
Start crop Point End crop Point

MSA length = 7870
AACCAGGT CAGT CGGGT CAGT - - T ACAAA T T CGACGAC T ACAC T T T CGT CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGT - - T CGGGT CAAC TGGGGAGT - - - - - - CGGGCGT TGT T T CGGGTGAC TGA
GT T CAGAAGGCAC TGGC T AGT AACAA T AAACAAGGCA T AAAC TGTGCAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGG - CA T AAAC T A T CGAAAGCACAACA T AA T AA T A T T - T CCCA T AC TGA TGA
T C T CAAGAGT A T A T AAAAA T T - - AAA T AAGT AGGC T T TGAACGGCACCAACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGG - GC TGT AA TGCAAAAAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCACAGAAGT C T T CCGT CAACAA T T AAAAA T AGA TGGAGAA T A T C T CAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCAGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGA - C T CAACC T T CGC TGA TGAC - A T A T A T TGCCAAGA T CACAAA T T AACAA
GT - - - AAAA TGAGT AAC T AA T - GTGAAAAA T AAGGT T CCA - - - - - - - - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - GT T CCAACC T AGA TGC - ACA T A T AAACGT TG - T T TGAAC T T T TGA
T C - - AAAAA T A T T CAA T T A T T - - T AAAAGCA T AGGT T T T A - - - - - - - - T CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - GT T T T A T CCAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AG
A T T T A T T ACAAA T T A T T AA T TGCACAC T AGT AGGGT A T AA - - - - - - - - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGG - T A T AAAC T A T AAAGT ACGT T A T A T AAGAAC T T TGT T ACA T AAAGACAC
T T T C - - - - - - - - - - - - - - - - - ACC T AAAAA T T AAAAGGCGT T T C T A TGT CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGAA T T T CA T CA TGAGA T TGGAAA T A T T TGGGT CGT C T C TGGCGC TGC T A T
- - - - - - - - - - - - - - - - - - - - - AGTGAGCGGC TGA T T AC T AGGT CC T CCAGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGAAGCACCC T ACCACAC T T AAA - - - - - - - - - - - - - - T C T T AAGTGC T TGG
- - - - - - - - - - - - - - - - - - - - - AAGAGGGAA T TGA T AACAA TGGCAA TGT ACAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGGGA TGAAA T A TGCAGGAA TGAA TGT AC TGT CA - - - - - - - - - - - - AA T AA
A - - - - - - - - - - - - - - - T CAGC - - TGAGA T A TG - - - - - - - - - - - - - - - - - - CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TG - - - - - GAGA T A TGT AAA T AA T - - - - - - - - - - - - - - - - - - - - - GT T T T T AG
A T T T AGT T A T T T T T A T T T AA T A T T AA T AAGT AAGT A T T T A T T A T T T T AGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - A T CGCGGT AAAA TGT AAA T TGT T T CGT C T CC T T T T A T T T AGA TGT C T T TGGAGAA TGGA T A TGT T AC T AGT A T T A TGAGGA T A T - G - CC TGAAGGGT T AG
AA - - - - - - - - - T C T C T T T AA T - - T CAAA T T TGGGT T A T T A - - - - - - - - ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AC T CAGGT AAAAC T C T AAGA TGA T T T AAAACAAA T T T A T A TGAA T T T A - - CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGGA TGGT T AC - - - - - - - - - - - - - - AAGGA T A T AG - CC T AAAGTGT CCG
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TE: rnd_5_family_3343.fasta.b.bed_uf.bed_g_4.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: 7870bp; fragments: 11713; full length: 53 (>=7083bp)
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After TEtrimmer 7870 bp



0 2000 4000 6000 8000

0
5

10
15

20
25

TE: rnd_5_family_3343.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 8170bp; fragments: 11697; full length: 44 (>=7353bp)
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TE: rnd_5_family_3343
 size: 7891bp; fragments: 11996; full length: 52 (>=7101.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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