
Start crop Point End crop Point

MSA length = 697
CA T AAAAGGT TGAGGGAA T T T A T C T - - - AA T T CCCGT T AA T AA TGT CC T A T A TGC T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T T T AAGACAAC TGAC - - - - - - - - - - T T T T TGCGACGT TGC T AAC T C T CGT AC T A T A TGT AG - - - - - - - - - - - - - - - GT AACCAAGAC - - - - - - - - - - - - - - - - - - - - - - - - - GA T A T AAAC T T AC
- - T T T ACACCAGAAAAGCCCCAAC T AAA T T A T T CGT T T CACAGAC T A - - - - - - - - - - - - - - - T AGCAACGT T T T CGAGAAAGT A T T T T AAGACGT C TGGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T AA T - - A T A T T A T AAAAGA T T T C T AACCAAAA T T AA T CAAAGGCCAAAA TGC T T CGCAAA T T T TGAAGTGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGGCCGT A T T A T AAA T T T T AA T AGT C T AAGAGC T AGCAA TGT T T T CGAGAAAGT A T T T T AAGAAAGC TGGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T AA T T AGTGT T T TGCAAGA TGCA T A T T CCAAA T AAA T T C T A T A TGAAAGT A - - - - - - CAA T T T T AACGCC T
AA T CGAAAAAAAA TGT AA T ACACCCAAA - - - - - AGCC T T T T AGGACA T AA T AGT C T AAGAGC T AGCAACGT T T T AGAGGAAGT A T T T T AAAACGT C TGGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T AAG - - - - - T T A T ACGA T A T T T T T A T CGGCAAC - AA T T CGGT A T AAGGAAA - - - - - - T AA T T T CAAAA T AA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA T AGT T T T ACA T ACA T - A T CAGT C T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T T T AAGGCGT C TGGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T A TGCGGT AGCCGAGT AGGT T CC T AGT C T CAGG - - - - - - - - - - - - - - - - - - - C T C T T A T T T T T CCAA T CA T
AA T T C T ACA T AAAAA T T T T T C T T C T AGCGT T T A T AC T T T T CGAAA T T T AA T AGT C T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T T T AAGACGT C TGGC - - - - - - - - - - T T T T T T CGACGT TGC T AGC T C T CGT AC T A T AAGAAC T AA T A TGGTGGA T T T T T T T C T AAAAAA T CC T T AAAA T CAAAAGGGT T TGGT AA T A T CAA T T CGA
AACGAAA T AAAAA TGA T A T T CACCCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T AAGT AA T ACAGT AAGAGA T T T T T T AAAGA T A TGAGT T T CAGGT AGAGGAG - - - - GT AAAGGT A T AGT CCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C TGA T - - - - - - - - - - T T T T T CCGACGT TGC T AGC T A T CGT AC T A T A TG - - - - - - - - - - - - - - - - - ACGAAACGGAA T ACGGT T AGTGTGCA T TGGCC T T T T ACA TGA T A T AC T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACA T TGAC T T - AC T AGT C T AAGAGC T AGCAACGT T T T CGAAAAAGT A T T T T AAGAAAGC T CGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T AC T - - - - - - - - - - - - - - - - - GA T CA T CAAAA T AAC T T C T AGA T T - - - - TGCCAC T CAAA T T T TGAA T T T T
AGT T CAAAGT T AAAAA T AACC - T CGAAAACGAAAGC T A T A T A T T A T A - AC T AGT C T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T T T AAGACGT - AAGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T ACA - - - - - - - - - - - - - - - - - GC T AAAAAAGA T AAAGT AGAGC T AAAAA T AC T T - - - - - T T T T TGAAACAC
C T TGT A T AGCAAAGAGA T T T - - T C TGAAGCA T T AGGT A T ACA T A T T T - - A T AGT C T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T T T AAGACGT C TGGC - - - - - - - - - - T T T T T CCGACGT TGC T AGC T C T CGT AC T A T CAA T A T AAACA T A TGA - - T T T CCAA TGAGAGT - - - - - - GACA T T ACAAAACA T CAC T A T T T T A T AAGTGT
AA T T TGAAA T T AAAA TGACACA T C T AAGC T T C T CGT TGGACAGAC T A T AA T AGT C T AAGAGC T AGCAACGT T T T CGAGAAAGT A T T A T AAGACGT C TGAC - - - - - - - - - - T T T T T CCGACGT TGCCAGC T C T CGT AC T A T AA T T AAA T T T A T AAAA - - - - - A T AA T TGAAA T - - - - - - - ACGT CAAAA TGCC T CGCAAA T T T TGAA T T A T
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TE: rnd_1_family_131.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa

 size: 697bp; fragments: 6638; full length: 1194 (>=627.3bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 697 bp
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TE: rnd_1_family_131.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 997bp; fragments: 6536; full length: 0 (>=897.3bp)

TE consensus (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_131

 size: 361bp; fragments: 3402; full length: 1313 (>=324.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)
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