
Start crop Point End crop Point

MSA length = 3208
T T T A T T - - - - - - - - A T AA T T T A T T T T T AACA T T - - GAC T CAAA T - - AAA T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T AA T T T C T AAA T TGCACGACC T TGTGTGGT T C T AGA TGGTGC T CCC T CA T T
T A T AGGCGGAAAGT T TGA T T T C - - - - - - - - - - - - - AAGT AAC - - - - - - - GAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T C T CA T T AGT T T TGTGC T AGACCC T T - - - - - - - - - - - - - - - - - - - - - - - T T A TGT T CA T CAAGGT T A TGGA T T CA T T
ACAAGGCAA T T T AGGT AAAGT A T C T A T AA T A T A - - - - - - - - - - - - - - - - T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T AA - - - GT T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGT
- - - - - - AAAAA T T T A T AA T T AA T T T AAAACAA T - - - - - - - - - - - - - AAACAAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T A T T T C T CAAA T AAAC T CAACA TGT T T A T T TGT AAA T - GAC T A T T T CCA T T
T T TGC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T T A - - - - - - - - - - - GACAAA T AAAAA T A T T T - - - - - - - T AA T T T T TGAGT C
T A TGCAAAAAACAC TGGGT A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAAAGGGT C T AGCA T AAAAC T A T TGGGA TGCGGCCCCAGAGGGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T TGG - - - - - - - - - - - GT AAA T ACCC T T TGC T T - - - - - - - - - - - - GCA T CCGG
T T T AGT CAAAAAACA T AA T T T C T TGA T AA T A T T - - T AGT T AG - - - - - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T AC T TGT C T CAAAAAGCAAAAAA T CA T T T T T A T AA - - - T T T TGGAC T T A T T
GT CA T T ACAAAAAA T AAACA TGT TGAGT AAA T A - - TGAC T AA - - - - - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T TGG - - - - - - - - - - - - - - - AAAACC T A TGCA - ACAA - - - - - - - - - - - T T AA T
- - - - - - AAAAA T T T A TGA T T AA T T T AAAACAA T - - - - - - - - - - - - - AAACAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T A T T T C T CAAA T AAAA T CAACA TGT T T A T T T A T AAA T - GAC T A T T T C T A T T
CACAGT T AAAAA T AGGA T T TGT T T T T CAA TGT - - - CAA T T A T - - - - - - - GAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T A T T
GC T AAAGA T A T CCAGTGACCC T AC T AAGACA - - - - T AAAAAGAA T T - - - T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T AA T T T CC TGACGAGAACA T TGC T CACACCAA T AA - - T C T T T TGT T C T A T T
T A T AAGGT T A - - - - - - AACA TGT T T AAAA T C T T T A T AAAGA T A T - - - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T TGC - - - AC T A T AGAA T AGA T T A T T AACACCCC T AAA T - T C T TGTGC TGAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T TGT T T T - - - - - - - - GT ACA T AAGT T A T A T T - AAAA - - - TGCGGGAAGT T T C
- - - - - - - - - - - T CC T T AGGA T CC T T AGGT T A TGT A T AGT AAAA T T T T AC T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T TGA - - T T T AAA T AA - - - - - - - - - - - - - - - - - - - - - - - - A TGGA T AAA TGGT
AC T T TGT A T AAACCAAAA T A T C TGT T CAGT A T A T AC T A TGA TGTGT AAA T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T A T T C T T T AAA T TGGA T A T CAAGC T A T A T T T T T AAAA TGACA T T T T CCAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T C T A - - CAAA T TGAAAAA T T T T T TGACAA T AAA - - T A T T T A T T T T T - - A T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T C T - - - CC T CA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AAGT AAAAA T AGCGAGCAA T T TGT T ACAAA T A T AA T CACAA T T - - - AAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T AG - - - - - - - - - - - AAACA T AAGGT A T A T T T - - - - - - - T TGA TGT C TGACC
T C TGAAAGT AA TGT ACAGGGTGT T AA T AA T C T A - - T AGT AGCA T - - - - - CAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T AA - - - T T T AAA T AAAAGA T T T T AAACA TGT ACAAA TGCC T T T T T T TGGGC
T C T A TGCA T A T T A T ACC T T A T T T T T AAGA T T T TG - CAACAAAA T - - - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T AA - - - T T T AAAA T T CCGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T T C T T T T TGCGT T AGGAGT TGAAA T A T AC T AA TGAA - - T T T AAGAC T CAAC
T T T A - - - - - A T T TGAAAA T T T CCAAAAAAAA TG - - TGC T CAGA T TG - - - T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T AA - - - T C T AC T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GT
T T T A T A T A T A T A T T ACGAGA T A T T T T CAA T AGAGA T A T TGACAA TGTGA T AAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T TGG - - - T T T T A T TGAA T CA T AAA T T T T T C T T - - - - - - - - - - - - - - - - - - - -
T TGAA T TGTGACC TGCAGT T T CC T T A TGACGT C T - TGT CCAGGTGT - - - CAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T A T T T T T CAAA T AAAC T CAACA TGT T T A T T T A T AAA T - GAC T A T T CCCA T T
T T TGACAAAAA T T AAAGAAA T A T T T - - - - - - - - - - T TGT CA T - - - - - - - AAAAGGGT C T AGCACAAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AA T T T T T T T T T CA - - - - - - - - - - - - - - - - - - - - - - - - T T T T T CGT T AAA T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GACACA T C T TGA T
- - - - - - CAAAGCAAAGGGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T CCC T C TGGGGCCGCA T CCCAA T AGT T T T A TGC T AGACCC T T T CA - - - - - - - - - - - A T - - A T ACCCA - - - - - - - - - - - - - - - - - - - - - - - - - -
C T T AA T T AAAGTGAAACA T T CCCA T AAGA T A T T - AAAA T CAAAA - - A T CCAAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T T A TGC T AGACCC T T T C TGC TGGT AA T AGA T CCGT CGT CGT CGC T T - - - - - - - GGA T C TGCCGAC T
T T T AG - T ACA T TGCGT AA T C T C T C TGGAACA T A - - - - - - - - - - - - - - - - - AAAGGGT C T AGCACAAAAC T AA TGAGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T CCCA T T AGT T T TGTGC T AGACCC T T T CA - - - T T AGGT T AAA T CAAAC T T T CCGCC - A T AA - - G - - T T TGGCA TGGT
C T T CAAAAAAAGA TGT AGGTGGCGCCC T C T ACA - GT A T TGACA T - - - - - T AAAGGGT C T AGCA T AAAAC T AA TGGGA TGCGGCCCCAGAGAGA T A T T T TG - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T C T CA T T AGT T T T A TGC T AGACCC T T T C T - - - - - - - - - - - AAAAAACCCGGA T AC T A - - - - - - - T AC TGAA T T CAGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAA T A T C T C T C TGGGGCCGCA T C T CA T T AGT T T T A TGC T AGACCC T T T AA - - - CC T ACAAAACCAACAAAAAA TGC T - A T AA - - G - - - - - - - - - - AGT
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TE: rnd_5_family_1820.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: 3208bp; fragments: 7097; full length: 0 (>=2887.2bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 3208 bp
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TE: rnd_5_family_1820.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: 3508bp; fragments: 6877; full length: 0 (>=3157.2bp)

TE consensus (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_1820

 size: 1251bp; fragments: 2402; full length: 65 (>=1125.9bp)
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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 1251 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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