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Figure S1. Age-dependent PromE-gal4 expression pattern. (A-B)
Fluorescent image PromE-Gal4; UAS-CD8::GFP female flies at two ages:
Young (10-day-old), Aged (30-day-old). Scale bar: 50 µm. (C) Quantification
of GFP intensity from Panel (A&B). Student t-test (ns = not significant). N=9.
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Figure S2. Two ecdysteroid biosynthesis genes highly express in
oenocytes. Schematic diagram showing ecdysteroid hormone metabolism
pathway. Two Halloween genes, phantom and shadow, highly expressed in
adult female oenocytes (Highlighted in red).
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Figure S3. Genes in innate immunity pathway highly express in
oenocytes. (A) Genes enriched in oenocytes and fat body show less
overlap. (B) Genes in Imd pathway were enriched in oenocytes, while fat
body were enriched with genes in Toll pathway (Red arrows denote for
age-induced genes. Blue arrows denote for age-repressed gene.).



Figure S4

1. Peroxisome biogenesis and protein import

2. Peroxisome function
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Figure S4. Peroxisome pathways are enriched in both oenocytes and liver.
List of peroxisome genes that are enriched in both oenocytes and liver.
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Figure S5. (A) Venn diagram showing the overlap of differentially expressed 
genes in aged oenocytes, fat body, heart, and midgut. (B) GO terms 
enriched in aged oenocytes, fat body, heart, and midgut.


