
Start crop Point End crop Point

MSA length = 6816
TGGCCGAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAGAA TGT C T T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AA T T AAAAAAA T - AAAAAAAAGGACCACAAAA T A T AGTGGT C T T ACACCA - - - A T T T AA T TGT A T CAAA T TGT A T T A T ACCA T T T T T T ACC T A T C T C
T T ACCCGC T CC T T - T AAAA TGAAAGC T A T CA T A T AACAAAA T AAACC T A T TGT AAGAA TGT C T T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AA T T AAAAAAA T - AAAAAAAAGGACCACAAAA T A T AGTGGT C T T ACAGC T A T AA T T AA T T AAAAAGAAAAAAAAACC T AAAA T T A T TGA T ACACGT T
GT A T C TGGT T T T C - - - - - - - - AAAAC TGA T T AA TGT T CACA T A T T A T T T T TGT AAGAA TGT C T T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AA T AAAAAAAAA - A T AAAAAAAAACCACAAAA T A T AGTGGT C T T ACAC T - - - - - - - - - - - - - - - - - - - - - - ACAA T T T T T TG - T T A T A T TGT A T T A T
T AA T C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAGAA TGT C T T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AA T T AAAAAAA T AAAAAAAAAGGACCACAAAA T A T AGTGGT C T T ACA T C T - - - A T T AA TGCG - - - - - - - - GACAC TGT CGT A TGC T TGGGTGAGGT C
AAA T CCAC - T T CCG - AAAG - - AAAAA T A T AGCA T AAA T TGA TGT CA T T T - TGT AAGAA TGT - C T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AA T AAAAAAAAA - A T AAAAAAAAACCACAAAA T A T AGTGGT C T T ACA T T T T CAA T TGGT T CGAA T AAAGT CACAAC T TGA T A T CGGAAAAA TGT T T T
AAACCCAC T T T T CACAAAA T AAAAAC TGT AGC - - - A T T AGGT A T T T T T C T TGT AAGAA TGT - T T T T T T T T ACCC T T A T T CC T ACCAAC T AGGT ACC T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T AAA T A T AAAAAAAAAAAAAAAGGA T CACAAAA T T AAGCGGT C T T ACACAAA T AGT T AGT T C T AGCAAAAA T A T A T T T T CA T A T T T T T T CC T T T T CC T
GGGGCGAA T C T TGA T A T AA T AA T T A T TGCA TGA T AAACAGA T ACGCGT A T TGT AAGAA T A T C - T T T T T T T AC T C T CA T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AAA T A T AAAAAAAAAAAAAAAAGA T CACAAAA T T AAGTGGT C T T ACA T - T A T A T T T TGT T T T T CGCAGGT TGCAGA T CGGGAAGT T T T TGGCGT C T C
GGGT C - - C T CC T CA T AAAA T AA T A T A T A T A T A T T - - A T A T A T A T A T A T A T TGT AAGAA T A T C T T T T T T T T AC T C T CA T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AAA T A T AAAAAAAAAAAAAAAAGA T CACAAAA T T AAGTGGT C T T ACA T A T A T AA T A T A T A T A T A T A T A T A T A T A T A T A T A T AA T A T A T A T A T A T A T A
CGA T C - - T T C T T CA T AAAA T AA T AA T AA T A TGA T AAAGAAA T T T AA T T T T TGT AAGAA T A T C T T T T T T T T AC T C T CA T T CC T ACCAAC T AGGT ACC TGA T - - - - - - - - - - A T T AAA T A T AAAAAAAAAAAAAAAAGA T CACAAAA T T AAGTGGT C T T ACA T - - A T AGA T T AGT T AA T CAA T AA T AGT T A T T T A T A T T CA T T T AC TGT C T C
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TE: rnd_5_family_2485.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 6816bp; fragments: 1639; full length: 1 (>=6134.4bp)
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No TE domain detected

After TEtrimmer 6816 bp
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TE: rnd_5_family_2485.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa

 size: 7116bp; fragments: 1446; full length: 0 (>=6404.4bp)
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TE: rnd_5_family_2485

 size: 4337bp; fragments: 952; full length: 4 (>=3903.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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