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1 MSA length = 5239 1
TG AA AT - - - - -WAAIA T TRGAAA AR TT----------- TGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGCT -~ - ==~~~ - AATAAATAAAGTTTTAATTAGAAGTGTTATTGAGTGTTGAACCCAAAACATABGTTAAATCAAT GAT------- BcrranTRrT-A
oe [\ I ATATAAA TTIAGTGGCGCAATGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGCT - === - -~ - - - AATAAATAAAGTTTTAATTAGAAGTGTTATTGAGTGTTGAACCCAAAACATAAGT - - AACCACG GAT------- GCTTAATTTTAA
CGwAA ATATAAA TAGT--- - - - ATGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGCT -~ === - -~ - - AATAAATAAAGTTTTAATTAGAAGTGTTATTGAGTGTTGAACCCAAAACATAAGTGGAATCACT GCRTTTCTAGG- - - AATTEHEAA
CGlABAAA GTATAA TTTAGTGGCGCAATGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGCT - === -~ - - - AATAAATAAAGTTTTAATTAGAAGTGTTATTGAGTGTTGAACCCAAGACATAAGTTGAA - - - - - GATGATATAGGCTAAATTTTAA
TG--------- ATATAAA TTTAGTGGCGCAATGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGH---------- AATAAATAAAGT T TAATTAGAAGTGTTAIGIG|lcG TG TACCGAAATCCTAAGT TG TCTCT GATGATATAAGATATTTT T
AAAIA.TATAAA TTTAGIGGCGCAATGTGGGGTCATGTGATCTTACCCTCCCTATTTACCAATCTGTGGTACGCT ---------- AAT.AIAAAGTTTIAAITAIA— - —ITTATTGA TG--mmmmmmmmm e - - TIAGTTGAATTACT GCTGATATAGGCAAAANTTTAA

TTTAGTGTCT TGl - - - - - = - = - = - s - s - s e oot e e L L Lol

TGlA
TGEAMA - - - - - GTAIAIA

TG THEAAA
TGHET

AAA




Start crop Point

N RNy

IIIIIII
SSSSS===
—
I B
B
=

5000

4000

3000

— — |“||1

e — e e

1000

2000



.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 5239 b P

size: 5239bp; fragments: 86; full length: 2 (>=4715.1bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 5600bp; fragments: 82; full length: 3 (>=5040bp)
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divergence to consensus (%)
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TE: Itr_1 family 631
size: 4883bp; fragments: 23; full length: 0 (>=4394.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

ORF16

Bl ORFs
B PFAM domains

ORF8 }
ORF3 ORF5
— —
ORF20 ORF18 ORF15
— — —
ORF21 ORF19 ORF17
— —
ORF1 ORF4 ORF7 ORF13 ORF9
—) — —) — )
ORF2 ORF6 } { ORF14 ORF12 ORF11 ORF10
DUF7041 RVT_1 RT_RNaseH_2 Integrase_H2C2
— ) — —)
RVT_thumb rve
— —)
RT_RNas:H
1000 2000 3000 4000




[E consensus before TEtrimmer (bp)
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