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Region
Control occipital     Control vertex      Patient occipital      Patient vertex

Physician scoring
healthy     intermediate      miniaturized

Measurement
healthy     intermediate      miniaturized

Degree
Healthy       AGA 3-4     AGA 5-6

Supp. Figure 1. Sample clustering by transcriptome profiling implicates transition in AGA severity
Principal component analysis (PCA) plot of transcriptome profile of FUE samples classified by A. patient AGA severity in 
Hamilton Scale by control, below and above Grade four  B. Localization of FUEs by vertex and occipital region in patient 
and control C. physician assessment of FUE morphology D. Length of FUE
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Supp Figure 2. Identification of Ppar signaling pathway members as candidate genes involved in AGA
A. AR and PPARγ transcript expression in FUE samples. B. AR and RARA transcript expression in FUE 
samples.
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Supp Figure 3 Pgc1a and Vcan expression in mouse hair follicle during morphogenesis
A. In situ hybridization of Pgc1a (green) and Vcan (red) indicated by arrow heads on mouse back skin hair 
follicle on P9 and P14 of hair morphogenesis. Scale: 100µm B. Higher magnification of neighboring hair 
follicles, dermal papilla region is outlined in dotted lines. Scale: 20µm.
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Supp Figure 4. Hair cycle progression in wildtype and Pgc1α knockout mice.
A. H&E staining of back skin from wildtype and Pgc1a KO mice on P25, P35 and P42, per each time point. 
Scale: 100µm. B. Hair cycle score in wildtype and Pgc1a KO mice assessed as described previously (3). Bar 
represents mean score per group. 3, 9 and 13 mice were harvested at P25, 35 and 42 respectively, 50 hair 
follicles were assessed per mouse. 

A

9.94

6.92

8.667.58
6.06

10.22

B



Supp Figure 5 Hierarchical clustering of samples according to miRNA expression profile
Samples were clustered according to miRNA expression profile, samples were labelled according mRNA 
expression profile grouping.


