
Start crop Point End crop Point

MSA length = 7840
CCCA TGA T A T T AAAAA T AA - - A T CA T ACAAA T - - - - - - - CA TGGACA T T ACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 - - - - - - ACA T T ACCG - - - - - - - - - - - AAAA T TGT AAGC T AC T - - - T T AAC
- - - - - - - - - - - - - - - - - - - - - - - - A T AAAAGAGT A T T T T - - - - A T ACCACCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 - - - - - - A T ACCACCAGT A T T T CG - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T A TGA T ACAAACA T T - - - - ACAA T CAAAGT A T A T T T T T A T AGGT AAAA T CAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGGT AA - A TGT T A T C T C T A T C T CC - - - - - - - - - - - - - - - - - - - - - - - - - - -
GCAA T T ACA T - - - - - - - - - - - - A T A TGTGAGA - - - - - - - - - - - - - - - - - - CCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGTGT - - - AGACCAACAAAAC T T T AGA - GAA T T T T T AAA T T CAGT A - A T CA T
T C TGT TGCGT AGC T AGA T A - - - - - - - - - - - - - - - - - - - - TGTGGT A T AGGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 A T T A - - - - - - - - - - - - - - AAA T T A TGGAGT - - - - - - - - - - - -
GTGA T CCCA T CAAAAACA T - - AGAA TGT AAAAAA TGC T C - A T AA T T C T T CCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T C T T - - - - - - - - CA - T AAAA
T T TGT T AAGT AGACAA T T T T AACC T CACAAAAGT A T T T - T T AGGACGTGACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGACGACACAA T A T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - ACA T T T TGA T A T TGT - - - AGGCGAAGGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGAAAACAAA T T AAACA T TGT T T AAA TGAA TGCCGT AAA T C T - - - - AAGAA
CACC T T AAA TGAGGGAA T T T AACAA T T TGTGAA T T T TG - AA TGGT AC T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGT AAACA T T T T AGT T CAA T T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - AC TGCCCAAAA - - - - - - - GTGGTGT A T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T T AAAC T CA - - - - - - - - - - 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 TGTGT AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA TGGT T TGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGT T AACA T AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAGA T
- - - - T T AAGCA T AGCAACA T ACACGT CAC T AAAAGT T - - - - TGGT ACGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGT AAAC - - TGT AGA T C T AC T T T AAA T AAA T T T T A TGT A T T T T T AACACAA
CA TGT T CAGTGGT CAAA TG - - ACAA TGGGCCAA TGT T TGT A TGGAGAGAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGGAGAACA T C T T A T T CG - - - - - - - - - - AGT T CAGGAAGTGCAC T AA TGGAA
- - - - - - - - - - - - - - - - - - - - - GT TGT C T AAAAA TGT - - - - - - - GC T ACAACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 - - - - - - ACAACACGGA T A T A - - - - - - AAA T CC T T T A T C T T T T T - - - - - - -
T CACA T T T A T T T AGAA T AC T AACAA T T T AAAAGT A T T T T AA TGGTGGT AGGCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 - - - - - - GTGGT A - - GGT A T A T T AA - - - - A T T AA T AAA T T T A T - - A T T AA T
GGAAGGCCACGACGAAAC TGAAGAAC T TGAAAA T A T - - - - AGAGGAA T ACCCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T T AAAC T CA - - - - - - - - - - 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 TGGGAACC - - - - - - - - - - - A T C T T AAAG - - - - - - - - - - - - - - - - - - T AAGTG
A TGAAACAGAA T C T AACCC - - AA T A T C T AAGT A TGT C T T CAAAAGT CCGC - - - - - - - - - GA T CAGAAGGCAC TGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - 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 TGAACAACGT T T TGT TGA TGT AA T AAGT AAA T T AA T T T A T T T T T T AAAAA T A
GTGA TGCGT A TGCCAGAAG - - GAAA T A T T AAGACA T T C T A T CGGT AA T AACCAAAGACA T C T AAA T A T AGGT AGACAGAACAC T CCA T T CA T AAAAC T CA - - - - - - - - - - A T CGCGGT AAAA TGT AGA TGGGCCAGT C TGCGA T T T T TGTGG - - - - - - - - CGC TGCGT AGCAGCGA T T T T TGGAA TGAGT T T T A T AGGT T A TGG - - - - - -
T A TGA T T T T TGAAGA - - - - T AACAAGAGAAAA T T A TGT T - GCCGT TGT T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - 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 - - - - - - GAAGCAA T AA T A T A T T - - - - - - - T T AGT AAAGT T T T T AA T AAC T
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TE: rnd_5_family_3343.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: 7840bp; fragments: 11544; full length: 57 (>=7056bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 7840 bp
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TE: rnd_5_family_3343.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: 8140bp; fragments: 11544; full length: 48 (>=7326bp)
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After TEtrimmer Extended plot Blue lines are boundaries



0 2000 4000 6000

0
5

10
15

20
25

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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