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Summary of
homologs,structures, motifs,
etc.









Compiling various information into one big table.
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Human Structurome Today (64340 proteins)

~70% have some 3D information!

5210 (8%)

13944 (22%)

7192 (11%)

37994 (59%)

H A. Determined m B. 3D Homolog @ C.<12% ID mD.>=12% ID



Mean coverage of sequence
= N w N al D ~ o]
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Mean coverage of sequence:
60~70%



Fraction of disease-related proteins (%)

People love diseases (?)
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Determined 3D Homolog <12% ID
A

“Structure Disease” or “Disease Structure”?

>= 12% ID



Out of 3181 disease-related (OMIM) proteins,
90% have some structural information.

190 (6%)

150 (5%)

1357 (43%)

1484 (47%)

W A. Determined m B. 3D Homolog = C.ID<12% mD. ID >=12%



Screening possible targets for structure determination
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Avoid IDP Homologs may help

150 147 Membrane!
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Disease-related ID < 12% Rod & Mam Membrane
A. C. D.

IDPs are not negligible.



Some examples of disease-related membrane proteins with no structure

Accession

P23942
Q8WVP7

P49279

Q8TDIS

Q9HCJ1

Name
Peripherin-2

Limb region 1 protein
homolog

Natural resistance-
associated macrophage
protein 1

Clarin-1

Progressive ankylosis
protein homolog

# diseases

6

4

Diseases (e.g.)

CHOROIDAL DYSTROPHY,
CENTRAL AREOLAR 2, etc

SYNDACTYLY, TYPE IV, etc.

MYCOBACTERIUM
TUBERCULOSIS, etc

USHER SYNDROME, TYPE IIIA,
etc.

CHONDROCALCINOSIS 2, etc.



« Grasping trends.
e Screening potential targets.
« Screening potential drugs.

« and much more.
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