GABBA AND MCBIOL PHD PROGRAMMES
STRUCTURAL BIOLOGY COURSE SCHEDULE

Monday (April 23t) Meeting Room A
10:00-10:20 Welcome address (S. M. R.)

Structural Biology and Protein Crystallography Overview (P.

10:20-12:00 P.)
LUNCH

Biological Small Angle X-ray Scattering: principles and
applications (J.A.M.)
15:30-16:30 Natural anticoagulants (P.P.)

Polyglutamine disorders: more than simple repeats (S. M.
R.)

14:00-15:00

17:00-18:00

Tuesday (April 24"") Meeting Room B

9:00-10:30 f;ltrgc';ural and functional studies of membrane proteins (J.

Computational Approaches to Predict and Refine the

11:00-13:00 g\ cture of Proteins (J.C.)

LUNCH

PRACTICAL 1: MODEL BUILDING (Groups I, II) - 11552
14:30-16:00 PRACTICAL 2: How to read a Structural Biology paper;
PDB AND PYMOL (Groups III, IV) - Room B

PRACTICAL 1: MODEL BUILDING (Group III, IV) - 11552
16:00-17:30 PRACTICAL 2: How to read a Structural Biology paper;
PDB AND PYMOL (Groups I, II) - Room B

Course Tutors:

Sandra de Macedo Ribeiro (Biomolecular Structure and Function Group, IBMC/i3S, Porto)
Pedro J. B. Pereira (Macromolecular Structure Group, IBMC/i3S, Porto)

José Antonio Manso (Macromolecular Structure Group, IBMC/i3S, Porto)

Jodo Morais Cabral (Structural Biochemistry Group, IBMC/i3S, Porto

Jodo Coimbra (Dept. Quimica e Bioquimica, Fac. Ciéncias, Universidade do Porto)
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Additional Reading:

History of Crystallography: http://onlinelibrary.wiley.com/doi/10.1111/febs.12796/full

Protein Crystallography for non-crystallographers: http://www.ncbi.nlm.nih.gov/pubmed/18034855

Protein crystallography for aspiring crystallographers or how to avoid pitfalls and traps in
macromolecular structure determination
: https://www.ncbi.nlm.nih. gov/pmc/articles/PMC4080831/




