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CCTGCT AACECTGACGATGTGTTGTTTT GTTCCT CCAGCGGECCCCACAGS CCCCGCGATCAGCAGTTTTCCAGGCCCGGCGGAGGTT TTCCGGGAGT CCA
KT GACT /-\CV\FG' TBCGMATGTGTTGATTT CTTCCT CCAGCGGGCCCCACAGE CCCCGCGATCAGCAGTTTTCCAGGCCCGGCGGAGGTT TTCCGGGAGT CCA

A .

ACGGCTCCACAGGGATGGT GGTGGGCATCGGGGCG GGCGGGGGGGTCTGCATCTTCATCTTGCTCTACGEC TTGTA CAAA TGCCGCAA CCCAGACGAGGEGG
ACGGCACCCGGAAAAAACMGGGAT GCTGGT TGGCA GGCTCGCCGC CGCG CAGCCCTGCACCCTCATCCTCOC ACT ACGCCA TATACAAATAGBGCGCCACCGAG
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ACGAACCATG TGAACAAGAGC AGAAACTACATCT GCAACTCTGACGC ACCCGCGC TGAAGGAGAAAAACAC TGCAGACGAGGACAGCA GGACCGC GA GCGA
TCGTGGGGTC GI GAC GTGTGG ACGAGAGCAGAAACTACATCCACAAGTGTAACGG AGCGGCGC TGAAGGAGAAAAACACT CCAGACGGGGAGAAAGGGAAC
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GAAGAACAAAAACACGGAGTATT ACGGGTGAT CCAGTAATCCT GAA A CACTC\GA CGLCT CAGA TAT GG GGT NT GAT GCT G
CAGAGCAAGAAGAACAAAAACAAGGATTATTACGTATGATCCAWCA T CACGC\GA CACT CAGA TGA AA TGT NR CGS CAT A




Alignment

Warning in setAllelePhase(data, refseq, trim5, trim3): Reference sequence does not encompass sequencing results.
Ambiguous bases will be attributed to both alleles outside the region
covered by the reference sequence.

Alt Allele 1 BYKRCTAMHMGYTGCGRATGTGTTGATTTCTTCCTCCAGCGGGCCCCACAGGCCCCGCGATCAGCAGTTTTCCAGGCCCG 80
FEEEEEEErrrerr reeee e e eee e e e e e e e e e e e e e e e e e e e e e e
Reference 31 BYKRCTAMHMGYTGACCATGTGTTGTTTTGTTCCTCCAGCGGGCCCCACAGGCCCCGCGATCAGCAGTTTTCCAGGCCCG 110
Alt Allele 81 GCGGAGGTTTTCCGGGAGTCCAACGGCTCCCGGAAAAAACMGGGATGCTGGTGGGCA-CGCTGGCGGGCGCGCAGCTCTG 159
FECETEEETEEEE e e FECTEEEr teeerr e v terer et rerrnd
Reference 111 GCGGAGGTTTTCCGGGAGTCCAACGGCACC---—---~ ACAGGGATGGTGGTGGGCATCG-TGGCGGGCGCGGCGCTCTG 181
Alt Allele 160 CATCCTCATCCTGCTCTACGCCATGTACAAATACCGCCACCGAGACGAGGGGTCGTACCATGTGGACGAGAGCAGAAACT 239
FECEEEEETEEEE et e e et e e e e e e e e eer e e e e e e e e e e e e e e e e e e e e
Reference 182 CATCCTCATCCTGCTCTACGCCATGTACAAATACCGCAACCGAGACGAGGGGTCGTACCATGTGGACGAGAGCAGAAACT 261
Alt Allele 240 ACATCTGCAACTCTAACGGAGCGGCGCTGAAGGAGAAAAACACTGCAGACGA---——--- GGASMRMGRGMRMSARRRMM 311
FECEEEEEEEEeE Perer et terr e e e e e e e e RN RRRRRRRRRRRY
Reference 262 ACATCTGCAACTCCAACGGAGCCGCGCTGAAGGAGAAAAACACTGCAGACGACGACAGCGGGASMRMGRGMRMSARRRMM 341
Alt Allele 312 ARAARMACRRARWMWWRSRKKWKWWCSWRTRATCCWDMAWCACKCAGACACTCAGATRWRRKGTNDSRBSMTR 384
FECEEEEEEEEEr e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e
Reference 342 ARAARMACRRARWMWWRSRKKWKWWCSWRTRATCCWDMAWCACKCAGACACTCAGATRWRRKGTNDSRBSMTR 414

Alternative allele

BYKRCTAMHMGYTGCGRATGTGTTGATTTCTTCCTCCAGCGGGCCCCACAGGCCCCGCGATCAGCAGTTTTCCAGGCCCGGCGGAGGTTTTCCGGGAGTCCAACGGCTCCCGGAAAAAAC
MGGGATGCTGGTGGGCACGCTGGCGGGCGCGCAGCTCTGCATCCTCATCCTGCTCTACGCCATGTACAAATACCGCCACCGAGACGAGGGGTCGTACCATGTGGACGAGAGCAGAAACTA
CATCTGCAACTCTAACGGAGCGGCGCTGAAGGAGAAAAACACTGCAGACGAGGASMRMGRGMRMSARRRMMARAARMACRRARWMWWRSRKKWKWWCSWRTRATCCWDMAWCACKCAGAC
ACTCAGATRWRRKGTNDSRBSMTR

Reference sequence

GCTAGYAKCTRYAGYTRTSTATMWMWTVAWBYKRCTAMHMGYTGACCATGTGTTGTTTTGTTCCTCCAGCGGGCCCCACAGGCCCCGCGATCAGCAGTTTTCCAGGCCCGGCGGAGGTTT
TCCGGGAGTCCAACGGCACCACAGGGATGGTGGTGGGCATCGTGGCGGGCGCGGCGCTCTGCATCCTCATCCTGCTCTACGCCATGTACAAATACCGCAACCGAGACGAGGGGTCGTACC
ATGTGGACGAGAGCAGAAACTACATCTGCAACTCCAACGGAGCCGCGCTGAAGGAGAAAAACACTGCAGACGACGACAGCGGGASMRMGRGMRMSARRRMMARAARMACRRARWMWWRSR
KKWKWWCSWRTRATCCWDMAWCACKCAGACACTCAGATRWRRKGTNDSRBSMTRYTMHTMHTACKHHDMDWCMGAAKMKAMGAA
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Length: 393

Identity: 362/393 (92.1%)
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