Start crop Point End crop Point

1 MSA length = 4379 1
TGTAGTGTGATCTGTGGTIGATTAGAACATTGACGTTTGAACAAGCGCGC ---------- CTTTGTGTTTATTAAATCAGAACTAAATCAIGAAATAAATAAACACAACAI——A ----------------------------------------------

TGTAGTITGATCTGTGGT———TIAGAAIATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA-------BT-----=--=-=---=-=-----
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA T
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA ——I—T AT
TGTAGTITGATCTGTGGT———TIAGAAIATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACAE--ATTTAT

——————————————— TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=---=--=---CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACAR---TTTA-
—————————————————————————— TGTAGTITGATCTGTGGTIGA.AGAACATTGACGTTTGAACAAGCGCGC ----------CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACAH- - —ITTI—
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACAR----TTAT
TGTAGTGTGATCTGTGGTGCATTAGIACATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACABARA - - - - -
———————— TGTAGTGTGATCTGTGGT - -ATTAGAACATTGACGTTTGAACAAGCGCGC-=---------CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCIGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGIGGTGGATTAGAACATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTIiGATCTGTGG - - —ATIAGAAIATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA

———————— TGTAGTGEBGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=--------CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
TGTAGTGTGATCIGTGGTGCATTAGAAIATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTITGATCTGTGGTIGA.AGAACATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
T TGTAGTGTGATCTGTGGTGGATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA

TCCA ANART TGTAGTGTGATCTGTGGTGCATTAGAAIATTGACGTTTGAACAAGCGCGC ---------- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TCCAGAARGAARCARA - CTHGACTGT - - - - - - = = = = = @ o oo oo e e e e e e e e IGAACAIG-C ---------- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
T TGTAGTGTGATCTGTGGTGGATTIGAACATTGACGTTTGAACAAGCGCGC ---------- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA

TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
———————— TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=--------CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
——————— TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=--------CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA

> > > > > > > > > > > > > > > > > >

TGTAGTITGATCTGTGGT———TIAGAAIATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA H
TGTAGTGTGATCTGTGGTGGATTAGAACATTGACGTTTGAACAAGCGCGC-=-=-=-=-=-=-=--- CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACABAGHETT - -
TGTAGTGTGATCIGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC —————————— CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACABAGABTTAT H

------------------------------------------------------------ CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCGC - == - == - = - - CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA
TGTAGTGTGATCTGTGGTGGATTAGAACATTGACGTTTGAACAAGCGCGC - == === - = - - CTTTGTGTTTATTAAATCAGAACTAAATCAAGAAATAAATAAACACAACA
------------------------------------------------------------ CTTTGTGTTTATTAAATCAGAACTAAATTAAGAAATAAATAAACACAACA- - - - -
TGTAGTGTGATCTGTGGTGCATTAGAACATTGACGTTTGAACAAGCGCiI --------------------------------------------------------------------------------------------------------------

TGTAGTGTGATCTGTGGTHGAMTIRGAACATTGACGTTTGEMACAAGCGCHM - - - ----- - - TTGTGTTTATTAAABBABRAACTAABT CAAGEERATAAATAAACACAACA
GARTHMGEBACATTGACGTTTGEACAAGCGC----=--=-=----- TTGTGTTTATTAAABBRARAACTAA A
GART

> > 0O 60O > > > > 0> > > 060> 0> > >0 > >

4 4 4 4 0 0O < -

TGTAGTGTGATCTGTGGT TCAAGEBAATAAATAAACACAACA
TGTAGTGTGATCTGTGGT GBACATTGACGT T TGEBACAAGCGC = = = = = = = = = = = % m @t @t @t &t m ot @@ e @ o e mf e m i e e m e e e e e e e
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 4379 bp

size: 4379bp; fragments: 184; full length: 33 (>=3941.1bp)

o

o S

QT S MM-H ¥
— o)
X o
) —— N’
) B - =
S5 9 L 97
(7p) Q_m
S = 5
2 o S
C ) — t
o L o | Qo
(&) o) ~ n
o o © n 8 |
2 o 5] =
) > n
O 8 qc:J
c
S 3 - 2 .
g S No TE domain detected
> o
= uw o |
T 0 ] = S

— —] S
o | I | i o /)

I I I I I I I I I I I I
1000 2000 3000 4000 1000 2000 3000 4000 0 1000 2000 3000 4000 0 1000 2000 3000 4000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)

o_



| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 4679bp; fragments: 184; full length: 31 (>=4211.1bp)
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divergence to consensus (%)
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TE: Itr_1 family 877

size: 3441bp; fragments: 158; full length: 1 (>=3096.9bp)
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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)
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TE consensus after TEtrimmer (bp)



