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ORIGINAL RESEARCH

Hematoma Resolution In Vivo Is Directed by 
Activating Transcription Factor 1
Anusha Seneviratne, Yumeng Han, Eunice Wong, Edward R.H. Walter, Lijun Jiang, Luke Cave, Nicholas J. Long,  
David Carling, Justin C. Mason, Dorian O. Haskard, Joseph J. Boyle

RATIONALE: The efficient resolution of tissue hemorrhage is an important homeostatic function. In human macrophages in 
vitro, heme activates an AMPK (AMP-activated protein kinase)/ATF1 (activating transcription factor-1) pathway that directs 
Mhem macrophages through coregulation of HO-1 (heme oxygenase-1; HMOX1) and lipid homeostasis genes.

OBJECTIVE: We asked whether this pathway had an in vivo role in mice.

METHODS AND RESULTS: Perifemoral hematomas were used as a model of hematoma resolution. In mouse bone marrow–derived 
macrophages, heme induced HO-1, lipid regulatory genes including LXR (lipid X receptor), the growth factor IGF1 (insulin-
like growth factor-1), and the splenic red pulp macrophage gene Spic. This response was lost in bone marrow–derived 
macrophages from mice deficient in AMPK (Prkab1−/−) or ATF1 (Atf1−/−). In vivo, femoral hematomas resolved completely 
between days 8 and 9 in littermate control mice (n=12), but were still present at day 9 in mice deficient in either AMPK 
(Prkab1−/−) or ATF1 (Atf1−/−; n=6 each). Residual hematomas were accompanied by increased macrophage infiltration, 
inflammatory activation and oxidative stress. We also found that fluorescent lipids and a fluorescent iron-analog were 
trafficked to lipid-laden and iron-laden macrophages respectively. Moreover erythrocyte iron and lipid abnormally colocalized 
in the same macrophages in Atf1−/− mice. Therefore, iron-lipid separation was Atf1-dependent.

CONCLUSIONS: Taken together, these data demonstrate that both AMPK and ATF1 are required for normal hematoma resolution.

GRAPHIC ABSTRACT: An online graphic abstract is available for this article.

Key Words:  hemorrhage ◼ inflammation ◼ lipids ◼ macrophages ◼ oxidative stress

The efficient resolution of tissue hemorrhage (and 
hematoma) is important in life-threatening human 
diseases, such as intracranial hemorrhage and 

intraplaque hemorrhage of atherosclerotic lesions.1 
Hematomas in other sites, including skin, subcutane-
ous compartments, and musculoskeletal injury, are also 
common and important in trauma.2,3 The recurrent hema-
tomas in hereditary hemophilia cause severe disability 
via the tissue reaction they elicit.4–7 Therefore, hema-
toma resolution is likely to be an important homeostatic 
and disease-preventing process in clinical and veteri-
nary medicine.3 When successful, this process recycles 

erythrocyte components while minimizing inflammatory 
and oxidative stress from tissue hemoglobin.

The molecular understanding of the normal clearance 
of tissue hemorrhage is patchy.1 It is most studied in the 
context of intracerebral hemorrhage. Hemorrhage reso-
lution is understood to be dependent on macrophages8,9 
and promoted by agonists of PPARγ (peroxisome prolif-
erator-activated nuclear receptor-gamma).10

One of the key effector enzymes in hemorrhage 
resolution is HO-1 (heme oxygenase-1).11–14 HO-1 is 
encoded by the gene HMOX1 and has a very highly 
characterized enzyme function. Iron protoporphyrin-IX 
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(heme) is the main prosthetic moiety of hemoglobin. 
HO-1 has a pocket that accepts heme, opens (decy-
clizes) the porphyrin ring, and removes the ferrous 
ion.11–14 This ultimately results in safe chelation of iron 
in ferritin and in generation of bilirubin.12–14 Classi-
cal bruise evolution (blue/black-brown-green-yellow) 
reflects HO-1 activity.11–14

The precise mechanism regulating HO-1 induction 
by heme or tissue erythrocytes had not been fully eluci-
dated.1 This is surprising, given the intensive investigation 
of HO-1 and the physiological importance of its regulation 
by heme.15 We have characterized Mhem in human mac-
rophages in vitro and human atherosclerotic intraplaque 
hemorrhage tissues.16 Mhem denotes a homeostatic mac-
rophage phenotype distinct to M2, dependent on AMPK 
(AMP-activated protein kinase) and transcription factors 
ATF1 (activating transcription factor-1) and NFE2L2 
(nuclear factor of erythroid cell 2-like 2).16–18 These medi-
ate heme-stimulated induction of HMOX1 via a cAMP 
response element–like/antioxidant response element–like 

Nonstandard Abbreviations and Acronyms

AMPK	 AMP-activated protein kinase
ARE	 antioxidant response element
ATF1	 activating transcription factor-1
bZIP	 basic Zipper
CD68	 cluster of differentiation-68
CRE	 cAMP response element
CREB	 CRE-binding protein isoform
DREME	� Discriminative Regular Expression 

Motif Elicitation
HO-1	 heme oxygenase-1
IGF1	 insulin-like growth factor-1
IL6	 interleukin-6
iNOS	 inducible NO synthase
KLF4	 Krüppel-like factor 4
LASAGNA	� Length-Aware Site Alignment Guided 

by Nucleotide Association
LXR	 lipid X receptor
MAPK	 mitogen-activated protein kinase
MEME	 Multiple Em for Motif Elicitation
NFκB	 nuclear factor-kappa B
NFE2L2	 nuclear factor of erythroid cell 2-like 2
PASTAA	� Predicting Associated Transcription 

Factors From Annotated Affinities
pATF1	 phosphorylated ATF1
PGE

2	 prostaglandin E2

Novelty and Significance

What Is Known?
•	 Hematomas occur during leakage of blood vessels and 

can contribute to cardiovascular morbidity or mortality 
in various settings such as stroke.

•	 Hematomas may also occur at sites of vascular access 
and be worsened in anticoagulated patients. Hema-
toma resolution occurs over time as the blood debris 
is removed.

•	 Heme is cleared via HO-1 (heme oxygenase-1).

What New Information Does This Article  
Contribute?
•	 We developed a novel and facile model of hematoma 

resolution.
•	 Hematoma resolution required the signaling enzyme 

AMPK (AMP-activated protein kinase) and gene acti-
vation by ATF1 (activating transcription factor-1).

•	 This pathway protected against inflammation and oxi-
dative stress, suggesting therapies for resolution in the 
setting of hemorrhagic stroke.

