
Start crop Point End crop Point

MSA length = 339
T A T T T ACAA T AGCAAGGGAACA T A T A T A TGT T CCC T TGC T A T TGT AAA T A T T TGT AA T T A TGT AA TGT T T T T ACGT ACCCA T AGT T T A TGC T T AA T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T TGT - C T AAACC TGC T AACGT AA T T T CA T T A T A T AACA T AAGGACACAAA T C T ACCACA T T AC - - - - - - - - AGC TGA T AA TGT
GGT T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAGT AGAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T TG - - - - - - - - - - AAGGG - - T T T T A T T T T A T TGT CC T AAACC TGC T AACGT CA T T T CA T T A T A T T C T T T AAAAA T AAGCA T CGT T A T T AA T C T A TGT C T CAAC T T A T C T T AGA
GGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACAGT AGAGA T - - - - - - - - - TGC T AGT C T T C T A TGT T CCGT TGGT T TGA T C T TGC T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T TGCCC T AAACC TGC T AACA T T A T T T CA T T A T A T ACCGGGAGAAAAGTGAC T CACCCC T A T A T C T T T ACAAAACGAGA T T TGG
GGT T T AGGA T AA T AAAA T AAAAAACCC T T T C T T T C T CAAAGCAGT AGAGA T T T T T AA T T A TGC T AGT C T T C T A TGT T C T C T TGGT T TGA T C T TGT CA T TG - - - - - - - - - - AAGGGT T T T T T A T T T T T T TGT CC T AAACC TGC T ACCGT CA T T T CA T T A T A T AACA T AAGGACGCAAA T C T AC T ACA T T AA T - - - - - T AAAGCAGAAGCGG
GGT T T AGGACAA T AAAA T - AAAAAACCC T T T T T T T AAAAAA T TGCCGACGT T TGT AC T T T AGC T AGT C T T T T A TGT T CCC T TGGT T T AA T C T TGT T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T CGT T C T AAACC TGC T AACGT AA T T T CA T T A T A T AACA T AAGGACGCAAA T C T ACCACA T T ACA T T T A T AAAAA T AA T CCCGT
CGAC T CCGAC T A T AA T AGAACA T AGAAGA T T CCC T T CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T CCC T TGT T T TGA T C T TGT T AC TG - - - - - - - - - - AGGGT T T T T T T A T T T T A T TGCCC T AAACC TGC T AACGT CA T T T CA T T A T A T AACA T AAGAACGCAAA T C T ACCACAAAA T AA T CC - T TGT T CAGT T T C T A
GGT T T AGGACAA T AAAA T AAAAAAAAAC T T T T T A T AAAAAA T TGCCGACGT T TGCAA T - - - GC T AA T C T T A T A TGT T CCC T T - - - T TGA T C T TGA T A T TG - - - - - - - - - - GAGGGT T T T T T A T T T T A T TGT CC T AAACC TGC T AACGT CA T T T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGAGA T A T C T ACA T
AAC TGA T TGC T CAAAAA T T AGA T A T AAAC T T T T A T CAAA T A T AA T ACAGA T T TGT AA T T A TGC T AGGC T T A T A TGT T CCC T TG - - - - - - - - - - - C T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T TGT CC T AAACC TGC T AACGT CA T T T CAA T AGTGA T AAA T AGA T CAAAA T TGT T T T T CGAGA T T T T AC T T A T A T TGCAAGGGA
T A T T T ACAA T AGCAAGGGAACA T A T AAGT T T T CCC T T A T T A T TGT AAA T A T T TGT AA T T A TGC T AGAC T TGT A TGT T CCC T TGGT T TGT - - - - - A T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T TGT CC T AAACC TGC T AACGT CA T T T CA T T A T ACC T AA T AGT A T C T AGA T T T T T T CAGAA T A T C - - AA T - AAAC T AA T T T AAA
T A T T T ACAA T AGCAAGGGAACA T A T AAGC T C T C T C TGAGT ACAGT AGAGA T - - - - - - - - - TGC T AGGC T T A T A T A T ACCC T TG - - - - - - - - - - - T T A T TG - - - - - - - - - - AAGGGT T T T T T A T T T T A T TGT CC T AAACC T AC T AACGT CA T T T CGT T A T A T A T AA T CAAA T T AAGT T A T T T C T AGT AAA T A T T T A T - - A T T T AAA T T AA T
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TE: rnd_5_family_6783.fasta.b.bed_uf.bed_g_1.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: 339bp; fragments: 400; full length: 16 (>=305.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 339 bp
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TE: rnd_5_family_6783.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 639bp; fragments: 400; full length: 0 (>=575.1bp)

TE consensus (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_6783

 size: 434bp; fragments: 340; full length: 2 (>=390.6bp)
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TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 100 200 300 400

0
10

0
20

0
30

0
40

0

TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 434 bp



Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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