
Start crop Point End crop Point

MSA length = 3449
AA TGCCA TGT CCAC T CAGT C TGT C T CGC TGACACAGCGGAA T T AA T CGT CGC T CAAAAAGAA T AAGAA T TGGAA TGGT A T CA TGT T C TGTGGAGAAGAGG - - - - - - - - - - TGGC TGT AAA TGGC T T T T CCCA T C T A T AAAAAAAAA - - - - AAAA T ACAACGC T ACGACGCGACGCCGGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - CA
AA TGCCA TGT CCAC T CAGT C TGT C T CGC TGACACAGCGGAGT T AA T CGT CGT CCAAAAAGAA T AAGAA T TGGAA TGGT A T CA TGT T C TGTGGAGAAGAGG - - - - - - - - - - TGGC TGT AAA TGGC T T T T CCCA T C T A T AAAAAAAAAAACCAAAA T ACAA T AGCGAGT T ACAGGAC T T ACCGGGGGGC T AA TGT AACGC T AGCCCCCCCCG
AA TGCCA T A T CCAC T CAGT C TGT C T CGC TGA T ACAGCGCAGC T AA T CGT CGC T CAAAAAGAA T AAGAA T TGGAA TGA T A T CA TGT T C TGTGGAGAAGAGG - - - - - - - - - - - - ACCGCAGA T CGTGC T T AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGT CA T A T AGT A T TGTGAA - CGAA T AAC T T TGAA T T TGACAGT T CC - -
AA TGCCA TGT CCAC T CAGT C TGCC T CGC TGACACAGCGGAGT T AA T CGT CGC T CAAAAAGAA T AAGAA T TGGAA TGGT A T CA TGT T C TGTGGAGAAGA TG - - - - - - - - - - TGGC TGT AAA TGGCGT T T CCCGT C T AAAAAAAA TG - - - - - - - - - - - - - - - CC TGGGGCGC T A T T C TGT ACAGGGT A T CGGT AAGT T AC TGACAGC T A T - -
AAGGT T A T T T CGT T CAAA T CCGT T T C - - - - - T AAA T CGAAA T AAAC T CAC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGC TGT AAA TGGCGT T T CCCA T C T A T AAAAAAAAAGACCA - - A T ACAA T CGGC TGA TGAAA TGC TGT AGGGCCCACAACC T TGAGA T TGGT AGACGACC
AA TGT T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AACAGAGC TGT ACAAA TGT AAGAAC TGGAA TGGT A T CA TGT T C TGTGGAGAAGAGG - - - - - - - - - - TGGC TGT AAA TGGCGT T T C T CA T C T A T AAAAAAAAAGACGAAAACACA - T T ACA TGA T A T AA T A T TGT AAAGAGAA T CAACC T T T AACGGGA T T T T T T CA
AA T T T T A T T T T AA T T T T T T T T - - - - - - - - - - T T T AA T T AAC T T AA T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CA TGT T C TGTGGAGAAGAGG - - - - - - - - - - TGGC TGT AAA TGGCGT T T CCCA T C T A T AAAAAAAGAGCCCAACA TGCGT - - - - - - - - - - - - - - - - T A T A TG - - - - - - - - - - - - - - - - - - - - - - - - - - - CG
AGAA T CA T AC T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CAAAC TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGC TGT AAA TGGCGT T T CCCA T C T A T AAAAAAAA - GACCAAA - - - - - - - AGTGGGGT ACAA T A T - - - - - - - TGGA TGCA T A TGAA T C T AGT TGT CCCCA
- - CCCCACGCC TGCC T AGT C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
AGT AC T A - - - - - - - - - - - - - - - - - - - GT C T A T AC T A T A T T A T AA T T T A T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGC TGT AAA TGGCGT T T CCCA T C T A T AAAAAAAAA - - - - - - - A T A T AA T C T TGAGGT ACA T CA T T T CAAA T AGT AAA T C T A TGA T T T T AA T TGT T A T AA
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TE: rnd_5_family_240.fasta.b.bed_uf.bed_g_3.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_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 3449bp; fragments: 216; full length: 11 (>=3104.1bp)
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TE: rnd_5_family_240.fasta.b.bed_uf.bed_g_3.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: 3763bp; fragments: 216; full length: 3 (>=3386.7bp)
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TE: rnd_5_family_240
 size: 1837bp; fragments: 53; full length: 2 (>=1653.3bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)
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