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Table S1. Divergences of 57 newly identified CR1 elements in chicken genome.

Average Standard
Subfamily Divergence(%) Deviation Type
CR1-B 3.08 2.20 Y
CR1-B2 6.81 2.90 Y
CR1-B2 2 7.56 1.94 Y
CR1-C 5.83 2.20 Y
CR1-C 2 6.46 1.64 Y
CR1-C 3 6.00 2.43 Y
CR1-C2 7.86 2.05 Y
CR1-H 3.06 1.61 Y
CR1-H 2 2.75 2.73 Y
CR1-H 3 3.16 2.41 Y
CR1-X 5.58 3.31 Y
CR1-X1 5.66 2.01 Y
CR1-X1 2 6.00 2.63 Y
CR1-X2 5.60 2.77 Y
CR1-X2 2 5.44 1.39 Y
CR1-X2 3 6.65 2.71 Y
CR1-X2 4 5.48 1.30 Y
CR1-Y 3.55 1.90 Y
CR1-C3 15.39 2.90 A
CR1-C3 2 12.03 2.36 A
CR1-C3 3 10.09 3.82 A
CR1-C4 15.85 2.67 A
CR1-C4 2 16.99 2.96 A
CR1-C4 3 16.49 3.13 A
CR1-C4 4 18.08 2.90 A
CR1-C4 5 18.49 3.01 A
CR1-D 10.07 2.04 A
CR1-D 2 10.46 2.69 A
CR1-D_3 10.22 2.30 A
CR1-D2 11.41 2.24 A
CR1-D2 2 12.79 2.27 A
CR1-D2 3 12.78 2.47 A
CR1-E 10.85 2.52 A
CR1-E 2 9.60 2.40 A
CR1-E 3 22.62 3.15 A
CRI1-E 4 11.46 3.40 A
CR1-F 11.03 3.36 A
CR1-F2 10.21 2.25 A
CR1-F2 2 11.67 3.89 A
CR1-F2 3 12.08 4.49 A



CR1-G 17.10 3.87 A
CR1-G_2 19.67 4.17 A
CR1-G_3 22.53 4.39 A
CR1-G_6 15.59 2.67 A
CR1-G_7 15.77 2.50 A
CR1-X_3 15.09 4.62 A
CR1-X_5 12.44 2.89 A
CR1-X_6 12.72 3.08 A
CR1-X_8 13.94 411 A
CR1-Y3 9.98 2.34 A
CR1-G_4 31.93 6.91 AA
CR1-G_5 27.42 7.45 AA
CR1-X_2 16.45 6.45 AA
CR1-X_4 16.65 5.15 AA
CR1-X_7 21.90 5.66 AA
CR1-Y4 19.00 6.59 AA
CR1-Y4 2 27.48 7.96 AA

After correction for multiple hits and the CpG content, we calculated the mean and standard
deviation of the divergence distribution. The mean of 9.0 substitutions from consensus (%) was
used as the threshold to define Y (“young”) or A (“ancient”) subfamilies. The standard deviation
of 5.0% was used to decide one or two modes. One-mode distributions were labeled as Y or A
while two-mode distributions are labeled as AA.



File S2. Fasta files of 57 putative chicken and one turkey-specific CR1 consensus sequences.

>CR1-C4_2
AACAGTATCCTGGGCTGCATCAAAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTGCTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGCATCCAGGCCTGGGGCCCCCAGCACAAGAAAGATGTGGAGCTGTTGGAGTGGG
TCCAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGAAAGGCTGAGGGAGCTGGGCTTG
TTCAGCCTGGAGAAGAGAAGGCTCCGGGGAGACCTCATTGCAGCCTTCCAGTACTTAAAGGGAGCTTATAAACAGGA
GGGAGACTGACTTTTTACATGGTCTGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTAAAAGAGGGGAGATTTA
GGTTAGATGTTAGGAAGAAATTCTTTACTCAGAGGGTGGTGAGGCACTGGCACAGGCTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-X_2
AATGGCATCCTGGCTTGTATCAGAAATAGTGTTGCCAGCAGGAGCAGGGAAGTGATCATCCCTCTGTACTCAGCACT
GGTGAGGCCGCACCTTGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAACTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGT
GGGGGTCAGCCTCTTCTCCCATGTAACTAGTGATAGGACTAGAGGGAATGGCCTCAAGTTGCACCAGGGGAGATTCA
GGTTGGATATTAGGAAAAATTTCTTCTCTGAAAGAGTGGTCAGGCACTGGAATGGGCTGCCCAGGGAGGTGGTGGAG
TCA

>CR1-G_2
AATGGTATCCTGGGGTGCATTAAAAAGAGTGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATCTGGAGTACTGTGTCCAGTTCTGGGCTCCTCAGTTCAAGAAAGACAGGGAACTGCTAGAGAGAG
TCCAGCGGAGGGCCACAAAGATGATTAGGGGCCTGGAGCATCTCCCTTATGAGGAAAGGCTGAGAGACCTGGGTCTG
TTCAGCCTGGAGAAGAGAAGACTGAGAGGGGATCTTATCAATGTTTATAAATATCTAAAGGGTGGGTGTCAAGAGGA
TGGGGCCAGGCTCTTTTCAGTGGTGCCCAGTGACAGGACAAGGGGCAATGGGCACAAACTGGAACATAGGAAGTTCC
ATACAAATATGAGAAAAAACTTCTTTACTGTGAGGGTGACAGAGCACTGGAACAGGCTGCCCAGAGAGGTTGTGGAG
TCT

>CR1-C
AACTGTGTTCTGGGCTGCATTAAAAAAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCAGCTCT
TGTGAGGCCCCATCTGGAGTACTGCGTCCAGGCCTGGGGCCCCCAGTACAGGAAGGACGTGGAGCTCTTGGAGCGGG
TCCAGAGGAGGGCCACTAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAGGAAAGGTTGAGGGAACTGGGCTTG
TTTAGCTTGGAGAAGAGAAGGCTCCGGGGAGACCTCATTGTGGCCTTCCAGTACTTGAAGGGAGCATATAAACAGGA
GGGGGAACGGCTGTTTACGAGGGTGGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTGAGACAGGGGAGGTTTA
GGTTAGATATTAGGAGGAAGTTTTTCACACAGAGGGTGGTGACACACTGGAACAGGTTGCCCAAGGAGGTTGTGGAT
GCC

>CR1-X2_2
AATGGCATCCTGGCTTGTATCAGGAATGGTGTGGTGAGCAGGACTAGGGAAGTCATCCTGCCCCTGTACTCGGCATT
GGTGAGGCCTCACCTCGAGTACTGTGTTCAGTTTTGGGCACCTCAGTACAGAAAGGACATGGAGGTGCTGGAGCAGG
TCCAAAGAAGGGCAACAAGGCTTGTGAAGGGCTTGGAGAATATGCCCTATGAGGAGAGACTGAAGGAACTGGGGCTG
TTTAGTCTGGGGAAAAGGAGGCTGAGGGGAGACCTTATTGCTCTCTTCCAATATCTGAAAGGTGCTTACAGCGAGAG
CGGGGTTGGTCTCTTCTCACTGGTGACAGGTGACAGGACGAGGGGAAATGGCCTCAAGTTGCGCCAGGGTAAGTTTA
GGTTGGATATCAGGAAAAACTTCTTTACAGAAAGGGTTGTTAAGCACTGGAATAGGCTCCCCAGGGAGGTGGTTGAG
TCA

