ET 4 ETD 16.29 1 (K)Q EJK P A E|JK P AJE t P V/A T S P|TJAITID|SITISIGID/S S\R(S) T11 =n NP_002865.1 RAD23B
499 CT 3 CID 21.3 1 (R)E D/K s/P S/E/E S/A|P T/T/S/P E/S\V/S/G|S|VIP S S G S S G R(E) S4 =n NP_005044.1 RAD23A
500 AT 3 CID 15.76 1 (R)ED/K S P S E E s]A|P T T|S|P E/S\V/S/G/S/V/P S S G S S G R(E) S9 =n NP_005044.1 RAD23A
501 EL 4 ETD 22.89 2 (K)R/R s|TISIRIQ\FIVIDIG P\P|G P V\K(K) $3 =n,55 =n NP_037409.2 RACGAP1
502 CT 3 CID 17.4 1 (K)T P L/S Q S\m s\V/L|P|T/S K/P E K(V) S8 =n NP_001002814.1 RAB11FIP1
503 AL 2 CID 14.16 1 (K)A A s/T/D|L/G|A/G/E/T V/V\G K(V) S3 =n NP_056176.2 R3HDM1
504 CT 3 CID 18.86 1 (K)E K/L Q/E E/G G G\s D E|E E|T/G/S/P/S/E/D|G m Q S A R(T) S10 =k,S17 =nf NP_008993.1 PWP1
505 CT 3 CID 23.3 1 (K)L Q E E/G G G s D E/E|E|T|G/S|P/S/E/D/G m/Q S\A R(T) S8 =k,515 =nf NP_008993.1 PWP1
506 CT 3 CID 19.46 2 (K)L Q E/E/G G G s D E/E|E|T/G|S|P/s/E/D/G m Q/S\A R(T) S8 =k,517 =n,S15 =nf NP_008993.1 PWP1
507 EG 3 ETD 15.2 1 (EDN/V/G/L\m|QIQIQIK]ISIF\R(-) 510 =n NP_002825.3 PTPN11
508 CT 3 CID 24.94 1 (R)V/Y\E/N]V]G]L|m/Q/Q\Q\K(S) Y2 =k NP_002825.3 PTPN11
509 ET 3 ETD 13.76 1 (R)V/Y\EIN|V|G LIm|QIQIQ\K(S) Y2 =k NP_002825.3 PTPN11
510 CG 3 CID 19.47 1 (E)V/D G AD D D\S Q/D s D D E|K|m|P D\L\E(-) S11 =n NP_006592.3 PTGES3
511 CG 3 CID 16.38 2 (E)V/D/G A/D D D\s/Q D s D D|E/K/m|P D\L\E(-) S8 =n,511 =n NP_006592.3 PTGES3
(R)F/S/Em m NN m G G D E DJV|D|L|P/E/V/D|G A/D|D/D|s Q D S D D E/K
512 CT 4 CID 24.24 1 m|P D\L\E(-) S26 =n NP_006592.3 PTGES3
(R)F SEmmN N\m\G G D E/D\V|D|L|P/E VIDIG ADDD s Q D s D\D
513 CT 4 CID 21.02 2 E/K/m/P D L E(-) S26 =n,S529 =n NP_006592.3 PTGES3
(R)F SZEm m N N m\G G D E DJV|D\L|P/E V D/G A D|ID D[S Q D s D D
514 CT 4 CID 20.12 1 E/K\m/P D L E(-) S29 =n NP_006592.3 PTGES3
515 ELX 3 ETD 8.45 1 (K)I/NJE/T\R]JA F/s\G(- S8 =n NP_077748.2 PSTPIP2
516 EL 3 ETD 20.69 1 (K)E/S|LIK|E|EID E/s|DID|DIN\M(-) S9 =k,S2 =nf NP_002779.1 PSMA3
517 CL 2 CID 15.21 1 (K)E S L K/E E|D|E|s D D\D\N\M(-) S9 =k,52 =nf NP_002779.1 PSMA3
518 AL 2 CID 13.85 1 (K)E S/L K/E E|D|E|s D/D D\N m(-) S9 =k,S2 =nf NP_002779.1 PSMA3
519 AL 3 ETD 11.76 1 (K)E/S L/K E/E D\E/s|D|D|D|N\m(-) S9 =k,52 =nf NP_002779.1 PSMA3
520 ET 4 ETD 25.26 1 (K)E/T|S V/S|K\E|D\T/D H\EJE|K\A s\N\E|D\VAT\K(A) S16 =n NP_066967.2 PSIP1
521 ELX 4 ETD 25.16 2 (K)E/T/S VIS\K E|D\t|D\H\E\E|K]A|S|NJE|DJVAT\K(A) T9 =n,516 =n NP_066967.2 PSIP1
522 CL 2 CID 10.21 1 (K)Q S N A/S/s/D V/E/N/E/E K(E) S6 =k NP_066967.2 PSIP1
523 ELX 3 ETD 15.35 2 (K)T/G/V T/S T|s D S/E\E E G|D\D|QJE\G|E\K(K) S7 =n,59 =k NP_066967.2 PSIP1
524 EL 4 ETD 17.4 1 (K)W/D|E]Q/T/SIN|TIK G D DD E E|s DJE\EJA VAK\K(T) S16 =n NP_004689.1 PRPF3
525 ET 3 ETD 18.28 1 (R)A E A P P LIE|JR|E\D|S|G|TIFISIL G\K(M) S11 =n NP_003681.1 PRKRA
526 CT 4 CID 14.31 2 (R)A P/A/S V/L|P A A t P R\Q/sS/L\G H|P|P P/E|P G P D R(V) T10 =n,S14 =n,S4 =nf NP_004148.1 PRKAR2A
527 CT 3 CID 13.53 2 (R)VADAKG/Ds Es EE D E\D/LIEJVIP\VIP S R(F) S8 =k,510 =k NP_004148.1 PRKAR2A
528 EL 4 ETD 23.03 1 (K)A/G/TIRITIDISIR EIDJENI|s P P P PN P\VAV\K(G) S13 =k NP_002725.1 PRKAR1A
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(E)L Q Q A/1 S K LIE AQ L\N VAL E|[K/s/S P G/H/RAAN\T AP QT QHWs P
529 AG 5 ETD 11.15 2 m R/Q V E(S) S18 =n,S33 =n XP_949815.1 Predic.
530 ELX 3 ETD 16.12 1 (K)D/E/L/H\I V ENAJEJA mIN]Y/ZK]|G|s P\I\K(V) S16 =n XP_945199.1 Predic.
531 AL 4 ETD 12.81 1 (K)E/S C E\S|T|S|L K/K/t P NJR\K(Q) T11l =n XP_059482.5 Predic.
532 ELX 4 ETD 12.32 2 (K)K s/S F E\N T/V\W\R|K|V/S/V/t L K(E) S2 =n,T15 =n XP_945327.1 Predic.
533 EL 4 ETD 10.09 1 (K)L/Q T/D\E|EJR\E/K\N G|s/E|E/D\D\D E|K P G\K(R) S12 =n XP_379933.2 Predic.
534 ET 4 ETD 10.55 2 (K)Q L 1 V|G V N|K|m\D|S|TIE PIP y s H K(R) Y16 =n,517 =n XP_950453.1 Predic.
535 ELX 3 ETD 14.46 1 (K)S/E/s|P/K|E PIK]QILIR\K(L) S3 =n XP_379885.2 Predic.
536 ELX 3 ETD 15.54 2 (K)S P/QJL|S/L|s P|R PJAls P\K(A) S7 =n,512 =n XP_950070.1 Predic.
537 AT 4 ETD 11.98 2 (R)C V/Q|A/S|t]A\P G\G|R/L s K(D) T6 =n,513 =n XP_951336.1 Predic.
538 CT 2 CID 15.84 1 (R)Y F Q\I|S QID|E|D\E|S E s E\D(-) S13 =n XP_947405.1 Predic.
539 ET 4 ETD 24.51 1 (K)H G/E VN\C PJA\G WIK\P/G|SID|t\I]|K P\D]V]Q\K(S) T15 =n NP_002565.1 PRDX1
540 AL 4 CID 17.94 1 (K)H G E V|C|P/A|G\W\K/P/G S\D\t/I1/K/P D/V Q K(S) T15 =n NP_002565.1 PRDX1
541 AL 4 ETD 28.91 2 (K)I/AJA P E|LIHIK\G\D|s|D|S|E|IEND|E P T\K(K) S11 =n,513 =n NP_005964.3 PRCC
542 EL 3 ETD 24.63 1 (KONZHISIDIS\SITISIEIS\E]VISIS\V]|s P L\K(N) S16 =n NP_777567.1 PPP4R2
543 CL 3 CID 16.65 1 (KN H S D S/S T/S/E S E|V|S/S\V|s/P L\K(N) S16 =n NP_777567.1 PPP4R2
544 ELX 4 ETD 25.44 1 (KON/K|T/sS|TIT S S M V A|S]A E|JQ P/R/GIN\V\D|E]E]L\S\K(K) S4 =n NP_006232.1 PPP1R2
545 ELX 4 ETD 16.86 1 (KON/K/T\s/T|T S S m V A/S|A E|Q P R/G|IN\V\D|E\E|L\S\K(K) S4 =n NP_006232.1 PPP1R2
546 ELX 4 ETD 18.38 2 (K)Y/R]I]QJENQ\E s S|G\E|E D S|D/L S P/E E\R|E\K(K) S8 =k,S59 =k NP_006232.1 PPP1R2
547 ET 4 ETD 12.91 2 (R)SSG/SDP R\SWEYyR/s GE AISIE|EIKIEIENK(A) Y11 =n,S13 =n NP_055145.2 PPP1R15A
548 EL 4 ETD 10.59 1 (K)S m H/L G/RJL P\s R P\P L/P G\S|G\G S\Q|S|GJA\K(M) S9 =n NP_057231.1 PPME1
549 EL 4 ETD 7.73 1 (K)R/K L EJE/V L s\T\E GJAJE|JE\N GIN\S D\K(K) S8 =n NP_002698.1 PPM1G
550 EL 4 ETD 12.98 1 (K)R KJL\EJE VAL|S|T\E\G A E\E\N|G|N]S\D\K\K(K) S8 =n NP_002698.1 PPM1G
551 EL 3 ETD 11.99 2 (K)I/T/D/H|RINJV/S\E]s P N R\K(N) S8 =n,S10 =n NP_004783.2 PPIG
552 EL 4 ETD 12.64 2 (K)D/S P H SIRIS\G/S|S VAS S R\S|Y|s P\E|R\S\K(S) S7 =n,517 =n NP_057572.5 PPHLN1
553 EL 4 ETD 20.84 3 (K)E/R/P V Q\S|L/K\t/s R/D T S/P S|s\G|SJA\V]|S|S\S\K(V) T9 =n,510 =n,S17 =n NP_057572.5 PPHLN1
554 EL 4 ETD 20.79 2 (K)E/R P V Q/SILIK TIS\R D t s P\S|S\G|S|A\V|S|S\S\K(V) T13 =n,514 =n NP_057572.5 PPHLN1
555 AL 4 ETD 19.17 2 (K)E/R P V Q S|L\K|T|s RID/T s P\S/S G|S|A\V|S|S\S K(V) 510 =n,514 =n NP_057572.5 PPHLN1
556 EL 4 ETD 18.93 2 (K)E/R P/V Q/S|LIK]t S R\D t S P\S|S\G|S|A VISIS\S\K(V) T9 =n,T13 =n NP_057572.5 PPHLN1
557 ELX 4 ETD 18.58 2 (K)E/R P V Q\S|LIK]t S R\D T S\P/s\S\G|S|A V\S/S S\K(V) T9 =n,516 =n NP_057572.5 PPHLN1
558 EL 4 ETD 18.29 2 (K)E/R/P V Q S|LIK\T s R/D/T s P\S|S\G|S|A\VISIS\S\K(V) 510 =n,514 =n NP_057572.5 PPHLN1
559 EL 4 ETD 16.63 3 (K)E/R|P V/Q SILIK T\s R\D T s P\S/s G\S|A V/S\S|S\K(V) 510 =n,514 =n,517 =n NP_057572.5 PPHLN1
560 EL 4 ETD 16.39 2 (K)S/F|Y/S/S/H]Y]A\RIE|R]s P\Y\K(R) S1=n,512 =n NP_057572.5 PPHLN1
561 EL 3 ETD 12.26 1 (K)R/IIN P P|S|S/G GIT|SISIs P INK(A) S13 =k NP_002688.2 POU2F1
562 ET 5 ETD 24.99 1 (K)R G|DIGIEIK|S/D]IE/ENN]E]E/K]|E]G\S\K/E\K(S) S7 =n NP_006458.1 POLR3G
563 ELX 3 ETD 7.46 2 (K)G/A/V/G/A/s V T|S s\T H E\K\K(S) S6 =n,510 =n NP_060552.3 POLR3B
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564 AL 4 ETD 17.65 1 (K)s Y R|GID\R EJA|F\EJE\T H\L T S L\D P V\K(Q) S1=n NP_060599.1 PNPO
565 EL 3 ETD 10.73 1 (K)H/RIRIs|VIDIR\K(R) S4 =n AAB48304.1 PNN
566 EL 4 ETD 13.82 3 (K)N/SIR|SID\R K\R s/I s|E|S\s|R|S G\K(R) S9 =k,S11 =n,S14 =n AAB48304.1 PNN
567 ET 3 ETD 11.48 1 (K)S/L/s P G K\E|N\V/S|A|L|D\mM\E\K(E) S3 =k AAB48304.1 PNN
568 ET 4 ETD 17.98 1 (K)S L/s P G K E N/V|S]JA L D m E K|E|SIEIEIK|E]E\K(E) S3 =k NP_002678.2 PNN
569 ET 5 ETD 11.12 3 (K)S\S|K\G G/s\s/R|D/T/K\G S K(D) S1 =n,56 =n,57 =n AAB48304.1 PNN
570 ET 4 ETD 8.53 1 (R)E S/R|Q E S/D P\E/D D D VAK K P A L Q s|S\V|V]A T\S\K(E) S20 =n AAB48304.1 PNN
571 ET 4 ETD 14.35 1 (R)Q/E s|D P E/D D/D V/K/K PJAIL Q/S|S\VAV]A\T\S\K(E) S3 =n AAB48304.1 PNN
572 ET 5 ETD 22.16 2 (R)R/E\s/R|Q|E|s|D/P E/D|D/D VAK\K\P\A\L Q\S|S VAV]A]T\S\K(E) S3 =n,S7 =n NP_002678.2 PNN
573 ET 4 ETD 6.53 2 (R)R/ENS|R/QIE s DP EDD DV K K P A L Q s|SIVAVIA\T\S\K(E) S7 =n,521 =n NP_002678.2 PNN
574 ET 5 ETD 8.09 4 (R)s H\K/S|s K\G G|s\s|R/D|T/K\G/S K(D) S1 =n,S5 =n,S9 =n,510 =n NP_002678.2 PNN
575 ET 5 ETD 16.34 2 (R)T/RIR E s\R QJE s\D\P E|D D\D V K\K P\AJL Q\S|S\VAV]A T\S\K(E) S5 =n,59 =n NP_002678.2 PNN
576 EL 4 ETD 22.84 2 (K)E/AIRILJAIRISIs PIEIQ/PIR P|s|TIS\K(A) S8 =n,S15 =n NP_002666.1 PML
577 AL 5 CID 11.12 1 (K)A NV T P\Q S s\S\E\L|R P T T/T A AL A S/GV E A K(K) S8 =n NP_000924.2 PLCB4
578 CT 4 CID 10.45 2 (R)LD IND s PP I/T/A/R N/t G 1 I/C T 1 G P\A S R(S) S5 =n,T13 =n NP_002645.3 PKM?2
579 CT 3 CID 15.53 3 (R)M/m s/ZQ\L|FJL\D t P V/s\K T E K(T) $3 =n,T9 =n,512 =n NP_000288.1 PKD2
580 CT 2 CID 11.3 1 (R)V/D/R/m/E H\s|ING S 1 V S K(I) S7 =n NP_000288.1 PKD2
581 CG 2 CID 14.53 2 (E)P/Y/t/D F D/G T R V]Y s\P\P\E(W) T3 =n,512 =n NP_006866.2 PIM2
582 CG 2 CID 13.92 1 (E)P/Y/T/D F D/G\T R V]Y s\P\P\E(W) S12 =n NP_006866.2 PIM2
583 CL 4 CID 19.06 2 (K)T A H N S E A\A|D|L\EJE|S\F/N E H EJL E|P s S P K(S) 513 =n,522 =n NP_115711.2 PHF6
584 CL 4 CID 10.68 2 (K)T A H N/s E\AJA DJL E/E/S|F N\E H E L E\P S s P K(S) S5 =n,S23 =n NP_115711.2 PHF6
585 ELX 4 ETD 29.43 2 (K)T A/HIN/S|EJA DILIEIEISIFIN]E H EJLJE P|S\s P\K(S) S5 =n,522 =n NP_001015877.1 PHF6
586 ELX 4 ETD 26.15 2 (K)T A/H\N/S\E/A\D|L E\E|S|FIN\EJH\E|L]E P|s S P\K(S) S12 =n,S21 =n NP_001015877.1 PHF6
587 ET 4 ETD 12.82 2 (R)DRsPHRSsP/SDTR P K() S3 =n,S8 =n NP_001015877.1 PHF6
588 ET 3 ETD 15.78 2 (R)RA s K A/s L/P P L T K(D) S3 =n,56 =n NP_004418.2 PHC2
589 AL 2 CID 16.51 1 (K)E G E/E|P/T/V|Y s/D/E E E\P K(D) S9 =k NP_006658.1 PGRMC1
590 EL 4 ETD 25.55 1 (K)E/G/E|E P|T|V/Y|s/DIE/E|E P K\D|E|S\AJR\K(N) S9 =k NP_006658.1 PGRMC1
591 CL 3 CID 10.68 1 (K)E/G/E E/P/T V/Y/s D/E E E/P K D/E S A R K(N) S9 =k NP_006658.1 PGRMC1
592 EL 4 ETD 16.99 1 (K)E/G/E|E/P|T|V/Y\S|D|E\E E P K D\E\S\A|R|K N\D(-) S9 =k NP_006658.1 PGRMC1
593 AL 4 CID 20.26 1 (K)I V R G D\Q|P|A]A|S/G/D/s/D/D/D E/P/P/P L P R L K(R) 513 =k NP_006658.1 PGRMC1
594 EL 4 ETD 18.84 1 (K)1/V/R\G|D|Q PJAJA\S\G D s/D|D|D|JE\P P P\L P/R|L\K(R) S13 =k NP_006658.1 PGRMC1
595 ELX 5 ETD 10.12 1 (K)G K\DJA s|G\N/K|V|K AJE P/A K(I) S5 =n NP_000282.1 PGK1
596 ELX 3 ETD 5.25 1 (=M t H|EJEJH H\A/A K(T) T2 =n NP_000280.1 PFKM
597 EL 3 ETD 20.8 1 (K)A/K P s P AP P|S|T/T|T|A P|DJAISIG P\Q\K(R) S4 =n NP_002848.1 PEX19
598 CL 3 CID 15.24 1 (K)A K/P s PNA|P P S T T/T|A|P D A/S G P Q\K(R) S4 =n NP_002848.1 PEX19
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599 CL 4 CID 16.27 1 (KWAKPSPAPPS T/T/T/A|P/D|A/S G P Q KR S|P G D T A K(D) S23 =n NP_002848.1 PEX19
600 CL 4 CID 13.12 1 (KIAMEGL GMD\NEGD G E G NIJLIP/l m Q s\l m|]Q N L L S K(D) S22 =n NP_002848.1 PEX19
601 EL 3 ETD 22.06 1 (K)N/A T/D/LJQ/N|S|s|m|S|E]JE|E]L\T\K(A) S9 =n NP_002848.1 PEX19
602 CL 3 CID 20.5 1 (KON A/T/D/L|QIN|S s m/S/E/E/E\NL\T\K(A) S9 =n NP_002848.1 PEX19
603 CL 3 CID 19 1 (K)N A/T D/L]IQIN s S M/S|E/E|E\L]T\K(A) S8 =n NP_002848.1 PEX19
604 EL 3 ETD 13.33 1 (K)N/A\T D/L Q/N/S|s M|S|E|JEJE|L T\K(A) S9 =n NP_002848.1 PEX19
605 EL 2 ETD 10.21 1 (K)N/A T/D/L Q/N/S/S/m s E|EJE\L\T\K(A) S11 =n NP_002848.1 PEX19
606 EG 5 ETD 23.03 2 (E)L/D/TIK|L/TIR\I P|s/AlK|K/Zy K D 1 1 R Q\P\S\E\E\E(I) 510 =k,Y14 =n,522 =nf NP_003759.1 PEA15
607 EG 5 ETD 11.05 2 (E)Y Gt L L/Q/DL T/N N I T LIEID|L]JEIQJL K s\A C K\E(D) T3 =n,522 =n NP_003759.1 PEA15
608 ET 3 ETD 20.42 1 (K)D/1/1/R|Q PISIEIEIEIININK(L) S7 =k NP_003759.1 PEA15
609 EL 3 ETD 16.73 2 (K)A P/R P|F|G|s]V]SIs P\K(V) S7 =n,S10 =n NP_006448.2 PDLIM5
610 AL 3 CID 11.9 2 (K)A/P/RIP/F|G s|V]|s S/P K(V) S7 =n,59 =n NP_006448.2 PDLIM5
611 EL 5 ETD 11.08 1 (K)H I V]E/R\Y T|E/Fly H]V P/T/H\S\DJA S\K(K) Y10 =n NP_001011513.1 PDLIM5
612 EG 4 ETD 15.2 1 (E)K HJAIRIEIR V T P/P|E G\Y\E(V) Y13 =k NP_066272.1 PDLIM1
613 ELX 3 ETD 12.71 1 (K)G D/P N/K P|S/G]F|R/s\V\K(A) S11 =n NP_066272.1 PDLIM1
614 ELX 4 ETD 27.6 2 (K)T/A AISIGIVIEIA/N\S|R P\L|D H A]Q P P|s\s|L\V/I\D\K(E) S20 =n,S21 =n NP_066272.1 PDLIM1
615 ELX 4 ETD 24.96 1 (K)T/A/A/S|G/V]E|AIN|S/R\P L D/H\A|Q/P P S s|L\V]I\D\K(E) S21 =n NP_066272.1 PDLIM1
616 ET 5 ETD 16.42 1 (K)T A A/S|G|V/E/AIN S|R P L DJH/A Q P/P s\S L V I D K|E/S\E\V YNK(M)  S20 =n NP_066272.1 PDLIM1
617 ELX 3 ETD 15.69 1 (K)R/F\V\S|E G|D G\GIR|L]K P\E\S\Y(-) S4 =k NP_055271.2 PDCD4
618 ELX 3 ETD 13.13 1 (K)R/mIQISILISILIN\K(-) S6 =n NP_055706.1 PDAP1
619 ELX 3 ETD 12.13 1 (K)S L/D S D E\s E|D\E|EID|D/Y|Q]Q\K(R) S7 =k,S4 =nf NP_055706.1 PDAP1
620 ELX 3 ETD 10.79 1 (K)S L/D/S D E/S E|D\E|E|D|D]y/Q]Q K(R) Y14 =n,54 =nf,S7 =nf NP_055706.1 PDAP1
621 ELX 3 ETD 8.63 1 (K)S/L D s D/E\S E D\E|E|D/D]Y/Q/Q\K(R) S4 =k,S7 =nf NP_055706.1 PDAP1
622 ELX 3 ETD 6.99 2 (K)S/L/D s D E s/E|D|EJE|D|D/Y/Q/Q K(R) S4 =k,S7 =k NP_055706.1 PDAP1
623 ET 3 ETD 14.07 2 (R)Y K/s|t T S/V\S|E|E|DIV\S|S\R(Y) S3 =n,T4 =n NP_002574.2 PAWR
624 CT 3 CID 11.05 2 (R)y K S T T\s V|S/E|E|D|V/S S R(Y) Y1 =n,S6 =n NP_002574.2 PAWR
625 EL 3 ETD 17.66 1 (K)A/S/R|T\A/R/1/A\s|D|EJE|1]Q G\T\K(D) S9 =n NP_057165.2 PALLD
626 AT 2 CID 20.25 2 (R)T L s N/AZE|D|Y|LIDID/END s\D(-) S3 =n,514 =n NP_036515.3 OSTF1
627 EL 4 ETD 15.61 1 (K)V/E|JEJE G s P G D\P D H|E A/S T Q G R\T\C|G P|EJH|S\K(G) S6 =n NP_031372.2 OGFR
628 EG 3 ETD 21.77 1 (E)T Q/s P/S|LIF/G\S|TIKILIQIQ\E(S) S3 =n NP_009103.2 NUP50
629 CG 2 CID 16.62 1 (E)t/Q S/P S/L/F/G S/T/KIL Q\Q\E(S) T1 =n NP_009103.2 NUP50
