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1 MSA length = 6356
ACTAAITTTTAA A-TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTT AAAC - = = = = = = = = = TITATTAAATICGATTAAAATTTAAT TGCTCAGGCTTTTTGGTACCATA - = - = = = s e e e e mm e e e o e
------------------ TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTIAAAC- - --------TTTATTAAATTCGATTAAAATTTAATETGCTCAGGCTTTTTGGTACCATA ————————TAIT A e e oo

—————————————————— ———TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGAIATATTT AAAC——————————TTTATTAAATTCIATTAAAATTTAAT GCTCAGGCTTTTTGGTACCATAR-ATTGAT T - - === = - m s s s e e e e e e e e o e e e e e o e o m - - -
—————————————————— - TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEAAAC----------TTTATTAAAATCGATTAAAATTTAATEBTGCTCAGGCTTTTTGGTACCATA TATGGITTTA -----
- —TA1TICAAA TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEAAAC- - -=-=---=--- TTTATTAAATTCGATTAAAATTTAATETGCTCAGGCTTTTTGGTACCATA TAI—GATTTA

--TGARTTTTAARTTETAAAREEA - - - - - - - TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEAAAC- - -=---=- -~ - TTTATTAAATTCGATTAAAATTTAATETGCTCAGGCTTTTTGGTACCATA TATTIATTTA -T
——————————— TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEMAAAC----------TTTATTAAATTCGATTAAAATTTAATERTGCTCAGGCTTTTTGGTACCATA----------A T

-------------------------------------------------------------------------------------------------------------- TTTATTAAAATCGATTAAAATTTAATETGCTEAGGCTTTTTGGTACCATAR---------
TTT---WTTT - - ABTBARETAR T TAB---------------- TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTIAAAC -----------------------------------------------------------------------

TTC---- e s s e e m e m e m e A TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEAAAC- - -=-=---=--- TTTATTAAAATCGATTAAAATTTAAT TGCTCAGGCTTTTTGGTICCAT

TTTTqT TAAAREEAGEETCE 1 ABG T BAAGT 1GGE A BT A - - - - - - - - - - - - - oo TTTATTAAAATCAT T AAATTTAASIlGCTCAlGCTT - TT G TACCATARAATTGAT -

TGCTCAGGCTTTTTGGTACCATA TITTGATG

4 4 0 0O o 3 - -
e

TTT-WMARIT TRT -------=-------+-“-“-“-“@““-------- TGTAAGACCCTGTATATTTTACCTCATAATATTC-AGATATATTTEMAAAC - --=-=--=-=--- TTTATTAAATTCGATTAAAATTTAAT
ACTAARITTTTAGET THT - - A ABTTG TGTAAGACCCTGTATATTTTACCTCATAATATTCTAGATATATTTEMAAAC - --=-=-=-=-=--- TTTATTAAATTCGATTAAAATTTAATETGCTCAGGCTTTTTGGTACCATAR--------
—AITAA TTTAAARTEETAAA A ABTTA TGTAAGACCCTGTATATTTTACCTCATAATATTC-AGATATATTTEMAAAC - --=-=--=-=--- TTTATTAAATTCGATTAAAATTTAATERTGCTCAGGCTTTTTGGTACCATAR----------



q&i




] uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.fa gs.fa ce.fa_se

divergence to consensus (%)

25

20

15

10

5

size: 6356bp; fragments: 1425; full length: 0 (>=5720.4bp)

—:::::gig————————— :_ ——— —
T T T T T T
0 1000 2000 3000 4000 5000 6000

TE consensus (bp)

coverage (bp)

100 150 200 250 300

50

After TEtrimmer 6356 bp

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

vy V
vV V

s %
Y Y
7 7%

[ [ [ [ [ [
1000 2000 3000 4000 5000 6000

TE consensus self dotplot (bp)

¥

No TE domain detected

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

I
6000




/ _653.fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcIn.fa_aln.fa_cl.i

divergence to consensus (%)

25

20

15

10

5

size: 6660bp; fragments: 1381; full length: 0 (>=5994bp)

IFL.N'! bl

m

I.‘m"I‘H i M' Il

J)

N

T AU w N ‘ H

"

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

I
5000

2l Mﬂﬂ

coverage (bp)

100 150 200 250 300

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)

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

Y %

% %
7

vi %
[ [ [ [ [ [

1000 2000 3000 4000 5000 6000

TE consensus self dotplot (bp)

> >

>>

33

x
9
3 S
No TE domain detected
[ [ [ [ [ [

1000 2000 3000 4000 5000 6000

TE consensus structure and protein hits (bp)




TE: Itr_1 family 653
size: 2981bp; fragments: 307; full length: 0 (>=2682.9bp)
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After TEtrimmer ORF and PFAM domain plot
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