
 
 

 

Supplemental Figure S1. Unsaturated fatty acid structure. Schematic of ⍵3, ⍵6, and ⍵9 fatty acid structures 
showing that carbon chains are numbered starting from the carboxy-terminus and that ⍵- double bonds are 
defined by distance from the terminal methyl group of the opposite end of the carbon chain. Nomenclature starts 
with number of carbons in the chain followed by a colon, then the total number “n” of double bonds in the chain, 
followed by a dashed number defining the ⍵ class of the fatty acid.  

 



 

Supplemental Table S1. List of fatty acids analyzed in this study. Table showing structure class (SFA = 
saturated fatty acid; MUFA = monounsaturated fatty acid; PUFA = polyunsaturated fatty acids with two double 
bonds (DB); HUFA = polyunsaturated fatty acids with three or more DB, common names and abbreviations, 
location of double bonds (location numbered from carboxy-terminus), and the component nomenclature. The 
“⍵9” and “n-9” notations are interchangeable nomenclatures: e.g., 20:3⍵9 = 20:3n-9 = Mead acid.  

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplemental Figure S2: Overall survival of NB patients relative to average U/FAS gene expression.  
Kaplan–Meier analysis of overall survival in high vs. low expressing NB patients (Stage 1-4) in the SEQC (n = 
441) (S2a.) and Kocak (n = 411) (S2b.) studies. Significance was calculated using Bonferroni correction. Blue 
and red lines represent high and low gene expression, respectively. Patient numbers per group are in 
parentheses. Cut-off for high and low gene expression for Kaplan-Meier analysis was determined by average 
gene expression.  
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Supplemental Figure S3. FPKM gene expression levels of MYC and MYCN 
genes in NHF and human NB cell lines. (n = 3 sequencing rounds) Significance 
determined by t-test, *p<0.05, **p<0.01.  



 

Supplemental Table S2. Human cell lines used in this study. Sample name is used for abbreviating graphs 
and corresponds to a unique cell line designation. NB cells were derived from tumors of HR patients at dates 
provided and are classified by sex, MYCN status, and therapy phase (Dx = at diagnosis; PD = during progressive 
disease). Paired NB cell sets were isolated from a single patient at diagnosis and during progressive disease. 
All cell lines were grown in RPMI media supplemented with 10% fetal bovine serum and were tested for 
mycoplasma before and during use.  

 

 

 

 

 

 

 

 



 

Supplemental Table S3. NB cell line lipid levels master table. Fatty acids are ordered by structure and 
increasing component size. Numerical levels represent percent weight of a given fatty acid per overall weight 
(w/w, %) as determined by GC/MS (three biological replicates per cell line).  

 

 

 

 

 



 

Supplemental Table S4. Table of human genes used to identify potential 3’ UTR miRNA binding. The 
Ensemble ID and 3’UTR length are used to determine miRNA binding sites by TargetScan. Listed miRNA sites 
in Table 1 were modified by limiting those sites to the RefSeq ID sequence and length, which are often shorter 
than the Ensembl sequences.  

 

 



 

Supplemental Figure S4. Expression patterns in normal human tissues by KEGG gene set analysis. 
Heatmap of ⍺-linolenic acid metabolism (⍺-LAM), linoleic acid metabolism (LAM), and unsaturated fatty acid 
synthesis (UFAS) gene expression comparing adrenal gland cells and tibial nerve cells to other body tissues. 
U/FAS pathway genes from figure 1b are titled in green and contain asterisks (*). Genes associated with ⍺-LAM, 
LAM and U/FAS gene sets are identified by clustered red, grey, and brown bars, respectively. Expression data 
is presented as normalized values (log2 z-scores). (GTEx Portal v8, protein coding)  

 



 

Supplemental Figure S5. Expression level comparisons of CYP450 and LOX genes in low-risk (LR) and 
high-risk (HR) NB patients. a-b. Expression levels of the (a) the fifteen human ⍵6 hydroxylating CYP450 and 
(b) the six human lipoxygenase (ALOX) genes in LR (green bars, n = 270) and HR (red bars, n = 171) NB. Gene 
expression is displayed for stage 1-4 NB patients by log2 FPKM values. (GEO accession GSE62564)  

 

 

 



 

Supplemental Table S5. Publicly available GSE data sets used in this study. Data sets used for secondary 
analysis are organized by figure location and key words. Gene Expression Omnibus (GSE) accessions, study 
authors, PubMed Identifier (PMID), and R2 database internal identifiers are provided.  

 

 
 
 
 
 
 


