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ValTrendsDB

Database of biomacromolecular structure validation trends
Based on structures from Protein Data Bank, automatic update
http://ncbr.muni.cz/VValTrendsDB
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http://ncbr.muni.cz/ValTrendsDB

ValTrendsDB

Validation of cytochromes P450 — overview of the whole family
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Blue points are structures of cytochromes P450-cam
Red points show a common trend
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Other projects: ValTrendsDB

- Database of biomacromolecular structure validation trends
- Based on structures from Protein Data Bank, automatic update
= http://ncbr.muni.cz/\VValTrendsDB
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http://ncbr.muni.cz/ValTrendsDB

ValTrendsDB
Protein quality and resolution :-)
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structure resolution [A] [min: 0.48; max: 70]
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clashscore
[min: 5.5; max: 30]*

ValTrendsDB

Example of analysis
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It looks, Cryo-EM structures have
much lower quality than common

structures
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ValTrendsDB

Example of analysis
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structure resolution [A] [min: 0.61; max: 4.61]



