Start crop Point End crop Point

1 MSA length = 26069 1

------------------------------------------------------------ AATTTTTCGTGAAACATTTTCAGAAGTAAACTCAATGCTGTCCTTATCTTAAACACCGACAAG
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCG T TCT CAAGC G GAT = = = = = = = s s o s o s m ot o et o ot o ot o e o ot f ot o o mm o ff i m oo oot o oo oo moommam oo
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCG T TCT CAAGCGGAT = = = = = = = s s o s o s m o m ot o ot ot o e o ot oot o o o o ff it oo oo oo oo oo moomoam oo
------------------------------------------------------------ AATTTTTCGTGAAAACATTTCAGAAGTAAACTCAATGCTGTCCTTATCTTAAACACCGACAAG
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCG T TCTCAAGCGGAT = = = = = = = s s o s o s o m o m o et o ot ot o e o ot b ot o ot m ot f i m oo oot oo oo ooom oo oo
------------------------------------------------------------ AATTTTTCGTGAAAACATTTCAGAAGTAAACTCAATGCTGTCCTTATCTT--=-=-=---------
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCG T TCTCAAGCGGAT = = = = = = = s s o s o s o m o ot ot o ot ot o e o ot oot o o f oo f o m oo oo i oo oo moom oo oo
------------------------------------------------------------ AATTTTTCGTGAAACATTTTCAGAAGTAAACTCAATGCTGTCCTTATCTTAAACACCGACAAG
------------------------------------------------------------ AATTTTTCGTGAAACATTTTCAGAAGTAAACTCAATGCTGTCCTTATCTTAAACACCGACAAG
------------------------------------------------------------ AATTTTTCGTGAAACATTTTCAGAAGTAAACTCAATGCTGTCCTTATCTTAAACACCGACAAG
------------------------------------------------------------ AATTTTTCGTGAAACATTTTCAGAAGTAAACTCAATGCTGTCCTTATCTT---=-=---------
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCGTTCTCAAGCGGAI -------------------------------------------------------------------------
-------------------------------------------------------------------------------------------------------------- AAAGAATAAGAAG
TTTAAAGCGCGTTCTAGTATCGACCIGCGAAAATGCGTTCTCAAGCGGAT -------------------------------------------------------------------------
TTTAAAGCGCGTTCTAGTATCGACCTGCGAAAATGCG T TCT CAAGCGGAT = = = = = = = s s o s o s o m o m o et o ot ot o o o o ot oot o oo o ff oo oo oot oo ooooom oo oo
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ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f

divergence to consensus (%)

size: 26069bp; fragments: 6891; full length: 0 (>=23462.1bp)
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>d_uf.bed g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O I

divergence to consensus (%)

size: 26093bp; fragments: 6892; full length: 0 (>=23483.7bp)
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divergence to consensus (%)
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size: 2147bp; fragments: 599; full length: 55 (>=1932.3bp)

TE: rnd_4 family 1716
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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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