630 ELX 3 ETD 8.5 1 (K)E R SISIL\LJA]V S N\K(Y) S4 =n NP_005076.3 NUP214
631 ET 5 ETD 14.52 (K)D A/JE N H EJA/Q]JL KIN/G|S|LID/s P G\K\Q D T E/E D|E E E D/E K D\K(G) S16 =n NP_006591.1 NUDC
632 EL 3 ETD 14.49 1 (K)L/S/D/LID|S|E|T\R\s|m|V]E\K(M) S10 =n NP_006591.1 NUDC
633 CL 3 CID 18.91 1 (K)N G S L/D/s/P\G K|Q D/T/E|E|D/E E/E D\E K(D) S6 =n NP_006591.1 NUDC
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634 AL 3 CID 17.01 1 (K)N G S/L/D/S/P/G K Q D t/E E|D|E/E]E\D\E K(D) T12 =n NP_006591.1 NUDC
635 CL 3 CID 15.04 2 (K)N G S/L/D/s/P/G K|Q D t E/E/D|E/E/E D\E K(D) S6 =n,T12 =n NP_006591.1 NUDC
636 ET 4 ETD 10.11 1 (K)N/G/S/L|D|S P/GIK|QID t E E D E E E D\E K/D|K\G\K(L) T12 =n NP_006591.1 NUDC
637 CL 3 CID 15.58 1 (K)T/P/S P/K E\E\D E\E|P\E s/P P E K(K) S13 =k,S3 =nf NP_073568.2 NUCKS1
638 ELX 3 ETD 7.4 1 (K)T P/S P|K|E E|D|E\E P E\s P P E\K(K) S13 =k,S3 =nf NP_073568.2 NUCKS1
639 AL 4 ETD 15.58 1 (K)S/A/E/T/RIE|S|TIQILIS P A D L/t E GIK P TID P S K(L) T16 =n,511 =nf NP_060225.4 NSUN2
640 ET 3 ETD 22.39 1 (RK/ZKsPNELVDDLF K() S3 =n NP_057227.2 NSFL1C
641 CT 2 CID 20.46 1 (R)L G/A/A|P E/E/E|S/A/y|V/A/G E K(R) Y11 =n NP_057227.2 NSFL1C
642 CT 3 CID 15.73 1 (R)L/G/A]JA|P/EJE E s A Y/V A/G E/K R(Q) S9 =n NP_057227.2 NSFL1C
643 ET 3 ETD 14.54 1 (R)L/G/A/A P E|E|E|S/A]Y|V\A G E\K\R(Q) Y11 =n NP_057227.2 NSFL1C
644 CL 3 CID 14.03 1 (K)T P\t|P E|P A E|V/E/T R K(V) T3 =k NP_037524.1 NRBP
645 EL 3 ETD 8.48 1 (K)t P T P/E/P/A\E|V|E|T|R\K(V) T1 =n,T3 =nf NP_037524.1 NRBP
646 EL 5 ETD 15 1 (K)D A A A HIL Q T S\H|K P S\A|E|DJAZE G Q]S/P L S\Q K Y/s P\S\T E\K(C) S28 =n NP_110386.1 NRBF2
647 EG 3 ETD 16.42 1 (E)K|T/PIK|E\P|K]G P\S\S\V\E(D) T5 =k, T2 =nf NP_002511.1 NPM1
648 EG 3 ETD 11.09 2 (E)K/t P\K|t]P|K\G P S\S V\E(D) T2 =k,T5 =k NP_002511.1 NPM1
649 AG 5 ETD 27.56 1 (E)K/T/P/KIt\PIK|G/P S|S/VIEID|IIK]A K m Q A S\I\E(K) T5 =k, T2 =nf,522 =nf NP_002511.1 NPM1
650 EG 4 ETD 13.64 2 (E)K/t P/K|t PIK|G P S|IS\V/EXD I\KJAXK m Q\A S I\E(K) T2 =k,T5 =k,522 =nf NP_002511.1 NPM1
651 CT 4 CID 18.71 1 (K)C G S G/P/VH 1 SG/QHLV AV\EE D\A\E\s E\D E|E]E]E\D\V\K(L) S22 =k NP_002511.1 NPM1
652 CT 3 CID 17.47 1 (K)D/E/L H 1 V ENA\E\A|MIN/Y\E|G s P I\K(V) S16 =k NP_002511.1 NPM1
653 ELX 3 ETD 13 1 (K)D/E/L/H\1 V EJA\E\A m|N|Y|E G|s P I\K(V) S16 =k NP_002511.1 NPM1
654 ET 3 ETD 12.72 1 (K)G/G/s|L P/K|V]E]JA\K(F) S3 =n NP_002511.1 NPM1
655 CT 3 CID 11.42 1 (K)G G|s|L/P K/V/E|A K(F) S3 =n NP_002511.1 NPM1
656 ELX 4 ETD 22.72 2 (K)K/QIEIK]|t P\K]t P/K]G P/S\S\V|E|D\I\K(A) T5 =k, T8 =n NP_954654.1 NPM1
657 CL 2 CID 10.19 1 (K)L/L|s 1/5/G/K(R) S3 =n NP_002511.1 NPM1
658 EL 2 ETD 7.25 1 (K)L/L/s|1/S\G\K(R) S3 =n NP_002511.1 NPM1
659 ET 4 ETD 24.17 1 (K)m QJAIS IIEIK\G\G s|L/P|K]V]ENANK(F) 510 =n,S4 =nf NP_002511.1 NPM1
660 EL 3 ETD 16.76 1 (K)S IJR\D t\P|A|K|NJANQ\K(S) T5 =k NP_002511.1 NPM1
661 ELX 3 ETD 14.23 2 (K)t/P K\t P K|G P|S|S\V|E|D\I\K(A) T1 =k, T4 =k NP_002511.1 NPM1
662 ET 3 ETD 10.91 1 (K)T P/K|t P K|G P\S|S\V]E|D\I\K(A) T4 =k, T1 =nf NP_002511.1 NPM1
663 ET 4 ETD 26.5 1 (K)T/P/K|t P K|G P/S|S|V|E|D]I[K\A\K(M) T4 =k,T1 =nf NP_002511.1 NPM1
(R)TV SLG/AGAKD\NE\LN\H\IJVIEJAENA M\N YEGsS P I/KWTLATL
664 CT 4 CID 13.78 1 KWM) S25 =k NP_002511.1 NPM1
665 EL 5 ETD 15.55 3 (K)R/K|LJL N K\L t/K s\t/E|K L\E\K(E) T8 =n,510 =n,T11 =n NP_443178.1 NOSTRIN
666 EG 3 ETD 12.85 1 (E)L/Q/R|A A|s/Q|ID|H V]R G\F\L\E(K) S6 =n NP_057037.1 NOSIP
667 ELX 4 ETD 29.28 1 (K)E LIQJRIA A s|QIDIH]VIRIGIFILIE\K(E) S7 =n NP_057037.1 NOSIP
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668 CG 2 CID 21.63 1 (E)G 1 G A 1/G/G t|P|P/A/F/N|R\AJA|P G A\E(F) T8 =n NP_031389.3 NONO
669 AG 3 ETD 15.16 1 (E)G/1 G/A 1|G|G|t P/PJA|FINJR\AJA P G\A\E(F) T8 =n NP_031389.3 NONO
670 EL 3 ETD 11.87 1 (K)G/K/G|s/PIR|P\Q|JA\P\K(A) S4 =n AAH01883.1 NOLC1
671 AL 2 CID 19.98 1 (K)G T D/T\Q|T|PJAZV|L]|s/P S K(T) S11 =k NP_001028886.1 NOL1
672 EL 2 ETD 10.09 1 (K)G T/D/T/Q/T P/A/VAL\s P\S\K(T) S11 =k NP_001028886.1 NOL1
673 CL 3 CID 17.57 1 (K)R/R L\G|s|V|E|A]P/K(T) S5 =n NP_001028886.1 NOL1
674 EL 3 ETD 13.59 1 (K)R|RIL/G|s|VIEJA P\K(T) S5 =n NP_001028886.1 NOL1
675 CL 3 CID 11.7 2 (K)R s D\L/YNA\VAE\m K(K) S2 =n,Y5 =n NP_064587.1 NIT2
676 EL 3 ETD 5.38 1 (K)H Q TJL\E\V|S|L\S R\D|s\P\L\K(T) S12 =n NP_116204.3 NFATC2IP
677 CG 4 CID 18.74 3 (E)L P MV E R Q/D t/D S CIL/V|Y|G/G/Q\Q/M I L /G Q N F\T\s E(S) T9 =n,T23 =n,529 =n NP_036472.2 NFATC2
678 ET 4 ETD 16.77 1 (R)Q/Qly H N DIm]K\E] I|R\K(K) Y3 =n NP_954983.1 NEK5
679 CL 3 CID 20.43 1 (K)A E/E/A/K/D\E|P|P/s E/G/E A|E|E E\E\K(D) 510 =n NP_006149.1 NEFL
680 EL 3 ETD 14.13 1 (K)A/E E A K\D E P P s|E G|E|A|E|E|E E\K(D) S10 =n NP_006149.1 NEFL
681 EG 3 ETD 13.32 1 (E)K/ALK|S\P V/P/K s/P\V\E\E(K) S9 =k,54 =nf NP_005373.1 NEF3
682 EG 3 ETD 13.08 1 (E)K GJK|S/P]V PIK s P\V\E\E(K) S9 =n NP_005373.1 NEF3
683 CG 3 CID 12.76 1 (E)K/G K S P V|P/K s/P V|E|E(K) S9 =n NP_005373.1 NEF3
684 CG 3 CID 10.1 2 (E)K/G K s P]V]P\K s\P\V\E\E(K) S4 =n,S9 =n NP_005373.1 NEF3
685 EG 5 ETD 19.64 2 (E)L/V/AIDJAIKIVAE|K\P|E/K]A/K s P/V P K s P VAE\E(K) 515 =k,520 =k NP_005373.1 NEF3
686 CL 3 CID 19.84 2 (K)A K|s/P/V|P/K|s|P V E EJANK(S) S3 =n,S58 =n NP_005373.1 NEF3
687 EL 3 ETD 11.4 2 (K)A/K\s P\V P K/s P|V|E|E\A\K(S) S3 =n,S8 =n NP_005373.1 NEF3
688 AL 3 CID 14.27 2 (K)A/K\s/P/V|P/K s|P V E|E K(G) S3 =k,S8 =k NP_005373.1 NEF3
689 ET 3 ETD 12.86 2 (K)A/K|s P V P|K\s P|V|E|E\K(G) 53 =k,S8 =k NP_005373.1 NEF3
690 ET 4 ETD 10.12 1 (K)E/A/A E|E K|EJE|JENP E AJE E E E V A A K\K\s P V\K(A) S22 =k NP_005373.1 NEF3
691 ET 4 ETD 7.89 2 (K)E K EJK\A G/G\E G G S\E/E/E|G/s/D/K/G/A K(G) S11 =n,516 =n NP_005373.1 NEF3
692 AL 3 CID 17.48 2 (K)G K\s/P|V|P/K\s/P V E|E K(G) S3 =n,58 =n NP_005373.1 NEF3
693 CT 3 CID 17.32 2 (K)G K|s/P|V|P/K\s/P V E|E K(G) S3 =n,58 =n NP_005373.1 NEF3
694 ET 3 ETD 15.19 1 (K)G K|S P|V P|K/s P\V|E|E\K(G) S8 =n NP_005373.1 NEF3
695 AL 3 ETD 12.52 2 (K)G/K/s P V P K|s/P|V]E|E\K(G) S3 =n,58 =n NP_005373.1 NEF3
696 CL 3 CID 10.49 1 (K)K A E s/P V K E E AJVIAIEIVIVIT I T\K(S) S4 =k NP_005373.1 NEF3
697 EL 3 ETD 9.37 1 (K)K/A E|s P VIK E E A\V A E|V|V|T|I T\K(S) S4 =k NP_005373.1 NEF3
698 CL 3 CID 17.48 1 (K)S P|V|P/K|s/P/V/E E]A K(S) S6 =n NP_005373.1 NEF3
699 AL 3 CID 19.72 1 (K)S/PIVIPIK]|S|P\V/E|E K(G) S6 =k,S1 =nf NP_005373.1 NEF3
700 CL 2 CID 17.2 1 (K)S P/V|P/K]|s/P|V E]JE\K(G) S6 =k,S1 =nf NP_005373.1 NEF3
701 AL 3 ETD 13.44 1 (K)S P/V/P|K|s/P|V|E|E\K(G) S6 =k,S1 =nf NP_005373.1 NEF3
702 ET 3 ETD 13.31 1 (K)S P|V P|K|s P|V|E|E\K(G) S6 =k,S1 =nf NP_005373.1 NEF3
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703 EL 4 ETD 21.87 1 (K)N/R|D/G\G/E|R|R P s|S|T S|V P|L\G\D\K(G) S10 =n NP_060138.1 NDE1
704 EL 4 ETD 13.38 2 (KON R|D/G|GJE R\R P s\s|T|S|V P\L G\D\K(G) S10 =n,S11 =n NP_060138.1 NDE1
705 ELX 5 ETD 13.58 2 (K)ER L M/R/s S T\D/S L P|G|P I s|R Q P L\G\A\T S G A S|L\K(T) S6 =n,S16 =n NP_066018.1 NCOA5
706 CG 2 CID 18.31 1 (E)I E/P/A A/m/K\ANAJAJAJA|P A\s E(D) S15 =n NP_005372.2 NCL
707 CG 2 CID 22.74 1 (E)I/E/P/A/A\m|K A]A]JA]AJA|P/A\s E D\E(D) S15 =n NP_005372.2 NCL
708 CG 2 CID 19.39 1 (E)I E/P/A A m K AJAJAJAJAIP Als E D E D D\E(D) S15 =n NP_005372.2 NCL
709 AG 2 CID 14.85 1 (E)P/A A m K A\AJA A A|P\A s E D\E(D) S13 =n NP_005372.2 NCL
710 CG 2 CID 12.63 1 (E)P/A A m K A ANA\AJA|P A\s E D E D\D\E(D) S13 =n NP_005372.2 NCL
711 EG 5 ETD 24.1 1 (BE)T/t P A K|GIKIKJAJAIK]V V P VIKJA K N V A E D\E(D) T2 =n NP_005372.2 NCL
712 CT 2 CID 12.01 1 (K)K/VZV]V]s/P\T\K(K) S5 =k NP_005372.2 NCL
713 AL 5 ETD 25.17 1 (K)R/E|I|E/GIRJAJI|R|L/E L/Q|G P R G s P NJA\R S|Q\P S\K(T) S18 =n NP_005372.2 NCL
714 ET 4 ETD 13.41 1 (R)AZI/RILIEZL]Q|G P\R|G s P\N\A\R(S) S12 =n NP_005372.2 NCL
715 CT 3 CID 17.95 2 (K)R/K/P/s V|P D\S A S/P/A D\D s/F\V|D|P G E R(L) S4 =k,S15 =n NP_006144.1 NCK1
716 CT 2 CID 19.08 1 (R)L yIDILINIm|PNAZYAV\K(F) Y2 =n NP_006144.1 NCK1
717 CT 3 CID 19.11 1 (K)D G A V/N/G/P S V/V|G D Q/t/P 1]|E|P Q/T S I E R(L) T14 =k NP_002473.2 NASP
718 CL 3 CID 22.08 1 (K)D G A/V/N/G/P/S/N/N/G\D Q t/P I/E/P Q TS INER L T E T K(D) T14 =k NP_002473.2 NASP
719 CL 4 CID 14.52 2 (K)E G E E T/E|G s E/E D D/K]JE/N\D K\T E EM P N/D s VAL E N K(S) S8 =n,S25 =n NP_002473.2 NASP
720 AL 4 CID 10.88 2 (K)E G EE t E G s E E\D/D K E N\D\K/T E/E M/P N/D/S/V/L E N K(S) T5 =n,S8 =n NP_002473.2 NASP
721 CL 4 CID 10.09 1 (K)G GA APEG P/NE\A E/V t/S/G K/P/E Q E\V P/D\A E E E K(S) T14 =n NP_002473.2 NASP
722 AL 4 ETD 21.2 1 (K)R/K P\E|EIEls PIRIK\D|D\ANK(K) S7 =n NP_002473.2 NASP
723 CL 4 CID 18.81 1 (K)R R E F 1 T\G D|V/E\P/T DJA\E\S\E\W\H|sS]E N E E E\E K(L) S20 =k NP_005960.1 NAP1L4
724 EL 5 ETD 15.2 1 (K)R/R|E|F INT G|D V|E\P T\D A E|S E\W|H s|E/N\E|E|E E K(L) 520 =k NP_005960.1 NAP1L4
(K)R R E F I T\G D\V E\P T D\NANE\S\EIWH\S ENENE EEK L AGD MK s
725 CL 5 CID 13.1 1 K(V) S34 =n,S520 =nf NP_005960.1 NAP1L4
726 CG 2 CID 12.42 (E)Q s E L|D/Q|D LID|D VAE\E(V) S2 =n NP_004528.1 NAP1L1
727 AG 2 CID 12.9 (E)R L D G LIVIEIt/P T\G\Y]I\E(S) T8 =k NP_004528.1 NAP1L1
(KWVQGEAWSNIQENTIQITIP T V/Q EE s E E E/E
728 CT 4 CID 16.48 1 V/D/E|T|G\V/E\V\K(D) S22 =k NP_005585.1 NACA
729 ELX 3 ETD 8.32 1 (DM L A S GISILIGIQ\K(F) S6 =n N/A
730 AL 4 CID 17.03 1 (-)m s HP I Q\N I NJK/E/I\E I V|E K N/Q|I/E/1 L E L K(S) S2 =n N/A
731 AG 3 CID 16.86 2 (E)A t/M t NJI|S|G]Q R m R\m G I/K N R N E\A\E(L) T2 =n,T4 =n N/A
732 AT 4 CID 15.01 1 (K)A Q/A A\D/Q/L]JA/S/Q\Q\s/G A R(L) S12 =n N/A
733 ELX 5 ETD 13.78 1 (K)D/A/V|S/T G/L/T/G A\V K L/AIK G\T V Q/T G m D T €\K(T) T25 =n N/A
734 EL 5 ETD 12.55 1 (K)E/S E/D|K PJE/INE|D V G|s D E E E E E K|[K D G D\K(K) S13 =n N/A
735 CL 3 CID 18.73 1 (K)E S K/D K/P/E 1/E/D/V|G/s/D/E/E E E\K(K) S13 =n N/A
736 ELX 3 ETD 13.59 1 (K)E/S/K/D/K P E 1 ED V G s|DIE|E|EIENK(K) S13 =n N/A
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737 ELX 4 ETD 27.61 1 (K)E/S/K|DIK\PJE I E|D V G|s\D|EJE|E]JE K\K(D) S13 =n N/A
738 AL 3 CID 16.73 1 (K)E S K D/K/P|E 1/E/D|V/G s/D/E/E\E E K K(D) S13 =n N/A
739 CT 4 CID 12.01 1 (K)ET F/P/R/D G L t/S|P/T/P Q m|G C W Q 1(-) T9 =n N/A
740 ELX 3 ETD 8.28 1 (K)S Q P L\QID\y\G/E|E|IK\K(R) Y7 =n N/A
741 AT 4 CID 17.11 1 (R)S C L Y G G\G G\Q/Y F A\K P\Q N/Q/G G Y/G/G/S/S/S/S/S/S/Y/G S\G R(R) S1 =n N/A
742 ET 4 ETD 17.67 1 (R)VEEEEASSKQNMTK(R) T13 =n N/A
743 EL 3 ETD 10.65 3 (K)L/DJE]E]G s K\C s/I L s\K(H) S6 =n,S9 =n,S512 =n NP_056275.2 MYRIP
744 CL 3 CID 16.09 1 (K)G A G D/G s/D/E E/V/D|G K/A|D|G A/E/A K|P A\E(-) S6 =k NP_002464.1 MYH9
745 EL 3 ETD 11.04 1 (K)G/A GID G s D E EV D G K A|D|GJA\E\A|K P|A\E(-) S6 =k NP_002464.1 MYH9
746 EG 5 ETD 12.44 1 (E)G/S\L\E Q E\K|K|V/R m/D/L E(R) S2 =n NP_000248.1 MYH6
(KA EV P G A/T/G GID s P H L Q\P/A|E P|P G|E P|R|R|E P/H
747 EL 5 ETD 14 1 P\A]ENA\ENK(Q) S11 =n NP_057216.2 MYEF2
748 EL 4 ETD 21.48 1 (K)R/RIN\S|RID\G|D PJL\P|S|S]L\S\C\K(V) S4 =n NP_002452.1 MVD
749 CL 4 CID 17.36 2 (K)Q G R/V H T S\t\m\T\V/A I\L|P|JQ\P t E I/N L V I\N\P K(D) T8 =n,T18 =n NP_061914.2 MTRF1L
750 ELX 3 ETD 12.94 1 (K)S/Q/E/P 1 P|D|D|Q|K V/s/D|D\D\K(E) S12 =n NP_848927.1 MTDH
751 ELX 3 ETD 8.86 1 (KIN/1/P/E/G|S|H\Q]Y\EJL\L\K(H) S6 =n NP_060691.1 MOBKL1A
752 CT 2 CID 14.18 1 (R)L AZ1]Q|G|P E/D|s/P S R(Q) S9 =k NP_005430.1 MLF2
753 ET 4 ETD 11.4 1 (R)T V/R|D|sID/S\G\L]JE Q m/S 1 G\H|H\I\R(D) S5 =n NP_005430.1 MLF2
754 CL 2 CID 20.97 1 (K)sS/Q V]A E/L/N/D|D/D/K/D|D/E/1 V\F K(Q) S1=n NP_115766.2 MKI67IP
755 EL 3 ETD 11.14 1 (K)s Q V A E LIN D D D|K|DIDJE]I]V\F\K(Q) S1 =n NP_115766.2 MKI67IP
756 EL 4 ETD 15.86 2 (K)T/VID|S|QIG/P/t/PIVNC\T P t F L/E RJR\K(S) T8 =k, T14 =n,T12 =nf NP_115766.2 MKI67IP
757 ELX 3 ETD 13.84 2 (K)A/m/H|t P|K P|s]V GJEJE\K(D) T4 =n,S8 =n NP_002408.2 MKI67
758 ELX 4 ETD 15.59 1 (K)D/L Y]T/T/GIR\R\E\s|V|N\L\G K(S) 510 =k NP_002408.2 MKI67
759 CT 3 CID 10.32 2 (K)I/A/C/K s|P/P P/E/S|VID t/P T S T K(Q) S5 =k, T13 =k NP_002408.2 MKI67
760 ELX 4 ETD 8.23 2 (K)I/A C R\s P|Q P\D P V G\t P/T I/F\K P\Q|S\K(R) S5 =k, T13 =k NP_002408.2 MKI67
761 ELX 4 ETD 23.04 2 (K)I/RIEIQIE|P/AIR R V s/R/S/s F|S|SID P|D|E\K(A) S11 =n,S14 =n NP_002408.2 MKI67
762 ET 3 ETD 13.78 1 (K)T P VIQIY\SIQIQIQIN|s P\Q\K(H) S11 =k NP_002408.2 MKI67
763 CT 3 CID 10.23 2 (K)V/A C/K/S s Q/P D/L D\K N/P A S\s\K(R) S6 =n,S17 =n NP_002408.2 MKI67
764 CT 2 CID 12.58 1 (R)s G A|S/E/AIN L]1/V]A K(S) S1 =k NP_002408.2 MKI67
765 CL 3 CID 21.96 1 (K)T P/E/P/V/V|P/T/A/P/E|P/H/P T t\S TID\Q\P V T P K(L) T16 =n NP_055456.1 MDC1
766 AT 4 ETD 19.46 1 (R)K/R|s|L]JA/T\m|D|S/P/P|H]Q\K(Q) S3 =n NP_055456.1 MDC1
767 AT 4 CID 15.42 1 (R)K/R s L/A/T|m\D|S|P/P H Q K(Q) S3 =n NP_055456.1 MDC1
768 CT 3 CID 17.15 2 (K)D/G D/S/Y/D|P/Y|D/F/s D t E/E/E/m P Q V. H T P K(T) S11 =n,T13 =k,T22 =nf NP_002379.2 MCM3
769 ET 3 ETD 22.27 1 (R)GP/SLNPVLDYDH/GS R(S) S3 =n NP_061322.2 MATR3
770 AT 4 CID 20.62 1 (R)R D|s/F/D|D/R\G P S L|N|P V|L/D/Y/D/H G\S R(S) S3 =n NP_061322.2 MATR3
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771 ET ETD 16.64 1 (R)R/D|s|F/D|D|R|G P S|LIN P V|L|D]Y\D|H\G\S\R(S) S3 =n NP_061322.2 MATR3
