
Start crop Point End crop Point

MSA length = 5968
AACAGT AGGCACA T A T CC T T C T C T T T CC T AA T C T AAGGT CGACGAAA T A T CC T TGAA T A TGT A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCC - - - - - T AAAGT CCC T A - - - - - - - - - - - - - - - - - - - A T T TG - CAA T T T AAAAAGGAGT T CG - T T T CGGCA T T ACAGT CCCC T T AAA
CGAAA T A T A T CCCGA - - - - - AAAAA T C T AAGT T T T AAACA T T AGT A T T A T CC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT A T T A T T TG - - - - C TGAGT T A T T T T T T T T T T A T AAGT A T T - - - - - - - - - T C TGG
GCCACGAC T T T A TGA - - - - - CGGCCC TGT A T AC T T AAGT T - T AC T AC T AGCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T A T T ACCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGG - - - T AC T TGT - - CCCAAGTGCGAACCC T T T CA TGC T CA T T ACC T A T C - - - T A TG
GA T A T CGT C TGGACA - - - - - AGGAA T T AAGAGT CCCAGT AC T AC T A T AACCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT - - T T C T CA T C - - - - - - - - - - - - - - T T T T TGA TGTGGT C T ACAC T T C T C T CA T A
T A T A T C T CAC T T A T A - - - - - - - - - C T C T CAA T T T CAAA T A - AAA T AAAACCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGG - AA T A T T TGA T AC T CGAGCAAGCGC T T T - T T A T A T CCA T T A - T C T T CCC T AA TG
CA T AA T AAGGCAACA - - - - - - - - - - - - - - - - - - - - - - - - - - AGGT AGT AGCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T AC T T T A TGAAGA - - - - - CACGC T C T T A T T T T CAGG - A - T AGT T T T TGCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT A T T A T T TGT - - - C T AGGT AGGT C T C T - - T T A T AAC T T T CAC T T T T CCC T T AGG
GT CAA T T T T T A T AAA T A T T T CAGGC T A T CAAAC T T CAGTG - - GGT T A T ACCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT - - - - - - - - - CAA T AAAAA T AAAAC T T - - T T A TGAACGCC T C TGT T ACC TGAAA
GA T A T T AGACAGC T A T A T C T AGAAAC T T ACGT T ACGGA TGTGAGT T AAAGCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT A T CA T - - - - - GACGT AACGT AAACA T T T T CA T AA TGGT T ACC T T - - - - T T T T A
GA T AA T ACGAA T A T T - - - - - T ACC T AAA T AGACCCAACCA T AGGT AGAACCC T TGAA T A TGT A T AAA T A T AAA T T CAA TGT AGGC T T AGT ACGAACCCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
GT T A T T AAA T ACGTGT A T T T - - - T T T T T T AAAGT T AAGTGT AGGT AA T AGCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T TGAC T AAC T A T T AA T A T A T AAACAAGGT - - - - - - - - - - AA T AAAGGAA T AGT - - - - - - - - - - - - - - - TGTGT T C - CAGT AG
AC T AAAACA T T CAAA - - - - - T AAC T T T AGAGAC T T T AAAGT T AA T AA T ACCC T TGAA T A TGT A T AAA T AGAAA T T CAA TGT AGGC T T AGT ACGAACCCGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGC T C T AA T C T AACC T A T T T - - - ACC T A T AACAAGAAC TGT ACC T AA T ACCC T TGAA T A T A T A T AAA T AGAAA T T CAA TGAAGGC T T AGT A TGAA T CCGT - - - - - - - - - - T C T AC T T A T ACAGCCACA T T AAC T AAC T A T T AA T A T A T AAACAAGGT A T T C T TGA T CAA T AAAAA T ACGGT T T - - AGGT AAACGT - CGA T T T CCCGAGT A
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TE: rnd_1_family_772.fasta.b.bed_uf.bed_g_2.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: 5968bp; fragments: 7565; full length: 8 (>=5371.2bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5968 bp



0 1000 2000 3000 4000 5000 6000

0
5

10
15

20
25

TE: rnd_1_family_772.fasta.b.bed_uf.bed_g_2.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: 6272bp; fragments: 7557; full length: 6 (>=5644.8bp)
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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_772

 size: 657bp; fragments: 393; full length: 300 (>=591.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 657 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 1000 2000 3000 4000 5000
0

100
200
300
400
500
600