>CR1-H_2
AATGGCATCCTGGCTTGTATCAGAAATAGTGTGGCCAGCAGGAACAGGGAAGTAATTATCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTCCAGTTTTGGGCCCCTCACTGTAAGAAAGACATCGAGGCCCTGGAGCGTG
TCCAGAGGAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAGGCCTTATGAAGAGCGGCTGAAGGAGCTGGGATTG
TTCAGTCTAGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTATAACTACCTGAAGGGAGGTTGTAGTGAGCT
GGGGGTCAGCCTCTTCTCTCGTGTGACTAGTGATAGGACTAGAGGGAATGGCTTCAAGCTGCGCCAGGGAAGATTCA
GGCTGGACGTTAGGAAATACTACTTCTCTGAAAGGGTGGTCAGGCACTGGAATGGGCTGCCCAGAGAGGTGGTGGAG
TCA

>CR1-D2
AACCGTATCCTGGGCTGCATCAAAAGAAGCGTGGCCAGCAGGGCGAGGGAGGTGATCCTGCCCCTCTGCTCTGCGCT
GGTGAGACCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATGGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCTCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTCTGGGGAGACCTGAGAGCGGCCTTTCAGTATCTAAAGGGGGGCTATAAGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTTGTGATAGGACAAGGGGAAATGGTTTCAAACTAAAAGAGGGGAGATTTA



GATTGGATATAAGGAAGAAGTTTTTTACAATAAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGAGGTGGTGGAT
GCC

>CR1-B2
AATGGTATCCTGGGCTCCATCAGAAGAGGGGTGGCCAGCAGGGACAGGGAGGTGATTGTCCCTCTCTACTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGTGTCCAGGTCTGGAGCCCCCAGTACAAGAAAGACAGAGAGCTGTTGGAGAGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCCCCTACGAAGACAGGCTGAGGGAGCTGGGCTTG
TTCAGCCTGGAGAAAAGAAGGCTGCGGGGTGACCTCATTGCAGCCTTTCAGTACCTAAAGGGAGCCTATAAACAGGA
GGGGAGTCAACTCTTTGAAAGGGTAGATAACAGCAGGACAAGGGGAAATGGTTTTAAGTTGAAGGAGGGAAGATTTA
GGTTGGATGTCAGGGGGAAGTTCTTTACTATGAGAGTGGTGAGGTGCTGGAACAGGCTGCCCAGAGAGGTTGTGGAT
GCC

>CR1-E_2
AACCGTATCCTGGGTTGCATCAAGAGAAGTGTGACCAGCAGGTCGAGGGAGGTGATTCTGCCCCTCTACTCTGCTCT
CGTGAGACCCCACCTGGAGTACTGCATCCAGTTCTGGAGCCCCCAACACAAGAAGGACATGGAGCTGTTGGAGCAGG
TCCAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCCCCTATGAGGACAGGCTGAGAGAGCTGGGGCTC
TTCAGCCTGGAGAAGAGAAGGCTCCGAGGAGACCTTATAGCGGCCTTCCAGTACCTGAAGGGGGCCTACAGGAAAGC
TGGGGAGGGACTTTTTATAAGGGCATGTAGCGACAGGATGAGGGGAAATGGTTTTAAACTGGAAGAGGGTAGATTTA
GACTAGATATTAGGAAGAAATTCTTTACTGTGAGGGTGGTGAGACACTGGAACAGGTTGCCCAGTGAGGTTGTGGAT
GCC

>CR1-X1
AATGCCATCCTGGCCTGCATTAGAAATAGTGTGGCCAGCAGGAGCAGGGAGGTAATCATCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAACGTG
TCCAGAGAAGGGCAACAAAACTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAGCTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTCATTGCACTCTACAACTTCCTGAAGGGAGGTTGTGATGAGGA
GGGGTTTGGCCTCTTCTCCCAGGCAACAAACAGGACCCGAGGAAATGGCCACAAGTTGTACCAGAGGAGGTTTAGAT
TAGACATAAGGAAAAACTTTTTCTCTCAGAGAGTGGTCAGGCACTGGAATGGCCTGCCCAGGGAGGTGGTGGAGTTG
>CR1-F2
AATGGTATCCTGGGGTGCATTAAAAAGAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATTTAGACTACTGTGTCCAGTTCTGGGCTCCCCAGTTCAAAAAAGACAGGGATCTCCTAGAAGGAG
TCCAGCGGAGGGCCACAAAGATGATAAAGGGCCTGGAGCATCTCCCATATGAGGAAAGGCTGAGTAACCTGGGTCTG
TTCAGCCTGGGGAAAAGAAGACTGAGAGGGGATCTGATAAATGTTTATAAATATCTAAAGGGAGGTGGGAGGCAAAT
GGATGAGGCCAGGCTCTTCTCGGTGGTGTGTAGCGATAGGACAAGGAGTAATGGCCTAAAACTTGAACATAGGAAGT
TCCATACTAACATGCGGAAGAACTTCTTTATGGTAAGGGTGATGGAGCACTGGAACAGGTTGCCCAGAGAGGTTGTG
GAGTCT

>CR1-Y
AATGGCATCCTGGCTTGTATCAGGAATGGTGTGGTGAGCAGGACTAGGGAAGTCATCCTGCCCCTGTACTCGGCATT
GGTGAGGCCTCACCTCGAGTACTGTGTTCAGTTTTGGGCACCTCAGTACAAGAAGGACATGGAGGTACTGGAGCAGG
TCCAGAGAAGGGCAACGAGGCTAGTGAAGGGCTTGGAAAATCAGCCCTATGAGGAGAGGCTGAGGGAGCTGGGGCTG
TTTAGTCTGGGGAAGAGGAGGCTGAGGGGAGACCTTATTACTCTCTTCCAGTACCTGAAAGGTGTTTACAGTGAGAG
CGGGGTAGGTCTCTTCTCACTGGTGACAGGTGACAAGACGAGGGGAAATGGCCTCAAGTTGCGCCAAGGTAAGTTTA
GGTTGGACGTTAGGAAACACTTCTTTACAGAAAGGGTGGTTAAACACTGGAATAGGCTCCCCAGGGAGGTGGTTGAG
TCA

