
Start crop Point End crop Point

MSA length = 4393
- - - - - - - - - - - - - - - - - - - - T T T AA T T T AAAAGGCAAAA TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AC T T T A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CAAAAAA TGT CC T T T A T A TGT - - - - - - - - - - - - - T A T CCA T CC T T T T TGT T A T T T C -
AA T T T AGGGT T T CGA T T T T - A T T T AAAAAA T AA T T AAA T AGAGA T T A T AA - - - - - - T TGAGT T T AA T A T A T T A TGAC T T T A T A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CGAAA T A T A T T C T TGT AGA T T T T - - - - - - - - - - - - - - - - AGTGT T T AAACAA T T C T A
GAAA T CAGA T AC T AA T T AC T T C T CAGA T A - - - - - - - - - - - - - GA T A T TGT A T T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T A T TGGGAAGT T AA T CACCGCG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CGACGA TGGT TGA T C T AC T CC T CAGCGCCGCCAAAAA T CG - CCA TGAAGA T T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T C TGT TGCCA T T T AGAA - - - - - - - - - - - - - - - - - - - - - - T A T T T T T C
- - - - - - GGGGAC T CC T T C T T CCC T AGT T A TGAC T CAAGT A - GGACACAA T - - - - - - - - - - - CGCGGTGA T T AAC T T CCCAA T A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T ACAA T A T C -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T C T T T T AGTGT CAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GGTGA T AA TGACAC T T AAAAGT T T T AA - - - - - - - - - - - - - - GT AGTGC T C
- - - - - - - - - - - - - - - - - - - - A T TGAGCAACAAAAAGAA T TG - AGAGGGAAA T T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAG - - - - - AA TGT T TGC T CAGCA - - - - - - - - - - - CA T C T A T AA T A TGGT T - - - - GT T CAAGT A T T T - - - - - - - - - - - - - - - - - -
T CGACAAA T AGCAAC T AAA - - TGGCA T T AAAA TGAAAC T AA - A T T T T AGT A T T TGCC T - - - - - - - - T A T C T A T T T ACCCC T T T T TGACAC T AAAAGAA T T - - - - - - - - - - GAAGT T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T - - - - AAAGA T CCCC T T T T TGT T C T AAA - - - T T AA T AAC T T T T T T T T A T C T CCCGT TG
AAAACAGGGGTGT CC T AA T CGGTGCA TGAA TGT AAAAA T CAAAC T T AGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T C T T T T AGTGT CAA - - - - - GAA T AGT A TGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T A T AAA T T T C T T T ACAGT T T T T C TGACGA T T AGAAA T T AG - AAC T CCAAA T T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T T CCAAA T T T T TGT T C TGGACGT T T - - - - - - AA T ACGAA T T T C T C T C T A T AGGT T T T A T AGC T - T T T A T T A TGT AA T A T T A
AGA T T AAAA T T A T AAGT A T C T T T T A T T T AA T AAGA T AA T T T - T AAA T A T AGT T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T A T AGGGT T - T TGC T CACCA T A TG - - - - - - - - - - T T T A T T AA T T T T T T AAAA T T T TGA - AA T T - A T A T T TGT A T AA TGT T -
A TGACAGT TGT T CAGT AA T - - T T T AGT T AA TGAGAAAA T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T - - - - AAAGA T AC T AA TGT T TGT T T AAAGT T T T A - - AACCA T T T T C T A TGTGGCGT T C
AAGT CAGT T T T C T A T T AGT - - - - - - - - - - - - - - - - - - - - - - - - AAA T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT T T A TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CAAAAAACC TGT TGT T T A TGT T T T A T A - - - - - - - AAA T T - - - - - - - - - - - - - - - - - A
- - - - - - - - - - - - - - - - - - - - T T TGCA T T T T T T AGGA T T T T A - - - - - - - - - - - - - - T T T CGA T AA T T T AGACGA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T - - - - AAAGA - - - - - - - - - - - - - - - - - - GT T T CAAGGT T T - CC TGT C T T A T T T T C T T C
ACGCCAGGAAACCAGT A T T T T T TGGAC T AC TGAAA T CA T CG - - - - - - - - - - T T T C T T TGAA TGTGGT AGACAA TGA T T CAGT A T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA - - - - - - - - - - - - - - - - - - - - - - - - - A T A T CGT C T AAA T T T T AAA - - - T T AC TGGA T A T T T T A T A TGT T AC T A T A
- - - - - - - - - - - - - - - - - - - - - T A T AGT T AAAA T A T AAA T A T A T AGGA T A T - - - - - - TGGAA T A TGT TGA T T T A T T T T T CAAAA T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CAAAAAAAA - - - - - - - - - - - - - - - - - - - T T T T AA T T A T T A T T T T T T T TGCCA T A T T -
GGT T T AAA TGCC T A T T AAG - GT CC TGT T AGCAGACAAAC T AA T C TGCCGT - - - - - - - - GAA TGTGA T TGC T AGTGA - - - GA T T T TGACAC T AAAAGAA T T - - - - - - - - - - GAAA T T C T T T T AGTGT CAA T AC TGAA T CA T TGT C T ACCACA T T CAAAAAA T A - - - - - - - - - - - - - - - - - - - - - T T AA T T A T T C T T T T CGCCA T CC T CC TG
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TE: rnd_4_family_2225.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 4393bp; fragments: 31223; full length: 0 (>=3953.7bp)
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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 4393 bp
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TE: rnd_4_family_2225.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: 4703bp; fragments: 30018; full length: 0 (>=4232.7bp)
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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_4_family_2225
 size: 1553bp; fragments: 10883; full length: 282 (>=1397.7bp)
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TE consensus genomic coverage plot (bp)
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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 1200 1400

TE consensus structure and protein hits (bp)

No TE domain detected

Before TEtrimmer 1553 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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