
Start crop Point End crop Point

MSA length = 1591
A T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGC T T AAAAAACA TGC T ACAAGT T AAGT CAAAAC T - - - - - - T AACAAA T T T C T T T T A T A TGT T T T AA T ACC T AAAGT T T AGGTGG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T TGGAACGT AACGT AA T AA T AA T A T A T AA T T T T A T T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAGACA TGC T ACAA T T T AAGACA T A T T T T CGCAACA T TGCGT T A T T CCC T T A T T T T T CGT T T T T CGT T T T T T T A TGTG
ACAAAA T T A T CCGC T T T AGT A T A - T A T T AA T AA T AGT TGT A T T T TGT TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACA T T ACGAA T CGT AA T T T C T CAACA T CAAGT T A T T AGTGT A T T A T T T AAAAC T T AC T A T A T AAGAAG
A T T - - - T TGT AGAA T T T AAGT T T CCC T T TGC T TGTGTGGAA T T CGA T TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACAAGT T AAGT AA T T A T T T C T CA - T A T T A T A T A T T T T T T C T A T T T T T T AC T T T T A T CGT T T T AGAACC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGAAACGT AACGT AA T AA T AA T A T A T AA T T T T A T T AAAACA T T ACGGCGACGG - - - - - - - - - - T AAAAAAGGT AGCA T AGT T T AAAAGACA TGC T - - AA T - - - - - - - - - - - - - - - - - - GC T ACAAAGT A T T T T AGCA TGAAA T AGAGCA T CGGA T T AAA TGA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAC TGAAACGT AACGT AA T AA T AA T A T A T AA T T T T A T T AAAACAC T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAGACA TGC T ACAAA - - - - - - - - - - - - - - - - - - AC T A T AAGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - GGT CAGAAGCA T T AAAAAACCAAAGAAAAAAAACAAA T T T - - - TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T A T C T AAA T ACAAC T A T T CAAGAAC
- - - - GGT CAGAAGCA T T AAAAAACCAAAGAAAAAAA T CAAA T T T - - - TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AAAA T A T C T AAA T ACAAC T A T T CAAGAAC
GT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGAAACGT AACGT AA T AA T AAAA T T T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAGAAACA TGC T ACA T T - - - - - - - - - - - - - T C T CAA TGAGAAA T CA T T T T T A T T T AA T C T AA T AAACA T T T T CAAA TGC T
A T T - A TGT A T A T T T A T CCAAAA TGAGT T CA T T C TGGGAAA T T TGGT T TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACAGGT T AGGT CA T A - - - - - - - - - CAGTGAC T CAAC T T T T AA T AA T CGAACAAAC TGT T T T T AAAAAA
- - - T AGT T A TGTGCA T TGGT AA T T CAGAAA T T AAAA T AAA - - - - CA T TGAAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AGAAAACA TGC T ACAAA - - - - - - - - - - - - - - - - - - - CAACA T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - AAGT CA T AAACA T T AACACACCC T AAA T T ACGGT AA T A T T T TGCCGGAACGT AACGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACA - - - - - - - - - A T AA T T - - - - - - - - - - - - - - - - - - - T T ACA T AA T A T A T AAC T T T T T AA T CAA T AAG
- - - AAGGT T T AAGCACAAACAGGCCC T T CACGT TGGT CGCCAC T - - - TGCAACGT AA TGT AA T AA T AAAA T A T AA T T T T AA T AAAACA T T ACGGCGACGG - - - - - - - - - - TGAAAAAGGT AGCA T AGT T T AAAAAACA TGC T ACAA T - - - - - - - - - - - - - T T T T A - AAACGT A T T A T T T T T T T A T T A T T TGCCA T T AA T T A T TGTGAA TG
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TE: rnd_5_family_106.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: 1591bp; fragments: 417; full length: 18 (>=1431.9bp)
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After TEtrimmer 1591 bp
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TE: rnd_5_family_106.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: 1891bp; fragments: 416; full length: 0 (>=1701.9bp)
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TE: rnd_5_family_106
 size: 1477bp; fragments: 433; full length: 24 (>=1329.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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