
Supplementary figure 2: STROBE Flow diagram for miRNA analysis 
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Comparison of mean z-score of all miRNAs in the 2 groups to test if expression is 

lower in the adipose group 

   (expression of miRNA in each sample - median expression of that miRNA) 

    Std. dev(miRNA)) 

Perform chi squared test to check if present 

abundantly in only one of the groups 

Yes 

Present in at 

least 10% 

samples 

Filter out miRNA  No 

Yes 

 

True signal 

(signal ≠0) 

Filter out miRNA 

with signal = 0 
No 

Maternal miRNAs 
detected = 742 

Cord blood miRNAs 
detected= 742 

Remaining miRNAs 

= 648 

Correlation of differentially expressed miRNAs in mothers with those in 

cord blood to compare adipocyte physiology in the two compartments 

Difference in expression between 2 groups at p<0.1 

1. Unadjusted  
2. Adjusted for maternal GDM, vit B12 and folate status, 

maternal adiposity and 
3. Additionally neonatal sex for cord blood samples 
4. Fold change (FC) 

 

Unadjusted:  

DE miRNAs = 24 

 

Adjusted: 

DE miRNAs = 19 

Functional analysis 

1. Mienturnet (miRTarBase, KEGG) 

• Gene target enrichment 

• Functional enrichment 
 

Enriched miRNAs: 

Unadjusted analysis = 6 

Adjusted analysis = 2 

FC = average (miRNA expression in cases – median expression of miRNA in controls) 

Remaining 

miRNAs = 144 

Unadjusted:  

DE miRNAs = 5 

 

Adjusted: 

DE miRNAs = 26 

 

Enriched miRNAs: 

Unadjusted analysis = 4 

Adjusted analysis = 7 

Z-score = average 

Agilent 8*60K, Total miRNAs profiled= 2549 

SD of miRNA 

Remaining 

miRNAs = 139 

Remaining miRNAs 

= 481 


