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Start crop Point End crop Point

1 MSA length = 1247 1
THRT - - - - CCATTAGATITTCATATIAAAAATTGGCTCTAGTAGTGCAATCAGGCTCA ---------- TA- - -AAAAAAA - - - - - o oo AATCATT - - AAA TGAATA.ATITA
THMT - - - -CCATTAGATCTTCATATTAAAAATTGGCTCTAGTAGTGCAATCAGGCTCA---------- TATATAATAAAA-TTAGCTTTAACATAAACATTTTAATTTTTATTTCAACTTTTTTCAAA
T T————CCATTAGATCTTCATITTAAAAATTIGCTCTAGTAGTGCAATCAGGCTCA --------------- GAAGAAAAAATTAATAGTAAGTTAAATATTTAAGTTTTTATTTTAAATTTTTTCIAA
TERRTAACA - - - - e e e o e e TTAGTATAT TAAAAT CAGG CT CA - - - - - - - s o o o o o o ot o o et ot oo oo AAA
TERRTAACA - - - - e e o e e ITTAGTATATTAAAATCAGGCTCA ----------------------------------------------------------------------
T T————CCATTAGATCTICATATTAAAAATTGGCTCTAGTAGTGCAATCAGGCTCA -------------------------------------------------------------------- TAAA
THAACH - - - - - - - - - - - - e oo TACAAAAAAAAAAAAT TAATATTAAG - - - - - - - - o e e oo e o
TR T A - - - - - - o o o o s o oo e e TTA
T T AANIA - - - - - - - - - o o o e e e e TCAGA
TEE T AACA - = = = o o o o o o o o o e e o o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e = -
B NNl
T T————ICATTAGATCTTCATATTAAAAATTGGCTCTAGTAGTGCAATCAGGCTCA ---------- TATATGAAAIAAAAATTAATATTAAGTGAGATAATTTAATTTTTGTTTTAAATTTTATCAAA
THMT - - - -CCATTAGATCTTCATATTAAAAATTGGCTCTAGTAGTGCAATCAGGCTCA---------- TATATAIAGAA AAATTAATATTAGGTTGAATATCTTAACTTTTAATTTA- - ------- AAA TAAATAGEAARTA
TG - - - - - - - - - - - - - oo oo T—TCTAATAAI!AAATTA -------- TTAAATATTCTGATTTTTATCTTGAATTTTTTCAA TAIACT ARITA



End crop Point

Start crop Point
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d fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fe

divergence to consensus (%)

size: 1247bp; fragments: 1243; full length: 31 (>=1122.3bp)

Lo
N

20

15

10

5

I
0 200

I I I
400 600 800
TE consensus (bp)

coverage (bp)

100 200 300 400 500 600

0

After TEtrimmer 1247 bp

L

I I I I I
200 400 600 800 1000
TE consensus genomic coverage plot (bp)

I
1200

TE consensus self dotplot (bp)

400 600 800 1000 1200

200

I
200

400 600 800
TE consensus self dotplot (bp)

I
1000

I
1200

No TE domain detected

I I I I I
200 400 600 800 1000
TE consensus structure and protein hits (bp)

I
1200




ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_3 family 499

size: 1117bp; fragments: 1484; full length: 5 (>=1005.3bp)
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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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[E consensus before TEtrimmer (bp)
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