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% identity: 117/630 human TMCL1 residues identical to Tmc from Naegleria gruberi (18.6%)
% identity corrected for gaps: 117/(630+46) human TMC1 residues (17.3%)

CLUSTAL O (1-2.4) multiple sequence alignment
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% raw identity: 98/630 Human TMC1 residues identical to human ANO3/TMEM16C (15.6%)
% identity corrected for gaps: 98/(630+140) Human TMC1 residues (12.7%)
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