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Protein structure-side chain packing



Hydrophobic effects



Phospholipid membranes





Post-translational or co-translational



Fold-structure - visualisation
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Sequence - structure

Protein Data Bank (PDB) - 140 000 protein structures 

UniProtKB/TrEMBL sequence database - 133 507 323 nonredundant entries .  Nov. 2018

Integrated Microbial Genomes & Microbiomes(IMG/M)database of 51 775 423 466 genes

(Coding genes E. coli - 4000,  yeast – 6000,  human, about -20000)







Structure – Comparative modeling





Comparative (homology) modeling

Both cases (A,B) represent extremely distant 
homologies with sequence identity on the 
level of 10–12%









How to solve the Holy Grail problem


