
Start crop Point End crop Point

MSA length = 2241
T AGAAAGTGACCAA T A T T CAA T A T T AA T T T T CGGGT CAAGT T T T AA T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T A T AAA T T AAAA - - - - - - - - - - - - ACA T AAC T T TGA T A - - - - - - - - - - - - - - - - TGT AAC T T T T T T TGGG
T AAAA T C T AGT C TGCGT T AA T AA T C T AGT TGAACA TGGAA TGT T A TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T T CAGCAGGGC T A T A TGAAA - - - - - GT T T T AACAGCCGAGGAGACCAC T CA T C T A T C - C T T ACCCCA T CA T CAGG
CAAAACA T A T T T A T A T TGT AAAACAACC T T T CAA T T T T T AGC T T C T T CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T T TGAA T T TGAA T AAA T AAAAA TGT AACAA T C TGAAAA T T TGT T AC T ACCAC - TGTGTGCCA T CGGC TGC
T AAGAAA T A T T T AAAAAA T AAGACGGACGT T CGGC T T AAA T A T T A T CGTGA T C T AAGAAA T T ACAC T AAACACGT T A T T AACCGTGAAAAAA T T T C T T A T - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T T TGAA T T T AA T T CG - - - - GA T T T CAACAA T CC TGAAACCAAC T ACAAAA T T - T T T T CGT T A T CA T T CGG
T AAGAAA T A T T T AAAAAA T AAGACGGACGT T CGGC T T AAA T A T T A T CGTGA T C T AAGAAA T T ACAC T AAACACGC T A T T AACCGTGAAAAAA T T T C T T A T - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T T TGAA T A T AGC - - - - - - - - - T T T T T A T AACA T CAAAA T AAAAAA - - - - - - - - - T T CCGA T A T T A T CAAG
AAA TGT T T A T T CCA TGA T T T T AA T AAA TGT TGGT T T T AAGT T T T A - - - - A T CA T AAGAAA T T ACAC T AAACACGC T A T T AACCGTGAAAAAA T T T C T T A T - - - - - - - - - - GT AAA T AAAC T A T T AGAA T T T T AC T T T AAC T A T AGC T A T AA T T AAA T T A - C TGT CGACA T TGACGACGT CAC T T AGGAAGT C - T T C T CGACGT CGCCCAG
T AAGAAA T A T T T AAAAAA T AAGACGAACGT T CGGC T T AAA T A T T A T CGTGA T C T AAGAAA T T ACAC T AAACACGC T A T T AACCGTGAAAAAA T T T C T T A T - - - - - - - - - - GT AAA T AAAC T A T T TGAA - - - - - - - T TGAA T TGAA T TG - - - - - - - - - - - - - C T T C T A T A T T A T T A - - - - - - - - - - - - - - - - - - - - C T CCCC T T T T T CAAA
- - - - - - - TGGT T A T AA T ACGGAACAGT AGCAGACAA T A TGC T T T C T AGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T T T AAAAA T AA T T T T A T - - - - - - - - T A T ACCA T C T AC T T T AAA T AA T ACAA T AAA T T - C T A T TGGT T TGAA TGAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T A TGAA TGAAAAGT ACGGTGT AA T T T AA T - - - T C T T TGT CC T CCA TGAAGT ACC T T T T T AAA T A T T T AGTGT CACCA T T AAG
- - - - - - - T A T T T AAACA T AAAAA T T AAA T TG - - - - - - AAA TGT C TGCC TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T T TGAA T T T AA T T AAA T T AACC T A T AAAGT A T T T T AGCAA T AAC T A T AAA T T T T T T TGGT T T T CC T T AAA
T AAGAAA T A T T T AAAAAA T AAGACGGACGT T CGGC T T AAA T A T T A T CGTGA T C T AAGAAA T T ACAC T AAACACGC T A T T AACCGTGAAAAAA T T T C T T A T - - - - - - - - - - GT AAA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T TGAAGT T C T TGAAA - - - - - - - - - AAGT T - T T T T CGCCAC TGGAAGA
T AAAA TGTGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT T T ACAAA T T T TGAA - - - - - - - - - - - - - - - - T C T CAGCC TGT A T AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T T TGAA T T TGAA T T TGAA T A TGA T - - - A T T AAGAA T AAACAA T T A T T AAAAACA T AGAC T AAAC T - C T CAGC T AAACA T AAG
T ACGAGGT AAGC T AAA T A T AAAAGACA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC TGT T TGAA T T TGAA T T TGAA T T TGAA T T TGAA T AAC T T AAGC T CGAAAAA T T CCGAAGA T T AA T T CA T AAA T C - CAGCAC T CAC T T T AGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT AAA T AAAC T A T T TGAA T CCAAAAAA TGGT A T AAAAC - - - - - - - - - - - - T CAGGGAACA T T T CGACAGACGACA T CCAAAA T T CACAAC TGCCAA T A T T
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TE: rnd_5_family_9647.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 2241bp; fragments: 205; full length: 30 (>=2016.9bp)
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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 2241 bp
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TE: rnd_5_family_9647.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 2544bp; fragments: 175; full length: 0 (>=2289.6bp)

TE consensus (bp)
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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
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TE: rnd_5_family_9647

 size: 1480bp; fragments: 211; full length: 36 (>=1332bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1480 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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