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Genomic DNA sample 1 male
Genome size 969.7 Mb
Gapless length 100 %
Number of chromosomes 28
Number of organelles 1
Base accuracy 41.86
Number of scaffolds 47
Scaffold N50 33.7 Mb
Scaffold L50 12
Number of contigs 47
Contig N50 33.7 Mb
Contig L50 12
GC percent 39
Genome coverage >100.0x
Assembly level Chromosome
Genes and pseudogenes 40.491
Protein-coding genes 24.297
Non-coding genes 15.318
Transcript alignment rate 91,52 %
Repetitive content 49.49 %

2n = 2x = 56;  NF= 94
18 m + 20 sm + 18 st/a

Siraj et al. (2009) Malays Appl Biol 38(1)
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SEQUENCING TECHNOLOGY
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NORTH AFRICAN CATFISH, Clarias gariepinus (BURCHELL 1822)

Aquaculture production (FAO, 2015):
2.5% of world finfish inland farming
Aquaculture: 182.000 tonnes
Wild catches: 50.000 tonnes

More information on FAO, 2024:
www.fao.org/fishery/en/cultured

species/clarias_gariepinus/en

ASSEMBLY CONSENSUS
QUALITY VALUES

HR  hypoxia-responsive

Data type N50 Coverage
Oxford Nanopore ~32 kb 118 x
PacBio HiFi/CCS ~16 kb 82 x
illumina PE-150 2x150 bp 84 x
illumina PE-150 Hi-C 2x150 bp 24 x
Assembly method Hifiasm v. 0.16.1
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