The enzyme HO-1 degrades redox-active hemin from 
hemoglobin into stored iron and protective metabo-
lites. HO-1 plays a key role in vascular homeostasis, 
and its clinical genetic deficiency causes a fatal pedi-
atric disease. However, the regulatory mechanisms 
for this pathway are only partially understood. In this 
study, we show that hematoma clearance in vivo and 
HO-1 induction by hemin are mediated by AMPK and 
by ATF1. Fluorescent tracking studies indicated that 
AMPK and ATF1 actively partition iron and lipid into 
different macrophages. Their loss causes colocaliza-
tion of these metabolites, oxidative stress, and inflam-
mation. Taken together, our findings provide insights 
into the mechanism of hematoma resolution and point 
to potential therapeutic pathways in hemorrhage-
related diseases such as types of atherosclerosis and 
stroke.

PPARγ	� peroxisome proliferator-activated 
nuclear receptor-gamma

RPM	 red pulp macrophage
Ru	 ruthenium
SAA	 serum amyloid A
TNF-α	 tumor necrosis factor-alpha
TRANSFAC	 Transcription Factor Database
WT	 wild type
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(CRE [cAMP response element] like/ARE [antioxidant 
response element] like) cosite at −4200 bp.16–20 We define 
here the causal role of AMPK and ATF1 in the regulation 
of the normal process of hematoma resolution in vivo.

In a parabiosis model, ischemia-reperfusion injury 
modulates intracerebral hemorrhage resolution via AMPK, 
which was thought most likely to be mediated by trans-
ferred leukocytes.21 Here, we here define a direct and 
local intrinsic hemorrhage-resolution mechanism, driven 
via an AMPK-ATF1 pathway by the hematoma itself.

We show here that AMPK and ATF1 are required for 
normal hematoma resolution in vivo. Loss of either AMPK 
or ATF1 prolonged hematoma resolution, resulting in 
increased inflammation, protracted iron deposition, and 
increased oxidative tissue injury. ATF1 and AMPK medi-
ated the dynamic regulation of gene expression by heme, 
including genes that coordinate erythrocyte disposal and 
tissue repair genes. Thus, ATF1 is a novel and important 
gene for macrophage-mediated tissue homeostasis.

METHODS
This article adheres to Transparency and Openness Promotion 
(TOP) guidelines. The data that support the findings of this 
study are available from the corresponding author upon rea-
sonable request, and the transcriptomic data will be publicly 
available once formatted and accepted at the Gene Expression 
Omnibus (GEO).

More detailed Methods are available in the Data Supplement.

Cell Culture
Bone marrow macrophages were cultured by a minor modifica-
tion of previous methods. The mouse was sacrificed by sched-
ule 1 method, and long bones cleaned sufficiently and flushed 
with ice-cold PBS as promptly as possible. The bone marrow is 
then cultured in 10% FCS Iscove Modified Dulbecco Medium 
supplemented with 10% L929-conditioned medium. At 6 days 
culture, the bone marrow macrophages were scraped and 
transferred to tissue culture plates optimized for experiments, 
typically 24-well plates.

Reverse Transcription-Quantitative Polymerase 
Chain Reaction
RNA was purified by a proprietary kit (Qiagen). Cell culture 
supernatant was decanted and stored at −80°C. Then 200 μL 
guanidinium-based buffer (RNA lysis treatment) was added, the 
lysates stored at −80°C until purification (up to several weeks). 
Then the Qiagen mini column system was used for purification 
according to manufacturer’s instructions.

Microarray and Bioinformatics
This was by minor modification of previous methods, detailed in 
the Data Supplement.16 RNA was quality controlled, labeled, and 
measured using the Agilent 4×44K mouse system, with a com-
mercial service, Oxford Genome Technology (OGT). The data 
were analyzed with GeneSpring, with significance decided at 

a false discovery rate of 0.05 and Storey bootstrapping adjust-
ment for multiple simultaneous comparisons. Gene Ontology 
was examined within GeneSpring and exported with the gene 
lists. Gene lists were analyzed outwith GeneSpring using stan-
dard packages, including Venn diagrams, GeneSet Enrichment 
Analysis. Gene names of characterized human and mouse genes 
are identical except for case. For human/mouse comparison, 
the cases were matched using Notepad++ and then submit-
ted to Venn. Transcription factor–binding analysis was primarily 
using X2K (Ma’ayan Laboratory), which used ChIP (chromatin 
immunoprecipitation)-validated data for matching. Transcription 
factor motif searches with other methods broadly corroborated 
(named PASTAA [Predicting Associated Transcription Factors 
From Annotated Affinities], OPOSSUM, LASAGNA [Length-
Aware Site Alignment Guided by Nucleotide Association], MEME 
[Multiple Em for Motif Elicitation], DREME [Discriminative Regular 
Expression Motif Elicitation], and TRANSFAC [Transcription 
Factor Database]). There was no time course on which to use time 
series–related methods of network inference, in contrast to our 
previous publications.16 Search Tool for the Retrieval of Interacting 
Genes/Proteins (STRING) (https://www.expasy.org/, Swiss 
Institute for Bioinformatics), which incorporates largely protein-
protein binding but also other interactions, was used to construct 
networks, and the most highly connected nodes were identified.

Femoral Hematoma
Knockout and littermate control mice22,23 were lightly anesthe-
tized with isoflurane to maintain humaneness and precision. 
Then autologous erythrocytes as 50 μL anticoagulated blood 
were injected into the femoral canal region (Figure 1). A pre-
liminary time course indicated that there were residual hema-
tomas at day 8, but these had cleared at day 9. Subsequent 
experiments focused on events at days 8 and 9.

Microscopy and Confocal Microscopy and 
Image Analysis
Cryosectioning was at 5 μm using a Bright cryostat and speci-
mens frozen in optimal cutting technology on cooled isopentane. 
Fluorescence-labeled sections were mounted in glycerol/PBS or 
in commercial antifade mountant and imaged within a few days 
on a Zeiss LSM750 (Imperial College Facility for Imaging by Light 
Microscopy). Standard UV/blue, 488, 560, and 750 channels were 
used, with additional differential interference contrast on the 488 
channel. This instrument was also used for the fluorescence emis-
sion scans. Paraffin sectioning was at 5 μm, and histochemistry 
and immunohistochemistry is described in the Data Supplement.

