MSA length = 742 1
TTTCCAACGACAAAACBIGTGEBTTAAGCT - --------- CACATTTTTCTGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACT
TTTCCAACGACAAAACBIGTGEBTTAAGCT - --------- CACATTTTTCTGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACT
GTGETTAAGCT---------- CACATTTTTGGGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACCCTIA-G AT
GT GBI T TAAGCT - - - - - - o s s o o e e o e e e e e oo LI I A
GTGETTAAGCT---------- CACATTTTTGTGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACCCTIA-G AT
GT G T TAAGCT - - - - - - s s s o o e o o e e e o e oo C--------

GTEMTTAAGCT - --------- CACATTTTTGGGTTTCAAAAGTCGCTGTAAAITCGTCCGTGTGAGTGTACCCT
GTGETTAAGCT---------- CACITTTTTGTGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACCCT
AGGCTACGCTCACACGGACCACTTTCCAACGACAAAACBGTGETTAAGCT - --------- CACATTTTTGTGTTTCAAAAITCGCTGTAAAGTCGTCCGTGTGAGTGTACCCT
AGGCTACGCTCACACGGACCACTTTCCAACGACAAAACBGTGETTAAGCT - --------- CACATTTTTGTGTTTCAAAAGTCGCTGTAAAGTCGTCCGTGTGAGTGTACCCT
AGGCTACGITCACACGGACCACTTTCCAACGACAAAAC GTGETTAAGCT---------- CACATTTTTGTGTTTCAAAAGICGCTGTAAAGTCGTCCGTGTGAGTGTACCCT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce. After TEtrimmer 742 bp

size: 742bp; fragments: 323; full length: 21 (>=667.8bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)
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size: 1054bp; fragments: 287; full length: 0 (>=948.6bp)
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TE: rnd_5 family 4476

size: 523bp; fragments: 202; full length: 2 (>=470.7bp)
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After TEtrimmer ORF and PFAM domain plot
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