
Start crop Point End crop Point

MSA length = 7254
- - - - - - - - - - - - - - - - - - - - - - - - - - - A T - - - - - - - - - - - - - T TGCC T AC T A T AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAC T ACC - CC T CAAACAAAGA T T T T CC T A - - T T T ACGTGA T T TGA T C TGAGT
GGT TGTGT AC T A - - - - - GGAAGT A - - - - - T A T T T - - - T T A T CGA T AGA T T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAGA T T TGT AGC T T C TGAA T AACGGT C T AA - - - - - - - - - - - - - - - - - - - - - -
CACAAGT TGGT A T T T T TGA TGA T A - A T CA T ACCA T TGT AGA T A T A T AGA T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AAAGC T T T T AGAAAAAAAAAGAC TGT T ACAAGA T A T AGAA TGGAAGAGA TGAAGT T AA - - - T A T AAC T CA T CA T T CA - - -
CAGAGT C T AAGC T T AGT AGT CGT C - - T A T T A T T T AC T AGAGGCAC T A T C T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGT AAA T AACAACAC TGGAAA T A T ACAA T AA T T AGT T AGCA T AGAGT AC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAGT AC T - T A TGGAAGAAAC T CAA T CA T AA T C T T ACCAGT CA TGACC T A TGC
AAGGGT ACGAACA T AGTGGAGGCA - - - T T T CAC T - - CGCA T C T T CAAA T A TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGGT AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
TGT AGCCCA T CCCCAGT T A TGCCG - - - - - - - ACC T T T T T C T T CAA T A T CA TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAAA T CC T T AAC T CCACC
- - - - - - - - - - - - - - - C T AGAGT T A T A TGT T A - - - - - - - - - - TGAGAGAAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAGAAC T A T ACC T AA T AAAAA T A T A T AAAA - - - - - - - - - - - - - - - - - - - - - -
AA T TGT T TGT CAC T C T CGAAAAAA - - - - - - - A T T AGACGC T AA T AAAGGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T ACCGT AC TGGCGAAGAACA T TGC T AA T T ACA T T AAAACCAACCCAAAA
- - - - - - - - - - GT T T AA TGA T TGT T - - - - T CAGT T AGTGAAA - - - - - - - - T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T A T C T T A T T TGT AAA T A T AAGT A T AGA T - - T AAAAAAA - - - - - - - - AAC
TGGT ACC T AGGAAGAA TGAAGGT AAA T A T T AAC T - - - - - - - TGGGT CCGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACACCGT A - T AGCCAACAA T AG - - - - - - - - - - - - - ACAACAA TGGGCCCAAC T
TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGAAC TGGA TGGCA T A T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - T A TGT CCA T CAGCAGT T ACCA T AA T T T T AACA T T A T T A T CACCAAA
- - - - - - - T AAGT A T A T T AAGT C T A - - - - - - - C T T - - - - - - - - - - - - - - - T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA T A T C T CGA T AGCCAACAC - - - - - - - - - - T T - - - - - - - - - - - - - - - - - - -
TGGT AC T C T AGA - - - - - - - - - - - - GA T A T T A - - - - - - - - - - - TGA T A T A T TGT AA TGAAGT CCGT A T A - T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T - T T T CGAAGAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAGAGTGAGAAAA T A T CGAGGAAC - A T A T T T TGT A TGT T A T TGGGAGCAGTGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T TGAAA T TGT AAA T AA TGC T T A T A T A T A T CA T T T T TGTGAGA T A TGA T T C TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC T C T T ACAAGA T AACAGCGAA T AAGA T T AGT T C T T A - - - T A TGAGACA T T A TGT AGGT
GAGAAA T AAAC T T T AC TGAAAAA T - - - - - - - - - - T TGC T T CGT T T AA TGT TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T ACCAAAAA T TGC TGA T C T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA TGA T T T T AGGGGT A TGACC T T T T T AAA T CA T T T T T AAAC T T T T T T CAA T
GAGT T T T TGACAAAAGCGGA TGCA T AAAA T AA T TGAA T CCAAA T AACCAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGGAAAAAAGAC TGT T ACAC - - - CACGC T AACCAAAGC TGGGGC T AA T - - CA T A T AA T A T AGT A T C T A T
T A T T T T AAAAA T T T CCAAAAAAGA - - - - - - - - - - T TGTGC T T T AA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCCGAC TGT T AGGCGT T AGT AA - AGC T T T T AGAAAAAAAAGAC TGT T ACA TGGA T A T C T ACGT AAGAGGTGT T T CCA - - T T CA T CCC T T A TGGT T CCAGT
T CAAGGACCGA T ACGT T TGAGACA - - - - C T TGT T TGGT A TGGCACCCAGGTGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAC T AACA TGGTGGGAA T T A T T A T TGC T CA - T T C T CAAGT CA TGA TGGT AGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AGT T A T T T CA T C T TGT AA TGAAGT CCGT A T A - T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGGAAAAAAGAC TGT T ACAAGAC TGCC T T T AGT AAGGT T T T T T A T AA - - - T C TGA T AA T CAA T C TGAAA
TGA TGTGT AAC T T T T T TGGGGACA - - - - - - - - - - - - - C T C TGT AAAACAC TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT TGGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAACAC T A TGT T T T T T AAAAAA TGC T A T AA - T T CACAAAA T T T CA T T T A T AG
AAAAGA T T AA T TGAC T T AGAAA T T - - - - - - - - - - GT CAAGAGTGAAA T AA TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T T ACCCGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TG - T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAA T C T T T AA T T A T AAAAA T - - - - - - - - - - T T C T T CC T AGA T AGT T CAAAG
GGGT A T T T C TGC T TGCAGCCAAAA T ACA T CA - - - C T T AGC T CGAGCAGC T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAAC T CC T C T TGT AA T ACAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T AGAC - - - - - GT AAAA T AGTGA T A - - - - T C - T T T A TGAGA T - - - CAA T T T TGT AA TGAAGT CCGT A T A T T T T T T T T A T T T AACC TGT T AAA TGC T AGGCG - - - - - - - - - - ACCGAC TGT T AGGCGT T AGT AA T AGC T C T C T AGAAAAAAAGAC TGT T ACAA - - - - T T T T A T AAAAACCC TGGC TGAGA T T T CAAAA T AA T T A T A T T CAAC
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TE: ltr_1_family_723.fasta.b.bed_uf.bed_g_1.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: 7254bp; fragments: 3061; full length: 1 (>=6528.6bp)
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No TE domain detected

After TEtrimmer 7254 bp
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TE: ltr_1_family_723.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 7554bp; fragments: 3031; full length: 1 (>=6798.6bp)
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TE: ltr_1_family_723
 size: 5225bp; fragments: 983; full length: 0 (>=4702.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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