Optical Quantification
A Tecan Spectrafluor 96-well reader was used to acquire 
UV-visible absorption spectra and for the multiwavelength fluo-
rescence excitation/emission combinations.

Statistics
More detailed statistical methods are given in the Data 
Supplement. Data were analyzed with SigmaStat, GraphPad 
Prism, and SPSS. Data were tested for normality by Shapiro-
Wilk where n ≥5. Where appropriate, data are given as 
mean±SE. Where appropriate, Student t test, Mann-Whitney 
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Figure 1. Hematoma model.
A, Diagram (left) and photograph of a representative dissection (right) of the site of subcutaneous injection of littermate autologous blood 
(50 μL) into perifemoral adipose tissue. B shows the time course of the model, and C shows histological micrographs taken immediately after 
injection, showing topography. Arrows point in the direction of skin and muscle. A dashed line marks the edge of the hematoma. Scale bars=100 
μm. H indicates injected hematoma.
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U test, repeated measures ANOVA, or Kolmogorov-Smirnov 
were used where specified. Only in-test corrections were made. 
Where P values are not given, the testing was not performed.

RESULTS
A subcutaneous hematoma model was developed as an 
experimentally reproducible and practical simulation of 
clinical hematoma (Figure  1A). Littermate autologous 
blood (50 μL) was injected into perifemoral adipose 
tissue (Figure  1A). Then, mice were sacrificed at set 
intervals (Figure  1B). The injected region was excised 
postmortem and examined by Hematoxylin and eosin 
(H&E) or immunocytochemistry (Figure  1C). Hema-
tomas in genetic control mice consistently resolved 
between days 8 and 9 (Prkab1+/+ or Atf1+/+ littermate 
controls in Figure 2A and 2B). In contrast, mice deficient 
in AMPK (Prkab1−/−; Figure 2A) or ATF1 (Atf1−/−; Fig-
ure  2B) showed delayed hematoma resolution, as evi-
denced by the continued presence of blood at day 9. 
Specifically, residual erythrocytes were identified in both 
Prkab1−/− and Atf1−/− mice following staining with H&E 
or anti-spectrin antibodies (Figure  2A and 2B). Next, 
hematoma resolution in LysMCre×Prkab1fl/fl mice was 
examined. This strain has AMPK selectively deleted from 
their macrophages and exhibited the same effect. That 
is, they retained hematomas at day 9, whereas Prkab1fl/

fl controls did not (Figure 2C). This indicated that it was 
macrophage AMPK that was required. To test further that 
the AMPK-ATF1 pathway was located in myeloid cells, 
a bone marrow transplant experiment was performed. In 
this, Atf1+/+ mice were reconstituted with marrow from 
Atf1−/− or Atf1+/+ mice using standard bone marrow trans-
plant procedures. Atf1+/+→Atf1+/+ cleared hematomas at 
day 9, and Atf1−/−→Atf1+/+ had residual hematomas at 
day 9 (Figure I in the Data Supplement). This indicated 
that the deficiency in clearing hematomas was trans-
ferred with Atf1 deficiency in the hematopoietic lineage.

A number of validation assessments were also made. 
It was necessary to reversibly anticoagulate the blood to 
reproducibly transfer it to the recipients. This was done 
with a limiting concentration of citrate, which allows 
recalcification and resumption of coagulation on injec-
tion to tissue. The effect of this was determined by com-
paring hematomas with untreated and anticoagulated 
blood. Anticoagulation caused a slowing of the resolu-
tion (Figure IIB in the Data Supplement). A fuller time 
course was carried with the anticoagulated protocol, 
as it was more reproducible. This showed that hemato-
mas appeared to be consistently maintained up day 8 
but were lost between days 8 and 9 (Figure IIB in the 
Data Supplement). Measurement of the serum inflam-
matory marker SAA (serum amyloid A) indicated that the 
hematomas did not alter systemic inflammation (Figure 
IIC in the Data Supplement). Extending the experimental 

time to 21 days showed that in Atf1−/− mice, hematoma 
clearance was simply delayed and the tissue returned to 
normal at day 21 (Figure IID in the Data Supplement).

No statistically significant difference was observed 
between hematocrits in Atf1−/− and Atf1+/+ littermates 
(Figure IIIA in the Data Supplement). Spleen weights and 
spleen macrophage HO-1 expression were assessed in 
Atf1−/− and Atf1+/+ littermate controls. Spleens of Atf1−/− 
mice had a slightly lower mass than Atf1+/+ littermate 
controls and Atf1−/− mice (Figure IIIB in the Data Supple-
ment). Atf1−/− mice and Atf1+/+ littermate controls had an 
equivalent CD68 (cluster of differentiation-68)+HO-1+ 
macrophage population in the splenic red pulp (Figure 
IIIC and IIID in the Data Supplement). Atf1−/− mice and 
Atf1+/+ littermate controls had indistinguishable patterns 
and levels of splenic red pulp iron, which was located in 
splenic red pulp macrophages (RPMs; Figure IIIE and IIIF 
in the Data Supplement).

Immunolabeling of day 8 hematomas from AMPK-
deficient mice (Prkab1−/−) for phosphorylated ATF1 
(pATF1) showed significantly less pATF1 expression 
than hematomas from genetic control mice (Figure 3A). 
This indicated pATF1 was dependent on AMPK. The null 
labeling in Atf1−/− mice confirmed the specificity of the 
antibody (Figure 3A). Image quantification showed that 
lesional pATF1 was consistently profoundly suppressed 
in Prkab1−/− mice and absent in Atf1−/− mice (Figure 3B). 
As shown in Figure 3C, induction of the ATF1 gene by 
heme in cultured mouse BM-derived macrophages was 
profoundly reduced by AMPK deficiency. This indicated 
that ATF1 transcriptional activation is AMPK dependent. 
These observations, combined with our previous data 
on human macrophages in vitro,17 indicate that ATF1 
expression and phosphorylation due to heme are depen-
dent upon AMPK.