>CR1-B
AATGGTATCCTGGGCTCCATCATGAGAGGGGTGGCCAGCAGGGACAGGGAGGTGATTGTCCCTCTCTACTCTGCTCT
TGTGAGGCCCCATCTGGAGTACTGTGTCCAGGTATGGAGCCCCCAGTACAAGAAAGACAGAGAGCTGTTGGAGAGGG
TCCAGAGGAGGGCCACAAAGATGATCAGGGGGCTGGAGCACCTCCCCTACGAGGACAGGCTGAGGGAGCTGGGCTTA
TTCAGCCTGGAGAAGAGAAGGCTGCGGGGTGACCTCATTGCAGCCTTTCAGTACCTGAAGGGAGCCTATAAACAGGA
AGGGAGTAAACTCTTTGAAAGGGTAGATAACAGCAGGACAAGGGGGAACGGTTTTAAGTTGAAAGAGGGAAGATTTA
GGTTGGATGTTAGGGGGAAGTTCTTTACCAGGAGAGTGGTGAGGTGCTGGAACGGGCTGCCCAGAGAGGTTGTGGAT
GC

>CR1-Y4
AACTGTACCCTGGGGTGCATCAGGCCCAGCACTGCCAGCTGGTCAAGGGAAGGGATTGTCCCACTCTGCTCTGCACT
GGTGCGGCCTCACCTCGAGCACTGTGTGCAGTTTTGGGTGCCACAATATAAGAAGGACATAAAACTATTAGAGAGTA
TCCAAAGGAGGGCTACAAAGATGGTGAAGGGTCTAGAGGGCAAGATGTATGAGGAGTGGCTGAGGTCCCTTGGTTTG
TTCAGCCCAGAGCAGAGGAGGCTGAGGGGAGGCCTCATGGCGGCCTGCAGCTCCTCACAGGGAGCGGAGGGGCAGCG
CTGAGCTCTGCTCTCTGGTGACAGCGACAGGACCCGAGGGAACGGCATGGAGCTGTGTCAGGGGAGGGTCAGGTTGG
GTGTTAGGAAAAGGTTCTTCACCAGAGGGTGGTCGGGCACTGGAACAGGCTCCCCAGGGCAGTGGTCAAGGCC
>CR1-F



AATGGGATCCTGGGGTGCATTAAAAGGAGCGTGGCCAGCAGGTCAAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTCAGGCCTCACCTGGAGTACTGTATCCAGTTCTGGGCTCCCCAGTACAAAAAAGACAGGGATCTCCTGGAGAGAG
TCCAGCGGAGGGCCACAAAGATGATAAAGGGCCTGGAGCATCTCCCCTATGAGGAAAGGCTGAGTGACCTGGGTCTG
TTCAGCCTTGAGAAAAGAAGACTCAGAGGGGATCTGATTAATGTTTATAAATATCTTAAGTGTGGGAGTCAAAGGGA
CATGGCCAACCTCTTTTCAGTGGTCTGTGGGGACAGGACAAGGGGAAATGGCCATAAACTGGAGCATAGGAAGTTCT
GCACCAATATGCGAAGGAACTTCTTCACAGTGAGGGTGACGGAGCACTGGAACAGGCTGCCCAGGGAGGTTGTGGAT
TCT

>CR1-D 2
AACCGTATCCTGGGCTGCATCAAAAGAAGCATGGCCAGCAGGTCGAGGGAGGTGATCCTGCCCCTCTACTCTGCGCT
GGTGAGGCCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATAGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCTCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTCCGAGGTGACCTGATAGCGGCCTTTCAGTATCTAAAGGGGAGCTACAGGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTGGTGATAGAACAAGGGGAAATGGTTTCAAGCTTAAAGAGGGTAGATTTA
GGTTAGATATAAGGAAAAAGTCTTTTACAGTGAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGATGTGGTTGAT
GCC

>CR1-C3
AAGTATCCTGGGCTGCATCAGAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCTCTCTACTCTGCCCTTG
TGAGGCCCCATCTGGAGTACTGCATCCAGGTCTGGGGCCCCCAACACAGGAAAGATGTGGAGCTTTTGGAGAGGGTC
CAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGACAGGCTGAGGGAGCTGGGCTTGTT
CAGTCTGGAGAAGAGAAGGCTGCGGGGAGACCTCATTGCAGCCTTCCAGTATTTAAAGGGAGATTATAAACAGGAGG
GAAATCAACTTTTTACATGGGTAGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTAAAGGAGGGGAGATTTAGA
TTAGATGTCAGGGGGAAGTTTTTCACTGAGAGGGTGGTGAGGTGCTGGAACAGGCTGCCCAGAGAGGTTGTGGATGC
C

>CR1-C3 2
AATGGTATCCTGGGTTCCATCAGAAGAGGGGTGGCCAGCAGGGCGAGGGAGGTGATTGTCCCCCTCTATTCTGCCCT
CGTGAGGCCCCAGCTGGAGTACTGCATCCAAGTCTGGGGCCCCCAACACAGGAAAGATGTGGAGCTTTTGGAGAGGG
TCCAGAGGAGGGCCACGAAGATGATCCAAGGGCTGGAGCACCTCTCCTATGAAGACAGGCTGAAGGAACTGGGCTTG
TTCAGCCTGGAAAAGAGAAGGCTGTGGGGAGACCTCATTGTGGCCTTCCAATATTTAAAGGGAGTTTATAAACATGA
GGGAAATCAACTTTTTACATGGGTAGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTAAAGGAAGGGAGATTTA
GATTAGATGTCAGGGGGAAGTTTTTTACTGAGAGAGTGGTGAGGTGCTGGAACAGGTTGCCCAGAGAGGTTGTGGAT
GCC

>CR1-G_3
AATGGTATCCTGGGCTGCATTAGGCAAAGTATTGCCAGCAGGTCAAGGGAGGTGATCCTTCCCCTCTACTCAGCACT
GGTGAGGCCACACCTGGAGTACTGTGTCCAGTTCTGGGCTCCCCAGTACAAGAGAGACATGGACATACTGGAGAGAG
TCCAGCAAAGGGCCACCAAGATGATGAAGGGACTGGAGCACCTCTCCTATGAGGAGAGGCTGAGAGAGCTGGGACTG
TTCAGCCTGGAGAAGAGGAGGCTCAGGGGGGATCTCATCAATGTCTATAAATACCTGAAGGGAGGGTGCAAAGAGGA
TGGAGCCAGGCTCTTTTCAGTGGTGCCCAGTGCCAGGACAAGAGGCAATGGGCACAAACTGGAACACAGGAGGTTCC
CTCTGAACATCAGGAAGCACTTCTGTGCTGTGCAGGTGATGGAGCACTGGCACAGGTTGCCCAGAGAGGCTGTGGAG
TCT

>CR1-X_3
AATGGCATCCTGGCTTGTATCAGAAATAGTGCAGCCAGCAGGAGCAGGGAGGTGATCGTCCCTCTGTACTCAGCACT
GGTGAGGCTGCACCTCGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACGAAGCTGTGAGGGGTCTGGAGCACAAGTCTTATGGGGAGCAGCTGAGGGAACTGGGATTGT
TCAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGTG
GGGGTTGGCCTCTTCTCCCAGGTAACAGTGATAGGATGAGAGGTAATGGCCTCAAGTTGCACCAGGGGAGGTTCAGG
TTGGATATTAGGAAAAATTTCTTCTCAGAAAGAGTGGTGAGGCATTGGAACAGGCTGCCCAGGGAGGTGGTGGAGTC
A

