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SUPPLEMENTARY INFORMATION 

 Table S1. Overview of the 58 selected candidate genes from phase I regarding the fold change, gender and 

the TaqMan assay used for performing qRT-PCR. 

 Table S2. Overview of all genes that were predictive for discriminating survival status based on gene 

expression differences. Data are presented separately for male (left side) and female (right side) rhesus 

macaques and ordered starting with untreated, treated, and untreated and treated groups combined. The number 

of measurements and the mean gene expression values (Ct values) are provided by survival status as well as the 

fold-change difference (delog of inverse log2 transformed Ct values). The P value of this group comparison 

originates from a parametric t test or a non-parametric Kruskal-Wallis test, where applicable. Data are presented 

in black for the gender showing significant differences and in gray for the gender where significance was not 

achieved. Genes are ordered per treatment group starting with genes that were significantly associated with 

survival in both genders followed by genes with increasing P value. 

 Table S3. Based on the probability function of the receiver operating characteristic (ROC) curves reflecting 

true positives (surviving), true negatives (not-surviving), false positives (not-surviving identified as surviving) 

and false negatives (surviving identified as not-surviving) for each measurement, a quantification of the 

correct/incorrect allocation of gene expression measurements/comparisons was made. The following test 

characteristics are shown for most predictive genes and gene combinations (EPX and SLC22A) in males and 

(MBOAT4) in females: sensitivity, 1-specificity, positive predictive value (PPV), negative predictive value 

(NPV). Rows with bold numbers represent the best prediction per category. 

 Fig. S1. Network of predicted associations for MBOAT4 and SLC22A4 and potential target genes, respective 

proteins, with additional aggregation of their coding function using their gene ontology data in the table. 

 Fig. S2. NGS-based fold changes recalculated by only taking reads from the area, covered by the TaqMan 

assay and the qRT-PCR-based fold changes. Data are shown for four of the most predictive candidate genes 

(from Table 2) in which differential gene expression values are of comparable magnitude (MBOAT4, LCN2, 

DYSF and SLC22A4). Additionally, the coverage of the TaqMan assay is rated by providing the percentage of 
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total reads in the assay area for the specific genes. Furthermore, the total exon reads per gene and the exon reads 

in the probe area are shown, as well as the number of exons per gene. 
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Supplemental Figure S1
Ostheim et al.
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Supplemental Figure S2
Ostheim et al.
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