
Start crop Point End crop Point

MSA length = 2321
C T ACACGACAGAGT A T T T T T CAAAA T T T TGGCAA T A T CACGAA T TGCAACAAGAC T CA T AA T T T T T AAAAGAAAA T T CGA T AC TGT AGT A T T AA T AGT T T - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACAACAACA - - - - ACAAAAA T CACA T
C - - - - - - ACAAAA T T T T T T T T AAC T AA T AAA T T A T AA T ACAAGT T A T AGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T - A T T A T T A T T A T T T AGT AAAAC T C T A T A T CA T TGT - - - - - - - - - - - - T
- - - - - - - - - - - - - T C T C T T T T AGTGTGT AGAAGAGC T T AA T AAC TGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T - - - T A T T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A T C TGCAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T - A T T A T T A T T A T T A T A T T AACC T A TGAAAAA T CC T AC T A T ACC T CC T C
T CAC T CGACACAGT CCA T TGAAA T A T AGT AAAAA T ACCCAGAGT CAGAA T AGGAACCACAGT TGT T AAACGAAAA T T CGA T AC TGT AGT A T T AA T AGT T T - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T
C T ACACGACAGAGT A T C T T T CAACA T T T TGGT AA T A T CACGAA T TGCAACAAGAC T CA T AA T T T T T AAACGAAAA T T CGA T AC TGT AGTGT T AA T AGT T T - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T T AAAGT T CGT A T AAA T A T A TGT CC T AGAA T A - - - - C T T AGT T A TGT A -
C T T T ACC T AAGAGT A T C T T T CAACA T T T TGGCAA T A T CACGAA T TGCAACAAGAC T CA T AA T T T T T AACCGAAAA T T CGA T AC TGT AGT A T T AA T AGT T T - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AA TGT T T A T T A T T A T - - - T A T T A T T A TGGAACGAAAA T ACCAGA T C - - - - AAAAAA T A TGT - T
C T ACACGACAGAGT A T T T T T CAACA T T T TGGCAA T A T CACGAA T TGCAACAAGAC T CA T AA T T T T T AAACGAAAA T T CGA T AC TGT AGT A T T AA T AGT T T - - - - - - - - - - AC T A T T C T C T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T T T T - - - - T T A T T A T C TGT T TGGGC T C T AAAAC T - - - - AC T AAA TGT T CA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T CCGA T T T A T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T T AGT T - - T AA T T T A T T T AGT AA T AAA T T C TGACA T A T TGTGCAAGCCA T T T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T AGTGT AAC T AGCGT A T ACCAGCGA - - - - - T T CA T T AA T CA T T TGT AA TGGGA TGA T AAAGCA - - - - GCAAGAA T T T C - A
- - - - - - - - - - - - - T A T C T T T AAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T - A T T A T T A T T A T TGCA T A T AA T T C T AAGCAA - - - - ACAA TGT ACC T A T
- - - - - - - AAGGAGAA T C T CC TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGT T T A T T A T T A T T T T CAC TGC T CCGAACAGGGGGGACAAGA T A T TGT ACGAACAA TGT - T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T C T A T CACAA T T T T A T A T TGT AA T T T AGAAA T AAAGTGT T T TGT T TGT - - - - - - - - - - - - - - - - - - GT T TGCAAGA T A T TGT - - - - - - - - - - - - G
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TE: rnd_5_family_4191.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 2321bp; fragments: 116; full length: 6 (>=2088.9bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 500 1000 1500 2000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 2321 bp
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TE: rnd_5_family_4191.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: 2637bp; fragments: 119; full length: 3 (>=2373.3bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (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_4191

 size: 1167bp; fragments: 95; full length: 18 (>=1050.3bp)
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TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 200 400 600 800 1000

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1167 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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