
Start crop Point End crop Point

MSA length = 775
- - - - - - - - - - - - - - - - - - - - - - - - - - - T T AACA TGGA T AAA TGAGGCGACC T AAA T AC T C T CAGCGT CGGAC TGGCCA T A T TGT CAGGGTGGCGA T TGCC - - - - - - - - - - AAA T - - - T C T CAAAA T T CCACCCGGGCCC T CC TGGCCC TGT CCGACCC TGCA T AC T C T AA T T TGA T T T T T T A T - - - - - - T CAGAACC T C T AAA T TGTGGA
- - - - - - - - - - - - - - - - - - GT AGT CAA T T T CAGT T AAG - - T ACGGGGGAAGT - - - - - - - - - T CAGGGT CAGAC TGGCCA T A T AGT CAGGGT TGCGA T TGT C - - - - - - - - - - AGA - - - - - - - - - - - - - T CCACCCGGGCCCC T C T AGCCCAGT CCGACCC TGT AAGTGACAGA TG - - - - - - - - - - AGT AA T AGCGAAA T T AAAACA T ACGAG
T A T C T CGT TGT AAAACAAGCAAAAAA T C T T CGA T C T A - - GA T A T TGT AGT T T AAACACCC T CAGGGT CGGAC TGGCCA T A T AGT CAGGA TGGCGA T TGCC - - - - - - - - - - AAA - CC T AC T CACAA TGCCACCCGGA T CCC T C TGGCCCAGT CCGACCC TGGACA T CC TGT A T AGA T C - - - - - - - - - - - T AGGGC T A T T AAAAGA TGGT AA
- - - - - - - - - GT AGAAGAA - AAA T C T A T T T AAAA T A TGT T AA T - - - A T AAC T T AG - - - - - - CCAGGGT CGGAC TGGCCA T A T AGT CAGGT TGGAGA T TGCC - - - - - - - - - - T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AACA T - - - - - - T T T A T T TGCCAGCAGT CA T A T T ACCAAA T T TGT TGC
- - - - - - A TGGT AAAACA T T CGA TGT T T T TGT AACA T C T A T TGAGT A T T A T C T AAA T AAC T T CAGGGT CGGAC TGGCCA T A T AA T CAGGGTGGCGA T TGC T - - - - - - - - - - AAC T CC T T C T CACAA T T CCACCCGGGCCCC T C TGGCCCAGT CCGACCC TGT A T AAC T T ACA T T T A T C T T T T A T C T T CA T T CAGAAC T T CGAAA T T AGTGG
A T T C TGGCGGT AAAA T T AGAAA T AGT T T T T CAA T AAC T AGGT AA TGGAGC - - - - - - - - - - T CAGGGT CGCAC TGGCCA T A T AGT CAGGGTGGCAA T TGCC - - - - - - - - - - AAA T T C T T C T CACAA T T CCACCCGGGCCCC T C TGGCCCAGT CCGACCC TGGAGCCCA T ACGT A - - - - - C T T AC T AGCAA T T AGGGA T T A T T T TGAAACAC
TGT T CCA T T T AAAA T AA T - CAAGT T A T T T T CGT T T AACA T AGAA T A T T T T T - - - ACAC T C T CAGGGT CGGAC TGGCCA T A T AGT CAGGGTGGCGA T TGCC - - - - - - - - - - AAA T CC T T C T CACGA T T CAACC TGGGCCCC T C T TGCCCAGT T CGACCC TGAAGGT - - - - - - - - - - - - - - - - - - - AGCA T T AAGGT AGC T AA T AA T AAAAC
T A T C T CGT TGT AAAACAAGCAAAAAA T C T T CGA T C T A - - GA T A T T A T AGT T T AAACACCC T CAGGGT TGGAC TGGCCA T A T A T T CAGAA TGGTGA T TGCC - - - - - - - - - - AAA - CC T AC T CACAA TGCCACCCGGA T CCC T C TGGCCCAGT CCGACCC TGGACA T CC TGT AGAGA T C - - - - - - - - - - - T AGGGC T A T T AAAAGA TGGT AA
AAGTGCA T AGAAGAA T AG - AAA T A T AGT T T T AA T AAA - - T A T AA T A T TGT T - - - - CA T C T ACAGGGT CGGAC TGGCCA T A T AGT CAGGGTGACGA T TGCC - - - - - - - - - - - - - - - - - T C T CACAA T T CCACCCGGGCCCC T C TGGCCCAGT CCGACCC TGT T CA T - C T A T A T AGA T T T T T T C T T A T T A T T T A T A T A T T A T T A T A T C T T A T
A T T T A T ACACCAGAAC T TGAA T TGA T T A T C TGT T A T A T A T T AAA T C T ACC T - - - AC T CCCACAGGGT CGGAC TGGT CA T A T AGT CAGGA TGACGA T TGCC - - - - - - - - - - AAA T CC T T C T CACAA T T CCACCCAGGCCCC T C T TGCCCAGT CCGACCC TGC T T CC - - - - - - - - - - - - - T A T A T C TGAA T A T ACA TGC T AAAA T T T CAAGC
AAGTGCA T AGAAGAA T AG - AAA T A T AGT T T T AA T AAA - - T A T AA T A T TGT T - - - - CA T C TGCAGGGT CGGAC TGGCCA T A T AGT CAGGGTGACGA T TGCC - - - - - - - - - - - - - - - - - T C T CACAA T T CCACCCGGGCCCC T C TGGCCCAGT CCGACCC TGT T CA T - C T A T A T AGA T T T T T T C T T A T T A T T T A T A T A T T A T T A T A T C T T A T
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 size: 775bp; fragments: 1731; full length: 54 (>=697.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 775 bp
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 size: 1076bp; fragments: 1746; full length: 0 (>=968.4bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries



0 100 200 300 400 500

0
5

10
15

20
TE: rnd_3_family_270

 size: 569bp; fragments: 1420; full length: 86 (>=512.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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