Start crop Point

TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCAGTCTCTAATTAT - === -=- - - TT
TGTGAATAATTATTTGEGCTRTACGTGGCAACTGCGCCGTCTCTAATTAT - -« -« -« - - - TT
TIEAATAATTATTTGTGCTRTACGTGGCAACTGCGCAGTCTCTAATTT- - -------- TT
TGTGAATAATTATTTGTGCTETACGTGGCAACTGCGCCGTCTCTAATTAT - === -=--- TT
TGTGAATAATTATTTGTGCTETACGTGGCAACTGCGCCGTCTCTAATTAT - === -=--- TT
------------------------------------------------------------ TT
TGTGAATAATTATTTGEGCTRTACGTGGCAACTGCGCCGTCTCTAATTAT - -« -« -« - - - TT
TGTGAATAATTATTTGTGCTRTACGTGGCAACTGCGCAGTCTCTAATTAT - == ---=--- TT
TGTGAATAATTATTTGTGCTRETACGTGGCAACTGCGCAGTCTCTAATTAT - == ---=--- TT
TGTGAATAATTATTTGTGCTRTACHTGGCAACTGCGCCGTCTCTAATTAT - -« -« -« - - - TT
TGTGAATAATTATTTGEGCTRTACGTGGCAACTGCGCCGTCTCTAATTAT - -« -« -« - - - TT
------------------------------------------------------------ TT
TGTGAATAATTATTTGTGCTITACGTGGCAACTGCGCAGTCTCTAATTAT - === -=- - - TT

TGTGAATAATTATTTGTGCTTACGTGGCAAC - = = = = = = = s m o e o e o e o me e e e e e o TT
TGTGAATAATTATTTGTGCTRTACGTGGCAACTGCGCAGTCTCTAATTAT - === -=--- TT

TGTGAATAATTATTTGTGCTTACGTGGCAAC - = = = = = = = = oo m o e o e e me oo oo e o TT

AAAAABAA- - - - - - TGTGAATAATTATTTGTGCTRTIICGTGGCAACTGCGCAGTCTCTAATTAT - -« -« -« - - - TT
--------------------------------- AAAAAA - - - - - - TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - === ---oo---TT
----------------- TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - === ---oo---TT

----------------- TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - === ----o---TT

- -THTAATATAAATAT[RA TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - == == == == == - - TT

- - TABAATAAAAATATATABAA- - - TTATIBBIBG TG TGAATAATTATTTGTGCT@TACGTGGCAACTGCGCCGTCTCTAAT = - = - = = - = - - - TT
-------------------------------------------------------------------------------------------------------------- TT
-------------------------- CA-----TGTGAATAATTATTTGTGCTIITACGTGGCAACTGCGCCGTCTCTAAT - =~ =-=-=-=---TT

S TATE- - BAGET 1 TGAATAATTATTTGTGCT@TACGTGGCAACTGCGCCGTCTCTAAT - -« -« -« == - - - - TT
AATATAGTATTATTAAAA- - - - - - TA---- - TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - == == == == == - - TT

AA-ATAARATAA- - - - - AAAAR- - - - - - TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - == == == == == - - TT

- -@ATEABATT - ABATAAAAAA- - - - - - TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - == == == == == - - TT

- -TATAATETAAATAAAAAABAATTTTA TGTGAATAATTATTTGTGCTTACGTGGCAACTGCGCCGTCTCTAAT - == == == == == - - TT
--------------------------------------------------------------------------------------------------------- TT

c e TATAGTATAAATATAA © - = & - s o e ot m e m e &t e & f e & e & e e e e e e e e e e e e e e e e e e e e e ee o aeaaaa TT
ATTAJAATIRTAAATATRTAAAA- - -TCA TGTGAATAATTATTTGTGCTIITACGTGGCAACTGCGCCGTCTCTAAT === == = == = = = = - TT
----------------------- T---------MGTG AATIRI T TTGTGCTETACGTGGCAACTGCGCCGTIMBCTAA - - - = = = == oo e o = =T -
---------------------------------------------------- AATITTTGTGCTITACGTGGCAACTGCGCCGTICTAA— e

MSA length = 6252

TTIATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAICTACA

End crop Point

ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA

ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATITITIT-TA-A
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAABCTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAICTACA

—

| > 3>
|

- 4 - o -

==l

> > 0O > > > > > >

=l

4 0 4 4 4 4 <4 - 4 -

ATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAABCTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAATACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTAGTTTCCTTAAGCCAAGGGGAAAMTACA
ATTTCGTCGATGGTTTATTIGTTTCCTTAAGCCAAGGGGAAI!TACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
ATTTCGTCGATGGTTTATTTGTTTCCTTAAGCCAAGGGGAAACTACA
STTT TCGATGGTTTATTAGIT C AAGCCAAGGGGAAICTACA

4 4 4 4 4 4 4 -4 4 4 4 - -
- - - -

> > 0O O > > > > > >

- 4 -4 -4 4 4 - -

-TTTETCGATGGTTTATTAGEETIRCERAAGCCAAGGGGAABCTACA
—ITTC TCGATGGTTTATTAGTTTECTEAAGCCAAGGGGHAACTACA

TTCRTCGATGGTTTATTAGTTTHMCTEAAGCCAAGGGGEAACTACA

TTCRTCGATGGTTTATTAGTTTHMCTEAAGCCAAGGGGEAACTACA



End crop Point

Wﬂ

|
I|




] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)

5

o
N

15

10

size: 6252bp; fragments: 311; full length: 27 (>=5626.8bp)

|
LTI

|

40

I I I I I I
0 1000 2000 3000 4000 5000 6000
TE consensus (bp)

coverage (bp)

80 100

60

After TEtrimmer 6252 bp

Fraﬁmﬂ_ru—w—u—tf

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

I
6000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

/

yd

I
1000

2000 3000 4000
TE consensus self dotplot (bp)

I
5000

I
6000

No TE domain detected

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

I
6000




1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc

divergence to consensus (%)

15 20
!

10

5

size: 6552bp; fragments: 219; full length: 24 (>=5896.8bp)

[l |

0

I
1000

I I I I I
2000 3000 4000 5000 6000
TE consensus (bp)

coverage (bp)

60

40

20

After TEtrimmer Extended plot Blue lines are boundaries

Ir I

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

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

/

/

I
1000

2000 3000 4000 5000
TE consensus self dotplot (bp)

I
6000

No TE domain detected

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

I
6000




divergence to consensus (%)

2

TE: Itr_1 family 933

size: 5420bp; fragments: 96; full length: 3 (>=4878bp)

I
1000

2000 3000
TE consensus (bp)

I
4000

I
5000

coverage (bp)

70

60

50

40

30

Before TEtrimmer 5420 bp

|

R

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

I
5000

TE consensus self dotplot (bp)

1000

3000 4000 5000

2000

1000 2000 3000 4000
TE consensus self dotplot (bp)

I
5000

No TE domain detected

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

I
5000




After TEtrimmer ORF and PFAM domain plot
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