
	 S1 

 
 

A Quantitative Model for BicD2/Cargo 
Interactions  

Crystal R Noell1,+, Kyle M Loftus1,+, Heying Cui1, Christof Grewer1, Megan Kizer1, Erik 
W Debler2, and Sozanne R Solmaz1* 

1Department of Chemistry, State University of New York at Binghamton, Binghamton, NY 13902. 
2Department of Biochemistry & Molecular Biology, Thomas Jefferson University, Philadelphia, PA 
19107. 
 
 
SUPPLEMENTARY INFORMATION 
 
SUPPLEMENTARY FIGURES  
 
 

 
 
Fig. S1 The affinity between Rab6GTP

min and BicD2-CTD was determined by ITC to 12±1.2 
µM. The ITC titration curve of BicD2-CTD with Rab6GTP

min is shown. It should be noted that the 
titration of the truncated Rab6GTP

min into buffer was exothermic, whereas it was endothermic for 
the full-length protein. 
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SUPPLEMENTARY TABLES 
Table S1 Protein concentrations used for ITC experiments 
Nup358-RBD2   88 µM BicD2-CTD 8.8 µM 

Nup358-RBD2/RanGTP 150 µM BicD2-CTD 15 µM 
Rab6GTP 300 µM BicD2-CTD   3 µM 
Rab6GTP

min 300 µM BicD2-CTD   3 µM  
 
 
Table S2 Published posttranslational modifications in interacting 
domains of human Nup358, Rab6 and BicD2 
Protein Nup358-

RBD2  
BicD2-CTD  Rab6 

Residues included 2006 - 2443 715 – 804 13 – 174 
Phosphorylated 
residues  
(Cdk1 sites in bold) 

2008   
2153  
2246  
2251  
2270  
2276  
2280  
2290  
2293  
2297  

None found None founda 

Sumoylated residue 2022    

The Swiss-Prot database (1) was used to identify published posttranslational modification sites (2-6). Non-
physiological modifications were excluded. Note that most of the listed phosphorylation sites are specific for 
G2 phase or mitosis; Cdk1-specific phosphorylation sites are highlighted in bold. It was shown that these 
Cdk1-specific phosphorylation sites increase binding of Nup358 to BicD2 in G2 phase (4). However, the cell 
cycle stage in which phosphorylation sites identified in refs (2,3) appeared is unknown, and whether these 
sites modulate the Nup358/BicD2 interaction remains to be investigated. aRab6 is lipidated at its C-terminus 
(S-geranylgeranyl cysteine at residues 206 and 208 and a cysteine methyl ester at residue 208). 
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