
Start crop Point End crop Point

MSA length = 1953
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT T - GGACCA T - - GT A T CAA T T T T T AGT A T CC T - - - - - T T A T TGCGT ACA
A T T T CA T T AA T T T T A TGTGT T T T T T AGACAA TGA T CGT AGT AA T TGAAACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T T A T C T A T T AGGT T AGAGGT CGT TGA T TGAACCAC T A T - T A TGAAGT T AAGAGT T A TGAAAA T T AA T T TGAAAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CGT - - - - - - - - - - - - - - - - - ACC T C T AACC T AA T AAACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC TGTGT C T A T T AGGT T AGAGA T CGT TG - - - - CA T CGT AAG - C - CAAAA T CAGT A - - T C TGAGAC T - - - TGAGA T AGA
AC T AAAA T T AAA T T T T ACACC T ACCACCAA - - - - - - - - - - - - - - - - - - - T CAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CACGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGCC - - - - - - - - - - - - - ACCAA TGT AAGAGAGCC T AAGA T C TGCC T AGTGAA
A T T AAAAC T AACC T A T A TGT T A T CAA T CGAGACACGGA T A T AGGT ACAGT CAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGGT AAGT TGAAA T - TGAAAACC T AGAA T T T CCCAGAA - - - - - AA T AAAAA
A T T T AAAGT T T TGTGGGT A T T T T T ACACAAAAGGAAA T AAAGGA T T AAACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGA T - AAAC T A T T C - TGACAAC T C T T T A T T T T T AAGA - - - T ACA T CAACAA
GCC TGACGT AA T T TGGC T A T T T C T AAA T AAAAAA T TGC T A TGGGCGTGTGCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGA - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T CGT T T A T T ACAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT T - - - - - - - - - - - - - - - - - - T T AAAA TGCA T T T A - - - - - - CGT CAGGT C
AAAAAAAA T A T T T TG - - - A T A T C T T CA - - - - - - - - - - - - AAGGT T T AAC T CAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT T - AAC T T ACACGT AACGGCACAAAA T A T T T AAAAA T A T ACAA T AA T T A
AC T CCAAACAA T C TGAACA T T T T CC - - - - - - - - - - - - - - GGGGGCGC T C T CAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGG - - - - - - - - - - - - ACGCC TGT T TGCGGTGT T CG - - - - - T T ACAGTGTGT A
AA T ACC TGCAA T T T A T T T A TGT TGGT CAAAAACA T TGC T T T TGT T AAAACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT T - AAACCGAA TG - - - - - - - T T A T AGGA T T C T - - - - - T TGCAA T AGA T A
- - - - - - - - TGA T T TG - - - A T T T CCCC T T ACAGTGC TGT - A TGA TGGAGACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGA - - - - - - - - - - - - - T A T CGC T C TGCGGT - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - T TGGGCGT C T AC TGCAA T AC T T T AAC TGT AGT CA T AACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGAC T T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT CAAACC T T T A T - - - - - - - - T CA T AACA T T T TGAGA - - - - - - - - - - - - -
GA T CCA T CCA T CGCGAACGT T T T AGCGT AAA T AACGGT - AAGGA T A T AACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGA T AAAC T T ACA T - TGT CAA T T T T - - - - - - - - - - - - - - - - - - A T AAGCGA
T T AAAAAC T TGTGTGGGCA T CA T A T ACAAGAACA T AGC T A TGGT AAAAACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT AAAACA T T T A T - - - - - - - - GT A T T A T A T T T T AAAA - - - - - - - - - - - - -
TGT AAGAGT A T T A T A T AAGT T T T T A T T ACAC T T AAAA T T AC T A T A T A T ACCAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGA T A - - - - - - - - - - - - ACGGAC TGA TGA TGGT CACAAA - - - - - - - - - - - - -
GA T ACGAA TGA T ACG - - - A T T C TGT T - - - - - - - - - - - - - GT TGT T A T AC T CAACGACC T C T AACC T AA T AGACGCAGCA T T CC T A T ACCGA T TGCA T TGG - - - - - - - - - - A TGACA T T CAGGTGGT AGGAA TGC T T TGT C T A T T AGGT T AGAGGT CGT TGGT T - T AC T AA T T TGT AACAGT - - - GGGT A T A T T AAAA T T T ACAACGGGAA
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TE: ltr_1_family_1012.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: 1953bp; fragments: 3380; full length: 15 (>=1757.7bp)
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 size: 2253bp; fragments: 3369; full length: 0 (>=2027.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1012

 size: 2859bp; fragments: 100; full length: 0 (>=2573.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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