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Supplemental Figure 1
Neutrophil response to MI in P1 and P14 mice. (A) Relative percentages of neutrophils in the heart

before MI (Pre) or at the specified days after MI at P1 or P14. Neutrophils (CD11b+*Ly-6G*) were
identified according to representative plots in Figure 1. (B) NIMP-R14+ staining to identify neutrophils
at 7 days following MI at P1 or P14. Arrows highlight positively stained cells. Inset shows higher
magnification image of positively stained neutrophils. Scale bar: 200um (C) Quantification of NIMP-
R14+ neutrophils spanning the entire heart section at day 7 post MI. Data represent mean * SEM. ns=
not significant. **P<0.01, ***P<0.001, ns=not significant.
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Supplemental Figure 2

Splenic mononuclear phagocyte response to MI at P1 and P14. (A-B) Spleen cells isolated from
uninjured mice or at the indicated days following MI at P1 or P14 were stained with anti-CD11b, -Ly-
6G, -Ly-6C, -F4/80, -CD11c, -I-AbP mAbs and analyzed by FACS. (A) The percentage of mononuclear
phagocytes (CD11b+*Ly-6G-) was quantified relative to the percent enriched leukocyte gate (n=3-
5/time-point). (B) Relative percentage of Ly-6Ch and Ly-6Cl° splenic monocytes are shown for
indicated times following MI at P1 or P14 (n=3-5/time-point). Data are mean * SEM. **P<(.01,
**4P<0.001.
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Supplemental Figure 3

Lymphocyte response to MI at P1 and P14. (A) Representative dot plots depict FACS analysis of pooled
spleens isolated from uninjured mice or at the indicated days following MI at P1 or P14 and stained
with anti-B220 and -TCRP mAbs. B-lymphocytes were identified as (B220+*TCRf3-) and all TCRp* cells
included as T-lymphocytes. Percentages of cells are indicated for the representative dot plots. (B)
TCRB* T-lymphocytes were stained with anti-CD25 and -CD4 to further delineate into CD25+CD4-
(upper left), CD25-CD4+ (lower right) or CD25+CD4* (upper right). Percentages of cells are indicated
for the representative dot plots. (C) The percentage of splenic B- or T- lymphocytes was quantified
relative to the percent enriched leukocyte gate before injury or at the indicated days following MI at P1
or P14 (n=3-5/time-point). (D) T-lymphocyte subsets were quantified and are expressed as a relative
percentage of all TCR* cells (n=3-5/time-point). Data are mean * SEM. *P<0.05, **P<0.01, ***P<0.001.
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143 STFA1 stefin A1
6.4 FCNA ficolin A
6.0 H19 H19, imprinted maternally expressed transcript
4.3 GSTP2 glutathione S-transferase, pi 2
4.0 S100A9 S100 calcium binding protein A9
3.9 IGF2 insulin-like growth factor 2
3.5 APOC1 apolipoprotein C-I
3.5 CCL24 chemokine (C-C motif) ligand 24
3.3 GSTP1 glutathione S-transferase pi 1
3.1 CX3CR1 chemokine (C-X3-C) receptor 1
28 COL1A1 collagen, type |, alpha 1
2.7 MPO myeloperoxidase
26 NGP neutrophilic/myeloid granule protein
26 PTN pleiotrophin
25 S100A8 S100 calcium binding protein A8
24 SPON2 spondin 2, extracellular matrix protein
24 GPX3 glutathione peroxidase 3
23 DLK1 delta-like 1 homolog
23 NID2 nidogen 2
23 LYVE-1 lymphatic vessel endothelial hyaluronan receptor 1
22 MAF avian musculoaponeurotic fibrosarcoma (v-maf) oncogene homolog
2.2 S100A1 S$100 calcium binding protein A1
22 IGFBP4 insulin-like growth factor binding protein 4
2.1 EDNRB endothelin receptor type B
2.1 IGFBP5 insulin-like growth factor binding protein 5
2.1 PPIC peptidylprolyl isomerase C
2.1 CD79B CD79B antigen
2.0 MRC1 mannose receptor, C type 1
0.5 IL10 interleukin 10
0.5 TNFSF13 tumor necrosis factor (ligand) superfamily, member 13
0.5 STK17B serine/threonine kinase 17b
0.5 JMJD3 jumoniji domain containing 3
0.5 H2-T23 histocompatibility 2, T region locus 23
0.5 SEMA7A immunoglobulin domain and GPI membrane anchor semaphorin 7A
0.5 MEFV Mediterranean fever
0.5 SEPX1 methionine sulfoxide reductase B1
0.4 PHF11 PHD finger protein 11D
0.4 H2-T9 histocompatibility 2, T region locus 9
0.4 OASL2 2'-5' oligoadenylate synthetase-like 2
0.4 LY6C lymphocyte antigen 6 complex, locus C1
0.4 H2-AB1 histocompatibility 2, class Il antigen A, beta 1
0.4 CHI3L3 chitinase 3-like 3
0.4 CYP4F18 cytochrome P450, family 4, subfamily f, polypeptide 18
0.3 RETNLG resistin like gamma

Supplemental Figure 4 Mononuclear phagocyte sorting from hearts following MI at P1 and P14

(A) Cell suspensions from hearts infarcted at P1 or P14 (3 days post MI) were stained with antibodies
The population used for gene expression analysis by
microarray (Pos) was compared to the remaining cells (Neg) for expression of macrophage and
fibroblast markers by quantitative realtime RT-PCR analysis. (B) Definition and fold enrichment in P1
compared to P14 cardiac macrophages is presented for the most robustly regulated genes of known

to distinguish mononuclear phagocytes.

function (cutoff value is 2.0). Bold indicates soluble factors.
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Supplemental Figure 5

Cardiomyocyte proliferation in monocyte/macrophage depleted neonates. (A) Heart weight/body
weight (HW/BW) ratios in control and Mo/M® depleted mice measured at 7 and 21 days following MI
at P1. (n=4 Sham and 10 MI/group). Data are mean + SEM. All comparisons were not significant. (B)
Representative images of pH3 (green) and troponin T (red) co-immunostaining of sections from
control and Cl;MDP-L treated hearts at day 7 after MI to assess cardiomyocyte proliferation. (C)
Quantification of serial sections beginning at the ligature and progressing toward the apex in 100um
intervals (3-4 sections per heart). (n=3 mice/group and is representative of 3 independent
experiments) Scale bar: 100um. Data are mean * SEM. ns=not significant.



