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Who invented ribbon diagram?




Who invented ribbon diagram?

Ribbon schematic of triose P
isomerase monomer (PDB: 1TIM)

Hand-drawn by J. Richardson, 1981



Solving structure by crystallography
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Cryo-EM resolution revolution

Werner Kihlbrandt, 2014
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The Resolution Revolution

Advances in detector technology and image processing are yielding high-resolution electron cryo-microscopy

structures of biomolecules. [Also see Report by Amunts et al.]

Dubochet, Frank, Henderson

The Royal Swedish Academy of Sciences has decided to award the

2017 NOBEL PRIZE IN CHEMISTRY
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“For developing cryo-electron microscopy for the high-resolution structure determination of
biomolecules in solution”



Solving structure by electron cryo-microscopy

Grid Electron Electron 5
microscope microscope |

Pick, align & Initial Improved e = ) >
average map map — %, Build
particles model

RCSB PDB  Deposit + Searcl

==
w :
=0

o=
PROTEIN DATA BANK a

naturemethods I

™ h
- . Improvement of cryo-|
Publish & [modification

Thomas C. Terwilliger ©'2, Steven J. Ludtk(

dEPOSit Pavel V. Afonines

=T 2PDB




Phenix today

Complete system for crystallography (X/E/N) and cryo-EM structure solution

Available at scripting, command line and GUI levels

Integrated with popular molecular graphics programs: Coot, PyMol and ChimeraX
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Phenix metrics

220 publications | 18447 citations | 82101 models in PDB | 35000 users | 33 countries

About 70 industry users
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Phenix metrics
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Keep up with trends: video tutorials

 Youllllld channel: 67 videos
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Phenix Tutorials
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Phenix

Phenix resources

@& phenix-online.org

Download
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A comprehensive software package for
macromolecular structure determination using
crystallographic (X-ray, neutron and electron) and
electron cryo-microscopy data. <> Learn more

NEW: Phenix with AlphaFold models

« Trim, weight, create domains and use for molecular

replacement >
o Trim, dock into cryo-EM maps and fill in gaps
« Reference models for refinement

Learn more
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User support

* Feedback, questions, help

Mailing list (anyone signed up): phenixbb@phenix-online.org
Bug reports (developers only): bugs@phenix-online.org
Ask for help (developers only): help@phenix-online.org

* Reporting a bug or asking for help:

* We can’t help you if you don’t help us to understand your problem
* Make sure the problem still exist using the latest Phenix version

e Send us all inputs (files, non-default parameters) and tell us steps that lead to
the problem

» All data sent to us is kept confidentially



