
Start crop Point End crop Point

MSA length = 698
AGT CA T C T CCGAGAAAGGCCGAAAA T A - - - - - - - - - - - - - - - GAA T AAAGCCGGT CCCACACGA TGTGGCAAACACC T T CCAACGT TGGACACA TGGACA - - - - - - - - - - AACGT TGGAACCAACGT TGGGCGCA T CGTGT AGGACCGGC T T AA - - - - - - GAA T AGGGC TGAAAAGA TGGTGAAAAA TGGGT CA T C T A T CAAA T C T CACG
T T T T T T T TGT AC T T C T AA T T CAAA T T AACAGT A T CCCGGT A T AGC T AAAGCCGGT CCCACACGA TGTGGCAAACACC T T CCAACGT TGGACACACGGACA - - - - - - - - - - AACGT TGGAACCAACGT TGGACGCA T CGTGT AGGACCGGC T T AACAAAC - A T A T T T A T T CGT CAGT T T - - T T T AC T ACGAC T TGT A TGA T T AA T CAGAA T
- - - - - - - - - - - - - - - - - - - CAAAA T T AACACAGCC T TGA T AGGT A T AAAGCCGGT CCCACACGA TGTGGCAAACACC T T CCAACGT TGGACACACGGACA - - - - - - - - - - AACGT TGGAACCAACGT TGGACGCA T CGTGT AGGACCGGC T T AAACAACGGGAGCGCC T T T A T AGGA T A T TGAGAGA T AACGCC TGT AGT CGAA T - - - - -
T T T T T T A T T CAAC T C TGA T - - - - - - - - - - - - - - - - - - - GA T T ACA T T AAACCGGT CCCACACGA TGGGGCAAACACC T T CCAACGT TGGACACACGGA T A - - - - - - - - - - AACGT TGGAACCAGCGT TGGACACA T CGTGT AGGACCGGC T T T A T CA - - - GGGTGAGACCA T CAGGA T T - - - - - - - - - - - - - - - - - - - - - - - - T CCAGA T
T T T - - - - - - - - - - - - - - - - - - - - - - - - - CC T TGT C T AA - - - - - GC T T AAGCCGGT C T CACACGA TGTGGCAAACACC T CCCAACGT TGGGCACACGAACA - - - - - - - - - - AACGT TGGAACCAACGT TGGACGCA T CGTGT AGGACCGGC T T T A T CCACA T T CCGAA T T TGACAGC T CACCGCAC T A T AGC T T A T T TGT A - - - - - A T AA T
T T - - - - - - - - - - - - - - - - - T AAAA T T T ACA T TGA T T T TGT T CAAC T AC T A T CGGT CCCACACGA TGTGGCAAACACC T T CCAACGT TGGACACACGGACA - - - - - - - - - - AAC - - - - - - - - - - - - GT TGGACGCA T CGTGT AGGGCCGGC T A T A T CAACAGAGGAAA T T T A T CAGC T TGGCGAAC T A TGCC T CGGT T - - - - - - - - TGAA T
T A TGT T C T T T AA T T CGAA T T AACA T T A - TGA T A T T T TGGT T TGGC T AAAGCCGGT CCCACACGA TGTGGCA - - - - - - - - - - - - - - - - - - ACACACAGACA - - - - - - - - - - AACGT TGGAACCAACGT TGGACGCA T CGTGT AGGACCGGC T T AA - - - - - - GTGTGGGT T AAAC TGGA T - - C T AAGTGT A T C T TGT A TGT T TGA - - AGAA T
T T T T T T T T T TGC T T CACAC T AAAA T T - ACA T T T T T T TGGT T T A T T T T AAGCCGGT CCCACACGA T A TGGCAAACACC T T CCAACGT TGGACACACGGACA - - - - - - - - - - AACGT TGGAACCAA - - - - GGACGT TGGGTGT AGGACCGGT T T T AC - - - - - GT T TGGA T T CACCGCAGTGGCAAAAAA T AAC T A T T T T A T T T TG - - T AGA T
T T T A T CGC T CCGT ACAAAC - - - - - - - - ACA T A T T T T C T - - - - - GC T T AACCCGGT CCCACACGA TGTGGCAAACACC T T CCAACGT TGGACACACGGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAA T T T T T CCA T A - - - - - A TGT T
T T C T T T C T T T AGAC T T T AC T AAAAGT AGTGC T A T C T T T - - - - AAA T AAAGCCGGT CCCACACGA TGTGGCAAACACC T T CCAACA T TGGACACACGGACA - - - - - - - - - - AACGT TGGACCCAACGT TGGACACA T CGTGTGGGACCGGC T T AA T CACGAGCGAGGAACAAAGGGTGCGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGT T A T T T AAA T A T AA T - - - - - - - - GCGT CA T T T T T - - T T T AC T AAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGT TGGAACCAACGT TGGAGT C T T T A TGT T AAGCCCGGC - - - - - - - - - CC T T ACGT T T TGCA TGT CAGCGGAAAGCAGT T C T C T AGAC TGT T CAAAA T
T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACGT TGGAACCAACGT TGGACGCA T CGTGT AGGACCGGC T T T AGGAACAACA T CAAC T TGT TGA T T T - - T AAAAAA T AC TGT T T T T T T T T CGT C - - - - -
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TE: rnd_5_family_2161.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: 698bp; fragments: 1359; full length: 43 (>=628.2bp)
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No TE domain detected

After TEtrimmer 698 bp
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TE: rnd_5_family_2161.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: 1004bp; fragments: 1386; full length: 0 (>=903.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2161

 size: 638bp; fragments: 454; full length: 45 (>=574.2bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 638 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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