
Start crop Point End crop Point

MSA length = 6324
C T AAGT T - - T C T CA T T T T T T A T AACAGAA TGA TGGA T AGGAGAGT T A T AGCACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TGT - GT T A T T TGGAC T TGAGT C T CA T AAA - - - - - C T CACAGT AAGC T T T ACGAAC T C TGGA T T T T T C
- - - - - - - AA T C TGA T T AA T CAGT A TGT CAGT CA T - - A T T T T A T A T A T T AGCACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AAAAGA T T CA T T T CA T AGT CA T CGC TGACGC T A T T T T T T T C
- - - - - - - - - - - CGGT T T AC T ACAC T T A T A T T A T - - - T AGT T AC T T AC T AGCACAGA T AACACA T AA T CCAGA TGGC T A T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAAGAGCCA T C TGGA T T A TGTGT T A T C TGTGAAAGT T T AAAC T T T AA T C T CAA T TGAAAC T C T C T AAACAAC T A T CAGT TGAAC T AGT T T T T T A
T AGCGTGT A T CC T AA T T AA T AA T T TGT AA TGGT T AA T A T T AACA T ACAAACACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TGTGGAAA T T T - - - - - - - - - - - - - - - - - - - - A T T CCAAAAA T AAGC T T T AAACG - - - - - - - - - - - T C
GGCGCCGAA T T T T AA T AA T T CGT T T T T AA T C T - - - - A T C T A T AC T AA T A T CACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TGTGAAAGT T AAAAC T T T CA TGT T ACGA T AG - - - T T T T T AA T AAAA T T T A T AGT T AC TGAA T T T T TG
T T T C T T AAA T CCAAGA T A T TGGC T TGT A T CCA T TGAAAA T T AGC T T A T A T CACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACAC - - AAGGAGCCA T C TGGA T T A TGTGT T A T C TGTGGAAA T T CAAA TGA T AA T C T T A T AAAAAA T T T T CA T CACAGGCA T CA T T T AAACACAC T T T T TG
A TGT T T A - - - - - - - T T CAC T A T T T TGT A T T CGT - - - AAGT T A TGT A T AAGCACAGA T AACA T A T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TGT - GT AA T T T - - - - - - - - - - C T TGT AA T AA - - - - T T TGAA T AAACA T T A TGT A T A T T A T T A T T A T T
AAC T T TGAA T C T AC T T CAGTGGCA T ACAGACC T T - - AA T T AA T A T AAAACCACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TG - - GAAAC T T AAAC T T T AAGCCC TGAAGAA - - - - C T T T T A T CA T TGT TGT T T TGAC TGT T T T T A TG
CA T A T TG - - - - T AA T T T A T T T T AGT A T A T T T T T TGA - - AGAAGGT AGT A T CACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAAAAA T T CA T T T CA T AGT T A T CGC TGACGC TGT T T T T T T C
- - - - - - - - - - - - - - - - - - T T T T T T T T CA - - - - - - - - T T T T AGGGT A T T A T CACAGA T AACACA T AA T CCAGA TGGCCA T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - ACACGT AAGGAGCCA T C TGGA T T A TGTGT T A T C TGTG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T AAAAA T A T T T T T A T AAAA T C T AC TGT T T T C
- - - - - - - - - - - - - - T T TGT T T TGC TGT - - - - - - - - - - - - - - - - GT AA T ACCACAGA T AACACA T AA T CCAGA TGGC T A T TGC T T ACGGAACAGCA TGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AA T T A T T A T CA T A T A T T T TGC TGT T T T A
T A T A TGCAAC T T AGT A T T T T CA T A T CCAA T TGT AGAAA T T TGC T T A T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGAAA T AA TGT T TGT AAAGA T CGA T T T T T - -
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TE: rnd_4_family_176.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: 6324bp; fragments: 64811; full length: 45 (>=5691.6bp)
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No TE domain detected

After TEtrimmer 6324 bp
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TE: rnd_4_family_176.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: 6633bp; fragments: 56816; full length: 40 (>=5969.7bp)
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TE: rnd_4_family_176
 size: 546bp; fragments: 253; full length: 0 (>=491.4bp)
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Before TEtrimmer 546 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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