
Supplementary Figure S1. Alignment of sequences including intron and surrounding regions from 

the population of Ogre elements in Medicago truncatula used for the design of primers specific for 

each subfamily (MT4 – MT1). Subfamilies are separated with lines, donor and acceptor splice sites 

are shaded in grey. Orange boxes – forward and reverse primers for MT1, green boxes – MT2, blue 

boxes – MT3, yellow boxes – MT4.
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CT573400.6   ACTGTGAGTGGCGAGTCAGCCTTTTTGATCAGCAATTTGTCCGCTTTCTCTGTCATTGGTGGTAGTAGTTCAGATGGGTCGTCATTCCAA
AC146664.33  ACTGTGAGTGGCGAATCGGCCTTTTTAATCAGCAATTTGTCTGCTTTCTCTGTTATCGGTGGTAGTGGTTCAGACGGGCCATCATTCCAA
AC146590.25  ACTGTGAGTGGCGAGTCGGCCTTTTTAATCAGCAATTTGTCTGCTTTCTCTGTTATCGGTGGTAGTGGTTCAGACGGGCCATCATTCCAA
AC145061.27  ACTGTGAGTGGCGAGTCGGCCTTTTTAATCAGCAATTTGTCTGCTTTCTCTGTTATCGGTGGTAGTAGTTCGGACGGGCCATCATTCCAA
AC135311.13  AC  TG  T  GAG  TGG  C  GAA  TCG  GC  C  T  TT  TTA  A  TCAGC  A  A  T  TTGTCT  G  CTTTCTCT  GT  TAT  C  G  GT  G  GTA  G  TGG  T  T  C  A  GA  C  GGG  C  C  AT  C  A  TTCCAA  
AC151524.2   ACAGTAAGTGGGGAATCAGCTTTTTTGGTTAGCCATTTGTCGTCTTTTTCCTTCATTGGTGGTGAAAGTCCGGATGGAACGTCATTCCAA
AC149496.23  ACAGTAAGTGGCGAATCAGCTCTTTTGGTTAGCCATTTGTCGTCTTTTTCCTTCATTGGTGGTGAAAGTTCGGATGGAACGTCATTCCAA
AC147001.42  ACAGTAAGTGGGGAATCAGCTCTTTTGGTTAGCCATTTGTCGTCTTTTTCCTTCATTGGTGGTGAAAGTTCGGATGGAACGTCATTCCAA
AC144591.10  ACTGTGAATGGTGAAGAGGCTTTGTTAGTGAGCCATTTGTCGTCTTTCTCTTTCATTGGGGCTGACAGTGTTGAAGGGACGCCTTTTCAG
AC138465.22  ACA  G  T  AAG  TGG  G  GAA  TC  AGC  TCTG  TT  G  GT  T  AGCCA  T  TTGTC  G  TCTTT  T  TC  C  T  TC  ATTG  GT  G  GT  G  AAAG  T  T  C  G  GA  T  GG  A  AC  GT  C  A  TTCCAA  
CR936328.1   ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
CR932960.3   ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC157980.14  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC151742.9   ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC148171.16  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACAATGTCGAAGGGACACCTTTTCAA
AC146971.16  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCCTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC146856.8   ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC146789.30  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC144656.12  ACTGTGAATGGTGAAGAGGCTTTGTTAGTGAGCCATTTGTCGTCTTTCTCTTTCATTGGGGCTGATAGTGTTGAAGGGACGCCTTTTCAG
AC144345.18  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC130806.58  ACTGTAAACGGTGAAGAGGCTTTATTGGTGAGTCATTTGTCATCTTTCTCTTTCATTGGGGCAGACGATGTCGAAGGGACACCTTTTCAA
AC129090.22  AC  TG  T  GA  ATGGTGAAGA  G  GC  T  T  TG  TTAGT  A  AGCCA  T  TTGTC  G  TCTTTCTCTT  TC  ATTG  GG  GC  C  G  ATAG  TG  T  TGAAGGGAC  GC  CTTT  T  CA  G  
CR962135.1   ACCATTCATGGAGAGGAAGCATACTTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
CR962122.2   ACCATTCATGGAGAGGAGGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
CR936945.2   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTGTTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CR932962.2   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CR932959.2   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CR931743.1   ACCATTCATGGAGAAGAAGCATACTTGGTCAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
CR931740.2   ACCATTCATGGAGAAGAAGCATATTTAGTCAGCCAGCTGACTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT954230.1   ACCATTCATGGTGAAGAGGCATACTTAGTCAGCCAGCTGTCTTCCTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT573505.1   ACCGTTCATGGAGAAGAAGCATACTTAGTCAGCCAGCTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT030245.8   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAG
CT025840.2   ------------------------------------------------------------------------------------------
CT010518.7   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGCTGACTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT009749.1   ACAATCCATGGTGAAGAAGCATACTTAGTTAGCCAGCTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACCGCTTTCCAA
CT009565.10  ACCGTTCATGGGGAAGAGGCATACTTAGTCAGCCAGCTGTCTTCCTTCTCTTGTATTGAGGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT009528.9   ACCATTCATGGTGAAGAGGCATACTTAGTTAGCCAGCTATCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
CT009511.9   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC174468.2   ACCATTCATGGTGAAGAGGCATACTTAGTCAGCCAGCTATCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC174378.9   ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
AC169177.4   ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAGGTAGGGTCTGCAGAGGGGACCGCTTTTCAA
AC162277.25  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGCTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC159185.11  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC156629.26  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCCTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC155891.2   ACAGTCCATGGAGAAGAGACATATTTGGTTAGCCAGCTGTCATCTTT-TCTTGCATTGAAGCTGGATCTGCTGAAGGAACTGCCTTTCAA
AC155100.17  ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCCGCAGAGGGGACCGCTTTTCAA
AC151822.29  ACCATTCATGGAGAGGAGGCATACCTGGTTAGCCAACTATCATCTTTCTCTTGCATAGAGGCGGGGTCTGCAGAGGGGACCGCTTTTCAA
AC151725.26  ACCATTCATGGAGAAGAGGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAGGCAGGGTCGGCAGAGGGGACCGCTTTTCAA
AC151673.24  ACAATCCATGGTGAAGAGGCATACTTAGTCAGCCAGCTATCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC151459.30  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGCTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC150445.24  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTACTGAAGGGACTGCTTTCCAA
AC149496.23  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTGTTGAAGCAGGATCTGCCGAAGGGACTGCTTTCCAA
AC149040.2   ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
AC149040.2   ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC146709.11  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC145512.33  ACAATTCACGGTGAAGAGGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC145061.27  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC144930.20  ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
AC144727.11  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC144727.11  ACAGTCCATGGAGAAGAGGCATATTTGGTTAGCCAGTTGTCGTCTTTCTCTTGTATTGAAGCTGGATCTGCTGAAGGAACTGCCTTTCAA
AC144658.33  ACCGTTCATGGAGAAGAAGCATACTTAGTCAGCCAGCTGACTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC144405.29  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCGTTCCAG
AC140913.25  ACAATCCATGGTGAAGAAGCACACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTACTGAAGGGACTGCTTTCCAA
AC140773.20  ACCATTCATGGAGAGGAAGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
AC140720.21  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC140550.31  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGCTGACTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC139313.11  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC138527.22  ACCATTCATGGAGAGGAGGCATACCTGGTTAGCCAGCTATCATCTTTCTCTTGCATAGAGGCAGGGTCTGTAGAGGGGACCGCTTTTCAA
AC138133.26  ACAGTCCATGGTGAAGAAGCATATTTAGTCAGCCAGCTGTCTTCCTTCTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC138012.32  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTATCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC137667.18  ACCATTCATGGTGAAGAGGCATACTTAGTTAGCCAGCTATCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC135504.47  ACAGTCCATGGAGAAGAGGCATATTTGGTTAGCCAGCTGTCATCTTTCTCTTGCATTGAAGCTGGATCTGCTGAAGGAACTGCCTTTCAA
AC135396.32  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTGTTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC134824.36  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCCTTCTCTTGTATTGAAGCAGGATCTGCTGAAGGGACTGCTTTCCAA
AC133864.32  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGCTGTCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC130802.36  ACAATCCATGGTGAAGAAGCGTACTTAGTCAGCCAATTGTCTTCTTTTTCTTGTATTGAAGCAGGGTCTGCTGAGGGAACTGCTTTCCAA
AC127018.25  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTGTTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC122728.32  ACAATCCATGGTGAAGAAGCATACTTAGTCAGCCAGTTGTCTTCTTTTTCTTGTGTTGAAGCAGGGTCTGCTGAAGGAACTGCTTTCCAA
AC121246.28  ACCATTCATGGTGAAGAGGCATACTTAGTTAGCCAGCTATCTTCCTTTTCTTGTATTGAAGCAGGGTCTGCTGAAGGGACTGCTTTCCAA
AC121234.33  ACAATTCATGGAGAGGAAGCATACCTGGTTAACCAGCTATCATCTTTCTCTTGCATAGAAGCAGGGTCTGCAGAGGGGACCGCTTTTCAA
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CT573400.6   GGGTTCTCTGCTGAAGGA---AGCGTAAGTAAGATTGGGACTTGTATGGCTTCGTTGAAGGACGCACAGAGGGTAATCCAGGAGGGCAAA
AC146664.33  GGATTCTCTGCCGAAGAA---AGTGTCGGTAAGATTGAGACTTGTATGGCTTCGTTGAAGGATGCCCGGAGAGTAATTCAGGAAGGCAAA
AC146590.25  GGATTCTCTGCCGAAGAA---AGTGTCGGTAAGATTGAGACTTGTATGGCTTCGTTGAAGGATGCCCGGAGAGTAATTCAGGAAGGCAAA
AC145061.27  GGGTTCTCTGCCGAAGAA---AGTGTCGGTAAGATCGAGACTTGTATGGCTTCGTTGAAGGATGCCCGGAGAGTAATTCAGGAAGGCAAA
AC135311.13  GG  G  TT  CT  C  TGCC  GAAG  AA---AGTGTCGGT  AAA  AT  TG  A  G  A  CT  TG  TATGGCTTC  G  TTGAAGGATGC  C  C  G  GAGAG  TA  AT  T  CA  G  GAAGG  CA  A  A  
AC151524.2   GGGCTTTCGGTCGAAAGC---GGTACTACAAGAGGTGAAACATGCATGGCCTCTCTAAAGGATGCTCAGAGAGTAATTCAAGAAGGAAAA
AC149496.23  GGACTTTCGGTCGAAAGC---GGTACTACAAGAGGTGAAACATGCATGGCCTCTCTAAAGGATGCTCAGAGAGTAATTCAAGAAGGAAAA
AC147001.42  GGGCTTTCGGTCGAAAGC---GGTACTACAAGAGGTGAAACATGCATGGCATCTCTAAAGGATGCTCAGAGAGTAATTCAAGAAGGAAAA
AC144591.10  GGATTTACCGTGGAAGAAGAGAGTACCAAGAAGAGTGAGGCATCTATTTCTTCTCTGAAGGATGCTCAGAAAGTGATACAAGCTGGAGGG
AC138465.22  GG  GC  T  TT  C  GG  TTGAA  A  G  C---  G  GTA  CTA  CA  A  G  AG  G  TG  AAA  C  ATGC  ATGGC  A  TC  TC  T  A  AAGGATGCTCAGAGAG  TA  AT  T  CAAGAAGG  AA  AG  
CR936328.1   GGGTTTACTATAGAAGATAAGAATGCCAAGAGGAATGAAGCCTCTATCTCATCCCTAAGAGATGCTCAGAAGGTCATACAAGCAGGGGGG
CR932960.3   GGGTTTACTATAGAAGATAAGAATACCAAGAAGAATGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC157980.14  GGGTTTACTATAGAAGATAAGAATACCCAGAGGAATGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC151742.9   GGGTTTACTATAGAAGATAAGAATGCCAAGAGGAATGAAGCCTCTATCTCATCCCTAAGAGATGCTCAGAAGGTCATACAAGCAGGGGGG
AC148171.16  GGGTTTACTATAGAAGATAAGAATACCAAGAGGAACGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC146971.16  GGGTTTACTATAGAAGATAAGAATACCAAGAGGAATGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC146856.8   GGATTTACTATAGAAGATAAGAATACCAAGAGGAATGAAGCCTCTATCTCGTCTTTAAGAGATGCTCAGAAGGGCATACAAGCAGGGGGG
AC146789.30  GGGTTTACTATAGAAGATAAGAATACCAAGAAGAATGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC144656.12  GGATTTACCATGGAAGAAGAGAGTACCAGGAAGAGTGAGGCCTCTATTTCTTCTCTGAAGGATGCTCAGAAAGTGATACAAGCTGGAGGG
AC144345.18  GGGTTTACTATAGAAGATAAGAATACCCAGAAGAATGAAGCCTCTATCTCGTCCCTAAAAGATGCTCAGAAGGTCATACAAGCAGGGGGG
AC130806.58  GGGTTTACTATAGAAGATAAGAATGCCAAGAGGAATGAAGCCTCTATCTCGTCTCTGAAAGATGCTCAGAAGGTCATACAAGCAGGAGGG
AC129090.22  GG  A  TT  T  A  T  CAT  G  GAAG  AA  G  AGAGTA  C  C  AAGAA  GAG  TG  A  GGC  AT  CTAT  TT  CTTC  TC  T  A  AA  A  GATGCTCA  A  A  A  AG  TG  AT  A  CAAG  CT  GG  AGGC  
CR962135.1   GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCAATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
CR962122.2   GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
CR936945.2   GGTTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
CR932962.2   GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGTTGGGGCTGCTATGGCTTCATTAAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
CR932959.2   GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
CR931743.1   GGATTAACTGTTGAATGTACGGAGTCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
CR931740.2   GGTTTGACCATTGAGGGTGCAGAGCCTAAGAAAGCTGGGGTTGCTATGACTTCATTGAAAGATGCTCGGAAGGTTATCCAGGAAGGTCAG
CT954230.1   GGTTTGACCATTGAAGGTGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
CT573505.1   GGTTTGACCATTGAAGATGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCTTTGAAAGATGCACAGAAAGCCGTCCAAGAGGGTCAA
CT030245.8   GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
CT025840.2   --------------------AGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
CT010518.7   GGGTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAGGGTCAG
CT009749.1   GGTTTGACCATTGAAGGTGCAGAGCCAAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
CT009565.10  GGTTTGACCATTGAGGGTGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATTCAGGAAGGTCAG
CT009528.9   GGATTGACCATTGAAGGTGCGGAGCCTAAGAAAGCTGGGACTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATTCAGGACGGTCAG
CT009511.9   GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC174468.2   GGTTTGACCATTGAAGGTGCGGAGCTTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
AC174378.9   GGACTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC169177.4   GGATTAACTGTCGAAGGTACGGAACCTAAGAGGGATGGAACTGACATGGCTTCTTTGAAGGATGCACAGAGAGCCGTTCAAGAGGGTCAA
