
Start crop Point End crop Point

MSA length = 315
ACAA T T AA T A T A T T T AC TGGAAA T T T T T AACAAA T T AAAC T T T CACGAAGTGT T AAGA T A T CAGC T T A T T TGGT AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC T - GAAAGACC T T AA T AGG - T T T CA T AC T T A T C T ACGGA T T AAAAAGTGC T AA T AAGT T CGT T TGT CGAAGGT T T T A T AAGT AA T A TGTGAC T T AAAAG
GT AA T ACA T A T T T T T C T TGCA T T T - - - - A T T AGT C T T AGT T T T AAGGAAGTGT T AAGA T A T CAGC T T A T T TGGT AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC T - GAAAGACC T T AA T A T AA T T T CAAC TGGA T C TG - - GA T T AAAAAGTGA TGACA TGT T CGA TGGT AGCAA TGGT CAAAGAA T AAGT A T A T T T AGT AAG
GGT A T ACACA - - T TGGT CGAA TGT - - - - T T T C T T C T T AGA T AAAGCGAAC TGT T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T AGT T CC T TGT AC T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T T C TGT T AA
GT AA T ACA T A T T T T T C T TGCA T T T - - - - A T T AGT C T T AGT T T T AGGGAAGTGT T AAGA T A T CAGC T T A T T TGGT AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC T - GAAAGACC T T AA T A T - - T T T - - - - - - - - T - - - - - - - - - - - - - - - - - C T AA TGTGC T CA T T TGT TGGGCCCA T TGT TGT C T A TGCGT CCC TGC T AA T
GGA - - - - - - - T T T T T T C TGGA T T T T T T T - - - - - - - - - - - - - - - - - - - - - T TGT T AAGA T A T CAGC T T A T T TGGT AGT T T T AAAAGGAAAACA T T AAAC T A - - - - - - - - - - AC T - GAAAGACC T T AA T AGG - T T T CA T AC T T A T C T ACGGA T T AAAAAGTGC T AA T AAGT T CGT T TGT CGAAGGT T T T A T AAGT AA T A TGTGAC T T AAAAG
CAG - - - - - - - T T T T CA T T A T A T TG - - - - T T AGA T T CAAGT TGT T AAGA - T A T T T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC T - GAAAGACC T T AA T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T T AA T AA - - - - - - - - - - - - - A T CGGACA T
CAA - - - - - - - C T T T A T T TGT A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AAGA T A T CAGT T T A T T TGGT AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAACACC T T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGT A TGAAC T A T A T AGGC T - - - TGAA T T T AAAA
AGA - - - - - - - T T T T T T C TGGAGT T C T T T T C T AACC T A - - - TGT TGCCAA T TGT T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T AGG - T T T CA T AC T T A T C T ACGGA T T AAAAAGTGC T AA T AAGT T TGT T TGT CGAAGGT T T T A T AAGT AA T A TGTGAC T T AAAAG
GT AA T ACA T A T T T T T C T TGCA T T T - - - - A T T AGT C T T AGT T T T AGGGAAGTGT T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T A T - - T T T - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA T - - - T T CC T T T T T AAAAAAAC T CAAAGACC TG - - - - C T T C T A T AGG
AGAACA TGTGT TGT T AGA T A T A T T T T T T T T T AA T T T T - - - T T T T A T AA - T TGT T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T AGG - T T T CA T AC T T A T C T ACGGA T T AAAAAGTGC T AA T AAGT T TGT T TGT CGAAGGT T T T A T AAGT AA T A TGTGAC T T AAAAG
GT AA T ACA T A T T T T T C T TGCA T T T - - - - A T T AGT C T T AGT T T T AGGGAAGTGT T AAGA T A T CAGT T T A T T TGA T AGT T T T AAAAAGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T AA - - T A T AA T A T - AA T C T A TGGA T ACAAAA - - - - TGC T - - - A T CGA T T T T AA T AAACA T TGT A TGGCAA - - - - A T T T AGTGAG
GT AACAC T T T C T CCCA T TGAA T A T T T T T T T T TGA T T T AA T CAGT A TGAA T TGT T AAGT T ACCAGT T T A T T TGC T AGT T T T AAAAGGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T CAA T AGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T AAGA T A T CAGT T T A T T TGA T AGT T T - - - - - AAACAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGCCAC T A T T AAG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T AAGA T A T CAGT T T A T T TGGT AGT T T - - - - - AAAAAACA T T AAAC T - - - - - - - - - - - AC TGGAAAGACC T T AA T A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGCCAC T A T T AAG
CAA - - - - - - - T TGT TGC T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T AAGA T A T CAGT T T A T T TGGT AGT T T T AAAAGGAAAACA T T AAAC T A - - - - - - - - - - AC TGGAAAGACC T T AA T AC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA TGAG - - - - - - - - T AGCAA T AA T T A T ACCGGGT - - - GCGT C T CAAAG
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TE: ltr_1_family_398.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 315bp; fragments: 15; full length: 0 (>=283.5bp)
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co
ve

ra
ge

 (
bp

)

0 50 100 150 200 250 300

0
50

10
0

15
0

20
0

25
0

30
0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 315 bp
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TE: ltr_1_family_398.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 617bp; fragments: 15; full length: 0 (>=555.3bp)

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: ltr_1_family_398
 size: 281bp; fragments: 14; full length: 14 (>=252.9bp)

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

Before TEtrimmer 281 bp



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

TE consensus after TEtrimmer (bp)
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