Assumption: protein 300 AA (mean value)

=>
1000 bp /gene

Genome size/1000 => gene number
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genome size (Mb)

Mb: 1x106 bases

Human genome 3.200.000.000
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http://book.bionumbers.org/how-many-genes-are-in-a-genome/
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Genomics and proteomics both peer into living organisms
at the subcellular level, but, while genomics reveals cellular blueprints,

proteomics captures what's actually happening in cells now
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https://www.nautilus.bio/blog/genomics-vs-proteomics-two-complementary-
perspectives-on-life/
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https://www.silantes.com/types-of-proteomics/



