
Start crop Point End crop Point

MSA length = 285
- - - - - - - - - - - GT ACA T A T AC TGCCAAAA T A T AA T T T T AC TGCCAAGC - - - - - - GGAAGAAC T A T A T AA T TGAAGGGT CCAGGGGAAAAAC T TGA T AAGC - - - - - - - - - - AA TGGCGC T T A TGA TG - - T T T CCCC TGGACCC T T CA - - - - - - - - - - - - - - C TGA TGCCAACAAC TGAC TGC T AAGAAAACGT ACA TGT AA T T CCAACAGT
T T ACCAAA T AA T T CCAAAAA T T A T T AGTGGCA T A T C T T T A T AA TGAC - - - - - - - - - - - - - AA T T AA T A T T TGAAGGGT CCAGGGGCAAAAC T TGA T AAGC - - - - - - - - - - AA TGGCGC T T A T CA T A T T T T T T CCC TGGACCC T T CA - - - T AA - AAAA T AGT T T A T A T T AACC - - - - - - - - - T TGT T A T T T A T T T A T A T CGT TGT T AA T C T
T AAGC TGT T ACACA T AAA T AACGGT AACAA T T T CAAC TGT T A T T T AGA - - A T A T T CA T CA - - - - - ACA T A TGAAGGGACCAGGGGAAAAAC T TGA T AAGC - - - - - - - - - - AA - - - - - - T T A T CA TGT T T T T T CCC TGGACCC T T CA - - - - - - - - - - - - - - T AGA T AGTGGT T AGT - - - - - - - - - - - - - A T A T C TGT T T T AC TGGT ACAA T
T AAGC TGT T ACACA T AAA T AACGGT AACAA T T T CAAC TGT T A T T T AGA - - A T A T T CA T CA - - - - - ACA T A TGAAGGGACCAGGGGAAAAAC T TGA T AAGC - - - - - - - - - - AA - - - - - - T T A T CA TGT T T T T T CCC TGGACCC T T CA - - - - - - - - - - - - - - T AGA T AGTGGT T AGT - - - - - - - - - - - - - A T A T C TGT T T T AC TGGT ACAA T
- - - - C TGT C T AGT CGACACAAAGT TGCCCAAA TGAGT T T TGA T TGAA - - - - - - T T T AAAA - AAAGACAGT TGAAGGGT CCAGGGGAAAAA T T T AA T AAGC - - - - - - - - - - AA TGGCGC T T A T CA TGT T T T T CCCC TGGACCC T T CA - - - - - - - - - - - - - - T AGT T T C T A T CA - - - AAGCAC T T A T T CAACAAC T T TGT T A T A - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T A T T C T T T T A T T T ACA - - - - - - - CAAAA - AA T AACAA T TGAAGGGT CCAGGGGAAAAACA TGA T AAGC - - - - - - - - - - AA TGGCGCA T A T CA TGT - T T T CCCC TGAACCC T T CAA T T - - - - - - - - T - - CAAGT A T A T AA T AGT - - - T A T T T A TGGT AC T AGTGTGT T A T C - - - - - - - -
T AGTGGAACAGGCCAA T AGCAAC T CCAGAAA T T T AA T T T AACC T AAAGT A - - - - - - - - - - AAA T AACAA T TGAAGGGT CCAGGGAAAAAAC T TGA T AAGC - - - - - - - - - - AA TGGCGC T T A T AA TGT T T T CCC T T CGGACC T T T CAA T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- AAACAA T T T AGC T TGAAAAGGAGCGACACACCGT T C TGT T T CCCAA - - - - - - - - - - - - - - - - - - - - - - GTGAAGGA T CCAGGGGAAAAAC T TGA T AAGT - - - - - - - - - - AA TGGCGC T T A T CA TGT - T T T CCCC TGGACCC T T CAAGT CAACGAACA - - C T AA TGA TGT AAAA T CA T AA T T T A T AAA T TGGT AA T A T T ACCGGT AA T A T
T AAGT T C T T AGAC T T T AGAC T AA T TGT T AAGC T T A T A T T A T C T AA T AA T AA T A T T CA T AA T AAAGACA T T TGAAGGGT CCAGGGGAAAAAC T TGAGAAGC - - - - - - - - - - AA TGGCGC T T A T CA TGT T T T T T CCC TGGACCC T T CA T T T T T A T AAAA T AAC TGT T AA TGT CA T A T CCCCGT TGGACA T AC T A T AA T A T AGT T AA T A T T T C
AAAGAAAAA T AGT TGT T AGCAAAGTGTGCCACAAAAA T T A T AA T AA T A T A - - - - - - - - - - AAA T T A T AA T TGAAGGGT CCAGGGGAAAAAC T TGA T AAAC - - - - - - - - - - AA TGGCGC T T A T CA TGT T T T T CCCC TGGA T CC T T CAA T T T AC T AAAA T AGT T CA T ACCAAA T AA T AA T A T T T T ACGAAACA T T A T T A T AAA T A T AC T AGC
- AAC T CA T T CAA T T AA T AAA T T CAGAACGT AC TGAA T T T T T T C T AAAC - - A T A T T CA TG - AAAAGGCA T A TGAAGGGT CCAGGGGAAAAAC T TGA T AAGC - - - - - - - - - - AA TGGCGC T T A T CA TGT T T T T C T CC TGGACCC - - - - - - - - - - - - - - - - - - T AAA T AA T ACAACA TGAACGA T T A T T AAACAGCCAC TGT A T T - - - - - - - -
T AACAAAAAAAAC T TGAAAAAAAC T AC TGGT A T AA T A T T A T A T T T A T AGAA T A T T T ACAGCA T T AACAA T TGAAGGGT CCAGGGGAA T AAC T TGA T AAGC - - - - - - - - - - AA TGGCGC T T A T CA - - - - T T T CCCC TGGACCC T T CAA T T T AA T AAAA TGGTGT C T AA T T CAAAA T A T T CA T T T TGAGACCCA T T T T A T TGC TGGC TGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A TGAAGGGT CCAGAGGAAAAAC T TGA T T AGC - - - - - - - - - - AA TGGCG - GT A T CA TGT T T T T T CC T TGGACCC T T CA T A T T AA T AAAA T AGAA T A T T T T T CAAAA - AA T C T AC T C TGAC T T T T T T C T C T AA T T A T CA T AA T
GTGA TGAGT TGCAAAAA T AAA T C T T ACGGAAA T AA T T T T TGGCC TGT T T A - - - - - CA T TGAGA T AAAGT T TGAAGGA T T CAGGGGAAA T AC TGGA T AAGC - - - - - - - - - - AA TGGCGC T T A T CA TGT T T T T CCC T T A T A T T T T T CAA T T - - - - - - - - - - - CAAACAA T AA T CAGT AA T AAA T CGAA T T C TGT T AA T T T AA T C - - - - - - - -
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TE: rnd_1_family_405.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: 285bp; fragments: 3421; full length: 546 (>=256.5bp)
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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 285 bp
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TE: rnd_1_family_405.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: 598bp; fragments: 3396; full length: 0 (>=538.2bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400

0
10

0
20

0
30

0
40

0

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_1_family_405

 size: 241bp; fragments: 3227; full length: 1213 (>=216.9bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 241 bp



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

TE consensus after TEtrimmer (bp)
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