
Start crop Point End crop Point

MSA length = 4572
- - - - - - - CCACC T CGC T T TGGC - - - - - - - - - - - - - - - - - - - GAGCGAGGCGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - CA T C T T CCC T T T TGC - - - - T A T CGCCCGA T A T T T AGT A T T AGAGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCCGTGAGGAA T T T TGAC T T TGAGGACAAACGTGGT T C T CCCGT A - - - - T T AGA TGGCAAA T T A T - - - GA T AACGACAA T A T CGTGGGAG - T
A T AAAA T CGCCCACC TGT C TGGT CGAGA T CGCCGAGT AGCGGAAACCGT CGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCAAACCACGTGC T TGACAGA T AACCACAA T AAGT A T ACAC TGC T CACAGT T
- - - - - - - AACCCA T T CGT T TGC T CGAGA TGGCCGAGCGAACGCA TGCGT TGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCC - - - - CA TGCGT T CGGT CCACCGT CA T AACAACAACGAAC T CCGAA T CGT T
A T AAAA TGAAACACGACC T T AG - - - - - - - - - - - - - - - - - - - GGC T T CGAAGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCCGTGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCGC T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T AGAGC TGT C TGCCA T C T TGC - - - - CGT CGACAAAAA T T T - - - - - - - - - GAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCCGTGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCAAAA - A T T TGGA TGCGCAC T CGT C - - AA TGACGACAAAACGA T T ACA - - -
A T AAAA T CGCCGACA T T T C TGGT CGGGA T CGTGC T CGGCC T TGAA TGT A TGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCCGTGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCGAA T TGT T TGGCCGTGT C T T CACCAC - - - - - - - - - - - - - - - - - - - - - - T C
- - - - - - - AGT T T AAAC T T T CGA - - - - - - - - - - - - - - - - - - - GGAAAAAGCGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCGTG - AGT T T T AGTGT CGT C T CA T A - - - - - - - - - - - - - - - - - - - - - - - - T T
- - AACA T T A T A T ACA T A T T T AC T CAA T A T T C T T T AAAC TGTGGTGCAAGCGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCGTGCCACCCGAGTGAAAAACGA T CACAGT - - CGA T AAAAA T T TGACAA - -
T T - - - - - TGC T CGGGC T C T TGC T CGACGT TGA T TGCGC T T C - - - - - - - - - GAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCC T TGCC T T T CGGC T CGCAAGCAACG - - - - - AC T AA TGCAGTGC T TGC - - T T
- - - - - - - GGT T C T CCCC T T TGC - - - - - - - - - - - - - - - - - - - - - - - - - - GGGAGGTGGCGGT A T T TGT AC T CAAAA T CAAAAA T AC T CAAAACCGAACGT C - - - - - - - - - - CCCGAACAGCC T TGAGGAA T T T TGAC T A TGAGGACAAACGTGGT T C T CCCC T T T AAC T CGGAAGC TGAACCGCGACAA T - - CAACGGCAC T T T T A T AGT A
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TE: rnd_5_family_3052.fasta.b.bed_uf.bed_g_4.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: 4572bp; fragments: 18344; full length: 9 (>=4114.8bp)
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TE: rnd_5_family_3052.fasta.b.bed_uf.bed_g_4.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: 4872bp; fragments: 18343; full length: 7 (>=4384.8bp)
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TE: rnd_5_family_3052

 size: 2238bp; fragments: 19614; full length: 63 (>=2014.2bp)
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