We have previously reported that HMOX1 is an ATF1 
target gene in human macrophages exposed to heme.16 
This was also true of mice. We found impaired expression 
of HO-1 in day 8 hematomas (HO-1) from Atf1−/− mice 
(P=0.001; Figure 4A and 4B) and significantly reduced 
Hmox1 gene expression in heme-stimulated Atf1−/− 
(P=4×10−6; Figure 4C). Consistent with the dependency 
of ATF1 on AMPK, similar data were obtained with hema-
tomas from Prkab1−/− mice in vivo and with Prkab1−/− 
bone marrow–derived macrophages in vitro (Figure 4A 
through 4C). The time course of gene expression in 
response to 10 μM heme was also assessed for a num-
ber of other genes potentially affected by AMPK or ATF1 
deficiency (Figure 5). We found that AMPK and ATF1 
deficiency had similar effects on expression of heme-
responsive genes, including Hmox1, Socs1, Nr1h2 (LXR 
[lipid X receptor]-β), Nr1h3 (LXRα), Abca1, Apoe, and 
Igf1 (Figure 5A). The gene Spic was also Atf1 dependent 
(Figure  5A). Heme-dependent commitment to splenic 
RPMs is mediated by Spic,24 indicating that Atf1 may 
also be above Spic in the hierarchy of heme-dependent 
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Figure 2. Loss of AMPK (AMP-activated protein kinase) or ATF1 (activating transcription factor-1) delays hematoma (Hem) 
clearance.
The photomicrographs are representative of images of Hems obtained at day 8 or day 9 from mice with genetic deficiency of (A) AMPK (Prkab1−/−; 
n=9) or (B) ATF1 (Atf1−/−; n=6) or their littermate WT (wild type) controls (Prkab1+/+, Atf1+/+; n=9 and 9, respectively). The top rows show Hematoxylin 
and eosin (H&E) staining (scale bars=100 μm) and bottom rows show immunostaining with anti-spectrin antibodies (ie anti-erythrocyte) labeled 
with Alexa-488 (green) as indicated, arrowheads. Nuclei are stained blue with DAPI (4′,6-diamidino-2-phenylindole) to give total number of cells as 
indicated. Scale bars 100=μm. H&E (cell number) and immunostaining data are shown in the left- and right-hand graphs, respectively. (Continued )
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regulation more generally. Taken together with the in vivo 
data presented above, these results support an AMPK/
ATF1 pathway regulating heme-induced homeostatic 
genes involved in iron metabolism, lipid metabolism, and 
inflammation (Figure 5B).

We extended the assessment of gene regulation by 
using microarrays in an unbiased manner across the 
entire transcriptome. This allowed us to compare human 
and mouse heme-induced responses and to evaluate the 
role of ATF1 and other transcription factors. Based on 
the quantitative polymerase chain reaction data above, 
we chose the 8-hour time point to compare responses 
to heme versus vehicle in Atf1−/− and Atf1+/+ WT (wild 
type) macrophages (Online Video I [Omics Dataset]). 
Approximately one-half of the heme-regulated genes 
(458 of 930) were regulated by heme in an Atf1-
dependent manner (Figure  6A). Identification of over-
represented transcription factor–binding site in gene 
sets in each category showed increased sites for KLF4 
(Krüppel-like factor 4), ATF1/CREB1 (CRE-binding 
protein isoform)-1, and NFE2L2 (NRF2) in the heme- 
and Atf1-regulated genes (Figure 6A). The enrichment 
in transcription factor–binding site for bZIP (basic Zip-
per) members—specifically CREB/ATF1, AP-1 (activator 
protein 1), and NFE2L2/Bach/MafG (musculoaponeu-
totic fibrosarcoma oncogene homolog G)—was similar to 
humans.16 The enrichment for KLF4 sites was intrigu-
ing since KLF4 has been linked to other proresolution 
prorepair homeostatic differentiation patterns in macro-
phages.25,26 Next, taking the heme- and Atf1-regulated 
genes and examining their interactions in the public 
protein-protein binding database STRING revealed that 
highly connected regulators were known key inflam-
matory genes including NFκB (nuclear factor-kappa B; 
Rela), IL6 (interleukin-6), TNF-α (tumor necrosis factor-
alpha), and members of the MAPK (mitogen-activated 
protein kinase) family (Figure 6B). This was consistent 
with heme modulating inflammation via Atf1.

Next, the genes in the 3 areas of the Venn diagram 
(Heme-only, Atf1-only, and heme-Atf1 coregulated inter-
section) were compared by Gene Ontology classification 
(http://www.pantherdb.org/). This revealed similari-
ties and also substantial differences between the three 
sets of genes (Figure 6C). Broadly, they modulated cell 
stress, cell death, division, and differentiation. Many of 
the genes were involved in metabolic processes (lipid, 
nitrogen, protein, carbohydrate, aromatic compound). At 

a more detailed level, there were substantial differences 
between the three pathways. Thus, the heme-Atf1 coreg-
ulated intersection corresponded to fewer stress genes, 
the Atf1-specific section to more cell-cycle genes and to 
regulation of signaling, and heme-specific genes more to 
cell differentiation (Figure 6C).

Of note, the next most frequent group of Gene Ontol-
ogy terms was the relatively small number corresponding 
to immune regulation (not shown). While all 3 pathways 
modulated immune regulatory genes, they modulated 
distinct categories. Thus, genes modulated by heme and 
Atf1 had 13% of genes corresponding to Gene Ontol-
ogy term lymphocyte activation; 2.3% of heme-specific 
genes to regulation of lymphocyte-mediated immu-
nity and 0.61% of genes modulated by Atf1 only cor-
responded to immunoglobulin-mediated response, with 
zero value for the remainder (not shown). This indicates 
that although the three pathways modulated inflamma-
tion/immunity, they did so in patterns with alternative 
biological fine-tuning.

On the basis of these results, we next explored 
whether delayed blood clearance in Prkab1−/− or Atf1−/− 
mice was associated with disrupted homeostasis, oxi-
dative/nitrosative stress, and tissue injury. As expected 
from the continued presence of erythrocytes, deficiency 
in either AMPK or ATF1 led to the persistence of Berlin 
Blue–stainable iron at day 9 (Figure 7A). We also found 
an increase in macrophage number, as evaluated by anti-
CD68 immunolabeling (Figure 7B). This was associated 
with increased macrophage inflammatory activation, as 
reflected by increased NFκB p65 Rela cytoplasmic-to-
nuclear translocation (Figure 7C), as well as increased 
expression of iNOS (inducible NO synthase; Nos2; Fig-
ure 7D). Protein and DNA modifications in the presence 
of iron and activated macrophages were evidenced by 
increased immunolabeling for nitrotyrosine (Figure  7E) 
and 8-oxo-deoxyguanosine (Figure  7F), respectively, 
indicating nitrosative and oxidative stress.

