
Start crop Point End crop Point

MSA length = 7431
- - - - - - - - - TGCAAA T A T C T T T T - - - - - - - - - - - - - - - - - - - - - T T ACACGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGC T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CGT TGT ACA T AAAAA T T AGT T AAGC T T T T T T TGAA T C - - - CA TGT A T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGCA T AAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CACGTGGT AAA - - - - - - - T CCAAGT T T T AACA T - - - - - - - - - - - - - - - - -
AA T T A T T T T TGTGAGAAAAGT A T - - - - - - - - - - - - - - - - - - - - - GT ACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGC T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT AA T CGAGA T A T T AGT T ACA T T T CA T T - - - - - - C T C T T CAAC T A TG
GCCGT T T T T T T CGA T CA T A T TGT AAA T C T AGAAAA T AAACGAAAC TGT A TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CACGACGT T T C - - - - - CAGACCA T CA T T A T T - - - - - - - - - - - - - - - - - - -
GA T AGA T A T A T AAAACA T AGT C T TGAA T AGGCAAA T ACC TGT AAGGT AA TGAGT T A TGT CGTGACGC T ACCCC TGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T AA TGT CAAA T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - AAAA T T T T T T ACC TGA T C T A - T TGCA T T AGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT T T AAAA - - - - - - - T AA T TGT T CCA T T - - - - - - GTGA T AACA T T T A
AA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA T TGCA TGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAA T C - -
T T T C T T T TGT T T T AAAA T A T T A - - - - - T T A T AAGT A T T A T A T A - - AGTGT T AGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T T A TGT A T AGT A - - - - - T A T T T T CGT T AC - - - - - - - - - GT AGAAAAAAACG
CGAA T T AGAGT AAAAAA TGA TGG - - CC T T TGT T T T T ACA T AAGA T T ACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGC T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGA TGAAA T - - - - - - A T A T CAGAGA T T T AAA - - - - GAAAAAA T A T T T T
T A T T TGACA T C T AAAA T TGT T T - - - AA T T A T T TGTGACGT TGAG - AGCA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CC TGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - A T T CGTGC T CAAAC T TG
T T A T T A - T T AC T AAA T TGT T T TG - ACA T T T T T AGT AAAA TGTGAAACAGTGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T T A TGT T A T A T - - - - - - T C T A T CCGT C T T A T T - T AA T CA TGT A TGGAAC TG
A T T A T T T C T T T AAAA T A T T T CAAA T T A T T CGT AA T A T T A T A - - - TGACA T AAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA T A T CAAA T T - - - - - - - AA T T AC T AC TGT C - AAA T CC T ACC T ACACC T A
AAAAAGT CA T A T AAA T A TGTGT T - AC T T CGGT T T CGAGA T A TG - - - - - - TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGCA T AA T A - - - - - T AAACAAA T T T T A T CAA T A T T ACA T T TGGACA T A
GCAGCAGACGGAGAA TGCACCAA - A T AC T A T C TGT T TGGCA T T - A TGCA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT TGT AA T - - - - - T AA T T CAA TGA T T T T - - - - - - A T AC T T AA T T ACC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT - - - - CAACGT T CAAA T T TGT AC T T C T AA - - - - T T ACCA T TGAGTG
A - - - - - A T T T T CGAAC T T T T T T T - AC T T T C T T T AA T AGT T AGAA T CGCGTGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGC T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGAA T A T T - - - - - - - - - T T T CA T T C T - - - - - - - - - - - - CAGGGC T T TG
AGAA TGT T T AC T AAGCA T CCC T T - T T CA TGGT AA T T T AA T T CAAA T ACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGACA T - - - - - - - - - A T T T T CA T TGGA T T AAAA T CGT A TGT CGA T C TG
A T A T T - TGAAA T AAA TGCCA T A T AA T T C T C T T T A T AAGA TGTGAAAACACGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T T A T
A T T T CA T T T A T T AAAAAAAAAA T AACCC TGGGGA T T T CA T C T A - - - - CA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CAGGA - - - - CAAGT T C T AGT T C T T T T C T T T T - - - - - - T T A T T T A TGT T C T
AA T T A T T T T TGTGAGAAAAGT A T - - - - - - - - - - - - - - - - - - - - - GT ACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGC T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGAAA T AA T - - - - - T AAGTGTGT A T T T T T - - - - T CGAAC T T T AA T ACA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CACGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CACGGT AACAA - - - - - - AAA T A T T T T T T T T T - - - - - - GCACCC T AA TGTG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - T AACGGAAA T ACCGT A T AACACCC TGT ACA - - - - - T AAGCACAGGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGC T T T A T T AA T T T T AAA T TGGT A T T T T T - - AGGGGAGA T T AAA T T T A
AGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGCACAAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT AA TGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T C TG
A T T T CAAAAA T T AAAAACAAAA T T AAA T TGGGT A T T T T T T A T AGAAA T A TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T T A TGCAA T ACAAA T T A - - - - C T AC T T C T T T T AA - - - - T T A T CAA T A T T T T
- - - - - - - - - - - T AAAAA T AAAA T - - - - - - - - - - - - - - - - - - - - - TGCCA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT TGT TGT - - - - - - A TGT AGACGC T T A T CA - - - - ACA T T T ACA T A T T
GT AC T T C T AGAAGAACA T C T T T T CCCCC TGAAGA T C TGAACCAGT CGCA T AAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGA T T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T - AAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CACGT A T C T AA - - - - - TGAGT CAC T C T CA T T - - - - - - - - - - - - - - - - - - -
ACAAAAACAC T T AGA T C T A T T T T AACAC TGGACAACAAACAAAA T ACCA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT A T AC T - - - - - - - - - - - - - - - - - - - - - - - - - - - C T ACA TGAACA TG
GGT A T T AA T AA T AAAA T AA T CA T - ACACCAACAAAA T CC TGAA - A T T CA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T AGT A T AACA T - - - - - - - - TGTGT A T T T T A TG - - - - - - AAA TGT AA T T C T T
AA TGT AGAAAA T AAA T CC T T T AC - - GAC T T T T T C T T T CA T A T AA T AGCACGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GGTGGAAAA T T AGAAAGCAACA T - ACCA T T T CAAA T AAGT AAAGAC T AA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T AA TGT CA T A T A - - - - - - - T T T A TGT T T T A TG - - - - - CAAACGT AAA T A TG
A T T C TG - T A T T TGAA T T T T A T A - - - A T T T AGT AGT T T AGT T AAA - AACA TGAGT T A TGT CGTGACGC T ACCCCAGAAGTGC TGGT T CA T CA T A T T T CGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGAGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGCCCG - T C T AGT T A T T T AACC TGTGT AAAAAAAA T T T CGAA T T AA T A T T T T C - ACAGT A T AAA T ACA T T T A
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T CAA T AAA T A T T A T T AAAACGAA T T TGGCCGT T C T AGT T A T T T AAC T CA TGT AACA - - - - - - - T ACAC T CA T T T T - - - - - - - - - - - - T TGGAAGT CG
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TE: ltr_1_family_696.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: 7431bp; fragments: 878; full length: 20 (>=6687.9bp)
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No TE domain detected

After TEtrimmer 7431 bp
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TE: ltr_1_family_696.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 7731bp; fragments: 879; full length: 17 (>=6957.9bp)

TE consensus (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_696

 size: 6215bp; fragments: 608; full length: 3 (>=5593.5bp)
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No TE domain detected

Before TEtrimmer 6215 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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