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MSA length = 1304 1

TTAI“TTTT TTTTTTAART - - - —AGTAAITTIGGGTAATATGGAATICCITTTTTATTTTCCCATATAA ---------- T GGGGATCCCATATTACCCGGTITATTTCATATTACCCAAATTTACTCTA A G AICGTI
AAATGTTTTTTTATTAGAAA T ATATTTCTTTA TGTARTCAATT- - - - - ATATAGTAART TRGGGTAATACGGAATACCATTTTTATTTTTCHlTATAA - - - - - - - - - - TBGGGGATCCCATATTACCCGGTCTATTTCATATTACCCGAATTTACTCTA A ABMIGA - - - -
TTATA---TTT GGGJaATCCCATATTACCCGGTCATJTCATATTACCCGAATTTACTCTA A ARGAG - - - -
BraTa TTRGA- - - - -- - - - - - o oo - - GGGGATCCCATATTACCCHMGTCTATTTCATATTACCCGAATTTACTCT A GEBBGGTGTA
TTTTABGCEBCT GGGATCCCATATTACCT!ITCTATTTCATATTACCCGAATTTACTCTA T ARBAATGTA
ATATIRRTTTCC GGGGATCCIA-T ---------------------------------- A A A---A
AAATA TT TATAAIGTAA GGGTAATATAGAATACCATTTTTATTTTCCIATATAA ---------- GGGGATCCCATATTAICTGGTCTAT-GTA ----------------- T AEAA - - - -
TTTTA TC T~ TAGTAA TRGGGTAATATGGAATACCATTTTTATTTTCCCATATAA- - - - - - - - - - TBGGGGATCCCATATTACCCGGTCTATTTCBTATTACCCAAATTTACTCTA A ABIAATATA
TT----GTTTT TATA-AGTAARTT GGGTAATATAGAATACCATTTITATTTTCCCITATIA ---------- T GGGGATCCCATATTACCIG.CTATTTCATATTACCCGAATTTAIT A GEMA - - - - -
1 TATATARTAARTTRGGGTAATATGGAATACCATTTTTTTTTTCCATATAA- - - - -« - - - - TBGGGGATCCCATATTACCCGGTCTATTTCATATTACCCAAATTTACTCTA---------ATTIARTHARETARA - - - - - - - - - - - - oo oo oo - - TGTA
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size: 1609bp; fragments: 282; full length: 0 (>=1448.1bp)
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size: 738bp; fragments: 266; full length: 1 (>=664.2bp)
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After TEtrimmer ORF and PFAM domain plot
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