Start crop Point

1 MSA length = 642
AAAGA TTTAA TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA- - - ------- TTTGITTGAGAGAGAGAACCTGGT TAGCGACCCTAGCAA
A ATAAA TCAA TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA- - - ------- TTTGATTGAGAGAGAGAACCTGGTHTAGCGACCCTAGCAA
- - ARAAAAA TETA TATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA- - - ------- TTTGATTGAGAGAGAGAACCTGGTETAGCGACCCTAGCAA
TTAAA TGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA---------- TTTGATTGAGAGAGAGAACCTGGTETAGCGACCCTAGCAA

ABATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA---=-=--=---- TTTGATTGAGAGAGAGAACCTGGT
AAAA ATATTGTCAAGACTTAAATAGATGTCAACITGGGTTTAGATCAAATTGGG—AAA —————————— TTTGATTGAGAGAGAGAACCTGGT
ATAA ATATTGTCAAGACTTAAAIAGATGTCAACTTGAGTTTAGATCAAATTGGGAAAA —————————— TTTGATTIAGAGAGAGAACCTGGT
—————————————————————————————————————————————— ATAITGICAAGACTTAAATAGATGTCAACTTGAGTTTAGATCAAATTGGGAAAA——————————TTTGATTGAGAGAGAGAACCTGGT

AAAAG T ATATTGTCAAGACTTAAATAGATGTCAATTGAGTTTAGATCAAATTGGGAAAA- - - - - - - - - - TTTGATTGAGAGAGAGAACCTGGT
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TAIGG ATITTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA —————————— TTTGATTGAGAGAGAGAACCTGGT
———————— ATATTGTCAAGACTTAAATAGATGTCAACTTGGGTTTAGATCAAATTGGGAAAA----------TTTGATTGAGAGAGAGAACCTGGT
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bed uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa
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size: 642bp; fragments: 1077; full length: 120 (>=577.8bp)

HNIL

I
100

I
200

I I I I
300 400 500 600
TE consensus (bp)

coverage (bp)

350 400 450 500 550 600

300

After TEtrimmer 642 bp

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

I
600

TE consensus self dotplot (bp)

100 200 300 400 500 600

0

0

I
100

200 300 400 500
TE consensus self dotplot (bp)

I
600

No TE domain detected

0

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

I
600




asta.b.bed uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fe
size: 942bp; fragments: 1031; full length: 0 (>=847.8bp)
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TE: Itr_1 family 70
size: 644bp; fragments: 877; full length: 249 (>=579.6bp)
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Before TEtrimmer ORF and PFAM domain plot
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