
Start crop Point End crop Point

MSA length = 11036
- - - - - - - - - - - - - T AC T T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T CCC T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T CGT C - A TGCCGT CA - - - - - - AGGT AAGA T C T TG - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T CCC T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T T T T T C - - - T C T C T A - - - - - - - - GTGAAA T ACC T - - - - - - - - - - - - - - - - -
GGT T T A T A TGAA T T AC T T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC TGGT C T - AA T A T T T A T T T T T CA TGT AGCGCA T T T ACAA T T AGT C TGT CAAA
- - - - - - - - - GAA T T AC - T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T CCC T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T AAC T TGT A T T T CAA - - - - - - - - GT CAAA T A T T CACAA T T A T AA T T T CAAA
GGT T T A T A TGAA T T AC T T T T AAAAAAAGAAAC - GT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T C T TGTGAGT T A T T AACA T T T A T AAGACAGA T C T - - - - T T A T T T T A T CAGA
GGT T T A T A TGAA T T AC T T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T C T T A - AAA T T C T T AAAAACCA TGGAC T ACAACCACACAAAA T A T T CCAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T A T CGTGA T T AA T CAA TGACCA T T CGAAACACCCAC T A T TGT T AAAA T A TG
GGT T T A T A TGAA T T AC T T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T AGT A - GCC T T A T T AA TGA T CA - - - - - - - - - - - - - - - ACAGGT T T A T TGTG
GGT T T A T A TGAA T T AC T T T T T AAAAAAGAACC TGT TGGA T A T AAAAA TGA - - - - - - - - - - A T A TGGGGT AACC T CC T CCC T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T T A T AC T T A T C T C T AA T AGT T A TGT AAAACA TGT AAAAACC TGA T CGTGAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A TGGGGT AACC T CC T C T C T CGGAGGAGGT A T CCCA T AAAC T CAC T AC T CCGC T AAC T T T T T AA T T T T T - - - - - - - - - - - - - - - - - - - - - - - - - T T AGA





0 2000 4000 6000 8000 10000

0
5

10
15

20
25

TE: rnd_5_family_588.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 11036bp; fragments: 1308; full length: 6 (>=9932.4bp)
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No TE domain detected

After TEtrimmer 11036 bp
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TE: rnd_5_family_588.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa_rc.fa
 size: 11186bp; fragments: 1308; full length: 6 (>=10067.4bp)
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TE: rnd_5_family_588

 size: 1453bp; fragments: 225; full length: 19 (>=1307.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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