772 ELX ETD 27.18 (K)A P/R|GIDIVITIAIENE]JA]AIG]A]s P\A\K(A) S15 =k NP_075385.1 MARCKSL1
773 ELX ETD 15.61 (K)A P/R|G|D/V/T/A/E/ENA/A G A s P/A/K AIN]GIQ\EIN GJH\V\K(S) S15 =k NP_075385.1 MARCKSL1
(K)E G G G/D SISASISP t EJEE Q/EQGE I GAC\SIDIEIGITIAIQIE G
774 ELX 4 ETD 19.98 1 K(A) T12 =n,S10 =nf,525 =nf NP_075385.1 MARCKSL1
(KEGGG/HDS/SASSPLELEEEQEQGETI GAC SIDIE GITIAIQIE G
775 ELX 4 ETD 9.63 2 K(A) S6 =n,T12 =n,S10 =nf,S25 =nf NP_075385.1 MARCKSL1
(K)EG GG/DSS/ASSPTEENENQEQGE/I GAC s\DIE\G/T]AIQJE G
776 ELX 4 ETD 7.77 1 K(A) S25 =k,510 =nf NP_075385.1 MARCKSL1
(K)DGAEASA/A/SIEE/JEAGPQATIEPStPSGPES\GP\TP
777 ELX 4 ETD 15.62 1 A/SIAIEIQIN\E(-) T21 =k,S5 =nf,5S8 =nf,S523 =nf NP_075385.1 MARCKSL1
(K)DG AEASA/ASIENEVNEAGP QNAMETEPNSTPSGPE/S\NGPTP
778 ELX 4 ETD 14 1 A|SIAJE/QIN\E(-) T17 =n,S5 =nf,58 =nf,T21 =nf,523 =nf NP_075385.1 MARCKSL1
779 ELX 3 ETD 9.5 1 (K)G E/V P PIK|E|t P\K(K) T8 =n NP_075385.1 MARCKSL1
780 ELX 3 ETD 10.49 1 (K)G E/V P/PIK/E t|P|K\K(K) T8 =n NP_075385.1 MARCKSL1
781 ELX 3 ETD 17.87 2 (K)K PIFIKILISIGILISIF\K(R) S6 =n,S9 =k NP_075385.1 MARCKSL1
782 ELX 3 ETD 14.78 2 (K)P/FIKILIS\G]L]s|F\K(R) S5 =n,S8 =k NP_075385.1 MARCKSL1
783 ELX 3 ETD 23.2 1 (K)AZ/E/D/G]A]T P|IS\P/SIN]JE]t P\K\K(K) T13 =k NP_002347.4 MARCKS
784 ELX 3 ETD 17.85 2 (K)AZE/D/G]A|T P|s P\SINJE|t P K\K(K) S8 =n,T13 =k NP_002347.4 MARCKS
785 ELX 3 ETD 7.38 1 (K)A/E/D/G/A|T P|ls P S NIE\T P K\K(K) S8 =n,T13 =nf NP_002347.4 MARCKS
786 ELX 3 ETD 23.04 1 (K)G/E/A/A/A/EIR PIGIEJAJAIVIA SIS P s\K(A) 518 =n,516 =nf NP_002347.4 MARCKS
787 ELX 4 ETD 11.33 1 (K)G E A A A EJR P GIENAZJA\WA S s/P S K A N\G|Q\EIN|G|H V\K(V) S16 =k NP_002347.4 MARCKS
788 ELX 3 ETD 17.74 2 (Ks|FIKILISIGIFISIF\K(K) S1 =k,55 =k,58 =nf NP_002347.4 MARCKS
789 ELX 3 ETD 15.02 2 (K)S/FIK\L|S\G|F|s|F\K(K) S5 =k,S8 =k,S1 =nf NP_002347.4 MARCKS
790 ELX 3 ETD 16.67 3 (K)S/FIK|L]S/G\F|s|FIK\K(N) S1 =k,55 =k,58 =k NP_002347.4 MARCKS
791 ELX 3 ETD 13.73 2 (K)S/F/K/L/S\G|F|S|FIK\K(N) S1 =k,S5 =k,S8 =nf NP_002347.4 MARCKS
792 ELX 3 ETD 9.38 1 (K)T/A/A/K\G/E A AJAZEIR P G E A\A V A s/S P S\K(A) 519 =n,S20 =nf NP_002347.4 MARCKS
793 ELX 4 ETD 8.35 1 (K)T/A A K G/EJAJA A EJR P GJE\A\A V]A S\S P s K(A) S22 =n,520 =nf NP_002347.4 MARCKS
794 ELX 4 ETD 6.72 2 (K)S/K\D G\t G\S\D/D K/K/AJK\G/A|D G/K/T K(I) S1=n,T5 =n NP_058525.1 MAPT
795 ELX 3 ETD 17.28 2 (K)V/A/VIVIR|t P P K|s P|S|IS\A\K(S) T6 =k,510 =k,S12 =nf,S13 =nf NP_005901.2 MAPT
796 ET 4 ETD 22.54 2 (K)S/S P\AJAIK P/G|S|T P/s|R P S|s]AIK\R(A) S12 =n,516 =n NP_055083.1 MAPRE2
797 EL 4 ETD 25.64 1 (K)K PIL]JT/s/S\S A\A P Q|R\P I|S|TIQIRITIA\AJA P\K(A) S5 =n NP_036457.1 MAPRE1
798 EL 4 ETD 24.58 2 (K)K PILITISISISIA A P QIR\P I]S t QJR|TJAJAJA P\K(A) S5 =n,T16 =n NP_036457.1 MAPRE1
799 AL 4 ETD 9.47 1 (K)S G L\Q|1 K|K/N/AZ1/1/D|Dly K(V) Y14 =n NP_004750.1 MAPKAPK2
800 AG 2 CID 14.18 2 (E)A L N s/P H\S E\s F\V|S|P\E(A) S4 =n,59 =n NP_002366.2 MAP4
801 AG 2 CID 13.07 1 (E)A L/N S P H\S\E|s F V|S|P\E(A) S9 =n NP_002366.2 MAP4
802 AG 2 CID 20.14 1 (E)m/A/L]G/K/D\V|t|P/P/P\E\T\E(V) T8 =k NP_002366.2 MAP4
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803 EG 3 ETD 17.59 1 (E)V/A/L|AIKID|m]E]s P|T]IK\L\D(V) S9 =k NP_002366.2 MAP4
804 EG 4 ETD 22.95 1 (E)V/A/L ALKIDIMIEIS\P t]K LID VATJLJANK D\M\Q P S m\E(S) T11 =n,S9 =nf NP_002366.2 MAP4
805 AG 3 CID 16.29 1 (E)V/A L AKDmE\s P/T K L D\V\T/L]JA K\D\m\Q|P S m E(S) S9 =k NP_002366.2 MAP4
806 AG 2 CID 15.38 1 (E)V/G L|L|K|D\m|s/P L|S E(T) S8 =k NP_002366.2 MAP4
807 CG 2 CID 16.41 1 (E)V G L L/K|D|m]s|P L\S\E\T\E(M) S8 =k NP_002366.2 MAP4
808 AL 3 ETD 8.23 1 (K)A/T P/M P S|R/P\s|T|T P|JF/1 D\K(K) S9 =n NP_002366.2 MAP4
809 ET 3 ETD 24.07 1 (K)D/m|E|s P|TIK|L|D]V]TIL\A\K(D) S4 =k NP_002366.2 MAP4
810 EL 3 ETD 21.39 1 (K)D/MIEls P\TIKILIDIVITIL\A\K(D) S4 =k NP_002366.2 MAP4
811 AT 3 CID 16.99 1 (K)D/m|E/s P/T/K|L/D|V/T L A K(D) S4 =k NP_002366.2 MAP4
812 CT 3 CID 14.32 1 (K)D M|E/s P/T K|LID V/T L A K(D) S4 =k NP_002366.2 MAP4
813 CT 3 CID 13.48 1 (K)D m|E/S P/t/K|L/D/V/T L A K(D) T6 =n,S4 =nf NP_002366.2 MAP4
814 ET 3 ETD 15.33 1 (K)E/T/E/R\A|s\P|I K|m|DJLJA P\S\K(D) S6 =n NP_002366.2 MAP4
815 AT 3 CID 13.8 1 (K)E T E/R A\s/P 1/K/m D|L/A/P S\K(D) S6 =n NP_002366.2 MAP4
816 CT 3 CID 13.12 1 (K)E T/E/R A\s/P 1/K/m/D/L/A/P S\K(D) S6 =n NP_002366.2 MAP4
817 ET 4 ETD 9.1 1 (K)E T/E|R/A/sS\P I|K\M D|LJA\P S\K(D) S6 =n NP_002366.2 MAP4
(K)G 1 SEDSHL\E s L Q/DJVIG/Q|S AIA/P TFMI/S/PETWTGTGK
818 CL 4 CID 14.41 1 K(C) S10 =n NP_002366.2 MAP4
819 CL 3 CID 10.8 1 (K)K C s/L P AJEJE|D/S|V/L E\K(L) S3 =n NP_002366.2 MAP4
820 CT 3 CID 12.49 1 (K)K P m/S L\A|s G L|V|P/A A|P P K(R) S7 =n NP_002366.2 MAP4
821 AT 5 CID 13.35 3 (KDK P m S L AS\G LV P A A\P/P K R/P A/V Als/A R P s/1/L P s K(D) S22 =n,526 =n,S30 =n NP_002366.2 MAP4
822 ELX 3 ETD 18.64 1 (K)K/VIsIYISIH]1]QIS\K(C) S3 =n NP_002366.2 MAP4
823 ELX 3 ETD 11.88 1 (K)K V|s]Y]|SIH]TIQ\S\K(C) S3 =n NP_002366.2 MAP4
824 ET 3 ETD 7.63 3 (K)T/E V A L/A/K DIMIEIs/P t K/L D V t L/A K(D) S11 =k, T13 =n,T18 =n NP_002366.2 MAP4
825 AL 3 CID 18.78 1 (K)T T/T/A/A/A/V/ALS TIG/P/S S RS P S|t L L\P K(K) T19 =n,S16 =nf NP_002366.2 MAP4
826 CT 3 CID 14.11 1 (K)T T/T/A/A/A/N/ALS T/G/P/S S R S P/s T L L\P K(K) S18 =n,S16 =nf NP_002366.2 MAP4
827 AT 2 CID 11.53 1 (R)L A/t/N/T/S/A|P DIL K(N) T3 =n,S6 =nf NP_002366.2 MAP4
828 EG 5 ETD 12.44 1 (S)N A\V T\K T\AZ/G\P\I\A S A/Q|K Q P AIG\K\V Q I/V/S/KIK V S y S(H) Y30 =n NP_002366.2 MAP4
829 EL 3 ETD 7.45 2 (K)E/L/E/AJE|R\s L\m S|s P|E|D|L\T\K(D) S7 =n,S11 =n NP_005900.1 MAP1B
830 CL 2 CID 13.4 1 (K)G E A E Q/S/E/E/E|A|D|E E D K(A) S6 =n NP_005900.1 MAP1B
831 AL 4 CID 13.15 2 (K)Q V s S\L\s/S\G|V\I/Q\E A L A/T N m K(L) S3 =n,S6 =n NP_036222.3 MACF1
832 EL 3 ETD 11.1 2 (K)A 1/G/A/L/ANS|s RIR/S\s\S|E|G\L S\K(G) S8 =n,512 =n NP_361013.2 LUZP1
833 ET 3 ETD 13.17 1 (R)A/m/L/D/Q\L m GJt\S R\D G|D|T|T\R(Q) T9 =n NP_057103.1 LUC7L2
834 ET 5 ETD 16.14 2 (R)F/R|D Q\D/L A S\C|D|R DJR\S\s|R|D|R\s P\R(D) S15 =n,519 =n NP_057103.1 LUC7L2
835 CL 2 CID 15.87 1 (K)S Q/D\V]|A/V|s/P/Q/Q/Q Q/C S K(S) S7 =n NP_079359.2 LSM16
836 EG 3 ETD 13 1 (E)L/N AJL/K|S T/G|D/G\t|L GJR\A S\E(V) T11 =n NP_004726.1 LRRFIP1
837 AL 5 CID 15.54 1 (K)T D y T\H\A\N/L\V/D/K A|L/Q/L L K(E) Y3 =n NP_060879.2 LRP2BP
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838 ET 4 ETD 10.22 1 (R)N/L/t/P/G|G|K|D|S\A A/R\S L\N\K(L) T3 =n NP_056051.1 LPHN3
839 AL 3 CID 8.65 2 (K)S R QIPIs/y V P/A P/L\R K\K(K) S5 =n,Y6 =n NP_005349.3 LMO7
840 AT 2 CID 14.26 1 (R)A/G/G/P/T/T|P\L|s/P T R(L) S9 =k,T6 =nf NP_005564.1 LMNB1
841 CT 2 CID 16.11 1 (R)S G A Q/A|S|S|T|P/L/s/P T R(I) S11 =k, T8 =nf CAA27173.1 LMNA
842 ET 4 ETD 22.2 1 (R)m G P|S|G|G|E G|m/E\P/E/R|R|D\s|Q|D\G\S/S\Y\R(R) S16 =k AAH07560.1 LASP1
843 AG 3 CID 13.04 2 (E)Q m/D/G/R\K/N\t F t/A W S\D\E(E) T8 =n,T10 =n NP_056130.2 LARP1
844 AG 4 CID 10.01 2 (E)SRFsHLTSL/PQ\QLPS|QQILMSsK/D\Q D E Q E(E) S4 =n,S20 =n NP_056130.2 LARP1
845 AG 3 CID 17.44 3 (E)T E/s/A/P/G\s P/R A V/t|P\V/P T K T E\E(V) S3 =n,S7 =n,T12 =n NP_056130.2 LARP1
846 AL 3 CID 15.08 3 (K)E T E/s/A/P G s/P/R A/V|t/P V/P\T K(T) S4 =n,S8 =n,T13 =n NP_056130.2 LARP1
847 EL 3 ETD 7.84 3 (K)E/T/E/s A P G s P RJA/V|t P|V P\T\K(T) S4 =n,S8 =n,T13 =n NP_056130.2 LARP1
848 ET 3 ETD 8.77 2 (R)T/PIR|t P|R|t P]QIL\K(D) T4 =n,T7 =n NP_056130.2 LARP1
849 CT 4 CID 14.48 2 (R)QIL R\EJY|Q\E LIM s V\K(L) Y5 =n,510 =n NP_005547.3 KRT7
850 CT 2 CID 20.3 1 (K)M I|G|F|P/S/S]AIG S V/s/P R(S) S12 =n NP_705694.1 KRT13
851 CT 4 CID 16.41 2 (R)m S G E C A\P N|V/s/V\S V S/t\S H T/T/1 S G G G S\R(G) S10 =n,T15 =n NP_006112.2 KRT1
852 ELX 3 ETD 18.79 1 (K)T/NIL|S/GIRIQ]s PISIF\K(L) S8 =n AAH72409.1 KIAA2010
853 ET 4 ETD 10.72 1 (K)VZQ/T L SINJQ P LJL K\s\P A\P P/L\L\H|V A\A L G\Q\K(Q) S12 =n NP_066997.3 KIAA1967
854 ELX 4 ETD 22.61 1 (K)K/K P/N\E/D|E VAN]|Q\D|s/V|K\K(N) S12 =n NP_065747.1 KIAA1143
855 ELX 5 ETD 26.64 1 (K)R 1/Q P/Q/P P|DJEND G|D/H\s|D|K/E\D E\Q P Q|V|V V L\K(K) S14 =n NP_065747.1 KIAA1143
856 ELX 4 ETD 17.86 2 (K)D/RIK\T|s]A V s S P|L/L|D]Q QJR/N\S\K(T) S5 =n,S8 =n,S9 =nf NP_055885.2 KIAA0853
857 AL 3 ETD 15.96 1 (K)VZVITIQIRISIE]I|GIENK(Q) S6 =n NP_055627.1 KIAA0470
858 ET 5 ETD 24.48 1 (R)K P|L T/T|SIG]IF\H|H/S\E|E\G\T\S|S|S G\s\K\R(W) S20 =n NP_055627.1 KIAA0470
859 ET 4 ETD 11.33 2 (R)K P/L T/T|s G/F|H H S E E\G T/S|S|S G s|K\R(W) S6 =n,520 =n NP_055627.1 KIAA0470
860 ET 3 ETD 15.98 2 (R)L G/s/L S/A R|s|DISIEJAIT I|S\R(S) S3 =k,S8 =n NP_055627.1 KIAA0470
861 EL 5 ETD 11.99 2 (K)K/K C HIK]QJAJL]V G s D/s A E DIE|KIR K R\K(C) S11 =n,513 =n NP_056139.1 KIAA0409
862 CT 3 CID 13.35 1 (K)I G G D A A|T/T|VIN/N S t/P D F/G F G\G Q K(R) T13 =n NP_003676.1 KHSRP
863 CT 2 CID 16.76 1 (R)S/G/s/M/D|P S G/A/H|P S V R(Q) S3 =k NP_006550.1 KHDRBS1
864 ET 3 ETD 14.9 1 (R)S/G/s/M|D P|S\G|A/H P|S\V\R(Q) S3 =k NP_006550.1 KHDRBS1
865 ET 3 ETD 24.87 1 (R)S P/S/G|G]A\AIG PILILIT P S|QIsS|LIDIGIS\R(R) S16 =n,S3 =nf NP_612453.1 KCTD12
866 ET 3 ETD 23.21 1 (R)s P/S G GJA\A|G P|LIL/T PISIQISILIDIGIS\R(R) S1 =n,S3 =nf NP_612453.1 KCTD12
867 AT 3 CID 22.89 3 (R)S P s G G AJAIG/P L|L|t/P/s Q/S/L/D/G S R(R) S3 =k,T12 =n,514 =n NP_612453.1 KCTD12
868 AT 3 CID 22.64 2 (R)S P S G G A/A|G|P L]L|t/P/s Q/S L/D/G S R(R) T12 =n,S14 =n,S3 =nf NP_612453.1 KCTD12
869 CT 3 CID 22.49 1 (R)SP S GG A A|G P L|L|TIP/S Q\s|L/D/G S R(R) S16 =n,S3 =nf NP_612453.1 KCTD12
870 AT 3 CID 22.25 2 (R)s/P S G G A/A|G/P L|L|T|P/s Q/S/L/D/G S\R(R) S1 =n,S14 =n,S3 =nf NP_612453.1 KCTD12
871 CT 3 CID 21.29 2 (R)S P S G G AJAIGIP LIL]t/P/S Q/s/L/D G S R(R) T12 =n,516 =n,53 =nf NP_612453.1 KCTD12
872 ET 3 ETD 20.88 2 (R)S P/S G G|A A\G P|L|L|t/P|S|Q/s|L|D G|S\R(R) T12 =n,516 =n,S3 =nf NP_612453.1 KCTD12
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873 AT 3 ETD 17.66 2 (R)S PIS G GJA A\G/P|L\L|T/P s|Q|s|LID G|S\R(R) S14 =n,516 =n,S3 =nf NP_612453.1 KCTD12
874 CT 2 CID 17.09 1 (R)S P S G G/A A/G/P L|L|t/P S Q S|L D/G S R(R) T12 =n,S3 =nf NP_612453.1 KCTD12
875 CT 2 CID 16.2 2 (RSP S G G A A/G/P/L/L|t/P S Q|s\L D/G S R(R) T12 =n,S16 =n,S3 =nf NP_612453.1 KCTD12
876 AT 3 ETD 15.96 1 (R)S P/S/G/G\A A|G P|L|L|T P S|Q|s\L/D|G|S\R(R) 516 =n,S3 =nf NP_612453.1 KCTD12
877 AT 2 CID 15.31 2 (R)s P/S G G A/A/G/P/L/L/T/P/S Q s L D|G S\R(R) S1=n,516 =n,S3 =nf NP_612453.1 KCTD12
878 AT 3 ETD 10.63 3 (R)S P/s G G A A G PJLIL|TIP s\Q|s\L|D/G|S\R(R) S3 =k,514 =n,516 =n NP_612453.1 KCTD12
879 AT 3 CID 15.34 2 (R)S P/S/G/G/A/A/G/P/LIL\t/P/S Q S L D\G s R R(S) T12 =n,S20 =n,S3 =nf NP_612453.1 KCTD12
880 CT 3 CID 14.59 3 (R)s P S/G/G/A/A/G/P/L/L/t/P/S Q s L D G S R R(S) S1 =n,T12 =n,516 =n,S3 =nf NP_612453.1 KCTD12
881 ET 3 ETD 6.05 2 (R)S P/S/G/G/A A|G PILILJt\P s Q S L D\G\S R\R(S) T12 =n,S14 =n,S3 =nf NP_612453.1 KCTD12
882 ET 5 ETD 11.75 2 (R)L A\R I\R\V A\K\t/G|S/S|N/A/y/L H S K(R) T9 =n,Y15 =n NP_004971.2 KCND3
883 ET 4 ETD 10.15 1 (R)G S Q/E|D\L\E\A R/N G/t|S/P/S R(G) T12 =n NP_063945.2 INPP5E
884 EL 3 ETD 6.33 1 (K)D KIMIEIGISID F EIS\S G G\R\G\L\K(K) S6 =n NP_115705.2 ING5
885 ET 3 ETD 21.95 1 (KIRPmMEEDGEENKSPS KK) S11 =k NP_004507.2 ILF3
886 ET 3 ETD 17.6 1 (KR P mE E D/G E E/K s P S K(K) S11 =k NP_004507.2 ILF3
887 EL 3 ETD 16.33 1 (K)R PIM|E|E|DIG/E|E|K\s P S\K(K) S11 =k NP_004507.2 ILF3
888 CL 3 CID 12.34 1 (K)R P\M E\E|D|G E\E|K\s/P S K(K) S11 =k NP_004507.2 ILF3
889 AL 3 ETD 11.28 1 (K)R PIm|E|EID|G/E|EIK S P s\K(K) S13 =n,511 =nf NP_004507.2 ILF3
890 ELX 4 ETD 8.02 2 (K)E L/E/E/N/D/s E|N\S\E\F\E D D/G\s E/K V L D\E\E\G(S) S7 =n,S17 =n NP_055315.2 HTATSF1
891 ELX 4 ETD 26.4 1 (K)E/S/E|E/GIN P VIR G|SIEIE|D|s PIK\K(E) S15 =n NP_055315.2 HTATSF1
892 CT 2 CID 12.78 1 (K)L/FIEID|D|D/s|N E K(L) S7 =k NP_055315.2 HTATSF1
893 EL 3 ETD 14.3 1 (K)L/F/E\E|s D D K|E|D|E|IDJA|D G\K(E) S5 =n NP_055315.2 HTATSF1
894 AL 4 ETD 24.64 1 (K)L/F/E|E|s|D DIK|EID\E|D/A/D G\K|E VAE|D\A D/E\K(L) S5 =n NP_055315.2 HTATSF1
895 CL 2 CID 14.02 1 (K)V/FID|D\E/s D|E K(E) S6 =k NP_055315.2 HTATSF1
896 AL 3 CID 17.33 1 (K)V/F|D/D/E/s D/E/K E/D|E E/Y A D|E K(G) S6 =k NP_055315.2 HTATSF1
897 EL 3 ETD 10.92 1 (K)V/F/D/D E s D E K E|IDJE|E]Y]AID]ENK(G) S6 =k NP_055315.2 HTATSF1
898 CT 2 CID 13.33 1 (K)V/L|DJE\E|G/S/E R(E) S7 =n NP_055315.2 HTATSF1
899 ELX 4 ETD 14.85 2 (K)V/L DIENE G s E|R/E F D E D s\D E/K E|E\E\E/D|T/Y|E\K(V) S7 =n,S15 =k NP_055315.2 HTATSF1
900 AG 4 ETD 12.51 1 (E)L/N\N T\C|E/P/V|V/T|Q\P K P\K/I\E\s P/K/L\E(R) 518 =k NP_006635.2 HSPH1
901 ET 3 ETD 9.87 1 (K)I/E|s P K|LIE\R(T) S3 =k NP_006635.2 HSPH1
902 AL 3 CID 14.17 1 (K)1 E/s/P K/L/E/R T/P\N|G P N\I D\K(K) S3 =k NP_006635.2 HSPH1
903 AL 4 ETD 13 1 (K)I1/E|s P|K/L/E|JR\T/P|N/G P N|IN\D\K(K) S3 =k NP_006635.2 HSPH1
904 EL 5 ETD 17.03 1 (K)I/E\s P K/L E\R/T PIN|G PIN I]D\K\K\E/E\D\L E\D\K(N) S3 =k NP_006635.2 HSPH1
(KONVQQDNSEWGTQIP Q V/Q T/D A\Q/Q/T S Q|SIP/P s P E L/T/S E
905 CL 4 CID 19.37 1 E N\K(I) S28 =k NP_006635.2 HSPH1
906 ELX 4 ETD 20.46 1 (K)E/E/E\D|K|D/DJEJENK\P K/1 E D V G s|D\E|E|D|D|S G\K(D) S18 =k,524 =nf NP_031381.2 HSPCB



