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TTTATTAACTTTGACCATTAATCCACGTGGCAAAATGACTTCCATTTCATTTGAAGGCGCTAAACTTCCACCGGGTAAAACAACATTGACCTTATCAGCCCC
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S5 Fig: Alt mutants sequencing summary. (A) The targeted mutation site in alt gene. (B)

Sequence coverage at the mutation site. (C): Alt E577A mutant.