Macrophages engaged in hematoma clearance 
normally become hemosiderin-laden macrophages 
(siderophages) or lipid-laden macrophages (foamy mac-
rophages, foam cells). Consistent with this, dual histo-
chemistry with Oil Red O and Berlin Blue (Prussian 
blue, Perls stain—a well-characterized iron histochem-
istry reaction) demonstrated that iron was contained in 
small macrophages and lipid in large macrophages (Fig-
ure 8A). This size separation, measured as a bimodal size 

Figure 2 Continued. The data points represent individual mice. Exact P values are as indicated for the indicated comparisons selected a priori (Mann-
Whitney U test). Lineage specificity of the deletion is shown in C. The Prkab1-KOMP-Ko-first-conditional-possible allele was first crossed with Frt-mice 
to remove the STOP (STOP codon), yielding Prkab1−fl/fl. These were then crossed again to remove the Frt. The progeny with the crossed with LysMCre 
and the F1 double-het progeny intercrossed, yielding LysMCre×Prkab1−fl/fl double homozygotes. These were then selected and bred as homozygotes. 
These Mac-AMPK-KO mice were then studied in the same Hem model as before. In the model, mice had Hems as expected at the earlier time point 
d8 (not shown, n=4). Left, Floxed controls without the Cre driver did not have Hems at the later time point (d9, n=9), indicating that these all cleared 
Hems as quickly as the other WT (wild type) controls. In contrast, mice lacking myeloid AMPK (LysMCre×Prkab1fl/fl) consistently had Hems still present 
at day 9 (10/10 mice, n=10; right). This indicates that the lack of Hem clearance in this model is specific to loss of AMPK in the macrophage lineage. 
Scale bars=100 µm. Graph, genotypes as indicated, each point represents 1 mouse. Exact P, Mann-Whitney U test. De indicates dermis; Epi, epidermis; 
KO, knockout; KOMP, Knockout Mouse Project; nuc, nuclei; rbcs, red blood cells; SC, subcutis; and SkM, skeletal muscle.

http://www.pantherdb.org/
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Figure 3. AMPK (AMP-activated protein kinase) deficiency prevents ATF1 (activating transcription factor-1) induction.
A, Representative images of hematomas obtained at day 8 or day 9 after injection, after immunostaining green for phosphorylated ATF1 (pATF1) 
as indicated. The top row shows Prkab1+/+ (n=9) vs Prkab1−/− (n=9) mice, and the bottom row shows Atf1+/+ (n=9) vs Atf1−/− (n=6). Scale 
bars=100 μm. Nuclei are stained blue with DAPI (4′,6-diamidino-2-phenylindole) as indicated. B, Image quantification of the effects of AMPK and 
ATF1 deficiency are shown in the left- and right-hand graphs, respectively. Data points are individual mice. Exact P values are indicated for indicated 
comparisons selected a priori (Mann-Whitney U test). C shows the failure of Atf1 mRNA induction in Prkab1−/− macrophages in vitro. Bone marrow–
derived macrophages (mBMMs) from Prkab1−/− or WT (wild type) littermate controls were stimulated by 10 μM heme and cells harvested after 
varying durations for assay of mRNA transcripts by reverse transcription-quantitative polymerase chain reaction. The y axis is fold induction relative 
to vehicle, calculated using the −ΔΔCt method. The x axis is time using a log scale to facilitate plotting of both rapidly changing and slowly changing 
expression. Exact P given for repeated measures 1-way ANOVA. Data points are mean±SE, n=6, values in Supplemental. Nuc indicates nuclei.
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distribution, was disrupted in Prkab1−/− and Atf1−/− mice 
(Figure 8B). When this was addressed in more detail with 
Oil Red O–Berlin Blue dual histochemistry, there were 
separate iron-positive and lipid-positive macrophages 
in Atf1+/+ littermate controls, but iron and lipid were 
colocalized in the same macrophages in Atf1−/− mice 

(Figure 8C). That is, loss of Atf1 resulted in accumulation 
of lipid and iron in the same macrophages. The same 
pattern was seen in paraffin sections using the foam cell 
marker perilipin-1 and Berlin Blue (Figure 8D).

To probe causality, we next examined active tracking 
of metal and lipid metabolites from erythrocytes into the 

Figure 4. AMPK (AMP-activated protein kinase) or ATF1 (activating transcription factor-1) deficiency prevents HO-1 (heme 
oxygenase-1) expression in hematomas.
Hematomas obtained at day 8 or day 9 after injection were immunostained green for HO-1 as indicated. A, Representative images. The top 
row shows Prkab1+/+ (n=9) vs Prkab1−/− (n=9) mice, and the bottom row shows Atf1+/+ (n=9) vs Atf1−/− (n=6). Scale bars=100 μm. Nuclei 
are stained blue with DAPI (4′,6-diamidino-2-phenylindole) as indicated. B, Image quantification of the effects of AMPK and ATF1 deficiency 
are shown in the left- and right-hand graphs, respectively, based on images in A. Data points are individual mice. Exact P values are shown 
for the indicated comparisons selected a priori (Mann-Whitney U test). C shows the impact of AMPK or ATF1 deficiency on transcriptional 
activation of Hmox1 in mBMM stimulated with heme (10 μM). Exact P given for repeated measures 1-way ANOVA. See Figure 3 legend for more 
methodological detail. Data points are mean±SE, n=6, values in Supplemental. Nuc indicates nuclei.
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Figure 5. Heme-regulated gene expression in mBMM and effects of AMPK (AMP-activated protein kinase) or ATF1 (activating 
transcription factor-1) deficiency.
A, mBMMs from Prkab1−/−, Atf1−/−, or WT (wild type) littermate controls were stimulated in vitro by 10 μM heme and cells harvested 
after varying durations for assay of mRNA transcripts by reverse transcription-quantitative polymerase chain reaction, as in Figure 3B. 
Data points are mean±SE, n=6; Exact P given for repeated measures ANOVA. B, Summary of the impact of AMPK and ATF1 deficiency, 
which had very similar effects. Abca1 indicates ATP-binding cassette family subfamily a member 1; ApoE, apolipoprotein E; HO-1, heme 
oxygenase-1; Igf1, insulin-like growth factor-1; Lxr, lipid X receptor; Pdgf, platelet derived growth factor; Prkab1, protein kinase AMP-
activated beta subunit 1; and Socs1, silencer of cytokine signaling 1.
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siderophages and lipid-laden macrophages, in the pres-
ence and absence of Atf1. The ATF1-mediated coregu-
lation of lipid and iron homeostatic genes in response 
to heme provides a mechanism for separate differentia-
tion into iron-laden macrophages and lipid-laden mac-
rophages. Whether AMPK and ATF1 were required for 

separation into iron-laden macrophages and lipid-laden 
macrophages by directing active trafficking of metabo-
lites was next tested using fluorescently labeled lipid and 
iron analogs. Boron dipyrromethene-phosphatidylcholine 
and nitrobenzoxadiazole-cholesterol served as tracking 
reagents, respectively, for phospholipid and cholesterol.27 

