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1 MSA length = 1800
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———ATAAGATGTTCGATICCTAT—CTTCCTITACTGTCAGTTTTT ----- ccl
- - -ATAAGATGTTCGATCCCTATACTTCCTATACTGTCAGTTTTTTGACGTCA
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------------------------------------------ TT----TA
ATTTGACGCGATCGAAAATCCTTTAGAATI
ATTTGACGCGATCGAACAGTCCTTTAGAATAA- -A
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ATTTGACGCGATCGAACAGTCCTTTAGAATAA- -A
ATTTGACGCGATCGAACAGTCCTTTAGA - -AA- - -~ - - - - -
ATTTGACGCGATCGAACAGTCCTTTAGAATAA - - - - - = - - -

ATTTGACGCIATCGAACAGTCCTTTAGA
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TE: rnd_5 family 5626

size: 1536bp; fragments: 1690; full length: 16 (>=1382.4bp)
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After TEtrimmer ORF and PFAM domain plot
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