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Figure S1. Flow cytometric analysis of polarization with NR supplementation. 

Representative contour plots showing CD163 and CD206 expression (A),  CD64 and CD80 

expression (B), CD11b and CD209 expression (C) in 3 different types of human MDMs: 

M0, M1(LPS+IFNγ), and M2 (IL4) treated with either vehicle (Ctrl, bottom panels) or NR 

(top panels). The gates represent surface marker expression as a percentage to living cells. 

These plots confirmed the polarization and there was no visible shift of different 

populations with or without NR exposure.  
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Figure S2. Flow cytometric analysis of canonical chemokine receptors with NR 

supplementation. 

Quantification of relative surface expression of CCR1 (CD191), CCR2 (CD192) and 

CCR5 (CD195) in human M1 MDMs treated with vehicle (Ctrl) or NR for 48hr.  Data 

were analyzed using unpaired two-tailed Student’s t-test, and represented as mean ± SEM.  
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Figure S3. Overexpression of Sirtuin family members on transcript levels of PGE2 

synthesis genes.  

Quantitative RT-PCR analysis of COX-2 (A) and mPTGES-1 (B) transcripts in activated 

human monocytes (20ng/mL LPS for 8hr) transfected with either empty vector (Ctrl OE) 

or different Sirtuin-expression plasmids (n=5-11 replicates from 2-4 independent 

experiments). Data normalized to 18S rRNA and represented as mean ± SEM. One-way 

analysis of variance (ANOVA) with Dunnett’s multiple comparisons test. ****p<0.0001. 
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Table S1: Human Macrophage Surface Markers and Flow Cytometry Antibodies used in 

this study. 

 

Cluster of 

Differentiation 

Catalog 

No. 
Company Fluorophore Clone 

Highest 

Expression 

in  

CD64 555527 BD Bio FITC 10.1 

M1 CD80 561135 BD Bio PECy7 L307.4 

CD197 353204 Biolegend PE G043H7 

CD11b 555388 BD Bio PE Mac-1 
M2 

CD209 330108 BioLegend APC 9E9AS 

CD163 333616 BioLegend BV605 GH1/61 M0/M2 

CD206 564062 BD Bio BV421 19.2   

CD14 561383 BD Bio APC M5E2   

CD191 362907 BioLegend APC 5F10B29   

CD192 357208 BioLegend APC K036C2   

CD192 357213 BioLegend BV605 K036C2   

CD195 565224 BD Bio BUV395 2D7/CCR5   

Aqua L34966 Invitrogen       

DAPI 564907 BD Bio       

FcγR 564220 BD Bio       

 

 


