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Figure 4. PERT flow diagram of EDICT activities 
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Work 
Package 

Acronym Structures Organism
type

PI’s Function   

        
WP2 
Channels 

ELIC Closed protein pentamer by XRC Bacterium Dutzler Ligand-gated cation channel 1  

GLIC Open protein pentamer by XRC Bacterium Dutzler Ligand-gated cation channel 1  

HCN1 cNMP binding site by XRC Human  Moroni K+/Na+ hyper-polarization-activated 
cNMP-gated channel 

1  

HCN4 cNMP binding site by XRC Human  Moroni K+/Na+ hyper-polarization-activated 
cNMP-gated channel  

1  

Kv2.1 Protein complex and deletion 
mutant by EM and modelling 

Rat Sokolova Voltage-gated K+channel 2  

Kv10.2 Protein complex by EM Human Sokolova Voltage-gated K+channel 1  

ChR2 Protein dimer by EM Green alga Kühlbrandt Light-gated ion channel  1  

Proteorhodopsin Protein by NMR Bacterium Dötsch, Bernhard Light-driven H+ pump 1  

Presenilin1 C-terminal fragment by NMR Human Dötsch, Bernhard Gamma-secretase protease 1  

        
WP3 
Transporters 

Mhp1 Open-out, occluded, open-in, part 
occluded, 4 complexes by XRC Bacterium Cameron, Beckstein 

Iwata, Henderson Na+-hydantoin symporter 7  

AdiC Protein with ligand and mutants 
by XRC Bacterium Palacin Arginine/agmitine antiporter and 

mutants 3  

Transporter Protein by XRC Human Cameron, Iwata Antiporter 1  

NhaA 
 

Protein by XRC Bacterium Padan Na+/H+ antiporter 1  

Protein dimer by XRC Bacterium Cameron Na+/H+ antiporter 1  



NhaP1 Protein dimer, deletion mutant, 
different conformations by EM

Archaea Kühlbrandt Na+/H+ antiporter 2  

UraABc Protein hexamer by EM Bacterium Baldwin Urea channel/transporter 1  

        

WP4 
Aquaporins 

AQP4, AQP5, MIP Proteins by XRC Human Neutze Aquaporin 3  

AQPY1 Protein by XRC Yeast Neutze Aquaporin 1  

        

WP5 ThiT Protein by XRC
Protein with (pyri)thiamine Bacterium Poolman, Slotbloom ECF component ABC transporters 2  

BioY Protein by XRC 
Protein with biotin 

Bacterium Poolman, Slotbloom ECF component ABC transporters 2  

OppA Protein by XRC 
Protein with ligand 

Bacterium Poolman, Slotbloom Binding protein of ABC transporter 2  

OpuAC Protein by XRC 
Protein with ligand 

Bacterium Poolman, Slotbloom ABC transporter 2  

OpuBC Protein by XRC Bacterium Schmitt Binding protein of ABC transporter 1  

HlyB Protein by XRC Bacterium Schmitt Haemolysin exporter 1  

HmuT Protein by XRC 
Protein with ligand 

Bacterium Locher Binding protein of haem ABC 
transporter 

2  

ArtMP Interfacial domains of protein 
complex by NMR 

Bacterium Oschkinat Arginine transport system 2  



        

WP6 
F-, P-  
and PP-
ATPases 

Fo-F1 ATPase by 
XRC 

Protein by XRC Bovine Walker ATP synthesis 1  

Protein by XRC Yeast Walker ATP synthesis 1  

Protein by XRC Bacterium Walker ATP synthesis 1  

P~Pase  Protein by XRC 
Protein with ligand 

Bacterium Goldman, Nissen Generation of Na+ gradient 2  

P-ATPase  Protein with ligand by XRC Pig Nissen Generation of Na+ gradient in 
animals 

1  

P-ATPase  Protein with ligand by XRC Yeast Nissen Generation of H+ gradient in fungi 1  

WP7 
Mitochondrial 
transporters 

TspO Protein by EM Bacterial Tate Homologue of mitochondrial outer 
membrane protein 

1  

  43 by XRC, 6 by EM, 3 by NMR 32   52  

        
 



Examples of structures determined by the EDICT project 
 
 

 
 
 
 
Figure 5. Some examples of structures determined by X-ray crystallography 
 
 
 
 



 

 
Figure 6. Examples of structures determined by electron microscopy 
 
 
 

