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59%  -10  TTATTTTGATTTTTAATAAGGTC--|--------TGGATAAAGAAACACCAAAT  V167fs stop at aa.197
27%    1  TTATTTTGATTTTTAATAAGGTCAA|nATGCGGTCTGGATAAAGAAACACCAAA  C169fs stop at aa.201
4%    0  TTATTTTGATTTTTAATAAGGTCAA|ATGCGGTCTGGATAAAGAAACACCAAAT  WT
4%  -10  TTATTTTGATTTTTAAT--------|--GCGGTCTGGATAAAGAAACACCAAAT
1%   -1  TTATTTTGATTTTTAATAAGGTCAA|-TGCGGTCTGGATAAAGAAACACCAAAT

65%   1  TGGATAAAGAAACACCAAATCAGAA|nGACCGGCCATAATCTTCAAGTTAAAAA  K179fs stop at aa.182
5%  -3  TGGATAAAGAAACACCAAATCAGA-|--CCGGCCATAATCTTCAAGTTAAAAAT
5%  -1  TGGATAAAGAAACACCAAATCAGA-|GACCGGCCATAATCTTCAAGTTAAAAAT
4%  -8  TGGATAAAGAAACACCAAATCAGA-|-------CATAATCTTCAAGTTAAAAAT
4%   2  TGGATAAAGAAACACCAAATCAGAA|nnGACCGGCCATAATCTTCAAGTTAAAA
3%   -13 TGGATAAAGAAACACCAAATCA---|----------AATCTTCAAGTTAAAAAT
2%  -1  TGGATAAAGAAACACCAAATCAGAA|-ACCGGCCATAATCTTCAAGTTAAAAAT
2%  -2  TGGATAAAGAAACACCAAATCAGAA|--CCGGCCATAATCTTCAAGTTAAAAAT
2%  -7  TGGATAAAGAAACACCAAATCAGA-|------CCATAATCTTCAAGTTAAAAAT
1%   0  TGGATAAAGAAACACCAAATCAGAA|GACCGGCCATAATCTTCAAGTTAAAAAT  WT
1%  -12 TGGATAAAGAAACACCAAATCA---|---------TAATCTTCAAGTTAAAAAT
1%  -18 TGGATAAAGAAACACCAAATCA---|---------------TCAAGTTAAAAAT
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