
Start crop Point End crop Point

MSA length = 486
T TGGTGC TGGAAAGGGAA TGT T T T T T TGGT T T A T T TGT T AA T T CGGGGGC TGGT - - AAA T T AA T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - - - - - - ACAACCAACA T T A T A T T T T T T A TGC T CGT TGAA T AA T A T AGT A T T A T AGT T T C T T T T T T T T CA T T TGT CCGGA T T CGAGT CCAC T TGT CCGGAA T
T CAC TGT CA T TGAAA TGT CA TGT T A T T A T TGT A T T TGAAA T AC TGAAGAA T AGT AAAA T A T AA T T T A T CCACGAC T CGT C T A T AA T C TGA T T A T T A T ACA - - - - - - - - - - T CCGCGTGAA T AACAGCCACCA T CA T A TGC T CGT TGAA T AA T A T AC T A T T T T CAGACAGTGAC - A T T AAGT A T A T AAA T C T AAACAC T A T T T T A T AGGT C
T TGCGCGTGAAGAAGT ACGA T A T CA TGA T T T - - - T T T AAGT A T T ACCAAA T AGT - - - A T AAA T T T T A T T CACGGC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - T T TGAAA T AA T AA T AA T A T T CA T T A T T - - - - - - - - - - - - - - - - - - - - - - - A T T CACCGC T T C T AAAGAGC T A T T TGAAGT T T AA TGT CAC T T T T TGCA T T
- - - - - - - AAAC T AA T TGA T T T C T T AC TGAA T - - - - - - - - - - - - - - - - - - - - - - - AAA T AAGC T T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - T C TGCGTGAA T AACAACCACCA T T A T A TGC T CGA TGAA T AA T A T AC T A T T A T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GAAA T C T C T ACAA T AC T CCGTGT CGT A TGTGGAC T AGT A T ACA T AAAAAA - - - - AAAAAA T A T T TGA T CCACGAC T CA T C T AGAA T T TGA T T A T TGT ACA - - - - - - - - - - T CCGCGTGAA T AACAGCCACCA T T A T A TGC T CGT TGAA T AA T A T AC T A T AAA T CACA T TGC T T AAAAAAA T A T T TGGAA T - - - - - - - - - - - - - - - - - - - -
T CC T AAGTGA T T AAA T A T A T T T C T A T AGT T T - - - CGGAGA T A T T AAAAAA - - - - - - - - - - - - A T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - T CCGCGTGAA T AACAGCCGCCA T T A T A TGC T CGT TGAA T AA T A T AA T A T T T T T AGCC T T T C T T AAAAAA T T A T T AAAAA T T AAGAAC TGT CC TGAAA T T A
T TGAGCGCAAACAA T T A TGA T A T T - T AA T AG - - - TGGAAAACGTGGGAAA T AGT - - - A T - T A T T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T AAA - - - - - - - - - - T T TGAAA T AA T AA T AA T A T T CA T T A T T CAC T AGTGAA T AA TGGT T T CA T T A T T T ACCGC T T CCAAAGAGC T A T T TGAAGT T CAA TGT CAC T T T T T T CC T T
T AAC T CGC T A TGGAA T AAGA T A T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T T A T CGACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - T CCGCGTGAA T AACAGCCACCA T T A T A TGC T CGT TGAA T AA T A T AC T A T T A T ACACGACGAC - - - AAAA T TGC - - - - - - - - - A T T A T CGT C T CCCGAA T T
T ACAAGGCGA T AAAA TGA T A T T T T A T CGT CGT C T - CGAA T T T CGGGAGACCAGT AAAA T A T T T T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - - - - - - - - - AA T AACAGCCACCA T T A T A TGC T CGT TGAA T AC T A T AC T A T T T CCAGT T ACGT T T T AAAAAA T A T T CAGA - - - AA T T C T T A T T T CAAGGAA T
- - - - - - - - - - - - - - - T T A T A T T T T AC T A T TGT A T TGA TGT T T C T T AAAAA - - GT AAAA T T T A T T T T A T CCACGAC T CGT C T A T AA T T TGA T T A T T A T ACA - - - - - - - - - - T CCGCGTGAA T AACAGCCACCA T T A T A TGC T CGT TGAA T AA T A T AA T A T T A T T AC T T A T T AC T AACAAAA TGC T T AAAA T T A - - - - - T A T T T T T T AGA T T
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TE: rnd_1_family_141.fasta.b.bed_uf.bed_g_5.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: 486bp; fragments: 3078; full length: 216 (>=437.4bp)
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No TE domain detected

After TEtrimmer 486 bp
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TE: rnd_1_family_141.fasta.b.bed_uf.bed_g_5.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 786bp; fragments: 3041; full length: 0 (>=707.4bp)

TE consensus (bp)
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TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_141

 size: 729bp; fragments: 3673; full length: 4 (>=656.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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