
Start crop Point End crop Point

MSA length = 970
T TGT T AA T A TGCA T T T T T CAA T T AA T ACGAAACA T TGC T T T A T T AC TGGCA T A T A T A - - - - - T AAG - - ACACA T T - A T ACACCC T T A T AACACCGT T A T A - - - - - - - - - - TGGTGA T A T AGCAGT T C T T AAAAGT C T T AAAAAA T AA T T TGTGT T A T T TGGGT - - T AGCCA TGCA T - - - - - - - - - - - - - GT TGT C TGAC TGT AAC T AA T T
T TGT T AA T ACGCA T T T T T CAA T T AA T ACGAAACA T TGC T T T A T T AC TGGCA T A T A T A - - - - - T AAGACACACA T T - A T ACACCC T T A T AACACCGT T A T A - - - - - - - - - - TGGT AA T A T AGCAGT T T T T AAAAC T C T T AAAAAA T AA T T TGTGT T AC T TGGGT - - T AGCCA TGCA T - - - - - - - - - - - - - GT TGT C TGAC TGT AAC T AA T T
T T A T T AA T A TGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T T T AAGACACACA T T AA T ACACCC T T A T AACACCA T T A T A - - - - - - - - - - TGGTGA T A T AGCAGT T CC T AAAA T T C T T AAAAAA T AA T T TGTGT T AC T TGG - - - CAAAA T T T C TGTGAA T T T A T AAAAAAA T T CACAGAAA T T T TGAA T C
T T A T T AA T ACGT A T T CC T CAA T T AA T ACGAACAA T TGC T T TGT T AC T AGT A T A T A TGT - A T T T AAGACACACA T T AA T ACA T CC T T A T AACACCGT T A T A - - - - - - - - - - TGGTGA T A T AGCAGT CC T T AAAAC T C T T A T AAAA T AA T T TGTGT T AC T TGGGA - T AAA T AA TGT AAAA T T T AA T T ACAAGA T ACGT TGAAGAA T CCGGAG
T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGA T A T AGCAGT T C T T AAAAC T T T T AAAAAA T AA T C TGT T T T AC T TGGGC - - - - - - - - TGT A T CAAGT A T T TGCGAGAC T C TGCGA T AAAGAAGA T T
T AAA T T T CACA TGT A T T T CAAA T TGTGT AA T AAC T CAGT T T T T C T T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT CA T A T AGCAA T T C T T AAAAC T C T T AAAAA T T AA T T TGTGT T AC T TGAAA T T CAGT AA T ACA T T T AC T T CA T - - CGAACA T AGAAACGAAA T AGGT -
T T A T T AA T ACGCA T ACC T CAA T T AA T ACGAAACA T TGC T T T A T T AA TGGCA T A T A T A T T A T T T AAGACACACA T T AA T ACACCC T T A T AACACC T T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT T C T T AA T A T TGT A T T AAA TGACC - - - - TGT T T A T ACA TGACGGT T A T T
- - - - - - - - - - - - - - - - - - - - A T T A T T A T T AA T CC T AGGT A TGGT A T T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGTGAGA T TGCAGT T C T T AAAAC T C T T AAAAAA T AA T T TGTGT T AC T TGGGT TGGGAA T CGGT AAAAGT T CA T T - - - AAGT AACGAAGT AAA T CCCA T -
T T A T T AA T ACGCA T T CC T CAA T T AA T ACGAAACA T TGC T T T A T T AC TGGCA T A T A T A T T A T T T AAGACACACA T T AA T ACACCC T T A T AACACCGT T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAAAA TGT C T TGC T T TGT T AAA - A T T CCACAGGGTGT T T CAAC T
AGA TGAAGA T T T T AACCCC TGT AGC T ACGAAACAAAGCA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGA T A T AGCAGT T C T T AAAAC T C T T AAAAAA T AA T T TGT - - - - - - - - - - - - T AAAAAAGT T AGGGGTGAGCC - - - - AC T T T CGAGAAACACCCGGT T
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T T T AAGACACACA T T AA T ACACCC T T A T AACACCGT T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T A T T A T T T AAGACACACA T T AA T ACACCC T T A T AACACCGT T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T - - - - - - - - - - - - - - - - - - A T T AA T ACGAAACA T TGC T T T A T T AC TGACA T A TGT A T - A T T T AAGACACACA T T AA T ACACCC T T AAAACACCGT T A T A - - - - - - - - - - TGGTGA T A T AGCAGT T C T T AAAAC T CA T AAAAAA T AA T T T T TGT T AC T TGGGA T T CAGC T AGGT T T C T AA T AGGT T - AAA T T T T AAAAA T A T A T CGCAC T
CCA T CAGCA T AGT CGT T TGCAC T A T T T C TGGGCA TGGAGA T A T TGGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGTGA T AGAGCAGT AC T T AAAAC T C T T AAAAAA T AA T T TGAGT T AC T TGCG - - CGA T ACGT A T T T T TGT AAC T T AAA - - - - - - - - - - - - - - - - - - - - - -
CCA T C TGCA T AGT CGT T TGCAC T A T T T C TGGGCA TGGAGA T A T TGGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T C T T AGGGCGA TGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GG - - CGA T A TGT A T T T T TGT AAC T T AAA - - - - - - - - - - - - - - - - - - - - - -
CCA T C TGCA T AGT CGT T TGCAC T A T T T C TGGGCA TGGAGA T A T TGGT AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT T C T T AGGGCGA TGT T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GG - - CGA T A TGT A T T T T TGT AAC T T AAA - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_5_family_3335.fasta.b.bed_uf.bed_g_1.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: 970bp; fragments: 350; full length: 26 (>=873bp)
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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 970 bp
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TE: rnd_5_family_3335.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa

 size: 1277bp; fragments: 317; full length: 0 (>=1149.3bp)
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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_5_family_3335
 size: 1138bp; fragments: 473; full length: 1 (>=1024.2bp)
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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 1138 bp
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Before TEtrimmer ORF and PFAM domain plot
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PFAM domains



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

TE consensus after TEtrimmer (bp)

T
E

 c
on

se
ns

us
 b

ef
or

e 
T

E
tr

im
m

er
 (

bp
)

0 100 200 300 400 500 600 700 800 900
0

200

400

600

800

1000