 
 
Figure 7. Examples of structures determined by nuclear magnetic resonance 
 
 
 
 
 
 



 
 
Figure 8. Examples of docking of ligands in EDICT target proteins  
 
 
Table 2. Examples of dissemination at a Scientific Conference (Period 3 only) 

Date Conference Title Place EDICT PI 
15/08/2010 – 
20/08/2010 

Gordon Research Conference, 
Membrane Transport Proteins 

Maine, USA Ulrik Gether (Chair) 
Peter Henderson 
Baruch Kanner 
Alex Cameron 
Poul Nissen 
Oliver Beckstein 
Robert Tampe 

05/01/2011 – 
07/01/2011 

Biochemical Society, Recent 
Advances in Membrane Biochemistry 

Cambridge, UK Roslyn Bill 
Chris Tate 
Werner Kuhlbrandt 
Mark Sansom 
Gunnar von Heijne  
Peter Henderson 
Frances Ashcroft 

16/05/2011 – 
20/05/2011 

Cold Spring Harbor Asia Conference, 
Membrane Proteins: Structure & 
Function 

Suzhou, China Carola Hunte (organiser),  
Gunnar von Heijne (keynote) 
Peter Henderson 
Werner Kuhlbrandt 
Hartmut Oschkinat 
Bert Poolman 
Chris Tate 



19/06/2011 – 
24/06/2011 

Gordon Research Conference, 
Mechanisms of Membrane Transport 

Maine, USA Poul Nissen 
Dirk Slotboom 
Robert Tampe 
Kasper Locher 

26/6/2010 
– 1/7/2010 

35th FEBS Congress, Goeborg, Sweden Richard Neutze 
John Walker 
Raimund Dutzler 
Bert Poolman 

14/08/2011- 
19/08/2011 

FASEB Summer research 
Conferences 

Aspen, USA Frédéric Preitner 
Bernard Thorens 
Peter Henderson 

15/01/2012 – 
20/01/2012 

Gordon Research Conference, 
Ligand Recognition & Molecular 
Gating 

Ventura, USA Dirk Slotboom (vice chair) 
Chris Tate 

 
Table 3. Publications of the European Drug Initiative for Channels and transporters 
(Arranged in chronogical order for each Work Package – see also the EDICT web site) 

WP1 - Database, annotations and structural modelling 
1. Light, S., Sagit, R., Ithychanda, S.S., Qin, J. and Elofsson, A. (Epub 2012) The evolution of 

filamin - A protein domain repeat perspective. J Struct Biol (Epub ahead of print). 
2. Hedin, L.E., Illergard, K. and Elofsson, A. (2011) An introduction to membrane proteins. J 

Proteome Res 10 (8) : 3324-3331. 
3. Shu, N. and Elofsson, A. (2011) KalignP: improved multiple sequence alignments using position 

specific gap penalties in Kalign2. Bioinformatics 27 (12) : 1702-1703. 
4. Hennerdal, A. and Elofsson, A. (2011) Rapid membrane protein topology prediction. 

Bioinformatics 27 (9) : 1322-1323. 
5. Larsson, P., Skwark, M.J., Wallner, B. and Elofsson, A. (2011) Improved predictions by 

Pcons.net using multiple templates. Bioinformatics 27 (3) : 426-427. 
6. Hennerdal, A., Falk, J., Lindahl, E. and Elofsson, A. (2010) Internal duplications in alpha-helical 

membrane protein topologies are common but the nonduplicated forms are rare. Protein Sci 19 (12) : 
2305-2318. 

7. Runesson, J., Sollenberg, U.E., Jurkowski, W., Yazdi, S., Eriksson, E.E., Elofsson, A. and 
Langel, U. (2010) Determining receptor-ligand interaction of human galanin receptor type 3. 
Neurochem Int 57 (7) : 804-811. 

8. Hedin, L.E., Ojemalm, K., Bernsel, A., Hennerdal, A., Illergard, K., Enquist, K., Kauko, A., 
Cristobal, S., von Heijne, G., Lerch-Bader, M., Nilsson, I. and Elofsson, A. (2010) Membrane 
insertion of marginally hydrophobic transmembrane helices depends on sequence context. J Mol Biol 
396 (1) : 221-229.   