AC162277.25  GGTTTGACCATTGAAGGTGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
AC159185.11  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
AC156629.26  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC155891.2   GGTTTGACTATTGAAGGTACGGAGCCTAAGAAGGCTGGGGCTGCTATGGCTTCTTTAAAAGACGCTTAGAAGGCTGTCCAAGAAGGACAG
AC155100.17  GGATTAACTGTCGAAGGTACGGAGCCTAAAAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTTCAAGAGGGTCAA
AC151822.29  GGATTAACTGTCGAAGGTACGGAGTCCAAGAGGGATGGAACTGCAATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC151725.26  GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC151673.24  GGTTTGACCATTGAAGGTGCGGAGCTTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
AC151459.30  GGTTTGATCATTGAAGGTGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGGGTTATCCAGGAAGGTCAG
AC150445.24  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
AC149496.23  GGTTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC149040.2   GGATTAACTGTCGAAGGTACGAAGCCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC149040.2   GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCCGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC146709.11  GGTTTGACCATTGAAGGTGCAGAGGCTAAGGAAGCTGGGGCCGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC145512.33  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC145061.27  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC144930.20  GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCAATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC144727.11  GGTTTGACCATTGAAGGTGCAGAGTCTAAAGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC144727.11  GGTTTGACTATTGAAGGTATGGAGCTCAAGAAGACTGGGACTGCTATGGCTTCTTTAAAAGACGCTCAGAAGGCTGTTCAAGAAGGACAG
AC144658.33  GGTTTGACCATTGAAGGTGCAGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
AC144405.29  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
AC140913.25  GGTTTAACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
AC140773.20  GGATTAACTGTCGAAGGTACGGAGCCTAAAAGGGATGGAACTGCAATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC140720.21  GGTTTGACCATTGAAGGTGCAGAGTCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATCCAGGAAGGTCAG
AC140550.31  GGGTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC139313.11  GGTTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC138527.22  GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGATGGAACTGCCATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
AC138133.26  GGTTTGACCATTGAAGGCGCGGAGCCTAAGAAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGGGTTATTCAAGAAGGTCAG
AC138012.32  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC137667.18  GGATTGACCATTGAAGGTGCGGAGCCTAAGAAAGCTGGGACTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATTCAGGACGGTCAG
AC135504.47  GGTTTGACTATTGAAGGTACGGAGCCTAAGAAGACTGGGACTGCTATGGCTTCTTTAAAAGACGCTCAGAAGGCTGTTCAAGAAGGACAG
AC135396.32  GGGTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC134824.36  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC133864.32  GGTTTGACCATTGAAAGTGCAGAGCCTAAGAAAGCTGGAGCTGCTATGGCTTCTTTGAAGGATGCACAGAAAGCCGTCCAAGAGGGTCAA
AC130802.36  GGTTTGACCATTGAAGGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCTTTGAAGGATGCTCAGAGAGCCATTCAAGAAGGTCAG
AC127018.25  GGGTTGACCATTGAAGGTGCAGAGCCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAAGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC122728.32  GGTTTGACCATTGAAAGTGCAGAGTCTAAGGAAGCTGGGGCTGCTATGGCTTCATTGAAGGATGCTCAGAGAGCCATCCAAGAAGGTCAG
AC121246.28  GGATTGACCATTGAAGGTGCGGAGCCTAAGAAAGCTGGGACTGCTATGGCTTCATTGAAAGATGCTCAGAAGGTTATTCAGGACGGTCAG
AC121234.33  GGATTAACTGTCGAAGGTACGGAGCCCAAGAGGGAGGGAACTGCAATGGCTTCTTTGAAGGATGCACAGAGAGCCGTCCAAGAGGGTCAA
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CT573400.6   ACCGAAGGATGTGGTCAGCTAGTGGAGTTACCGGAAAACAAGCGCAAGGAAGGGATTGGTTTTCTTAACAGTAGGTCTGGGATGTTTGAC
AC146664.33  ACCGAAGGCTGGGGTCAGCTAGTGGAGTTGCCAGAAAACAAGCGTAAGGAGGGAATTGGTTTCCTTAACAGTAAGCCTGGGATGTTCGAC
AC146590.25  ACCGAAGGCTGGGGTCAGCTAGTGGAGTTGCCAGAAAACAAGCGTAAGGAGGGAATTGGTTTCCTTAACAGTAAGCCTGGGATGTTCGAC
AC145061.27  ACCGGAGGCTGGGGTCAGCTAGTGGAGTTGCCAGAAAACAAGCGTAAAGAGGGAATTGGTTTCCTTAACAGTAAGCCTGGGATGTTCGAC
AC135311.13  AC  C  G  AA  GGCTGGGG  TC  AG  C  T  AG  T  GG  AG  T  T  GCCA  GA  A  AACAAGCGTAA  G  GA  G  GG  AA  T  T  GG  T  TTC  CTTAA  C  A  GT  A  A  G  C  CT  GGG  A  T  GTTCGAC  
AC151524.2   GCAGAAGGTTGGGGGAAGTTAGTACAGTTGCCTGAGAACAAGCGCAAGGAAGGTCTGGGTTTCTCCAGCAATAATCAAGTGATGTTCGAC
AC149496.23  GCAGAAGGTTGGGGGAAGTTAGTACAGTTGCCTGAGAACAAGCGCAAAGAAGGTCTGGGTTTCTCCGGCAATAAGCAAGTGATGTTCGAC
AC147001.42  GCGGAAGGTTGGGGGAAGCTAGTACAGTTGCCCGAGAACAAGCGCAAAGAAGGTCTGGGTTTCTCTGGCAATAAGCAAGTGATGTTCGAC
AC144591.10  TCTGCAAGCTGGGGAAAGTTGATTGAACTCCCAGAGAACAAGCGCCGAGAAGGAGTGGGTTTCTGC--CCATCAGC-TGATTTGTCCAAG
AC138465.22    G  C  G  G  AA  GG  T  TGGGG  G  AAG  C  T  AG  TACAG  T  T  GCCC  GAGAACAAGCG  C  AAAGAAGGT  A  T  G  GG  T  TTCTCC  GG  C  AA  T  A  A  G  CAAG  T  G  A  T  GTTCGAC  
CR936328.1   TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
CR932960.3   TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCGTCTAC-TGGTTTGTCCACA
AC157980.14  TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC151742.9   TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC148171.16  TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC146971.16  TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC146856.8   TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TAGTTTGTCCACA
AC146789.30  TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGATTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC144656.12  TCTGCAAGCTGGGGAAAGTTGATTGAACTTCCAAAAAACAAACGCCGAGAAGGGTTGGGTTTCTTC--CCATCAGC-TGATTTGTCCAAG
AC144345.18  TCCACAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC130806.58  TCCGCAAGCTGGGGAAAGCTGATAGAGCTTCCAGAAAACAAGCACCGAGAAGGTTTGGGTTTCTTC--CCATCTAC-TGGTTTGTCCACA
AC129090.22    T  CT  C  CC  A  GCTGGGG  A  AAG  T  TGATA  G  A  A  CT  GCCA  GAGAACAAGCG  CCG  AGAAGG  A  CT  G  GG  T  TTCT  G  C  --  CC  A  TCA  G  C  -T  G  AT  TT  GT  C  CAAG  
CR962135.1   GCTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAATAAGCATAAGGAAGGTCTTGGCTTTTCC--TCAACTTCAGGAGTTTCCA---
CR962122.2   GCTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAGTTTCCA---
CR936945.2   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CR932962.2   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGCGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CR932959.2   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CR931743.1   GCTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAGTTTCCA---
CR931740.2   ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT954230.1   ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT573505.1   GCTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT030245.8   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT025840.2   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT010518.7   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCT--CCGTCATCAAGGGTTTCCT---
CT009749.1   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
CT009565.10  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCGTCAAAGGTTTCCT---
CT009528.9   ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCGTCAAGGGTTTCCT---
CT009511.9   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC174468.2   ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC174378.9   GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTCTCC--CCAACTTCAGGGGTTTCCA---
AC169177.4   GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAACATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAATTTCCA---
AC162277.25  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGTGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC159185.11  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGAGCTTCCT---
AC156629.26  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC155891.2   GCTGCCGGATGGGGCAAGTTAATACAACTCCGCGAGAATAAGCACAAAGAAGGTCTCGGGTTTTCC--CCAACATCAGGTGTCTCCA---
AC155100.17  GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGCGAGAACAAGCATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAGTTTCCA---
AC151822.29  GTTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTCTCC--CCAACTTCAGGAGTTTCCA---
AC151725.26  GCTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAGTTTCCA---
AC151673.24  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC151459.30  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC150445.24  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC149496.23  ACTGCCGGCTGGGGCAAGGTGATACAGGTCTGTGAGAACAAGCGTAAAAAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC149040.2   GCCGCTGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTCTCC--CCAACTTCAGGAGTTTCCA---
AC149040.2   ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC146709.11  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC145512.33  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC145061.27  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC144930.20  GCTGCCGGCTGGGGCAAGTTAATACAGCTTCGTGAGAACAAACATAAGGAAGGTCTTGGCTTCTCC--CCAACTTCAGGAGTTTCCA---
AC144727.11  ACCGCCGGCTGGGGCAAGGTGATACAGCTCTGCGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC144727.11  GCTGCCGGCCGGGGCAAGTTAATACAACTCCGTGAGAATAAGCACAAAGAAGGTCTCGGGTTTTCC--CCAACATCAGGTGTCTCCA---
AC144658.33  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC144405.29  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGAGCTTCCT---
AC140913.25  ACTGCCGGCTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC140773.20  GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTCTCC--CCAACTTCAGGAGTTTCCA---
AC140720.21  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC140550.31  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC139313.11  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGAAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC138527.22  GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAGCATAAGGAAGGTCTTGGCTTTTCC--CCAACTTCAGGAGTTTCCA---
AC138133.26  ACTGCCGGCTGGGGCAAGGTGATACAGCTTCATGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC138012.32  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC137667.18  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC135504.47  GCTGCCGGCTGGGGCAAGTTAATACAACTCCGCGAGAATAAGCACAAAGAAGGTCTCGGGTTTTCC--CCAACTTCAGGAGTCTCCA---
AC135396.32  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGAAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC134824.36  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGAAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC133864.32  GCTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCT--CCGTCATCAAGGGTTTCCT---
AC130802.36  ACTGCCGGCTGGGGCAAGGTAATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC127018.25  ACTACCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGAAAGGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC122728.32  ACTGCCGGCTGGGGCAAGATGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC121246.28  ACTGCCGGTTGGGGCAAGGTGATACAGCTCTGTGAGAACAAGCGTAAAGAAGGTCTCGGGTTCTCC--CCGTCATCAAGGGTTTCCT---
AC121234.33  GCTGCCGGCTGGGGCAGGTTAATACAGCTTCGTGAGAACAAGTATAAGGAAGGTCTTAGCTTCTCC--CCAACTTCAGGAGTTTCCA---
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CT573400.6   CCTACCGAAGGCTCTTTTCGCAGTGCCGGATTCATCCATGATTCGCCAGGGATCAATGCACTTACTGATGATACACCGGAA---GGAGTG
AC146664.33  CCTACCAGAGGTTCTTTCCACAGTGCTGGTTTCATTCATGATTCACCAGAGACCAATGCAATTTTAGATGATGCACCTGGA---GGAGTG
AC146590.25  CCTACCAGAGGTTCTTTCCACAGTGCTGGTTTCATTCATGATTCACCAGAGACCAATGCAATTTTAGATGATGCACCTAGA---GGAGTG
AC145061.27  CCTACCAGAGGTTCTTTCCACAGTGCTGGTTTCATTCATGATTCGCCAGAGACCAATGCAATTTTAGATGATGCACCTGGA---GGAGTG
AC135311.13    CCTACCAGAGGTTCTTTCCACAGTG  C  T  GG  TT  TC  A  T  T  CA  TGA  T  T  C  GCCAGAGACC  AATGC  A  AT  T  T  TA  GA  T  GA  T  GC  AC  CTGGA  ---  GG  AG  T  G  
AC151524.2   CCAACTAGAGGTACTTTTCACAGTGCTGGATTCATTAATGCGCCACCTGAAACTAATGCAATCTTGGAAGATCAATCAGAA---GAGGTG
AC149496.23  CCAACTAGAGGTACTTTTCACAGTGCTGGATTCATTAATGCGCCACCTGAGACTAATGCAATCTTGGAAGATCAATCAGAA---GAGGTG
AC147001.42  CCAACTAGGGGTACTTTTCACAGTGCTGGATTCATTAATGCGCCGCCTGAGACTAATGCAATCTTGGAAGATCAATCAGGA---GAAGTG
AC144591.10  CCTAAAATCATGGTCGAACCAATCAGAGGTACTTTCCACAGCTCTGGGTTCATTCATGCAATCATTGAAGATAATCCCGAA---AGAGTG
AC138465.22    CCAACTAGGGGTACTTTTCACAGTG  C  T  GGA  T  TC  A  T  TA  A  TGCGC  C  GCCTGAGAC  TAATGC  A  ATCT  TG  GAAGA  TCAAT  C  A  GGA  ---  G  AAG  T  G  
CR936328.1   GCAAAGA------------------AAGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
CR932960.3   GCGAAGA------------------AGGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
AC157980.14  GCGAAGA------------------AGGGCGCTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGGTCCTGAA---AGTGTG
