Start crop Point End crop Point

1 MSA length = 1474
---------------------- TGTGTTGTATTGTGTCAGTTGGGTTGACTAACAATAGATTTTCCAACACT - - == = = - - - —ATCGTACAAIGTCGCTGCAACTTCATGTTCCTGITGGACGAAICGCCACAGITIC-CAAA

ACAAATAAGAA
ATA-GjaAnAA
ACAAATAAGAA
ACGAGAAAAAG
ACGAGAAAAAG
ATGATARAAA

TGTAGAAACG
TITATTAATI

—————————————————————— TGTGTTGTATTGTGTCAGTTGGGTTGACTAACAATAGATTTTCCAACACT--=-=-=----- —ATCGTACAAIGTCGCTGCAACTTCATGTTCCTGITGGACGAAICGCCACAG TGTAGAAACG

TGAGTTTTTT TGTGATTTATTGTATCAGTTGGGTTGACTAATAATAGATTTTCCACCACT === === - = - - ATCGTACAABGTCGCTGCAACTTCATGTTCCTG
TGTGATTTATTGTATCAGTTGGGTTGACTAATAATAGATTTTCCACCACT === === - = - - ATCGTACAABGTCGCTGCAACCTCATGTTCCTG
TGTGATTTATTGTATCAGTTGGGTTGACTAATAATAGATTTTCCACCACT === === == - - ATCGTACAABGTCGCTGCAACCTCATGTTCCTG
TGTGATTTATTGTATCAGTTGGGTTGACTAATAATAGATTTTCCACCACT === === - = - - ATCGTACAABGTCGCTGCAACCTCATGTTCCTG
TGTGATTTATTGTATCAGTGGGTTGACTAATAATAGATTTTCCACCACT - - - - - - - - - - ATCGTACAABGTCGCTGCAACTTCATGTTCCTG
------------------------------------------------------------------- ATCGTACAABIGTCGCTGCAACTTCATGTTCCTG
------------------------------------------------------------------- ATCGTACAABIGTCGCTGCAACTTCATGTTCCTG
------------------------------------------------------------------- ATCGTACAABIGTCGCTGCAACTTCATGTTCCTG
------------------------------------------------------------------- ATCGTACAABIGTCGCTGCAACTTCATGTTCCTG

------------------------------------------------------------ AJCPTACAABGTCGCTGCAACTTCATGTTCCTG

TGGACGAAlcGccacaa
TGGACGAAMCGCCACAA
TGGACGAAMCGCCACAA
TGGACGAAMCGCCACAA
TGGACGAAMcGccACAABCTCINET - B BN AR Tl - - - - - - - AGAARIGAG
TGGACGAABMAGCCACAG ACAAAAGAGAA
TGGACGAABMAGCCACAG ACAAAAGAGAA
TGGACGAABMAGCCACAG ACAAAAGAGAA CGTAGTAGTG
TGGACGAABMAGCCACAG ACAAAAGAGAA CGTAGTAGTG
TGGICGAA --------------------------- TGTGGTIGTG

TGIGTTAGIG
CGTAGTAGTG
CGTAGTAGTG

TGAGTlfrTCT
TGAGT----T
TGAGT----T
TGAGT -
TGAGT -
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d uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa _cl.fa gs.fa ce.fa_s After TEtrimmer 1474 b P

size: 1474bp; fragments: 401; full length: 1 (>=1326.6bp)
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1040 fastab.bed uf.bed g Lbed fm Lbed 0 0 bcinfa alnfa cl. After TEtrimmer Extended plot Blue lines are boundaries

size: 1803bp; fragments: 198; full length: 0 (>=1622.7bp)
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TE: Itr_1 family 1040

size: 639bp; fragments: 31; full length: 4 (>=575.1bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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