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MSA length = 1429
------------------------------------------------------------ CAAACAACCTGTACACAGTTATGGTGAAGTTATAATCCTCAGTAAAGTATIAGIAAATTTGIAATAIA.TTATATTTTAACAATATTCGTTAAGCAITI

ABA - -TTTG
-------------------------------------------------------------- CAAACAACCTGTACACAGTTATGGTGAAGTTATAATCCTCAGTAAAGTATHAGBAAATTTG
A--TTTG
------------------------------------------------------------ CAAACAACCTGTACACAGTTATGGTGAAGTTATAATCCTCAGTAAAGTATHAGBAAATTTG
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 1429 b P

size: 1429bp; fragments: 22; full length: 5 (>=1286.1bp)
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asta.b.bed ufbed g Lbed fm Lbed 0 0 bolnfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries
size: 1769bp; fragments: 19; full length: 0 (>=1592.1bp)
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size: 210bp; fragments: 19; full length: 11 (>=189bp)

TE: Itr_1 family 338
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After TEtrimmer ORF and PFAM domain plot
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