
Start crop Point End crop Point

MSA length = 2377
GCGT TGAA TGT T T AGAC T T AAC T T AAAGT AACC T T AAAAGGCGAAACGGCC T A T AGC T T AAGTGA T TGGA - CAAAGA T T ACCAAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T AGT CCGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T A T C T T TGGT AAC T TGC T T TGGA TGTGAC T T CA T T A T A T A T T CAAAA T A T T T
- - - - - A T T T AC T T A - - T C T CGAAAAAAA T TGT T T T T T - - - - - - GGCGAC T - - - - - - - - - - - - - - - CGGT AACAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC TGGCGG - T AAGT T T T A T CA T AAA T T T ACCA - AAA T T A T AGA T A T TG
- - - - - - - - - - - - - - - - T AGAAGT T AAAA T A T T T T CC T - - - - - - AA T ACA T - - - - - - - - - - - - - - - T T T AGGCAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT T T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC TGGCCGCA T AC TGT AGGCGT AA T A T AAAAA TGT A T T T T AAA T A T A -
- - - - TGT C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCC TGACAAAGAC T ACCAAAGA T AGGACAGCCGGC - - - - - - - - - - GCCAC T T AGT C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T A T C T T TGGT AA - - - T C T T TGACCC TGA T C TGA T T CCA TGT T C T TG - - - - - T
AAAC T AAA T A T T T AAA T ACAAA TGACAA T AA T CGCCCGT AA T AGAGGAA T - - - AAG - - - - CGTGACCGT ACCAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T AGT CCGT C T T TGT C T AAAA T CGT T T C T C TGT T CCAC TGT CC T A T C T T TGGT AAC T TGC T T TGGA TGTGAC T T CA T T A T A T A T T CAAAA T A T T T
C T AC T AA T TGT T T AACAC T ACA TGCAGA T A TGT T CC T - - - - - - AA TGAGT - - - - - - - - - - - - - - - T A T TGACAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC - - - - - - - TGGT A T TGAACA T AAGA TGGC T - - - AGT T CAAA T T A T T -
- - - - - - - - - A T T T AAAC T T AAAGAAGAGT ACGGGCCA - - - - - - AGAAAA T - - - - - - - - - - - - - - - - - - - GACAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT T T AAAA T CGT T T C T C TGT CCCAC TGCCC T AGGCC TGT C T AC TGACC T TGACAAAA T T A T CA T C - - - GA T TGT CA - T AC T -
AAACCGT C T C T T T AAAA T T A T T CAAAAAC TGGT T AC T - - - - - - AAAGTGGT T A T A T T T ACAGTGACA T TGT CAAAGA T T AC T AAAAA T AGGACAGCCGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCCAAC TGGC T TGT T T CGA T CA T ACGGT AGT T A T - - - - - - - - - - - - - - T
GCAAAGA T T A - - - - - - C T AAAGA T AGGACAGCCGGCAAAAA T AAACGT T T T T A T AGC T T CAGTGAGGCGACCAAAGA T T AC T AAAGA T AGGACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC TGCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCAAAGA T T A - - - - - - C T AAAGA T AGGACAGCCGGCAAAAA T AAACGT T T T T A T AGC T T CAGTGACGCGACCAAAGA T T AC T AAAGA T AGAACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC TGCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCAAAGA T T A - - - - - - C T AAAGA T AGGACAGCCGGCAAAAA T AAACGT T T T T A T AGC T T CAGTGACGCGACCAAAGA T T AC T AAAGA T AGAACAGCCGGC - - - - - - - - - - GCGAC T T T C T C TGT C T T TGT C T AAAA T CGT T T C T C TGT CCCAC TGT CC T AGGCC TGCC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_5604.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: 2377bp; fragments: 367; full length: 46 (>=2139.3bp)
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No TE domain detected

After TEtrimmer 2377 bp
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TE: rnd_5_family_5604.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: 2681bp; fragments: 367; full length: 0 (>=2412.9bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5604

 size: 1247bp; fragments: 726; full length: 15 (>=1122.3bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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