Start crop Point End crop Point

1 MSA length = 21482 1
------------------------------------------------------------ TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAACAGCAGGGAACGGA
------------------------------------------------------------ TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAACAGCAGGGAACGGA
------------------------------------------------------------ TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAACAGCAGGGAACGGA
______________________________________________________________________________________________________________ A
------------------------------------------------------------ TTAGT TGAGAGA - - - - - - - o e e e e e e oo o
TAGAAAATCATCAAAAATACTGT TATATCATCATAAAATAAAT G T TATAG - - - - - - - - o e o o o e o o o e e e et e oo oo A
------------------------------------------------------------ TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAA- - - - - - - - - - - - - -
TAGAAAATCATCAAAAATACTGTTATATCATCATAAAATAAATGTTATAG- - - ----- - - TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCA - - - - - - === - - - - - - A
------------------------------------------------------------ TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAACAGCAGGGAACGG -
TAGAAAATCATCAAAAATACTGT TATATCATCATAAAATAAAT G T TATAG - - - - = - - - o e o o s e e o o e e e e e o oo oo A
TAGAAAATCATCAAAAATACTGT TATATCATCATAAAATAAAT G T TATAG - - - - = - - - o e o o s e o o o e o e oo
TAGAAAATCATCAAAAATACTGTTATATCATCATAAAATAAATGTTATAG- - -------- TTAGTTGAGAGATTAATTTTACTGGATGCTTCTCAAACAGCAGGGAACGGA
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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