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Report: 

The study of the interaction between metal ions and proteins constitutes a growing field of interest as the 

incorporation of a metal in a protein can have a great influence on its structure and reactivity. We focus in 

our laboratory on the incorporation of heavy metal ions in human proteins and especially in human 

interleukin 8. Crystals of IL8 have been grown in our laboratory in condition corresponding to the crystal 

form of space group P222 with  cell parameters a = 46.6 Å, b = 49.7 Å, c = 70.3 Å and α=β=γ= 90°. Two 

data set were collected : one native data set to 1.9 Å with a crystal of P222 space group as expected ; one data 

set from a co-crystal to 2.2 Å which appears to belong to the trigonal space group P3221, and did not contain 

the expected heavy metal. We are now trying to improve the co-crystallisation condition in our lab, and to 

also prepare native crystals belonging to the trigonal space group. 

Kin17 is a human nuclear protein is a stress response factor which may be involved in DNA replication and 

DBA repair. This 393 amino acid protein exhibits a segmented domain structure constituted by one N-

terminal zinc-finger domain, one predicted FF domain, and a C-terminal predicted TUDOR domain. We have 

obtained primitive orthorhombic crystals of the C-terminal domain which structure must be solved by MAD 

or MIR because of the low sequence homology with known TUDOR structure. We have co-crystals of the 

protein with various heavy atom salts. We have been able to collect a total of 8 data sets: two MAD data set 



at W edge, one at Os edge; three SAD data set at Re, Hg, and Pt edges, and three native data set. The 

treatment of these data is under process.  

 
 
 
 
 


