Start crop Point End crop Point

1 MSA length = 2610
AAGATATGAAIATAT—TACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA ---------- TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGT - - - - - TAIT
AGATGGGAAAATAGATACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA - - ------- - TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTAIATT -GAT
AAAATATGAAAITATATACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA ---------- TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGT - - - - - TAAT

AA- - == cam o TATTTACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA - - == - == - = - TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTABATITGAT TERARAAA - -
-------------- TACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA- - - - - - - - - - TGAACAAATTCGGAATAGCCAATATTTATTCTTTGTGGATCGCTCGGT - - - - - MTAAA TETATTAA - - - -

AAGATATTAR- - TATATACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA- - - - - - - - - - TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGT - -ATTMTGAT TEEANTAAAA
------------------------------------------------------------ TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTAM- - - - - - - - oo e a oA

AA—A————AAAAI——ATACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA ---------- TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTAMAAT
AIGAAATGAAAA————TACGGAGAGATCCATAATGAATGAGAGAGTTGGCAA ---------- TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTARMATT

------------------ AA————TACGGAGAGATCCATIATGAATGAGAGAGTTGGCAA——————————TGAACAAATTCGGAATAGCCAACTATTTATTCTTTGTGGATCGCTCGGTA
-------------------------------------------------------------------------------------------------------------- IGAACAAAITCGGAATAGCIAACTATTTAITCITTGTGGATCGCTCIGTA - - TITAAAIA-T.AAAICIT.AITAAA— e e e

AAA TTIAAA
AATEAR- - - - - - AAA
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size: 2918bp; fragments: 261; full length: 0 (>=2626.2bp)
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TE: rnd_5 family 12299

size: 2208bp; fragments: 242; full length: 1 (>=1987.2bp)
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After TEtrimmer ORF and PFAM domain plot
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