9. Bernsel, A., Viklund, H., Hennerdal, A. and Elofsson, A. (2009) TOPCONS: consensus 
prediction of membrane protein topology. Nucleic Acids Res 37 (Web Server issue) : W465-8 

10. Hayat, S. and Elofsson, A. (2012) Ranking models of transmembrane beta-barrel proteins 
using Z-coordinate predictions. Bioinformatics 28 (12) : i90-6. 

11. Tsirigos, K.D. and Hennerdal, A. and Kall, L. and Elofsson, A. (2012) A guideline to proteome-
wide alpha-helical membrane protein topology predictions. Proteomics 

WP2 - Ion channels and secondary active ion transporters 
1. Wohri, A.B., Hillertz, P., Eriksson, P.O., Meuller, J., Dekker, N. and Snijder, A. (Epub 2012) 

Thermodynamic studies of ligand binding to the human homopentameric glycine receptor using 
isothermal titration calorimetry. Mol Membr Biol (Epub ahead of print)  

2. Hamacher, K., Greiner, T., Ogata, H., Van Etten, J.L., Gebhardt, M., Villarreal, L.P., Cosentino, 
C., Moroni, A. and Thiel, G. (2012) Phycodnavirus potassium ion channel proteins question the virus 
molecular piracy hypothesis. PLoS One 7 (6) : e38826* 

3. Ben-Yona, A. and Kanner, B.I. (Epub 2012) An acidic amino acid transmembrane helix 10 
residue conserved in the neurotransmitter:sodium:symporters is essential for the formation of the 
extracellular gate of the gamma-aminobutyric acid (GABA) t J Biol Chem (Epub ahead of print) 287 
(10) : 7159-7168.   

4. Lolicato, M., Nardini, M., Gazzarrini, S., Moller, S., Bertinetti, D., Herberg, F.W., Bolognesi, M., 



Martin, H., Fasolini, M., Bertrand, J.A., Arrigoni, C., Thiel, G. and Moroni, A. (2011) Tetramerization 
Dynamics of C-terminal Domain Underlies Isoform-specific cAMP Gating in Hyperpolarization-
activated Cyclic Nucleotide-gated Channels. J Biol Chem 286 (52) : 44811-44820 

5. Ben-Yona, A., Bendahan, A. and Kanner, B.I. (Epub 2011) A glutamine residue conserved in the 
neurotransmitter:sodium:symporters is essential for the interaction of chloride with the GABA 
transporter GAT-1. J Biol Chem (Epub ahead of print) 286 (4) : 2826-2833 

6. Thiel, G. and Baumeister, D. and Schroeder, I. and Kast, S.M. and Van Etten, J.L. and Moroni, 
A. (2011) Minimal art: or why small viral K(+) channels are good tools for understanding basic 
structure and function relations. Biochim Biophys Acta 1808 (2) : 580-588. 

7. Chae, P.S. and Gotfryd, K. and Pacyna, J. and Miercke, L.J. and Rasmussen, S.G. and 
Robbins, R.A. and Rana, R.R. and Loland, C.J. and Kobilka, B. and Stroud, R. and Byrne, B. and 
Gether, U. and Gellman, S.H. (2010) Tandem facial amphiphiles for membrane protein stabilization. J 
Am Chem Soc 132 (47) : 16750-16752 

8. Chae, P.S. and Rasmussen, S.G. and Rana, R.R. and Gotfryd, K. and Chandra, R. and Goren, 
M.A. and Kruse, A.C. and Nurva, S. and Loland, C.J. and Pierre, Y. and Drew, D. and Popot, J.L. and 
Picot, D. and Fox, B.G. and Guan, L. and Gether, U. and Byrne, B. and Kobilka, B. and Gellman, 
S.H. (2010) Maltose-neopentyl glycol ({MNG}) amphiphiles for solubilization, stabilization and 
crystallization of membrane proteins. Nat Methods 7 (12) : 1003-1008 

9. Hilf, R.J. and Bertozzi, C. and Zimmermann, I. and Reiter, A. and Trauner, D. and Dutzler, R. 
(2010) Structural basis of open channel block in a prokaryotic pentameric ligand-gated ion channel. 
Nat Struct Mol Biol 17 (11) : 1330-1336 

10. Domanski, J. and Stansfeld, P.J. and Sansom, M.S. and Beckstein, O. (2010) Lipidbook: a 
public repository for force-field parameters used in membrane simulations. J Membr Biol 236 (3) : 
255-258 