AC151742.9   GCAAAGA------------------AAGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
AC148171.16  GCCAAGA------------------AGGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGGAGATGATCCTGAA---AGTGTG
AC146971.16  GCCAAGA------------------AGGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
AC146856.8   GCAAAGA------------------AGGGCACTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
AC146789.30  GCGAAGA------------------AGGGCACTTTCCACAGTTCGGGCTTTATCCATGCGATCATTGAAGATGGTCCTGAA---AGCGTG
AC144656.12  ACAAAGACCGTCGTCGAGCCGATAAGGGGTACTTTTCATAGTTCTGGGTTCATCCATGCAATCACCAAAGATGATCCTGAA---GGAGTG
AC144345.18  GCGAAGA------------------AGGGCGCTTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGGTCCTGAA---AGTGTG
AC130806.58  GCAAAGA------------------GGGGCA-TTTCCACAGTTCGGGCTTTATCCATGCAATCATTGAAGATGATCCTGAA---AGTGTG
AC129090.22    CCTAAGATCGTTGTCGAACCAATCAGA  GG  TACT  TTCCACAG  CT  C  T  GGGTT  CA  TT  C  ATGC  A  ATC  AT  TGAAGA  TAATC  C  C  G  A  A  ---A  G  AG  T  G  
CR962135.1   -------------------------CCGGGGCATTCTGTAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
CR962122.2   -------------------------CCGGGGCATTCTGTAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
CR936945.2   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CR932962.2   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CR932959.2   -------------------------CGGGAGTCTTCCATAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CR931743.1   -------------------------CCGGGGCATTCTATAGTGCTGGGTTATTTAATGCTATCACTGAAGGAGCAACTGGATCTGGTCTC
CR931740.2   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT954230.1   -------------------------CAGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCAACTGGATCTGGTCTC
CT573505.1   -------------------------CGGGAGTCTTCCACAGTGCTGGATTTGTTAATGCTATCTCTGAAGAAGTCACTGGATCTGGTCTC
CT030245.8   -------------------------CAGGGGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT025840.2   -------------------------CAGGGGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT010518.7   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT009749.1   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT009565.10  -------------------------CAGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCAACTGGATCTGGTCTC
CT009528.9   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
CT009511.9   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC174468.2   -------------------------CAGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCAACTGGATCTGGTCTC
AC174378.9   -------------------------CCGGGGCATTCTATAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC169177.4   -------------------------CCGGGGCATTCTATAGTGCTGGGTTTGTCAACGCAATCACAGAGGAAGCAACTGGATTTGGCCCA
AC162277.25  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC159185.11  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC156629.26  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC155891.2   -------------------------CAGGAACTTTCCATAGTGCTGGGTTTGTCAATGCAATTACTGAAGAGGCGACTGGATTTGGTCCT
AC155100.17  -------------------------CCGGGGCATTCTATAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC151822.29  -------------------------CCGGGGCATTCTGTAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC151725.26  -------------------------CCGGGGCATTCTGTAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC151673.24  -------------------------CAGGAGTCTTCCACAGTGCTGGGTTTGTTAATCCTATCTCTGAAGAAGCAACTGGATCTGGTCTC
AC151459.30  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC150445.24  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTAAAGAAGCCACTGGATCTGGTCTC
AC149496.23  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC149040.2   -------------------------CCGGGGCATTCTGTAGCGCTGGGTTTGTCAACACAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC149040.2   -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC146709.11  -------------------------CAGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC145512.33  -------------------------CGGGAGTCTTCCACAGCGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC145061.27  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC144930.20  -------------------------CCGGAGCATTCTATAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC144727.11  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC144727.11  -------------------------CAGGAACTTTCCATAGTGCTGGGTTTGTCAATGCAATTACCGAAGAGGCGACTGGATTTGGTCCT
AC144658.33  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCACTGAAGAAGCAACTGGATCTGGTCTC
AC144405.29  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC140913.25  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTAAAGAAGCCACTGGATCTGGTCTC
AC140773.20  -------------------------CCGGGGCATTCTATAGTGCTGGGTTTGTCAACGCAATCACAGAGGAAGCAACTGGATTTTGCCTG
AC140720.21  -------------------------CAGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC140550.31  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATTTCTGAAGAAGCCACTGGATCTGGTCTC
AC139313.11  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC138527.22  -------------------------CCGGGGCATTCTGTAGTGCTGGGTTTGTCAACGCAATCACAGAAGAAGCAACTGGATTTGGCCCG
AC138133.26  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCACTGAAGAAGCAACTGGATCTGGTCTC
AC138012.32  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC137667.18  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC135504.47  -------------------------CAGGAACCTTCTACAGTGCTGGGTTTGTCAATGCAATTACTGAAGAGGCGACTGGATTTGGTCCT
AC135396.32  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC134824.36  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC133864.32  -------------------------CGGGAGTCTTCCACAGTGCTGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC130802.36  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC127018.25  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC122728.32  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC121246.28  -------------------------CGGGAGTCTTCCACAGTGCAGGGTTTGTTAATGCTATCTCTGAAGAAGCCACTGGATCTGGTCTC
AC121234.33  -------------------------CCGGGGCATTCTATAGTGCTGGGTTTCTCAACGCAATCGCAGAAGAAGCAACTGGATTTGGCCCG
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CT573400.6   GCACCTGTTTTTGTGACACCAGGAGGAACTTGCTGCAACTGGATTGCCGTAGACATTCCTTCTGTGATACCCCTTTCTAAGTAATATGTT
AC146664.33  ACACCGGTCTTTGTGACGCCTGGAGGAGCTTGCTGCAACTGGATTGCTGTTGACATTCCTTCTGTGACACCCTGCTCTAAGTAATGTGTT
AC146590.25  ACACCGGTCTTTGTGACGCCTGGAGGAGCTTGCTGCAACTGGATTGCTGTTGACATTCCTTCTGTGACACCCCGCTCTAAGTAATGTGTT
AC145061.27  ACACCGGTCTTTGTGACGCCTGGAGGAGCTTGCTGCAACTGGATTGCTGTTGACATTCCTTCTGTGACACCCCGCTCTAAGTAATGTGTT
AC135311.13  A  CA  CC  G  GTATTTGT  G  AC  G  CC  G  GGAGG  AGC  T  TGCTGCA  A  C  TGG  AT  TGC  TG  TTGACATTCCTTC  TG  T  G  A  CA  C  CCCGC  TCTGA  GT  AATGTGT  T  
AC151524.2   GCACCTGACTTTGTGACTCCGGGTGGAAACTGCTGCAATTGGATTGCTGTTGACATCCCTTCTGCGATACCTCTTTCTAAGTAATGTGTT
AC149496.23  GCCCCTGACTTTGTAACTCCGGGTGGAAACTGCTGCAATTGGATTGCTGTTGACATCCCTTCTGCGATACCTCTTTCTAAGTAATGTGTT
AC147001.42  GCACCTGACTTTGTGACTCCGGGTGGAAACTGCTGCAATTGGATTGCTGTTGACATCCCTTCTGTGATACCTCTTTCTAAGTAATGTGTT
AC144591.10  CCACGAAACTTTGTGACACAAGGAGGGTCTAGCCACAATTGGGTTGCCGTAGATGTTCCTTTTATTGCTCATTTATCCAAGTAATGCACT
AC138465.22    GCA  CCTG  AC  TTTGT  G  AC  T  CC  G  GG  T  GG  A  A  ACTGCTGCA  ATTGG  AT  TGC  TG  TTGACAT  C  CCTTC  TG  T  G  AT  A  C  C  T  C  TTTCT  A  A  GT  AATGTGT  T  
CR936328.1   CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCCGTAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
CR932960.3   CCACGAGGTTTTATAACGCCAGGAATATCCAGCCACAATTGGGTTGCTATAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC157980.14  CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCCGTAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC151742.9   CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCCGTAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC148171.16  CCACGAGGTTTTATAACACCAGGAGTATCCAGCCACAATTGGGTTGCCATAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC146971.16  CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCTGTAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC146856.8   CCACGAGGTCTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCTGTAGATGTTCCTTTTATTGCTCACTTGTCCAAGTAATGCATT
AC146789.30  CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCTGTAGATGTTCCTTTTGTTGCTCACTTGTCCAA----------
AC144656.12  CCACGAAGCTTTGTGACACAAGGAGGGTCTAGCCGCAATTGGGTTGTTGTAGATGTTCCTTTTATTGCTCATTTGTCCAAGTAATGCACT
AC144345.18  CCACGAGGTTTTATAACGCCAGGAGTATCCAGCCACAATTGGGTTGCCGTAGATGTTCCTTTTGTTACTCACTTGTCCAAGTAATGCATT
AC130806.58  CCACGAGGTTTTATAATGCCAGGAGTATCCAGCCACAATTGGGTTGCTGTAGATGTTCCTTTTGTTGCTCACTTGTCCAAGTAATGCATT
AC129090.22    CCA  C  GAAGC  TTTGT  G  ACAC  A  AGGAGG  GTC  T  AGCCACA  ATTGGG  T  TGC  TG  T  A  GA  TG  TTCCTT  TT  AT  TGCT  CAT  T  T  A  TC  CA  A  GT  AATG  CACT  
CR962135.1   AGGCCTGTATTTGTTACACCAGGAGGTTTTGCAAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
CR962122.2   AGGCCTGTATTTGTTATACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
CR936945.2   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CR932962.2   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CR932959.2   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAGTGTGTC
CR931743.1   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGTGTC
CR931740.2   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CT954230.1   AGGCCTGCATTTGTTACACCAGGAGGCATTGCGAGTGATTGGGACGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGCGTC
CT573505.1   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CT030245.8   AGACCTGCATTTGTTACACCAGGAGGCATTACGACAAATTGGGATGCCATTGACATTCCATCAATCATGCATGTTTCTGAGTAATGTGTC
CT025840.2   AGGCCTGTATTTGTTACGCCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CT010518.7   AGGCCTGTATTCGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CT009749.1   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
CT009565.10  AGGCCTGCATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGTGTC
CT009528.9   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTAAGTAATGTGTC
CT009511.9   AGACCTGCATTTGTTACACCAGGAGGCATTACGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC174468.2   AGGCCTGCATTTGTTACACCAGGAGGCATTGCGAGTGATTGGGACGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGCGTC
AC174378.9   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCTCTCAATCATGCATGTTTCTGAGTAATATACC
AC169177.4   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC162277.25  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC159185.11  AGGCCTGCATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC156629.26  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCATCAATCATGCATGTTTCTGAGTAATGTGTC
AC155891.2   AGGCCTATGTTTGTTATACCAGGAGGCATTGCGAGAGATTGGGATGCCATCGACATTCCTTCAATCATGCATGTTTCCGAGTAGTGTGTC
AC155100.17  AGGCCTGCATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC151822.29  AGGCCTGTATTTGTTACACCAGGAGGCTTTGCAAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC151725.26  AGGCCTGTATTTGTTACACCAGGAGGCTTTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC151673.24  AGGCCTGCATTTGTTACACCAGGAGGCATTGCGAGTGATTTGGACGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGCGTC
AC151459.30  GGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGTGTC
AC150445.24  AGGCCTGTATTTGTTACGCCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC149496.23  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC149040.2   AGGCCTGTATTTGTTACACCAGGAGGCTTTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC149040.2   AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC146709.11  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC145512.33  TGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC145061.27  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC144930.20  AGGCCTGTATTTGTTATACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC144727.11  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC144727.11  AGGCCTGTGTTTGTTATACCAGGAGGCATTGCGAGAGATTGGGATGCCATCGACATTCCTTCAATCATGCATGTTTCCGAGTAATGTGTT
AC144658.33  AGGCCTGTTTTCGTTACACCAGGAGGCGTTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC144405.29  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC140913.25  AGGCCTGTATTTGTTACGCCAGGAAGCATTGCGAGAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGCGTC
AC140773.20  AGGCCTGTATTTGTTACACCAGGAGGCATTGTGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC140720.21  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC140550.31  AGGCCTGTATTTGTTACGCCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC139313.11  AGGCCTATATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC138527.22  AGGCCTGCATTTGTTACACCAGGAGGCTTTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC
AC138133.26  AGGCCCATTTTTGTCATACCAGGAGGCATTGCTAGAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCCGAGTAATGCGTC
AC138012.32  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC137667.18  AGGCCTGTATTTGTTACACCAGGAGGCGTTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTAAGTAATGTGTC
AC135504.47  AGGCCTGTGTTTGTTATACCAGGAGGCATTGCGAGAGATTGGGATGCCATCGACATTCCTTCAATCATGCATGTTTCCGAGTAATGTGTC
AC135396.32  AGGCCTGTATTTGTTACACCAGGAGGCATGGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC134824.36  AGGCCTATATTTGTTACACCAGGAGGCATTGCGACGAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC133864.32  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAGATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC130802.36  AGACCTGCATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTTTGAGTAATGTGTC
AC127018.25  AGGCCTGTATTTGTTACACCAGGAGGCATGGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC122728.32  AGGCCTGCATTTGTTACACCAGGAGGCATTGCGACAAACTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTGAGTAATGTGTC
AC121246.28  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGACAAATTGGGATGCCATTGACATTCCTTCAATCATGCATGTTTCTAAGTAATGTGTC
AC121234.33  AGGCCTGTATTTGTTACACCAGGAGGCATTGCGAGAGATTGGGATGCCATTGACATTCCCTCAATCATGCATGTTTCTGAGTAATATACC

                                                                                             |
                                                                                   donor splice site
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CT573400.6   TGTCTTGTCTTTTGTTTTTTACTT--------TTAAAGAAAACTCCTTTCGTTTTTGCCCAAGACGAAAGTGAAATCAT---GTAGGGCT
AC146664.33  TGTCTTGTCTTTTGTTGTTTTTTG------TTTTTAAGAAAACTCCTTTCGTTCT-GCCCAAGGCGAAAGTGAAATCAT---GTAGGGCT
AC146590.25  TGTCTTGTCTTTTGTTGTTTTTT-----------TAAGAAAACTCCTTTCGTTCT-GCCCAAGGCGAAAGTGAAATCAT---GTAGGGCT
AC145061.27  TGTCTTGTCTTTTGTTGTTTTTTTG-----TTTTTAAGAAAACTCCTTTCGTTCT-GCCCAAGGCGAAAGTGAAATCAT---GTAGGGCT
AC135311.13  T  GTC  T  TG  T  C  T  TT  TG  T  T  G  T  T  TTTT  TTGTTTGTTTTTTAG  AA  A  A  C  TCCT  T  TCG  T  TCT  -  GCCCAA  G  GCGA  A  AGTGA  A  AT  CA  T  ---  GTA  G  GG  CT  
AC151524.2   TGTCTT---TTTTGTTGCTTTT-----------TTAAGAAAACTCCTTTCGTCCT-ACCCCAGACGAAGGTGAAATCTT---GTAGGG-T
AC149496.23  TGTCTT---TTTTGTTGCTTTT-----------TTTAGAAAACTCCTTTCGTCCT-ACCC-AGACGAAAGTGAAATCTT---GTCGGG-T
AC147001.42  TGTCTT---TTT-GTTGCTTTTCT---------TTAAGAAAACTCCTTTCGTCCT-ACCCCAGACGAAAGTGAAATCTT---GTAGGG-T
AC144591.10  TTGTTTCGTCTTTTATGTTTTT-------------AAAGAAAATCCTTTCGCCCC-GCCCCAAGCGAGAGTGAATCTAT---CTAGGGCT
AC138465.22  T  GTC  T  T---  T  TT-  G  T  T  GCT  TTT  -T---------TT  A  AG  AA  A  A  C  TCCT  T  TCG  TCT  T  -A  CCC  C  A  GA  CGA  A  AGTGA  A  AT  C  TT  ---  GTA  G  GG  -T  
CR936328.1   TGTCTAGTTTATGCTTTTCCTTTC-----------AAAAAAAAAAACAAACAAAA-ATCCTTTCGCCCCGCCCCAAGCG---AAAGTGAA
CR932960.3   TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAAAAAAAAAAACAAAA-CATCCTTTCGCCCCGCCCCAAGC---GAAAGTGA
AC157980.14  TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAAAATCCTTTCGCCCC-GCCCCAAGCGAAAGTGAACTTAT---CTAGGGCT
AC151742.9   TGTCTAGTTTATGCTTTTCCTTTC-----------AAAAAAAAAAACAAACAAAA-ATCCTTTCGCCCCGCCCCAAGCG---AAAGTGAA
AC148171.16  TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAAAATCCTTTCGCCCC-GCCCCAAGCGAAAGTGAACTTAT---CTAGGGCT
AC146971.16  TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAAAAAAAAAACAACAT-CCTTTCGCCCGCCCCAAGCGAAA---GTGAGCTT
AC146856.8   TGTCAAGTTTATGCTTTTCTTTTC-----------AAAAAAAACATCCTTTCGCC-CCGCCCCAAGCGAAAGTGAACTT---ATCTAGGG
AC146789.30  ------------------------------------------------------------------------------------------
AC144656.12  TTATTTCGTATTTTATGCTTTTT------------AAAGAAAATCCTTTCGCCCC-GCCCCAAGCAAAAGTGAATCTAT---CTAGGGTT
AC144345.18  TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAAATCCTTTCGCCCCG-CCCCAAGCGAAAGTGAACTTATC---TAGGGCTT
AC130806.58  TGTCTAGTTTATGCTTTTCTTTTC-----------AAAAAACATCCTTTCGCCCC-GCCCCAAGCGAAAGTGAGCTTAT---CTAGGGCT
AC129090.22  TTGTT  TTG  T  CTT  T  TA  T  GCT  TTTT  TA---------  AA  GAG  A  A  AATCCT  T  TCGC  C  C  C-  GCCC  C  AAGCGA  A  AGTGA  ATC  T  A  T  ---C  TA  G  GG  CT  
CR962135.1   TTGTTGCTTGAGTACCTTGTTTTT-------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CR962122.2   TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCCTCTCGCTCT-GTCCAAAGCGAGAGTGATATTTG-CTGTAAGGGC
CR936945.2   TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CR932962.2   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CR932959.2   TTGTTGCTTTAATGCTTCGTTTT--------CAAAA-TAACGATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CR931743.1   TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAAAGTGATATTTT-CTGTAAGGGC
CR931740.2   TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAAAGTGATATTTT-CTGTAAGGGC
CT954230.1   TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT573505.1   TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCACTCT-GCCCAAAGCGAGAGTGGTATTTT-CTGTAAAGGC
CT030245.8   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAAGGC
CT025840.2   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT010518.7   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT009749.1   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT009565.10  TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT009528.9   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
CT009511.9   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC174468.2   TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGTTCT-GCCCAAAGCGAGAGTGATATTTTTCTGTAAGGGC
AC174378.9   TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC169177.4   TTGTTGCTTAAATATCTTGTTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC162277.25  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC159185.11  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC156629.26  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCCCGCTCT-GCCCAAAGCGAGGGTGATATTTT-CTGTAAGGGC
AC155891.2   TTGTTGCTTAAGTGTTCTGTTTTT-------CAAAA-TAACAATCCTCTCGCTCT-GCCCGAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC155100.17  TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC151822.29  TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCCTCTTGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC151725.26  TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC151673.24  TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC151459.30  TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC150445.24  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC149496.23  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC149040.2   TCGTTGCTTAAGTATTTCGTTTTTTTT----CAAAA-TGACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC149040.2   TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACGATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC146709.11  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC145512.33  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACGATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC145061.27  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCCCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC144930.20  TTGTTGCTTAAGTATCTTGTTTTT-------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC144727.11  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC144727.11  TTGTTGCTTAAGTGTTTTGTTTTT-------CAAAA-TAACAATCCTCTCGCTCT-GCCCGAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC144658.33  TTGTTGCTTAAGTGTCTTGTTTTTTT-----CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC144405.29  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTTGCTCT-GCCCAAAGCGAGAGTAATGTTTT-CTGTAAGGGC
AC140913.25  TTGTTGCTTTAGCGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCGAAGCGACAATGATATTTT-CTGTAAGGGC
AC140773.20  TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC140720.21  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC140550.31  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC139313.11  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC138527.22  TTGTTGCTTAAGTATCTTGTTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAATGATATTTT-CTATAAGGGC
AC138133.26  TTGTTGCTTTAGTACTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC138012.32  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGGGTGATATTTT-CTGTAAGGGC
AC137667.18  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC135504.47  TTGTTGCTTAAGTGTTTTGTTTTT-------CAAAA-TAACAATCCTCTCGCTCT-GCCCGAAGCGAAAGTGATATTTT-CTGTAAGGGC
AC135396.32  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC134824.36  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC133864.32  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC130802.36  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATGTTTT-CTGTAAGGGC
AC127018.25  TTGTTGCTTTAGTGCTTTGTTTT--------CAAAAATAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC122728.32  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC121246.28  TTGTTGCTTTAATGCTTTGTTTT--------CAAAA-TAACAATCCTCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
AC121234.33  TTGTTGCTTAAGTATCTTGCTTTTT------CAAAA-TAACAATCATCTCGCTCT-GCCCAAAGCGAGAGTGATATTTT-CTGTAAGGGC
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CT573400.6   TTGTCTT----------TGCTTACAGTAT-TTTTTATTATGAATGAAAAT-----CGCCGTTTCTGTCACGGCATTTATTTATTTTTTTT
AC146664.33  TTGT-TT----------TGCTTCTAGTAC-TTTT-ATTACAAATAAAAAT-----CGTCGTTTCTATCACGGCTTTTATTACTTTTTATT
AC146590.25  TTGT-TT----------TGCTTCTAGTAC-TTTT-ATTACAAATAAAAAT-----CGTCGTTTCTATCACGGCTTTTATTACTTTTTATT
AC145061.27  TTGT-TT----------TGCTTCTAGTAC-TTTT-ATTACAAATAAAAAT-----CGTCGTTTCTATCACGGCTTTTATTACTTTTATTT
AC135311.13    T  TGT  -  T  T----------TGC  TT  CTA  G  T  A  C-TTTT-ATT  A  CA  AATAAAAAT  -----C  GTCGTTTCTTTCACG  G  CT  TT  T  A  TT  AC  TTT  TTATT  
AC151524.2   TTGTTTT----------TGCTTTGAGTTTATTTTCAGTATTAATGAAAAT-----TGTCGTTTCTGTCACGGCCGTTATT-----TTATT
AC149496.23  TTGTTTT----------TGCTTTGAGTTTGTTTTCAGTATTAATGAAAAT-----TGTCGTTTCTGTCACGGCCGTTATT-----TTATT
AC147001.42  TTGTTTT----------TACTTTGAGTTTGTTTTCAGTATTGATGAAAAT-----TGTCGTTTCTGTCACGACTGTTATT-----TTATT
AC144591.10  TTTTGCT--------------TCAAGAATTTATCATCAATCAAATAAAAA-----TGTCGTTTTGTTC-CCGACTTTTTCGCCTTGTTTT
AC138465.22    T  TGTTT  T----------TAC  TTT  GA  G  TT  T  GTTTTCAGT  ATTAAT  G  AAAAT  -----  TGTCGTTTCT  G  TCACG  G  C  CGT  T  A  TT  -----TTATT  
CR936328.1   CTTATCT----AGGGCTTTTTATTTCAGAAAATTATCATCAATAAAATAA-----AAATGTCGTTTTT-TTCCCGATGTTTTGTCTCATT
CR932960.3   GCTTATCTAGGGCTTTTTATTTCAAGAAATTATCATCAATAAAATAAAAA-----CGTCGTTTTTTTT-CCCGATGTTTTGTCTCATTTT
AC157980.14  TTTTATT--------------TCAAGAAATTATCATCAATAAAATAAAAA-----TGTCGTTTTTTTT-CCCGATGTTTTGTCTCATTTT
AC151742.9   CTTATCT----AGGGCTTTTTATTTCAGAAAATTATCATCAATAAAATAA-----AAATGTCGTTTTT-TTCCCGATGTTTTGTCTCATT
AC148171.16  TTTTATT--------------TCAAGAAATTATCATCAATAAAATAAAAA-----TGTCGTTTTTTTTTCCCGATGTTTTGTCTCATTTT
AC146971.16  ATCTA------GGGCTTTTTATTTCAAGAAATTATCATCAATAAAATAAA-----AACGTCGTTTTTT-TCCCGATGTTTTGTCTCATTT
AC146856.8   CTTTT------------TATTTCAAGAAATTATCATCAATAAAATAAAAA-----TGTCGTTTTTTTC-CCGATGTTTTGTCTCATTTTC
AC146789.30  ------------------------------------------------------------------------------------------
AC144656.12  TTTTGCT--------------TCAAGAATTTATCATCAATCAAATAAAAA-----TGTCGTTTTGTTC-CCGACCTTTT-GCCTTGTTTT
AC144345.18  TTTTTTT-----------ATTTCAAGAAATTATCATCAATAAAATAAAAA-----TGTCGTTTTTTTT-CCCGATGTTTTGTCTCATTTT
AC130806.58  TTTTA---------------TTTCAAGAAATTATCGTCAATAAAATAAAA-----ACGTCGTTTTTTT-CCCGATGTTTTGTCTCATTTT
AC129090.22    T  T  T  T  GCT--------------  T  CAA  G  A  ATT  TATCA  T  CA  AT  C  AA  AT  AAAA  A-----  TGTCGTTT  TG  TTC  -  C  CGACCT  TTT  -GCC  TT  ACTTT  
CR962135.1   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAA----TTGTCGTTTCCTTCACGACTGTTTCTTTTTTAA---
CR962122.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAATT---TTGTCGTTTCTTCCACGACTG--CTTTTTTTAG---
CR936945.2   ATGTTTG-------------TTTCGACATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTT----
CR932962.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
CR932959.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
CR931743.1   ATGTTTG-------------TTTCGGCATTGCCGTT-GATGAATAAAAA-----TTGTCGTTTCTTTCACGACTG--CTTTTTTTA----
CR931740.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTT----TTT---
CT954230.1   GTGTTTG-------------TTTCGGCATTGCCGTTTGATGAATAAAAAT-----TGTCGTTTCTTTCACGACTGCTTTTTTTTT-----
CT573505.1   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTTT---
CT030245.8   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTT----
CT025840.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTT----
CT010518.7   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTAC-TTTT---------
CT009749.1   ATGTTTG-------------TTTCGGCATTGCTGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACCTTTTTTTTT----
