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TTTTAGTATTGAAAATACTTCTG
TTITAGTATTGAAAATACTTCTG

------------------------------------------------------------------------ TGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
------------------------------------------------------------ ATRGT - - - - - - - -@TEEAAAATCTRTGAATTTT

TTTTAGTATTGAAAATACTTCTGGGCGCITTTATATGGGACCCATCTTTG
———————————————————————————————————————————————————————————— TGATIGTTICGCATGTTGCAAAATCTGTGAATTTTT
TTTTAGTATTGAAAATACTTCTGGGCGC
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CCGC

End crop Point

MSA length = 3125 1
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TGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT-=-=-=-=---- TGTA
TGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT TATA

TGATGGTTGCGCATGTTGCAAAATCTGTGAATTTTT
TGATGGTTGCGCATGTTGCAAAATCTGTGAITTTTT

TTTATATGGGACCCATCTTTG
TTTATATGGGACCCG.TTTG
TTTATATGGGACCCGTCTTTG
TTTATATGGGACCCATCTTTG
TTTATATGGGACCCGTCTTTG
TTTATATGGGACCCGTCTTTI
TTTATATGGGACCCGTCTTTG

TTTT -

CTITI

TTTC
_________________________ CTTCT

TTT ATTAAA-A-TATA.G CTTTT
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3.bed fm_1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)

size: 3125bp; fragments: 4677; full length: 18 (>=2812.5bp)
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ed g 3.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_
size: 3444bp; fragments: 3947; full length: 1 (>=3099.6bp)
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divergence to consensus (%)

TE: md 4 family 557 Before TEtrimmer 1929 bp
size: 1929bp; fragments: 3075; full length: 42 (>=1736.1bp)

o P9
Q
o
o -]
()]
o
2T 3 8-
0 2
)
o 9
3 2
=" O
Q yo!
e
581 % &1
= s 0 7
g n
8 S / S
Lo o No TE domain detected
o
— 8 ,L\,——A U 8 |
o S W o
— —
— o
o -]
(g0
o T T T T T o T T T T T T
0 500 1000 1500 500 1000 1500 0 500 1000 1500 0 500 1000 1500

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



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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