Figure 6. Genomic responses to heme in ATF1 (activating transcription factor-1)-deficient compared with WT (wild type) mice.
Microarrays were used to interrogate gene expression in mBMM stimulated by heme for 8 h, comparing cells from Atf1−/− and littermate Atf+/+ 
mice. A, Venn diagram showing numbers of genes regulated by heme or ATF1. Overrepresented transcription factor–binding sites (TFBSs) 
are shown for each section. B, Network analysis of mouse genes regulated by both heme and Atf1. The most connected nodes are shown and 
point to immune and stress response drivers as key hubs for the Atf1-dependent response to heme. C, Gene ontology analysis of genes from A, 
colored by whether they reflect gene sets in the heme-specific (red), Atf1-specific (green), or heme- and Atf1-coregulated (yellow) sections of the 
Venn diagram in A.
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In preliminary experiments, we validated ruthenium (Ru) 
as a fluorescent analog for iron tracking (Figures IV 
through LVI in the Data Supplement). Ru and Fe are in 

the same group in the periodic table, have approximately 
the same ionic radius, and Ru becomes fluorescent on 
complexing with the pyrrole nitrogen in porphyrins or 

Figure 7. Prolonged inflammatory 
activation and tissue injury in the 
absence of AMPK (AMP-activated 
protein kinase) or ATF1 (activating 
transcription factor-1).
Hematomas were obtained at day 8 or day 
9 after injection from Prkab1−/− (left-hand 
graphs, n=9) or Atf1−/− (right-hand graphs, 
n=6), together with Prkab+/+ (n=9) or Atf1+/+ 
(n=9) littermate WT (wild type) controls. 
Sections were stained (A) with Perl iron stain 
(Prussian blue), with nuclear counterstaining 
by nuclear fast red or immunostained (green) 
for (B) macrophages (CD68 [cluster of 
differentiation-68]); (C) p65 Rela (NFkB), 
with quantification of percentage nuclear 
translocation; (D) iNOS (inducible NO 
synthase; Nos2); (E) nitrotyrosine; and (F) 
8-oxo-deoxyguanosine. Data points are 
individual mice. Exact P are as indicated for 
the indicated comparisons (Mann-Whitney U 
test).

https://www.ahajournals.org/doi/suppl/10.1161/CIRCRESAHA.119.315528
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Figure 8. AMPK (AMP-activated protein kinase) and ATF1 (activating transcription factor-1) are required for divergent 
differentiation into iron-laden macrophages and lipid-laden macrophages, reflecting trafficking of iron and lipid from 
erythrocytes, respectively, into iron-laden macrophages or lipid-laden macrophages.
A, Relative sizes of foamy macrophages (lipid-laden, Oil Red O [ORO] stain) and hemosiderin-laden macrophages (iron-laden, Perl stain) 
in resolving mouse hematoma, from a normal mouse at day 8. The absolute cell areas are shown on the y axis. Each point represents 1 
mouse (n=9). *Exact P, Mann-Whitney U test. B, Size distribution of macrophages (Cd68+) and effect of knockout status, showing a bimodal 
distribution, indicating that there are 2 populations, that is, small and large macrophages. *Kolmogorov-Smirnov test, (Continued )
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histidine (in ferritin).28 Ru is not severely toxic.29 Erythro-
cytes containing Ru–protoporphyrin-IX or fluorescently 
labeled lipids were injected as above to create labeled 
hematomas. Fluorescently labeled lipids trafficked to 
large macrophages (Figure V in the Data Supplement). 
Fluorescence corresponding to Ru-ferritin was identified 
in small macrophages, indicating that the labeled eryth-
rocyte-derived Ru–protoporphyrin-IX had been taken up, 
processed, and stored (Figure 8E). Loss of Atf1 resulted 
in delayed clearance of Ru-associated fluorescence, with 
the appearance of Ru-associated fluorescence in cells 
that were large and lipid laden, corresponding to foam 
cells (Figure 8F through 8H).

We next asked whether the deficiency in Atf1−/− for 
hematoma clearance was specific to erythrocytes or 
reflected a more generalized macrophage dysfunction. 
Clearance of apoptotic neutrophil leukocytes (efferocy-
tosis) was, therefore, studied. Strain controls were sacri-
ficed and bled. Neutrophils were purified from blood and 
then killed with UV irradiation (20 minutes), labeled for 
tracking, and then injected to the perifemoral area. After 
a time course, mice were sacrificed and the femoral area 
examined by classical histology, as for the hematomas. 
Deficiency in Atf1 did not affect apoptotic leukocyte 
clearance (Figure VII in the Data Supplement). Con-
versely, apoptotic leukocyte clearance in this model was 
severely impaired by si-Creb1 knockdown (not shown). 
Creb1 canonically mediates transcriptional responses to 
cAMP—the second messenger used by PGE2 (prosta-
glandin E2) and specialized proresolving mediators that 
play an important role in inflammation.30–32

DISCUSSION
We show here that deletion of either ATF1 or AMPK 
impairs normal hematoma resolution in vivo, causing 
hematoma persistence with inflammation and oxidative 
stress. Heme modulated numerous genes via Atf1, includ-
ing metabolic genes and genes for nitrogen-metabolism, 

cell death, protein localization, and gene expression. 
Fluorescent erythrocyte components tracked into mac-
rophages, with metal tracking into siderophages and lipid 
into foamy macrophages. This separation was disrupted 
by Atf1 gene deletion. Loss of Atf1 induced inflammation, 
oxidative stress, and pathological colocalization of lipid 
and iron. Atf1 is hierarchically upstream of Spic.

Heme modulated important clusters of genes. We 
found an Atf1-dependent and an AMPK-dependent 
induction of genes regulating growth, metabolism, and 
inflammation. This corresponded with the broader micro-
array data in which heme and Atf1 modulated genes 
widely across metabolic regulation. We also established 
in vivo–in vitro and mouse-human correlations in which 
the previous in vitro data implicating AMPK in ATF1 acti-
vation were replicated in vivo. Hematoma pATF1 activa-
tion was prevented in AMPK knockouts, resulting in loss 
of Hmox1 induction, with promotion of inflammation and 
oxidative stress.

