Start crop Point

MSA length = 1685

TGTAACGTTTTTAGTTCGTTACAIGTCTTTTTTATA ---------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAG
TGTAACGTTTTTAGTTCITTACATGTCTTTTTTATA ---------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
———————————————————————————————————————————————————————————— TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTITTTTAIA ---------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACITGTCTTTTTTATA ---------- TCCIATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGECTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGLTTTTTTATA ---------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTIGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTAIA ---------- TCCGATGAAAAGCTGCIGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTITTTTTTATA ---------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTC-TTTTTATA- -~ ------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT
TGTAACGTTTTTAGTTCGTTACATGTCTTTTTTATA- - -------- TCCGATGAAAAGCTGCCGTTCGCAGTGGTAGT

End crop Point
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1685 bp

size: 1685bp; fragments: 9720; full length: 235 (>=1516.5bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

divergence to consensus (%)
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size: 1985bp; fragments: 9322; full length: 0 (>=1786.5bp)
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divergence to consensus (%)

TE: rnd_3 family 414
size: 1384bp; fragments: 7270; full length: 450 (>=1245.6bp)
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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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[E consensus before TEtrimmer (bp)

1200

1000

800

600

400

200

Dotplot
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