
Start crop Point End crop Point

MSA length = 986
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGTGCA T - - T T AGA T T T AGTGT T AGTGAGGGT T A TGGT AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - T T ACAA T T ACCCC TGT T TGCCA T T ACCCCAAC T AGCCC T A T T A T - - - - - - - A T T A T T C T T T T A T AA - - - - - - - - - - - - T A T T T T A T T A T T T AA T A TGTGG
T T T T TGGAGGAA TGT A T AAAA T A T T T A T A T AA - AAACA TGC T - TGT CA T A T AGGGT T AGT TGGGGT AA TGGT AAACGA T - T T AACAAAAA T AGT T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACCC T AAC T AGCA T A - - - - - A T AAAA - - T T T T T T T T T CAAA T CGAAACCCAA T T T CACCAGT CAGTGAAAAGGT T T
C T C T CAAA TGAA - T T A T A - AAA T T T T A - - - - - AAAAAA T T - - - A T T T AAA T AAGGT T AGT TGGGGT AA TGGT AAACGA T T T T AACAAAAA T CA T T T T AAA - - - - - - - - - - T T ACA T T TGCCCC TGT T T ACCA T T ACCCCAAC T AGCCC T A T T A T ACGAAAAAGC T TGCCA TGC T AGAGCCA T T CGGT - - - - - AAGGT AGTGAGGC T AGCA
T T T A T CAAGT CC - GT T CA T AAAC T T TGC T T AAAAAGAACA T CGGA T T A T C T AGGGT T AGT TGGGGT AA TGGT AAACGA TGT T AACAAAAC T AA T T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TG - - - - T CA T T ACCGCAAC T AGCCC T A - - - - - - - - - - - CAC T T T T A T A TGAAAAA T AA T ACAA T T T CA T AC TGGAA T T AGAGGGCA T
T T T T CC T T AAAAG - - - - - - - - - - - - - - T TGAAAAAAAA TGT - GGT T AGT TGAGGAAGGGT TGGGGT AA TGGT AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T AC T CCAAC T AGCCC - - - - - - - - - - - - - ACCA T T C T ACGAAAAAAAAA T T CGGT - CGT CGGT TGAGT TGGAAAA T A T
- - - - - - - - - - - - - - - - - - - AAGT C T T T T T T ACAAAA T AGA T T AGT AGGCA T AGGGT T AGT TGGGGT AA TGGT AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - T TGCAA T TGCCCC TGT T T ACCA T T ACCCCAAC T ACCCCC T - - - - A T AAAA T AGT A TGA T AAAAAAACGGCGT CCAGT T CA T T T CCCA T A T AA T T T T ACA T
T T T A T A T AGT A - - GCA T T AA T A T T T T AGT T AACAAAAGTGT T A T T TGAA T T AGGGT T AGT TGTGGCAA TGGT AAACGA T - - - - - - - - - - - - - - - T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACC T CAAC T A T A T - - - - - - - - - - - - - - - - - A T T T CGCAA T AA T AGACGT CGGT T T AC TGAGTGAACCAA T A T AACA
CACAACAGAAAA - - - - - - AAAA T T C T A - - - AAGCAGAA T A T T - - - - - - - - - - - AGA T A T A T AGGGT T T TGC T AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - T T ACAA T T ACCCC TGT T T A T CA T T ACCCCAAC T AGCCC T A T T A T - - - - - - - AA T A T T T A T T T C T AAAA T AA T CCAA T - - - - - - - - - - - A T AAAAA TGGT A
T T T A T TGAAAA - - - - - - - - - - - - - T T A T C T A - - - - - - - - - - - - - - - - - - GT AGGGC T AGT TGGGGT AA TGGT AAACGA T T T T AACAAA T A T AA T T T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GC TGT T T CGGGT AGT AGAAAA T AAGT T TGAAA TGT T AA T AAAA T TGCCC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT T T AGT TGGGG - - - - - - T AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - T T ACAA T TGCCCC T A T T T ACCA T T ACCCCAAC T AGCCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - AACAA T T CAC T T - - - - - - - - GAA TGAAA T CGGC -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACCCCAAC T AGCC T T A - - - - A T AAAAAGT T A T T T T A T T AAAAACGA T T CCAGT - T ACAAAACAAGCAAGGA TGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAA T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA T TGC T CC TGT T T ACCA T T ACCCCAAC T AGCC T - - - - - - - T AAAAAGT T A T T T T A T T - AAAACGA T T CCAGT - T A T AAAACAAGCAAGGA TGT A T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGT AACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T ACAA T TGCCCC TGT T T AC T T T ACCCCCAAC T AGCCC T A T T A T - - - - - - AAGCGT TGA T AC TGAACACGGGT CAA T - - - - - - - - - - - - - - - - - - - - - - -
T A TGT C T CGT CA TGT A T AA - - - T T A T A - - - - - - AAA T A TGA T - GACAA T A T AGGGT T AGT TGGGGCAA TGGT AAACGA T - - - - - - - - - - - - - - - T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACCCCAACAAC T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T TGT AAAGT CA - - - - - - - GAA T T A T A - - - - - - AAACACGT T A T A T T T A T T AGGGT T AGT TGGGGT AA TGA T AAACGA T T T T AACAAAAGT AA T T T T AAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCCCAGT CCCAAC T AGT CC T A T T A T A T AAA T - C T T C T TGT C T AGT AGAACAC TGGAA T T CAAAA T AGGAA T AAAA T TGCCA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T TGGAGA T AGGGT T AGT TGGGGT AA TGGT AAACGA T T T T AACAAAAA T AA T T T T AAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGCCAGAGAAA T AAA T AAAC T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AAGA TGT T - T T TGAGGT AGGGT T AGT TGGGGT AACGGT AAACGA T T T T AACAAAAA T AA T T T T AA T - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACCCCAAA T AGCCC T A T T A T A T AAGA - AC T A T A T T T T A T AAAAAAGAC T T AA T - AA T T AAA TGCACCAA TGT ACC T
CA T T T AGAA T CA T - - - - - - AAAA T T AA T T T AAAGAACGT CA T A T T CCAA T T AGGGT T AGT TGGGGT AA TGGAAAACAA T T T T AACAAAAA T AA T T T AAAC - - - - - - - - - - T T ACAA T TGCCCC TGT T T ACCA T T ACCCCAAC T AGCCC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T T T CGAA T A - - - - - - - - AAA T C T C - - - - - - - - - - - - - - - - - T T T T T T A T AGGGT T AGT TGGGGTGA TGGT AAACGA T T T T AACAAAAA T - AA T T T AAC - - - - - - - - - - T T ACAA T T ACCCC TGT T T ACCA T T ACCCCAAC T A T A - - - - - - - - - - - - - - - - - - - T CCCAA T A TGGCGGAGT T CAGT - - GC T T AAAAAACGAAAA T - - C T
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TE: rnd_5_family_2872.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: 986bp; fragments: 346; full length: 9 (>=887.4bp)
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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 986 bp
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TE: rnd_5_family_2872.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: 346; 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_5_family_2872
 size: 1070bp; fragments: 360; full length: 35 (>=963bp)
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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 1070 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
)

0 100 200 300 400 500 600 700 800 900
0

200

400

600

800

1000


