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TCCTAC GAACACTT ATGCAAGACCCG CTGAACCT GI' TGAAGAAGAAAACAA AAATG GCAATGGTA AACCCAA GAGCTTAT CCAGTGG GCTGCGAAAAGGC
TCCTAC GAACACTT ATGCAAGACCCG CTGAACCT GI' TGAAGAAGAAAACAA AAATG GCAATGGTA AACCCAA GAGCTTAT CCAGTGG GCTGCGAAAAGGC
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ACCAAAAAGTACCCGGACTATAT CCAAAT TGCTATGCCCACTG AATCAAGGAACAAAT TT CCACTAGA GTGGTGGAAAACGGGCAT TGC CT TCATATAT GC
ACCAAAAAGTACCCGGACTATAT CCAAAT TGCTATGCCCACTG AATCAAGGAACAAAT TT CCACTAGA GTGGTGGAAAACGGGCAT TGC CT TCATATAT GC
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AGTTTT CAACCTCGTCTT GACAACCGT CATGATCACAGT TG TACATGAGAGGGTCCCTCCCAAGGAGCT TAGCCCTCCACTCCCAGACAAGT TTT TTGAT
AGTTTT CAACCTCGTCTT GACAACCGT CATGATCACAGTI TG TACATGAGAGGGTCCCTCCCAAGGAGCT TAGCCCTCCACTCCCAGACAAGT TTT TTGAT
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TACATT GATAGG GTGAAATG GGCATTTTCTGTATCAGA AATAAAT GGGATTATAT TAGT TGGATTATGGAT CACCCAGTGGCTGTTTC T GAGATACAAG
TACATT GATAGG GTGAAATG GGCATTTTCTGTATCAAAAATAAAT GGGATTATATTAGT TGGATTATGGAT CACCCAGTGGCTGTTTC T GAGATACAAG
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TAAGTAAATCTAATGT
TAAGIAAATCTAATGT
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Alignment

Alt Allele 1 TCCTACGAACACTTATGCAAGACCCGCTGAACCTGTTGAAGAAGAAAACAAAAATGGCAATGGTAAACCCAAGAGCTTAT 80
FEEEEEEETEr et e et et e e e e et e ettt e et et r e e e e e el
Reference 31 TCCTACGAACACTTATGCAAGACCCGCTGAACCTGTTGAAGAAGAAAACAAAAATGGCAATGGTAAACCCAAGAGCTTAT 110
Alt Allele 81 CCAGTGGGCTGCGAAAAGGCACCAAAAAGTACCCGGACTATATCCAAATTGCTATGCCCACTGAATCAAGGAACAAATTT 160
CEEEEEEEEr et ettt e e et et e e e e e e e e e e et e e e e e et e e e e e e e ey
Reference 111 CCAGTGGGCTGCGAAAAGGCACCAAAAAGTACCCGGACTATATCCAAATTGCTATGCCCACTGAATCAAGGAACAAATTT 190
Alt Allele 161 CCACTAGAGTGGTGGAAAACGGGCATTGCCTTCATATATGCAGTTTTCAACCTCGTCTTGACAACCGTCATGATCACAGT 240
FEEEEEEEEErr et e e et et e e e et e e e et e et et e et e e e e e e e e e
Reference 191 CCACTAGAGTGGTGGAAAACGGGCATTGCCTTCATATATGCAGTTTTCAACCTCGTCTTGACAACCGTCATGATCACAGT 270
Alt Allele 241 TGTACATGAGAGGGTCCCTCCCAAGGAGCTTAGCCCTCCACTCCCAGACAAGTTTTTTGATTACATTGATAGGGTGAAAT 320
FEEEEEEEErr et et e et e e e et e e e et e et ettt e e e et e e
Reference 271 TGTACATGAGAGGGTCCCTCCCAAGGAGCTTAGCCCTCCACTCCCAGACAAGTTTTTTGATTACATTGATAGGGTGAAAT 350
Alt Allele 321 GGGCATTTTCTGTATCAAAAATAAATGGGATTATATTAGTTGGATTATGGATCACCCAGTGGCTGTTTCTGAGATACAAG 400
FEEEEEEErErrer et et et e e et e e e et e et et e e e e e e et e e
Reference 351 GGGCATTTTCTGTATCAGAAATAAATGGGATTATATTAGTTGGATTATGGATCACCCAGTGGCTGTTTCTGAGATACAAG 430
Alt Allele 401 TAAGTAAATCTAATGT 416
RN RENN
Reference 431 TAAGTAAATCTAATGT 446

Alternative allele

TCCTACGAACACTTATGCAAGACCCGCTGAACCTGTTGAAGAAGAAAACAAAAATGGCAATGGTAAACCCAAGAGCTTATCCAGTGGGCTGCGAAAAGGCACCAAAAAGTACCCGGACTA
TATCCAAATTGCTATGCCCACTGAATCAAGGAACAAATTTCCACTAGAGTGGTGGAAAACGGGCATTGCCTTCATATATGCAGTTTTCAACCTCGTCTTGACAACCGTCATGATCACAGT
TGTACATGAGAGGGTCCCTCCCAAGGAGCTTAGCCCTCCACTCCCAGACAAGTTTTTTGATTACATTGATAGGGTGAAATGGGCATTTTCTGTATCAAAAATAAATGGGATTATATTAGT
TGGATTATGGATCACCCAGTGGCTGTTTCTGAGATACAAGTAAGTAAATCTAATGT

Reference sequence

AAKGACCTTTTGTGCAAATCAACCCAGTGATCCTACGAACACTTATGCAAGACCCGCTGAACCTGTTGAAGAAGAAAACAAAAATGGCAATGGTAAACCCAAGAGCTTATCCAGTGGGCT
GCGAAAAGGCACCAAAAAGTACCCGGACTATATCCAAATTGCTATGCCCACTGAATCAAGGAACAAATTTCCACTAGAGTGGTGGAAAACGGGCATTGCCTTCATATATGCAGTTTTCAA



CCTCGTCTTGACAACCGTCATGATCACAGTTGTACATGAGAGGGTCCCTCCCAAGGAGCTTAGCCCTCCACTCCCAGACAAGTTTTTTGATTACATTGATAGGGTGAAATGGGCATTTTC
TGTATCAGAAATAAATGGGATTATATTAGTTGGATTATGGATCACCCAGTGGCTGTTTCTGAGATACAAGTAAGTAAATCTAATGTTTTGAGGATTTGTCATGGGTTTGTTTAWAA
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# Aligned_sequences: 2

# 1: Alt Allele

# 2: Reference

# Matrix: NA

# Gap_penalty: 12.0

# Extend_penalty: 2.0

#

# Length: 416

# Identity: 415/416 (99.8%)
# Similarity: NA/416 (NA%)
# Gaps: 0/416 (0.0%)
# Score: 1059.134