Number of phosphorylation sites

Gene

Exp. CS Mode Score V Sequence with fragments Literature lookup RefSeqi# Symbol

907 ELX 5 ETD 22.25 1 (K)E/E E|D K|D/D\EJE|K\P|K I|E|D/V\G s/D|EJE|DID\S GJK\D K(K) 518 =k NP_031381.2 HSPCB
908 AL 2 CID 10.81 1 (K)E 1/s/D/D/E/A/E/E/E K(G) S3 =n NP_031381.2 HSPCB
909 ELX 3 ETD 20.36 1 (K)E/I|s|D|D/ENA\E|E|E|K]G]E\K(E) S3 =n NP_031381.2 HSPCB
910 ELX 4 ETD 30.76 1 (K)E/I s|DID\E\A]E|E]EIK/G\E\K|E|E]E]|D\K(D) S3 =n NP_031381.2 HSPCB
911 ELX 5 ETD 21.19 1 (K)E 1 s|D/D E\A|JE|E/E|K/G/E K E|E/E|D\K|D\D\E E\K(P) S3 =n NP_031381.2 HSPCB
912 ELX 5 ETD 20.52 1 (K)E I s|D D E A/E/E E K G|E K|E|E|E/D|K|D|DJEJEIK P K(1) S3 =n NP_031381.2 HSPCB
913 CT 4 CID 11.83 1 (K)K SQ I/F/STA/SDNQPTVT INKV y\E G/ZE\R\P\L\T\K(D) Y20 =n NP_005338.1

914 CL 3 CID 27.79 1 (K)E L E Q/V/C/N|P]1]1]SIG L]y/Q/G A/G/G|P\G/P G\G F|G\A Q G P K(G) Y14 =n NP_005336.2

915 ELX 4 ETD 13.52 1 (K)D/D/EJEIK\P K 1 E|D V|G\s|D/E/E|D/D/S G\K(D) S13 =k,519 =nf NP_001014390.1

916 AL 2 CID 19.28 1 (K)1 E|D|V|G/s/D E/E/D/D|S G K(D) S6 =k,512 =nf NP_001014390.1

917 AL 2 ETD 12.39 1 (K)I/E/D|V|G/s/D/E/E|D\D S\G\K(D) S6 =k,S12 =nf NP_001014390.1

918 ELX 3 ETD 20.74 1 (K)I/E|D/V G|s|IDIENEIDID|S G]K]|D\K(K) S6 =k,512 =nf NP_001014390.1

919 AL 3 CID 9.5 1 (K)I/E|D|V/G s|D E E D/D/S G K\D K(K) S6 =k,S12 =nf NP_001014390.1

920 ELX 3 ETD 19.38 1 (K)P/K/1 E|D/V G\s\D|E|E|D|D|S\G\K(D) S8 =k,514 =nf NP_001014390.1

921 EL 3 ETD 13 1 (K)P/K I E\D/V G s\DIE|E|D|D|S G\K(D) S8 =k,S14 =nf NP_001014390.1

922 ELX 4 ETD 25.83 1 (K)P/K I|EID]V GIsSID\EJEIDID|S G]K\D\K(K) S8 =k,514 =nf NP_001014390.1

923 ELX 4 ETD 15.78 1 (K)E/E/EIN/K|D/DJEJE K P K/1 E D V G\s|D|EJE|D|DIS G\K(D) S18 =n NP_001014390.1 HSP90AB2P
924 EL 4 ETD 16.45 1 (D)K DIDJEJE/K|P K I E|D V G s|DJE\E|DID|S G\K(D) S14 =k NP_031381.2 HSP90AB1
925 EL 5 ETD 21.04 1 (K)G E K|EJEJEND/K\D|DJEJEIK P K 1 E D/V G s\D|E E\D|D|S\G\K(D) S21 =k NP_031381.2 HSP90AB1
926 EL 5 ETD 19.64 1 (K)G E K|E|JE\E/D\K\D|D/E\E|K P/K I E D/V G s|DIEJE\D|D|S G\K\D\K(K) S21 =k NP_031381.2 HSP90AB1
927 ET 5 ETD 19.52 1 (D)K/E V s/D/D|EJA E E\K E\D K|E/E]E\K\E|K]E]E\K(E) S4 =k NP_001017963.1 HSP90AAL
928 EL 3 ETD 19.12 1 (D)K PJE]JI\E|D/V G/sS|D|E|E|E|E\K(K) S9 =k NP_005339.2 HSP90AA1
929 ELX 3 ETD 14.07 1 (D)K P EJI/E|D/V G/s|D|EJEJEJE\K(K) S9 =k NP_005339.2 HSP90AAL
930 EL 3 ETD 17.5 1 (D)K PIEJIIEID]V G|s DJE\E|E]|E\K\K(D) S9 =k NP_005339.2 HSP90AA1
931 ELX 4 ETD 12.48 1 (K)E RID\K|E V s/D/D|E/AJE\E|K/E D\K(E) S7 =k NP_001017963.1 HSP90AAL
932 ELX 4 ETD 25.93 1 (K)E RIDIKIE|V/s|DID|E/A E/E K/E|D/K|E|E]E\K(E) S7 =k NP_001017963.1 HSP90AA1
933 CL 3 CID 17.1 1 (K)E S E D K/P E/I/E/D/V|G/s/D/E/E E E\K(K) S13 =k NP_001017963.1 HSP90AA1L
934 ELX 4 ETD 29.13 1 (K)E/S/EID|IK PJE 1 E|D V/G|s\D|E|E|E\E]|K\K(D) S13 =k NP_001017963.1 HSP90AA1
935 CL 4 CID 16.09 1 (K)E S E D/K/P\E/I/E|D|V/G s/D E E E E K K(D) S13 =k NP_001017963.1 HSP90AAL
936 ELX 4 ETD 11.28 1 (K)E/S E|D|IK\PJE I E|D V G s/D E E E\E\K|K\D\G\D(K) S13 =k NP_001017963.1 HSP90AA1
937 EL 4 ETD 16.78 1 (K)E/S/E|D/K P/E/INEID V G s D E E E E K|K|D\G|D\K(K) S13 =k NP_001017963.1 HSP90AAL
938 ELX 4 ETD 29.68 1 (K)E V s|D/DIEJAIEIEIKIEID/K]E]E]ENK(E) S3 =k NP_001017963.1 HSP90AA1
939 AL 3 CID 15.41 1 (K)E V/s/D/D/E/A/E/E/K E/D/K E E/E K(E) S3 =k NP_001017963.1 HSP90AA1L
940 CL 5 CID 15.12 2 (K)QDR tL t 1 VD T\G|I GImM/TKADL/I NNJLGT 1 AK S G T KCA) T4 =n,T6 =n NP_005339.2 HSP90AAL
941 ET 4 ETD 11.45 1 (R)D/K/E/V s|D/D/E A/E|E K\E\D K|E|E|E\K(E) S5 =k NP_001017963.1 HSP90AA1
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942 ET 5 ETD 16.65 1 (R)D/K/E/V s D/D\EJA\E\E K|E\D K|E\E]E|K]E\K(E) S5 =k NP_001017963.1  HSP90AA1
943 ET 5 ETD 19.86 1 (R)D K/E/V s/D\D|E\A E E/K E\D K|E/E|E|K\E|K\E|E\K(E) S5 =k NP_005339.2 HSP90AAL
944 AT 4 CID 16.31 3 (K)K E P D D S R\D\E D E D|E\D\E s\s E E\D\s E/D|E|JE|P|P P K(R) S16 =n,517 =n,521 =n NP_057371.2 HP1BP3
945 ELX 5 ETD 13.24 1 (K)E/S/TL 1 PPPPPFENW|TFP\S\LQPGA/STLQRPIRISIQ\K(R) S17 =n NP_002136.1 HOXB2
946 EG 4 ETD 27.68 1 (E)L/K|KIR|RIL\S|D|K|G\L]K]JA\E(L) S7 =n NP_004492.2 HNRPU
947 EL 5 ETD 21.83 1 B;\;—I;K‘('I:)“u Cremrmemmm e e e e e e e e T4 =n NP_001524.2 HNRPL
948 CL 5 CID 13.06 1 BHIIDHHhKI(\T)L o T Ty e m e T4 =n NP_001524.2 HNRPL
949 EL 4 ETD 14.71 1 I;\;I\KZT) o e m e e e e e Y30 =n NP_001524.2 HNRPL
950 CL 4 CID 11.75 1 G\Q(T; TTom o m e mmmmmmmmE Y30 =n NP_001524.2 HNRPL
951 CG 2 CID 20.74 1 (E)G/L QILIP s/P T AITIS QIL|P L\E(S) S6 =k NP_002131.2 HNRPK
952 CG 3 CID 16.58 1 (E)G L Q\LJP s P T A\T S Q|LIP L E S D\A\V\E(C) S6 =k NP_002131.2 HNRPK
953 CT 2 CID 13.32 1 (R)D/Y|DIDIM]s/P R(R) S6 =k NP_002131.2 HNRPK
954 AT 3 ETD 16.17 1 (K)H T|G P N\s|P|D\TJA|IN\D|G]F\V\R(L) S6 =k, T2 =nf NP_001027565.1 HNRPH1
955 CT 3 CID 15.55 1 (K)H T G P N\S P/D/t|A|N D|G/F|V\R(L) T9 =n,T2 =nf,56 =nf NP_001027565.1 HNRPH1
956 ET 4 ETD 10.75 1 (K)1/D/A/S/K|IN\E|E|D/E|G/H|S\N\s/S P R(H) S15 =k,S16 =nf NP_002129.2 HNRPD
957 ET 3 ETD 3.89 3 (K)I/D A/S K N\EJEIDIE GJH s N s s P R(H) S13 =n,515 =k,516 =k NP_002129.2 HNRPD
958 ET 4 ETD 8.67 2 (K)I D A S KIN\E/E/D/E/G H\S N S\s/P R/H\s|E]AJA/T/A Q R(E) S16 =k,S20 =k,S15 =nf NP_002129.2 HNRPD
959 ELX 5 ETD 24.62 1 (K)1/D/A]S KIN EZE|D\ENG H/S\N\s S P R\H|S|E\A A T\A QRIE|EIW\K(M) 515 =k,516 =nf,520 =nf NP_002129.2 HNRPD
960 ELX 5 ETD 20.91 1 (K)I1/D A/S KIN E/E|D|ENG H SIN|S|s P R\H|S\EJA A T A Q\R\E|E\W\K(M) S16 =k,S15 =nf,S20 =nf NP_002129.2 HNRPD
961 ELX 5 ETD 14.81 2 (K)1/D/A S KIN EJE/D E G/H|S\N/S S\P R H\S\EJA A\T A Q\R\E/E W\K(M) 513 =n,520 =k,515 =nf,516 =nf NP_002129.2 HNRPD
962 ELX 4 ETD 20.14 1 (K)N/E|EID E G\H|S N/S|s P\R H|S|EJAJA]T\A\Q\R|E\E(W) S11 =n,510 =nf NP_112738.1 HNRPD
963 ELX 5 ETD 30.45 1 (K)N/E|EID/E G/H/SIN\S\s P R H|S|EJAZA T|A Q\R|E|E|W\K(M) S11 =k,510 =nf,515 =nf NP_002129.2 HNRPD
964 ELX 5 ETD 27.23 2 (K)N/E|EID/E|G/H]|s/N S\s P/R\H S|E/A A\T|A Q\R|E|E|W\K(M) S8 =n,S11 =k,S10 =nf,S15 =nf NP_002129.2 HNRPD
965 ELX 5 ETD 12.29 2 (K)N/EJE|D ENG|H SIN s S|P\R H\S E/A/A t/A\Q R\E|E/W\K(M) 510 =k,T19 =n,511 =nf,515 =nf NP_002129.2 HNRPD
966 CG 3 CID 25.56 1 (E)S/E G G ADD S A/E|E|G/D|L|L|DID D D n E/D R\G D\D\Q\L\E(L) S1 =k P07910 HNRPC
967 CG 3 CID 19.84 1 (E)SE G G A D D s A/E|JE|G/DILILID\D D D n E/D R\G D\D\Q\L\E(L) S8 =n,S1 =nf P07910 HNRPC
968 CT 3 CID 15.27 1 (K)m E s E G G A D D/S/A/E|E|G D\L/L/D/D D/D/N E\D R(G) S3 =k,S10 =nf NP_004491.1 HNRPC
969 ELX 4 ETD 17.13 1 E(S)“ oo e e e e e e S10 =k,S3 =nf NP_004491.1 HNRPC
970 ELX 4 ETD 14.23 1 ;\Q(DI)_U T T m e m e e m e S10 =k,S3 =nf NP_004491.1 HNRPC
971 ELX 5 ETD 13.02 1 lZﬁ‘BiE(KEE\)‘ e m s T s m e m e e e 510 =k,S3 =nf NP_004491.1 HNRPC
972 ELX 5 ETD 11.92 1 ElfélileEvKZE; Cmmmammmm T mmmam e m e S10 =k,S3 =nf NP_004491.1 HNRPC
973 ET 4 ETD 24.45 1 (K)N/DIK\S|EIEIEIQ\S/S/S|s V K K|DJEJTIN\VAK(M) S12 =n NP_004491.1 HNRPC
974 ELX 4 ETD 23.45 3 (KON/D/K|S|EIEIE]Q s/S S\s V K|K|D|E]T|N\VAK(M) S4 =n,S9 =n,S12 =n NP_004491.1 HNRPC
975 ET 4 ETD 13.68 2 (KIN D/K|SIEJEJENQ s|S/S\s V\K\K|D|E|TIN\V\K(M) S9 =n,512 =n NP_004491.1 HNRPC
976 ELX 4 ETD 7.36 2 (K)N/D/K/S E/E/ENQ|s\s S S VIK\K\D|E|T\N VAK(M) S9 =n,510 =n NP_004491.1 HNRPC
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977 AT 4 ETD 12.77 1 (K)Q/A VIEImIKIN|D\K S\EJEJE\Q|S|S/S S VA\K(K) S10 =n NP_004491.1 HNRPC
978 ET 3 ETD 12.3 1 (K)Q AV E MK N D K\s EIEIEIQISISISIS V\K(K) 510 =n NP_004491.1 HNRPC
979 ELX 4 ETD 9.14 1 (K)Q/A/V|EIm\K|N|D/K/S|E E/E]Q S\S S|S V/K K(D) S10 =n NP_004491.1 HNRPC
980 ET 4 ETD 8.77 2 (K)Q AV EIM K/NID K S\E E\E Q/s/S s S\V K|K|DIE|TIN]V K(M) S15 =n,517 =n NP_112604.1 HNRPC
981 ELX 4 ETD 19.52 2 (K)S/E/E\E|Q\s|S S/s V K|K\DJE|T/N V\K(L) S6 =n,S59 =n NP_004491.1 HNRPC
982 ELX 3 ETD 8.18 1 (K)S/E/E/E Q S S s S VK K|DJEJTIN VAK(L) S8 =n NP_004491.1 HNRPC
983 AT 2 CID 10.34 1 (R)m Y|s|Y/P\A/R(V) S3 =n NP_004491.1 HNRPC
MKEVYQQQQYGSGGRNGNRWRGNRGSGG/G G G G\G\G\Q\G S
984 ELX 5 ETD 15.39 1 TINJY G\K(S) Y3 =n NP_004490.2 HNRPAB
985 CL 4 CID 9.49 1 (K)G G S F/G/G R\s S G S/P/Y/G/G|G Y/G S GGG S/GGYGSRRF() S8 =n NP_919223.1 HNRPA3
986 ET 3 ETD 12.17 1 (R)E D/s\V|K P\G|AJH]L]T\VAK(K) S3 =n NP_005749.1 HNRPA3
987 ELX 4 ETD 23.24 1 (K)Y/H|t/1|N]G/HINJA\E|V|R\K(A) T3 =n NP_002128.1 HNRPA2B1
988 CT 3 CID 21.48 1 (R)G F G D/G YN G/Y|G/G/G|P/G G G N|F/G G s/P G Y|G G G R(G) S21 =n NP_002128.1 HNRPA2B1
989 CT 4 CID 14.62 3 (RNM G G P Y G\G G/N/Y/G P\G G s|G|G/s\G G/y G/G R S R Y(-) 516 =k,S19 =k,Y22 =n NP_002128.1 HNRPA2B1
990 CT 4 CID 12.26 1 (R)S G R G G N\F\G F G/D s/R G G G G N/F/G/P/G/P/G/S/N F R(G) S12 =n NP_002128.1 HNRPA2B1
991 EG 4 ETD 12.37 1 (E)D/s Q R P G\A H|L|T/V K\K]I/F\V\G/G\I\K\E(D) S2 =n NP_001011724.1 HNRPA1
992 ELX 3 ETD 20.77 1 (K)G/G/N/F/G G/R|SIsIG P Y|GIGIGIGIQIY[FIA\K(P) S9 =n NP_002127.1 HNRPA1
993 ELX 5 ETD 30.03 1 (K)R/A V|S|IRIEID/S|QIR P GJAIHIL]T\V\K(K) S8 =n NP_002127.1 HNRPA1
994 ELX 4 ETD 19.2 2 (K)R/A V\S|R/E|D|s/Q|R P\G\A H|L|T\V K(K) S4 =n,58 =n NP_002127.1 HNRPA1
995 AT 3 CID 19.46 1 (K)S E|s|P/K|E|P/E|Q/L/R(K) S3 =k NP_002127.1 HNRPA1
996 AT 3 ETD 17.83 1 (K)S/E|s/P|K|E|P|E|Q|L\R(K) S3 =k NP_002127.1 HNRPA1
997 ELX 4 ETD 27.1 1 (K)S/E|s/P/K|E PIEIQJLJR\K(L) S3 =k NP_002127.1 HNRPA1
998 AT 3 CID 14.72 1 (K)S E|s|P/K/E|P E/Q/L R K(L) S3 =k NP_002127.1 HNRPA1
999 ET 4 ETD 6.15 1 (K)y HIT\VIN/GJH\N\C\E/V R(K) Y1l =n NP_002127.1 HNRPA1
1000 ET 3 ETD 15.16 1 (R)E/D/s Q R P|GJAJH]LIT\VAK(K) S3 =n NP_001011724.1 HNRPA1
1001 ET 2 ETD 9.27 1 (R)S/s/G P/Y/G/G/G/G/QIY\F\A\K(P) S2 =n NP_001011724.1 HNRPA1
1002 AT 4 ETD 11.4 1 (R)A/V/S|RIEID|S A/R P/GJAJH]ANK(V) S3 =n NP_006796.1 HNRPAO
1003 ELX 3 ETD 12.85 1 (K)K/H PID/SIS\VAN|FJAJE|F S\K(K) S6 =k NP_002120.1 HMGB2
1004 ELX 4 ETD 8.86 1 (K)Y E K D I/A\AZy/R|A K(G) Y8 =n NP_002119.1 HMGB2
1005 ELX 4 ETD 7.45 1 (K)Y\E K D INA\A/Y/R/A\K(G) Y1l =n NP_002119.1 HMGB2
1006 ELX 3 ETD 21.51 1 (K)K H PID/AIsSIV/NIFISIEIFIS\K(K) S6 =n NP_002119.1 HMGB1
1007 EG 5 ETD 31.35 1 (E)K/T P/VIKIKIK]AIRIKIS]IA G A AIK|RIK A/S/G/P P V S\E(L) S11 =k, T2 =nf NP_005312.1 HIST1H1E
1008 AG 5 ETD 23.94 2 (E)K/t P VIKIKIKIAIR/K]S\AZG\ANANK\R|K A S G P P V S\E(L) T2 =k,511 =k NP_005312.1 HIST1H1E
1009 ELX 3 ETD 12.81 1 (K)R/K\A|sS|G P P V/S]E|L 1]T\K(A) S4 =n NP_005311.1 HIST1H1D
1010 CT 3 CID 11.53 1 (K)R K/A s G|P/P|V/S/E|L 1|T K(A) S4 =n NP_005311.1 HIST1H1E
1011 EG 5 ETD 19.34 1 (E)K/t/P V K|K]K A K KJA G\A\TJAIGIKIRIK A SIG P P V S\E(L) T2 =n NP_005311.1 HIST1IH1D
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1012 ET 2 ETD 3.17 1 (K)T|P/Q P/K K\AZA\K(S) T1 =k NP_005311.1 HIST1H1D
1013 AT 3 CID 20.24 1 (R)K A s/G PIPIVISIE\L/INT\K(A) S3 =n NP_005310.1 HIST1H1C
1014 AT 3 ETD 17.7 1 (R)K/A|s|G P P V|SIE|L]I1]T\K(A) S3 =n NP_005310.1 HIST1H1D
1015 CT 2 CID 17.09 1 (R)K A/s/G/P/P V|S/E|L|1|T KCA) S3 =n NP_005310.1 HIST1H1E
1016 AG 5 ETD 25.15 1 (E)K/A PJV]IK|K/K A A\K/K]A/G|G]t P RIK A S G P\P V S\E(L) T15 =n NP_005310.1 HIST1H1C
1017 ELX 4 ETD 7.2 2 (K)K/A|G/G/t PIRIK A/s|G P P/V/SIE\L I T\K(A) T5 =n,510 =n NP_005310.1 HIST1H1C
1018 EG 5 ETD 19.15 1 (S)L/V SIK\G/T\L VAQIT|K\G T G/A|S\G|s FIKJL\N K K A A S\G\E(A) S18 =n NP_005310.14 HIST1H1C
1019 CL 3 CID 8.96 1 (K)K|P/A A\E\R\K S\S/K(N) T5 =n NP_005316.1 HIST1H1A
1020 ELX 4 ETD 9.75 3 (K)E/A A/s|s G D D s G\R D R|E P P\V|QJR\K(S) S4 =n,S5 =n,S9 =n NP_003600.2 HIRIP3
1021 ELX 4 ETD 19.19 2 (K)N/G V]AJAZE/V]|s P\A K/E|EIN P RIRJAIS\K(A) S8 =k,519 =n NP_003600.2 HIRIP3
1022 ELX 4 ETD 31.06 2 (K)Q/A/RIE|E|IS\E|E|S|EJA]E P V/Q|R|T\A\K(K) S6 =k,S9 =k NP_003600.2 HIRIP3
1023 ELX 4 ETD 27.85 3 (K)R L/s G|s/s|EIDIEJEID|S GIK|G|E P\T\A\K(G) S3 =n,55 =n,56 =n NP_003600.2 HIRIP3
1024 ELX 3 ETD 10.54 2 (K)S/L/K E s E/Q E/S|E|E|E/1/L\A/Q\K(K) S5 =k,S9 =k NP_003600.2 HIRIP3
1025 ELX 4 ETD 27.02 2 (K)S/L/K|EIS|ENQ E\S|EJEJE I\L\A\Q|K\K(E) S5 =k,59 =k NP_003600.2 HIRIP3
1026 ELX 3 ETD 5.4 1 (K)K P\s|L|D|D|L\K(E) S3 =n NP_056416.2 HERC4
1027 EL 5 ETD 12.26 3 (K)GG I V/L I D A HK\D t L/I s/M/K/W\D P T G H\I L M t\C/A K(E) T12 =n,S15 =n,T27 =n NP_003913.2 HERC1
1028 ELX 3 ETD 13.02 2 (K)G N/A/E G s s/D/E E G K|L|V]|1/D/E P\A\K(E) S6 =k,S7 =k NP_004485.1 HDGF
1029 ELX 3 ETD 11.57 2 (K)K GINJAJE|G\s s D E E G K|L V\I/D|E P/A\K(E) S7 =k,S8 =k NP_004485.1 HDGF
1030 ELX 3 ETD 22.52 1 (K)R|RJA/G|ID|LILIE|D]s P\K(R) S10 =k NP_004485.1 HDGF
1031 CL 3 CID 13.24 1 (K)R/R\A G\D|L\L\E\D|s/P K(R) S10 =k NP_004485.1 HDGF
1032 ELX 4 ETD 29.53 1 (K)R/R]JA G|D\L|L]JE\D|s P|K|R P\K(E) S10 =k NP_004485.1 HDGF
1033 CL 4 CID 9.25 1 (K)R R\A G D\L L\E D|s|P\K R\P K(E) S10 =k NP_004485.1 HDGF
1034 CL 3 CID 11.47 1 (K)s C V/E/E/P/E/P E/P E/A A E G D G D K K(G) S1=n NP_004485.1 HDGF
1035 ELX 4 ETD 8.05 2 (K)SC V/E/E P E P/JE P\E AAEGD/GDKKGN\AE G s s|DJEJE G\K(L) S26 =k,527 =k NP_004485.1 HDGF
1036 CT 2 CID 15.84 1 (R)A G/D|L|LIE|D]s|P K(R) S8 =k NP_004485.1 HDGF
1037 ET 3 ETD 18.53 1 (R)A G/D/L/L E D s P K R P K(E) S8 =k NP_004485.1 HDGF
1038 ET 3 ETD 28.16 1 (R)R A G D L/L E D/s P K/R P K(E) S9 =k NP_004485.1 HDGF
1039 ET 3 ETD 6.33 1 (R)Q/N/P/QISIP P Q D S S/V t S\K R\N I]K\K(G) T13 =n,S5 =nf NP_006035.2 HDAC6
1040 EL 4 ETD 16.41 2 (K)R/ZINA\C|D|E|E|F/s D\s E/D E G E G|G R R\N\V\A|DJH\K(K) S9 =k,S11 =k NP_001518.1 HDAC2
1041 AL 5 ETD 15.99 2 (K)R/1 A C/D|EJE|F|s D S|ED E G E G G\R R N\V A D HJK\K(G) S9 =k,S11 =k NP_001518.1 HDAC2
1042 AL 3 ETD 12.59 1 (K)R/ZIIs|I|RIAISID\K(R) S3 =n NP_001518.1 HDAC2
1043 AT 4 CID 20.28 1 (R)m L/P H A P/G V\Q\m Q/A]I|P/E\D A\V H E D s G D/E D/G E/D/P D|K R(1) S22 =k NP_001518.1 HDAC2
1044 EL 4 ETD 18.71 2 (K)R IJA\C|EIE|E|F|s/D/sS|E|E/E\G E\G G|R\K(N) S9 =k,S11 =k NP_004955.2 HDAC1
1045 CL 3 CID 13.74 1 (K)D AZQ/RJL|s|P I|P E\E V P K(S) S6 =n NP_057662.3 HBXAP
1046 CL 3 CID 17.31 1 (K)E D/R|S A s S|G A E G D|V|S|SIEIR\E\P(-) S6 =n NP_543010.3 HARS2



