
Start crop Point End crop Point

MSA length = 2060
T T T TGT A T TGGT T T A - - - A TGAA TGCAACGGA TGA T ACCACACAAAA TGC - - - - - - - - - - - - - - - A T AGGCAAGT T T CA TGT T T T T CAA T T T C T A TGT CA - - - - - - - - - - TGGAA T T T T T CAA T T T CC T A TGT A T TGT AAGT A T T AAGGC T T AA T - - - - - T AA T AAAA T CA TGT ACA TGCCAGT CAAAC T AA T AC T AAA T T AAA T T AAA T
T AA TGAAC T T T T T T T T ACGAAAAAAA T ACCAGT A T T - T T T T T A T AA T CCC - - - - - - T TGT T CACAA T AGGCA TGT T T CGTGT T T T T CAA T T T C T A TGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T ACGAGT AGT - - - - - - CGAA T T AAA T T T C T T T CAAA T T TGT C T AA T T
A T T T C - - - - - - - - - - - - - ACCAAAC T CAAGAACGCCA T ACCC T AAC TGAC - - - - - - GT AAAC T T AA T AGGCAAGT T T CA TGT T T T T CAA T T T C T A TGT CA - - - - - - - - - - TGGAA T C T T T CAA T T T CC T T TGT A T TGT AAGT A T T AAGGC T T AA T C T A T A T AA T ACAA TGA T T T A T T TGCGAA T T T A T A T T T T TGGT AACA TGCC T A T AC
- - - - - - - - - - - - - - - - - - T T A T AAAA T AAACGT T T T A T T T T AAAAAC T T CAC T T T A T T T T A T T T AA T AGGCA TGT T T CA TGT T T T T CAA T T T C T A TGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T A T T AAAGT ACC T T CGCGGT C T TGC T T T T T T T - - - - - - - - - - - - - - -
AAGCG - - - - - - - - - - - - - T T T AAC T CGAGT AA T CGCA T T A T TGAAA T CGC - - - - - - - - - - - - - - - - - - - AAA T T CA T CGGT T T T T CCCA T CAC T A - GT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGTGAAAAA T CAC T T ACGACGT T T CGT T T C T TGGGCCA T CA T CAAC T
- - - - - - - - - - - - - - - - - - AC T AGAACCAGA T AA T T T AACCCA T TGAC T ACGT C T T A T T T TGTGCAA T AGGT AAGT T T CA TGT T T T T CAA T T T A T A TGT CA - - - - - - - - - - TGGAA T T T T T CAA T T T CC T T T T T A T TGT AAGT A T T AAGGT T T AA T C T A TGCGA T ACAA - - - - T T A T T TGCGAA T T T A T A T T T T T T AAAACA TGCC T A T T C
GA T T A T A T CA T A T T C T AA - - - - - - - - - - - - - - - - - - A T T T T T T T C T CCACA T T T T - GT T T A T A T AA T AGGCAAGC T T CA TGT T T T T T AA T T T C T A TGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGAAA T AA TGAA T C T T T CAA T T T T T CAA T A T T T T A TGAA T AGAGA TGAAA
AA T T A - - - - A T T A T A T - - - - AAAGGT CA T AAAGGT T AAC T T T C T AACCA T - - - - - - T T AC T AA T AA T AGGCAAA T A T CA TGT T T T T CAA T T T C T ACGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AACAAAA T T CAC T ACA T A T A T CC T TGT T T T CAC TGT T A T ACA T A T A T T T
T AC T A T A T T A T AA T C T AC T T C TGAAA T A TGAGTGT T - - - T T T T AA T T T AAA T T T AACA T T C T ACAA T AGGCA TGT T T CA TGT T T T T CAGT T T C T A TGT CA - - - - - - - - - - TGGAA T T T T T CAA T T T CC T T TGCA T TGT AAGT A T T AAGGC T T AA T A T A TGCGA T ACAA TGA T T T A T T TGCGAA T T T A T T T T T T A TGAAACA TGCC T A T T A
TGGT A T T T T AA T C T T CAC T ACACAAAGAGAAA T A T T A TGC T T CAGA T TGCA T T T TGT T T AGCGT AA T AGGCA TGT T T CA TGT T T T T CAGT T T C T A TGT CA - - - - - - - - - - TGGAA T T T T T CAA T T T CC T T TGT A T T A T AAGT A T T AAGGC T T AA T C T A TGCGAAACAA TGA T T T A T T TGCGAA T T T A T T T T T T T TGAAACA TGCC T A T T A
AA T AA T A T T AC TGT C T - - T AAAAAAC T AAAAA TGT T AA T T T T CAGAC T AC - - - - - - T T T C T TGCAA T AGGCAAGT T T CA TGT T T T T AAA T T T C T ACGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T AA TGT C T T T CACA T C T CCAAA T CC T CAC T T TG - - - - - - - - - - T T
T A T T T T A T TGT T C T T T AC TGCACACA T AAGAA T T - - - - - C T T CAGT T CC T A T T T T ACCCGC T A T AA T AGGCA TGT T T CA TGT T T T T CAGT T T C T A TGT CA - - - - - - - - - - TGGAA T T T T T CAA T T T CC T T TGT A T TGT AAGT A T T AAGGC T T AA T C T A TGCGAAACAA TGA T T T A T T TGCGAA T T T A T T T T T T T TGAAACA TGCC T A T T A
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TE: rnd_4_family_1549.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: 2060bp; fragments: 1138; full length: 19 (>=1854bp)
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After TEtrimmer 2060 bp
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TE: rnd_4_family_1549.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_rc.fa
 size: 2406bp; fragments: 879; full length: 0 (>=2165.4bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1549

 size: 1265bp; fragments: 950; full length: 59 (>=1138.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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