11. Bonza, M.C. and Martin, H. and Kang, M. and Lewis, G. and Greiner, T. and Giacometti, S. and 
Van Etten, J.L. and De Michelis, M.I. and Thiel, G. and Moroni, A. (2010) A functional calcium-
transporting {ATPase} encoded by chlorella viruses. J Gen Virol 91 (Pt 10) : 2620-2629 

12. Henkel, M. and Mitzner, D. and Henklein, P. and Meyer-Almes, F.J. and Moroni, A. and 
Difrancesco, M.L. and Henkes, L.M. and Kreim, M. and Kast, S.M. and Schubert, U. and Thiel, G. 
(2010) The proapoptotic influenza A virus protein {PB1}-F2 forms a nonselective ion channel. PLoS 
One 5 (6) : e11112 

13. de Wet, H. and Fotinou, C. and Amad, N. and Dreger, M. and Ashcroft, F.M. (2010) The 
{ATPase} activities of sulfonylurea receptor 2A and sulfonylurea receptor 2B are influenced by the C-
terminal 42 amino acids. FEBS J 277 (12) : 2654-2662 

14. Shimomura, K. and de Nanclares, G.P. and Foutinou, C. and Caimari, M. and Castano, L. and 
Ashcroft, F.M. (2010) The first clinical case of a mutation at residue K185 of Kir6.2 ({KCNJ11}): a 
major {ATP}-binding residue. Diabet Med 27 (2) : 225-229. 

15. Korkhov, V.M. and Sachse, C. and Short, J.M. and Tate, C.G. (2010) Three-dimensional 
structure of TspO by electron cryomicroscopy of helical crystals. Structure 18 (6) : 677-687 

16. Hertel, B. and Tayefeh, S. and Kloss, T. and Hewing, J. and Gebhardt, M. and Baumeister, D. 
and Moroni, A. and Thiel, G. and Kast, S.M. (2010) Salt bridges in the miniature viral channel Kcv are 
important for function. Eur Biophys J 39 (7) : 1057-1068 

17. Shimomura, K., Flanagan, S.E., Zadek, B., Lethby, M., Zubcevic, L., Girard, C.A., Petz, O., 
Mannikko, R., Kapoor, R.R., Hussain, K., Skae, M., Clayton, P., Hattersley, A., Ellard, S. and 
Ashcroft, F.M. (2009) Adjacent mutations in the gating loop of Kir6.2 produce neonatal diabetes and 
hyperinsulinism. EMBO Mol Med 1 (3) : 166-177 

18. Pongprayoon, P. and Beckstein, O. and Wee, C.L. and Sansom, M.S. (2009) Simulations of 
anion transport through OprP reveal the molecular basis for high affinity and selectivity for 
phosphate. Proc Natl Acad Sci U S A 106 (51) : 21614-21618 

19. Chatelain, F.C., Gazzarrini, S., Fujiwara, Y., Arrigoni, C., Domigan, C., Ferrara, G., Pantoja, C., 
Thiel, G., Moroni, A. and Minor, Jr., D.L. (2009) Selection of inhibitor-resistant viral potassium 
channels identifies a selectivity filter site that affects barium and amantadine block. PLoS One 4 (10) 
: e7496 

20. Abenavoli, A. and DiFrancesco, M.L. and Schroeder, I. and Epimashko, S. and Gazzarrini, S. 
and Hansen, U.P. and Thiel, G. and Moroni, A. (2009) Fast and slow gating are inherent properties of 
the pore module of the K+ channel Kcv. J Gen Physiol 134 (3) : 219-229 

21. Greiner, T., Frohns, F., Kang, M., Van Etten, J.L., Kasmann, A., Moroni, A., Hertel, B. and 
Thiel, G. (2009) Chlorella viruses prevent multiple infections by depolarizing the host membrane. J 
Gen Virol 90 (Pt 8) : 2033-2039 

22. Craig, T.J. and Shimomura, K. and Holl, R.W. and Flanagan, S.E. and Ellard, S. and Ashcroft, 



F.M. (2009) An in-frame deletion in Kir6.2 ({KCNJ11}) causing neonatal diabetes reveals a site of 
interaction between Kir6.2 and {SUR1}. J Clin Endocrinol Metab 94 (7) : 2551-2557 

