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Supplementary Fig. S1. Classification of raw reads from nine adipose libraries. Raw
reads contain clean reads, containing N, low quality and adapter related reads. Panels
are orderly for SAT1, SAT2, SAT3, TAT1, TAT2, TAT3, VATL, VAT2, and VAT3,

respectively.
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Supplementary Fig. S2. Distribution of clean reads. Clean reads were mapped to
different regions of the reference genome, including exon, intergenic and intron

locations. Panels are orderly for SAT1, SAT2, SAT3, TAT1, TAT2, TAT3, VAT],
VAT?2, and VAT3, respectively.
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Supplementary Fig. S3. Distribution of the pair-wise correlation (R) between
any two biological replicates under the same condition (same type of adipose). X
and Y-axis represent the normalized FPKM values of any two biological
replicates. There are three biological replicates for each adipose depot in this

study, therefore generating three pairs of adipose comparisons for each depot.



SATvs.VAT

VATvs. TAT SATvs. TAT

Supplementary Fig. S4. Unique and co-expressed genes in SAT vs. VAT, SAT vs.
TAT, and VAT vs. TAT. Each comparison is represented by a circle in the Venn
diagram. All 1,058 DEGs are composed of seven parts, of which the four overlapping
regions indicate the shared genes in two or three comparisons while the three non-
overlapping domains indicate the uniquely expressed genes among pairs of
depots. Only three genes were co-expressed in all three comparisons. VAT vs.
TAT had the highest number (540) of unique genes, and it shared 139 genes with
SAT vs. TAT and 113 genes with SAT vs. VAT. SAT vs. VAT and SAT vs. TAT
co-expressed 21 genes, while each comparison was represented by 81 and 161 unique

genes, respectively.
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Supplementary Fig. S5. Coefficient analysis of fold change data between g-PCR and
RNA-seq. Nine genes were selected for g-PCR experiment. Scatter diagrams were
generated by the log2 expression ratios from RNA-seq (X-axis) and g-PCR (Y-axis).

R-squared value was up to 0.95.
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Supplementary Fig. S6. The most enriched GO terms in each subclusters. X-axis

represents number of genes that were enriched in each term, y-axis represents the top

30 GO terms based on the corrected p value. * indicates the corrected p < 0.05.

Biological process, cellular component and molecular function are denoted with

green, orange and gray, respectively.



Supplementary Table S1. Statistics for gene numbers and percentage within
different gene expression level intervals.

Supplementary Table S2. Genes that differentially expressed in the comparisons of
SAT vs. VAT, SAT vs. TAT and VAT vs. TAT.

Supplementary Table S3. Differences in chromosomal location and number of
HOX genes among five species of mammals.

Supplementary Table S4. Biological progress GO terms of DEGs from three
comparison groups among different adipose depots.

Supplementary Table S5. Cellular components and molecular function GO terms of
DEGs from three comparison groups among different adipose depots.
Supplementary Table S6. List of KEGG pathways for DEGs between any two of
three adipose types.

Supplementary Table S7. List of genes with different expressions in six subclusters.
Supplementary Table S8. The percentage of the DEGs from six subclusters in
237 KEGG pathways.

Supplementary Table S9. Differentially expressed genes that were involved in the
signaling molecules and interaction pathways.

Supplementary Table S10. Primer sequences used for g-PCR validation of

twenty-four DEGs.
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