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1 CTGGGCCTACATTGCTAAAAT AGTTGAGACCTTCAATGACTTTCTA 54
2 GCTGAGGTGACCCTTGTCTC GTCAATGGCCCCTTTCATAA 56
3 CTCTCCCACTGCATCTGTCA ACACACCAGTTGAGCAGGTA 56
4 GGTGGAGTATTTGATAGTGTATTAACC AGAATGGTCCTGCACCAGTAA 54
5 TAAGGATGGGGGTTGCTAGA TGGGTAAAGATGATCCGACA 54
6 GGACTCTGAGCCCTCTTTCC CACAGCATCCTACCGTTGAA 56
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-
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Mo —nfunlig |Sample GenBank Base Seq |Slandard1 Standard2 |Mu|aticm |SC Drop SC Gain J
1 =R e e T ST 0% - GNAS_R201C_00pc 50% - GHAS_R201C_50p C-» T 135673 1333%
2 1R[E]  |GMNAS_R20MC_20pct 01 NT_071362 5 ?013 0% - GNAS_R201C_00pc 50% - GNAS_R201C_50p C-» T 24.18% 2458%
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Standard 2: B
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