
Start crop Point End crop Point

MSA length = 6587
T TGT T T T T T A T T T AAGT T CCAA T T AAA T AA T T AGAGAAAAAAAAAC T A TGT AAA T T A T ACGAA T T T - - - T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T T A - A T A T T T TGCA T A T TGAA T A T AAAAAACA T T A T C T C T T AAC T T T T A T C T A T T C T ACAGT A T AGA - - - - T TGT A
- - GCA T T T CCGT T AAA T ACAAAA T AAA - - - T CGGT AAAAAAAC T T T T AAGT T AACGGT T T T A - - - - - T C T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T - - - - - - - - - - - - - - - - - - - - - - - - - GAAAA - - - - - - - - - - T AA T AA T AAC TGT T T AGGA T T AAAA T A - - - T T AA T
- - CAA TGGT A T A T T AA T T T AAAA T AGA T AACCAGA T A TGAAGAGGC - - - - - - AA T TGGC T CAACGT T A T T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T T A TGGT T T A T ACAGGT T T AA TGT AAAAAAAACGA T T T C T T T T T C T T T T ACGGCC T T A TGACAA T AAGAC T T CGC T
T T T T T T C T T A TGT AAACA T - - - A T T AA T AAC T TGAAAA T AAA - - - - - - - - - - AAAAGT T T CAA T A T - C T AA TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T AA TGAGT T A TG - - - - - - - - - - - - - - AAAAGT TGAGT T T T CGA T T AC TGACGT T T T C T CGT T A T AAAA T CAC T CAG
T TGC TGGA T C TGTGT C T A T AAG - - - - - - - AGCGGACAAAAAACA T T T AAA - - - - - - - - - - CAA T A T T T T T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T T A TGAC T T T TGC T T A T C T T A T A T AAGACAGACGT AC TGT - - AA T A T T TGCACA TGGACGCGT A TGA - T T A T T ACA
T T ACCC TGT A T A T AAAC T T AAAAAAAA T T A T T AC T T ACAAGA TGAC T T T T T T CAC T A T C T C T AGA T T C T AA TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T C T T T T ACACA T AAA TGT - - - - - - - - - - - - - - T ACAAAAGGT A TGT ACA - - - - - - - - - - - T A T A T T A T T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T T A TGT C T T T TGCA T A T T T - - - A T AAAA T - GAC T T AA T C T T T AAAAC T AAAGC T T TGT CGT A T AAAAA T CA T CGT A
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAGAAAAAAAAAA T T T C T T T T AAA T A T T TGCA T T T T T T AA TGCCGCAACCGCACA TGCGGCA T T T AGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - GT A T T CAGAAACAAAA T A T TGGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T T A TGAA T T T T ACA - - - T T AAAA TG - AACCGC TGGTGGT T T T AA T AC TGGT A T T T T T T TGGT A - - - - - T CA T T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAAAA T AA T T T T AA T AGT T T T AACA T C T C T A TGCCGCAACCGCACA TGCGGCA T T T AGCG - - - - - - - - - - AA TGCCGCA TGTGCGGT TGCGGC T T AA T A T A T T T T T T A T A T - - AA T A T AAAAAAAAGT AA T T T - T T AGT A T T AGT AA T T T T A T AGT A T AAAA - - - T T T C T
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TE: rnd_5_family_3349.fasta.b.bed_uf.bed_g_2.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: 6587bp; fragments: 71639; full length: 0 (>=5928.3bp)
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No TE domain detected

After TEtrimmer 6587 bp
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TE: rnd_5_family_3349.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 6895bp; fragments: 71634; full length: 0 (>=6205.5bp)
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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_3349
 size: 5047bp; fragments: 48908; full length: 24 (>=4542.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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