Start crop Point End crop Point

1 MSA length = 988 1

TCCAAGTTITATCTTTAT.TAAGIGAGATAACCCTATTTGCACIA-—G

CCCAAGTTCTATCTTTATAATAAGCJAGATAACCCTARTTGCACCAAAATG
CCCA GTTCTATITTIATAATAAGCGAGATAICCCTA
CCCA GTICTITCTTTATAATAAGC AGATAACCTTATTTGIA CAAAATG
TCCAAGTTCTATCTTTATAATAAG AGATAAICCTITTTGCA AAIATG
TCCAAGTTCTATCTTTATJATAAGCAGATAACCTTATTTGEACCAAAATG

> > > > >

CCCAAGTT TATCTITATAAIAAGCGAGATAAITCTATTTICACCAAAATG———
C ATCTTTATAATAAACGAGATAACCCTATTTGCACCAAAATiACA

CCIEAGTTCTATCITIATAATAIAC

CCC AGITCTATCTTTATAATAAGCGAGAIAACTTTATTTGCACCAAAATG
CCCAAGTTCIATCTTTATAATAAGCGAGA——ACCCTATTTGCACCAAAATG
CCCIAITTCTATITTTATAATIAGCGAGAIAACCCTATTTG.C.— -

4 4 4 4 4 4 4 -4 o4 4 4 - -

CCCAAGTTCTATCTTTHT
CCCAAGTTCTATCTTTATAATAAGCGAIATAICCCTATTTGCICCAAAATG
CCCAAGTTCTATTTTATAATAAGCGAGATAACTCATTTGCACCAAAAT

ICCAAGTTCTATCTTTATAAIAAACIAGATAICCCTATTTGCACC.AATG

TCCAAGTTIT-TTIETAATAAGCGAGATAACTTTATTTGCAICAAAATG

TTTGCACCAAAATG

!ITTIGCACIA————

CCIAAGTTCTATCTTTATAATAAGCGAGATAACCC
CCCAAGTTCTATCTTTATIATIAGCIAGATAACCC
CCCIAGTT.ATITTTITAATAAICGAG

TABATTGCTTATTATAAAGATAGAAIGCGTTTTEBGCTACTTTAAAGAAAA T CAAGTTCTATCTTTATAATAAAC—AIA-CTCTAITTGCACCAIAATG
TABATTGCTTATTATAAAGATAGAARBMGCGTTTTIMBGCTACTTTAAAGAAAA T CAAGTTCTITITTTATAATAAAI

> > > > > >

T- TITTGCTTATTATAAAGA.GAATTGCGTTTTAAGCTA TTTAAAGAAI
TITATTGCTTATTATAAAGATAGAATTGCGTTTTAAICT CTTTAAAGAAAA
TATTGCTTATIATAAAGATAGIATTGCGTTITAAGCTACTTTAAAIAAAA

> > > > > > > > > > > > > > > > > > > > >
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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 (%)
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size: 988bp; fragments: 321; full length: O (_>:889.2bp)
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After TEtrimmer 988 bp
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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
size: 1690bp; fragments: 152; full length: 0 (>=1521bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_5 family 5074
size: 433bp; fragments: 187; full length: 1 (>=389.7bp)
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Before TEtrimmer 433 bp
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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