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TE: ltr_1_family_633.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ce.fa_gs.fa_bc.fa
 size: 7939bp; fragments: 16379; full length: 0 (>=7145.1bp)
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TE: ltr_1_family_633.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 8260bp; fragments: 16379; full length: 0 (>=7434bp)
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TE: ltr_1_family_633

 size: 4149bp; fragments: 293; full length: 0 (>=3734.1bp)
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