
Start crop Point End crop Point

MSA length = 703
AGT AGT C T AC T TGAGT CAA T T CC TGA T T A TGAAGGT A T CGT CGACAAGT C - - - - - - - - - - - - - - - - - - - - - - - - - - AA T A T T T - - - - - - - - - GGCGTGGA - - - - - - - - - - CACGCAGG - - - - AA TGACGT AC T T T C T T T CC T AGGTGCGCAA T A T AC T A T T T T - - - - - - - - - - - - - - - - - - - AA T CACCC T TGGGCAA T T T AGT ACAA T C
AA - - - - - - - T T CAAGT T AAGCAAA T AA T AGT A T A T TGT T T T A T T AGGAGT TGA T T T AGT T T CGT T A T T AAAA T A TGC T T T T T T - ACCACACC TGCGTGGA - - - - - - - - - - CACGC TGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T T T T T AAA - - - - - - - - - CCAAA - - T CA T T T A T AAACAA T T T T AAA - - CA T
AA - - - - - - - T T CAAGT T AAGCAAA T AA T AGT A T A T TGT T T T A T T AGGAGT TGA T T T AGT T T CGT T A T T AAAA T A TGC T T T T T T - ACCACACC TGCGTGGA - - - - - - - - - - CACGC TGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T T T T T AAA - - - - - - - - - CCAAA - - T CA T T T A T AAACAA T T T T AAA - - CA T
AA T A T T T T A T T TGAACC TGC TGT C T T T T A T AA T AGT T ACA T T T A TGAAAC TGA T T T A - C T T TGT T - - - - - AAA T TGT A T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T C T C T AGGTGCGCAA T A T AC T A T T T T T C T A T CAGA - - - - - - - - - - GA T TGC T CC T AGAAAAA T T T C - - - - - AC
AA T A T T T T A T T TGAACC TGC TGT C T T T T A T AA T AGT T ACA T T T A T AAAAC TGA T T T A - C T T TGT T - - - - - AAA T TGT A T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T C T C T AGGTGCGCAA T A T AC T A T T T T T C T A T CAGA - - - - - - - - - - GA T TGC T CC T AGAAAAA T T T C - - - - - AC
AA T - - - T CA T T TGTGTGT AC T T TGAA T A T T T A T A T T T AAACA T T T T AAA T - - - - - - - - T T T T T T T ACAGGGA T A T AC T T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T A T CGGT T AAGC - - - - - T CGCACCGAACCGAAACGAAACGAGCAGAAAA T
AAC T T A - - - T CAACA TGT AGT A T C T ACGCA T A T AC T T C T AA T C T T A T T AC - - - - - - - - - - - - - - - - - - - - AAAGT A T T A T T T T T ACCACACC TGCGT AGA - - - - - - - - - - CACGTGGGT TGGAGTGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T A T T T AC T AA TGA - - - - - - - - - - T A TGA T T CA T A T AGAGAAAGC T AAGA T T
A - - - - - - - - T T T CAGGAAAA T A T C T A T AAA T A T ACA T ACACGCGT AAGGC - - - - - - - - T T C TG - - - - - - - - AAA T A T T T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACACGGGT TGGAA TGA TGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T AGGGT CAAGTGGGAA T ACCA - - - - - - A T T T ACGT AAAAAA TGAGA - - CA T
AA T - - - - - - T C T CAACAGAGACACCAC T AGT T C T T A T ACA T TGGT T A T A T - - - - - - - - - - - - - - - - - - AAAAAA TGT TGT T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACACGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T A T C T CGAAA T A - - A T AC T T AACA T T A T T T AC T T CAAGT C T T CAA - - GC T
AA T - - - - - - T C T CAACAGAGACACCGC T AGT T C T T A T ACA T TGGT T A T A T - - - - - - - - - - - - - - - - - - AAAAAA TGT TGT T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T A T C T CGAAA T A - - A T AC T T AACA T T A T T T AC T T CAAGT C T T CAA - - GC T
- - - - - - - - - T T CCA T T T AA - - AA T AACAAAGA TGGT ACCAC T T T T AGT A T - - - - - - - - - - - - - - - - - - - - AAAA T AA T T T T T T - ACCACACC TGCGTGGA - - - - - - - - - - CACGTGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T AGACAGA TGGAGGAA T ACCAAA T C T AACGTGCGGAGGCCGTGAAA - - AAC
A - - - - - - - - T T CCAA T T A T CCAACAGC T AGAA T A T AAACACA T T T AGG - - - - - C T T - - T T T T A T TGT T ACAA T A T A T T T T T T T T A T CACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T T T T T C T C - - - - - - - - - CCA - - - - - - - - - - - T AGAAAA T A T TG - - - - - - T
GA T A T T T T A T T T CA T T C T T T CA T AGA T T A T T A T T T T T AGAAC T T T AA T - - - - - - - - - GT T T TGT T A T T AAAAAA T T T A T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCAGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T AGT T CAA TGC T AGAGT A - - - - - AAAAGT T A T CGGAAAA T A TGA T A - - GT T
GA T A T T T T A T T T CA T T C T T T CA T AGA T T A T T A T T T T T AGAAC T T T AA T - - - - - - - - - GT T T TGT T A T T AAAAAA T T T A T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCAGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T AGT T CAA TGC T AGAGT A - - - - - AAAAGT T A T CGGAAAA T A TGA T A - - GT T
AAAA TG - - - - - - - - - T CAA TGACAAAA T AGT A T A T TGT T T T A T T AGGAGT TGA T T T AGT - - CGT T C T CGAAAAAAGT CA T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T T T T T T AA - - - - - - - - - CCAAA - - T AA T T T T T T AAACAA T T C T AA - ACGT
A - - - - - - - - T A T AAC T T A TGT ACC T ACAAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T A T A T A T T T T T - ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCGCAA T A T AC T A T T T T T T AA T A T T AA T A T ACAA - - - - T AAC T AAAACAAAA T A T T T T AAACAC
A - - - - - T AAC T T AA T T AA T T T TGT CGAAAGAAAAGT AGAA T AC T T T AA - - - - - - - - - - - - - - - - - - - - - - AAAA T A T A T T T T T T ACCACACC TGCGTGGA - - - - - - - - - - CACGCGGGT TGGAA TGACGT AC T T T C T T CCC T AGGTGCACAA T A T AC T A T T AGT T AC T T CAAGAA T A - - - - - A T T T T C TGT ACAAAAACA T T AGAAAA T T
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TE: rnd_5_family_1850.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: 703bp; fragments: 224; full length: 0 (>=632.7bp)
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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 703 bp
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TE: rnd_5_family_1850.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_rc.fa

 size: 1005bp; fragments: 224; full length: 0 (>=904.5bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_1850
 size: 778bp; fragments: 251; full length: 1 (>=700.2bp)
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TE consensus genomic coverage plot (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 778 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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