
Start crop Point End crop Point

MSA length = 2525
- TGT T T AC T TGGT T T AAGA T T TGT T T T T T TGA T C T T A T AGAA T T T T T T AA - - - - - - - - - - - - - - - - - TGTGGCAACAC TGGCACGAAA TGT AA T AGAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T A TGGGACGA T T T CA T AACAG - - - - - -
ACA T A TGA T - A T ACAGAA TGT T A T T T T C T AGCGAA T AAAGT AAGGT ACCA T T AAAA T AAGAGT ACAACA TGGCAACAC TGGCACGAAGTGT AA T AGAAGG - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A T T AA T A T T A T T A T T A T T A T CC T A - - - - A TGT CA T A T AC T AACA T ACCAAA T C - - - - - -
- GGCA T AA T - T C T T CCAAA T T TGT ACACA T TGCA T AAAGACA - A T T T T CA - - AA T ACA TGAA T A T - - AA TGGCAACAC TGGCACGAAGTGT AA T AGAAGG - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A T T - T T A TGT T C T TGAA T C T CGGGC T - - CGGT A T T T AACGT AGT CGCGGAC T T AAGT CA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGAC T A - - - - - - - - - - - - - - - - - - - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA - T T T T A T T A T T A - - - T T A T T A T T A T T AA T T TGCC - - - - - T TGA T CCAAGT C T AA T AGCAAAGT T - - AAAA
C TGGACACC T AAAAA T AAA T T T A T T T T T T T T AAAAAG - - - - - - GA T T T AA - - - - - - - - - - - - - - - - - A T TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T T T A T T A T T T TGAA T AAACA T T T T T A T T T T T A T T - T T A T T AA T TGT A T A T C T CCGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAGA
G - - GACA T T T CCAC - - - - - - - - - - - - - - - - - - - - - - - - AAAA - AC T ACAA - - - - - - - - - - - - - - - - - - - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AGT T AA T T A - T T TGAA T AAACA T T T T T A T T A T T A T T A T T A T T A T T A T AAGCAC - - - - - - - - - GT CCACAGAAAAGGT CA TGAAAGAA - - - - -
G - - GAGAC T T T T T C T T AA T T T T A T A T T AGT T A T AGGGAA T AA - A T T A T AG - - - - - - - - - - - - - - - - - - - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AGT T AA T T A - T T TGAA T AAACA T T T T T A T T A T T A T T - T T A T T A T T A T AGC T AC TGGAGT T - TGCCCGT TGAGA TGC T AAACAAAACAA T T AG
GT ACA T A T T T C T T T T AA T CAAAA T A T T T TGGAAAACAAAAA T - T T AA TGA - - - - - - - - - - - - - - - - - GGTGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T T AA T T A T T T TGAA T AAACA T T T T T A T T T T T A T T A T T A T T T A T T T AGGT A T T - - A T T C - - C T CC T T AACAGCAC T T AAGGAACAAA - - - -
A T A T A T T T T - T AA T T T AA T T A T AGC T T CA T T AAAA T AAAAAAAA T T A T T A - - AA T A - T CGAGT A T - - - - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A - - - T T A T T A T T A T T A TGA T ACGG - - - - AGAGT T CAGGTGT AC T TGAGAAACG - - AAAG
A TGC T T ACC T AGGA T CAAACGT A T C T T C TGT C T ACGA - - - AA - T AGT CGA - - - - - - - - - - - - - - - - - CA TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T T - - - - - - C T T T C T T T T CACGAC TGT CAC T A - T CGGT AA TGACCAACAAA T CGGC T T - - - - - -
A T T TGT A T T T - - - - - - - - - - GT A T A T T T TGT A T AAA T AA T AAA T A T T A T A - - - - - - - - - - - - - - - - - T AGGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T T - - - T T A T T A T T A T T A T T A T T TGA T A - T AGGA T T T AGAAAAAAACAGAGAACGAA TGA T
GT CAAAAAC T AAAC T CACC T T T A T T T T T C T CC T AGAA T CCAA - AAA T CAA T T AA T A T T TGAA T A T AAGA TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A - - - - - - - - - - TGT T T C T AGT T AC T CAC TG - - - - GT T T T AGAGT A T A TGACGGGT T A - CAAG
T T T T AGA T T - GT A T T T AAACA T T TGT T CACGAAAAAAAA - - - - A TGAAGG - - - - - - - - - - - - - - - AA T - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A - - - T T A T T A T T A T T A T CC TGT AGC T A T CGGGCC T A TGT TGA T A TGAAAAA T A - - - - - -
T T T T AGA T T - GT A T T T AAACA T T TGT T CACGAAAAAAAA - - - - A TGAAGG - - - - - - - - - - - - - - - AA T - TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A - - - T T A T T A T T A T T A T CC TGT AGC T A T CGGGCC T A TGT TGA T A TGAAAAA T A - - - - - -
T T ACA T AC T TGAACGCGGC T A T T T C T A T T TGT CGAAA TGT AGAGAAGCCA T TGACA T T TGCGT CCAAGA TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T T - - A T T A T T AA T A TGC T A T T C T T T T T A T AAAA T A T TGC T T T A T T T T A T T AA T A - - AA T A
T T ACA T A T T - T T A T T CAAA T T T T CC T - - - - - - - - - ACAA - - - - AGCGCCGT T AGT C - T TGGGT T T AA T A TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A - - - T T A T - - A T A T T A T T A T A T T A T T A T C T AACA T AGGGGTGTGCAGT AAA T A - - ACAC
A T T CGTGT T - T AAAA TGCCGT CCCGT T T TGGGTGAAAAAGA - - ACAA TGG - - - - - - - - - AAGT A T A T T - T T A T AACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT AA T TGA T T A T T T TGAA T AAACA T T T T T A T T A T T A - - - T T A T T A T T A T T A T A T T T CAA - - - - - - - - - - - - - - - - - AC T CGAAAAA T AGT AAAA
A TGCAGGAC - AGA T TGAAGTGTGTGT A T T T T AAA T AA T AAAA - AAA T T AGT T AA TGT T T AAGT A T - - GA TGGCAACAC TGGCACGAAGTGT AA T AGAAGT - - - - - - - - - - T AC T T TGT A - - - - A T T A T T T TGAA T AAACA T T T T T A T T A T T A T A T T T T C T T T T T C T T T C T T C T CAC T AC T T TGT T C TGAAGT A - - - - ACGGGT TG - CAAG
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TE: rnd_5_family_5268.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_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 2525bp; fragments: 122; full length: 15 (>=2272.5bp)
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No TE domain detected

After TEtrimmer 2525 bp
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TE: rnd_5_family_5268.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

 size: 2830bp; fragments: 113; full length: 0 (>=2547bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_5268

 size: 3194bp; fragments: 188; full length: 16 (>=2874.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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