
Start crop Point End crop Point

MSA length = 5760
GT - - - - - - AAAA T A T C T T T T T C TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T T - - - - - - - - - - ACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT - - - - - - - A T AAGT T T T T AACA T - - - - - - - - TGT T T AAA T - A TGT T T ACC T ACAA - T T TGA T C T T CAGT T TGT A
GT - - - - - AAAGGCA T A T T T A T T TGT A T T AC T T - - - - - - - - - - - - - - - - - - - - - AAA T AA T T TG - - - - - - T C - ACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT T TGT TGAA T T AGT T T T TGACAGAGT TGGT A TGT T T C TGT - GTGT T T TGGC T CGAGT AA T ACA T C T AGTGT T AA
GT T T TGAGAAAA T A TGCC TGTGTGCGT CGC T TGT C T T TGA - - - - - - - - AG - - T AGGC T A T T TG - - - - - - T CGACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT - - - - - - - A T AAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T T T ACGT CGA - - - - - - - AC T CCA T T T T AA
- - - - - - - - - - - - - - - - - CGGAC T AGTGAAA TGGAC T C T T AA T A T AA T A - - - - - - ACC T A T T TG - - - - - - - - GACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT CC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T T A T T - - - T AAACA T T T C T C T - - - - - - - - - - A T T T T TGAAC T AA TGAA - - - AAA T T A T A T - - - - - - - - - GACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - T - - - T AAA T AC T TGAC T AGC T ACCAAAAC T T T C T ACA T A T TGAA - - - - - - T T AAACG - - - - - - - - GACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT T C T - - - - - - - - - - - - - - - - - - - - - T AA T T AAACCGCAGTGAAA TGT TGCGT C T AG - - TGGA T C T T T A T T T - - -
AC T T C T T A TGT AAAAAC T T T AA T AAAGAA T TGAGT T CCAAAAA T - - - - GAA T TGAC T T A T A T A T AGAA T - - AACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGTGCC T TGGA T AAA T T T ACAACGT AGT A T T CAAAGTGCAA TGGAA T A T T T T C T A T AA - A T AAA T A T T T C T T - - - -
- - - - - - - CA T TGTGT A T AA T AA T A - - - - - T T TGT T T A T AGGAAGGA T AAGACCAGGT T A T AAAAAGAA T T CCACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGTGGT T CGA - - - - A T C T T T AGCA T AGAAAC T AAA T T C T AA T - CA T T T T C T T CGAGAGT AAAAC T CACAA T C T T AA
T CA T T T T A - - CAAC T A T T TGAA T AAAG - - - - - - - - - CCAGAAAC - - - - A T T T T AACCGA T A T A T AGAA T T C T ACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT TGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAA TGCAA T T C T T T T T T T - - - - AAAA TGT T CGT T - - - -
GC T T T T TGAGCGAGT TGA TGAGT AA T AAA T CGAA T T CCAAAAGT A T T AGT A T T AA T T T A T T T A T A T AA T - - GACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT CCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGT C T C T A TG - - - -
T T CA T - - AGCGA T AAGGT T T T CCAA T T CGT T A T T T T T T AA T T A T T ACAAA - - - AAAGCGT A T A - - - - - - T C - ACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT - - - T T AAC T AAGT - - - - AACA T TGT AA T T A T T T CCAAGTGCCGT T T T C T T T CGAGT ACAAC T A T T AGA T A T AA
AA T A T T ACA T TGT A T A T AC T AGT AGA T AGT ACAGT AA T CGAAAAAACAAGA T T A T T T T A T A TGT AGAA T T CGACCGGCGTGAAGA T AGCCACGGT T T T T C - - - - - - - - - - AAAAACCGTGGC T A T C T T CACGCCGGT A T T T TGA - - - - GC T T T T AACA T A T T AA T T AAAA T T AAA TGCAGT TGT T T C T TGG - AAAGGGT C T CCAA T T T AA
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TE: rnd_5_family_8603.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: 5760bp; fragments: 17202; full length: 0 (>=5184bp)
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No TE domain detected

After TEtrimmer 5760 bp
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TE: rnd_5_family_8603.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: 6069bp; fragments: 16553; full length: 0 (>=5462.1bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_8603
 size: 1290bp; fragments: 6250; full length: 2 (>=1161bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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