Start crop Point End crop Point

MSA length = 3085

AlA TTTGA- - -GGGGAGCABGGAAGGTGCCTCCACGCGTGCATTTTACACATA - - - - - - - - - TAAACTCTAATATAATCCGGATACGAAAAAGTAAAGTAA
AlRA " ITATGAAATGGGGAGCAAGGAAGGTGCCTCCACGCGTGCATTTTACACATA ---------- TAAACTCTAATATAATCCGGATACGAAAAAGTAAAGTAA

-------- ABA --------GGGGAGCAAGGAAGGTGCCTCCACGCGEGCATTTTACACATA- - - -------TAAACTCTAATATAATCCGGATACGAAAAAGTAARIIA

-------- ABA ~--------GGGGAGCAAGGAAGGTGCCTCCACGCGTGCATTTTACACATA----------TAAACTATAATATAATCCGGATACGAAAAAGTAAAGTAA
ABG TTATGAAATGGGGAGCAAGGAAGGTGCCTCCACGCGTGCATTTTACACATA - - - - - = - - - - TAAACTATAATATAATCCGGATACGAAAAAGTAAAEA
ARA TTAATTGATGGGGAGCAAIGAAGGTGCCTCCACGCGTGCATTTTACACATA- - - - - - - - - - TAAACTATAATATAATCCGGATARGAAAAATAAAGTAA AAR- - - -ATABGTEBAATTG -
ABIG Toommo - - T-G.CAAGGAAGGTGCCTICACGCGTGCATTTTACAIATA ---------- TAAACTATAATAIAAT.GIAIAC— -AAABGTAAAGTAA GABAAA - - - - - - - oo oo
ARG

------------------------------------------------------------ TAAACTATAATATAATCCGGATACGAAAAAGTAAAGTA
-------------------------------------------------------------------------------------------------------------- TAAACTCTAATATAATCCGGATACGAAAAAGTAAA

T AEAREA ABAAATATA TGA

-------------------------------------------------------------------------------------------------------------- TAAACTATAATATAATCCGGATACGAAAAAGTAAAGTAA AGAIIARTRTT -PaaccT T"AlAI— - - —AIAI IGH
CAGIBATA ARTTTTCRARA - - ------ AlcAGT TTATGAAATGGGGAGCAAGGAAGGTGCCTCCACGCGTGCAT T TTACACAT A - - & - & - & o & o s o s o e o e o e o e o e o et et e o et e o et e o e o o ottt ottt o ot e e o b b o f e e m e e e e oo
IATA-ALTTTIALAAIC—C.AITATT. I I ----- ATEBGGGGAGCAAGGAAGGTGCTCIACGCGTGCATTTTACACATA - - = - = - = - = - s - s -t o oot oL oL L L L L Lt Lot ot ool

-------------------------------------------------------------------------------------------------------------- TAAACTATIATATAATCCGGATACGAAAAAGTAAAGTAA T A A AA AAI--TA GGECGA
———————— AATTT AAA TAAACTATAATATAATCCGGATACGAAAAAGTAAAGTAA T A AAA-ATA GA CI
________ ARTTTT A P T A ---CATA CGA

AT-TAATIIGRRR TIRE - - - - - - - - - - - - - - - oo
ATATA TTTTAATTT




End crop Point

Start crop Point

| E—

e e s —— e e e et
IIIIIIIIIIIIII
e e e
T e e F S P S T S S P D
Tttt

s
e P A e P P et 1t P e et o P
B R

-————-—-—-—-

= _— ——
e S S s e ———

III
“"nllﬂmm"
=] - =]
== = === ==
e e e
=== ==
MI =
]

==
e—————
= = — “
mmnn T N — =
=
—
e
—
—
——
==
=
——

e
Il“llmu
S==

.

—_—

==
—
—

o
'

500

3500

3000

2500

2000

1500

1000



d_uf.bed g 3.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: 3085bp; fragments: 462; full length: 8 (>=2776.5bp)

|

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

coverage (bp)

100

150 200 250

50

After TEtrimmer 3085 bp

1000 1500 2000 2500 3000
|

TE consensus self dotplot (bp)

500
!

I
500

I
1000

I
1500

I
2000

I I I
2500 3000 0 500

TE consensus genomic coverage plot (bp)

I
1000

I
1500

I
2000

TE consensus self dotplot (bp)

I
2500

I
3000

No TE domain detected

I
500

I I I
1000 1500 2000

I
2500

TE consensus structure and protein hits (bp)

I
3000



).fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa cl.fa gs

divergence to consensus (%)

5

o
N

15

10

size: 3403bp; fragments: 461; full length: 6 (>=3062.7bp)

I
500

I
1000

I I I I
1500 2000 2500 3000
TE consensus (bp)

coverage (bp)

100

150 200 250

50

After TEtrimmer Extended plot Blue lines are boundaries

I I I I I I
500 1000 1500 2000 2500 3000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000 1500 2000 2500 3000

500

0

I
500

1000 1500 2000 2500
TE consensus self dotplot (bp)

I
3000

No TE domain detected

0

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

I
3000




divergence to consensus (%)

TE: rnd_5 family 1499

size: 3093bp; fragments: 270; full length: 43 (>=2783.7bp)
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After TEtrimmer ORF and PFAM domain plot
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