
Start crop Point End crop Point

MSA length = 1270
TGTGT T T T T T T A T TG - GAA T T A T T A T T T T TGGT A T AC T C T A TGAAGT T A T TGT AGCA T T T T A T T T AAA T T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T AAAAAAAAACA T T CCA T CA T T T T T T T T T AAC T T C T AA TGC T A T A T T A T T T T T CCGT T T T T CA T AAGC T AAAA T T AA T T AA T TGGTGT A T AGT A T
CC T CCA T CAA TGACA TGT T T T CAAAAA - - - - - - T C T CGT T C TGGAAC T T A TGT AGCA T T T T A T T T AAAA T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - AAAAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGC T ACAACA TGT A T T AGGCC T T T CAAA - - GT AC TGAAGC T AA T T CGAAAC T AAAGC
CGT T T T C T A T CAAA T - AAAGT AAAAAA TGT CA - T T T AAAAA T T AAAAC T T T T T AGCGT T T T A T T T AAA T T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - - AAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACAAC T T T AG - - - GCA T T T C T AAA - - - - - - - - - - - - AAGTGT CCAAAAACAA T
T A T T T A T T TGT CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AGCAA T T T A T T T AAA T T ACACA T AA T T T A T A T AAA TGT ACAGAA T T C - - - - - - - - - - T C T T A T A - AAAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACA T T A - - - - - - - - - - - - - - - - - - - - GAAACCAACGCCAACCCAGCACAA T A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AGT T T T T A T AA T AA TGAAAC TGT AGCAA T T T A T T T AAAA TGCACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - - AAAAAACA T T CCA T C T T T T T T T T A T AAC T T C T AA TGC T ACAGAA - - - - T A T A T T AA T T T ACA T C - - - - - - - - - - - - AC T AC T AA T T A T T A T
- - - - - - - - AA TGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GTGAAGCA T T T T A T T T AAAA T ACACA T AA T T T ACA T AAACGT ACAGAA T T A - - - - - - - - - - T C T T A T - - AAAAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGC T ACAA T A - - - - T T TGACA T T T T - - - - - GAA T A TGA T T T AA T TGAAAC T T AAGAA
T T T A T T T ACA T T T AA - - A T T T AGAA T C - - - - - - GT A TGCCA T T AAAGTGT TGT AGCA T T T T A T T T AAAA T T CACA T AA T T AA T A T AA T TGT ACAGA T T T A - - - - - - - - - - T C T T A T A - - - AAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGC T ACAGTGT T AA T A TGGCGC - - - - - - - - - - - - - - - - - - - - - C T AGT AAAAGAAAG
T C TGT T T T T AC TGAA - AGT T CGACAAGT T T AAGAGCCGT T T T CAAACCGC TGT AGCA T T T T A T T T AAA T T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - - AAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACAGGGC T CA - - - - - - - - - - - - - - - - GAGAA T ACCCA T A T CGGT AGT T AAGTG
A T T T CACCAA TGAAA T AGT T T AAAGA T - - - - - - T T C T A T CCCAAA TGCC - TGT AGCA T T T T A T T T AAAA T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T - - AAAAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGC T ACAGC - - C T ACCAGT CC T T T T - - - - - - - - - - - - - - - - - - T TGAAAAGGACAGT
T T CCC T T T T A T AA - - - - - - - - - - - - - - - - - - - - - - T T CA T T T CAGGAGC T TGT AGCA T T T T A T T T AAA T T ACACA T AA T T AA T A T AAAGGT ACAGAA T T A - - - - - - - - - - T C T - - T AAAAAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACAAGC T TGC T C T ACCA T T T T T AGGC T T CGT T T T T T A T A T T TGT AAGT AA - - -
T T T T C T T TGAAAAAA T AAAA T AGT T T C - - - - - - T T T T AGCACAAAAAGA T TGT AGCA T T T T A T T T AAAA T T CACA T AA T T AA T A T AAA TGT ACAGA T T T A - - - - - - - - - - T C T T A T AAAAAAAAACA T T CCA T C T T T T T T T T A T AAC T T C T AA TGC T ACAAAA TGCGCCCAACGT - - - - - - GC T TGAGAA T T T AAA T T AAAAAGT AAAA T
T T T CC TGT T T TGAGT T AAACAAACA T A - - - - - - AC T T C T C T T CAAAAAA T TGT AGCA T T T T A T T T AAA T T ACACA T AA T T T AAA T AAA TGT ACAGAA T T C - - - - - - - - - - T C T T A T AAAAAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACAAAA T C T A T T CGCCAC TGCAA - - - - - - - - - - - - - - - - C T ACAAAA T AAAA T
TGTGCC T T CACAGAA - - - - - - - - - - - - T T T AA - A T TGGCA T T AGGAA T AGTGT AGCA T T T T A T T T AAA T T ACACA T AA T T T AAA T AAA TGT ACAGA T T T A - - - - - - - - - - T C T T A T A - - AAAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGC T ACAA - - - - - - - - - - - - - - - - - - - - - - T AGA T T T CC T TGA T T T AGT AA TGA T A T
T T TGT T C T CA T AAAA - AA T T T AAAGT C T T T AA T T T T T TGGAGAGAGGCAA TGT AGCA T T T T A T T T AAAA T T CACA T AA T T AA T A T AAA TGT ACAGA T T T A - - - - - - - - - - T C T T A T AAAAAAAAACA T T CCA T C T T T T T T T T A T AAC T T C T AA TGC T ACAAGA T T CA T T T A TGA T T T CAAA - - - - - - - C T A T T T AGCCAACA TGT A T AA T
- - - - - - T C T C T CGCA T AAC T T AAAACA - - - - - - ACC T A T C T CAAA T ACCA TGT AGCA T T T T A T T T AAAA T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - AAAAAAA T A T T CCA T CA - - T T T T T A T AAC T T C T AA TGC T ACAAC - - - - - T C T T T CA TGT CAAAGT T T T T T T AA T T T CAC T CAAAA TGAG - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGT AGCA T T T T A T T T AAAA T ACACA T AA T T T A T A T AAA TGT ACAGAA T T A - - - - - - - - - - T C T T A T A - - AAAAAACA T T CCA T CA T T T T T T T A T AAC T T C T AA TGGT ACAAAA - - - - T CCAACGA TGT - - - - - T TGAGAA T T T AAA T T AAAAAGT AAAA T
T T TGT T C T CA T AAAA - AA T T T AAAGT C T T T AA T T T T T TGGAGAGAGGCAA TGT AGCA T T T T A T T T AAAA T T CACA T AA T T AA T A T AAA TGT ACAGA T T T A - - - - - - - - - - T C T T A T - - AAAAAAACA T T CCA T C - - T T T T T T A T AAC T T C T AA TGC T ACAGTGTGTG - T TGCA T ACCCAAA - - TGGACCAA T T T AA T T AGAAAAAACAA T
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TE: rnd_1_family_707.fasta.b.bed_uf.bed_g_2.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: 1270bp; fragments: 899; full length: 320 (>=1143bp)
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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 1270 bp
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TE: rnd_1_family_707.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 1570bp; fragments: 898; full length: 0 (>=1413bp)
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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_707
 size: 1240bp; fragments: 959; full length: 262 (>=1116bp)
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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 1240 bp
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After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 200 400 600 800 1000 1200

ORF1

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



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
)

0 500 1000
0

200

400

600

800

1000

1200


