
Start crop Point End crop Point

MSA length = 1762
CACGACC T TGAAGAC T ACAAGAACACAAA - AAGACAAC T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGGA T A T AAAGTGTGAACAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAA T CAGTGACAGT CA T T
- - T AA T T T A T AAGGA T AA TGAAA T C TGT T - CA - - - - A T AC TGAC T A T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T T - - - - - - - - T T CGAAA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T AAA T T T T AAACA T T T T T A TGAAACGA T T AAAA T AA T T AA T AC T AAAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A - - - - - - - A T A T A T ACA T A T A T A T T T TG - - - - - - - - - - AAA T A T T AA TGGA TGCC
CA TGCC T T T T AAA T T T AAAAAAA T T TGT - - AGAAC T T T T T AA T AC T AA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T - - - - A T A T A T - - - - - - - - A T A T T A T ACAA T T T A T AGACGC T T A T T CAAAAA
CACGACC T TGAAGAC T ACAAGAACACAA T - AAGACAAC T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGAA T A T AAAGTGTGAACAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC TGA T A T AAA T AAA - - - - - - - - - - - - - A T AAAGT A T - - - - - - - - - - - - - - - - - - - - - - T CGT
- - T A T ACGA TGAAGT CAA TGCAAGC T CCC - CAGT T T A TGA T A T T CACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGT C T CGGACAACGA TGAAAAACGT T T T AAACCGAC T AA T A T A T A T A TGT AAA T AAGTGCAAA T A T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CACGACC T TGAAGAC T ACAAGAACACAAA - AAGACAAC T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGGA T A T AAAGTGTGAACAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T AAA TGT T C T T AA T T A T A T AAAGT A T - - - - - T T A T CAGT C T CCA T AGT T C T T
T AC T T T TGT T T TGT T T AC T AA T A T T T T T A T T AGA TGA T T A T T T T CAGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T - T A T A T A T A T A T A T A T AGGC TG - - - - - - - - - - AGT CAAA T AC T AAAAAA
CACGGCC T TGAAGAC T ACAAGAACACAAA - AAGACAAC T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGGA T A T AAAGTGTGAACAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACAACGAAAAACGT T T T AAACCGAC T AA T A T AAC T ACA T A T A T A T A T A T A T A T A T A - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGGA T A T AAAGTGTGAACAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T AAA T A T A T A T A T A T A T A T A T A T A - - - - - - - - - - T A T A T A T A T A T A T A T A T A T A
T T CCACCCAAAAGT T CGT AAGT AC T T A T T T T T T T CA T T T T T ACGTGTGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTG - CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T AAAAAAAAA TGAGT A T ACAGAAGA T AA T T ACACAGGCGA T ACACAAAAAAAAA T AAA
T CGGT T CC TGAAAAA T A T CGG - - - - - - - - T AAAA T AAAAAAGTGT T TGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A TGT A T ACAGGT A T T TGCAAAA T T A T T T A - - - - - - - - - AA T CAAAAAAA T A T AC T
- - T AACGAA TGACAC T AAAACGGT CCA T A - CAA T CAAAAGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A TGT - - - CGT AA T C T CGAA T T T T T T C - - - - A T T T T T AGT CAA T AA T AAC T TGA
CACGACC T TGAAGAC T ACAAGAACACAAA - AAGACAAC T AAGAACACA T A T T AACAGAGC T AAGAACAAAGCA TGGGA T A T - - AGTGTGAGCAAA T T AA T - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGA T T AGT A T A T A T AA - - GT A T AA T T T T TGT T ACA T T A T - - - - T T T A T AA T AAAA T AAAAA T AAA
T T AAGT T A T TGA T AAGA T AACAA T T T A T ACAAAGT T C T TGAA T AGGTGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T A - - - A T A T A T C T T T CAAAA T A T T A T ACAA T T CA T AAACCAA T AA T AGCAA T
CA T AACAA T CAAGCC TGAAA T ACGT TGAAGGAGT CCGT CAACCACACAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGGACAACGACGAAAAACGT T T T AAACCGAC T AA T A T A T A T A T A T CGGCGGA T T CAGACCCGC T A T ACGACCC T AGGACAAA T AGA TGT T C T
- - T ACCC T A T T A TGAAACAGT T T T AGAAA TGAC T T AAA T AGAAGT AAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGGTGT CGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT A T A T A T T AA T A T AA T A T AGAA T T T - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_846.fasta.b.bed_uf.bed_g_2.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: 1762bp; fragments: 743; full length: 43 (>=1585.8bp)
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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 1762 bp
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TE: rnd_4_family_846.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 2082bp; fragments: 714; full length: 0 (>=1873.8bp)
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TE consensus genomic coverage plot (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_4_family_846

 size: 1055bp; fragments: 710; full length: 109 (>=949.5bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 1055 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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