CT009565.10  GTGTTTG-------------TTTCGGCATTGCCGTTTGATGAATAAAAAT-----TGTCGTTTCTTTCACGACTGCTTTTTTTTT-----
CT009528.9   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
CT009511.9   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
AC174468.2   GTGTTTG-------------TTTCGGCATTGCCGTTTGATGAATAAAAAT-----TGTCGTTTCTTTCACGACTGCTTTTTTTA------
AC174378.9   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAAAA-AATTTCGTTTCTTCCACGACTG--CTTTTTTAG----
AC169177.4   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAG----TTGTCGTTTCTTTCACGACTG--CTTTTTTTA----
AC162277.25  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC159185.11  ATGTTTG-------------TTTCGGCATTGTCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTCTTTTTTTTTTA
AC156629.26  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTCTTTTTTT-----
AC155891.2   ATGTTTG-------------TTTCAGCATCGCCGTT--ATTAATAAAAAA----TCGTCGTTTTTTTCACGGTTTTTATTTTTT------
AC155100.17  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAAAA-ATTGTCGTTTCTTTCACAACTG--CTTTTTTTT----
AC151822.29  ATGTTTG-------------TTTCGGCATTGCCATT-GATTAATAAAAAT---TTTGTCGTTTCTTCCACGACTG--CTTTTTTAG----
AC151725.26  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAA-----TTGTCGTTTCTTTCACGACTG---CTTTTTTAG---
AC151673.24  GTGTTTG-------------TTTCGGCATTGCCGTTTGATGAATAAAAAT-----TGTCGTTTCTTTCACGACTGCTTTTTTTT------
AC151459.30  ATGTTTG-------------TTTCGGCATTGCCGTT-GATGAATAAAAAAA---TTGTCGTTTCTTTCACGACTGCTTTTTTTTTTT---
AC150445.24  GTGTTTG-------------TTTCGGCATTGCCGTTTGATGAATAAAAAT----T-GTCGTTTCTTCCACGACTACTTTTTTTT------
AC149496.23  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----GTGTCGTTTCTTCCACGACTACTTTTTTTTTT----
AC149040.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAT---TTTGTCGTTTCTTCCACGACTG--CTTTTTTAG----
AC149040.2   ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTTT---
AC146709.11  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTT-----
AC145512.33  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAACT----TTGTCGTTTCTTCCACGACTACCTTTTTTTTT----
AC145061.27  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTT-----
AC144930.20  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAA-----TTGTCGTTTCTTTCACGACTG--TTTTTTTTA----
AC144727.11  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
AC144727.11  ATGTTTG-------------TTTCGGCATCGCCGTT--ATTAATAAAAA-----TCGTCGTTTCTTTCACGACTTTTATTTTT-------
AC144658.33  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTC---TTT---
AC144405.29  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
AC140913.25  GTGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAT----T-GTCGTTTCTTTCACGACTG--TTTTTTT------
AC140773.20  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAAA---TTGTCGTTTCTTTCACGCCTG--CTTTTTTT-----
AC140720.21  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTTTT--
AC140550.31  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTAC-TTTTTTTTT----
AC139313.11  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
AC138527.22  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAA----TTGTCGTTTCTTTCACGACTG--CTTTTTTTTT---
AC138133.26  GCGTTTG-------------TTTCGGCATTGCCGTT-GATGAATAAAAAT-----TGTCGTTTCTTTCACGACTGCTTTTTTTTTA----
AC138012.32  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTTTTTTT
AC137667.18  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTT------
AC135504.47  ATGTTTG-------------TTTCGGCATCGCCGTT--ATTAATAAAAAAAAAATCGTCGTTTCTTTCACGGCTTTTATTTTTTTT----
AC135396.32  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC134824.36  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTA------
AC133864.32  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC130802.36  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC127018.25  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC122728.32  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTT-------
AC121246.28  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAATT----TTGTCGTTTCTTCCACGACTACTTTTTTTTT-----
AC121234.33  ATGTTTG-------------TTTCGGCATTGCCGTT-GATTAATAAAAAA----TTGTCGTTTCTTTCACGACTG--CTTTTTTTT----
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CT573400.6   TTATATATATATTCT----GTGCATTTT-------CTGAAAAAAATGGTAATAGAAAAAT-----CCGAAAAAA------------TCAT
AC146664.33  TTTTTTGT------------TGCTTTTT-------CTGGAAAAAATGGTAATACAAAAAT-----CCAAAAAAA-------------TCA
AC146590.25  TTTT--GT------------TGCTTTTT-------CTGGAAAAAATGGTAATACAAAAAT-----CCAAAAAAT-------------CAT
AC145061.27  TTTTTTGT------------TGCTTTTT-------ATGGAAAAAATGGTAATACAAAAAT-----CCAAAAAAAAATCATTCTCTTTTTT
AC135311.13    TTTT--GT------------  TGCTTTTT  -------C  TGGAAA  A  A  -  TGGTAAT  A  C  A  A  A  AA  T-----  CCAAAA  AAA-------------TCA  
AC151524.2   TTAG----------------TGCTTTTT-------CTGGAAAAA-TGGTAATACAAAAAA-----CCAAAAAA-------------CTTG
AC149496.23  TTAG----------------TGCTTTTT-------CTGGAAAAA-TGGTAATACAAAAAA-----CCAAAAAAAA-----------CTTG
AC147001.42  TTAG----------------TACTTTTT-------CTGGAAAAA-TGGTAATACAAAAAAAAA--CCAAAAAA-------------CATG
AC144591.10  CTTT----------------T-ATGATT-------TTAGAAAAAATGGTAATACAAAAAA-----CCAAAAAT-----------A-----
AC138465.22    TTAG----------------  TGCTTTTT  -------C  TGGAAA  A  A  -  TGGTAAT  A  C  A  A  A  AAAA  ----  CCAAAA  AA-------------CT  T  G  
CR936328.1   TTCT----------------T-TTATGC-------TTTTCTGAAAAGTGGTAATACAAAA-----ACCCAGCA-----------T-----
CR932960.3   CTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC157980.14  CTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC151742.9   TTCT----------------T-TTATGC-------TTTTCTGAAAAGTGGTAATACAAAA-----ACCCAGCA-----------T-----
AC148171.16  CTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC146971.16  TTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC146856.8   TTTT----------------A-TGCTTT-------TCTGAAAAGTGGTAATACAAAAAAA-----ACCCAACA-----------T-----
AC146789.30  ------------------------------------------------------------------------------------------
AC144656.12  CTTT----------------T-ATGTTT-------TTAGAAAAAATGGTAATACAAAAAA-----CCAAAAAT-----------A-----
AC144345.18  CTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC130806.58  CTTT----------------T-ATGCTT-------TTCTGAAAAGTGGTAATACAAAAAA-----CCCAACAT-----------G-----
AC129090.22    CTTT----------------  T  -A  T  G  TTT  -------  TT  A  GAAA  A  A  -  TGGTAAT  A  C  A  A  A  AAA  -----  CC  G  AAA  AT-----------A-----  
CR962135.1   ------------------TGCCTTTTTTT---CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
CR962122.2   ------------------TACCTTTTTTT---TCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
CR936945.2   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CR932962.2   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CR932959.2   ------------------AGTGTTTTTC----CC-TTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CR931743.1   -------------------GTGCCTTTTT-----CTTGGAAAAAATGGTAATGCCAGAAAAAAA-CCAAAACATCTG---------TATT
CR931740.2   ------------------AGTGTTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT954230.1   ------------------AGTGCCTTTT-----TCTTGGAAA-AATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT573505.1   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT030245.8   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACATTTG---------TATT
CT025840.2   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT010518.7   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
CT009749.1   ------------------AGTGCTTTTT----TCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT009565.10  ------------------AGTGCCTTTT-----TCTTGGAAA-AATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT009528.9   ------------------AGTGCTTTTTT---CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
CT009511.9   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAAA-CCAAAACGTCTG---------TATT
AC174468.2   ------------------AGTGCCTTTT-----TCTTGGAAA-AATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC174378.9   ---------------------TGCTTTTT---CCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC169177.4   -------------------GTGCCTTTTT---TCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC162277.25  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC159185.11  TT----------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAAAAAAAA--CCAAAACGTCTG---------TATT
AC156629.26  ------------------AGTGTTTTTC-----CCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC155891.2   ------------------AGTGCTTTTTT----CCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC155100.17  -------------------AGTACATTTT---TTCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATTTG---------TATT
AC151822.29  --------------------TGCTTTTTC---CCCTTGGAAATGATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC151725.26  ------------------TGCCTTTTTT----CCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC151673.24  ------------------AGTGCCTTTT-----TCTTGGAAA-AATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC151459.30  ------------------AGTGCCTTTT-----TCTTGGAAA-AATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC150445.24  ------------------AGTGCTTTTC----CC-TTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC149496.23  ------------------AGTGCTTTTTTC--CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC149040.2   --------------------TGCTTTTTC---CC-TTGGAAATAATGGTAATGCTAGAAAAAAA-CCAAAACATCTA---------TATT
AC149040.2   ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC146709.11  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC145512.33  ------------------AGTGCTTTTT----CCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC145061.27  ------------------AGTGCTTTTTT---CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC144930.20  --------------------GTACCTTTT---TTCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC144727.11  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC144727.11  ------------------AGTGCTTTTT------CTTGGAAATAATGGTAATGCCAGAAAAAAAACCAAAACATCTG---------TATT
AC144658.33  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC144405.29  ------------------AGTGTTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC140913.25  ------------------AGTGCCTTTT----TC-TTGGAAAAAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC140773.20  ------------------AGTGCTTTTTT-----CTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC140720.21  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC140550.31  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTTTG---------TATT
AC139313.11  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAAA-CCAAAACGTCTG---------TATT
AC138527.22  ------------------AGTACCTTTTT---TTCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAATATCTG---------TATT
AC138133.26  ------------------AGTGCTTTTT----TCCTTGGAAATAATGGTAATACCAGAAAAAA--CCAAAACATCTG---------TATT
AC138012.32  TTTTTTTTTTTTTTTTTAAGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC137667.18  ------------------AGTGCTTTTTTTT-CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC135504.47  ------------------AGTGCTTTTTT----CCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
AC135396.32  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC134824.36  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC133864.32  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC130802.36  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC127018.25  ------------------AGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC122728.32  ------------------GGTGCTTTTT----CCCTTGGAAACAATGGTAATGCCAGAAAAAAA-CCAAAACGTCTG---------TATT
AC121246.28  ------------------AGTGCTTTTTTTTTCCCTTGGAAACAATGGTAATGCCAGAAAAAA--CCAAAACGTCTG---------TATT
AC121234.33  ------------------AGTGCCTTTTT---TCCTTGGAAATAATGGTAATGCCAGAAAAAA--CCAAAACATCTG---------TATT
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CT573400.6   TCTCTTTTTTCTTTTAAAAT---------------------T----TTCAAAATCAAAGGTCTGCATTTACTCATT-------AAAATCA
AC146664.33  TTCTCTTTTTCTTTTAAA-----------------------T----TTCAAAACCAAAGGTCTGCATTTACTCATT-------AAAATCG
AC146590.25  TCTTTTTTTTCTTTTAAA-----------------------T----TTCAAAACCAAAGGTCTGCATTTACTCATT-------AAAATCA
AC145061.27  TTTTTTTTCTCTTTTAAA-----------------------T----TTCAAAACCAAAGGTCTGCATTTACTCATT-------AAAATCA
AC135311.13  TT  CT  CTT  T  TT  CT  TTT  A  A  A-----------------------T----TTCAAAACCAAAGGTCTGCATTTACTCAT  T  -------  A  AAA  TCA  
AC151524.2   TTCTCTTTTTCTTTTAAAAAA--------------------AAAATATCAATTTCAAAGGTCTGCATTCACTCTTTTGCTAAAAAA-TCA
AC149496.23  TTCTCTTTTTCTTTTAAATAA--------------------TATACATCAATTTCAAAGGTCTGCATTCACTCTTTTACTAAAAAAATCA
AC147001.42  TTCTCTTTTTCTTTTAAAAAAAAAAAAAAAAAATATATATATATACATCAATTTCAAAGGTCTGCATTCACTCTTT-ACTAAAAA--TCA
