Start crop Point End crop Point

1 MSA length = 6711 1
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - - - - - - - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

TTTTTT

TRTET :
TTTTTTANATATGT :

TTGAGCTHA TT--=-ccccoooooo-

TTGAGCTHA L P TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGT TTAGGA - = - = = = = = - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
------------ GICITIATTITAIT.AATTTITIA.TTAGTTTAIGA— ---------CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATAT TAGT T TAGGA - - & & = o o o o o o e e f f f e e f d f e e e e f e d e e e e e e di e e e oo

TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT TTAGGA - - - - = - = 5 - - s o e e o e e o o e o o o o o e o e o o o e o m m o o o o m e o o e o o m e o e m o o e o o m o o e o o e o oo o o o e o o e o oo o o e o oo o o oo oo oo oo o m oo oo o -
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACAENE- - - - -
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACAR- - - - -
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA--=-=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACAR- - - - -

0O 0 — — -
> > > > > > > >

AAGTC- - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA--=-=------- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA T
THAAGTC- - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA T
TTAAGTT - - - - TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA---=----=--- CACCCGAAAAGACCCTCAACAAGTTGICCCTTCTGAAGAGGACCACAACA T

TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = = & @ m & m e & m ot & m e & @ e & m e & @t & @ e @ m e @ f s & f ot &t ot @ f e &t e & f ot @ f ot @@t @ m ot @ f e @@t m o e @ m e @ f e @ m e mmdmmmmmdmmaamemmameemn oo
TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = s % ot m ot m e &t & e &t f ot e mf e ff e e it mm e d i mm e o e mae oo A —
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = = = = = = - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = = = = = = - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - == = = = = = - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
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TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

TTAAGTTT TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = = = m m o m e e e e & e e e o e m e o e @ e m e @ e o e @ e @ e @ e @ e @ e @ e @ e e e @ m m e @ e m e e e e e e e e e e e e e e m o

TTAAGTTT TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = = = m m o m e e e e & e o e o e m e o e @ e m e @ e m e @ e @ e @ e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o

-------------------- TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT TTAGGA - = = = = = = = = = = m o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o e -

TTAAGTTTARANA TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = = = m e e e e o e & e o e o e o e o e @ e m e @ e @ e @ e @ e @ e o e e e e e @ e m e @ e m e e e e m m e e m e e e e e e e e e m o

TTAAGTTTARARMA TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT T TAGGA - = = = = = = = = = = = o m e e e e o e & e o e o e m e o e @ e e e @ e e e m e m e e e e e @ e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o

------- TTALAA TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

------- TTAAAA TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA----------CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

------------------------ GICITIATTITAIT.AATTTITIA.TTAGTTTAIGA— ~--------CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT TTAGGA - = = = = = = = = = = m o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o o -
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAAC- - - - - - - - -
TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT TTAGGA - = = = = = = = = = = = o m = e e e e e & e o e @ e m e o e @ e @ e @ e @ e @ e @ e @ e m e m e @ e @ e e e @ m e e e e e m e e e e e e e e e e e e e e o
TGTTATAATCCCGTCCTCATTTTAATCAAAT TTGTAATAT TAGT TTAGGA - = = = = = = = = = = = o m e e e e e e e e o e @ e o e @ e @ e m e @ e @ e @ e e e @ e o e e e @ e e e e e e e e e e e e e e e e e e e e e e e e e e e o
TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAAC- - - - - - - - -

TTA----TA------- TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACHACAACA

TTA----TA------- TGTTATAATCCCGTCCTCATTTTAATCAAATTTGTAATATTAGTTTAGGA - - = - - - = - - - CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACIACAACA

-------------------------------------------------------------------------------------------------------------- CACCCGAAAAGACCCTCAACAAGTTGGCCCTTCTGAAGAGGACCACAACA

> > > > > > > > > P>
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bed_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa c After TEtrimmer 6711 bp

size: 6711bp; fragments: 1164; full length: 0 (>=6039.9bp)
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d g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_a

divergence to consensus (%)

size: 7097bp; fragments: 1163; full length: 0 (>=6387.3bp)

25

20

15

10

5

— =
= —
E— = - ==
::= — = —— %—
I I I I I I I

0 1000 2000 3000 4000 5000 6000 7000

TE consensus (bp)

coverage (bp)

300

250

200

150

100

50

After TEtrimmer Extended plot Blue lines are boundaries

I

I I I I I
1000 2000 3000 4000 5000 6000
TE consensus genomic coverage plot (bp)

I
7000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

/

S

0

I
1000

2000 3000 4000 5000
TE consensus self dotplot (bp)

I
6000

No TE domain detected

0

I I I I I I
1000 2000 3000 4000 5000 6000
TE consensus structure and protein hits (bp)




divergence to consensus (%)

TE: It 1 family 89 Before TEtrimmer 587 bp

size: 587bp; fragments: 473; full length: 126 (>=528.3bp)
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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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ensus before TEtrimmer (bp)
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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