>CR1-G
AATGGTATCCTGGGGTGCATTAAAAAGAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATCTGGAGTACTGTGTCCAGTTCTGGGCTCCCCAGTTCAAGAAAGACAGGGAACTTCTAGAGAGAG
TCCAGTGGAGGGCCACAAAGATGATTAGGGGCCTGGAGCATCTCCCTTATGAGGAAAGGCTGAGAGACCTGGGACTG
TTCAGCCTGGAGAAGAGAAGGCTGAGAGGGGATCTTATCAATGCTTATAAATATCTAAAGGGTGGGAGTCAAGTGGA
TGGGGCCAGGCTCTTTTCAGTGGTGCCCAGCAACAGGACAAGGGGCAATGGGCACAAACTGGAACACAGGAAGTTCC
ATATGAACATGAGGAAGAACTTCTTTACTGTGAGGGTGACAGAGCACTGGAACAGGCTGCCCAGAGAGGTTGTGGAG
TCT

>CR1-G_4



AGTATCCTGGGCTGCATTAGGAAAAGTATTGCCAGCAGGTCAAGGGAGGTGATCCTTCCCCTCTACTCAGCACTGGT
GAGGCCACACCTGGAGTACTGTGTCCAGTTCTGGGCTCCCCAGTACAAGAGAGACATGGACATACTGGAGAGAGTCC
AGTGAAGGGCCACAAAGATGATTAAGGGACTGGAGCATCTCTCCTATGAGGAAAGGCTGAGAGAGCTGGGACTGTTC
AGCCTGGAGAAGAGAAGGCTCAGGGGAGATCTTATCAATGTGTATAAATACCTGAAGGGAGGGTGTAAAGAAGATGG
AGCCAGACTCTTTTCAGTGGTGCCCAGTGACAGGACAAGAGGCAATGGGCACAAACTGAAACACAGGAGATTCCATC
TAAACATCAGGAAAAACTTTTTTACTGTGAGGGTGATTGAGCACTGGAACAGGTTGCCCAGAGAGGTTGTGGAGTCT
>CR1-G_5
AAGTATCCTGGGCTGCATTAGGAAAAGTATTGCCAGCAGGTCAAGGGAGGTGATCCTTCCCCTCTACTCAGCACTGG
TGAGGCCACACCTGGAGTACTGTGTCCAGTTCTGGGCTCCCCAGTACAAGAGAGACATGGACATACTGGAGAGAGTC
CAGTAAAGGGCCACAAAGATGATGAAGGGACTGGAGCATCTCTCCTATGAGGAAAGGCTGAGAGAGCTGGGACTGTT
CAGCCTGGAGAAGAGAAGGCTCAGGGGAGATCTTATCAATGTATATAAATACCTGAAGGGAGGGTGCAAAGAGGATG
GAGCCAGGCTCTTTTCAGTGGTGCCCAGTGACAGGACAAGAGGCAATGGGCACAAACTGAAACACAGGAGGTTCCAT
CTGAACATCAGGAAAAACTTCTTTACTGTGAGGGTGATCGAGCACTGGCACAGGTTGCCCAGAGAGGTTGTGGAGTC
7

>CR1-G_6
AATGGTATCCTGGGGTGCATTAAAAAGAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATCTGGAGTACTGTGTCCAGTTCTGGGCTCCTCAGTTCAAGAAAGACAGGGAACTTCTAGAGAGAG
TCCAGCGGAGGGCCACAAAGATGATTAGGGGCCTGGAGCATCTCCCTTATGAGGAAAGGCTGAGAGACCTGGGACTG
TTCAGCCTGGAGAAGAGAAGACTGAGAGGGGATCTTATCAATGCTTATAAATATCTAAAGGGTGGGAGTCAAGTGGA
TGGGGCCAGGCTCTTTTCAGTGGTGCCCAGTGACAGAACAAGGGGCAATGGGCACAAACTGGAACACAGGAAGTTCC
ATACAAACATGAGGAAGAACTTCTTTACTGTGAGGGTGACAGAGCACTGGAACAGGCTGCCCAGAGAGGTTGTGGAG
TCT

>CR1-G_7
AATGGTATCCTGGGGTGCATTAAAAAGAGTGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATCTGGAGTACTGTGTCCAGTTCTGGGCTCCTCAGTTCAAGAAAGACAGGGAACTTCTAGAGAGAG
TCCAGCGGAGGGCCACAAAGATGATTAGGGGCCTGGAGCATCTCCCTTATGAGGAAAGGCTGAGAGACCTGGGACTG
TTCAGCCTGGAGAAGAGAAGACTGAGAGGGGATCTTATCAATGCTTATAAATATCTAAAGGGTGGGAGTCAAGTGGA
TGGGGCCAGGCTCTTTTCAGTGGTGCCCAGTGACAGAACAAGGGGCAATGGGCACAAACTGGAACACAGGAAGTTCC
ATATGAACATGAGGAAAAACTTCTTTACTTTGAGGGTGACAGAGCACTGGAACAGGCTGCCCAGAGAGGTTGTGGAG
TCT

>CR1-C3_3
AATGGTATCCTGGGCTCCATCAGAAGAGGGGTGGCCAGCAGGGACAGGGAGGTGATTGTCCCTCTCTACTCTGCCCT
CGTGAGGCCCCATCTGGAGTACTGCATCCAGGTCTGGGGCCCCCAGTACAGGAAAGATGTGGAGCTGTTGGAGAGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCCCCTATGAAGACAGGCTGAGGGAGCTGGGCTTG
TTCAGCCTGGAGAAGAGAAGGCTGCGAGGAGACCTCATTGCAGCCTTCCAGTATTTAAAAGGGGATTATAAACAGGA
GGGGAATCAACTTTTTACAAGGGTAGATAGTGATAGGACAAGGGGGAATGGTTTTAAGCTCAAGGAGGGAAGGTTTA
GATTGGATGTCAGGGGGAAGTTCTTTACAGAGAGAGTGGTGAGGTGCTGGAACAGGCTGCCCAGAGAGGCTGTGGAT
GC

>CR1-B2_2
AATGGTATCCTGGGCTCCATCAGAAGAGGGGTGGCCAGCAGGGACAGGGAGGTGATTGTCCCTCTCTACTCTGCCCT
CGTGAGGCCCCATCTGGAGTACTGCGTCCAGGTCTGGGGCCCCCAATACAAGAAAGACAGGGAGCTGTTGGAGAGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCCCCTACAAAGACAGGCTGAGGGAGCTGGGCTTG
TTCAGCCTGGAGAAGAGAAGGCTGCGGGGTGACCTCATTGCAGCCTTCCAGTACCTAAAGGGAGCCTACAAACAGGA
GGGGAGTCAACTCTTTGAAAGGGTAGATAATAGCAGGACAAGGGGAAATGGTTTTAAGTTGAAGGAGGGAAGATTTA
GGTTGGATGTCAGGGGGAAGTTCTTTACTAAGAGAGTGGTGAGGTGCTGGAACAGGCTGCCCAGAGAGGCTGTGGAT
GCC

