
Start crop Point End crop Point

MSA length = 7321
GAA T T C T C T - T C TGTGA T - - - - T T A T T T ACA T ACA T TGACAGGAGA - - T T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - T T AAAAACCA T T CCAC T TGAGT T T A TGA T T CGA - - GAGAA T CGCGA T C T
GAAGGGT T C - T T TGT TG - - - - - - - - - AAGTGTGT T T T CA T AGCA - - - - T T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - T T A T - - - T C T T CACGT T AGCA T T A T T AAAA T AA T T AAA TGT T AA T A T T T
- - - - - - - - - - CC T C T AA T A - - - - - - - - - - - - - - - - - - T AC T AGA T A - - C T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - - - - - - - - TGGC T T T AGT T CAAC T ACCCAA T CAGA T - - - - - - - - - - - - - -
CGAGAACACGC T T T AAGT - - - - - - GT ACGAACGAAC T - - - - - - - - - GACACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T C T AGAA T CGGGT A T T T T T CGT T AAC TGAACAA T - AAAA T T CGT T A T T C
CGAGCC TGGAC TGACAACAAA T T T ACGT A T A TGTGCA TGT AGA T T AAGGGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACGAGGAC - - - - - - - - - - GAA T T A T A T T T AGGAC T C - - - - - - - - - - - T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T T ACA - - T CGT T AC T T T TGCGCCGGCAGT A - - - - - - - - - - - - - - - - - - -
T AA T CA TGT A T T CC T T A T AAGT T T A T T A TGA TGT A T T CACGA T A T AAAGACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T T A TGAA T T ACCAAA T CCAAAA T AACCGAG - AA T T AAAAA T A T A T A T T T
T AA T T AC T T AGT TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - - - - - - - - - - - - - - AA T T TGCA T T - - - - - - - - - - - - - - - - - - - T CAA T TG
CGCCCAC T CA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - T A T TGAA - TGT AGAA T T T T T A T TGA TGGAA - - - - - - - - GT TGT C T A T T T
GGAAACCAGAGC TGAAACAAGA TGA T A TGAAGACC T T AA TGA T A TGAA TGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGA T AAAGAA - CGACGT TGT CAGA TGGA T AAGG - - - - - AGAAA TGGAACCAG
- - - - - - - - - - T T T T T AA - - AA T T - - - AAA T A TGT A TGT T T AAAACAAA T ACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - - - - - - - - - T A T T T T A T C TGT A TGA T T T AAACAA T T AAGA T TGA T T A - - -
AGAAAA TGT - T T T T T AA T AAA T A T A T AAAAACA - - - - CGAAAAA T - AAA T CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T CACGA - - T ACCACC T C T AAAA T A T T - - - - - - A T T AA - T C TGT A T A T T C
TGGT TGCACAC T T TGAGT - - - - - - - - - - - - - - - - - - - GT TGAGGT AAACACCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGT T AAAGT A - CA T A T AAGTGT T A T A T AA TG - - - - - - - - - - GT T ACCAA T AA
GGCGCGT T T - AC T T TGA - - AA T T CGCA TGGACGCGCCCGCGAAA T - AACGCCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGGC T CCAGAA - CGGCACC T T T AGT A TGGT C TGC - - - - - - - - - - - - - - - - - - -
CAAA - - - - T - T T CA T AA - - - - - - - - - AAA T A T A T A T CCACA - - - - - - - - - CCCAGGT AACAA T T TGA TGT T C T A T AAAAA T CGT AAGAACGT T T CCAGAG - - - - - - - - - - A T A T AAA TGT T C T A T T AGC T T AAA T T T A T AGAACAAC T T TGT T AGC TGGG - ACA - - - - - - A T AACA T CAGAGT T A T T AAAA - - - - - AAA T T T AACCACGC
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TE: rnd_5_family_1440.fasta.b.bed_uf.bed_g_1.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: 7321bp; fragments: 6410; full length: 15 (>=6588.9bp)
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No TE domain detected

After TEtrimmer 7321 bp
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TE: rnd_5_family_1440.fasta.b.bed_uf.bed_g_1.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: 7621bp; fragments: 6407; full length: 15 (>=6858.9bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1440
 size: 717bp; fragments: 156; full length: 1 (>=645.3bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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