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1 MSA length = 1307
TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - - - = = - - - - TACGCAAATATTGGCGTACTTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAAIA-T.T-GIAIAAAA
TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - = - - - = - - - TACGCAAATATTGGCGTATTTGCCAAATACACCAGTCGTGAGAATGCGCCTTAA - = = - = = m - mmmmmmmm e oo o -
TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - = - - - = - - - TACGCAAATATTGGCGTATTTGCCAAATACACCAGTCGTGAGAATGCGCCTTABCHE- - ------------
------ AAGJCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - - - - - - - - - TACGCAAATATTGGCGTATTTJCCAAATACACCAGTCGTGAGAATGE|GCATTCGA
------ AAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA----------TACGCAAATATTGGCGTATTTGCCAAATACACCAGTCGTGAGAATGCGGCTTAAGA
TlAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - - - - - - - - - TACGCAAATATTGGCGTATTTGCCAAATACACCAGTCGTGAGAATGCGCCTTTCGA
---------------------------------------------- TAAAGGCGBATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - - - - - - - - - TP ICGCAAATATTGGCGTACTTGCCAAGTAGACCAGTCGTGAGAATGCGCCATAA - - -« -« - oo o m - oo
TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - = - - - = = - - TACGCAAATATTGGCGTATTTGCCAAATACACCEGTCGTGAGAATGCGCCTTAARA

TG- - - -ACG TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTJATATTGGA- - - - - - - - - - TACGCAAATATTGGCGTATTTGCCAAATACACI!GTCGTGAGAATGCGCCTTAAGA

TGATAAAAATA TAAAGGCGCATTCTCACGACTGGTGTATTTGACAAACATTTGATATTGGA - - = - - - = = - - TACGCAAATATTGGCGTATTTGCCAAATACACCAGTCGTGAGAATGCGCCTT- - -A
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size: 1307bp; fragments: 3425; full length: 239 (>=1176.3bp)
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size: 1607bp; fragments: 3454; full length: 0 (>=1446.3bp)
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TE: rnd_1 family 259
size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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