AC144591.10  ------TAATCACCTTCT--------------------------A-----------AAAATCTGCACTTACTTATTTTCTAAAA---TCA
AC138465.22  TT  CT  CTT  T  TT  CT  TT  AA  A  AAA---------------------T  A  T  A  T  A  TCAATTTCAAAGGTCTGCATTCACTCTT  TT  A  CTAAAA  AAA  TCA  
CR936328.1   ------GAATTTTCAAAA--------------------------A-----------ATCTGCATGTATCTTCTTTCTAAAAA-----TCA
CR932960.3   ------AATTTTCAAAAA--------------------------A-----------TCTGCATGTATCTTTTTTCTAAAAAA-----TCA
AC157980.14  ------AATCTTCAAAAA--------------------------A-----------TCTGCATGTATCTTTTTTCTAAAAAAAAAA-TCA
AC151742.9   ------GAATTTTCAAAA--------------------------A-----------ATCTGCATGTATCTTCTTTCTAAAAA-----TCA
AC148171.16  ------AATTTTCAAAAA--------------------------A-----------ATCTGCATGTATCTTTTTTCTAAAAAA----TCA
AC146971.16  ------AATTTTCAAAAA--------------------------A-----------ATCTGCATGTATCTTCTTTCTAAAAA-----TCA
AC146856.8   ------AAATTTTCAAAA--------------------------A-----------TCTGCATGTATCTTTTTTTCTAAAAA-----TCA
AC146789.30  ------------------------------------------------------------------------------------------
AC144656.12  ------TAATCA------------------------------------------------------------------------------
AC144345.18  ------AATTTTCAAAAA--------------------------A-----------ATCTGCATGTATCTTTTTTCTAAAAAA----TCA
AC130806.58  ------AATTTTCAAAAA--------------------------A-----------ATCTGCATGTATCTTCTTTCTAAAAA-----TCA
AC129090.22    ------  TA  A  T  C  A  CC  T  TCT--------------------------  A  -----------AAAATCTGCACTTACT  T  GT  TTTCTAAAA  AAA  TCA  
CR962135.1   TTTTCTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
CR962122.2   TTT-CTTATTGATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
CR936945.2   TT--CTTATTAATTTCA-------------AAAGTCTGCATGAAAAA----AAA-----------------CT-CTTTCTAAAAA--TCA
CR932962.2   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAA------------------CT-CTTTCTAAAA---TCA
CR932959.2   TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAAAAAAAAA-----------------CT-CTTTCTAAAA---TCA
CR931743.1   TTT-CTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
CR931740.2   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
CT954230.1   TT--CTTATTAATTTCA-------------AAAACCTGCATGAAAAAAAAAAAAAACAAAAAACAAAAAAACT-CTTTCTAAAA---TCA
CT573505.1   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAACT----------------CC-CTTTCTAAAA---TCA
CT030245.8   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAA-----------------CT-CTTTCTAAAA---TCA
CT025840.2   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAA--------------------CT-CTTTCTAAAAA--TCA
CT010518.7   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
CT009749.1   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAAAA---------------CT-CTTTCTAAAA---TCA
CT009565.10  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA------------------AAAACTCT-CTTTCTAAAA---TCA
CT009528.9   TT--CTTATTAATTTCA-------------AAAACCTGCATGAAAAAAAAAAAAAAA--------------CT-CTTTCTAAAA---TCA
CT009511.9   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAAAA---------------CT-CTTTCTAAAA---TCA
AC174468.2   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA------------------AAAAAACT-CTTTCTAAAAA--TCA
AC174378.9   TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA-----------------------CCT-CCTTCTAAAA---TCA
AC169177.4   TT--CTTATTAATTTCA-------------AAA-TCTGCATAAAAAA-----------------------CCTTCTTTCTAAAA---TCA
AC162277.25  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAA---------------------CT-CTTTCTAAAA---TCA
AC159185.11  TC--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAA------------------CT-CTTTCTAAAA---TCA
AC156629.26  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA---AAAAAAA--------------CT-CTTTCTAAAA---TCA
AC155891.2   TT--CTTATTAATTTCAAAAAA--------AAAATCTGCATAAAAA-------------------------CCTCTTTCTAAAA---TCA
AC155100.17  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA-----------------------CCT-CTTTCTAAAA---TCA
AC151822.29  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
AC151725.26  TTT-CTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
AC151673.24  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA---------------------AAACT-CTTTCTAAAA---TCA
AC151459.30  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
AC150445.24  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAACAA-------------------CT-CTTTCTAAAA---TCA
AC149496.23  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAAAA--------------CT-CTTTCTAAAA---TCA
AC149040.2   TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
AC149040.2   TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA---AAAAAAA--------------CT-CTTTCTAAAA---TCA
AC146709.11  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAA------------------CT-CTTTCTAAAA---TCA
AC145512.33  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
AC145061.27  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAGAAAAAAAAA--------------CT-CTTTCTAAAA---TCA
AC144930.20  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA-----------------------CCT-CCTTCTAAAA---TCA
AC144727.11  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAAAAAAAA-----------CT-CTTTCTAAAA---TCA
AC144727.11  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAAA-----------------------CCTCTTTCTAAAA---TCA
AC144658.33  TTTTCTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAA--------------------CT-CTTTCTAAAA---TCA
AC144405.29  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAA--------------------CC-CTTTCTAAAA---TCA
AC140913.25  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAAAAAAAAAAAAAAAA------AAAACT-CTTTCTAAAA---TCA
AC140773.20  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA-----------------------CCT-CCTTCTAAAA---TCA
AC140720.21  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAA---------------------CT-CTTTCTAAAA---TCA
AC140550.31  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
AC139313.11  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA--------AA--------------CT-CTTTCTAAAA---TCA
AC138527.22  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA-----------------------CCCTCTTTCTAAAA---TCA
AC138133.26  TT--CTTATTAATTTCA-------------AAAACCCGCATGAAAAAAAA---------------------CT-CTTTCTAAAA---TCA
AC138012.32  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAA----------------CT-CTTTCTAAAA---TCA
AC137667.18  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAAAC---------------CA-TTTTCTAAAA---TCA
AC135504.47  TT--CTTATTAATTTCA-------------AAAATCTGCATAAAAAA------------------------CCTCTTTCTAAAA---TCA
AC135396.32  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAAA---------------CT-CTTTCTAAAAA--TCA
AC134824.36  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAA----------------CT-ATTTCTAAAA---TCA
AC133864.32  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAGAAAAA--------------------CT-CTTTCTAAAA---TCA
AC130802.36  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAA-------------------CT-CTTTCTAAAA---TCA
AC127018.25  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAA----------------CT-CTTTCTAAAAA--TCA
AC122728.32  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAA----AAAAAA--------------CT-CTTTCTAAAA---TCA
AC121246.28  TT--CTTATTAATTTCA-------------AAAATCTGCATGAAAAAAAAAAAAAC---------------CA-TTTTCTAAAA---TCA
AC121234.33  TTT-CTTATTAATTTCA-------------AAAATCTGCATAAAAAC-----------------------CCT-CTTTCTAAAA---TCA
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CT573400.6   ATCATGAATCATGTGCAGACTGAACATAAGCGAGCCCGTTGAACACAGTAACCCCATGCTTCCTCCCAACTTTGAAGTCCCGGTTTACGA
AC146664.33  ATCATGAATCATGTGCAGACTGAACATAAGTGAATCCGTTGAACACAGTGACCCCATGCTTTCTCCCAACTTTGAGGTCCCGGTTTACGA
AC146590.25  ATCATGAATCATGTGCAGACTGAACATAAGTGAATCCGTTGAACACAGTGACCCCATGCTTTCTCCCAACTTTGAGGTCCCAGTTTACGA
AC145061.27  ATCATGAATCATGTGCAGACTGAACATAAGTGAATCCGTTGAACACAGTGACCCCATGCTTTCTCCCAACTTTGAGGTCCCGGTTTACGA
AC135311.13    AT  CA  TGA  AT  C  AT  G  TGC  AG  AC  TGAAC  ATA  A  G  T  G  AA  T  CCGTTGAACACAGT  G  A  C  CC  C  A  T  G  C  TT  T  CTCC  C  AA  C  TTTGA  GG  TCCC  G  GT  T  TA  C  GA  
AC151524.2   ATCATGAATCATATGCAGACTGAACATACATGAGCCCGTTGAACATAGTGACCCTATGCTGCCTTCCAACTTTGAGTTCCCAGTTTACGA
AC149496.23  ATCATGAATCATATGCAGACTGAACATACATGAGCCCGTTGAACATGATGACCCTATGTTACCTCCCAACTTTGAGTTCCCAGTTTACGA
AC147001.42  ATCATGAATCATATGCAGACTGAACATACATGAGCCCGTTGAACATGATGACATTATGCTACCTCCCAACTTTGAGTTCCCAGTTTACGA
AC144591.10  TCAATCA--TATATGCAGATTAAAAACAAATGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC138465.22    AT  CA  TGA  AT  C  ATATGC  AG  AC  TGAAC  ATAC  AT  G  A  G  CCCGTTGAACA  TGA  T  G  A  C  CCTA  T  G  T  T  A  CCT  T  C  C  AA  C  TTTGA  G  TTCCC  A  GT  T  TA  C  GA  
CR936328.1   TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATAA
CR932960.3   TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC157980.14  TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC151742.9   TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATAA
AC148171.16  TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCCATGATCTCTCCCAACTTTGAGTTCCATGTGTATGA
AC146971.16  TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC146856.8   TCCATCA--CATGTGCAGATTAGAAATCAACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC146789.30  ------------------ATTAGAAATCAACGAACCCGTTGAACAACATAATCCTATGATCGCTCCCAACTTTGAGTTCCCTGTCTATGA
AC144656.12  ---------TATATGCAGATTAAAAACCAATGAACCCGTTGAACAACATAGCCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC144345.18  TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATACCCCTATGATCTCTCCCAACTTTGGGTTCCCTGTGTATGA
AC130806.58  TCCATCA--CATGTGCAGATTAGAAATCGACGAACCCGTTGAACAACATAACCCTATGATCTCTCCCAACTTTGAGTTCCCTGTGTATGA
AC129090.22  TC  A  A  TCA--  TATATGC  AG  A  TT  A  AA  A  C  CC  AAT  G  AACCCGTTGAACA  ACA  TA  GC  CCTA  T  G  A  T  CT  CTCC  C  AA  C  TTTGA  G  TTCCCTGTGTATGA  
CR962135.1   TCCAACCATTTTACGCAGATTGAACTATAATGAACCCGTTGGGCACAGTAATCCTGCATTCCCTCCGAATTTTGAGTTCCCAGTGTATGA
CR962122.2   TCCAATCATTTTACGCAGATTGAACTATAATGAACCCGTTGGGCACAGTAATCCTGCATTCTCTCCGAATTTTGAATTCCCAGTGTATGA
CR936945.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTATATGA
CR932962.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
CR932959.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
CR931743.1   TCCAACCATTTTACGCAGATTGAACTATAATGAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCAGTGTATGA
CR931740.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTGTGA
CT954230.1   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATTCTATGCCTCTTCCAAACTTTGAATTCCCGGTATATGA
CT573505.1   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
CT030245.8   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGATTTCCCTGTGTATGA
CT025840.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTGCGGTTCCTCCGAATTTTGAATTCCCTGTGTATGA
CT010518.7   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTATGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
CT009749.1   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
CT009565.10  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTATGGTTCCTCCAAACTTTGAATTCCCGGTATATGA
CT009528.9   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGAATTCCCTGTGTATGA
CT009511.9   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTGTGA
AC174468.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATTCTATGCCTCTTCCAAACTTTGAATTCCCGGTATATGA
AC174378.9   TCCAATCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAATCCTGCATTCCCTCCGAATTTTGAGTTTCCAGTGTATGA
AC169177.4   TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCCGAATTTTGAGTTCCCAGTGTATGA
AC162277.25  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTGCGGTTCCTCCGAATTTTGAATTCCCTGTATATGA
AC159185.11  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGAATTCCCTGTGTATGA
AC156629.26  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC155891.2   TCCAACCATTTTACGCAGATTGAGCCATAGTAAACCCGTTAGGCACAGTAACCCTACGTTTCCTCCGAATGTTGAATTCCCGGTGTATGA
AC155100.17  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCCGAATTTTGAGTTCCCAGTGTATGA
AC151822.29  TCCAACCGTTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCCGAATTTTGAGTTCCCAGTGTATGA
AC151725.26  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCCGAATTTCGAGTTCCCAGTGTATGA
AC151673.24  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATTCTATGCCTCTTCCAAACTTTGATTTCCCTGTGTATGA
AC151459.30  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
AC150445.24  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTATGGTTCCTCCAAACTTTGAATTCCCGGTATATGA
AC149496.23  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGATTCCTCCAAGTTATGATTTCCCTGTGTATGA
AC149040.2   TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGAGCACAGTAACCCTGCATTCCCTCCGGATTTTGAATTCCCAGTGTATGA
