
Start crop Point End crop Point

MSA length = 1578
T C T AACC T T CGAAAGAAAA T ACA T AA T A T AGA T ACA T A T C T T T A T ACAAA T AA T AA T CA T CAGC T CA T T C T AAA T TGT - - - CAAAA T C TGA T AACA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GA T T CGA T CAA T AA T AGGA TGAA T AGT TGAACCAA TGACA T CA T AAGA T
T ACCC TGT A T AACAAAAAA - - - - - - - - - - - - - - - - - - - - - - T CA T T T T AG - - - - - - - - A TGCGT T - - CAGT CAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - A T - - - - - - - - - - - - - - - AAAC T AA T AGACC - - - - - - - - - - - - - - - - - - - - GAGC T CAAA T T T T AGT AGGAAA T AGAC T CGAAC T AGAAACA TG - - - - GAC
T C T AACC T T CGAAAGAAAA T ACA T AA T A T AGA T ACA T A T C T T T A T ACAAA T AA T AA T CA T CAGC T CA T T C T AAA T TGT - - - CAAAA T C TGA T AACA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAC T T A T T T A T T - - - - - - - AAAAAAGT T T A T CAACGAAGA TGA T AAGGT
A T T A T T A T A T AAAAAA T A - - - - - - A T T ACACA T C T A T T A T T T T T T ACAAA - - - - - - - - - - - - - - - - - - T A T CAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - A T - - - - - - - - - - - - - - - AAAC T AA T AGACC - - - - - - - - - - - - - - - - - - - - GAGC T CAAA T T T T AGT AGGAAA T AGAC T CGAAC T AGAAACA TG - - - - GAC
T T T AGAGT T CAAA T CGT AAAACAAGGAA TGCGAAAAGAAAAA T AAA T AAA - - - - - - - - - - - - GT T T AC T T CAAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - - - T TGAAAAAA T T T T T T AAAC TGGT AGA T T T AA T T T T AA T T T T T T T T A T A T T A T T TGA T AA T T - - - - - - - - - GA T ACC T T AAAAACA TGT A T AA T AA - - -
T T T AGAGT T CAAA T CGT AAAACAAGGAA TGCGAAAAGAAAAA T AAA T AAA - - - - - - - - - - - - GT T T AC T T CAAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - - - T TGAAAAAA T T T T T T AAAC TGGT AGA T T T AA T T T T AA T T T T T T T T A T A T T A T T TGA T AA T T - - - - - - - - - GA T ACC T T AAAAACA TGT A T AA T AA - - -
GGCAA T A TGTGT AAAACAG - - - GGAA T A T ACA - AAAAGAC T - T A TGT AAA - - - - - - - - - - - - - - - - - - T ACAAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - A T - - - - - - - - - - - - - - - AAA T T AA T AGACC - - - - - - - - - - - - - - - - - - - - GAGC T CAAA T T T T AGT AGGAAA T AGAC T CGAAC T AGAAACA TG - - - - GAC
T C T AACC T T CGAAAGAAAA T ACA T AA T A T AGA T ACA T A T C T T T A T ACAAA T AA T AA T CA T CAGC T CA T T C T AAA T TGT - - - CAAAA T C TGT T AACA T T T C - - - - - - - - - - AA T TGAAAA T A T C T T T T A T A T T T C T AGAC T T AAC T T T AA T T T T T T T T ACACAA T T TGA T CGT C - - - - - - - - - AAA T T T CCCGCACCCGCCACCA T AAGA T
T CCAA T CAAC T AAAAACAGT T AGAGA T A T TGAC T CAAC T T T T T TGC T CAG - - - T AA T AA T T AGT T T CA T A T AAGT T A TGTGAACAA T T T CACAACGT T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT T CGT T T A T T AGAGGGG - - - - - - - - - - - - - - - - - - - - - - - - - - AGGG
T A T A T AGT T AAAA T AAAAA TGT AAGGT AACAGAAAGT AAC T A T T TGCCAA - - - - - - T CA T C T T T T T CAAAGAAGT T A TGTGAACGA T T T CACAACGT T T C - - - - - - - - - - A T T CCAAACAA T T T T T T AGA T T T AAGAA T T T AA T T T T AGT T T C T T T T T T A TGGC T CA T T T T T T - - - - - - - AAC TGC T T TGA T C T AGT C T CC T AA T T AAAC
T C T AACC T T CGAAAGAAAA T ACA T AA T A T AGA T ACA T A T C T T T A T ACAAA T AA T AA T CA T CAGC T CA T T C T AAA T TGT - - - CAAAA T C TGA T AACA T T T C - - - - - - - - - - AGT TGAAGAAA T T CC T CA T A T T T C T AGAC T T AA T T C T CA T T T T T T T T A T A - AA T T T CA T AC T C - - - - - - - CAAA T T T T T A T ACAAC T T T CAC T - - - - - - -
T A T A T ACA T TGAAAAA T A T CGCAAAACGCA T A - AAGT AA T T - GA TGGAA T AAA T AAAAA TGAGT T T ACCA T AAGT T A TGTGAACGA T T CCACAACGT T T C - - - - - - - - - - A T - - - - - - - - - - - - - - - AAAC T AA T AGACC - - - - - - - - - - - - - - - - - - - - GAGC T CAAA T T T T AGT AGGAAA T AGAC T CGAAC T AGAAACA TG - - - - GAC
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TE: ltr_1_family_169.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: 1578bp; fragments: 39; full length: 1 (>=1420.2bp)
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0 500 1000 1500

0
5

10
15

TE: ltr_1_family_169.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: 1907bp; fragments: 35; full length: 0 (>=1716.3bp)
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TE: ltr_1_family_169

 size: 259bp; fragments: 18; full length: 17 (>=233.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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