
Start crop Point End crop Point

MSA length = 629
TGT - - - - T T T T T CCC T T CC T T AGGAC T T T T AAC T AA T T TGT AACG - CA T T AGGGT ACGCACACAAAGAAAGGAGGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - AAGCGC T TGT T ACCAGCAAGCAGT AGAGGTGTGT AGT T CA TGACCG - - - - - - - AGA T CGAA T C T TGTGAAC T AAA TGA T T CAA T CAGT T CGA T CGAAA TG
TGT - - - - T T T T T CCC T T CC T T AGGAC T T T T AAC T AA T T T A T AACG - CA T T AGGGT ACGCACACAAAGAAAGGAGGT T AA T CAGCGC T T A T T T CGGGCGCC - - - - - - - - - - AAGCGC T TGT T ACCACAAGGT A T CACAGCGGTG - - - - - - - - - - - - - - - - - GT CAGA TGGT AC T T T - - - - - - - - CACGT T A T AA T CGCCCAAA T CGAAA TG
TGT AAA T T CGGT CAA TGGCC T ACCGT C T TGCAAGTGT C T AAA T CGA TGCAA TGGTGCGCACACAAAAAAAGCAGGT T AA T CAGCGC T T A T T T CCGGTGCC - - - - - - - - - - AAGCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCC T CACGAGA T A - - - T T CGA T C T CA T CCGAC T T - - - - - - CGAACCGACGCA
T ACAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T AGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - AAGCGC T TGT TGCCAGAAAGCAGGCAACC TGC T T T C T T TGTGT CCGT AC T C T T ACGCAAGACC - - - - AAGA T CCAGCA TGCAAGT A TGCCCCACA T T T T C
CA T - - - A T TGT ACAGC T T TGT AGGAAACAA - - - - - - - - - - - - - - - - CC T T AGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - AAGCGC T TGT T AC T AGCAAGCAAGCAACC TGCC T T C T T TGTGT CCGT ACCC T T AGGCAGGGAC - T T TGTGGT A T T CAAA T T AGT T CA T T A T C T CAA T T - -
- - - - - - T - - - GT T TGT T T TGT T A T T T T CA T - - - - - - - - - - - - - - - - T A T AAGGGT ACGT ACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - AAGCAC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCC T AACGAGAGCC T T CCAA TGACGAAC T AAA T AGA T AC TGT A T ACGCAG - -
CA T CAA - - - AAGT CGGCGCGT AAAAAGT T T T T T CCGTGT ACGGGTGTGT T - AAAAGCGCA T T T AAAGCAAGCAGGT T AA T CAACGC T TGT T T CCGGCGCC - - - - - - - - - - AAGCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCC T AAGGCAGGA - - - T T T TGT CC T AGCAAAA T AAGT CC T T AACGCAAAAC T
T A - - - - - - T AGC T T T T TGAC TGAAAC T T T T T T T T TGTGTGCGT C T A T C T AAGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGT C - - - - - - - - - - AAGCGC T TGT T ACCACCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCC T AAAGC T T CA - - - T T CAGAACC T CAAAA T T A - - - - - - - - - - GT AGAA TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T AGT A T A T T T ACA TGT AAGGGT ACGCACACAAAGAAAGCAGGT AAA T CAGCGC T T A T T T CCG - - - - - - - - - - - - - - - AA - - GC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T CA TGT CCGTGCCC T AAGGT TGGA T - - TGCAGGT T C T A T CGA T CA T T CA T T CAACACA T T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGC T AGT A T A T T T ACA TGT AAGGGT ACGCACACAAAGAAAGCAGGT AAA T CAGCGC T T A T T T CCG - - - - - - - - - - - - - - - AAGCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T CA TGT CCGT ACCC T AAGGT TGGA T - - TGCAGGT T C T A T CAA T CA T T CA T T CAACACA T T T TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CAA TGC T AGA T AAAGT T AGGGT AAGCACACAAAGAAAGCAGGT T AA T - AGAGC T T A T A T C TGGCGCC - - - - - - - - - - AAGCGC T TGT T ACCAGCAAA T AGGCAACC TGT T T T C T T TGTGT CCGT ACCACAAA T CA T CA T T CCC T ACGT T T T A T T AA T CA TGT T A T CA T CA T A T AGTG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T CAA TGC T AGA T AAAGT T AGGGT AAGCACACAAAGAAAGCAGGT T AA T - AGAGC T T A T A T C TGGCGCC - - - - - - - - - - AAGCGC T TGT T ACCAGCAAA T AGGCAACC TGC T T T C T T TGTGT CCGT ACCACAAA T CA T CA T T CCC T ACGT T T T AC T AA T CA TGT CA T CA T CA T A T AGTG
T A T AAA - - - GACACC T ACC T CAGGAAA T C T AGAAAGCGT ACAA T T T T C T T AGGGT ACGCACACAAAGAAAGCAAGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T T CGGCAA T A T C T T CGAGCA T CCGAGGAGT A TGTGT TGAAAACAGGC - -
T A T T AA T A T AC T T CAA T T T T T AACC T TGT CCACCGGGA TGA T AA T AGCCGTGA T T A TGT ACACAAAGAAAGCAGGT T A T T CAGCGC T T A T T T CCGGCGT C - - - - - - - - - - AAGCCC T CGC T AC T AGCAAGCAGGCAACC T AC T T T C T T TGTGT CCGT ACCC T AACACCAAAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T ACA - T T AGT T CCA T T T C T AGAAA TGA T T T CGGA T A T T T T T ACGT A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGCGC T TGT T ACCAGCAAGCAGGCAACC TGC T T T C T T TGTGT CCGT ACCC T AAGAGAGCAAC T T T T C TGT CCAACAGAA T AA T T T A T AGAA T TGA T A - -
- - - - - - T TGCA T T CAC T T T C T TGGAC T CC T - - - - - - - - - - - - - - - - CAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAACGC T T A T T ACCAGCAAGCAGGCGACC TGC T T T C T T TGTGT CCGT ACC T T AAGAGT CGA T T T - - AGACAC T CGCCAAGT CGGT AGGCCA T TGACAA - -
T A T AAA - C T AAA TGGT AACGCAAA - - - - - - - - - - T A T A T ACAAAC - - - T T AGGGT ACGCACACAAAGAAAGCAGGT T AA T CAGCGC T T A T T T CCGGCGCC - - - - - - - - - - AAGCGC T TGT T AC T AC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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 size: 629bp; fragments: 813; full length: 24 (>=566.1bp)
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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 629 bp
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TE: rnd_5_family_3505.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: 932bp; fragments: 813; full length: 0 (>=838.8bp)

TE consensus (bp)
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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_3505
 size: 453bp; fragments: 134; full length: 45 (>=407.7bp)
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TE consensus self dotplot (bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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