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1 MSA length = 6167 1
------------------------------------------------------------- AATA.TCTCAAGTATCTTCGAAGCAAAGAAGTTGAAAAAAATTATAACAATCA A ATTEAA CAT
------------------------------------------------------------- AACATTTATTAAATTCTTTCAAAATAAAATAATTATAAACAGCTTCAACAATAAT ATTEGA CRTT I
------------------------------------------------------------- AACATTTATTAAATTCTTTCAAAATAAAATAATTATAAACAGCTTCAACAATAAT ATTEGA CITT I

AATATATCCACTTTATTTATTACTGGTTTATGTTACAAAATTTGCAATATA
-ATATATCCACTTTATTTATTACTGGTTTATGTTACAAAATTTGCAATATA

------------------------------------------------------------- GAT-TTTATTAAATTCTTTCAAAATAAAATAATTATAAACAGCTTCAACAATATT CATT
AATATATCCACTTTATTTATTACTGGT T TATGT TACAAAAT TTGCAATATA - = = = = = = o o m e e o e o e e e e e e e e e @ e e m @ e @ e e e e e m 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 o
AATATATCCACTTTATTTATTACTGGTTTATGTTACAAAATTTGCAATATA THTT
------------------------------------------------------------- l callT
------------------------------------------------------------- CART

------------------------------------------------------------- GAT-TTTATTAAATTCTTTCAAAATAAAATAATTATAAACAGCTTCAACAATATT IGA.CATT
GA
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa

divergence to consensus (%)

5

20

15

10

size: 6167bp; fragments: 66; full length: 0 (>=5550.3bp)
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After TEtrimmer 6167 bp

A

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

I
6000

TE consensus self dotplot (bp)

1000 2000 3000 4000 5000 6000

0

0

I
1000

2000 3000 4000
TE consensus self dotplot (bp)

I
5000

I
6000

No TE domain detected

0

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

I
6000



ssta.b.bed_uf.bed g 1bed fm Lbed 0 0 benfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 7319bp; fragments: 66; full length: 0 (>=6587.1bp)
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TE: 1t 1 family 44 Before TEtrimmer 191 bp

size: 191bp; fragments: 21; full length: 13 (>=171.9bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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