We took care to establish that Atf1 actively sepa-
rated iron and lipid. We established that Ru would track 
Fe on a cell-by-cell basis—a necessary improvement on 
isotopic methods for lineage determination. We coupled 
this with cell size analysis, lipid tracing, and iron/lipid 
dual histochemistry to show that metal and lipid from 
erythrocytes are actively trafficked into different macro-
phages dependent on Atf1.

Much research emphasis in recent decades has been 
on resolution of inflammation, notably mechanisms of 
leukocyte clearance, more particularly disposal of apop-
totic leukocytes (efferocytosis). In preceding decades, 
there had been interest in the resolution of hematomas 
and tissue hemorrhage. For example, a time course and 
eventual outcome of hematomas artificially injected in 
arterial walls was defined.33 Such studies allowed the 
definition of HO-1 as the enzyme activity that degrades 
heme and thereby mediates the classic color sequence 
of bruise resolution.8,11,34,35 The key inducible isoform 
of heme oxygenase was defined in the 1980s36 and 

Figure 8 Continued. small macrophages are fewer in either Atf1−/− (P=0.00019) or Prkab1−/− (P=0.04). Data obtained by histological image 
cytometry. C, Representative micrographs, effect of loss of Atf1 on separation of lipid and iron. Dual stained with Berlin Blue and Oil Red O (red, 
neutral lipid; blue, iron). Left, Iron and fat are found in separate cells in Atf1+/+. Right, Iron and fat are found in the same cell in Atf1−/−. Scale 
bars=50 μm. D, Paraffin sections of hematomas at day 8, stained with Berlin Blue histochemistry combined with immunohistochemistry for 
perilipin-1, an antigen induced in foam cells, stable in formalin-fixed paraffin-embedded tissues. Representative images, scale bars=100 μm. Left, 
Large perilipin-positive foam cells largely without iron, with small iron-positive cells in distinct zones (not shown). Right, Foam cells are far more 
strongly positive for iron in Atf1−/− mice indicating increased colocalization of iron and lipid. E, Representative images of hematomas with metabolite 
tracking. Erythrocytes were injected containing the indicated label (boron dipyrromethene-phosphatidylcholine [BODIPY-PC], nitrobenzoxadiazole 
[NBD]-cholesterol, ruthenium [Ru]) and then imaged at 8 d, with immunostaining for Cd68 (cluster of differentiation-68) macrophage marker. 
Right, Overlay. Fluorescent markers are as indicated, colors approximate true color (green, ≈530–540 nm; red, ≈540–560 nm; blue, ≈460–480 
nm). Right-hand column, overlay where yellow=green and red, indicating colocalization between respective metabolites and macrophages. 
Representative n=5 mice each. Scale bars=100 μm. F–H, Quantification of tracking of fluorescent lipid and metal to lipid-laden and iron-laden 
macrophage, in the presence and absence of Atf1. Exact P values are shown for the indicated comparisons (Mann-Whitney U test) selected a priori. 
The data passed Shapiro-Wilk, but in view of economical mouse numbers and skew on visual inspection, a nonparametric analysis was used. Only 2 
analyses were critical to the hypothesis. F, Labeled cholesterol tracks into lipid-laden macrophages normally (*P=0.008, Mann-Whitney U test) but 
into an abnormal lipid/iron dual-positive macrophage population in Atf1−/− (P=0.004, Mann-Whitney U test). G, Labeled phosphatidyl choline (PC; 
P=0.0002, Mann-Whitney U test), tracked into lipid-laden macrophages normally but into iron/lipid double-loaded macrophages in Atf1−/−. H, Ru, 
the fluorescent Fe tracker has the converse pattern, tracking into iron-laden macrophages normally (*P=0.002, Mann-Whitney U test) but into the 
abnormal lipid/iron dual-positive macrophages in Atf1−/− (P=0.014, Mann-Whitney U test). DAPI indicates 4′,6-diamidino-2-phenylindole.

https://www.ahajournals.org/doi/suppl/10.1161/CIRCRESAHA.119.315528
https://www.ahajournals.org/doi/suppl/10.1161/CIRCRESAHA.119.315528
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sequenced in the 1990s.37 This article defines HO-1 
regulation and coregulation in its original physiological 
context. Our future work will focus on understanding 
gene regulation during erythrocyte resolution relative 
to inflammation resolution, focusing on the specificity 
mechanisms between ATF1-related gene regulation and 
CREB1-related gene regulation.

The subcutaneous femoral hematomas resolved 
between days 8 and 9, which indicated a relatively abrupt 
clearance event. This was unexpected but facilitated 
robust model measurement and experimental data. This 
model, together with in vitro experiments, provided new 
insights into erythrocyte clearance. A more precise molec-
ular understanding of the interregulation and specificity 
mechanisms of AMPK, CREB1, ATF1, and their target 
genes is a priority. A full follow-up of the dependency of 
Spic on Atf1 was also outwith the scope of the present 
article. Spic mediates commitment to splenic RPM, appar-
ently in response to heme.24,38 At face value, that would 
suggest that splenic RPM may fail to develop in the Atf1−/−. 
However, although the spleens in Atf1−/− were of slightly 
lower weight, no statistically significant difference was 
observed in iron content or in histology or macrophage 
content of HO-1–positive macrophages. Atf1 may, there-
fore, reflect a specifically dynamic system that adapts to 
transient high-level heme, while other signaling pathways 
to Spic mediate the constitutive differentiation of RPM.

Moreover, we restricted examination to one artificial 
model of hematoma. It may be that multiple diseases 
and disease models involving hemorrhage are modu-
lated by the Hmox1-regulating function of Atf1. These 
may include advanced atherosclerotic plaques,1 intra-
cranial hemorrhage,39 alveolar hemorrhage,40 ischemia-
reperfusion injury,41 and neurodegeneration.42,43 Indeed, 
in humans, ATF1 is a risk locus for sudden cardiac death 
in the context of coronary calcification.44 Unfortunately, 
there are no current good models for these, and we are 
in the process of developing these with collaborators. 
However, this model has clinical relevance given the 
complications of femoral hematoma post-angiography 
and primary coronary intervention. These include pro-
longed in-patient stay and indeed mortality, so are not 
minor problems.45 Predisposing factors include strength 
of anticoagulation, comorbidities, and age.45

This specificity was mirrored in vivo, with deficient 
erythrocyte clearance in Atf1−/− mice (but not leuko-
cyte clearance) while leukocyte clearance was deficient 
in si-Creb1 knockdown. The specificity mechanism is 
unknown but potentially fascinating.