23. Gazzarrini, S. and Kang, M. and Abenavoli, A. and Romani, G. and Olivari, C. and Gaslini, D. 
and Ferrara, G. and van Etten, J.L. and Kreim, M. and Kast, S.M. and Thiel, G. and Moroni, A. (2009) 
Chlorella virus {ATCV}-1 encodes a functional potassium channel of 82 amino acids. Biochem J 420 
(2) : 295-303 

24. Ben-Yona, A. and Kanner, B.I. (2009) Transmembrane domain 8 of the {gamma}-aminobutyric 
acid transporter {GAT}-1 lines a cytoplasmic accessibility pathway into its binding pocket. J Biol 
Chem 284 (15) : 9727-9732 

25. Tayefeh, S. and Kloss, T. and Kreim, M. and Gebhardt, M. and Baumeister, D. and Hertel, B. 
and Richter, C. and Schwalbe, H. and Moroni, A. and Thiel, G. and Kast, S.M. (2009) Model 
development for the viral Kcv potassium channel. Biophys J 96 (2) : 485-498 

26. Aittoniemi, J. and Fotinou, C. and Craig, T.J. and de Wet, H. and Proks, P. and Ashcroft, F.M. 
(2009) Review. {SUR1}: a unique {ATP}-binding cassette protein that functions as an ion channel 
regulator. Philos Trans R Soc Lond B Biol Sci 364 (1514) : 257-267 

27. Hilf, R.J. and Dutzler, R. (Epub 2009) Structure of a potentially open state of a proton-activated 
pentameric ligand-gated ion channel. Nature (Epub ahead of print) 457 (7225) : 115-118 

28. Pischalnikova, A.V. and Sokolova, O.S. (2009) The domain and conformational organization in 
potassium voltage-gated ion channels. J Neuroimmune Pharmacol 4 (1) : 71-82 

WP3 - Human metabolite/ion transporters and their homologues 
1. Low, C., Jegerschold, C., Kovermann, M., Moberg, P. and Nordlund, P. (2012) Optimisation of 

Over-Expression in E. coli and Biophysical Characterisation of Human Membrane Protein 
Synaptogyrin 1. PLoS One 7 (6) : e38244 

2. Simm, R., Voros, A., Ekman, J.V., Sodring, M., Nes, I., Kroeger, J.K., Saidijam, M., Bettaney, 
K.E., Henderson, P.J., Salkinoja-Salonen, M. and Kolsto, A.B. (2012) BC4707 Is a Major Facilitator 
Superfamily Multidrug Resistance Transport Protein from Bacillus cereus Implicated in 
Fluoroquinolone Tolerance. PLoS One 7 (5) : e36720 

3. Huysmans, G.H., Chan, N., Baldwin, J.M., Postis, V.L., Tzokov, S.B., Deacon, S.E., Yao, S.Y., 
Young, J.D., McPherson, M.J., Bullough, P.A. and Baldwin, S.A. (2012) A urea channel from Bacillus 
cereus reveals a novel hexameric structure. Biochem J 445 (2) : 157-166 

4. Schushan, M., Rimon, A., Haliloglu, T., Forrest, L.R., Padan, E. and Ben-Tal, N. (2012) A Model-
Structure of a Periplasm-facing State of the NhaA Antiporter Suggests the Molecular Underpinnings 
of pH-induced Conformational Changes. J Biol Chem 287 (22) : 18249-18261.       

5. Rodriguez-Banqueri, A., Kowalczyk, L., Palacin, M. and Vazquez-Ibar, J.L. (2012) Assessment 
of membrane protein expression and stability using a split green fluorescent protein reporter. Anal 
Biochem 423 (1) : 7-14. 

6. Henderson, P. J. F. (2012) Membrane proteins for secondary active transport and their 
molecular mechanisms. Comprehensive Biophysics 8: 265-288 

7. Muller, M., Bamann, C., Bamberg, E. and Kuhlbrandt, W. (2011) Projection structure of 
channelrhodopsin-2 at 6 a resolution by electron crystallography. J Mol Biol 414 (1) : 86-95 

8. Kozachkov, L. and Padan, E. (2011) Site-directed tryptophan fluorescence reveals two essential 
conformational changes in the Na+/H+ antiporter NhaA. Proc Natl Acad Sci U S A 108 (38) : 15769-
15774 

9. Broer, S. and Palacin, M. (2011) The role of amino acid transporters in inherited and acquired 
diseases. Biochem J 436 (2) : 193-211 

10. Mager, T., Rimon, A., Padan, E. and Fendler, K. (2011) Transport Mechanism and pH 
Regulation of the Na+/H+ Antiporter NhaA from Escherichia coli: an electrophysiological study. J Biol 
Chem 286 (26) : 23570-23581.      