Number of phosphorylation sites
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1047 AL 3 CID 12.84 2 (K)E D/R\S A/s S\G A\E G\D|V/sS\S/E/R\E\P(-) S6 =n,S14 =n NP_543010.3 HARS2
1048 CL 2 CID 10.05 1 (K)A G G S/AJAJL]s/P S K(K) S8 =k NP_006017.1 HI1FX
1049 CL 3 CID 14.35 2 (KN I S S M S/NIM N s\S\R\m\D/s\P K(R) 510 =n,S15 =n NP_000824.1 GRIN2A
1050 CL 3 CID 20.39 1 (K)S P/P R E/G/S Q G E L\T|PJA N|S Q S/R|m\s T N m(-) S21 =n NP_004118.3 GPS1
1051 CL 4 CID 9.69 2 (K)s P P R/ZENG\S Q G E L/T\P AAN S Q\S\R m s T N M(-) S1=n,S21 =n NP_004118.3 GPS1
1052 CL 2 CID 14.85 2 (K)1 S/L/P/G Q/m|A/G\t/P I|t/P L K(D) T10 =n,T13 =k NP_056345.3 GORASP2
1053 ELX 4 ETD 7.51 1 (K)HR N/D H/L T S T T\S\s P G|V]I\V P\E\S|S\E\N K(N) S12 =n NP_056979.1 GMNN
1054 ELX 3 ETD 5.99 1 (K)L/P C R/D|D\D|G\V/T A\NK D L s\K(Q) S15 =n NP_054749.2 GIT1
1055 ELX 4 ETD 10.91 2 (K)N L/L H\S|L|Q|s/s|G/1]|G\S K(A) S8 =n,S9 =n NP_006827.1 GCN1L1
1056 CT 3 CID 18.3 1 (R)L Q Q Q AJA|L|s/P T/T/A|P A/V|S S V S\K(Q) S8 =n NP_065750.1 GATAD2B
1057 EL 4 ETD 17.03 1 (K)E DJH|S|L/EJHIR]IC V\E|S\A\K(I) S4 =n NP_009216.1 GABARAPL2
1058 AT 3 CID 20.63 2 (K)S T/t|P/P/P|A E|P|V s/L/P Q/E/P P K/P R(V) T3 =k,511 =n NP_987100.1 G3BP2
1059 ET 4 ETD 12.52 1 (K)S/T/t P/P P A|E P\V|S|L P|QJE\P P/K P\R(V) T3 =k NP_987100.1 G3BP2
1060 ET 4 ETD 17.36 3 (R)R/R s/R|s\R|s|F|D]YIN\Y\R(R) S3 =n,S5 =n,57 =k NP_006616.1 FUSIP1
1061 ET 3 ETD 14.02 3 (R)s R|s RIs/F|D|YINIY\R(R) S1 =n,S3 =n,S5 =k NP_006616.1 FUSIP1
1062 EG 3 ETD 9.26 1 (E)Y/L FIDIKIH\T/L/G D s D/N\E\S(-) S11 =k NP_001008698.1 FTH1FTHL16
1063 AL 3 CID 18.23 2 (K)E E/A/P/A/s/P L|R/P L/Y|P/Q/1|s\P\L K(I) S6 =n,S16 =n NP_001032242.1 FOXK1
1064 ET 3 ETD 19.62 1 (R)E/G s P 1 PHDP E/F/GS K(L) S3 =n NP_001032242.1 FOXK1
1065 ELX 3 ETD 7.6 1 (K)G/K\G\G T/Q\V D/T\E I/E/E\K/D E/E t K(A) T18 =n NP_055738.2 FNDC3A
1066 EL 3 ETD 6.25 1 (K)V/Q/t T P\K/V/E|E|EIQID\L\K(F) T3 =n NP_056123.1 FNBP4
1067 AL 4 CID 12.2 2 (KR t V S D/N s/L|S/N/S R G E G K P\D|L\K(F) T2 =n,S7 =n,54 =nf NP_055848.1 FNBP1
1068 AL 4 ETD 12.01 2 (K)R/T V/s|DIN/s|L SIN/S|RIG\E\G|K/P D L\K(F) S4 =k,S7 =n NP_055848.1 FNBP1
1069 AG 5 ETD 9.78 3 (E)Y D\H\m N G S\R\E S/P V|D C S\V/s K C s\K/L V\G G G E(S) S7 =n,S17 =n,520 =n NP_002008.2 FLI1
1070 ELX 4 ETD 17.61 2 (K)G P/T T G|E G/A/L|D/L S|D V|H|s P P|K\s P/E\G\K(T) 516 =k,520 =k NP_008976.1 FGFR10P
1071 AL 4 ETD 16.57 2 (K)D/RID|L P\F|S|R P QJLJR|V]|s/P A/t P K(A) S14 =n,T17 =n NP_071897.1 FBS1
(KSPTMEQAVQTtASAH|LPJAPJA/A\V G|R R\S P V s/T/R P\L
1072 ELX 5 ETD 15.44 2 P\S]A S|Q\K(A) T10 =n,528 =n NP_056393.1 FAM61A
(KSPTMEQAVQTAS/AHILPJAPAAVG\RRSsP/VST|RP\L
1073 ELX 5 ETD 14.62 2 P\SJA|S/Q\K(A) S12 =n,525 =n NP_056393.1 FAM61A
(KSP\TMEQAVQtASAHILPAPAAVGIR\R\s/P/V S TIR P\L
1074 ELX 5 ETD 10.48 2 P\S]A S\Q\K(A) T10 =n,S25 =n NP_056393.1 FAM61A
(K)sPTmEQAVQTASA/HILP AP A AV G\RJR S P\V s T\R\P\L
1075 ELX 5 ETD 8.11 2 P\S\A\S|Q\K(A) S1 =n,S28 =n NP_056393.1 FAM61A
1076 ELX 4 ETD 28.71 2 (K)T/Q/L/s|QIGIRISIs PIQILID P LIR\K(S) S4 =n,59 =n NP_056393.1 FAM61A
1077 EL 4 ETD 8.16 1 (K)D/T D s D RJE\NA G\T/E T G|G E N N D/K|E|E]E/E\K(K) S4 =n NP_004447.2 EZH2
1078 ELX 4 ETD 11.84 2 (KIN V]S\E\S/P\S/K/H/E/N/s K(D) S3 =n,512 =n NP_055880.1 EXPH5
1079 ET 5 ETD 16.19 1 (R)Q L/P/A K W S\G|A\C/V/L|G|t/1/R/P S F/F L|m\P L K(Q) T14 =n NP_001007254.1 ERV3
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1080 CL 4 CID 20.15 1 (K)E Y I[P GQIP P L SQ\S SD s S P\TR\W S E|[P/A/GJLIE/T|P E A K(V)  S15 =n,T28 =nf NP_004437.2 EPRS
1081 ELX 4 ETD 15.38 1 (K)E Y 1 P G Q P/P/L|S|Q SIS D S\s P/T RIN S\E P\A\G|L E|JT P E/A K(V)  S16 =n,T28 =nf NP_004437.2 EPRS
1082 EL 4 ETD 13.2 1 (K)E Y 1 P G/Q P P\L/S|Q\S\S/D S/S P T/R N/s E\P/A|G|L\E|T P EJA\K(V)  S21 =n,T28 =nf NP_004437.2 EPRS
1083 EL 4 ETD 13.27 1 (K)G S Q P P P/AZ/ALEIS|Q]SIs L R\R\Q\K(R) S13 =n NP_001422.1 EPB41L2
1084 EL 2 ETD 7.38 1 (K)S/Y/T/L/V]V]A\K(D) S1 =n NP_001422.1 EPB41L2
1085 AT 4 CID 16.09 1 (R)V/T/E/G/T/1/R E/E Q/E y E E/E/V/E E/E|P R P A\A K(V) Y12 =n NP_001422.1 EPB41L2
1086 ET 5 ETD 17.76 1 (K)R P K s|Q/V S E|E|E/G]K\E V]|E\S|D\K\E\K(G) S4 =n AAD42222.1 EPB41
1087 ELX 3 ETD 13.32 1 (K)A/K|Y PIS|LIG]Q\K(P) S5 =n NP_004427.1 ENSA
1088 ELX 4 ETD 27.2 1 (K)A/K]Y P s|L GIQIK P/GIGISIDIFILIm K(R) S5 =n NP_004427.1 ENSA
1089 ELX 2 ETD 7.93 1 (K)Y/F/D/S/G D/y/N m|A\K(A) Y7 =n NP_004427.1 ENSA
1090 ELX 3 ETD 9.16 1 (K)Y/FID|S/G D\y N/M A\K]A K(M) Y7 =n NP_004427.1 ENSA
1091 ELX 3 ETD 15.66 1 (K)Y P\s L G Q\K P|G|G|S|D]F|L/m\K(R) S3 =n NP_004427.1 ENSA
1092 AT 5 ETD 11.4 1 (R)y m G\K/G/V\S/K/A/V\E H/1 N K(T) Y1 =n NP_001419.1 ENO1
1093 AG 3 CID 20.09 1 (E)T G P T/L/P R\Q N s Q LIP AJQ]V Q\N|G|P S Q\E E(L) S10 =n NP_001008493.1 ENAH
1094 EL 5 ETD 12.83 1 (K)A/S S/T\S/T/P]E P TIR\K P WIEJR\T\N t\m\N\G\S K(S) T19 =n NP_001008493.1 ENAH
1095 EL 5 ETD 16.11 2 (K)A/S/S T/S T P|E P T|RIK P W/E|R/T N/tIm|N G\S K\s\P V I S|R P\K(S)  T19 =n,S25 =n NP_060682.2 ENAH
1096 AL 4 CID 12.35 1 (K)LR KV SR ME D t\S\F\P S G G N\AJI[G]V/N\S A S\S K(T) T10 =n NP_001008493.1 ENAH
1097 AL 4 ETD 12.04 1 (K)L/RIK V S|R/M/END T S F/P S\G/G|NJA I\G\V/N]S\A\S\S\K(T) S5 =n NP_001008493.1 ENAH
1098 EL 4 ETD 9.96 2 (K)P/WIE\R\TINJEtImIN G|S K/s P V\I S/R P\K(S) T7 =n,513 =n NP_060682.2 ENAH
1099 ET 4 ETD 10.91 1 (R)T N/T\m|IN/G\S|K|s PIV\I|S|R P\K(S) S9 =n NP_060682.2 ENAH
1100 EG 3 ETD 24.59 1 (E)V/V/YISIKIAJALISIV PIK\V\E(T) Y3 =n NP_001960.2 EIF5
1101 EL 3 ETD 11.61 1 (K)AZ/A/s|V PIK\V]E]T\V\K(S) S3 =n NP_001960.2 EIF5
1102 CL 3 CID 19.39 2 (K)E A E E E s s\G G E\E\NE|[D E/D E N I|E[V]V]Y\S K(A) S6 =k,S7 =k NP_001960.2 EIF5
1103 EL 3 ETD 9.8 1 (K)N/P P/E N s D/S|G/T/G|K]K\E\K(E) S6 =n NP_001960.2 EIF5
1104 ELX 4 ETD 19.01 1 (K)A/A/s|L TIE|D|RIDIR/G/RID]A V\K(R) S3 =k NP_004944.2 EIF4G1
1105 ELX 3 ETD 14.64 1 (K)F/L/mIEICIRIN]s P V\T\K(T) S8 =k NP_004086.1 EIF4EBP1
(K)t P P R/D/L P/T | P G V/T S P S/S DIE\P P m\E\A S Q S\H|L\R N\s
1106 ELX 5 ETD 19.43 2 P\E|D\K(R) T1 =k,S32 =k,S14 =nf NP_004086.1 EIF4EBP1
(K)T P/P/R|D|L P]T/1 P G\V T/S P S/S D|E/P P M E/A\S|Q/S\H L R\N S P
1107 ELX 5 ETD 16.27 1 E/D\K(R) S25 =n,T1 =nf,S14 =nf,532 =nf NP_004086.1 EIF4EBP1
(K)T P PIRID/L P/T/1 P/GV T S P S/S D/E/P P m E A s/Q/S H\L R N S
1108 ELX 5 ETD 12.22 1 P/E|D\K(R) S25 =n,T1 =nf,S14 =nf,532 =nf NP_004086.1 EIF4EBP1
1109 EL 4 ETD 20.92 1 (K)D/RIDIDIRISIFIGIRID RINJR D s\D\K(T) S15 =n NP_001408.2 EIF4B
1110 ELX 4 ETD 24.92 1 (K)E/EID\C|H|s PITIS K P P|K P|D]Q P\L\K(V) S6 =n NP_001408.2 EIF4B
1111 EL 4 ETD 19.02 1 (K)E/E|D\C|H|S P t|S\K P P]K P|D]Q P\L\K(V) T8 =n NP_001408.2 EIF4B
1112 ELX 4 ETD 22.78 1 (K)R/S\S N P P/A\R s Q S\S\D\T|E]Q\Q|S P T|SIGIG G\K(V) S9 =n,S12 =nf,518 =nf NP_001408.2 EIF4B
1113 ELX 5 ETD 17.58 1 (K)S/L E/N/E/T/L N K|EJEID\C H|S P t\S K P P\K P D|Q P\L\K(V) T17 =n NP_001408.2 EIF4B
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1114 ET 5 ETD 14.82 1 (K)S/L E\N E T|L N K|JE\E|D\C H|s/P|T\S/K P/P|K P D]Q P\L\K(V) S15 =n NP_001408.2 EIF4B
1115 AG 3 CID 22.78 1 (E)L V/T/KIP VNG G NJY|G\K\Q|P L|L|L|s E\D\E\E(D) 518 =n NP_003743.1 EIF3S8
1116 AG 3 CID 15.29 1 (E)S H I T S YNK\Q/N|JP E Q|s A|D\E(D) S13 =k NP_003743.1 EIF3S8
1117 CL 2 CID 13.23 1 (K)Q/N/P/E Q/s A/D/E|D/A E K(N) S6 =k NP_003743.1 EIF3S8
1118 CG 2 CID 16.68 1 (E)L L K/G I|P/LJA|T G D|t S/P E\P E(L) T12 =k,513 =nf NP_003746.2 EIF354
1119 CG 2 CID 13.79 1 (E)L L K/G I|P/LJA|T G D|T s P E\P E(L) 513 =k, T12 =nf NP_003746.2 EIF354
1120 CT 2 CID 11.96 1 (R)N/t V S Q S/1/S G D|P\E/I D/K K(I) T2 =n NP_114414.2 EIF2A
1121 CT 3 CID 15.19 1 (R)S D K S/P D\L|A|P/t/P AIP Q\S T P R(N) T10 =n NP_114414.2 EIF2A
1122 ET 3 ETD 7.75 1 (R)S/D/K s P D|L\A P|T PJA P|Q|S|IT P\R(N) S4 =n NP_114414.2 EIF2A
1123 AG 5 CID 15.06 1 (E)A S KmQ Q SIG\H P W s\G/P/K P R/L\T S S/V/K\E/L/G/G/V D/L V 1 E(A) S12 =n NP_001957.2 EHHADH
1124 CT 2 CID 15.47 1 (R)AD L N Q/G/1|G/E|P Q s/P\S R(R) S12 =n NP_077305.2 EFHD2
1125 AT 4 ETD 8.8 1 (K)M A\s Q/P/F|G|R/G/A\m R(E) S3 =n NP_037434.1 EEF2K
1126 ELX 4 ETD 26.5 1 (K)A/G/1/1/A/S|A/R]ANG|E/T|R|F\t\D\T|R\K(D) T15 =k, T12 =nf,T17 =nf NP_001952.1 EEF2
1127 AG 2 CID 20.16 1 (E)D/D D\I|DIL|FIG]s D N E\E(E) S9 =n NP_001951.2 EEF1D
1128 AG 2 CID 21.92 1 (E)D/D D\I|D|L|F]|G]s DIN E\E\E(D) S9 =n NP_001951.2 EEF1D
1129 CG 2 CID 25.29 1 (E)D/D D\I|D|L|F|G/s/D/N EJEJE|D\K E(A) S9 =n NP_001951.2 EEF1D
1130 CG 3 CID 12.22 1 (E)N 1/Q K s\L A\G\S/S/G|P G A|S/S G T/S/G D\H G E(L) S5 =n NP_001951.2 EEF1D
1131 CL 4 CID 23.61 1 (K)K P A T\P A E\D D\E\D|D D\I\D|L|F|G/s/D/N/E|E E\D K(E) 519 =n NP_001951.2 EEF1D
1132 AL 3 CID 23 2 (KK P A t/P A E\D D E\D|D D/I|D|L|F|G/s/D/N E/E E\D K(E) T4 =n,S19 =n NP_001951.2 EEF1D
1133 EL 4 ETD 22.01 1 (K)K P A T P/A E\D\D\E\D|D\D I\D|L F/G|s|D|N|E|E|E|D\K(E) 519 =n NP_001951.2 EEF1D
1134 EL 4 ETD 14.83 2 (K)K P/A/t P A E/D D E\D\D D 1 D\L\F\G/s|D|N|E|E|EID K(E) T4 =n,S19 =n NP_001951.2 EEF1D
1135 CT 4 CID 20.36 2 (KK PAtPAEDDEDDD/I/D|LIF|G/s/D/N\E/E E D/K/E/A/A Q L R(E) T4 =n,S19 =n NP_001951.2 EEF1D
1136 CT 4 CID 19.55 1 (K)K P AT\P A E D/D E D D/D|I|D|L|F|G/s/D/N E E E D K/E/A A Q L R(E) S19=n NP_001951.2 EEF1D
1137 ET 4 ETD 7.25 1 (K)KPA/t/P AED/DEDDD I DL\FGSDNEEE D/KIEJAJAIQ\L\R(E) T4 =n NP_001951.2 EEF1D