AC149040.2   TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC146709.11  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
AC145512.33  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAGTTCCCTGTGTATGA
AC145061.27  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCTTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC144930.20  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAATCCTGCATTCCCTCCGAATTTTGAGTTTCCAGTGTATGA
AC144727.11  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
AC144727.11  TCCAACCATTTTACGCAGATTAAACCATAATAAACCCGTTGGGCACAGTAACCCTACGTTTCCTCCGAATTTTGAATTCCCGATGTATGA
AC144658.33  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
AC144405.29  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCATACGGTTCCTCCAAGTTTTGAATTCCCTGTGTATGA
AC140913.25  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTGCGGTTCCTCCGAATTTTGAATTCCCTGTGTATGA
AC140773.20  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCTGGATTTTGAATTCCCAGTGTATGA
AC140720.21  TCCAATCATTATATGCAGGTTGAACCCCAATAAACCCGTTGAACACAGTAATCCTACGTTTCCTCCAAATCTTGAATTCCCTGTGTATGA
AC140550.31  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAATTTTGAATTCCCTGTGTATGA
AC139313.11  TCCAATCAGTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC138527.22  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAATCCTGCATTCCCTCCGAATTTTGAGTTCCCAGTGTATGA
AC138133.26  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCATTGAACATAGTAATCCTATGCCTCTTCCAAACTTTGAATTCCCGGTATACGA
AC138012.32  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCTTACGGTTCCCCCAAGTTTTGATCTCCCTGTATATGA
AC137667.18  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAGTCCTACGGTTCCTCCAAGTTTTGAATTCCCTGTGTATGA
AC135504.47  TCCAACCATTTTACGCAGATTGAGCCATAATAAATCTGTTGGGCACAGTAACTCTACGTTTCCTCCGAATTTTGAATTCCCGGTGTATGA
AC135396.32  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTATATGA
AC134824.36  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTATATGA
AC133864.32  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC130802.36  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCATACGGTTCCTCCAAGTTTTGAATTCCCTGTGTATGA
AC127018.25  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTATATGA
AC122728.32  TCCAAGCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAATCCTACGGTTCCTCCAAGTTTTGATTTCCCTGTGTATGA
AC121246.28  TCCAATCATTATATGCAGGTTGAACCATAATAAACCCGTTGAACACAGTAGTCCTACGGTTCCTCCAAGTTTTGAATTCCCCGTGTATGA
AC121234.33  TCCAACCATTTTACGCAGATTGAACTATAATAAACCCGTTGGGCACAGTAACCCTGCATTCCCTCCGAATTTTGAATTCCCAGTGTATGA

                             |
                    acceptor splice site
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CT573400.6   GGCTATGATAGAGGAGGATGAGGAGATTCCTGATGAGATTAAATGGATGTTGG-AACAAGAAAGAAAGACAATTCAGCCTCATCAGGAAG
AC146664.33  GGCTGTGGCAGAGGAAGATGAGGAGATCCCGAATGAGATCAAATGGATGTTGG-AACAAGAAAGGAAGACAATTCAACCTCATCAGGAGG
AC146590.25  GGCTGTGGCAGAGGAGGATGAGGAGATCCCGAATGAGATCAAATGGATGTTGG-AACAAGAAAGGAAGACAATTCAACCTCATCAGGAGG
AC145061.27  GGCTGTGGCAGAGGAGGATGAAGAGATCCCGAATGAGATCAAATGGATGTTGG-AACAAGAAAGGAAGACAATTCAACCTCATCAGGAGG
AC135311.13    G  GC  T  G  TG  G  CA  GAGGA  G  G  A  TGA  G  GA  G  AT  C  CC  GA  ATGAGATCA  AAT  GG  A  T  GT  T  G  G  -  A  A  CAAGAAA  G  GAA  GA  C  A  ATTCA  A  CCTCA  T  CAGGA  G  G  
AC151524.2   AGCTTGGGTAGAAGAGGATGAAGAGATTCCCGATGAGCTCCGATGGATGTTAG-AGCAAGAAAGAAAAGCCTTTCAGCCTCACAAGGAAG
AC149496.23  GGCTTGGGTAGAAGAGGATGAAGAGATTCCCGATGAACTCCGATGGATGTTAG-AGCAAGAAAGAAAAGCTATTCAGCCTTACAAGGAAG
AC147001.42  AGCTTGGATAGAAGAGGATGAAGAGATTCCCGATGAGCTCCGATGGATGTTAG-AGCAAGAAAGAAAAGCCATTCAGCCTCACAAGGAAG
AC144591.10  GGCGGAAGAAGAAGAGAACGAAGAGATTCCCGACGAAATCTCTCGGCTACTTG-AACAAGAAAGAAAGATCATTCAGCCCTATGGGGAAG
AC138465.22  AGC  TTGG  G  TA  GA  A  GA  G  G  AC  GA  G  GA  G  AT  T  CC  CG  ATGAG  C  TC  CGAT  GG  A  T  GT  T  A  G  -  AGCAAGAAA  GA  AAAGCCATTCAGCCTCAC  A  AGGAAG  
CR936328.1   AGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGGGGACG
CR932960.3   AGCAGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTTTCGACTACTCG-AACAAGAGAAGAAGACCATTCAGCCTTATGGGGACG
AC157980.14  AGCGGAGGAGGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGGAGAAGACCATTCAGCCTTATGGGGACG
AC151742.9   AGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGGGGACG
AC148171.16  AGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAAGAAGACCATTCAGCCTTATGGGGACG
AC146971.16  GGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAAAAGAAGACCATTCAGCCTTATGGGGACG
AC146856.8   GGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGGGGACG
AC146789.30  GGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGAGGACG
AC144656.12  GGCGGAAGAAGAAGAGAACGAAGAGATTCCCGACGAAATCTCTCGGCTACTTG-AACAAGAAAGAAAGACCATTCAGCCTTATGGGGAAG
AC144345.18  AACGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGGGGACG
AC130806.58  GGCGGAGGAAGAAGAGAATGAAGAGATCCCTGACGAAATCTCTCGACTACTCG-AACAAGAGAGGAAGACCATTCAGCCTTATGGGGACG
AC129090.22    G  GC  G  GAAGA  A  GA  A  GA  GAA  TGA  A  GA  G  AT  TT  C  CG  A  C  GA  A  ATC  T  C  C  CGG  C  TACTTG  -  A  A  CAAGAAA  GA  AA  GA  CCATTCAGCCT  T  A  TGG  GGAAG  
CR962135.1   AGCCGAAGATGAGGAAGGTGAGGACATACCATATGAGATCACTCGGTTACTTG-AACAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CR962122.2   AGCCGAAGATGAGGAAGGTAATGATATACCATACGAGATCACCCGGCTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
CR936945.2   AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
CR932962.2   AGCCGAAGATGAGGAAGGTGATGACGTACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CR932959.2   AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CR931743.1   GGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CR931740.2   AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CT954230.1   AGCCGAAGATGAGGAGGGTGATGATATACCGTATGAGATCACTCGGTTACTCG-AGCAAGAAAAGAAAGCCATTCAACCTCATCAGGAAG
CT573505.1   AGCCGAAAATGAGGAAGGTGACGACATACCATATGAAATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCATCAGGAAG
CT030245.8   AGCCGAAGATGAGGAAGGTGATGGCATACCGTATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CT025840.2   AGCCGAAGATGAGGAAGGTGATGACGTACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
CT010518.7   AGCCGAAGATGAGGAGGGTGATGACATACCATATGAGATCACTCGGCTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
CT009749.1   AGTCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
CT009565.10  AGCCGAAGATGAGGAGGGTGATGACATACCGTATGAGATCACTCGGTTACTCG-AGCAAGAAAAGAAAGCCATTCAGCCTCATCAGGAAG
CT009528.9   AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAACCTCATCAGGAAG
CT009511.9   AGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC174468.2   AGCCGAAGATGAGGAGGGTGATGACATACCGTATGAGATCACTCGGTTACTCG-AGCAAGAAAAGAAAGCCATTCAACCTCATCAGGAAG
AC174378.9   AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC169177.4   GGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAAAAAAGAAAGTCATTCAGCCTCACCAGGAAG
AC162277.25  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC159185.11  AGCCGAAGATGAGGAAGGTGATGACGTACCATATGAGATTACTCGGTTACTTG-AGCAAGAAGAGAAAGCCATTCAGCCTCACCAAGAAG
AC156629.26  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC155891.2   AGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATCACTCAACTGCTCG-AGCAAGAAAGGAAAGCCATTCAGCCTCACCAGGAAG
AC155100.17  GGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC151822.29  GGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC151725.26  GGCCGAAGATGAGGAAGGTGATGACGTACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC151673.24  AGCCGAAGATGAGGAAGGTGATGGTATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC151459.30  AGCCGAAGATGAGGAAGATGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC150445.24  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAGAGAAAGCCATTCAGCCTCACCAAGAAG
AC149496.23  AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC149040.2   GGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAACCTCACCAGGAAG
AC149040.2   AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGTCTCACCAAGAAG
AC146709.11  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC145512.33  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC145061.27  AGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCATCAGGAAG
AC144930.20  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGCTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC144727.11  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTGGAGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC144727.11  AGCCGAAGCTGAGGAAGGTGATGACATACCATATGAGATCACTCGACTGCTCG-AACAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC144658.33  AGCCGAAGATGGGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC144405.29  AGCCAAAGATGAGGAAGGTGATGACGTACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC140913.25  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC140773.20  GGCCGAAGATGAGGAAGGTGATGACATACCATATGAAATCACTCGGCTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCATCAGGAAG
AC140720.21  AGCCGAAGATGAGGAAAGTGATGACATACCGTATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC140550.31  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC139313.11  AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGTCTCACCAAGAAG
AC138527.22  AGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATCACTCGGCTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC138133.26  AGCTGAAGATGAAGAAAGTGA---CATACCATATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCTATTCAGCCTCACCAAGAAG
AC138012.32  AGCCGAAGATGAGGAAGGTGATGATATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGTCTCACCAAGAAG
AC137667.18  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAACCTCATCAGGAAG
AC135504.47  AGCCGAGGATGAGGAAGATAATGACATACCATATGAGATCATTCGACTTCTCG-AGCAAGAAAGGAAAGCCATTTAGCCTCACCAGGAAG
AC135396.32  AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC134824.36  AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC133864.32  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATCACTCGGCTACTTG-AGCAGGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC130802.36  AGCCAAAGATGAGGAAGGTGATGACGTACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC127018.25  AGCCGAAGATGAGGAAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAAGAAG
AC122728.32  AGCCGAAGATGAGGAAGGTGATAACATACCGTATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
AC121246.28  AGCCGAAGATGAGGAAGGTGATGACATACCATATGAGATTACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAACCTCATCAGGAAG
AC121234.33  AGCCGAAGATGAGGGAGGTGATGACATACCGTATGAGATCACTCGGTTACTTG-AGCAAGAAAAGAAAGCCATTCAGCCTCACCAGGAAG
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CT573400.6   AGATAGAAATCATCAATCTGGGTACTGAGGAAGACAAGAAAGAAATTAAGATCGGGGCATTGTTGGAGACATCTGTTAAGGAAAGAGTAA
AC146664.33  AGATAGAAATCATCAATCTGGGTACTGAGGAAGACAAGAAAGAAATCAAGATTGGGGCATCGTTGGATGTATCTATCAAGAAAAGAGTAA
AC146590.25  AGATAGAAATCATCAATCTGGGTACTGAGGAAGACAAGAAAGAAATCAAGATTGGGGCATCGTTGGATGTATCTGTCAAGGAAAGAGTAA
AC145061.27  AGATAGAAATCATCAATCTGGGTACTGAGGAAGACAAGAAAGAAATCAAGATTGGGGCATTGTTGGATGTATCTGTCAAGAAAAGAGTAA
AC135311.13  AGAT  A  GA  AA  T  C  ATCAA  TC  T  G  GGTAC  T  GAGGAA  G  ACAAG  AA  AGAAATCAAGATTGG  G  GC  AT  C  GT  T  G  GA  T  G  T  A  TCT  GT  C  AA  G  AA  A  A  GAG  T  A  A  
AC151524.2   AAATAGAGTTAATCAACCTGGGCACTGAGGATGATAAAAAAGAAATTAAGATTGGAGCGTCGTTGGAGGCGTCTGTCAAGAAAAAGATAA
AC149496.23  AAATAGAGTTGATCAACCTGGGCACTGAGGATGATAAAAAAGAAATTAAGATTGGAGCGTCGTTGGAGGCGTCTGTCAAGAAAAAGATAA
AC147001.42  AAATAGAGTTAATCAACCTGGGCACTGAGGATGATAAAAAAGAAATTAAGATTGGAGCGTCGTTAGAGGCGTCTGTCAAGAAAAAGATAA
AC144591.10  AATTAGAAGCAATCAACTTGGGTACCGAAGAAGACAAGAAGGAGATCAAGATTGGGGCATCACTTGAGGTAAGTGTCAAGAAGCGAGTGA
AC138465.22  A  A  AT  A  GAG  T  T  A  ATCAAC  C  T  G  GG  C  AC  T  GAGGA  TG  A  T  AA  AAA  AGAAAT  T  AAGATTGG  A  GC  GT  C  GT  T  G  GAGG  CGTCT  GT  C  AA  G  AA  A  AAGAT  A  A  
CR936328.1   AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
CR932960.3   AACTAGAAGTGATTAATTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC157980.14  AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC151742.9   AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC148171.16  AACTAGAAGTGATTAATTTGGGCACCAAAGAGGACAAAAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC146971.16  AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGGAACAAGTGTTAAAAAGCAAGTGA
AC146856.8   AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC146789.30  AACTAGAAGTGATTAATTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC144656.12  AATTAGAAGCAATCAACTTGGGTACCGAAGAAGACAAGAAAGAGATCAAGATTGGGGCATCACTTGATGCAAGTGTCAAGAAGCGAGTGA
AC144345.18  AATTAGAAGTGATTAATTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC130806.58  AACTAGAAGTGATTAACTTGGGCACCAAAGAAGACAAGAAAGAAATCAAGGTTGGGGCATCGCTCGAAACAAGTGTTAAAAAGCAAGTGA
AC129090.22  A  AT  T  A  GA  AGCA  ATCAAC  T  T  G  GGTACCGA  A  GAA  G  ACAAG  AAG  GA  GG  TCAAGATTGG  G  GC  AT  C  A  CT  T  GAGG  T  A  A  G  T  GT  C  AA  GG  AG  CGAG  T  G  A  
