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Oxford Nanopore ~32 kb 118 x BUSCO ANALYSIS (414) Genomic DNA sample 1 male

o ~ Genome size 969.7 Mb
PacBio HiFi/CCS 16kb 82 ‘ Gapless length e
illumina PE-150 2x150bp 84 x @ Single_copy 97.6%  Number of chromosomes 28
illumina PE-150 Hi-C 2x150 bp 24 x @ Duplicated 1.5% Number of organelles a
Assembly method Hifiasmv.-0.16.1 @ Fragmented 0.2% Base accuracy 41.86
O Missing 0.7% Number of scaffolds 47
Scaffold N50 33.7 Mb
Scaffold L50 12
NORTH AFRICAN CATFISH, Clarias gariepinus (BURCHELL 1822) Number of contigs 47
= Aquaculture production (FA0, 2015): Centi3 D /B
® o T A 4 Contig L50 12
— 2.5% of world finfish inland farming
GC percent 39
— Aquaculture: 182.000 tonnes BT GOV 5100.0x
— Wild catches: 50.000 tonnes Assembly level Chromosome
= More information on FAO, 2024: EN Genes and pseudogenes 40.491
— www.fao.org/fishery/en/cultured % Protem-c_odmg genes 24.297
species/clarias_gariepinus/en Non-coding genes L e
Transcript alignment rate 91,52 %

Repetitive content 49.49 %
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