Start crop Point End crop Point

1 MSA length = 4670
GCCGCGTGGATTGTGTGAATTTAAAAACTAAAACAAGGACGTAAAACGATTTTGGA - - == - = - - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACATAAARTTITTRTA
ACCGCGTGGGTTGTGTAAATTAAAAA - TTAAAACAAGGACGTAAAAAGATTTTGGA - - == = = = - - - AAC- - - - - - CCCGTCTTTGGCCCCTCACAACTCCCGTAAATACTCCAACA - == = == ==~ - = - AA
ACCGCGTGGGTTGTGTAAATTAAAAA - TTAAAACAAGGACGTAAAAAGATTTTGGA - - == - = = - - - AAC- - - - - - CCCGTCTTTGGCCCCTCACAACTCCCGTAAATACTCCAACATAAR- - -
GCCGCGTGGATTGTGTGAATTTAAAAACTAAAACAAGGACGTAAAACGATTTTGGA - - == - = - - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACA- - - - - TT
GCCGCGTGGATTGTGTGAATTTAAAAACTAAAACAAGGACGTAAAACGATTTTGGA - - == - = - - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACATAAAATT
GCCGCGTGGATTGTGTGAATTTAAAAACTAAAACAAGGACGTAAAACGATTTTGGA - - == - = - - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAAC - - AAAART
-CCGCGTGGATTGTGTGAATTTAAAAACTAAAACAAGGACGTAAAACGATTTTGGA - - - == - = - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACATGRAATC
----------------------------------------------------------------- AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACATAAAATT
GCCGIE -------------------------------------------------------------------------------------------------------------- TGIAATC
GCCGCGTGGATTGTGTGAATTTAAAAACTAAAJCAAGGACGTAAAACGATTTTGGA - - - - - - - - - - AACGAATAATAAGTCTTTGGCCCCTCACAATTCCCGCAAATACTCCAACA - - AAART






.bed _uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f:
size: 4670bp; fragments: 56; full length: 0 (>=4203bp)
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ta.b.bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa After TEtrimmer Extended plOt Blue lines are boundaries
size: 4864bp; fragments: 50; full length: 0 (>=4377.6bp)
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divergence to consensus (%)
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TE: Itr_1 family 567

size: 4026bp; fragments: 48; full length: 14 (>=3623.4bp)

I
0 1000

2000
TE consensus (bp)

I
3000

I
4000

coverage (bp)

26

25

24

23

22

21

20

19

Before TEtrimmer 4026 bp

W

I I I
1000 2000 3000
TE consensus genomic coverage plot (bp)

I
4000

TE consensus self dotplot (bp)

4000

3000

2000

1000

1000 2000 3000
TE consensus self dotplot (bp)

I
4000

No TE domain detected

1000 2000 3000
TE consensus structure and protein hits (bp)

I
4000



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)
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