
Start crop Point End crop Point

MSA length = 1223
A T AAAA T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T CC T T AAA T CC T T AGA T C T T A T AAA T T T CGTGGA T AAGT AAA - - - - - - - - - - T A T AAA TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA T C T AAGC T - - - - - C T AACGACAA T - - - - GACAA T T AC T AAAAACA - - - A TGTGCAGT AA T TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACC T T AGA T C T T A T AAAC T TGGTGGA T AAGT AAA - - - - - - - - - - T A T A T A TGGCA T AGC T C - - - - CACGAAGT T T T T AAGA T C T AAGGT ACCC T T TGGT ACC T T T - - - - A T TGCC T T T TGAAGGCGC TGAC TGT A T T T - - - - - -
A T T A T TGT A T T - - - - - - - AC T T AGT CGACCGT ACAA T T T A T A T CA TGCA - AGACGGGT CAAGCGT A T AC T T AAA T C T T A T AAAC T T CGTGGA TGAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T ACAAGA T C T AAG - - - - - - - - CAGT AA T A T C - - - - AAAGT T T A T AAAAAC T A T T T CGAAA T A T TGC T A T T
GT AGT T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T A T AA T ACC T T AGCCC T T A T AAAC T T CGTGGT T AAGT AAA - - - - - - - - - - T ACA T ACG - - - - TGC T T T A T CCACGAAGT T T A T AAGA T C T AAGA T - - - - - - - - - - - - - - - - - - - - T A T T AC T T T T AAA T CGT T T T A T A T T A T T T ACGT T T
T T AA T T C T T T T TGTGT TGAC T T TGA TGC TGGT T T A T T T T A T T T T T TG - - - - - - - - - - - TGTGCGT ACCC T T AGA T A T CA T AAAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T T T AAGA T C T AAGAG - - - - - T CAGT ACAC T C - - - - T AAG - - TGT CA T A T C T A T T T - - - - - - - - - - - - - - -
AA T T T T CA T T T CGTGC T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAC T T AGAAC T T A T AAAC T T C - - - - - - - - GT AAA - - - - - - - - - - T ACA T T AGGCA T AGC T T T A T CCACGAAGT T T A T AAGA T C T AAG - - - - - - - - - - - - - - - - - - - - - - AACACACGC T A T A T T T A T T T - - - - - - - - - - - - - - -
AGCA T T T T T T T CGT T T T A T C T TGA T AA T T T CA T T T A T T T A TGT T T TGT AA - - - - - - C TGAGAAA T AACC T T AAA T C T TGT AAA T T T CGT TGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA T CCAAGGAA T AGT T AGGT AAA TGT - - - - TGTGT T T C T T AAAC T T T T C T ACGA T A - - - - - - - - -
A T T AC T T T A - - - - T A T T A T T ACGAA T AAA T CGT TGA T C - - - - - - - - - - - - - - - - - - - - TGCGT A T CAGC T T AGA T C T T A T AAAC T T CGTGGT T AAGT AAA - - - - - - - - - - T ACA TGTGGCA T AGC T T T A T CCACGAGA T C T AAGGT A T ACA T T AG - - - - - CCGT T T CGCC TGT A TGGT ACGTGT T T T AACC T T T CGGAGGT CGCGCGCGG
AAAA T T C T AA T CGTGT TGCC T - - - CCAA T CACAC T A T T - - - GT T AAACGCAAACA T T CAA T AGAC T ACC T T AGA T C T T A T AAAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGA T T T A T CCACGAAGT T AA T AAGA T C T AAGTGA T ACAC T AA T ACC T T CC TGCAGCC T C T AC T T T AACCA - - - - - - - - - - - - - - - - - -
GTGGC T T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T AC T AA T A TGC T T AGA T C T T A T T AAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACAAA TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA T C T AAGGT - - - - - - - - - - - - - - - T - - - - T A T AA T AA T C T AAAC T A TGT A T C T T T CC T AA T A TG
AGGC T CA T T TGCGTGT AA T C T TGAC TGGT CAGT C T - - - T A TGT T T TGCACAAACAGC T CGC T CA T CACC T T AGA T C T T A T AAAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA - - - - - - - - A T AC T TGAGT AAA TGCC TGT CC TGAA T T TGTGA T C T A T T T CCGGCAGT T A TGT T A
AGGC T CA T T TGCGTGT AA T C T TGAC TGGT CAGT C T - - - T A TGT T T TGCACAAACAGC T CGC T CA T CACC T T AGA T C T T A T AAAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA - - - - - - - - A T AC T TGAGT AAA TGCC TGT CC TGAA T T TGTGA T C T A T T T CCGGCAGT T A TGT T A
TGG - - - - - - - - - - - - - - - T C T TGAC TGGT CAGT C T - - - T A TGT T T TGCACAAACAGC T CGC T CA T CACC T T AGA T C T T A T AAAC T T CGTGGA T AAGT AAA - - - - - - - - - - T ACA T A TGGCA T AGC T T T A T CCACGAAGT T T A T AAGA - - - - - - - - A T AC T TGAGT AAA TGCC TGT CC TGAA T T TGTGA T C T A T T T CCGGCAGT T A TGT T A
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TE: rnd_1_family_92.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_ce.fa_gs.fa_bc.fa

 size: 1223bp; fragments: 3761; full length: 435 (>=1100.7bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1223 bp
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 size: 1524bp; fragments: 3759; full length: 0 (>=1371.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

200 400 600 800 1000 1200 1400

0
50

0
10

00
15

00

TE consensus genomic coverage plot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_92
 size: 1144bp; fragments: 3085; full length: 480 (>=1029.6bp)
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Before TEtrimmer 1144 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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