
Start crop Point End crop Point

MSA length = 5062
AA T AGGGCACAAAGT T T T A T A T AAAA T T T AA T - - - - - - - - - - - - - - - - - - A T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AAA T A T A T T T - - - - - - C T AAAA T AAAA T AGAC T AGAAAGT CAA T T AA T T AA T A T TGAG - - AA T T AC T A
A T AAAGGCA T T T A T T T T T A T T TGT AA T A T A T TGT AA TGT AAA T T CAAC T AA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T T T - - C T CA T C T TGAA T AA T A TGT AACAGCAAAA T TGAAGC T A T AAA T T T AGGGT AA T AA T TG
GT A T AA T T AGGT A T A - - - - - - - A T AGT A T T T T CAA T T A T ACA - - - - - - - - A T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AAA T A T A T - - - - - - - - - - - - - - - - GAC T A TGC T A T CA T A T T T T AC T AAAGAGGT TGGG - - T AGAA T T C
GCAAAGT TGGA T A - - - - - - - - TGTGGT T CCAAA TGT ACAAAA T AAA T T A T A T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T T A T T - - - - - - T T AAAAAA T A T T T T T TGAAAGGACCCCGT A TGAGC T A T T T ACGT - - - - - - - -
A TGGTGA T A T ACAGT A T T A T A TGT T A T T T AAC T T T T C T AGAA - AA T T ACCA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GACC T T CC T T ACAGGT AAA T CGT T T AA T C T C T AA T T A - - CC T C T AAGC - - A T A T AGTGGCCAA T AACAAAA T CA T T ACAA T ACAGT T T AGT T AA TGA T T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T T T C T - T AA T C T T A TGGCACGAA TGGT TGAGGTGT CGCCAC T CAGTGA TGAGTGT C T CAAGAA
T T CAAAA T AAA T T T A T CAA T AAAAGGT T CAA T A T T A T T T AAAAAAA T CCCA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T AGAGGT AAGT CGT T T AA T C T C T AAA T C T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGC T AA T A
A TGCGAA T AAAAA T A T T T A T A TGTGT T T TGA T TGA T T T T AAA T AA T TGAAGT T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T AC T T CC - - - - - - - - - - - A T T T T T AA T CA T AAAA T TGGAC TGGTG - - - - - - - - - - - - - - - T T C
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CAC T C TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T A T A T A T AA T T - - T AA T T T T A TGT AA T TGGT AGA TGA T T ACAAAAAA T T CAA - - - AAC TGGT C
- - A T AGGT AAA T A T TGT T A - - - A T AA T A T AC T T T AC T T T - - - T AGT C T T AA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T AC T T C T AA T C T T AAAGAAGACC T CGCGA T C TGAGTGCGGT T T AAAA - - - - - - - - AGAAACAG
- T ACAGGT AAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T C T C T AA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - GAAC T T CC T T ACAGGT AAGT CGT T T AA T C T C T AA T T A T AC T T C T AA T C T T AAAGAAGACC T CGCGA T C TGAGTGCGGT T T AAAA - - - - - - - - AGAAACAG
A T T T AAA T AAAA T A T T C T A - - TGT T C T A T AAAGT AAAA T T AACGT C T T AAA T T A T AC T T CGAGAGCCCCGT CC T CGAGA T CACCC TGT AGT A T A TGC T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 5062bp; fragments: 1727; full length: 3 (>=4555.8bp)
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No TE domain detected

After TEtrimmer 5062 bp



0 1000 2000 3000 4000 5000

0
5

10
15

20
TE: rnd_5_family_1152.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_rc.fa

 size: 5363bp; fragments: 1727; full length: 2 (>=4826.7bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1152

 size: 3983bp; fragments: 1199; full length: 11 (>=3584.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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