
Start crop Point End crop Point

MSA length = 6114
GT - A T CGCA T AC T T AGAGT CAAA T T T T T AACA T T T A T T AA - - - - - - A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T A T - - - - - - - - - - - T CAAAAACGT CAAAAGT - - - - - - - TGACA T AACA
AA T A T CGCA T A T T T AAAAAGAAA T A T T T AAAA T T T T T CAA T AAA T AGT A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAAGT AGT C T ACCGGGGCC TGCAC T T T T AGA - - - - - - - - ACAAAAGA T A T TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AG - - - - - - - - - - - - - AAAA T AAGGT T T T AAGT T - - - - - - A T ACAAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T T T T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGT T T CGT A T A T T C - - AAA TGAC T T T T T AAA T T C T AC T AAC - AA T AA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A TGC T AA - - T T AA T A T - T T CAGAA T CAA T T AAA - - - - - - - T ACGT CAAAA
- - - - - - - - - - - - - - - - AAA TGAG - - - - - - - - - - - - - - - - - T - T AA T A T AC TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T AC T T T T T C T - - - - - - - - T C T AGT AGCAAA T AA T - - - - - - - - ACAACAAAA
- - - - - - - T A T AA T T AAAAA TGAAAA T A T AAA T T T T T T T ACCAAACAA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T - - - - - - - T T A T T A T - T TGAAAACA T AGGAAA - - - - - - - T CCCA TGCAA
AGGA TGCCGTGCCCGA TGACAAA T T T - - - TGT T - - - - - - - - - A T A T A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T T AA T C T T T T T T A T T ACCAAAAGGT T C TGGCAC TGT AA TGCAACGAAG
- - - - - - - - - - - - - - - - GAAC T AGT T T - - - - - - - - - - - - AGC - CAA T A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T T TGGT T T T A T - - - T TGCAAAGGT T A T T AAAA T CGC T T TGCAA T AAAG
AA T T C T A T T T AGT T - - - AA TGAAA T T T T T A T T T T T A T T AAC - - AAAA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T A T AA - - T T A T T T T T CA T AAA TGACA T TGA T - - - - - - - TGACAGACAA
T A T ACA T T A T A T T AAAAAACACA T T C T T AAC T T T AA T T AA T T T T CA TGA T - - - - - - - - - - - - - - - - - - - - - - CC T AGAA TGT CAAGGTGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T ACCA T CC - - T T A T T A T T A T T T A T AAC T CGT ACCA T T C T T A T AC T T T AGGC
GA TGA TGT A T T T C T A - - - - - - - - - - - - T AAA T T - - - - - - - - - A T AGA T A T TGT CAAGAAAAA TGGCC T A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCGCGGAA T CCGT AACAA T A T A T ACA - - T T A T AA T T AA T AAAGGGT AG - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - CGAGT T AG - - - - - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAAAAA TGGCGCA T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T T A T AG - - - - A T - - - - T T AAACAGCCGT T AAA - - - - - - - - - - - - - - - - -
CA - - - - - - - - - - - - - AAAACG - - - - - - - - - - - - - - - - - - - CA T A T T A T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA T T AGTGGACCCACGGAA T CCGT AACAA T A T TGTGT - - T AA T T A T T A T AAACAGC T TGT AACA T TGT T ACAAAC T AAAA
CA T A TGACA T AC T T A T TGAAGAGT T T T - - - - - - - - - - - - - - - GT AAAA T C - - - - - - - - - - - - - - - - - - - - - - - - T AAAAGGT CAAGGTGT A T T AC TGGT T - - - - - - - - - - AGT A T T T T A T CGTGAGT T T AAA - T AGTGGACCCACGGAA T CCGT AACAA T A T T T T AAC T - - AA T A T A T C T ACA T CCC T A T AAAA T TGT T AAACAA TGGCA
GACGT AAAACCGT CGA T AC TGGA T T T T T AGA T T AGAGT AGTGGCCGCGA T - - - - - - - - - - - - - - - - - - - - - - - - - A T AAGGT CAAGGTGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGC T ACACAA
CA T A TGGT A T A T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T T AC TGT CAAGAAAAA TGGCGT A T CCGCCAGAAA T T AAAAA TGT A T T AC TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AC TGGCA T T - - T A T T T TGAGAAC TGAGAAA T - - - - - - - CAAC T CAGAA
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TE: ltr_1_family_417.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6114bp; fragments: 18348; full length: 0 (>=5502.6bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 6114 bp
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TE: ltr_1_family_417.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 6415bp; fragments: 18575; full length: 0 (>=5773.5bp)

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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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_417
 size: 613bp; fragments: 3883; full length: 195 (>=551.7bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 613 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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