
Start crop Point End crop Point

MSA length = 7999
T - - - - - - - - - - - - - - - - AACC T T A T A T AC TGGGTGCGT C T CAAAGTGGT - TGT AA TGAAGT T CA T AAAA - T T T T TGAGCAACC T TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAGG - - - - - - - - C T CACCCC T AA T T T T T T A T T T T T T CA T A T AA - - - - - - - - -
T AC TGAC T ACCC T T C T AAACGGT CAAAA T T A - - - - - - - - - - - - - - - - - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGGGA TG - - - - - - - - - - - - - - - - - - GT A T A T T T CGGCC T CAGT C T A T T AG
T T T T T T AAC T T T T T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C TGT AA TGAAGT T CA T AAAA - T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGG - AAGT C T CACAGT ACCC T AAAC T T T T T T T AAACA T C T AAC T T T T ACAC T AAAC T T C T T T AA
GCCGA T T CGC T T T T A TGGGACACCCGACAGAGA T T C T C TGCAC T C TGT T C TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAC TGC - - - - - - - - - - - - - - - - - - - - T T CGT CCC T TGGCCC - - - - - - - - - - -
T T T T T CAGCCGT - - ACAAAGT A T T T AAA T - - - - - - - - - - - - - - - - - - - - T TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAGT CGAC T T A - - - - - - - - - - - - - T T T T TGCA T C T C T A T T T AAA T AAAA TGG
GA T AA TGACAC T T T A T AAAA T A T C T ACA T CAAAGGT AAA T AAA T A T A T T T TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA T T T TGT AACGA T T AA T T CAA - - - - - T CA T T T C T CCA T T CACCGCAA T ACA
T T CGC T AACCA TGT A T - AGA TGA T CAAGAC TGAGGT A T A T T T A T T T A T T T TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAA TGT AC T AAAA T T T T T T T T AA - T ACA T AA T T T T AGA T A T AAC T A T T T CCA
GA T AA T ACCC T C - - - - - AAA T T CA T AAA T CACAG - - - - - - - - - - - - - - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAACAGA T AAAAGT T AGA T CAAA T T A T T CGT CCC T CAA T T T CACCC TGGT CA
T T T C T T C T T T T A T T A T T T AA T T A T T AA T T A T T A T T TGACAAAAAA TGT CC TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACACAGCGACCAAACGA TGACAGAA T ACCAAGCCA T T T A T T T CGC T AAAAAAA
T CCAAAAGAAA T - - - - AAA T T A TGT AAAACAAGGT T AA T A T T AGA T T AA T TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGAAC T C T CACAAGC T TGCAAAA TGGCAGCAAG - - - - A T AA T C T T T T A T T T AA T T TGGA T AA
C T TGA T C T A T T T - - - - AGAA TGT T A T AA T T T AAA T CAA T CA TGGT T A T T C TGT AA TGAAGT T CA T AAAA - T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAAC T C T T T TGAGC T TGA T CGGA T T T TGCA TGT T T T C T T T TGA T CAAAA T A T
T A T T A T TGGCCC - - - - - - GA T A T T AAAAAC T AGC T TGGCCCAA T A T A T - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - - - - - - - - - - - - - - - - - - - - T T ACC T AA T T T A T T A T T AAA T A T T A T T AC
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TE: rnd_4_family_1336.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: 7999bp; fragments: 4092; full length: 0 (>=7199.1bp)
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 size: 8299bp; fragments: 3710; full length: 0 (>=7469.1bp)
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TE: rnd_4_family_1336
 size: 7455bp; fragments: 588; full length: 2 (>=6709.5bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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