Start crop Point End crop Point

AGACCCCGTTCACACTGAGCGACITACTITCGACGCGGCGTCG --------------------- GAGTAAGTCGCTCAGTGTGAACGGGGTCTTA
CGCCGCGICGGGAIT——GTCGCTCAGTGTGAACGGGGTC --------

1 MSA length = 429

------ —TTTTTAGITIAGACCCCGTTCACAITGAGCGACTTACTATCGACGCGGCGTCG— - CGCCGCGTCGAGAGTAAGTCGCTCAGTGTGAACGGGITCTTAIAITAAAC-TTTIT-TT1ATIG‘AIAATG T
-------- TBAGACCCCGTTCACACTGAGCGACTTACTCTCGATGCGGCGTCG----------CGCCGCGTCGAGAGTAAGTCGCTCAGTGTGAACGGGGTC--------AAC-------------- GA AAlG G
----------- CICITTIACACTGAGCGACTTACTATCGACGCGGCGTCG— e - CGCCICGTCGAGAITAAGTCGCTCAGTGTGAACGGG-TA e e e e e e A
I IAGACCCCGTTCACACTGAGCGACTTACTCTCGICGCGGCITCI ---------- CGCCGCGTCGGGAGTAAGTCGCTCAGTGTGAACGIGGTCTTA C - TTTITIAAT A A
AGACCCCGTTCACACTGAGCGACTBACTCTCGACG - - =« =« = - = - mxamn - CGCCGCGTCGAGAGTAAGTCICTCAGTGTGAACGGGGTITTA T---- TTTRARRATT A A
--------------------------------------------------------------- CGICGCGTCGAGAITAAGTC CTCAGTGTGAACGGGGTCTAA A A
AGACCCCGTTCACACTGAGJGACTTACTCTCGATGCGGCGTCG- - - - - - - - - - CGCCJCGTCGAGAGTAAGTCGCTCAGTJTGAACGGGGTCTTA A G
AGACCCCGTTCAITGAGCGACTTACTCTCGACGCGGCGTCG- - - - - - - - - - CGCCGCGTCGAGAGTAAGTCGCTAGTGTGAACGGGGTCTTA A A
AACCCCGTTCACACTGAGCGACTTACTCTCGACG - - =« =« === m s m - - - CGCCGCGTCGAGAGTAAGTCGCTCAGTGTGAACGGGGTCTAA A T
A A
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.
size: 429bp; fragments: 143; full length: 7 (>=386.1bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
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divergence to consensus (%)
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TE: rnd_4 family 4536

size: 442bp; fragments: 117; full length: 2 (>=397.8bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF2

ORF3

ORF1

0 50 100 150 200 250 300 350 400



Before 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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