
Start crop Point End crop Point

MSA length = 968
AAAGCCCC T CAAA T A T T AC T T A T - - - - - - - T AAAA T T TGGAAAACGC T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT TGCGAGAC T TGGCA T T T T T T T ACA T T C T A TGA T T T TGA TGGGA T C T T AAC T T T T T T A T T T T T T CAGT T AAAAAAACG - - - - - - - - - - - - - - - - - - -
GAC T T T T CGGTGA TGGT A - T AA T AGGAGGA - - - - - - - - - - CCGGTGA T AGGA T TGT T T T AAAAA T T T TGA T T T T T A T A T AAAGGCCCA T C T A T C T AAAA T - - - - - - - - - - GTGT T T CGAGAC T TGGCA T T T T T T T ACA T T C T A TGT T T T T AA TGGGA - - - - - - - - - - - T AAAAGA T A T T T AA TGAAAGAA T T T AA TGAA T T T - - - - - - - -
CA T T T CCAC T TGGTGTGGT CAACA T T AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT TGCGAGAC T TGGCAGT T T T T T ACGT T C T A TGT T T T TGA TGGGA T T T A T A T AA T T T T A T C T AC T ACCCC T T AAAA T AC T TGCAC T T A T T CACC T T A T
GAC T T T CCGGTGA TGG - - - T AA T AGT AGGA - - - - - - - - - - CCGGTGA T AGGA T T A T T T T AAAAA T T T TGA T T T T T A T A T AAAGGCCCA T C T A T C T AAAA T - - - - - - - - - - GTGT TGCGAAAC T TGGCA T T T T T T CACA T T C T A TGT T T T T CACAGAA T T T A T A T C T CC T T AA T C T T T T T C TGCAAAAA T T A T A T ACAAGC T A TGCA T T A T
AA T ACGCC T A TGA TGGT T - - - - - - - - - - - - - - - - - - - - GGCA TGT TGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT TGCGAGAC T TGGCA T T T T T T T ACA T T C T A TGT T T T TGA TGGGA T - - A T AAC T A T ACA T AAACAA T T AC T CAA TGGCAA T T CCCAAA T ACA T A T T CC
GACA T T CCGGTGA TGG - - - T AA T AGGAAGA - - - - - - - - - - CCAGTGA T TGGA T TGT T T T AAAAA T T T T AA T T T T T A T ACAAAGGCCCA T C T A T C T AAAA T - - - - - - - - - - A TGT TGCGAGAC - - - - - - - - - T T T T ACA T T C T A TGT T T T TGA T AGGA T - - T TGT T A T C T CAAAAAC T A T T AGAGA T ACGT A T AGGT T AA T A T - - - - - - - -
AACACGCC T A TGAGGC T T T CAAAAAAAAAGTGAAA T T CAA T T T T TGGCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT TGCGCGAC T TGGCA T T T T T T T A T A T T T T A TGT T T T T T A T A T A T T - - C T A TGT T T T T T T A T A T T T T T AC T AGGCA T A T A T CA T AGGA T T T ACA T T A T
GT T CAGCCGA TGA TGTGA T A T A TGT AAAGA TGAACA T TGGCC T T CA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT TGCGAGAC T TGGCA T T T T T T T ACA T T C T A TGT T T T TGA TGGGA T - - AAGT C T T T C TGAAAC TGAC T TGT TGT AGC T C TGAC TGGGAC T - - - - - - - -
T A T T A T CACA T A T CAG - - - T AA T AAAAA T A TGAGA T T TGGCCGGTGA T AGGA T TGT T T T AAAAA T T T TGA T T T T T A T A T AAAGGCCCA T C T A T C T AAAA T - - - - - - - - - - - - - - - - - GAAAC T TGGCA T T T T T T T ACA T T CAA TGT T T T TGA TGGGA T T T A TGT CA T CGAA T ACA TGT CCA T T T AAAGA TGGTGA T A TGT T T TGCAAC - -
AAA T ACCC TGT T A T A T CA T T T A T AA T AAA T TGT AA T T T - - - - - GCGT C T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT A T TGCGAGAC T TGGCA - T T T T T T ACA T T C T A TGT T T T TGA T - - - - - T T T T A T T T C T T T T TGT AGT CA T T CAAAA T AA T A T T AAAGAAGT T T ACAA T - -
AAAAC TGCCA TGACA T AA T T AA T T CAAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGT TGCGAGAC T TGGCA T T T T T T T ACA T T CAA TGT T T T TGA TGGGA T - - A TGT T T T T C TGT AGT C T A T T A TGAAACGGGAACGCC T A T T CA T ACA T T A T
GAC T T T CC TGTGA TGG - - - T AA T A TGAGGA - - - - - - - - - - CCGGT - - - - - GA T TGT T T T AAAAA T T T TGA T T T T T A T A T AAAGGT CCA T C T A T C T AAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGA T T T T T T CCAAA T CCC T CAAA T T TGT T C - - - - - - - -
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TE: rnd_1_family_343.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: 968bp; fragments: 8600; full length: 17 (>=871.2bp)
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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

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 968 bp
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TE: rnd_1_family_343.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: 1288bp; fragments: 6138; full length: 0 (>=1159.2bp)
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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

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_1_family_343
 size: 248bp; fragments: 4024; full length: 503 (>=223.2bp)
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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 248 bp



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

TE consensus after TEtrimmer (bp)
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