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Supplemental Figure 1: Expression Levels of Adamts1 and Myh9 in Subcutaneous
Adipose Depots

(A)RT-gPCR measuring the relative levels of Adamts1 expression at DOL1 and 3 weeks of age.
Adipose depots at DOL1 were too small to obtain sufficient protein to specifically detect ADAMTS1
by immunoblotting. (B) Immunoblots comparing MYH9 levels at DOL1 and 3 weeks of age.

N=3. Error bars represent £SD from the mean. P values were calculated using t-tests *** P<0.001
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Top upregulated hits Top downregulated hits KEGG Pathway analysis: Upregulated pathways
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Database of Annotation, Visualization, and Integrated Discovery (DAVID) Analysis v6.7
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Supplemental Figure 2: Proteomic Analysis of the
Response to rADAMTS1

B & Q§® (A) Whole cell proteome analysis of preadipocytes
SR " s treated with recombinant ADAMTS1 compared to
MYHO 201 3 vehicle treatment control using two-dimensional
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- g fluorescence difference gel electrophoresis (2D-
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5 * of the induction of MYH9 in response to rADAMTSA1
70 12
. (n=6).
BAcin | " @“éé ﬁ\' Error bars represent +SD from the mean. P values

37

were calculated using t-tests **** P<0.0001
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Supplemental Figure 3: Adamts1-Wnt-Myh9 Pathway Regulates Adipogenesis
RT-gPCR quantifying the expression levels of markers of adipogenesis in APCs treated
with rADAMTS1 alone and with IWP-2, Bleb or BAPTA (n=3).

Error bars represent £SD from the mean. P values were calculated using t-tests followed
by Bonferroni corrections. *p<0.05, **p<0.01, ***p<0.001, ****p<0.0001.



Supplemental Figure 4
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Supplemental Figure 4: Validation of Myh9 knockdown using siRNA:
Immunoblots from preadipocyte cell lysates harvested 48 hrs after being transfected

with either scramble or Myh9 specific sSiRNA, demonstrating that Myh9 specific SIRNA
results in ~60% knockdown in MYH9 levels.



Supplemental Figure 5

Adamts1Te Adamts1T9 + Bleb

S — . . 160
e R

- N o Al . 140
WAT Ei 120
<= 100

| -
9L s
GE) 60
8 40
Liver o 20
0

Adamts1T9 Adamts1T9 + Bleb
C 4-

% % % % %k %

Relative mMRNA expression
i

1- .-*-. °
i
0 I I I
©
& &
& <o
P
voo®
0
N

Supplemental Figure 5: Bleb treatment of Adamts179 mice:

(A) Images of histological sections from WAT and liver. (B) Quantification of adipocyte

size (um) using ImagedJ analysis of the histological sections. There is no statistical
difference in the adipocyte size. (C) RT-gPCR quantifying the expression level of Myh9

in WAT (n=3)

Error bars represent £SD from the mean. P values were calculated using t-tests followed by
Bonferroni correction. *** P<0.001



