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Figure 1. ABC transporter interdomain interfaces. Interfaces are defined according to PiBase 
[21]. Interfaces are mapped on to the representative structure of the Mj0796 ABC transporter 
nucleotide binding domain (NBD) dimer structure from M. jannaschii (PDB ID: 1L2T) [6].  
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Figure 2. Disease associated residues at putative ABC transporter interfaces. (A). A close-up of 
the first nucleotide binding domain of the human CFTR (PDB ID: 1XMI) [15]. Interface residues 
were defined using homology transfer annotation based on the structure of an NBD dimer from M. 

jannaschii (PDB ID: 1L2T) [6] and are shown in gold. Residues with known cystic fibrosis-
associations at the NBD/NBD interface are shown in black (Table 2). An N-terminal helix in the 
CFTR structure is hidden to show the complete interface as defined by the 1L2T structure. (B).  The 
exposed, non-NBD surface of the 1L2T structure. Residue positions in yellow have entropies of no 
more than 2.1 bits. Residue positions in black are associated with cystic fibrosis (CFTR), 
adrenoleukodystrophy (ALD) and high-density lipoprotein deficiency type 2 (ABCA1).   

3. Results 

3.1. Differential conservation of interfaces in ABC transporters 

We examined evolutionary conservation at the amino acid residue level for three 

different interfaces in ABC transporter structures (Interface definition).  
 


