
Start crop Point End crop Point

MSA length = 417
CA T T CA T CA TGCAAAA TGT T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T AAACGT T C T C T T ACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T - - A T T T AA T A T T T T T CA T T T T CAGCAAGGA T CGA T T CAAGC TGGT T A T CACAACACCGT T TGAAA T AA T T TGAGT CCCC T ACCCC T CGT CAGAGGT T T T
CA T ACCACA T A T T T T T TGA T CA T T CAA T AA T T AAAAAAAAAA T - - - - - - - - - - C T AAACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAGA T TGTGAGT T T T T CGAGT CCCC T ACCCC T CGT CAGAGGT T T T
CA T ACCACA T A T T T T T TGA T CA T T CAA T AA T T AAAAAAAAAA T - - - - - - - - - - C T AAACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAGA T TGTGAGT T T T T CGAGT CCCC T ACCCC T CGT CAGAGGT T T T
- - - - - AA T A T A T CGGAAGCC T CC T A T T AGAA T AAAAAAAGT A T - T T T A T T T AAC T AAACGT T C T CCAACCCAGTGTGAGT ACA T A T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGGA TG - - - - - - - - - - A T T T AAAA T T T TG
T A T T T AGT C T AGAA T T AACC T CC T TGAAA TGTGT T A T AAAGGA - T AAAAA T AAC T AAACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAAAGA T TGTGAGT T T T T TGAGT CCCC T ACCCC T CGT CAGAGGT T T T
- - - - - CAAA T A T T AA T AGT T T TGT T AGTGAGT AA T AGT C T A T T T T T TGT C T AAC T AAACGT T C T C T AACCCAGTGTGAGTGCA T C T CAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - AGCA T TGCGGA T AA - - - - - - - - - - - - - - - - - - A T A T AAAGAAGTG
- - - - T T T CAAA T AAAAAA T TGGA T A T AAAAA TGAAA T AAAAAG - - - - - - - - AAC T AAACGGT C T CCAACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAC T T AAC T - - - A T CACAGCACCAGAC T T CGA T CAGGCG - T C T A T CC TGAAC TGT CGA T T T T
- - - - - - - - A T A T TGC TGT T C TGT AA TGT AAA T C T A T A T T A - - - - - - - - - - - AAC T T AACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAGC TGGT TGTGA T CACAGT AC - - - - - - - - - A T CAAGT C - - - - - - - - - - TGGTGAAGAAA T T
- - - - - - T AA TGT T AA T AA T A T T T T A T T AAAA TGGT CA T T AA T C T ACAGA T T AAC T AAACGT T C T ACAACCCAGTGTGAGT ACA T C TGAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAAA T T
- - - - - - - - A T A T TGC TGT T C TGT AA TGT AAA T C T A T A T T A - - - - - - - - - - - AAC T T AACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAGC TGGT TGTGA T CACAGCACCGT CGA T CGT CCAAGT C - - - - - - - - - - AGGTGAAGAAA T T
- - - - - - - - AGAGGAACAA T C T T C T A TGC T AAC - - - - - - - - - - - A T T AC T C T AAC T AAACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGT T T T
- - - - - - - AAC T T CAA TGGGTGA T AGT T CAGA T AGAAA T AAAA - - - - GA T A T AGT T AAACGT T C T C T AACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAGC TGGT TGTGA T AAAAAGA T TGTGAGT T T T T TGAGT CCCC T ACCCC T CGT CAGAGGT T T T
CA T A - AGCACGAAACACGT T T T T TGACGA T A TGTGGCCAAAAA - - - T T AC T AAC T AAACGT T C T CCAACCCA T T A TGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - TGGT CC TGA TGA TGGGAA T T AAC TGAA T CCCGAAACA TGT CGCCCCAA T T T T
CA T A - AGCACGAAACACGT T T T T TGACGA T A TGTGGCCAAAAA - - - T T AC T AAC T AAACGT T C T CCAACCCA T T A TGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - TGGT CC TGA TGA TGGGAA T T AAC TGAA T CCCGAAACA TGT CGCCCCAA T T T T
CA T A - AACACGT AACACGT T T T T TGACGA T A TGTGGCCAAAAA - - - T T AC T AAC T AAACGT T C T CCAACCCA T TGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - GGCC TGA TGA TGGGAA T T AAC TGAA T CCCGAAACA T A T CGCCCCAA T T T T
CA T AC T T CA T C TGAAAAA T T TGA T A TGCC TGAGACAC TGT CGT T T TGT T A TGAC T AAACGT T C T CCAACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAGC TGGT TGTGA T AA TGT T AA T AAAA T T AGAC TGAGT T A TGTGGCGGAACC T T T AGGT T C T
CA T AC T T CA T C TGAAAAA T T TGA T A TGCC TGAGACAC TGT CGT T T TGT T A TGAC T AAACGT T C T CCAACCCAGTGTGAGT ACA T C T CAA TGT AAAACC T C - - - - - - - - - - T T T A T T T AA T A T T T T T CA T T T T T CGCAAGGA T CGAC T CAAGC TGGT TGTGA T AA TGT T AA T AAAA T T AGAC TGAGT T A TGTGGCGGAACC T T T AGGT T C T
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TE: rnd_1_family_395.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 417bp; fragments: 1437; full length: 59 (>=375.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 417 bp
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TE: rnd_1_family_395.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 717bp; fragments: 1252; full length: 0 (>=645.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 50 100 150 200

0
5

10
15

20
TE: rnd_1_family_395

 size: 202bp; fragments: 1283; full length: 326 (>=181.8bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

Before TEtrimmer 202 bp



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

TE consensus after TEtrimmer (bp)T
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