(K)K P A T\P A E/D D E/D/D|D|I|D L/F|G/s D/NEEEDKEAA QL R E/E
1138 AT 5 CID 16.07 1 R(L) S19 =n NP_001951.2 EEF1D
(K)K P A\T/P|]A E|DID ED\D D | D/L F G s D/N E/E E D/K|EJA A\Q

1139 ET 5 ETD 12.82 1 L/RJE/ENR(L) S19 =n NP_001951.2 EEF1D
1140 AL 5 ETD 28.54 1 (K)S/S P G|H|R/A/T A P/Q TIQIH]V]|s PIMIRIQ\V]E P P A\K(K) S16 =k NP_001951.2 EEF1D
1141 AL 5 ETD 23.85 1 (K)S/S P GIHIR/A\T\A P\Q T/Q/H/V|s P\m|R]Q V|E P P A\K(K) 516 =k NP_001951.2 EEF1D
1142 EL 5 ETD 22.72 1 (K)S/S P G|H|R\A/T\A P Q|TIQ\H\V|s P[M|R|Q/V|E P P\A\K(K) S16 =k NP_001951.2 EEF1D
1143 EL 5 ETD 14.85 2 (K)S/s P G H\R/A\T|A PIQITIQIH\V\s P M\R/QJVAE P\P\A\K(K) S2 =n,516 =k NP_001951.2 EEF1D
1144 CL 5 CID 11.59 1 (K)SSP GHRATA/P/Q\T QJH V|s P\M R Q V/E/P P A K(K) S16 =k NP_001951.2 EEF1D
1145 AL 4 CID 11.06 1 (K)S S P G H/R/A T/A/P Q T Q|H\V|s/P M\R/Q\V E/P P A K(K) S16 =k NP_001951.2 EEF1D
1146 EL 4 ETD 7.91 2 (K)S/SPGHRATAP/Q\t QHVsPmR|QIVE P PJA\K(K) T12 =n,S16 =k NP_001951.2 EEF1D
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1147 CT 3 CID 17.49 1 (R)A T|A/P/Q|T Q H V s/P m R(Q) S10 =k NP_001951.2 EEF1D
1148 AT 3 ETD 16.64 1 (R)A T/A P|QITIQIH|V]|s/P\m\R(Q) 510 =k NP_001951.2 EEF1D
1149 ET 3 ETD 15.97 1 (R)A/T/A PIQITIQIH]V]s P M\R(Q) S10 =k NP_001951.2 EEF1D
1150 CT 3 CID 14.85 1 (R)A T|A/P/Q|T|Q/H V|s/P\M\R(Q) 510 =k NP_001951.2 EEF1D
1151 AT 3 CID 13.84 1 (R)A/T|A/P/Q|T Q/H V s/P m R(Q) S10 =k NP_001951.2 EEF1D
1152 CL 2 CID 18.43 1 (K)D/D D D\I\D\L|F|G/s D|D\E/E/E/S E E A K(R) 510 =k,516 =nf NP_001950.1 EEF1B2
1153 EL 4 ETD 25.57 1 (K)R/LIRIEIEIRILIAIQ Y]E|IS\K(K) S12 =n NP_001950.1 EEF1B2
1154 CL 4 CID 14.23 1 (K)R L R E EJRIL ANQ\WA\E]S K(K) Y10 =n NP_001950.1 EEF1B2
1155 CT 3 CID 16.46 1 (K)S s/1/L/L/D V|K/P W D|D/E/T|D/m A K(L) S2 =n NP_001950.1 EEF1B2
1156 EL 3 ETD 13.34 1 (K)S/s 1 L L DV K\P W|D|D|E|T|D|M\A\NK(L) S2 =n NP_001950.1 EEF1B2
1157 AL 2 CID 21.11 1 (K)Y G/P/A/D|V/E|D|T/T/G/S\G A/T D\s K(D) S17 =n NP_001950.1 EEF1B2
1158 CL 2 CID 12.16 1 (K)Y G/P/A D\V E/D|T/T/G S G A t D S K(D) T15 =n NP_001950.1 EEF1B2
1159 CT 4 CID 13.13 1 (REHAL/LAY TL GV K Q/\I\V G/V N\NK\m/D S T/E P/P y S Q K(R) Y28 =n NP_001393.1 EEF1A1
1160 CT 3 CID 8.43 1 (K)SV s T/P S\EJA G S QD S G D G AJV|G\S R(T) S3 =n NP_001369.1 DYNC1I2
1161 ELX 2 ETD 6.58 1 (K)S PJA\s/K L D\K\S\S\K(R) S4 =n NP_056363.2 DST
1162 ELX 4 ETD 10.12 1 (KT t/I/K|EJI\S/m\Q K(E) T2 =n NP_004406.2 DSP
1163 EG 5 ETD 17.03 1 (E)C K/T|V/AIL/K|R/RIK A]s\S|R L E(N) S12 =n NP_001929.1 DR1
1164 CT 3 CID 16.15 2 (K)E/m/G t/P|L/A/D/t/P T RIP\V\T R(H) T4 =n,T9 =n NP_064519.2 DPYSL5
1165 CT 3 CID 15.88 1 (K)E m/G T/P/L/A/D t/P T R/P\V\T R(H) T9 =n NP_064519.2 DPYSL5
1166 ET 3 ETD 13.33 1 (K)E/m G|T P|LJAID|T P t\R P/V|T\R(H) T11 =n NP_064519.2 DPYSL5
1167 ET 4 ETD 16.45 1 (R)D LJH]E|SIS FIs L S G/S Q 1/D|D H]V P\K(R) S8 =n NP_064519.2 DPYSL5
1168 ELX 5 ETD 26.56 1 (K)R G\A P|DIPIR VIDIDID|s/L G\E|F P V TIN|S|RJAIR\K(R) S12 =k NP_006259.1 DPF2
1169 ET 4 ETD 16.27 2 (R)A/H P P E\D P R L|s F\P/s]1|K P|D|TID\Q]T\L\K(K) S10 =n,S13 =n NP_006259.1 DPF2
1170 EL 4 ETD 13.75 1 (K)S/D/G|E/A|K/P\E P|S P\s/P R\I\T|R\K(S) S12 =n NP_001370.1 DNMT1
1171 CL 2 CID 17.22 1 (K)E L/G/L/D|E/G/V/D/s L K(A) S10 =n NP_056005.1 DNAJC9
1172 EL 2 ETD 13.67 1 (K)E/L/G/L/D/E/G/V|D|s\L\K(A) S10 =n NP_056005.1 DNAJC9
1173 ELX 4 ETD 23.92 1 (K)N/F|E/E/s R/D GJR\V\D/S W RIN|F]QJAIN\T K(G) S5 =n NP_055095.1 DNAJC8
1174 EL 4 ETD 10.15 2 (K)R/K/R/E s E s\E|S D|E|T P P\AJA P QJL\I\K(K) S5 =n,57 =k,S9 =nf NP_001354.1 DKC1
1175 CL 3 CID 14.32 1 (K)K/t H K/NJI[M/I/N L m D 1 L\E\V D\T K(K) T2 =n NP_055577.1 DHCR24
1176 EG 3 ETD 18.02 1 (E)F/A/KILITIVIEIN/s PJK\Q\E(A) S9 =n NP_003668.2 DENR
1177 CL 3 CID 17.44 1 (K)L t V E/N/S/P K\Q E A\G\I|S/E/G Q/G/T|A|G E/E E E\K(K) T2 =n NP_003668.2 DENR
1178 ELX 4 ETD 14.14 1 (K)L/T/VAENN\s P|K Q E A G I/S\E G/Q G\T|A G E|EIEIE\K(K) S6 =n NP_003668.2 DENR
1179 CL 3 CID 15.45 1 (K)EP Em/P/G PR E E s E E E\E/D/E/D/D/E/E/E/E E E E K(E) S11 =n NP_003463.1 DEK
1180 ELX 4 ETD 25.28 3 (K)N/K|EIE|s|s/DIDIEID/K\E|S|E|E|E P PJK\K(T) S5 =n,56 =n,513 =n NP_003463.1 DEK
1181 ELX 4 ETD 20.91 2 (K)N/K/E|E|s|s|ID D\E|D K E S/E|E|JE P P|K\K(T) S5 =n,56 =n NP_003463.1 DEK
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1182 EL 4 ETD 17.95 2 (K)R/G|G|FINJEt]F\RID\R E N\Y|D R\G/Y\S/s|L\L\K(R) T6 =n,S19 =n NP_004387.1 DDX5
1183 EL 3 ETD 12.95 1 (K)D/A/Y S/S F G S R|S|D|S|R\G\K(S) S12 =n,Y3 =nf,58 =nf NP_001347.2 DDX3X
1184 EL 3 ETD 8.97 2 (K)D/A Y/S/S F G s\R|s\D S|R\G\K(S) S8 =k,510 =n,Y3 =nf NP_001347.2 DDX3X
1185 EL 3 ETD 11 1 (K)F/E/R/G GIN|S|R\W\C|D\K(S) S7 =n NP_001347.2 DDX3X
1186 AL 3 CID 16.31 1 (K)K A E|P\S E|V|D|M/N|s P K(S) S11 =k NP_004719.2 DDX21
1187 AL 3 ETD 9.1 1 (K)K/K EJE PISIQINID\I|s P\K(T) S11 =k NP_004719.2 DDX21
1188 EL 4 ETD 8.99 1 (K)K V T\K/N|E]JE\P|S/E/E/E I\D A P/K P\K(K) S9 =k NP_004719.2 DDX21
1189 EL 3 ETD 17.24 1 (K)N/EJE P|S|E|JENE|I|DJA PJK\P\K(K) S5 =k NP_004719.2 DDX21
1190 CL 3 CID 16.96 1 (K)N E|E|P/s|E\E E 1/D|A/P\K|P K(K) S5 =k NP_004719.2 DDX21
1191 ELX 4 ETD 6.77 2 (K)K G\K\T|t/1|K|t/G/A|S/V/L\N K(W) T5 =n,T8 =n NP_004930.1 DDX1
1192 EL 3 ETD 10.51 3 (K)E/R A/M/s|T\T|s|I]|S|s P|Q P G\K(L) S5 =n,S8 =n,S11 =n NP_001014436.1 DBNL
1193 EL 3 ETD 8.65 1 (K)L/R|s P\FILIQ\K(Q) S3 =k NP_001014436.1 DBNL
1194 ET 3 ETD 12.17 1 (K)Q L|t]Q PIE|TIHIFIG\R(E) T3 =n NP_001014436.1 DBNL
1195 EL 3 ETD 15.17 1 (K)R VIGIK|D|S|FIW]A\NK(A) S6 =n NP_001014436.1 DBNL
1196 ET 3 ETD 7.19 1 (R)L/S|s\P V|L\H\R(L) S3 =k,S2 =nf NP_004386.2 DBN1
1197 ET 3 ETD 13.89 1 (R)S P/S|D|S\S|T|A S|t P V\A|E|Q\I|E\R(A) T10 =k,S3 =nf,56 =nf NP_004386.2 DBN1
1198 ET 5 ETD 13.12 1 (K)K/Q/T\G\S\G|P|L/G N|S/y/V\E/R(Q) Y12 =n NP_001341.1 DAXX
1199 ELX 5 ETD 22.93 1 (K)H PIs PIRITIQ HIT1QIQ PIR\K(-) S3 =n NP_004385.1 DAP
1200 EL 5 ETD 19.96 2 (K)R M/ZHNI\E|K|D\E\t P|L s\T\P/T|A|R\D|S\L|D\K(L) T9 =n,S12 =n NP_542937.1 DACH1
1201 EL 5 ETD 16.09 2 (K)R m H I|E|K|DJENT P/L/s T P t]A|R|D/S|L\D\K(L) 512 =n,T15 =n NP_542937.1 DACH1
1202 ELX 3 ETD 14.41 1 (K)H C/s|Q VAD\S/V|RIG|FIG G\K(F) S3 =n NP_005222.2 CTTN
1203 ELX 3 ETD 11.04 2 (K)H C\s|Q]V|D/s V\R|G|F|G G\K(F) S$3 =n,57 =n NP_005222.2 CTTN
1204 CT 3 CID 19.01 2 (K)T Q t|P/P V|s|P/A|P Q/P T E/E R(L) T3 =k,S7 =k NP_005222.2 CTTN
1205 AT 2 CID 16.47 2 (K)t Q T|P/P V|s/P/A/P Q|P T E E R(L) T1 =n,S7 =k, T3 =nf NP_005222.2 CTTN
1206 ET 3 ETD 11.2 2 (Kt Q T P P/V|s P|A/P|Q P|T|EJE\R(L) T1 =n,S7 =k, T3 =nf NP_005222.2 CTTN
1207 CT 3 CID 18.1 2 (R)A K/t Q T|P P V|s|P/A|P\Q/P\T E/E R(L) T3 =n,59 =k,T5 =nf NP_005222.2 CTTN
1208 AT 3 ETD 10.52 2 (R)A/K t Q T/P P V|s P|A P|Q P|T|EJE\R(L) T3 =n,S9 =k, T5 =nf NP_005222.2 CTTN
1209 CT 2 CID 15.56 2 (R)L P/s S/P/V/y|E/D|A/A/S F K(A) S3 =n,Y7 =k,S54 =nf NP_005222.2 CTTN
1210 AL 4 CID 17.32 2 (KON L G/G L E t ED\D\Y SY QG H[m/Q]s C NJF S\A E K A K(V) T7 =n,S19 =n NP_003784.2 CTSF
1211 EG 4 ETD 21.71 1 (E)A/T/FISIN PIKITIt/S P N K|G/K EJK\E(A) T9 =n NP_001007554.1 CSDE1
1212 EG 4 ETD 18.92 1 (E)A/T/F/S|N PIK|T|Tls P N/K G|K|EJK E A\E(D) S10 =n NP_001007554.1 CSDE1
1213 CL 3 CID 13.32 1 (K)L Q R D/F/N|s/E/L/L R\L R\Q/H W\K\L R\K(V) S7 =n NP_004259.3 CRSP6
1214 CG 3 CID 17.49 2 (E)X/V P/G G/QJA/Q|t G A\S\T\E/S G R\Q\E(W) T1 =n,T9 =n NP_057274.1 CRNN
1215 AT 4 CID 14.03 3 (K)T S AJV/N y M t\Q|V/V|R|C D t K(M) Y6 =n,T8 =n,T15 =n NP_113664.1 CRISPLD2
1216 ELX 3 ETD 6.05 1 (K)G/T/s G N RIGILIQ G E\K(G) S3 =n NP_056534.1 COL5A3
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1217 ELX 5 ETD 8.11 1 (K)N S I/A y m/D Q/A|S/GIN]JVIK K(A) Y5 =n NP_000081.1 COL3A1
1218 AL 3 CID 13.16 1 (K)R A/F Q L|EJENG E E|t E|P D/C\K(Y) T11 =k NP_004636.1 COIL
1219 CT 3 CID 15.83 1 (K)L T L/QJP/V/D N\S T I]s\L/Q/m\G\T N\K(V) S12 =n NP_001830.1 CNN3
1220 CT 3 CID 24.79 1 (K)F E E E S K E|JP/VJA\DNE\E\E E D s D\D|D|VIE|P I|T E/F R(F) S17 =n NP_001284.1 CLNS1A
1221 ET 4 ETD 11.49 1 (R)G S K|G|G|H/G]A]A/s/P/S E K(G) S10 =n NP_006816.2 CKAP4
1222 CL 3 CID 17.09 1 (K)K/s S|P S\V|K|P/AZV/D|P A A A K(L) S2 =n NP_064709.1 CIAPIN1
1223 EL 3 ETD 16.89 1 (K)S/S P|s|V\K P\A|JVAD P AJA\A\K(L) S4 =n NP_064709.1 CIAPIN1
1224 CL 3 CID 14.31 1 (K)S S|P/s V/K|P A\V/D/P A A A K(L) S4 =n NP_064709.1 CIAPIN1
1225 CL 2 CID 12.84 1 (K)V/L|L/S/D/s/N L/H D\A(-) S6 =n NP_064709.1 CIAPIN1
1226 AL 5 CID 12.49 1 (KQL TMVE KR MLIMIK F L T/F C m/E/y E K(Y) Y20 =n NP_000381.1 CHM
1227 EL 3 ETD 19.34 1 (K)R/M|s P|K PJEIL]TIEIEIQ\K(Q) S3 =n NP_004335.1 CETN2
1228 ET 3 ETD 19.01 1 (KDRms PKPELTEEQ K S3 =n NP_004335.1 CETN2
1229 CT 4 CID 16.06 1 (K)R m\s/P K|P/E/L/T E E\Q K Q E|]I R(E) S3 =n NP_004335.1 CETN2
1230 ET 4 ETD 20.74 1 (R)K/Rm/s P K P ELTE/E Q K(Q) S4 =n NP_004335.1 CETN2
1231 ET 4 ETD 9.25 1 (R)K/R m/s P|K P\E|L T]E\E]Q\K(Q) S4 =n NP_004335.1 CETN2
1232 ET 3 ETD 8.95 1 (R)m/s P K PIE\L\TIEIEIQ\K(Q) S2 =n NP_004335.1 CETN2
1233 ET 4 ETD 11.98 1 (R)m/s P\K P/E\L/T EJE|Q K|Q]E I\R(E) S2 =n NP_004335.1 CETN2
1234 ET 3 ETD 10.39 3 (K)R/D A N s/S F\F D\N\s/S s P\H|L|L|D Q\L K(A) S5 =n,511 =n,513 =n NP_057427.3 CENPF

(K)E/R/s NJR A A|S A A G\A A G/S/A|G\G\S\S/G A A G A/A G G\G A G A

1235 ELX 5 ETD 20.4 1 G/TIR P G\D G G\T A\S A\G A AJG\P G|A\A T\K(A) S3 =n NP_060018.1 CDV3
1236 ELX 3 ETD 22.45 1 (K)LZQIL\DINIQIYIAIVILIEINIQ\K(S) Y7 =k NP_060018.1 CDV3
1237 ELX 3 ETD 16.23 1 (K)T P Q/G P P\E]1]y|SID TIQ|F P/S\L/Q/S T/A K(H) Y9 =k NP_060018.1 CDV3
1238 ELX 3 ETD 13.72 2 (K)T P Q G\P PJENI\y|S\D T\Q\F P s/L|Q|S T/A K(H) Y9 =k,516 =n NP_060018.1 CDV3
1239 AL 2 CID 15.99 1 (K)L/T/A EJALI1]Q]t/P L K(S) T8 =n NP_060571.1 CDCAS8
1240 AL 4 CID 15.36 1 (K)T P/GLRTPA/AGE R INNY\N\I|S|G\N G s/P/L A D\S K(E) S21 =k NP_060571.1 L __(EI;C@!_S
1241 CL 2 CID 11.68 1 (K)1/G E/G/T/y/G\V/V/Y K(A) Y6 =k, T5 =nf NP_001249.1 ______DKk3
1242 EL 2 ETD 10.06 2 (K)1/G/E/G/t/y/G|VAVAY\K(A) T5 =k,Y6 =k NP_001249.1 DK3
1243 ET 3 ETD 18.43 1 (KRHSLDsSDEE/EDDDDGGS S K(Y) S5 =n NP_006101.1 CD2BP2
1244 EL 3 ETD 10.18 1 (K)G/RIK\E|s]A]Q P P\AJH\L(-) S5 =n NP_005116.1 CCs
1245 CT 2 CID 13.95 2 (K)L D/Q|P/V]s A]P P/s/P R(D) S6 =k,S10 =k NP_005427.2 CCDC6
1246 CT 2 CID 18.51 1 (R)A/E/Q E E/E|F/I|SIN|t/L F K(K) T11 =n NP_005427.2 CCDC6
1247 CL 3 CID 21.75 1 (K)A A L/L/AIQ]Y|A|D/V\t D E|E|D/E|AID E K(D) T11 =n NP_653210.1 CCDC43
1248 ET 3 ETD 7.02 1 (R)L/y LILIRZHIFIR K Q T E L R R(S) Y2 =n NP_056254.1 CCDC28A
1249 EG 5 ETD 18.73 1 (E)S N/K/R K|sS|NJF S/N|S/A\D|D I K\S]K\K\K]R\E(Q) S6 =n NP_036249.1 CBX5
1250 ELX 5 ETD 17.26 1 (K)K/R]E|Q]sIN/D\IJA R/G F|E/R G\L\E P E K(I) S5 =n NP_036249.1 CBX5
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1251 ELX 3 ETD 22.59 1 (K)R/K|SINJF|SIN]SJAIDID\IN\K(S) S3 =n NP_036249.1 CBX5
1252 ELX 3 ETD 10.34 4 (K)R t A D s S|s s|E\D\E|E|E|Y]V V E K(V) T2 =n,S5 =n,57 =n,S8 =n NP_036249.1 CBX5
1253 EG 5 ETD 22.98 1 (E)A/F/LIN/S/Q/K]A|G KJE/K D|G TIK|RIK s L S D\S\E(S) 519 =k,S21 =nf NP_009207.2 CBX3
1254 ET 3 ETD 26.06 1 (K)R K s L/S/D S E/S D D S K(S) S3 =k,S5 =nf NP_009207.2 CBX3
1255 EL 3 ETD 15.06 2 (K)R/K s|L\s|D|S|E|SID|D|S\K(S) S3 =k,S5 =k NP_009207.2 CBX3
1256 CT 3 CID 20.92 1 (R)A s L E/N V/H|P P I/A|P|P|P T/E/1/P E\R(F) S2 =n NP_079090.1 CBLL1
1257 ELX 3 ETD 8.77 1 (K)S L/T P AV PV E\s K P|DIK P|S\G\K(S) S10 =n NP_001741.3 CAST
1258 CT 3 CID 19.05 3 (R)E R s/P s|P/L R/G N/V|V|P s/P L/P T\R(R) S3 =n,S5 =n,514 =n NP_055131.1 CARHSP1
1259 CT 2 CID 13.59 1 (R)G N\V|]V|P s/P L|P T R(R) S6 =n NP_055131.1 CARHSP1
1260 EL 3 ETD 17.44 1 (KON/P SILIRZAIQIGIG\Q|T]QIS\P\T\K(S) S13 =n NP_006357.1 CAP2
1261 AT 3 ETD 15.67 1 (R)V/F/D\K|DIGIN|G]y|IISIAJAIE|IL\R(H) Y9 =k NP_001734.1 __2CALM3
1262 AT 3 CID 14.17 1 (R)V F|D/K D G/N/G\y/I|S|A|A/E/L R(H) Y9 =k NP_001734.1 2CALM3
1263 ELX 4 ETD 27.18 1 (K)H TIEIN|TIFISIR\P G GJR A]s|V|D]T\K(E) S14 =n NP_004333.1 CALD1
1264 ELX 4 ETD 24.19 1 (K)T PID/GIN]K|s P A\P|K P S|D/L/R P\G|D\V S\S\K(R) S7 =k NP_004333.1 CALD1
1265 ELX 4 ETD 9.36 1 (K)T/P\D G/N\K/S P A P K P s D L/R P\G|D]V/S S\K(R) S13 =n,S7 =nf NP_004333.1 CALD1
1266 ET 4 ETD 15.94 1 (K)1/Y/E|D|G|D|D|D/m|K|R\ENINN\K(A) T12 =n NP_001007215.1 CACYBP
1267 EL 3 ETD 5.72 2 (K)K/s|s|G/S|G/D K(C) S2 =n,S3 =n NP_619584.1 CABYR
1268 ET 3 ETD 11.01 1 (K)N/AZE|D C/L y|EJL P EINJI R(V) Y7 =n NP_057566.1 C9orf78
1269 ET 4 ETD 16.5 1 (R)V/G/D|T/E|K P|E P\EJR s P P\N\R(K) S12 =n NP_057604.1 C90rf78
1270 CT 3 CID 16.03 2 (K)R 1 D F\I|P/V|s|P A|P|S P t R(G) S8 =n,T14 =n NP_612206.3 C9orf42
1271 CG 2 CID 18.8 1 (E)A D/P/P G Q|V|AJA|s/P DIP\T\T(-) S10 =n NP_006434.1 C60rf108
1272 ET 4 ETD 11.3 2 (K)L/t/E G E Q|D\E/A|s/N/A/A/M|L]L\E\K(E) T2 =n,510 =n NP_203528.2 C3orfl5
1273 AG 5 ETD 10.35 2 (E)L H\H\E\S/G Q y|QIM E/Q N G/S P|T/S\S K/s R\K G E(A) Y8 =n,521 =n NP_653230.1 C2o0rfl1
1274 EL 3 ETD 11.34 1 (K)L/S/M]E|D|S/K]|s P P P\K(A) S8 =n NP_067038.1 C200rf77
1275 ELX 5 ETD 15.99 3 (K)Q/P/E|T/P K s\W E N N\V E s/Q\K\H S L\t/S Q S Q/I\S P\K(S) S7 =n,514 =n,T20 =n NP_001002259.1 C1QDC1
1276 CL 3 CID 13.79 1 (K)A/R L L|P E\G/E E T\L|E s D\D\E\K(D) S13 =n NP_932343.1 Clorf52
1277 ELX 3 ETD 10.62 1 (K)A/R/L\L P E|G|E\E\T L E\s/D|D\E\K(D) S13 =n NP_932343.1 Clorf52
1278 ELX 4 ETD 17.22 1 (K)A/R\L|L P|E G/E/E|T|L\E s/D/D E K|D\E H]T\S\K(K) S13 =n NP_932343.1 Clorf52
1279 ET 4 ETD 26.29 1 (R)L/L PIENG|EIE|TILIEIS|DID E K|DJEIH]T\S\K(K) S11 =n NP_932343.1 Clorf52
1280 ELX 4 ETD 23.25 2 (K)A R/S C\s AJA R\L A]s\A\Q|E|V]A\G|S|T|S\A\K(T) S5 =n,511 =n NP_997239.1 Clorf174
1281 ELX 4 ETD 19.64 2 (K)R/PIT|ISINIGIVAV|S]s PIN\S/T\S|R P/T|L P\V\K(S) S4 =n,S10 =n BAC77399.1 Clorfl44
1282 ELX 4 ETD 19.28 1 (K)R/PITISINIGIVIVAS|s P N S|TISIR P/TIL P\V\K(S) S10 =n BAC77399.1 Clorf144
1283 CL 3 CID 20 1 (K)V/Y]E/D|S G/1|P|L|P/A E/s P K K(G) S13 =n NP_777553.1 Cl70rf49
1284 AL 3 ETD 19.32 1 (K)V/Y/E|D/S/G|1/P|L/P|AJE|s P K\K(G) S13 =n NP_777553.1 C170rf49
1285 CT 2 CID 14.34 1 (R)D/L F S L/D/S/E|D|P/S|P A|s/P P L R(S) S14 =k NP_078792.1 C160rf53
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1286 ELX 3 ETD 22.42 1 (K)AZ/A/R|s|1 P/A|GJAJE P\G|E\K(G) S4 =n NP_653171.1 Cl6orf34
1287 ELX 4 ETD 29.82 1 (K)A A/RIS|1/P\A\G|A]E P GJEJK\G|S|A]R\K(A) 516 =n NP_653171.1 Cl6orf34
1288 ELX 3 ETD 13.07 1 (K)D/HJV\F\L C|E/G/E|E P|K s/D L\K(A) S13 =n NP_653171.1 Cl6orf34
1289 AL 3 CID 15.16 1 (K)s FG R Y P S L MZEINININIm R\INQ/D T L D L V M\K(T) S1=n NP_758953.1 Cl40rf50

