Start crop Point End crop Point

1 MSA length = 7175
------------------------------------------------------------------ TGTATTACTTATTTAATARBAAAAAT - TAJJTAAAAATTTTTT - TACATATTTTARAAARTT- - - - - - -GT7T- 77| TS Ac Tl T cTaca
TATTTGAAAATAACTAAAAAACAAATATATAATTATIATCGGAAGAATCTCACH - - - - - - - - o - oo m o oo oo oo
------------------------------------------------------------------ TGCATETACTTATETA- TAAAGAAATT - - - TTAAAAABTTTTT- - -« -TA---- - AAAAAATCCTA- - - - - - - - - - TART T[EEBEE~ CEBCE T T TEE TG
- - - - TGTAATTGAATAAAAAATAGATATATAATTATAATCTGGAA - - -CTCAA - - - - - - oo oo oo
TATTTGAAGACAAACAAAAAATAAATATATAAT TATAAT CTGGAAAAAT = = = = = & & & & m o o o f e o e e o o e f e o bt e ot e m e o et et ot e m e o m f e f bt e m o e m e o f ot e et et e e e e e e e e e e e

---------------------------------------------------------------- AGTATGTTTACTTATTTGATAAAAAAAATTTATTAAAAATTTTTTTTACATATTCTTAAAATATTCTATCTAGTTTTTTA TGTGEBTTTHATA
---------------------------------------------------------------- AGTATGTTTACTTATTTGATAAAAAAAATTTATTAAAAATTTTTTTTACATATTCTTAAAATATTCTATCTAGTTTTTTA TGTGETTTHA - -
---------------------------------------------------------------- ATTACA-------------TAAAGCAAATTAATTABAARTIATTRTACGTAGTCTTAAAAARTCCATCTAGHTT- - - A AABGRTGCE- - -

N 5 AABRTATAATCTGAAAAATCTCAC
TATTTGAGAATAAATAAAAAATAATTATIITAATTATAATGTGGBAAAATCTCCC
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bed fm_1.bed 0 O n.bed g 1l.bed fm _2.bed 0O O bcIn.fa aln.fa _c

divergence to consensus (%)
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J

e L

I I I I I I I
0 1000 2000 3000 4000 5000 6000 7000
TE consensus (bp)

coverage (bp)

100

200

150

After TEtrimmer 7175 bp

L

I I I I I I
1000 2000 3000 4000 5000 6000
TE consensus genomic coverage plot (bp)

I
7000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000 7000

0

d

0

I
1000

2000 3000 4000 5000
TE consensus self dotplot (bp)

I
6000

I
7000

No TE domain detected

I I I I I I
1000 2000 3000 4000 5000 6000
TE consensus structure and protein hits (bp)

I
7000



d g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_a

divergence to consensus (%)
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TE: 1t 1 famiy 23 Before TEtrimmer 230 bp

size: 230bp; fragments: 38; full length: 31 (>=207bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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