>CR1-E
AACTGTATCCTGGGTTGCATCAAGAGAAGTGTGACCAGCAGGTCGAGGGAGGTGATTCTGCCCCTCTACTCTGCTCT
CGTGAGACCCCACCTGGAGTACTGCATCCAGTTCTGGGGCCCCCAACACAAGAAGGACATGGAGCTGTTGGAGCAGG
TCCAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCCCCTATGAGGACAGGCTGAGAGAGCTGGGGCTC
TTCAGCCTGGAGAAGAGAAGGCTCCGGGGGGACCTTATAGCGGCCTTCCAGTACCTGAAGGGGGCCTACAGGAAAGC
TGGGGAGGGACTTTTTATAAGGGCATGTAGTGACAGGATAAGGGGAAATGGCTTTAAACTGGAAGAGGGTAGATTTA
GACTAGATATTAGGAAGAAATTCTTTACTGTGAGGGTGGTGAGACACTGGAACAGGTTGCCCAGAGAGGTTGTGGAT
GCC

>CR1-E_3
AACCGTATCCTGGGCTGCATCAAAAGAAGTGTGGCCAGCAGGTCAAGGGAGGTGATTCTCCCCCTCTACTCTGCTCT
CATGAGACCCCACCTGGAGTACTGCATTCAGCTCTGGGGCCCCCAGCATAAGAAGGACATGGACCTGTTGGAGCAGG



TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGACAGGCTGAGAGAGTTGGGGTTG
TTCAGCCTGGAGAAGAGAAGGCTCCAGGGAGACCTTATAGCAGCCTTCCAGTACCTAAAGGGGGCCTACAGGAAAGA
TGGGGAGGGACTTTTTATCAGGGAGTGTAGTGATAGGACAAGGGGTAATGGTTTTAAACTAAAAGAGGGTAGATTTA
GATTAGATATTAGGAAGAAATTCTTTACTATGAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-E_4
AACTGTATCCTGGGTTGCATCAAGAGAAGTGTGACCAGCAGGTCAAGGGAGGTGATTCTGCCCCTCTACTCTGCTCT
CGTGAGACCCCACCTGGAGTACTGCATCCAGTTCTGGGGCCCCCAACACAAGAAGGACATGGAGCTGTTGGAGCAGG
TCCAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCCCCTATGAGGACAGGCTGAGAGAGCTGGGGCTC
TTCAGCCTGGAGAAGAGAAGGCTCTGAGGAGACCTTATAGCGGCCTTCCAGTACCTGAAGGGGGCCTACAGGAAAGC
TGGGGAGGGACTTTTTATAAGGGCATGTAGTGACAGGACAAGGGGAAATGGCTTTAAACTGGAAGAGGGTAGATTTA
GACTAGATATTAGGAAGAAATTCTTTACTGTGAGGGTGGTGAGACACTGGAACAGGTTGCCCAGAGAGGTTGTGGAT
GCC

>CR1-D_3
AACTGTATCCTGGGCTGCATCAAAAGAAGCGTGGCCAGCAGGGCGAGGGAGGTGATCCTGCCCCTCTGCTCTGCGCT
GGTGAGGCCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATGGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCTCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTGTGAGGTGACCTGAGAGCGGCCTTTCAGTATCTAAAGGGGAGCTACAGGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTGGTGATAGAACAAGGGGAAATGGTTTCAAGCTTAAAGAGGGTAGATTTA
GGTTGGATATAAGGAAAAAGTCTTTTACAGTGAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGATGTGGTTGAT
GCC

>CR1-D
AACCGTATCCTGGGCTGCATCAAAAGAAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTGCCCCTCTACTCTGCGCT
GGTGAGGCCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATGGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCTCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTCCGAGGTGACCTGATAGCGGCCTTTCAGTATCTAAAGGGGAGCTACAGGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTGGTGATAGAACAAGGGGAAATGGTTTCAAGCTTAAAGAGGGTAGATTTA
GGTTAGATATAAGGAAAAAGTCTTTTACAGTGAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGATGTGGTTGAT
GCC

>CR1-D2_2
AACCGTATCCTGGGCTGCATCAAAAGAAGCGTGGCCAGCAGGTTGAGGGAGGTGATCCTGCCCCTCTACTCTGTGCT
GGTGAGACCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATGGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCTCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTCTGGGGAGACCTGATAGCGGCCTTTCAGTATCTAAAGGGGGGCTATAAGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTTGTGATAGGACAAGGGGAAATGGTTTCAAACTAAAAGAGGGGAGATTTA
GATTGGATATAAGGAAGAAGTTTTTTACAATAAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGATGTGGTGGAT
GCC

>CR1-C4
AACAGTATCCTGGGCTGCATCAAAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGTGTCCAGGCCTGGGGCCCCCAGCACAGGAAGGATGTGGAGCTGTTGGAGTGGG
TCCAGAGGAGGGCCACGAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGAAAGGTTGAGGGAGCTGGGCTTG
TTCAGCTTGGAGAAGAGAAGGCTCTGGGGAGACCTCATTGCGGCCTTCCAGTACTTGAAGGGAGCTTATAAGCAGGA
GGGAGACTGACTTTTTACATGGTCTGATAGTGATAGGACAAGGGGGAATGGCTTTAAACTAAAAGAGGGGAGATTTA
GGTTAGATGTTAGGAAGAAATTCTTTACTCAGAGGGTGGTGAGGCACTGGCACAGGCTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-C4_3
AACAGTATCCTGGGCTGCATCAAAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGCATCCAGGCCTGGGGCCCCCAGCACAAGAAAGATGTGGAGCTGTTGGAGTGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGAAAGGCTGAGGGAGCTGGGCTTG
TTCAGCTTGGAGAAGAGAAGGCTCTGGGGAGACCTCATTGCGGCCTTCCAGTACTTGAAGGGAGCTTATAAGCAGGA
GGGGGACTGACTTTTTACATGGTCTGATAGTGATAGGACAAGGGGGAATGGCTTTAAACTAAAAGAGGGGAGATTTA
GGTTAGATGTTAGGAAGAAATTCTTTACTCAGAGGGTGGTGAGGCACTGGCACAGGCTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-C4_4
AACAGTATCCTGGGCTGCATCAAAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGCATCCAGGCCTGGGGCCCCCAGCACAAGAAAGATGTGGAGCTGTTGGAGCGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGAAAGGTTGAGGGAGCTGGGCTTG