(K)S F G R/y P/S/L M\E N N\N m/R 1/Q D T/L D\L V M K t L S\S H t\S/C\P

1290 AL 5 ETD 9.31 3 K(-) Y5 =n,T26 =n,T31 =n NP_758953.1 Cl40rf50
1291 EL 3 ETD 17.13 1 (K)R|K/A/s PJE\P P|D|S\AJE|GJA\L\K(L) S4 =n NP_078772.1 Cl4orfa
1292 AL 3 CID 16 1 (K)R K A s/P/E|P/P/D|S A E/G A L\K(L) S4 =n NP_078772.1 Cl4orfa
1293 AT 3 CID 17.46 2 (K)L/A/P/N/P/s|P E/P\Q K|P A/P V S\P E s V K(A) S6 =k,519 =n,516 =nf NP_115812.1 C13o0rf8
1294 ELX 3 ETD 8.11 1 (K)S/S/R|G/G|s P\D|L W\K(S) S6 =k NP_115812.1 C13o0rf8
1295 ET 4 ETD 18.45 3 (R)K P/G P P|L|s P|EZI|R]|s PJA|G|s P\E|L\R(K) S7 =n,512 =n,516 =k NP_115812.1 C13o0rf8
1296 AT 2 CID* 10.9 1 (K)A/A/LILIK A/s/P K(K) S7 =n NP_003449 BSN
1297 AT 2 ETD* 6.2 1 (K)A/A/LIL/K\A\s P\K(K) S7 =n NP_003449 BSN
1298 CL 5 CID 14.83 1 (K)R R K\P E D VAL\D\D\D\D\A|G\S/A|P/L K S/s/G Q H Q N D K(G) S21 =n NP_001719.2 BSG
1299 CL 5 CID 17.63 2 (KR R R P R Y R/K\R L/R S/s|S/S/S L/S S/S/G/A/P/s P K G K(Q) S13 =n,S24 =n NP_694984.2 BRWD3
1300 AL 3 ETD 9.44 1 (K)S/K P P P T|Y/E|S|EJE]E D K(C) S9 =n NP_055114.1 BRD4
1301 EL 4 ETD 13.64 1 (K)R|JKJAND T/T|T P T/TISA I TNAs RS E S P P PIL/S|D P\K(Q) 516 =n,520 =nf NP_031397.1 BRD3
1302 EL 5 ETD 25.84 1 (K)V/V/AIRIRIEIS|G/G\R P|1|K P P\K\K(D) S7 =n NP_031397.1 BRD3
1303 CT 2 CID 12.4 1 (R)S E|s|P/P/P/L|S D|P K(Q) S3 =k NP_031397.1 BRD3
1304 ET 4 ETD 19.51 1 (R)RZE s GR P 1 K P P R(K) S3 =n AAH63840.1 BRD2
1305 EL 4 ETD 24.45 1 (K)G L/A|G/G|DIR\A/S|R P/L|sS\A\R|S|E P|S|E\K(G) S13 =n NP_060644.4 BPY2IP1
1306 CT 3 CID 14.58 1 (K)K T T E E/Q]V|QJA|S/t/P/C|P R(T) T11 =n NP_056016.1 BOP1
1307 CG 2 CID 14.57 1 (E)A LID]Y|F|s D/K\E(S) S6 =k NP_055554.1 BCLAF1
1308 EG 5 ETD 27.27 1 (E)G/L/K/Y/K|SIKIVISILIKNG N\R E s|D\G F\R\E\E(K) S16 =n NP_055554.1 BCLAF1
1309 EG 5 ETD 22.5 2 (E)G/L/K]YIKISIK VAs|L K\GIN R E s|D\G\F\R\E E(K) S9 =n,516 =n NP_055554.1 BCLAF1
1310 EG 4 ETD 7.05 1 (E)G/L/K|Y/K|S/K V/s L K G/N R E S\D|G\F|R E\E(K) S9 =n NP_055554.1 BCLAF1
1311 EG 5 ETD 26.85 1 (E)K/S/T|FIRIE/ZEls P/LIR/ZI|K|m INAJS\D\S\H|R P\E(V) S8 =n NP_055554.1 BCLAF1
1312 AG 5 CID 7.74 2 (E)R G D s K\G\S\R E S\S/G s R K/Q E(K) S4 =n,S13 =n NP_055554.1 BCLAF1
1313 AG 5 ETD 6.97 3 (E)R I t]VIK K\E t Q|S/PJE Q V K s E(K) T3 =n,T8 =n,516 =n,510 =nf NP_055554.1 BCLAF1
1314 AG 5 ETD 17.31 2 (E)T/Q s\P E Q VK S E KL K\D LIFID Y\s\P P L\H|K\NJL\D\A R\E(K) S3 =k,519 =k NP_055554.1 BCLAF1
1315 AG 5 ETD 11.97 2 (E)TQSPEQV K s E KL KID\L\F\D y S P P L H\K|N\L]D\A\R\E(K) S9 =n,Y18 =n,53 =nf,519 =nf NP_055554.1 BCLAF1
1316 ELX 3 ETD 16.99 1 (K)D/L|F|ID|Y]s P/P|LIH\K(N) S6 =k NP_055554.1 BCLAF1
1317 ELX 3 ETD 10.39 1 (K)D/T/F/E H|D P/S E|S\I\D|E|F N\K(S) 510 =n NP_055554.1 BCLAF1
1318 AT 2 CID 20.42 1 (K)F N D/s/E/G/D|D|T/E/E/T/E|D]Y R(Q) S4 =n NP_055554.1 BCLAF1
1319 ELX 4 ETD 15.74 1 (K)F/N|D|S|E G/D D T|E E T/E D\Y R|Q|F|R\K(S) S4 =n NP_055554.1 BCLAF1
1320 EL 4 ETD 15.44 2 (K)F/N|D|S|E|G|D|D|T E E/t/E D Y R\Q\F\R\K(S) S4 =n,T12 =n NP_055554.1 BCLAF1



Number of phosphorylation sites

Gene
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1321 ELX 4 ETD 12.77 1 (K)F/N|D|S E G/D D t/E E T E D\Y R\QJF|R\K(S) T9 =n NP_055554.1 BCLAF1
1322 ELX 4 ETD 10.69 2 (K)F/N|D|S|E|G|D/D|T E E T E D\y R\Q\F\R\K(S) S4 =n,Y15 =n NP_055554.1 BCLAF1
1323 AT 3 ETD 14.65 1 (K)G/N/R|E|s|D|G/FIRIE]ENK(N) S5 =n NP_055554.1 BCLAF1
1324 AT 3 CID 19.16 1 (K)K AZENG\E\P/Q|E|E|s/P L\K(S) 510 =k NP_055554.1 BCLAF1
1325 ELX 3 ETD 17.08 1 (K)K/AJE|GIE PJQ/EJE\s P\L\K(S) S10 =k NP_055554.1 BCLAF1
1326 ET 4 ETD 24.14 1 (K)K/AIEIGIE/PIQIE\E]s PILIK\S\K(S) 510 =k NP_055554.1 BCLAF1
1327 AT 3 CID 12.87 1 (K)K/A E/G E|P|Q E\E|s P L\K|S\K(S) S10 =k NP_055554.1 BCLAF1
1328 ET 3 ETD 13.33 1 (K)L/KIDIL|FID]y S P P LJH\K(N) Y7 =n,S8 =nf NP_055554.1 BCLAF1
1329 ET 4 ETD 24.43 1 (K)N/T P|SIQ H\S|H|S|I]QIH]S\P]E\R(S) S13 =n NP_055554.1 BCLAF1
1330 AT 4 ETD 18.45 2 (KON/T PIS|IQ\H|S/H|s]|I]Q]H]|s P E\R(S) S9 =n,513 =n NP_055554.1 BCLAF1
1331 CL 4 CID 10.69 1 (K)Q K/F N D s E/G D/D/T/E/E/T E D/Y/R Q F R K(S) S6 =n NP_055554.1 BCLAF1
1332 ELX 4 ETD 9.1 1 (K)S/K s/Q EJE P K/D T F\E H D P S E|S\I|D/E|F|N K(S) S3 =n NP_055554.1 BCLAF1
1333 ELX 5 ETD 24.66 2 (K)s P|E/I/HIR\R|I D\I|s P|S|T]LIR\K(H) S1 =n,S11 =k NP_055554.1 BCLAF1
1334 CT 3 CID 12.81 1 (K)S/T|F/R/E E|s/P\L|R(I) S7 =n NP_055554.1 BCLAF1
1335 AT 3 ETD 11.73 1 (K)S/T F|R|E|E|s/P|L\R(I) S7 =n NP_055554.1 BCLAF1
1336 EL 3 ETD 16.67 1 (K)S/T/F/R/E|E/s P\L|R\INK(M) S7 =n NP_055554.1 BCLAF1
1337 EL 3 ETD 10.81 2 (K)S/T\F R|E|E|s P L\R|I\K(M) S1 =n,S7 =n NP_055554.1 BCLAF1
1338 ELX 3 ETD 8.7 2 (K)S t|F RIEIEls P LIRIINK(M) T2 =n,S7 =n NP_055554.1 BCLAF1
1339 ELX 5 ETD 23.15 1 (K)T 1/A]P QIN/A P/R|D E|S/R GJR S s\F|Y/P\D G G\D Q\E|T\A\K(T) S17 =n NP_055554.1 BCLAF1
1340 CT 3 CID 12.94 2 (R)D E s R/G R s|S/F/Y P\D\G/G D Q E T A\K(T) S3 =n,S7 =n NP_055554.1 BCLAF1
1341 AT 2 CID 12.49 1 (R)I/D|1/s]|P/S/T L R(K) S4 =k NP_055554.1 BCLAF1
1342 ET 3 ETD 12.23 2 (R)1/D]1]s P/S|t|LIR\K(H) S4 =k, T7 =n NP_055554.1 BCLAF1
1343 ET 3 ETD 15.62 2 (R)R/I|D]I]s P|S|t]LIR\K(H) S5 =k, T8 =n NP_055554.1 BCLAF1
1344 ET 4 ETD 11.42 2 (R)S G/S G\S V|G|N G/S|S|R Y\S/P s\Q N s P I\H|H|1 P\S\R(R) 516 =n,519 =k,514 =nf NP_055554.1 BCLAF1
1345 CT 3 CID 11.11 2 (R)S G S/G s/V G N|G S S R/Y S/P/S Q N S|P/I\H H\I P s R(R) S5 =n,526 =n,S14 =nf,519 =nf NP_055554.1 BCLAF1
1346 ET 4 ETD 20.7 2 (R)Y/s PISIQ\N|s P I[H[H]I P S\R(R) S2 =k,S7 =k NP_055554.1 BCLAF1
1347 AT 3 CID 14.08 2 (R)y S|P/s\Q N S/P\I|H/H/1/P S R(R) Y1 =n,S4 =n,S2 =nf,S7 =nf NP_055554.1 BCLAF1
1348 AT 4 CID 13.11 2 (R)Y s|P S Q/N/s/P\I/H/H\I1|P S R(R) S2 =k,S7 =k NP_055554.1 BCLAF1
1349 EG 4 ETD 12.18 2 (E)A/mM\T|Y\R]I/G|H H S T S/D D S S/A\y\R s V\D\E(V) Y18 =n,S20 =k,S10 =nf NP_000700.1 BCKDHA
1350 CL 4 CID 13.53 1 (K)R R AV E s G|V|P Q|P PID|P P\V/QIR D E E/E E K(E) S6 =n NP_057651.1 BCCIP

(KE/RE/SAEQSSGPGPSLRPIQNsST\TWRD G G G/R|G PID\E L
1351 ELX 5 ETD 11.29 1 E|JG P D S\K(L) S20 =n NP_004629.2 BAT2
1352 ET ETD 23.62 (K)L/K F|sIDIEJE|ID/G|R D s|D E|E GJA]E|GIH\R(D) S4 =n,S12 =n NP_004629.2 BAT2
(K)L/K FsDEED/GRDS|DEEG\AE G H/RID\S Q|S]A S\G\AE E R P

1353 ELX 5 ETD 17.84 2 P\E\A|D G\K(K) S4 =n,S12 =n NP_004629.2 BAT2
1354 CT 3 CID 21.34 1 (K)S/S D/A/S/T/A/QIP/P E/S/Q|P L/P A/S\Q T/P A S N Q P K(R) S18 =n NP_004629.2 BAT2
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1355 AT 3 ETD 16.85 2 (R)E/R|S|D|s\G/G|s|SIS|E P FID\R(H) S5 =n,S8 =n NP_004629.2 BAT2
1356 AT 3 CID 12.26 2 (R)E R S D\s/G G/s S/S|E|P/F D R(H) S5 =n,S8 =n NP_004629.2 BAT2
1357 AT 3 CID 14.69 1 (R)L K/A E/P A\A|P P AJAIP S t/P/A|P P P A V\P K(E) T14 =n NP_004629.2 BAT2
1358 ET 3 ETD 15.82 1 (R)R/K]QIsIS\SIE]I|S|LJA\V\E\R(A) S4 =n NP_004629.2 BAT2
1359 AG 3 CID 21.52 1 (E)A A/A/AJAIP/Q/R S Q s/P L R\G\m|P E(T) S11 =n NP_004272.2 BAG3
1360 EG 3 ETD 13.16 1 (E)A/A/A/A/A P QIR|S|Q s P\L|R G m P\E(T) S11 =n NP_004272.2 BAG3
1361 ELX 4 ETD 11.58 1 (K)T/H]Y P A Q Q GJEly/Q T H]Q P VAY\H\K(I) Y10 =k NP_004272.2 BAG3
1362 ET 3 ETD 8.96 2 (R)S/S/t P|LIH s P|S P\I\R(V) T3 =n,S7 =n NP_004272.2 BAG3
1363 EG 4 ETD 17.6 2 (E)K H S]A VIQJR Q G\sS\G\R\E|s P\S\L A\S R\E(G) S10 =n,S14 =n NP_009176.2 ATXN2L
1364 AT 3 CID 22.26 1 (K)E K E V DIG LIL]ITIS EJP/m/G s/P V/S S K(T) S15 =k NP_009176.2 ATXN2L
1365 CT 3 CID 20.97 1 (K)G P P Q/s/P VIF|E|G]V]Y|N/N\S R(M) S5 =k NP_009176.2 ATXN2L
1366 ELX 5 ETD 30.44 1 (K)H/S|A VIQIRIQ\GIS/GIR E|s\P/S|L/A S\RJE\G\K(Y) S13 =n NP_009176.2 ATXN2L
1367 ELX 5 ETD 29.93 1 (K)H/S]A VIQIRIQ\G|S/G/R E|S P s|L/A\S\R]E\G\K(Y) S15 =n NP_009176.2 ATXN2L
1368 ELX 4 ETD 29.17 2 (K)H/S|A VIQIRIQ GISIGIR\E|S P s\L/A\S|RJE\G\K(Y) S9 =n,515 =n NP_009176.2 ATXN2L
1369 ELX 4 ETD 21 2 (K)H/S|A VIQJRIQ G\s GIR\E|s/P S L]A S|RIE\G\K(Y) S9 =n,S13 =n NP_009176.2 ATXN2L
1370 ELX 5 ETD 17.05 1 (K)H/S]A V]QIR\Q\G|S/G|R E|S P/S\L/A\S R|E G K(Y) S9 =n NP_009176.2 ATXN2L
1371 CT 3 CID 19.72 2 (K)L Q|P/S S|s P/E/N s LID|P/F|P P R(I1) S6 =k,S10 =n NP_009176.2 ATXN2L
1372 CT 3 CID 10.77 2 (K)L Q/P/s s S/P E N\S L\D|P F|P P R(I) S4 =n,S5 =n,S6 =nf NP_009176.2 ATXN2L
1373 ELX 3 ETD 12.75 1 (K)E/N/1|K PINJE\t S P|S]F\S\K(A) T8 =n NP_002964.2 ATXN2
1374 ELX 3 ETD 11.71 1 (K)E/N/1]K PINJE\T\s P|S|F S\K(A) S9 =n NP_002964.2 ATXN2
1375 ELX 5 ETD 8.6 2 (K)s R D L\I|K|D K/I|E/P/s/A K(D) S1 =n,S12 =n NP_002964.2 ATXN2
1376 EL 3 ETD 11.34 2 (K)s/K|SIs/GISISIRIS K(R) S1=n,54 =n NP_000480.2 ATRX
1377 AT 5 ETD 10.96 1 (K)m Q\D\G N/V|D/A|S|Q/s/K/A K(Q) S11 =n NP_001001331.1 ATP2B2
1378 CL 3 CID 14.71 1 (K)K A s/S E G G T AJA/G/A/G|L D/S L H\K(N) S3 =n NP_005711.1 ARPC1B
1379 ELX 3 ETD 12.47 1 (K)S/S/s PIEIL]V]TIHIL\K(W) S3 =n NP_004299.1 ARHGAP1
1380 ELX 4 ETD 26.48 1 (K)A/S/E\L G/H|S|LINIEINIVILIK PJANQJENK(V) S7 =n NP_060679.1 ARFGAP1
1381 EL 3 ETD 17.45 1 (K)L/S/L E GID/HIS|T/P P|S|IAlYIG]IS V\K(A) Y14 =k,S8 =nf,S16 =nf NP_001002857.1 ANXA2
1382 CL 4 CID 19.1 1 (K)E E 1/Q D E\E\D/D\D/D/y|V|E|E|G/E/E/E E E/EE E G G L R G E K(R) Y12 =n NP_112182.1 ANP32E
1383 CG 4 CID 15.99 1 (E)N V/F K L L\P Q\L/T/Y/L|D/G Y D\R D D K\EJA|P D\s D A\E(G) S25 =n NP_006296.1 ANP32A
1384 CL 3 CID 13.69 1 (K)I H|G S G H V E\E|P/A s|P L/AJAlY Q K(S) S12 =n NP_001140.2 ANK3

(E)GGR\SDSLRSF/SS/D/RS\HT/LS\HASYLRDSAV/M/DDSYV
1385 AG 5 ETD 7.72 1 V 1I/P/S H Q V S T/L\A/K/E/A E(R) S19 =n NP_001139.3 ANK2
1386 AG 5 ETD 8.36 2 (E)V s E/M K Q/DJL I K M/T A IN\L T t/D/V S D K\A\G/S I\K V K E(L) S2 =n,T17 =n NP_001139.3 ANK2
(E)V SEmKQ\DLIKMTAI/L T/t D\VAS\D K A/G\S I/K VK EL VK A

