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MSA length = 912 1
TAA T ATACAAACTTAATAATATATACAATCATTTTTATAACTTAGTTAAAGATACGAA ---------- ATATTAAAG CCTATTICTCTAAATTTATAGAACTACTGTGTTATATGGG A A ABCHRGEECTTTRTCAG
TAA I
CAABICTIREC

ATAI ------------------------------------------------------------ ATATTAAAGEGCTATTACTTAAATTTATAGAACTACTTTGTTAGCTGGG ARRIRE A ARTECEETTTT

-------------------------------------------------------------- ATATAAAAGEICCTATTACTCTAAJTTTATAGAACTACTTTGTTAGCTGGG
ATATAAAAG
ATATAAAA
ATITAAAAG
ATATAAAAG
ATACAAACTTAATAATATATACAATCATTTTTATAACTTAGT TAAAGATACGAA - - - - - - - - - - ATATAAAAG
ATACAAACTTAATAATATATACAATCATTTTTATAACTTAGT TAAAGATACGAA - - - - - - - - - - ATATAAAAG
ATACAAACTTAATAATATATACAATCATTTTTATAACTTAGT TAAAGATACGAA - - - - - - - - - - ATATTAAAG

CCTGTTACTCTAAATTTATAGAACTACTTTGTTAGCTGGG TTTT
CCTATTACTCTAAATTTATAGAACTACTTTGTTAGCTGGG TTT
CCTATTACTCTAAATTTATAGAACTACTTTGTTAGCTGGG TTTT
ClTATTACTCJAAATTTATAGAACTACTTTGTTAGCTGGG
CCTGTTACTCTAAATTTATAGAACTACTTTGTTAGCTGGG
CCTGTTACTCTAAATTTATAGAACTACTTTGTTAGCTGGG
GCTATTICTCTAAATTTATAGAACTACTGTGTTATATGGG TTAIA.ATITAA

AAGTTA -
AAGTTA -
AAATTAA
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 912 bp

size: 912bp; fragments: 114; full length: 4 (>=820.8bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



fastab.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1267bp; fragments: 101; full length: 0 (>=1140.3bp)
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divergence to consensus (%)
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TE: rnd_5 family 1440
size: 717bp; fragments: 156; full length: 1 (>=645.3bp)

0

I
100

I
200

300 400
TE consensus (bp)

I
500

I
600

I
700

coverage (bp)

40

100

80

60

20

Before TEtrimmer 717 bp

I I I I I I
100 200 300 400 500 600
TE consensus genomic coverage plot (bp)

I
700

TE consensus self dotplot (bp)

200 300 400 500 600 700

100

0

I
100

200 300 400 500
TE consensus self dotplot (bp)

I
600

I
700

No TE domain detected

0

I I I I I I
100 200 300 400 500 600
TE consensus structure and protein hits (bp)

I
700



After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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