Start crop Point End crop Point

1 MSA length = 3649 1
TAAAATTGGTTTTAGCGTTCTCTTAAAATTGTTTGCTGCCAGTTGTGCTGAGAACAGG-------~- - - AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAAAAG

AA--TTGGTTTTAGCGTTCTCTTAAAATTGTTTGCTGCCAGTTGTGCTGAGAACAGG - - - - = - - = - - AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAAAAG
TAAAATTGGTTTTAGCGTTCTCTTAAAATTGTTTGCTGCCAGT TGTGCTGAGAACAGG = = = = = = = = = = = = m mm 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 e e e e e
TAGAATTATTTTTTGCATCCATTTATTATTGCTCGATGCAAGTTGTGCTGAGAACAGG - - == = = = - - - AAAAGACTCAACAAAGAGAGACCAGTAAGAAGAGTATGGGAGGCAAAAAG
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After TEtrimmer ORF and PFAM domain plot
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