1387 AG CID 9.19 2 A E(BE) S2 =n,T17 =n NP_001139.3 ANK2
1388 EL ETD 16.87 1 (K)T D/G P V]FJHIS\NJEt]L\E|R\K(T) T10 =n NP_573572.1 AMOT
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1389 EG 5 ETD 11.13 2 (E)G/T/L/LIK/P/N M V t/P/G/H A C t Q]K F S H\E(E) T10 =n,T16 =n NP_000025.1 ALDOA
1390 CL 3 CID 15.25 1 (K)Y T/P/S G Q A G A A/A/S E s L/F|VIS\N H\A\Y(-) S14 =n NP_000025.1 ALDOA
1391 CT 3 CID 14.05 1 (K)Y T|P/S G Q A\G A\A/A s E S L/F|V|S N H A\Y(-) S12 =n NP_000025.1 ALDOA
1392 EL 3 ETD 558 1 (K)Y TP SG QA G|AA|JA S/E/S|L|F V S|IN\H\A\Y(-) S14 =n NP_000025.1 ALDOA
1393 AT 4 CID 22.78 2 (R)A A/T/A/A/R/P/P A\P/P/P/A|P/Q/P/P s/P T/P/s/P PR P T L A R(E) S18 =n,S22 =n NP_115751.1 AKT1S1
1394 ELX 5 ETD 12.41 1 (K)R EN\Q|S/H/A E 1 s P P A/E/S G Q\A\V\E E\C\K\E]JE G E\E\K(Q) S9 =n NP_005091.2 AKAP12
1395 ELX 4 ETD 26.23 2 (K)R/V|R\R P s|E|s|D|K]E|DJEIL D\K(V) S6 =n,S8 =n NP_005091.2 AKAP12
1396 EL 4 ETD 21.08 1 (K)R/VIRIR P s|EISID\K|E|D]E]L\D\K(V) S6 =n NP_005091.2 AKAP12
1397 ET 2 ETD 8.15 2 (K)S/A/E/s P T/s P V|T S\E T\G\S\T F\K(K) S4 =n,S7 =n NP_005091.2 AKAP12
1398 EL 4 ETD 13.99 1 (K)S P P/s P|VIEIR]E/M\VAVAQ V\E|R|E\K(T) S4 =n NP_005091.2 AKAP12
1399 ET 4 ETD 10.55 2 (R)V R|R P s|E\s|D K|E|DIEJL\D|K V\K(S) S5 =n,S7 =n NP_653080.1 AKAP12
1400 EL 3 ETD 20.47 1 (K)S/R|S P G|s PIV\GIEIGITIGIS P P\K(W) S6 =k NP_001110.2 ADD1
1401 CL 3 CID 19.09 1 (K)S R s\P\G S|P\V|G/E|G/T/G\S|P P K(W) S3 =n,S6 =nf NP_001110.2 ADD1
1402 CL 3 CID 17.83 1 (K)s/R S\P\G S|P\V|G/E|G T/G\S|P P K(W) S1 =n,56 =nf NP_001110.2 ADD1
1403 CL 4 CID 17.98 1 (K)T R W L\N S G/R G\D\E A\S\E\E\G\Q\N|G\S|s P K(S) S21 =k, T1 =nf NP_001110.2 ADD1
1404 EL 4 ETD 11.13 1 (K)T/R\WAL|N|S G/R G D E\NA S\E|E\G|Q|N|G\S\s P\K(S) 521 =k, T1 =nf NP_001110.2 ADD1
1405 EG 3 ETD 13.77 1 (E)A S/s/P P P/H/P Q\L|H\S\E\E\E(I) S3 =n NP_055792.1 ACIN1
1406 EG 4 ETD 6.62 3 (E)I/K S/S|Q\G|L K|E K s/K s|P/s P P\R L\T\E(D) S11 =k,S13 =k,S515 =k NP_055792.1 ACIN1
1407 EG 3 ETD 13.08 2 (E)K/S|K]|s P|s/PIP|R\L|T\E(D) S4 =k,S6 =k,S2 =nf NP_055792.1 ACIN1
1408 EL 5 ETD 26.06 1 (K)E/G/RIR|A s|IH]ITIL\L/P\S|H]R\L\K(Q) S6 =n NP_055792.1 ACIN1
1409 ELX 4 ETD 32.6 1 (K)E/RITISITIS SIS/SIVIQIAIRIR LIs|Q P EJSJA\E\K(H) S16 =k NP_055792.1 ACIN1
1410 ELX 5 ETD 8.22 3 (K)E/s s|L P/K|S/F K\R K 1 S/V/V/S/A/E\K(G) S2 =n,53 =n,T18 =n NP_055792.1 ACIN1
1411 EL 5 ETD 20.76 2 (K)G/E/R|R/s|sIR\V|R QJAJR\AJA\K(L) S5 =n,S6 =n NP_055792.1 ACIN1
1412 ELX 3 ETD 16.61 1 (K)G/V P/A/GIN|S|D\T|E]G/G\Q P G|R\K(R) S7 =n NP_055792.1 ACIN1
1413 ELX 4 ETD 22.95 1 (K)H/V/TIQIR\L]Q PJEIR|G]s P\K(K) S12 =n NP_055792.1 ACIN1
1414 ELX 4 ETD 27.15 2 (K)K VITILIGIDItIL/T/R\R]s|1]SIQIQ\K(S) T7 =n,512 =n NP_055792.1 ACIN1
1415 ELX 4 ETD 15.02 2 (K)K V/TIL]GID/T L TIR\R]s I\s|Q\Q\K(S) S12 =n,S14 =n NP_055792.1 ACIN1
1416 ELX 4 ETD 7.69 2 (K)K V|T/L G/D\T\L t RIR\s 1 S\Q\Q\K(S) T9 =n,S12 =n NP_055792.1 ACIN1
1417 ELX 4 ETD 7.49 2 (K)K V/T\L G|DJt L\T/R\R\S/I s\Q/Q\K(S) T7 =n,S514 =n NP_055792.1 ACIN1
1418 ELX 5 ETD 14.26 1 (K)L/S E/G S/Q PJA E/E E E D\Q E t P S R/N L R V|R\A\D|RIN\L\K(T) T16 =n,S2 =nf,S5 =nf NP_055792.1 ACIN1
1419 ELX 5 ETD 12.37 1 (K)L/S E G S Q P\A E\E E E D|JQ E T\P\s R/N L R V]R\A\D|R|N\L\K(T) S18 =n,S2 =nf,S5 =nf NP_055792.1 ACIN1
1420 ELX 4 ETD 22.08 2 (K)S K/s P|s P\PIRILITIEIDIR\K(K) S3 =k,S5 =k,51 =nf NP_055792.1 ACIN1
1421 ELX 4 ETD 11.26 2 (K)S/K|s/P\s P\P R|L/T\E|D|R]IK\K(A) S3 =k,S5 =k,S1 =nf NP_055792.1 ACIN1
1422 AT 4 CID 19.96 1 (K)S/S|S/1/S E|E/K/G\D|s|D/D/E K|P|R(K) S11 =n NP_055792.1 ACIN1
1423 AT 4 ETD 16.55 1 (K)S/S/S/1 S/E|E|K|G|D s|D|D/E|K P\R(K) S11 =n NP_055792.1 ACIN1
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1424 EL 5 ETD 19.04 3 (K)V/RIE|G/PIR s|R|s R|s|RID\R\R|R\K(E) S7 =n,S9 =n,S11 =n NP_055792.1 ACIN1
1425 ET 4 ETD 25.61 2 (R)K/S/S|IS\I|SIEIEIK GID|s|DIDIEIK P\R(K) S4 =n,512 =n NP_055792.1 ACIN1
1426 ET 4 ETD 12.1 2 (R)s/R|s|RIS R D RIR R\K E\R(A) S1=n,S3 =n NP_055792.1 ACIN1
1427 ET 4 ETD 8.88 1 (K)N L/L/V\t/m L 1]D/Q L]C]G\R(D) T5 =n NP_942131.1 ACACA
1428 ET 5 ETD 12.94 2 (R)G G/S W V V/I\D S/s/1 N\P R/H\m E m/y A\D|R\E\S\R(G) S10 =n,Y19 =n NP_942131.1 ACACA
1429 EL 3 ETD 15 1 (KINZY TJAIRIF\G|H|G|S]A\K(L) 510 =n NP_005683.2 ABCF2
1430 CL 3 CID 14.95 1 (K)G/G N V/F/A/A/L|1]1Q/D Q s E\E/E E E E\E\K(H) S13 =n NP_001020262.1 ABCF1
1431 CL 3 CID 24.42 1 (K)K/A E Q G s E E|JE|G E|G E/E|E/E|E|E|G\G\E\S\K(A) S6 =n NP_001020262.1 ABCF1
1432 ET 3 ETD 18.04 1 (R)E/D s Q R P G A/H/L T V K(K) S3 =n NP_001011724.1 HNRPA1
1433 CT 4 CID 14.57 2 (R)M L Fy TIM/K P S E/T S\F/Q\t\L\E\E|JV\P D Y V K K(A) Y4 =n,T15 =n NP_001004320.1 392636
1434 AL 4 CID 16.29 2 (K)TD L s INQIT|IR N A EJEZK\I m N T W y P\K(V) S4 =n,Y19 =n NP_940966.1 375347
1435 ELX 5 ETD 10.56 3 (K)S R\S\H/G|R\H\S\D|s INA/R s/P C|K|s P\K(G) 510 =n,514 =n,518 =n NP_542781.2 135295
1436 EG 5 ETD 15.85 1 (E)K/G/K P|K P R\s P Q|P P S|R|QJAIE P P|KIK\E(A) S8 =k NP_653205.2 124245
1437 EG 5 ETD 27.32 1 (E)D/S/KILIK\G GIK]A PJR\V A/T s|S|KA\VAT\R A Q I\E(D) S15 =n NP_612451.1 115098
1438 ET 3 ETD 11.79 1 (R)A/QII|E|D/t]L|R\R(D) T6 =n NP_612451.1 115098
1439 EL 4 ETD 10.19 2 (K)K/R P Q/R A t s N V/F\A M/F\D Q|S|Q IQIEIF\K(E) T7 =n,S8 =n NP_291024.1 103910
1440 EL 4 ETD 9.59 2 (K)K/RP QR A t s/N\VF A m F|DIQIS\Q\I|Q|E|F\K(E) T7 =n,S8 =n NP_291024.1 103910
1441 ELX 5 ETD 13.07 3 (K)E/R/R/R E R A D/R G/E A/JE R G s G G s\s G\D E/L R\E|D|D]JE P V\K(K) S16 =n,S519 =n,S20 =n NP_001001520.1 84717
1442 ET 4 ETD 23.43 1 (K)G E/S/A E|D|K\E|H]EJE\G\R|D|S\E|E/G\P\R(C) S15 =n NP_001001520.1 84717
1443 ELX 4 ETD 11.94 4 (K)G R/GJR G P P/s\s\s\D|S|E P E A E L E|R|EJA\K(K) S8 =n,59 =n,510 =n,512 =n NP_001001520.1 84717
1444 ET 4 ETD 12.72 4 (K)K A P/S|AIs\D|s D s K A D s|D G A\K P|E P\V]A|m\A\R(S) S6 =n,S8 =n,S10 =n,S14 =n NP_001001520.1 84717
1445 EL 5 ETD 21.74 1 (K)V/E RITIR\KIR S|E/G F|S m|DJR\K(V) S8 =n NP_001001520.1 84717
1446 EL 5 ETD 18.39 2 (K)V/E/R|T|R\K|R S|E|G|F/s|m|D|R\K(V) S8 =n,S12 =n NP_001001520.1 84717
1447 ET 4 ETD 19.82 3 (R)A/D/R G|EJAJEJR G s G G s\s G D E L RIE|DIDIE P V\K(K) 510 =n,513 =n,514 =n NP_001001520.1 84717
1448 ET 5 ETD 21.98 3 (R)A/D/R\G|ENA E|R G s\G\G/s|s/G\D\E/L R|E|DID\E P\V K\K(R) S10 =n,S13 =n,S514 =n NP_001001520.1 84717
1449 AT 2 CID 15.36 1 (R)A R G D\s EJAJL|D\E\E\S(-) S5 =n NP_001001520.1 84717
1450 ET 4 ETD 23.99 3 (R)G E/A E|R/G|s|G/G s|s\G/D/E|JL\R|E|DIDJE P V\K(K) S7 =n,S10 =n,S11 =n NP_001001520.1 84717
1451 ET 4 ETD 12.79 3 (R)G E A\E|R|G|s G|G/s|s\G D E L R E[D|DIE P VAK\K(R) S7 =n,510 =n,S11 =n NP_001001520.1 84717
1452 ET 3 ETD 18.17 1 (R)K R/s E/G/F/S M D R(K) S3 =n NP_001001520.1 84717
1453 ELX 5 ETD 12.85 2 (KDK RGR YN\RQY NS E I L EJE A I/s/V V\m/s|G K/M|S/V S K(A) S18 =n,S22 =n NP_115816.1 84458
1454 CT 3 CID 21.99 1 (K)G E/A V/L/R]P/G\L\D\A\E|P/E|L|s/P E E Q R(V) S16 =n NP_115726.1 84310
1455 ET 3 ETD 11.42 1 (R)D/S S/D s A D/G R A T P\S\E|N\L|V P|SISIA\R(V) S5 =n NP_079087.2 79869
1456 AG 4 ETD 25.84 1 (E)S K/TJAINIKIRIS]AZsS|TIEIK\L\E(Q) S10 =n AAH40518.1 79649
1457 ELX 4 ETD 30.49 2 (K)E/R/S S|IS|L/NIRIR\D|sIN LJH\S|S|T|D\K(E) S5 =n,511 =n AAH40518.1 79649
1458 ET 4 ETD 18.62 1 (R)R D|sIN L H|S/S T|D|K]ENQJAJE\R(K) S3 =n AAH40518.1 79649
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1459 EL 5 ETD 10.12 1 (K)M D 1 N RJR R]Y/P\A H/L\A\R/S\S|S\R\K(Y) S17 =n NP_077001.1 79077
1460 CT 3 CID 13.63 3 (R)K S/P S G P V/K\s/P/P/L\s|P/V/G t T|P\V\K(L) S9 =n,513 =n,T17 =n NP_076998.1 79074
1461 ELX 3 ETD 7.39 1 (K)K Q\K\t]EIDJE/V|IL]T\S K(G) T4 =n NP_076943.1 79002
1462 CT 3 CID 15.38 1 (R)A F/V E D s E/D/E\D\G A|G/E/G/G/S/S/L/L Q\K(R) S6 =n NP_075384.2 65095
1463 ET 3 ETD 10.34 1 (R)A F V E/D/s E D\E|D G/A G|E\G G|S|S|L LIQ\K(R) S6 =n NP_075384.2 65095
1464 EL 4 ETD 19.02 1 (K)m/E/A/V P/D VIE|RIK|EID]K P\E]G\Q\s P\V\K(A) S18 =n NP_071349.2 63893
1465 AL 3 CID 9.37 2 (K)V/R S/G|G\G s G G\S\G/G/Q V s L K(K) S7 =n,S15 =n NP_067051.1 58506
1466 ELX 3 ETD 7.01 1 (K)F/G FJA 1/G s\Q|T TIK\K(A) S7 =n NP_065090.1 57092
1467 ELX 3 ETD 22.42 1 (K)N/1|G/RID|T/P T|s|A|G PIN|S|FIN\K(G) S9 =n NP_065090.1 57092
1468 ELX 3 ETD 18.92 2 (KON/I|GIR|D\t P\T/s|A|G P|N|S|FIN\K(G) T6 =n,S9 =n NP_065090.1 57092
1469 ELX 3 ETD 12.13 3 (K)N/I|G/R/D t P T\s|A|G P\N|s|F|N\K(G) T6 =n,S9 =n,S14 =n NP_065090.1 57092
1470 ELX 3 ETD 19.53 1 (K)RISIA\EJE|EJAJAIDIL P\T|K P t\K(I) T15 =n NP_065090.1 57092
1471 ELX 4 ETD 12.45 1 (K)R/S/A/EJE|E A A\D|L P T|K P/T\K I s\K(F) S18 =n NP_065090.1 57092
1472 AL 2 CID 15.72 2 (K)AZA/V]L]|s/D|s E/D E|E K(A) S5 =k,S7 =k NP_060439.1 55677
1473 CL 2 CID 13.46 2 (K)T I1]|A]s/D|sS/E/E/E/A G K(E) S4 =k,S6 =k NP_060439.1 55677
1474 ET 3 ETD 14.65 2 (K)T/1 A s|D s E/E E A G|K|E|L]S|D\K(K) S4 =k,S6 =k NP_060439.1 55677
1475 ET 3 ETD 11.7 2 (R)K A/A\V|L s|D/s E/D\E E K]A|S]A\K(K) S6 =k,S8 =k NP_060439.1 55677
1476 ELX 4 ETD 30.97 1 (K)Q/R KID s\AISIEIEIEIAIRIV G]A\G\K(R) S5 =k NP_060286.1 55646
1477 EL 4 ETD 24.88 2 (K)Q/RIK|D\s|AIS|EIEIE]AIR]V G]A G\K(R) S5 =k,S7 =n NP_060286.1 55646
1478 EL 3 ETD 11.77 1 (K)R/R H/S|E/V]E]T|D\S\K(K) S4 =n NP_060286.1 55646
1479 AT 4 CID 15,59 2 (R)t N T t AJV|GII/S K P AIN/I HV K\S P/C S V/V GNSNS QN K(I) T1 =n,T4 =n NP_060639.2 55196
1480 EL 4 ETD 15.32 1 (K)L/1/G V P/A|D/A/E|A/L S\E|R S\G N T/P/N/s P RILJAJAIENS\K(L) S21 =n NP_060255.2 54908
1481 EL 3 ETD 9.88 1 (K)s R/R|INJLID F/Q|DJV\L\D\K(L) S1 =n NP_055121.1 51493
1482 CT 3 CID 11.76 1 (K)S EJV/Q Q|P V|H|P K/P L s/P D|S R(A) S13 =n NP_057441.1 51474
1483 ET 3 ETD 12.64 1 (R)E/T P|H\s P/G V]E|D\A P\I\A\K(V) S5 =k NP_057441.1 51474

(E)RAKKYGGSVGSQ|PPP VJAIP/EIP/GIP V P/s\S/P S Q E/P P T K

1484 CG 5 CID 26.22 R E(CY) S25 =n NP_056937.2 51035
1485 AT 4 CID 19.53 (KK Y GGS VG S/Q\P PP VJAIP/E/P G P\V|P s S|P S Q E|[P P T K(R) S22 =n NP_056937.2 51035
1486 AT 4 CID 23.7 1 (KXKY GGSVGS QIP/P/P V]|AIP/E/P G/P/N/P/s S/P S Q E/P P T K R(E) S22 =n NP_056937.2 51035
1487 AT 4 CID 12.67 2 (KK y G G SV G S\QIP/P/P/V A|P E|P/G/P V\P s S/P SQE PP TKR(E) Y2=nS22=n NP_056937.2 51035
1488 CL 3 CID 20.04 1 (K)Y/G G S V/G S Q|P/P/P V|A|P/E|P G P VIP s S/P S Q/E|P P T K(R) S21 =n NP_056937.2 51035
1489 AT 3 CID 23.73 1 (K)Y G G SV G S QJP/P P V]A|P|E\P/G P V]P|S|s/P S Q E/P P T K R(E) S22 =n NP_056937.2 51035
1490 ET 4 ETD 12.85 1 (K)Y G G/S/V/G|S|Q P P P/VIA\P|E P|G P|V P SIS\P S Q\E P P t K\R(E) T29 =n NP_056937.2 51035
1491 EL 4 ETD 20.74 1 (K)N/S/E P|SJA\R|H/V\D|SIL|S\QJR\s P\K(A) S16 =n AAF23374.1 SEPT9
1492 EL 5 ETD 15.72 2 (KN S E P S A R|H\V D|S/L/s Q R\S P K A\s\L/R/R|V\E\L/S G P K(A) S13 =n,520 =n AAF23374.1 SEPT9
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1493 ET 4 ETD 12.39 1 (K)RJAJE|V/L|G]H\K t/P\E P A P\R(R) T9 =n AAF23374.1 SEPT9
1494 AL 4 ETD 20.72 1 (K)A/N/WIENA QIQIRII L EJQ\Q\N/S|S\R\t|L/E\K(N) T18 =n NP_001011553.1 SEPT7
1495 AL 4 CID 14.23 1 (K)A N W/E/A/Q/Q R/I|L E/Q Q N|s\S R\T L E K(N) S15 =n NP_001011553.1 SEPT7
1496 ET 3 ETD 19.42 1 (R)IZ/L/EJQIQINIS\S|RIE]LIENK(N) T10 =n NP_001011553.1 SEPT7
1497 CL 3 CID 22.67 1 (K)T A/A/E/LIL\Q|S/Q|G S Q/A]G]|G/S/Q t L\K(R) T18 =n NP_055944.2 SEPT6
1498 EL 3 ETD 21.36 1 (K)T A A E/ZL|L Q|SIQIG/S|QIA/G|G|S|Qlt L\K(R) T18 =n NP_055944.2 SEPT6
1499 EL 3 ETD 24.23 1 (K)I/Y/HIL P\D]A|E|s|D|EID|EID|F\K(E) S9 =k NP_001008491.1 SEPT2
1500 CL 2 CID 18.85 1 (K)1 Y/H|L|P DJA\E\s/D|E D|E D/F K(E) 59 =k NP_001008491.1 SEPT2
1501 ET 4 ETD 27.7 1 (K)I/Y]H|L PIDJA/E|S|D/E|D\E|D F|K|EJQ\T\R(L) S9 =k NP_001008491.1 SEPT2
1502 AT 4 CID 19.74 1 (K)1 Y/H\L|P/D|A\E|s/D/E/D|E/D|F K/E/Q T R(L) 59 =k NP_001008491.1 SEPT2
1503 CT 4 CID 15.56 1 (R)M K R E E\G A\GJA T EJP E Y/y HIY\I/P P A H C K(V) Y15 =n NP_001002909.1 23131
1504 EL 4 ETD 7.47 1 (K)G V P|H PIE/D\DJHIS\Q\V\E\G\P E|s|L R(-) S17 =n NP_055842.1 23042

(K)V/S/Y|1 P D E/Q/1 AQ G P/ENG R R/G|G\F G SIR G Q/P R Q G\s P

1505 AL 5 ETD 19.32 1 V]A\A\G]A P\A\K(Q) S31 =k NP_006537.3 10642
1506 CG 2 CID 23.29 1 (E)D/A Q/K/S/S|s/P\AJP A\D\I|A]Q|T VAQ\E(D) S7 =k,S5 =nf,56 =nf NP_005745.1 10146
1507 CG 3 CID 12.56 1 (E)D A Q K s\S S P\A|P A\D\I A\Q\T\V\Q\E(D) S5 =k,S6 =nf,S7 =nf NP_005745.1 10146
1508 AG 3 CID 21.69 1 (E)E T A/P E/D A Q K\S S\s/P A|P A|D I]A]Q]T\V]Q\E(D) 512 =k,510 =nf,511 =nf NP_005745.1 10146
1509 AG 3 CID 19.24 1 (E)T A/P E/D A Q|K|S\S|s P AJP A\D I]A Q\T\V|Q\E(D) S11 =k,S9 =nf,510 =nf NP_005745.1 10146
1510 CT 2 CID 20.76 1 (K)S s S/P AP A/D|I]A Q/T/V/Q/E/D/L\R(T) S2 =k,S1 =nf,S3 =nf NP_005745.1 10146
1511 AT 3 CID 18.12 1 (K)S S/s P A|P A D]IINA/Q|T|V Q/E|D/L\R(T) S3 =k,S1 =nf,S2 =nf NP_005745.1 10146
1512 ET 3 ETD 17.86 1 (K)S/s|S P/A P A\D|I1|A\Q|T|V QJE|D|L\R(T) 52 =k,S1 =nf,S3 =nf NP_005745.1 10146
1513 EL 4 ETD 11.81 1 (K)S S s P\A P AID\I A/Q/T V\Q E D/L R T\F S\WJA|S|V\T\S\K(N) S3 =k,S1 =nf,S2 =nf NP_005745.1 10146
1514 EL 5 ETD 18.54 1 (K)A/RIR G R\s P/K\G\E/F\K|D|E|EJE\T V T T\K(H) S6 =n NP_055481.1 9685
1515 EL 4 ETD 11.25 1 (K)H IJH\I|T QJA|TIE|T/T t T RIH\K(R) T12 =n NP_055481.1 9685




