
Start crop Point End crop Point

MSA length = 1170
T T T T T T AA - - - - - - - - - - - - - - - - - - - - - TGCCAGT TGACC T T AAGAGGT - - - - - - - - - - - - - - - - - - - - - - - - - ACACA T A T CGGCA T AGCCACCGCCG - - - - - - - - - - AGTGGAGTGT CCGA T T TGGCACGTGT CCGCACAA - - - AAGT T C T AC TGT AGT T T AAAA T T TGAGAAAAAAA T AAA T T TGTGTGT C T AAACGT T C T A T CC T
T T A T T - - - GT AAAGT T T CA T T AAAA T CCA - T T CAGT AGT T T T TGCGTGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGGAGCGT CCGA T T TGGCGCGTGT CCAAA T T AGTGAA T T T C T AC TGT ACA T A T A T T T TGGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A TGT
C T T T T T A TGT CA T T A T TGT T ACAAA T CCC T T T T CA T AAGC T T T T T ACACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCGCGT A T CCGAA T T CGTGAAGT T C T AC TGT AA T T AAGAAA T T T A TGGAA T A T T T TGT T AAAAC TGT T AAGAGA T CACAAA T
C T T T T AA TGT T C T T AAA T T T AAAAA T T CA - - - - - - - - - - - - - - - - - - - AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T AGAGTGT CCGA T T TGGCGCGTGT CCGAA T T AGAGAAGT T C T ACGGT ACA T T T A T C T T CAA T AAAA - - - T T A T T CAA T T T A T T T AAACGT C T T A T T C T
A T - - - - - - GT AAAA T T AAAC T AAAACACC T ACC TGTGAAA T T T T T T T AGG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC TGGAGTGT CCGA T T TGGTGCGTGT CCGAA T T AGAGAAGT T C T AC T A TGT A TGT ACAA T A T A T CAAA T A TGAAA TGAAGA T CGC T - - - - GT CA T T T T A T
GT A T T T A - - - - - - - - - - - - - - - - - - - - - - T T T A TGT AGT A T T A TGT AGACA T ACAGT AGAAC T T CGA T AGT T CGGACACA T A T CGGAACAGCCACCGCCG - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCGCGTGT CCGAA T T AGTGAAGT T C T AC TGT AA T TGT A TGGT C T ACA - - - - - - ACGGCC T A T A T T T T T - - - - GT A T T C T AAG
T T T T T CC T A TGGT AA T CCAA T AAGGT T CA T T T T A T TGA T A T T T A T T T A T T A T ACAGCAGAAC T T CGA T AGT T CGGACACA T AACGGAACAGCCACCGCCG - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCGCGTGT CCGAAC T AGTGGAGT T C T AC TGT A TGAGCACAA TGAACC - - - - - - - - - ACCAACAGAA T T - - - - GAAC T C T T A T
T T T T T T C - A TGTGCCACCA T TGC T A T C T AGCGT A T T T T T A T T ACGT TGGC T T ACAGT AGAAC T T CGA T AGT T CGGACACA T A T CGGAACAGCC - CCGCCG - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCACGTGT CCGAA T T AGTGAAGT T C T AC TGT AC - - - - - C T C TGT A TG - - - - - - - - - C T CAGT T T T T T A - - - - GT T A T T T AA T
T AA T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CCA T ACAGT AGAAC T T CGA T AGT T CGGACACA T A T CGGAACAGCCACCGCCG - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCGCGTGT CCGAA T T AGTGAAGT T C T A T T CCAACGA T A T T CCAAAGAAAA T T TGC TGC T AAAGC T AA TGGACGGGGCC T AC T
T A T T T T A TGAA T A T A T AGT T TGGAA T T T C - - - - - - - - - - - - - - - - - - - A T A T ACAGT AGAA T T T CGA T AGT T CGGACACA T A T CGGAACAGC T ACCGCCG - - - - - - - - - - AC TGGAGTGT CCGA T T TGGCGCGTGT CCGAA T T AGAGAAGT T C T AC TGT TGGAA T A T TGT T AGT AAAGT A T CGTGT CAAGACC T A T AAAC T T TGT T T AA T
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TE: rnd_5_family_2585.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: 1170bp; fragments: 1774; full length: 77 (>=1053bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 1170 bp
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TE: rnd_5_family_2585.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: 1474bp; fragments: 1570; full length: 0 (>=1326.6bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_2585
 size: 672bp; fragments: 879; full length: 35 (>=604.8bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 672 bp
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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
)

0 500 1000
0

100

200

300

400

500

600


