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1 MSA length = 15973 1
----- TCTATTTTGTAAAAGCTAATTAAT--C-------TTCATAATTAATGATTTTATTTTATATATATTAAATTGTTACATTATTAAATATTATTTTT----------AAAGATTTTCGGAGATTTAAAAAAATATTCCGTTAAAATTGTATAAAACATTTTAA - - - - - - - - - oo oo -
-------------------------------------------------------------------------------------------------------------- AAAGATTTTCGGAGATTTAAAAAAATATTCCGTTAAAATTGTATAAAACATTTTAAGAAAATAA - - - - - - - - - -

AGCHETHEAT TTIEGTAAAAGCTAATCIATTACATGGGCTTTC.A -------------------------------------------------------------------------------------------------------------------------------------------
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-------------------------------------------------------------------------------------------------------------- GGAGACATTTGGAGABTTAAAAAARITAT - -« - oo c oo —TTTTIAGAAAATAAA.ATATTAA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TATTEACAAACAAATTATATTAA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAITAGGAI!ACAATTTITAT .- -
---------------------- GrBCArB--C----------ATAATTAATGATTTTATTTCATAT - TATTAATITIT TACAT TAT TAAATATT - - - TTT - -« - oo oo oo o oL Lo
AAGTTTATETTTTHCAAAAGCTAGTTAATTACATATGATTTTATEATBAATGATTTTATET TRTA-ATATTBAATTGTTACATIATIIAAAT AT AT TAT T - - - - o n e m oo
AAATTTCTATTTTGTAAAAGC -AATTAAT--C------ - TTCATAATTAATGATTTTATTTTATATATATTAAAT TGT TACAT TAT TAAATAT TAT T T T T o - 5 - & - & o o m s oo o e o e o e o e e o e o e o e o e o et e o e o e o et e e e o e e e oo ettt ot e oo i e oo i e i ee oo
AAATTTATATTTTITAGARTTAABTAlTTACTTATAATT CATRATTAA - - - - - - - - TTRTATAGATABBAAAT TGTTAAT TAT TAAR TAT TAT TTTT - - - -« - oo o oo oo f ot ot Lo
-------------------------------------------------------------------------------------------------------------- AAAGGTTCTCAAAARTTTAAAAARIT TTTGTTAAGATTGTATAAGTCAJATTAACAARATAJATTAT - - TAA
-------------------------------------------------------------------------------------------------------------- AAAGATTTTCGGAGATTTAAAAAAATATTCCGTTAAAATTGTATAAAACATTTTAAGAAAATAATTTAT - - TAA
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTTTA- - - - - TBAATTATGATA
---------------------------------------------------------------------------------------------------------------------------- ATTJAABAAAATATTCCATTAAAATTGTACAGAATATTGTAAGAAAATAAATTATATTAA

---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTGTAGGAAAA - = = = = = = = = = = = -
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.bed _uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f:
size: 15973bp; fragments: 2304; full length: 0 (>=14375.7bp)
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fasta.b.bed_uf.bed g 4.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa _gs.f
size: 16616bp; fragments: 2120; full length: 0 (>=14954.4bp)

25
|

20

15

10

divergence to consensus (%)

5
|

ko MR RRESESERY I WA ||

I
5000

TE consensus (bp)

I
10000

I
15000

coverage (bp)

800 1000 1200

400 600
|

200

0

After TEtrimmer Extended plot Blue lines are boundaries

e

I I
5000 10000
TE consensus genomic coverage plot (bp)

I
15000

TE consensus self dotplot (bp)

15000

10000

5000

s

5000 10000 15000
TE consensus self dotplot (bp)

No TE domain detected

5000 10000 15000
TE consensus structure and protein hits (bp)




divergence to consensus (%)

5

20

15

10

size: 4790bp; fragments: 580; full length: 0 (>=4311bp)
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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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~consensus before TEtrimmer (bp)

Dotplot

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