
Molecular Pharmacology 
 
Supplemental Information for: 
 
MOL# 101386 
 
 
Substrate and inhibitor specificity of the Plasmodium berghei Equilibrative Nucleoside Transporter 

Type 1 (PbENT1) 

 

Avish Arora, Roman Deniskin, Yvett Sosa, Sita Nirupama Nishtala, Philipp P. Henrich, T. R. 

Santha Kumar, David A. Fidock and Myles H. Akabas 

 

Department of Physiology& Biophysics (AA, RD, YS, NN, MHA), Departments of Neuroscience 

and Medicine (MHA), Albert Einstein College of Medicine, 1300 Morris Park Avenue, Bronx, NY 

10461 

Department of Medicine (DAF) and Department of Microbiology & Immunology (PPH,TRSK, 

DAF), Columbia University Medical Center, 630 West 168th Street, New York, NY, 10032 

 

Address correspondence to: Myles H. Akabas, Department of Physiology & Biophysics, Albert 

Einstein College of Medicine, 1300 Morris Park Avenue, Bronx, NY, 10461, USA, Tel.: (718) 430-

3360; Fax: (718) 430-8819; E-mail: myles.akabas@einstein.yu.edu 

mailto:myles.akabas@einstein.yu.edu


 
 
 
Supplemental Fig. 1. Alignment of P. falciparum and P. berghei ENT1 protein sequences. P. 

berghei ENT1 (PBANKA_1360100) shares 60% sequence homology with P. falciparum ENT1 

(PF3D7_1347200). Green bars indicate regions of amino acid identity. Transmembrane domains 

of PfENT1 are indicated, as determined by Carter et al. (2000). Amino acid sequences obtained 

from PlasmoDB http://www.plasmodb.org/plasmo/  
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Supplemental Fig. 2. Nucleotide sequence for pbent1-HA-CO, codon-optimized for S. 

cerevisiae.  Nucleotide sequence designed by DNA2.0 (Newark, CA) software 

https://www.dna20.com/  
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