TTCAGCCTGGAGAAGAGAAGGCTCCAGGGAGACCTCATTGTGGCCTTCCAGTACTTAAAGGGAGCTTATAAACAGGA
GGGAGACTGACTTTTTACATGGTCTGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTAAAAGAGGGGAGATTTA
GATTAGATGTTAGGAGGAAATTTTTTACTCAGAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-C4_5
AACAGTATCCTGGGCTGCATCAAAAGAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTGCTCTGCCCT
TGTGAGGCCCCATCTGGAGTACTGCATCCAGGCCTGGGGCCCCCAGCACAAGAAAGATGTGGAGCTGTTGGAGTGGG
TCCAGAGGAGGGCCACAAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAAGAAAGGCTGAGGGAGCTGGGCTTG
TTCAGCCTGGAGAAGAGAAGGCTCTGGGGAGACCTCATTGTGGCCTTCCAGTACTTAAAGGGAGCTTATAAACAGGA
GGGAGACTGACTTTTTACATGGTCTGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTAAAAGAGGGGAGATTTA
GATTAGATGTTAGGAGGAAATTCTTTACTCAGAGGGTGGTGAGGCACTGGCACAGGCTGCCCAGAGAAGCTGTGGAT
GCC

>CR1-C2
AACTGTGTTCTGGGCTGCATTAAAAAAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCAGCTCT
TGTGAGGCCCCATCTGGAGTACTGCGTCCAGGCCTGGGGCCCCCAGCACAAGAAAGACGTGGAGCTCTTGGAACGGG
TCCAGAGGAGGGCCACTAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAGGAAAGGTTGAGGGAACTGGGCTTG
TTTAGCTTGGAGAAGAGAAGGCTCCGGGGAGACCTCATTGTGGCCTTCCAGTACTTGAAGGGAGCATATAAACAGGA
GGGGGAATGGCTGTTTACAAGGGTGGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTGAGACAGGGGAGGTTTA
GGTTAGATATTAGGAGGAAGTTTTTCACACAGAGGGTGGTGACGCACTGGAACAGGTTGCCCAAGGAGGTTGTGGAT
GCC

>CR1-C_2
AACTGTGTTCTGGGCTGCATTAAAAAAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCAGCTCT
TGTGAGGCCCCATCTGGAGTACTGCGTCCAGGCCTGGGGCCCCCAGTACAGGAAGGACGTGGAGCTCTTGGAACGGG
TCCAGAGGAGGGCCACTAAGATGATCAGAGGGCTGGAGCACCTCTCCTATGAGGAAAGGTTGAGGGAACTGGGCTTG
TTTAGCTTGGAGAAGAGAAGGCTCCGGGGAGACCTCATTGTGGCCTTCCAGTACTTGAAGGGAGCATATAAACAGGA
GGGGGAATGGCTGTTTACGAGGGTGGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTGAGACAGGGGAGGTTTA
GGTTAGATATTAGGAGGAAGTTTTTCACACAGAGGGTGGTGACACACTGGAACAGGTTGCCCAAGGAGGTTGTGGAT
GCC

>CR1-D2_3
AACCGTATCCTGGGCTGCATCAAAAGAAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTGCCCCTCTACTCTGCGCT
GGTGAGACCTCACCTGGAGTACTGCATCCAGATGTGGAGTCCTCAGTACAGGAGAGACATGGACCTGTTGGAGCGCA
TCCAGAGGAGGGCCACAAAAATGATCCAAGGGATGGAACACCTCCCCTATGAGGACAGGCTGAGAGAGCTGGGGCTG
TTCAGCCTGGAGAAGAGAAGGCTCTGGGGAGACCTGATAGCAGCCTTTCAGTATCTAAAGGGGGGCTATAAGAAAGA
AGGGGACAGACTCTTTAGCAGGGTCTGTTGTGATAGGACAAGGGGAAATGGTTTCAAACTAAAAGAGGGGAGATTTA
GATTGGATATAAGGAAGAAGTTTTTTACAATAAGGGTGGTGAGGCACTGGAACAGGTTGCCCAGAGAGGTGGTGGAT
GCC

>CR1-X
AATGGCATCCTGGCTTGTATCAGAAACAGTGTTGCCAGCAGGAACAGGGAAGTAATTGTCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTCCAGTTTTGGGCCCCTCACTGTAAGAAAGACATCGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAGGCCTTATGAGGAGCGGCTGAAGGAGCTGGGATTG
TTCAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTATAACTACCTGAAGGGAGGTTGTAGTGAGCT
GGGGGTCAGCCTCTTCTCTCGTGTGACTAGTGATAGGACTAGAGGGAATGGCTTCAAGCTGCGCCAGGGAAGGTTCA
GGCTGGACGTTAGGAAATACTACTTCTCTGAAAGGGTGGTCAGGCACTGGAATGGGCTGCCCAGAGAGGTGGTGGAG
TCA

>CR1-H_3
AATGGCATCCTGGCTTGTATCAGAAATAGTGTGGCCAGCAGGAACAGGGAAGTAATTGTCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTCCAGTTTTGGGCCCCTCACTGTAAGAAAGACATCGAGGCCCTGGAGCGTG
TCCAGAGGAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAGGCCTTATGAGGAGCGGCTGAAGGAGCTGGGATTG
TTCAGTCTAGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTATAACTACCTGAAGGGAGGTTGTAGTGAGCT
GGGGGTCAGCCTCTTCTCTCGTGTGACTAGTGATAGGACTAGAGGGAATGGCTTCAAGCTGCGCCAGGGAAGGTTCA
GGCTGGACGTTAGGAAATACTACTTCTCTGAAAGGGTGGTCAGGCACTGGAATGGGCTGCCCAGAGAGGTGGTGGAG
TCA

>CR1-H
AATGGCATCCTGGCTTGTATCAGAAATAGTGTGGCCAGCAGGAACAGGGAAGTAATTGTCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTCCAGTTTTGGGCCCCTCACTGTAAGAAAGACATCGAGGCCCTGGAGCGTG
TCCAGAGGAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAGGCCTTATGAGGAGCGGCTGAAGGAGCTGGGATTG
TTCAGTCTAGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTATAACTACCTGAAGGGAGGTTGTAGTGAGCT



GGGGGTCAGCCTCTTCTCTCGTGTGACTAGTGATAGGACTAGAGGGAATGGCTTCAAGCTGCGCCAGGGAAGATTCA
GGCTGGACGTTAGGAAATACTACTTCTCTGAAAGGGTGGTCAGGCACTGGAATGGGCTGCCCAGAGAGGTGGTGGAG
TCA

>CR1-X_4
AATGGCATCCTGGCTTGTATCAGAAATAGTGTTGCCAGCAGGAGCAGGGAGGTGATCATCCCCCTGTACTCAGCTCT
GGTGAGGCTGCACCTTGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCATG
TCCAGAGAAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAACTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGT
GGGGGTCAGCCTCTTCTCCCATGTAACTAGTGATAGGACTAGAGGGAATGGCCTCAAGTTGCACCAGGGGAGGTTCA
GGTTGGATATTAGGAAAAATTTCTTCTCTGAAAGAGTGGTCAGGCACTGGAACAGGCTGCCCAGGGAGGTGGTGGAG
TCA

