
 

Figure S1. Illustrative urinary proton NMR spectra from: a male with alcoholic cirrhosis, Child Pugh 

A, MELD 9 (a,e) at day 0 and (b,f) six month after placebo supplementation; and male with alcoholic 

cirrhosis, Child Pugh A, MELD 12 (c,g) at baseline and (d,h) six month after LcS supplementation.  

Each NMR spectrum is scaled independently and (a-d) shows the aliphatic region 0.5-4.5 ppm and (e-

h) displays the aromatic region 6.5-9.5 ppm. 

  



 

Table S1. Laboratory parameters in placebo and LcS-treated patient populations. 

 

  



 

Table S2. A Quality of Life Assessment using the SF-36 questionnaire (total population). 

 

Table S2. B Quality of Life Assessment using the SF-36 questionnaire (alcoholic sub-population). 

 

  



 

Table S2. C  Quality of Life Assessment using the SF-36 questionnaire (non-alcoholic sub-

population). 

 

Table S3. A  Number of abnormal neutrophil tests at baseline in placebo, LcS-treated and total 

patient groups. 

 

Table S3. B Number of patients in placebo, LcS-treated and total patient groups with abnormal 

neutrophil PBS-, E.coli, fMLP, PMA-induced Reactive Oxidant Species (ROS) production and 

phagocytosis. 

 

Table S4. Gastrointestinal Adverse Event Profile. 

 
 

 



 

Supplementary Methods 

Analysis of neutrophil oxidative burst and phagocytosis 

Phagoburst and Phagotest (BD Biosciences) kits were used to analyse oxidative burst and 

phagocytosis of neutrophils, respectively. Neutrophils isolated by Polymorphprep™ (Alere) were 

corrected to a concentration of 1x10^7/ml, and treated either with healthy or patient plasma for 90 

minutes. Neutrophils were further stimulated with PBS (untreated), unlabelled opsonized bacteria 

(E.coli), labelled opsonized bacteria, N-formyl-Met-Leu-Phe (fMLP) and phorbol 12-myristate 13-

acetate (PMA) for 20 minutes before analysis by flow cytometry using BD LSRFortessa™(BD 

Biosciences). Data from flow cytometry was analysed using FlowJo® 9.9.6 (BD). Neutrophil 

geometric mean fluorescent intensities (GMFI) were calculated from FSC/SSC high granulocyte 

populations expressing CD16 and CD11b.  


