
Start crop Point End crop Point

MSA length = 366
- - - - - - AGA T T T C T AAAC T A T T CCAACA T T T A T T T CACACA T C T T C T T T T T T T T A T AAAGT TGC T C T C TGAA T ACGGT CAA TGT A TGA T A T A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T T A T T T TGGA T TGACAACAC T AGAAA T T AGA T T - - - - - - - - - T T A T CACAGT T T AGT T A T CACAGGCAA T AA T A T CACAGT A T A T T TG
- - - - - - AGA T T T C T AAAC T A T T CCAACA T T T A T T T CACACA T C T T C T T T T T T T T A T AAAGT TGC T C T C TGAA T ACGGT CAA TGT A TGA T A T A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T T A T T T TGGA T TGACAACAC T AGAAA T T AGA T T - - - - - - - - - T T A T CACAGT T T AGT T A T CACAGGCAA T AA T A T CACAGT A T A T T TG
GGACGT AC T T AAGT CGC TGC T AAAAGT AACCAGCGCGT T AAGC T CA T C T T - - - - - - - - - - - - - - - C T C TGAA T ACGGCCAA T A TGTGGTGT A T C TGCA T T - - - - - - - - - - ACACAGT T T A T A T T T T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CACCCAA TGA T C T T T C T C T - - - - - - - - - - - - - - - - - - - - - CGT A T T T TGC
- - - - - - GCA T T AAAAAAAAAACACAACA T CCA T A T CACAAA T A T CACAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC T T - - - - - - - - - - ACACAGT A T AAA T T A T T T TGGA T CGACAA T AC T AGAAA T T AGA T - - - - - - T A - - AAA T T AC T T ACGT TGGAA T A T T T CAAAGCAA T C TGCACCA T T CCAC
- - - - - - A T T TGGGT T AGAA T CGAAAAAAC T CA - - - - ACAGAAGT CC T TGGT T T T A T AAAGT TGC T C T C TGAA T ACGGCCAA TGT A TGGTGT A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T T A T T T TG - - - - GA T AACAC T AGAAA T T A T AA T T T T AA T A T AA T A T T T T A T T T CA T T - - - - - - - - - - - - CAAAAACAA T AAC T T - CAG
GA T TGT A T A T TGT T AA TGT T T A T TGA TGT T T AC T - - GT AGAGA TGGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACAGTGT AAA T T A T T T TGGA T TGACAACAC T AGAAA T T AAA T T T T T ACAGTGACA T T A T A T - - - - - - - - - - - - - - - - AAACCA T AAA T AC T A T T T CA T
- - - - - - GCA T T AAAAAAAAAACACAACA T CCA T A T CACAAA T A T CACAAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T - - - - - - - - - - ACACAGT A T AAAGT A T T T TGGT T CGA T CC T A T CCCAAA T T AAA - - - - - - - CACAAAA T T A T T T TGGGA T CAACAC T AGAAA T T AGCAAACAACA T T - - - -
GAAC - - A T T T T CACGGT AACAAAAAAGA - - - - - - - - AAAAAA T T AA T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT A TGGT A T A T C TGCA T T - - - - - - - - - - ACACAGT T T AAA T T A T T T TG - - T T AACAC T AA T T TGT A T T T - - - - - - - - - CA T A T A T T A T T T T T ACA T T TGAA T TGA T CAA T AAA T AAAA TGT A T T A T AA
- AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT TGC T C T C TGAA T ACGACCAA TGT A TGGTGT A T C TGCA T T - - - - - - - - - - ACACAGA T CAGA T T AGT C TGACGT AACAA T A T T - - - - - - - - - - - - - - - - - CA T A - - - - - - - - - - - - - - - GCACAGAGAGT AAGACGCAAA T T T A T AC T AC
- AACA T ACGC T AA T CAAAA T T AA T AA T AA T CA T C T T ACAAAA T C T AAA T A - - - - - - T AAGT TGC T C T T TGAA T ACGGT CAC TGT A TGGT A T A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T T A T T T T AGGT CGACAACAC TGGAAAC T AAA T T T T CGACGCC T T T TGA T T T T T AGT A T T CAACC T AGGAAAA T T CAACCGT A T T T T AA
AGACGT T T C T T AGC T A TGT C TGA T AAAAA T CGGT T A T T AAAAGT TGTGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACACAGT A T AAA T T A T T T TGGA T CGACGACAC T AGAAA T T AGA T AA T T AA TGTGAAA T T TGGTGTGTGT TGCCCAGAACCAGAGA T A T AGT CCA T CCCGC
GAACGT A T C T CGGTGAAAAA T AGAGGGAA T AA T T - - ACCAAA T ACGT - - - T T T AACAAAGT TGC T C T C TGAA T ACGGCCAA TGT A TGGTGT A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T CA T T T TGGA T CGACAACAC T AGAAA T T - - - - - - - - - - AA T AAAA T CA - - - - - - - - - - - AAAACGA T AACAAGAAAA T T AAAC T - GAA
- - - - - - A T T TGGGT T AGGA T CGAAAAAAC T CA - - - - A T AGAAGT CC T T TGT T T T A T AAAGT TGC T C T C TGAA T ACGGCCAA T A T A TGGTGT A T C TGCA T T - - - - - - - - - - ACACAGT A T AAA T T A T T T TG - - - - GACAACAC T AGAAA T T A T AA T T T T AA T A T AA T A T T T T A T T T CA T C - - - - - - - - - - - - CAAAAACAA T AAC T T - CAG
- - - - - - A T T TGGGT T AGGA T CGAAAAAAC TGA - - - - ACAGAAGT CA T - - - - - - - - - - - - - - - GGCC T C TGAA T ACGGCCAA TGCA TGGTGT A T C TGCA T T - - - - - - - - - - ACACAGT A T T AA T T A T T T AAAAAAAACAACAAAAAA - - - - - - - - - - - - - - TGT ACAA T CACA T T T CGT T T CGAGGAA T T AA T AAGCAAA T T A T A T - - - A T
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TE: rnd_1_family_700.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_ce.fa_gs.fa_bc.fa

 size: 366bp; fragments: 1938; full length: 67 (>=329.4bp)
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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 366 bp
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TE: rnd_1_family_700.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: 677bp; fragments: 1834; full length: 0 (>=609.3bp)

TE consensus (bp)
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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
)

0 100 200 300 400 500

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_1_family_700
 size: 228bp; fragments: 1788; full length: 182 (>=205.2bp)
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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

Before TEtrimmer 228 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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