>CR1-X_5
AATGGCATCCTGGCTTGTATCAGAAATAGTGTTGCCAGCAGGAGCAGGGAAGTGATCATCCCTCTGTACTCAGCACT
GGTGAGGCTGCACCTTGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACGAAGCTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAGCTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAGGGAGGTTGTGGTGAGGT
GGGGGTCAGCCTCTTCTCCCATGTAACTAGCAATAGGACTAGAGGGAATGGCCTCAAGTTGCACCAGGGGAGATTCA
GGTTGGATGTTAGGAAATACTTCTTCTCTGAGAGAGTGGTCAGGCACTGGAATGGGCTGCCCAGGGAGGTGGTGGAG
TCA

>CR1-X_6
AATGGCATCCTGGCTTGTATCAGAAATAGTGTTGCCAGCAGGAGCAGGGAAGTGATCATCCCTCTGTACTCAGCACT
GGTGAGGCCGCACCTTGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAACTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGT
GGGGGTCAGCCTCTTCTCCCATGTAACTAGCGATAGGACTAGAGGGAATGGCCTCAAGTTGCACCAGGGGAGATTCA
GGTTGGATGTTAGGAAAAATTTCTTCTCTGAAAGAGTGGTCAGGCGCTGGAATGGGCTGCCCAGGGAGGTGGTGGAG
TCA

>CR1-X2_3
AATGGCATCCTGGCTTGTATCAGGAATGGTGTGGTGAGCAGGACTAGGGAAGTAATCCTGCCCCTGTACTCGGCACT
GGTGAGGCCTCACCTCGAGTACTGTGTTCAGTTTTGGGCACCTCAGTACAGAAAGGACATTGAGGTGCTGGAGCAGG
TCCAAAGAAGGGCAACAAGGCTTGTGAAGGGCTTGGAGAATATGCCCTATGAGGAGCGACTGAAGGAACTGGGGCTG
TTTAGTCTGGGGAAGAGGAGGCTGAGGGGAGACCTTATTGCTCTCTTCCAATATCTGAAAGGTGCTTACAGCGAGAG
CGGGGTTGGTCTCTTCTCACTGGTGACAGGTGACAGGATGAGGGGAAATGGCCTCAAGTTGCGCCAGGGTAAGTTTA
GGTTGGATATCAGGAAAAACTTCTTTACAGAAAGGGTTGTTAAGCACTGGAATAGGCTCCCCAGGGAGGTGGTTGAG
TCA

>CR1-X2_4
AATGGCATCCTGGCTTGTATCAGGAATGGTGTGGTGAGCAGGACTAGGGAAGTAATCCTGCCCCTGTACTCGGCATT
GGTGAGGCCTCACCTCGAGTACTGTGTTCAGTTTTGGGCACCTCAGTACAGAAAGGACATTGAGGTGCTGGAGCAGG
TCCAAAGAAGGGCAACAAGGCTTGTGAAGGGCT TGGAGAATATGCCCTATGAGGAGAGACTGAAGGAACTGGGGCTG
TTTAGTCTGGGGAAAAGGAGGCTGAGGGGAGACCTTATTGCTCTCTTCCAATATCTGAAAGGTGCTTACAGCGAGAG
CGGGGTTGGTCTCTTCTCACTGGTGACAGGTGACAGGACGAGGGGAAATGGCCTCAAGTTGCGCCAGGGTAAGTTTA
GGTTGGATATCAGGAAAAACTTCTTTACAGAAAGGGTTGTTAAGCACTGGAATAGGCTCCCCAGGGAGGTGGTTGAG
TCA

>CR1-X2
AATGGCATCCTGGCTTGTATCAGGAATGGTGTGGTGAGCAGGACTAGGGAAGTCATCCTGCCCCTGTACTCGGCATT
GGTGAGGCCTCACCTCGAGTACTGTGTTCAGTTTTGGGCACCTCAGTACAGAAAGGACATTGAGGTGCTGGAGCAGG
TCCAAAGAAGGGCAACAAGGCTTGTGAAGGGCTTGGAGAATATGCCCTATGAGGAGAGACTGAAGGAACTGGGGCTG
TTTAGTCTGGGGAAAAGGAGGCTGAGGGGAGACCTTATTGCTCTCTTCCAATATCTGAAAGGTGCTTACAGCGAGAG
CGGGGTTGGTCTCTTCTCACTGGTGACAGGTGACAGGACGAGGGGAAATGGCCTCAAGTTGCACCAGGGTAAGTTTA
GGTTGGATATCAGGAAAAACTTCTTTACAGAAAGGGTTGTTAAGCACTGGAATAGGCTCCCCAGGGAGGTGGTTGAG
TCA

>CR1-X_7
AATGGCATCCTGGCTTGTATCAGAAATAGTGCAGCCAGCAGGACCAGGGAGGTGATCGTCCCTCTGTACTCAGCACT
GGTGAGGCTGCACCTCGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACAAAGCTGGTGAGGGGTCTGGAGCACAAGTCTTATGGGGAGTGGCTGAGGGAACTGGGATTG
TTCAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTCATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGT
GGGGGTTAGCCTTTTCTCCCAGGGTAACAGCAATAGGACAAGAGGTAATGGCCTCAAGTTGTGCCAGGGGAGGTTCA



GGTTGGATATTAGGAAAAATTTCTTCTCAGAAAGAGTGGTCAGGCATTGGAACAGGCTGCCCAGGGAGGTGGTGGAG
TCA

>CR1-F2_2
AATGGTATCCTGGGGTGCATTAAAAAGAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATTTAGAATACTGTGTCCAGTTCTGGGCTCCCCAGTTCAAAAAAGACAGGGATCTCCTAGAAGGAG
TCCAGCAGAGGGCCACAAAGATGATAAAGGGCCTGGAGCATCTCCCGTATGAGGAAAGGCTGAGTAACCTGGGTCTG
TTCAGCCTGGGGAAAAGAAGACTGAGAGGGGATCTGATTAATGTTTATAAATATCTAAAGGGAGGTGGGAGGCAAAT
GGATGAGGCCAGGCTCTTCTCAGTGGTGTGTAGTGATAGGACAAGGAGCAATGGCCTAAAACTTGAACATAGGAAGT
TCCATACAAACATGTGGAAGAACTTCTTTACAGTAAGGGTGACGGAGCACTGGAACAGGTTGCCCAGAGAGGTTGTG
GAGTCT