CR962135.1   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
CR962122.2   AGATTGAGCTCATCAACATAGGTACCGAGGAGAACAAGCAAGAGATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTATAAAGAAGATCA
CR936945.2   AGATTGAGCTTATCAACATAGGTACCGAAGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
CR932962.2   AAATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
CR932959.2   AGATTGAGCTTATTAACATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAGCGGAAGATTA
CR931743.1   AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
CR931740.2   AGATTGAGCTTATCAATATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
CT954230.1   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGGGAAATCAAGATCGGTGCTGCTCTAGGGGAAGAGGTTAAAAGTAAGATCA
CT573505.1   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATTGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
CT030245.8   AGATTGAGCTTGTCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
CT025840.2   AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAGGATCA
CT010518.7   AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGAGGTTAAACGGAAGATCA
CT009749.1   AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTTTAGAGGAAGGGGTTAAACGGAAGATCA
CT009565.10  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGGGAAATCAAGATCGGTGCTGCTCTAGGGGAAGAGGTTAAAAGTAAGATCA
CT009528.9   AGATTGAGCTTATTAACATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
CT009511.9   AGATTGAGCTTATCAACATAGGTACCGAGGAGAATAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAGCAGAAGATTA
AC174468.2   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAACGGGAAATCAAGATCGGTGCTGCTCTAGGGGAAGAGGTTAAAAGTAAGATCA
AC174378.9   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC169177.4   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAGATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC162277.25  AGATTGAACTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACGGAAGATCA
AC159185.11  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCCACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC156629.26  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC155891.2   AGATTGAGCTTATCAACCTAGGTACCGAGTTGAACAAGCGAGAGATCAAGGTCGGTGCTGCTCTAGAGGAAGGGGTTAAAAGGAAGATCT
AC155100.17  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC151822.29  AGATTGAGCTTATCAACATAAGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC151725.26  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAATGGGTTAAAAAGAAGATCA
AC151673.24  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGGGGAAGAGGTTAAAAGTAAGATCA
AC151459.30  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAGTCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
AC150445.24  AGATTGAGCTTATCAACATAGGTACCGAGGAGAATAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAGCAGAAGATTA
AC149496.23  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAAGGGTTAAACAGAAGATCA
AC149040.2   AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC149040.2   AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC146709.11  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGATGGGGTTAAACAGAGGATCA
AC145512.33  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACGGAAGATCA
AC145061.27  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
AC144930.20  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC144727.11  AGATTGAGCTTATCAACATAGGTACCGAGGAAA-CAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC144727.11  AGATTGAGTTTATCAACATAGGTACCGAAGAGAACAAGCGAGAAATTAAGGTCGGTGCTGCTCTAGAGGAATGGGTTAAAAAGAAGATCA
AC144658.33  AGATTGAGCTTATTAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAGGATCA
AC144405.29  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC140913.25  AGATTGAGCTTGTCAACATAGGTACCGAGGAGAATAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAGCAGAAGATTA
AC140773.20  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGAGAGATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC140720.21  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC140550.31  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC139313.11  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC138527.22  AGATTGAGCTTATCAACATAGGTACCGATGAGAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC138133.26  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
AC138012.32  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC137667.18  AGATTGAGCTTATTAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC135504.47  GGATTGAGTTTATCAACCTAGGTACCGAGGAGAACAAGCGAGAGATCAAGGTCGGTGCTGCTCTAGAGGAAAGGGTTAAAAAGAAGATCA
AC135396.32  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC134824.36  AGATTGAGCTTATCAACATAGGTACCGAAGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC133864.32  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACGGAAGATCA
AC130802.36  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCAAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC127018.25  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC122728.32  AGATTGAGCTTATCAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC121246.28  AGATTGAGCTTATTAACATAGGTACCGAGGAAAACAAGCGAGAAATCAAGATTGGTGCTACTCTAGAGGAAGGGGTTAAACAGAAGATCA
AC121234.33  AGATTGAGCTTATCAACATAGGTACCGAGGAGAACAAGCGTGAAATCAAGATCGGTGCTGCTCTAGAGGAAGGGGTTAAAAAGAAGATCA
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CT573400.6   TTGAGCTTCTCAGAGAATATGCTGATATATTTGCATGGTCATACAAGGACATGCCGGGTCTAGACCCTGATGTCGTGGAACACAGATTGC
AC146664.33  TTGAGCTTATCAGAGAATATGTTGATATATTCGCATGGTCATACAAAGACATGCCGGGTCTAGACCCTGATGTCGTTGAACACAGACTAC
AC146590.25  TTGAGCTTATCAGAGAATATGTTGATATATTCGCATGGTCATACAAAGACATGCCGGGTCTAGACCCTGATGTCGTTGAACACAGACTAC
AC145061.27  TTGAGCTTATCAGAGAATATGTTGATATATTCGCATGGTCATACAAAGACATGCCGGGTCTAGACCCTGATGTCGTTGAACACAGACTAC
AC135311.13  T  TG  A  G  CT  TA  TC  A  G  A  GAATAT  GTT  GATAT  A  TT  C  GCATGGTC  A  TA  CA  AAGA  C  ATGCC  G  GGTCTAGACCCT  GATG  T  C  GT  T  GA  A  CA  CA  G  AC  T  G  C  
AC151524.2   TTGAGCTTCTCAGAGAGTATGATGATATATTTGCATGGTCCTACAAAGACATGCCGGGGTTAGACCATGATGTTGTGGAACACCGTTTGC
AC149496.23  TTGAGCTTCTCAGAGAGTATGATGATATATTTGCATGGTCCTACAAAGACATGCCGGGGTTAGACCATGATGTTGTGGAACACCGTTTGC
AC147001.42  TTGAGCTTCTCAGAGAGTATGATGATATATTTGCATGGTCCTACAAAGACATGCCGGGGTTAGACCATGATGTTGTGGAACACCGTTTGC
AC144591.10  TAGAGCTTCTCAAAGAATATGTTGATGTGTTCGCTTGGTCGTACCGAGATATGCCAGGTCTGGATACTGATATTGTGGTACACCATTTGC
AC138465.22  T  TG  A  G  CT  T  CTC  A  G  A  GA  G  TAT  GAT  GATAT  A  TTTGCATGGTCCTA  CA  AAGA  C  ATGCC  G  GG  GT  TAGACC  A  T  GATG  TTGTGGA  A  CA  C  CG  TT  T  G  C  
CR936328.1   TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCGAGATATGCCGGGTCTAGACACTGATATTGTGGTGCACCACCTAC
CR932960.3   TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC157980.14  TAGAGCTTCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC151742.9   TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCGAGATATGCCGGGTCTAGACACTGATATTGTGGTGCACCACCTAC
AC148171.16  TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC146971.16  TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC146856.8   TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC146789.30  TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCAGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC144656.12  TAGAGCTTCTCAAAGAA-------------------------AC--AGATATGGC---CCTCAA----------GTGGTACACCATTTAC
AC144345.18  TAGAGCTCCTCAAAGAATATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTGCATCACCTAC
AC130806.58  TAGAGCTCCTCAAAGAGTATGTTGATGTGTTTGCCTGGTCCTACCAAGATATGCCGGGTCTAGACACTGATATTGTGGTACATCACCTAC
AC129090.22  T  AG  A  G  CT  T  CTC  AAA  GAATAT  GTT  GAT  G  T  G  TT  C  GC  T  TGGTC  G  TA  CCG  AGATATGCCAGGTCT  G  GA  TA  CT  GAT  ATTGTGG  TA  CA  C  C  ATT  T  G  C  
CR962135.1   TCCAACTCCTCCGGGAATATCCGGATGTTTTTGCATGGTCGTATGAAGATATGCCAGGGCTAGATCCTATGATTGTGGAGCATCGGATCC
CR962122.2   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAACATCGGATCC
CR936945.2   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
CR932962.2   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCCGGTCTAGATCATATGATTGTGGAGCATCGGATCC
CR932959.2   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
CR931743.1   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTGGACCCTATGATTGTGGAGCATCGGATCC
CR931740.2   TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
CT954230.1   TCCAGCTCCTACGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCACCGGATCC
CT573505.1   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCATATGAAGATATGCCGGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
CT030245.8   TCCGACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
CT025840.2   TCCAACTCCTCCGGGAATATCCAGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
CT010518.7   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
CT009749.1   TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATCGTGGAGCATCGGATCC
CT009565.10  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCCGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
CT009528.9   TCCGACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
CT009511.9   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC174468.2   TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTACGATTGTGGAGCATCGGATCC
AC174378.9   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC169177.4   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTAAGATTGTGGAGCATCGGATCC
AC162277.25  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC159185.11  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC156629.26  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTACGATTGTGGAGCATCGGATCC
AC155891.2   TCCAGCTCCTCCGAGAATACCCAGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTAAGATTGTGGAACATCGGATCC
AC155100.17  TCCAACTCCTCCGGGAATATCCGAATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGAATCC
AC151822.29  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC151725.26  TCCAACTCCTCCGGGAATATCCGGACATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATTC
AC151673.24  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTACGATTGTGGAGCATCGGATCC
AC151459.30  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTGGATCCTATGATTGTGGAGCATCGGATCC
AC150445.24  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC149496.23  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC149040.2   TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGTCAGGTCTAGATCCTATGATTGTGGAACATCGGATCC
AC149040.2   TCTAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC146709.11  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC145512.33  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTAGAGCATCGGATCC
AC145061.27  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC144930.20  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGTCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC144727.11  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCCGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC144727.11  TCCAGCTCCTCCGAGAGTATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTAAGATTGTGGAACATCGGATTC
AC144658.33  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCGGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC144405.29  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC140913.25  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC140773.20  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTAGAGCATCGGATCC
AC140720.21  TTCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC140550.31  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
AC139313.11  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATTGGATCC
AC138527.22  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAACATCGGATCC
AC138133.26  TCCAGCTCCTCCGGGAATATCCGGACATCTTTGCATGGTCGTATGAGGATATGCCAGGTCTAGATCCTAAAATTGTGGAGCATCGGATCC
AC138012.32  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC137667.18  TCCGACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC135504.47  TCCAGCTCCTCCGAGAATACCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTAAGATTATGGAACATCGGATCC
AC135396.32  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC134824.36  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC133864.32  TCCAACTCCTCCAGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC130802.36  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATTC
AC127018.25  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC122728.32  TCCAACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATCGTGGAGCATCGGATCC
AC121246.28  TCCGACTCCTCCGGGAATATCCGGATATTTTTGCATGGTCCTATGAAGATATGCCAGGTCTAGACCCTATGATTGTGGAGCATCGGATCC
AC121234.33  TCCAGCTCCTCCGGGAATATCCGGATATTTTTGCATGGTCGTATGAAGATATGCCAGGTCTAGATCCTATGATTGTGGAGCATCGGATCC
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