11. Michaud-Agrawal, N., Denning, E.J., Woolf, T.B. and Beckstein, O. (Epub 2011) MDAnalysis: A 
toolkit for the analysis of molecular dynamics simulations. J Comput Chem (Epub ahead of print)  

12. Bill, R.M., Henderson, P.J., Iwata, S., Kunji, E.R., Michel, H., Neutze, R., Newstead, S., 
Poolman, B., Tate, C.G. and Vogel, H. (2011) Overcoming barriers to membrane protein structure 
determination. Nat Biotechnol 29 (4) : 335-340 

13. Krulwich, T.A. and Sachs, G. and Padan, E. (2011) Molecular aspects of bacterial pH sensing 
and homeostasis. Nat Rev Microbiol 9 (5) : 330-343 

14. Kowalczyk, L. and Ratera, M. and Paladino, A. and Bartoccioni, P. and Errasti-Murugarren, E. 
and Valencia, E. and Portella, G. and Bial, S. and Zorzano, A. and Fita, I. and Orozco, M. and 
Carpena, X. and Vazquez-Ibar, J.L. and Palacin, M. (2011) Molecular basis of substrate-induced 
permeation by an amino acid antiporter. Proc Natl Acad Sci U S A 108 (10) : 3935-3940 



15. Sonoda, Y., Newstead, S., Hu, N.J., Alguel, Y., Nji, E., Beis, K., Yashiro, S., Lee, C., Leung, J., 
Cameron, A.D., Byrne, B., Iwata, S. and Drew, D. (2011) Benchmarking Membrane Protein 
Detergent Stability for Improving Throughput of High-Resolution X-ray Structures. Structure 19 (1) : 
17-25.   

16. Weyand, S. and Shimamura, T. and Beckstein, O. and Sansom, M.S. and Iwata, S. and 
Henderson, P.J. and Cameron, A.D. (2011) The alternating access mechanism of transport as 
observed in the sodium-hydantoin transporter Mhp1. J Synchrotron Radiat 18 (1) : 20-23.       

17. Pongprayoon, P., Beckstein, O. & Sansom, M.S.P (2011) Biomimetic design of a brush-like 
nanopore: simulation studies J. Phys. Chem. B in press   

18. Weyand, S., Ma P., Saidijam M., Baldwin J. (2011) The Nucleobase-Cation-Symport-1 Family 
of Membrane Transport Proteins. Handbook of Metalloproteins, Volumes 4 & 5, edited by Albrecht 
Messerschmidt. Chichester. UK: John Wiley and Sons, Ltd 1: 848-864.   

19. Goswami, P., Paulino, C., Hizlan, D., Vonck, J., Yildiz, O. and Kuhlbrandt, W. (2011) Structure 
of the archaeal Na(+)/H(+) antiporter NhaP1 and functional role of transmembrane helix 1. EMBO J 
30 (2) : 439-449 

20. Diab, M., Rimon A., Tzubery T., Padan E. (2011) Helix VIII of NhaA Na+/H+ Antiporter 
Participates in the Periplasmic Cation Passage and pH Regulation of the Antiporter. J Mol Biology 
413(3) : 604-614 

21. Bartoccioni, P., Del Rio, C., Ratera, M., Kowalczyk, L., Baldwin, J.M., Zorzano, A., Quick, M., 
Baldwin, S.A., Vazquez-Ibar, J.L. and Palacin, M. (2010) Role of transmembrane domain 8 in 
substrate selectivity and translocation of SteT, a member of the L-amino acid transporter (LAT) 
family. J Biol Chem 285 (37) : 28764-28776.    