>CR1-F2_3
AATGGTATCCTGGGGTGCATTAAAAAGAGCGTGGCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTGAGGCCACATTTAGAATACTGTGTCCAGTTCTGGGCTCCCCAGTTCAAAAAAGACAGGGATCTCCTAGAAGGAG
TCCAGCAGAGGGCCACAAAGATGATAAAGGGCCTGGAGCATCTCCCATATGAGGAAAGGCTGAGTAACCTGGGTCTG
TTCAGCCTGGGGAAAAGAAGACTGAGGGGGGATCTGATTAATGTTTATAAATATCTAAAGGGAGGTGGGAGGCAAAT
GGATGAGGCCAGGCTCTTCTCAGTGGTGTGTAGCGATAGGACAAGGAGTAATGGCCTAAAACTTGAACATAGGAAGT
TCCATACAAACATGCAGAAGAACTTCTTTACGGTAAGGGTGATGGAGCACTGGAACAGGTTGCCCAGAGAGGTTGTG
GAGTCT

>CR1-X_8
AATGGCATCCTGGCTTGTATCAGAAATAGTGCAGCCAGCAGGAGCAGGGAGGTGATCGTCCCTCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTACTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAGCGTG
TCCAGAGAAGGGCAACGAAGCTGTGAGGGGTCTGGAGCACAAGTCTTATGGGGAGCGGCTGAGGGAACTGGGATTGT
TCAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTTATTGCTCTCTACAACTACCTGAAAGGAGGTTGTGGTGAGGTG
GGGGTTGGCCTCTTCTCCCAGGTAACAGTGATAGGATGAGAGGTAATGGCCTCAAGTTGTGCCAGGGGAGGTTCAGG
TTGGATATTAGGAAAAATTTCTTCTCAGAAAGAGTGGTGAGGCATTGGAACAGGCTGCCCAGGGAGGTGGTGGAGTC
A

>CR1-X1_2
AATGCCATCCTGGCCTGCATTAGAAATAGTGTGGCCAGCAGGAGCAGGGAGGTAATCATCCCCCTGTACTCAGCACT
GGTGAGGCCGCACCTCGAGTATTGTGTTCAGTTTTGGGCCCCTCACTACAAGAAAGACATTGAGGCCCTGGAACGTG
TCCAGAGAAGGGCAACAAAACTGGTGAGGGGTCTGGAGCACAAGTCTTATGAGGAGCGGCTGAGGGAGCTGGGATTG
TTTAGTCTGGAGAAGAGGAGGCTCAGGGGAGACCTCATTGCACTCTACAACTTCCTGAAGGGAGGTTGTGATGAGGA
GGGGTTTGGCCTCTTCTCCCAGGCAACAAACAGGACCCGAGGAAATGGCCACAAGTTGTGCCAGAGGAGATTTAGAT
TAGACATAAGGAAAAACTTTTTCTCTCAGAGAGTGGTCAGGCACTGGAATGGCCTGCCCAGGGAGGTGGTGGAGTTG
>CR1-Y4 2
AACTGTACCCTGGGGTGCATCAGGCCCAGCACTGCCAGCTGGTCGAGGGAAGGGATTGTCCCGCTCTGCTCTGCACT
GGTGCAGCCTCACCTCGAGCACTGTGTGCAGTTTTGGGTGCCACAATATAAGAAGGACATAAAACTATTAGAGAGCG
TCCAAAGGAGGGCTACAAAGATGGTGAAGGGTCTAGAGGGCAAGATGTATGAGGAGCGGCTGAGGTCCCTTGGTTTG
TTCAGCCCAGAGCAGAGGAGGCTGAGGGGAGGCCTCATGGCAGCCTACAGCTTCTTAAAGGGAGCAGGAGGAGCGGG
ACTGATCTTTTCTTTTTGGTGACAGTGACAGGACCCGAGGGAACGGCATGGAGCTGTGTCAGGGGAGGGTCAGGTTG
GGTGTTAGGAAAAGGTTCTTCACCAGAGGGTGGTCAGGCCCTGGAACAGGCTCCCCAGGGCAGTGGTCAATGCC
>CR1-Y3
AACCGTACCCTGGGGTGCATCAGGCCCAGCACTGCCAGCAGGGCGAGGGAAGGGGTTGTCCCGCTCTGCTCTGCGCT
GTGCGGCCTCACCTCCAGCACTGGGTGCAGGTTTGGGTGCCACAATATAAGAAGGACATAAAACTATTAGAGAGCGT
CCAAAGGAGGGCTACAAAGATGGTGAAGGGTCTGGAGGGCAAGATGTATGAGGAGCAGCTGAGGTCCCTGGGTTTGC
TCAGCCCAGAGCAGAGGAGCTGAGGGGAGGCCTCATGGCGGCTGCAGCTCCTCACAGGGAGCGGAGGGGCAGCGCTG
AGCTCTGCTCTCTGTGTGACAGCGACAGGGCCCGAGGGAACGGCATGGAGCTGTGTCAGGGGAGGGGCAGGTGGGGE
TTAGGGAAAGGGTCTGCACCAGAGGGCTGTGGGCATGGAACAGGCTGCCCAGGGCAGTGGGCACGGCC

>CR1-C_3
AACTGTGTTCTGGGCTGCATTAAAAAAGGGGTGGCCAGCAGGGAGAGGGAGGTGATTGTCCCCCTCTACTCAGCTCT
TGTGAGGCCCCATCTGGAGTACTGCGTCCAGGCCTGGGGCCCCCAGTACAGGAAGGACGTGGAGCTCTTGGAGCGGG
TCCAGAGGAGGGCCACTAAGATGATCAGAGGGCTGGAGCACCTCTCCTGTGAGGAAAGGTTGAGGGAACTGGGCTTG
TTTAGCTTGGAGAAGAGAAGGCTCCGGGGAGACCTCATTGTGGCCTTCCAGTACTTGAAGGGAGCATATAAACAGGA
GGGGGAACGGCTGTTTACGAGGGTGGATAGTGATAGGACAAGGGGGAATGGTTTTAAACTGAGACAGGGGAGGTTTA
GGTTAGATATTAGGAGGAAGTTTTTCACACAGAGGGTGGTGACGCACTGGAACAGGTTGCCCAAGGAGGTTGTGGAT
GCC

>CR1-FO-T12



AATGGCATTCTGGGGTGCATTAAGAAGAGCGTGTCCAGCAGGTCGAGGGAGGTGATCCTCCCCCTCTACTCTGCCCT
GGTAAGGCCTCATCTGGAGTACTGTGTCCAGTTCTGGGCTCCCCAGTACAAAAAAGACAGGGATCTCTTGGAAAGAG
TCCAGCGGAGGGCCACAAAGATGGTGAAGGGCCTGGAGCATCTCCCCTATGAAGAAAGGCTAAGTGAACTGGGTCTG
TTTAGCCTTGAGAAAAGAAGACTGAGAGGGGACCTGATCCAGGTTTATAAATATCTGAGGTGTGGCGGCCATAGTGG
TGAGGCCAGTCTCTTTTCAGTGGTACGTGGAGACAGGACGAGGGGAAACGGACATAAGCTGCAGCATAGGAAGTTTC
GCACGAATGTGCGTAAGAACTTCTTCACGGTGAGGGTGACGGAGCACTGGAACAGGCTGCCCAGGGAGGTTGTGGAG
TCT



