Start crop Point End crop Point

1 MSA length = 2434 1

TAIA——GAAAGAAA ATGTTGCAGEART - -BAAAACCTAAATAAATATATGATTTTTAGCTGTATTAACTAATACAAAAAG--=-=--=-=---- TIATGATCCTGGCGATCGATGTCTGGAAAAAAAAAA AAAATTTTT--ATTT
TT-------c---- IATGTTGCAGIA T--AAAACCTAAATAAATATATGATTTTTAGCTGTATTAACTAATACAAAAAG---=-=-=-=-=--- TAATGATCCTGGCGATCGATGCCTGAAAAAAAAAJAAAATTTTIAAAITG
TTRATTAAAAGA- - -----=------ TTTRTAGATTTAAATGAATATTCGATTTATAGCTATATCAATTAATACAAAAAG---=-=-=-=-=--- TAATGAT CTGGTGATCGATGICTGGAAAAAAA —————————————————— A
TT T--AAAACCTAAATAAATATATGATTTTTAGCTGTATTAACTAATACAAAAAG---=-=-=-=-=--- TAATGAT!ITGGTGATCGATGTCTGAAAAAAAAAAA.AAA— —TTIAAATIT

ATCGAAAGAAAIATGTTGCAGHA
A TGGAACAA‘AGITCGTA ARTTT
TICAG
TAATGATCCTGGTGATCGATGCCTGAAARAAAAAA
TAATGATCCTGGTGATCGATGCCTGAAAAAAAAAA
TAATGATCCTGGTGATCJATGCCTGGGAAAAAAAA
TAATGATCCTGGTGATCGATGCCTGAAAAAAAAAAA
TAATGATCCTGGTGATCGATGCCTGAAAAAAAAAAA

TT
TA

AAAACCTAAGTAAACAAATGATTATTAGCTGTATTAACTTGTAAGGTAGA

A--ATETTT---TTA
A-mmmmm e oo TT
AA-ATTTTTAARTTT
AfA - - TTATATAT]T

4 4 4 4 4 4 4 -4 < -




Start crop Point End crop Point

|
ML 00 DRI 0 IR
UV AVRRORICACE MO N
OEE OO AROOBCAR D LA

| OGO AOUROR R O A A TR T
| 000N, AR O (AL WA
R MR R AR e

(VAN T I

|
O LT L L T g e I
AL L O Ny IV EI
(LT TR AVREUERO PO OO A RO M IIIIIIIIIIIIE

(LA R R T
AREE O 0 v’

AR T ST e HURUTAM L LR —

Hi AURURAEAR T 1 RS RGO IEHFI“Ii

10 - Qi OO T
 H O

0 500 1000 1500 2000 2500 3000



d_uf.bed g 4.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I

divergence to consensus (%)

20

15

10

5

size: 2434bp; fragments: 785; full length: 21 (>=2190.6bp)

I I I I
0 500 1000 1500 2000
TE consensus (bp)

coverage (bp)

100 150 200 250 300

50

After TEtrimmer 2434 bp

I I I I
500 1000 1500 2000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

500

1500 2000

1000

I
500

1000 1500
TE consensus self dotplot (bp)

I
2000

No TE domain detected

500 1000 1500 2000
TE consensus structure and protein hits (bp)




.fasta.b.bed uf.bed g 4.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)

20

15

10

5

size: 3034bp; fragments: 783; full length: 0 (>=2730.6bp)

I
500

I I I
1000 1500 2000
TE consensus (bp)

I
2500

I
3000

coverage (bp)

100 150 200 250 300

50

After TEtrimmer Extended plot Blue lines are boundaries

I I I I I
500 1000 1500 2000 2500
TE consensus genomic coverage plot (bp)

I
3000

TE consensus self dotplot (bp)

1500 2000 2500
|

1000

500

0

I
500

1000 1500 2000
TE consensus self dotplot (bp)

I
2500

No TE domain detected

I I I I I
500 1000 1500 2000 2500
TE consensus structure and protein hits (bp)




divergence to consensus (%)

5

20

15

10

TE: rnd_5 family 3116
size: 3309bp; fragments: 836; full length: 14 (>=2978.1bp)

I I I I I I
0 500 1000 1500 2000 2500 3000
TE consensus (bp)

coverage (bp)

Before TEtrimmer 3309 bp

100 150 200 250 300 350
! ! ! ! ! !

50

I I I I I
500 1000 1500 2000 2500
TE consensus genomic coverage plot (bp)

I
3000

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

I I I I I I
500 1000 1500 2000 2500 3000
TE consensus structure and protein hits (bp)




After TEtrimmer ORF and PFAM domain plot
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