
Start crop Point End crop Point

MSA length = 415
CAA T CGA T A T C - - T CGAAGA T AC TGGT C T AGA TGCGGGCCGCCCCCGA T A TGT AACGGACCAC T T AGCGGCCGT AGAA - - - - - GGGT CCAGAACAA T CGA - - - - - - - - - - AA T AAAAAAGACGT T T AA T T A T CCACACGGAACCCAGCAAGAACGT AACAA T A T TGC T T T AGGA T AC T TGGCGTGT AC T T A T AC TGAA TGACGACAAAA -
CAA T CGA T A T C - - T CGAAAA T AC TGGT C T AGA TGCGGGCCGCCCCCGA T A TGT AA TGGACCAC T T AGCGGCCGT AACG - - - - - T - - GCCAGAACAA T CGA - - - - - - - - - - AA T AAA T - AGACGT T T AA T T A T CCACACGGAACCCAGCAAGAACGT AACAA T TGG - TGT CAGGGTGGGTGTGAGA T AA T T A T ACACAA T AAAAA T ACAA -
CAA T CGA T A T C - - T TGAAAA T AC TGGT C T AGA TGCGGGCAGCCCCC T A T A TGT AACGGACCAC T T AGCGGCCGT AGAA - - - - - CA TGCCAGAACAA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T CA T T A T CCACACGGAACCCAGCAAGAACGT AACAA T TGG - TGT CAGGGTGGGTGTGAGA T AA T T A T AGACAA T AAAAA T AAAA -
CA - - - - - - A T C - - T CGAAAA T AC T CA T C T AGA TGCGGGCCGCCCCCGA T ACGT AA TGGACCAC T T AGCGGCCGT AGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T AAA T AAGAAGT T T AA T T A T CCACAAGGAACCCAGCAAGAACGT AACAA T AGG - TGT CAGGGTGGGTGTGAGA T AA T T A T AGAC - - - - - - - - - - - - - -
T ACCGCACA T CGT C TGAA T AGC TGCA T T T AAAAA TGCGCCAC T T CGA T A T TGT AACGGACCAC T T AGCGGCCAAAGAACAAAAAA T ACCAGAA T AA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCACACGGAACCCAGCAAGAGCGT AACAA T A T T AAA T CAAAGGGCGT AAAAAA T CAA T ACAGA T T A TGT T AAAGT AAA
T A TG - - - - - - - GT T AAA T AA T AGT A T T T T T TGA - - - - - - - - - - - - - - T AGTGT AACGGACCAC T T AGCGGGCGT AGAACAAGA TGTGCCAGAACAA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCACACGGAACCCAGT AAGAACGT AACA - - - - - A TGCCAGA - - - - - - - - - - T A T AAAGA TGAAAAAAGT CA T AAAGAA
- - - - - - - - - - - - - TGAAGAGT C T TGT T T T T CA T - - - - - - - - - - - - - - T A T TGT AACGGACCAC T T AACGGCCGT AGAACAAGAGGTGCCAGAACAGT CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCACACGGAACCCAG - - AGAACGT AACA T T A T AA TGCCGAGT TGGACACCC TGT ACA T ACACA T AAAA T CA - - - - - - A
TGT T AAA T - - - GT C T T AAAA T CACAA T T T T CCCAGACAC T A T A - - - - T A T TGT AACGGACCAC T T AGCGGGCGT AGAACAAGAGGGT CCAGAAC T A T CGA - - - - - - - - - - AA T AAA T AAAACGT T T AA T T A T CCACA TGGAACCCAGCAAGAACGT AACA T T A TGA TGGCAAA - - - - - - - - - - AA T AAAAA T AGCA T AAGT AA T T A - - - A
CGT T T CG - C T C - - T CGA T A T AC T T T C T T CAGACACAC T T T ACCCCCGGT A TGT AACGGACCAC T T AGAGGCCGT AGAA - - - - - CGTGCCAGAACAA T CGA - - - - - - - - - - AA T AAACAAGACGT T T AA T T A T CCACACGGAACCCAGCAAGAACGT AACAA T TGG - TGT CAGGGTGGGTGTGAGA T AA T T A T AGACAA T AAAAA T CAAA -
T C T A T CAGT CCGT ACCAGAGGC T CGC T T TGCAA - - A T ACCGT CCGGGCAGTGT AACGGACCAC T T AGCGGGCGT AGAACGAGAGGGCCCAGAACAA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCA T ACGGAACCCAGCAAAAACGT AACA - - - - - - - - - - - - - - - - - - - - - - - - A T A T T T A T T AAC T AAGT A T T T A - - - A
CGGAAGA T T TGGT CAAAGT A T T T T T T T T T C T AAA T ACGA TGT A - - CA T A T TGT AACGGACCAC T T AGCGGT CA T ACAA T AAGAAA T ACCAGAA T AA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCACACGGCACACAGT AAGAACGT AACAA T A TG - T T T CAGA - - - - - T A T A T T T CAGA TGT AGGT ACGA T CAGAGA TG -
T T T AAGA T T - - GT CAAAAAACC TGT T T T T T T AAACA T CC TGT A - - - A T AGTGT AACGGACCAC T T AGCGGCCGT AGAACA - - - - - - - CCAGAACAA T CGA - - - - - - - - - - AA T AAA T AAGACGT T T AA T T A T CCACACGAGACCCAGC T AGAAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGAA T A T AACAA T AGGAAC T - - - - -





0 100 200 300 400

0
5

10
15

20
TE: rnd_5_family_747.fasta.b.bed_uf.bed_g_3.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: 415bp; fragments: 684; full length: 34 (>=373.5bp)
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No TE domain detected

After TEtrimmer 415 bp
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TE: rnd_5_family_747.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 715bp; fragments: 690; full length: 0 (>=643.5bp)
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TE consensus genomic coverage plot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_747

 size: 478bp; fragments: 738; full length: 43 (>=430.2bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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