22. Chillaron, J. and Font-Llitjos, M. and Fort, J. and Zorzano, A. and Goldfarb, D.S. and Nunes, V. 
and Palacin, M. (2010) Pathophysiology and treatment of cystinuria. Nat Rev Nephrol 6 (7) : 424-434 

23. So, A. and Thorens, B. (2010) Uric acid transport and disease. J Clin Invest 120 (6) : 1791-
1799.    

24. Shimamura, T., Weyand, S., Beckstein, O., Rutherford, N.G., Hadden, J.M., Sharples, D., 
Sansom, M.S., Iwata, S., Henderson, P.J. and Cameron, A.D. (2010) Molecular basis of alternating 
access membrane transport by the sodium-hydantoin transporter Mhp1. Science 328 (5977): 470-
473       

25. Leung, J., Karachaliou, M., Alves, C., Diallinas, G. and Byrne, B. (2010) Expression and 
purification of a functional uric acid-xanthine transporter (UapA). Protein Expr Purif 72 (1) : 139-146 
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Figure 9. Journal front covers featuring EDICT papers 



 
Table 4. Researcher exchange visits 
Name Home Institution Host Institution Date from Date to 
Iiulia Blesneac CEA Groningen 15/09/2008 21/09/2008 
Tommi Kajander Helsinki Diamond 10/02/2009 13/02/2009 
Christopher 
Lentes Leeds Imperial 08/03/2009 22/03/2009 

Kamil Gotfryd Copenhagen Aarhus 23 one and two day visits between 
18/02/2009 and 29/03/2012 

Wiktor Jurkowski Stockholm Leeds 16/11/2009 20/11/2009 
Dawid Krenc Max-Planck Gothenburg 18/11/2009 21/11/2009 
Sören Wacker Max-Planck Leeds 21/11/2009 27/11/2009 
Constantina 
Fotinou 

Oxford Aarhus 18/01/2010 20/02/2010 

Marco Lolicato Milan Zurich 24/06/2010 26/06/2010 
Juho Kellosalo Helsinki Aarhus 02/08/2010 03/09/2010 
Maria Karlova Moscow Milan 07/12/2010 21/12/2010 
Maike Bublitz Aarhus MRC 07/03/2012 31/03/2012 
 
 
  



A report on mobility and gender issues (Deliverable D12.10) 
 
The EDICT project involves over 120 people, including academics, PhD students, Postdocs 
and technicians from twelve different countries. This report is split into various sections 
covering partner geographic locations, male/female employee ratio and detailed information 
on the workforce.  
 
 
Section 1. Partner geographic locations 
The distribution of partners between countries is illustrated in Figure 1 and their identities are 
listed in Table 1.  
 
Table 1. The countries involved in the project and their related partner laboratory.  
Denmark University of Aarhus (partner 16) Nissen 
Denmark University of Copenhagen (partner 27) Gether 
Finland Helsinki University (partner 25) Goldman 
France CEA (partner 13) Pebay-Peyroula 
Germany Max-Planck Institute (partner 6) Michel, de Groot, Kühlbrandt 
Germany FMP Berlin (partner 7) Oschkinat 
Germany Goethe-University Frankfurt (partner 8) Tampe, Dötsch & Bernhard 
Germany Heinrich-Heine University Dusseldorf 

(partner 11) 
Schmitt 

Germany University of Freiburg (partner 29) Hunte 
Italy University of Milan (partner 23) Moroni 
Israel Hebrew University of Jerusalem 

(partner 22) 
Kanner & Padan 

The 
Netherlands 

University of Groningen (partner 12) Poolman & Slotboom 

Russia Moscow State University (partner 21) Sokolova 
Spain IRB (partner 24) Palacin 
Sweden Goteborg University (partner 3) Neutze 
Sweden AstraZeneca (partner 18) Snijder 
Sweden Stockholm University (partner 20) Elofsson, von Heijne & Lindahl 
Sweden Karolinska Institute (partner 26) Nordlund 
Switzerland University of Lausanne (partner 2) Thorens & Preitner 
Switzerland University of Basel (partner 5) Engel 
Switzerland University of Zurich (partner 9) Dutzler 
Switzerland ETH Zurich (partner 10) Locher 
UK University of Leeds (partner 1) Henderson, Baldwin, Fishwick & 

Johnson 
UK Aston University (partner 4) Bill 
UK Medical Research Council (partner 14) Walker, Kunji, Tate 
UK Imperial College (partner 17) Iwata, Byrne, Cameron 
UK University of Oxford (partner 19) Ashcroft, Sansom 
UK Xention (partner 28) Madge 
 
The participation of ten European countries and Israel and Russia has resulted in at least 25 
of the PI’s participating in joint publications and ingoing joint projects with their staff. 
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