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Supplemental Figure 1. CD122+Macs are not NK cells, dendritic cells, or neutrophils.  (A) Shown is the raw 

gating scheme used to identify murine CD122+Macs.  Data are representative of at least 20 independent experiments.  

(B) Like cMacs (F4/80hiCD122-), CD122+Macs (F4/80hiCD122+) are among the largest cells in the decidua at E6.5 

by flow cytometric analysis.  (C) From left, decidual CD122-F4/80lo cells at E8.5 are morphologically monocyte-like, 

all F4/80hi cells are vacuolated and macrophage-like, and CD122+F4/80- cells are more finely granular and NK-like.  

Indicated cells were FACS-sorted and stained with hematoxylin and eosin.  Data are representative of 2 independent 

experiments.  (D) All myometrial F4/80hiMacs, irrespective of CD122 status, express high levels of CD206 and CD209 

(DC-SIGN) during gestation. We observed similar results in the decidua at E10.5, as well as similar results at other 

points throughout gestation.  All events shown are live, singlet, CD3-CD19-Ly6G-CD45.2+ leukocytes, with NK cells 

F4/80-CD122+.  Data are representative of at least 5 mice over 2 independent experiments. (E) Conventional splenic 

NK cells are CD49b/DX5+, decidual NK cells are largely CD49a+, and CD122+Macs express neither CD49a nor 

CD49b.  Data are representative of 2-3 independent experiments with 2-3 mice per experiment.  (F) Similarly, decidual 

NK cells express high levels of both T-bet and Eomes, while neither CD122+Macs nor cMacs express T-bet or Eomes.  

Data are representative of 2-3 independent experiments with 2-3 mice per experiment.  (G) Shown is the sorting 

strategy to assess transcriptomes of purified decidual CD122+Macs, cMacs, and NK cells. Cells to be profiled by 

microarray were FACS-sorted to at least 95% purity from 3 independent groups of pooled E7.5 deciduae, with each 

group consisting of 4-5 mice. 
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Supplemental Table 1. Macrophage-associated transcripts are abundant in decidual CD122+Macs, while killer 

lymphocyte transcripts are abundant in decidual NK cells.  Changes in gene expression by microarray between 

sort-purified CD122+Macs and NK cells.  Only the top 150 differentially expressed genes by fold change (75 enriched 

in CD122+Macs and 75 enriched in NK cells) with an adjusted p value <0.05 are shown.  Absolute fold change of 

each individual gene refers to level in CD122+Macs relative to level in NK cells.  Of note, Il2rb (encoding CD122) 

was highly enriched in NK cells despite modest to no difference in detection of surface CD122 by flow cytometry. 
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Supplemental Table 2. Interferon-stimulated genes and cytolytic transcripts distinguish the transcriptome of 

decidual CD122+Macs from that of decidual cMacs.  Changes in gene expression by microarray between sort-

purified CD122+Macs and cMacs.  Only those with an adjusted p value <0.05, absolute fold change of >1.5, or <0.5 

are shown.  Absolute fold change of each individual gene refers to level in CD122+Macs relative to level in cMacs.  

Of note, Il2rb (encoding CD122) met threshold unadjusted p value but did not meet threshold adjusted p value.  
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Supplemental Figure 2.  Human CD122+Macs are present in first trimester decidua and secretory phase 

endometrium during the implantation window.  (A-D) Additional examples of human CD122+Macs in first-

trimester deciduae analyzed after elective terminations of pregnancy.  Shown in (A) is the raw gating scheme to 

identify human CD122+Macs.  (E-G) Additional examples of human CD122+Macs in secretory phase endometrium.  

Like first-trimester decidual CD122+Macs, endometrial CD122+Macs variably express CD56.  Up to two samples 

were sometimes processed simultaneously.  Any samples stained and analyzed on the same day are shown in the same 

sub-figure, with headings to distinguish each individual subject from one another.  


