
Start crop Point End crop Point

MSA length = 3528
A T T AAAA T CGAGGGT A T AA T - T A T AC T T A T CAAAA T T T ACA T T T CA T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGT - CACCC TGA TGAAGA TGT A - - - - - - T ACA T AGT T ACACACCAAA T T TGA T CGGGA T CGGACGACA T CAAC T T T AG
A T AAAAAA T A T A T A T A T A T A T T CAAA T CC T T CAA T T T AA T AGC TGT AAAAAGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGAAAGT T T CAC T T CAAA T A T AC - - - - - - A T AGTG - CACACACAA T T T T TGT TGT A T ACAAC T AAAGA T AC T AGA T AG
GC - - - - - - - - - - - C T A T A T A - A T AAGT - - - - - - - - - - - - - - - - - - - A T AAAGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGA - T AA T T T T T T T AAAA TGAA T A T T T A TGGGACA - CCC T C T A T A T T T T T AA T T - - AAC TGGAAAGAA T T T AACA T - T
C T AAGGT ACGAA T T T T CGAAA T T AGT CCAGCCA T T AC T AGGCC T T T T AGCAGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGAA T C T T A T T TGT AAGT T A TGT AGT T A T AAAGCGT C T CCAAGAA T CAAAA T C T TGAA T CCGT CAAGA TGAGAGA TGG
CGT TGAAA TGCAGT T T TGT T T T CGA T T T T T AAAA T AA T A T ACA T AA T T A T AGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AAGC T TGAA T T T AAAA T AACAA TGA T T TGAGC - - G
T TGAGT CA T AAC T CA T CA T ACC T AAGT CCCGAGT CA T AAC T CA T CA T CCA TGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGAGCA T T T T T T T T AA T T T T A T T A T T T AAAAAACGT C T T T AA T AA T T T AGAA T T AGAA T T T AGAA TGAGTGGGAGG - G
GT A T AGTGTGT T T T A T TGTGT T T AGT T T A T CGCC T T C T AAG - - - - - T AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGT AAGC T T CA T T AGAAA T A T T T A T T T A - - AA T TGT T TGAAAC T AC T A TGCC T T CGGACGAAGA T AAA T T AGC T AGAG
A TGT AAAA TGT A - - - - - - - - - T T AAA T T A T T T AGCC T T T TGC T T A T - AGCAGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGA - - - - - - - - - T T AAA T T A T T T - - - - - - - - - - - - - - - - - - - - - - T T T T CGT T T TGT AC - - - - - - - - - - - - - - - - - - -
ACGAGAAA T AAA T T TGTGCA - T T AGG - - - - - - - - - - - - - - - - - - - - - - GAAGGT C T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGAA TGA T T T A T T T A T AA T AAC T A T T T A T AGA T CG - T ACAC T AAA T T T CAAA T T T AAAA T AAAAAAAGT T AAAAA T - A
A T T AA T AACGA T CAA T T - - - - T T AAC T T AGGAAGT T A T A T T T CCA T - - - - - GCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T T T T T AA T A TGGT C T C T AA T AGA T A T - - - - - - G
CGT TGAAA TGCAGT T T TGT T T T CGA T T T T T AAAA T AA T A T ACA T AA T T A T AGCC T T TGC T T A T AGCACCA T A T A T AAGCA T T AACCCGGCC T AAGGGAAA - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T AAGC T TGAA T T T AAAA T AACAA TGA T T TGAGC - - G
ACAAAAAGT ACAAC T T TGAC T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CGGAGACGGCGAC T T AAGAAGAAGAA T T C T A T C T C TGAAA T AC T T - - - - - T A T AAA T ACA T ACACAAACACAA T T T AAGGA TGA - - - - - - - - - - - - - - AA
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TE: rnd_5_family_1332.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa

 size: 3528bp; fragments: 136; full length: 10 (>=3175.2bp)
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No TE domain detected

After TEtrimmer 3528 bp
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 size: 3831bp; fragments: 136; full length: 8 (>=3447.9bp)
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TE: rnd_5_family_1332
 size: 559bp; fragments: 5; full length: 2 (>=503.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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