CONCLUSIONS
AMPK and ATF1 are required for hematoma clearance 
in vivo. Their loss increases iron deposition, inflammation, 
and nitrosative and oxidative stress. ATF1 coregulates 

genes for hematoma clearance, anti-inflammatory genes, 
and Spic—the transcription factor that drives splenic 
RPM. Erythrocyte iron and lipid are systematically seg-
regated into distinct macrophage populations dependent 
on Atf1. ATF1, therefore, plays a specific and important 
role in the normal resolution of tissue hemorrhage, which 
may be its principal function.

ARTICLE INFORMATION
Received June 11, 2019; revision received June 18, 2020; accepted June 30, 
2020.

Affiliations
From the National Heart and Lung Institute (A.S., Y.H., E.W., E.R.H.W., L.C., J.C.M., 
D.O.H., J.J.B.) and MRC London Institute of Medical Sciences (D.C.), Imperial Col-
lege London Hammersmith Campus; and Molecular Sciences Research Hub, Im-
perial College London White City Campus (Y.H., E.W., E.R.H.W., L.J., N.J.L.).

Sources of Funding
This work was funded by a British Heart Foundation Senior Clinical Research Fel-
lowship (FS/13/12/30037) to J.J. Boyle. Some of the imaging was performed 
with instruments in the Facility for Imaging by Light Microscopy (FILM), Imperial 
College London. FILM at the Imperial College London is, in part, supported by fund-
ing from the Wellcome Trust (grant 104931/Z/14/Z) and Botechnology and Bio-
logical Sciences Research Council (BBSRC) (grant BB/L015129/1). The work 
was also supported by the NIHR Imperial Biomedical Research Centre. The views 
expressed are those of the author(s) and not necessarily those of the National 
Institute for Health Research (NIHR) or the Department of Health and Social Care.

Disclosures
None.

Supplemental Materials
Expanded Materials & Methods
Online Figures I–VII
Online Video I (Omics Dataset)
References16–19,22,23,46–59

REFERENCES
	 1.	 Boyle JJ. Heme and haemoglobin direct macrophage Mhem phenotype and 

counter foam cell formation in areas of intraplaque haemorrhage. Curr Opin 
Lipidol. 2012;23:453–461. doi: 10.1097/MOL.0b013e328356b145

	 2.	 Robbs JV, Baker LW. Major arterial trauma: review of experience with 267 
injuries. Br J Surg. 1978;65:532–538. doi: 10.1002/bjs.1800650803

	 3.	 Schell H, Duda GN, Peters A, Tsitsilonis S, Johnson KA, Schmidt-Bleek K. 
The haematoma and its role in bone healing. J Exp Orthop. 2017;4:5. doi: 
10.1186/s40634-017-0079-3

	 4.	 Alcalay M, Deplas A. Rheumatological management of patients with hemo-
philia. Part II: muscle hematomas and pseudotumors. Joint Bone Spine. 
2002;69:556–559. doi: 10.1016/s1297-319x(02)00451-7

	 5.	 Rodriguez-Merchan EC. Orthopaedic surgery of haemophilia in the 21st 
century: an overview. Haemophilia. 2002;8:360–368. doi: 10.1046/j.1365- 
2516.2002.00562.x

	 6.	 Vas W, Cockshott WP, Martin RF, Pai MK, Walker I. Myositis ossificans in 
hemophilia. Skeletal Radiol. 1981;7:27–31. doi: 10.1007/BF00347168

	 7.	 Alcalay M, Deplas A. Rheumatological management of patients with hemo-
philia. Part 1: joint manifestations. Joint Bone Spine. 2002;69:442–449. doi: 
10.1016/s1297-319x(02)00428-1

	 8.	 Pimstone NR, Tenhunen R, Seitz PT, Marver HS, Schmid R. The enzymatic 
degradation of hemoglobin to bile pigments by macrophages. J Exp Med. 
1971;133:1264–1281. doi: 10.1084/jem.133.6.1264

	 9.	 Ni W, Mao S, Xi G, Keep RF, Hua Y. Role of erythrocyte CD47 in 
intracerebral hematoma clearance. Stroke. 2016;47:505–511. doi: 
10.1161/STROKEAHA.115.010920

	10.	 Flores JJ, Klebe D, Rolland WB, Lekic T, Krafft PR, Zhang JH. PPARγ-
induced upregulation of CD36 enhances hematoma resolution and atten-
uates long-term neurological deficits after germinal matrix hemorrhage 



Original Research
Seneviratne et al� Hematoma Resolution In Vivo via ATF1 Gene

Circulation Research. 2020;127:928–947. DOI: 10.1161/CIRCRESAHA.119.315528� September 11, 2020    943

in neonatal rats. Neurobiol Dis. 2016;87:124–133. doi: 10.1016/j.nbd. 
2015.12.015

	11.	 Pimstone NR, Engel P, Tenhunen R, Seitz PT, Marver HS, Schmid R. Induc-
ible heme oxygenase in the kidney: a model for the homeostatic con-
trol of hemoglobin catabolism. J Clin Invest. 1971;50:2042–2050. doi: 
10.1172/JCI106697

	12.	 Otterbein LE, Soares MP, Yamashita K, Bach FH. Heme oxygen-
ase-1: unleashing the protective properties of heme. Trends Immunol. 
2003;24:449–455. doi: 10.1016/s1471-4906(03)00181-9

	13.	 Lad L, Friedman J, Li H, Bhaskar B, Ortiz de Montellano PR, Poulos TL. 
Crystal structure of human heme oxygenase-1 in a complex with biliverdin. 
Biochemistry. 2004;43:3793–3801. doi: 10.1021/bi035451l

	14.	 Lad L, Schuller DJ, Shimizu H, Friedman J, Li H, Ortiz de Montellano PR, 
Poulos TL. Comparison of the heme-free and -bound crystal structures 
of human heme oxygenase-1. J Biol Chem. 2003;278:7834–7843. doi: 
10.1074/jbc.M211450200

	15.	 Bach FH. Heme oxygenase-1: a therapeutic amplification funnel. FASEB J. 
2005;19:1216–1219. doi: 10.1096/fj.04-3485cmt

	16.	 Boyle JJ, Johns M, Kampfer T, Nguyen AT, Game L, Schaer DJ, Mason JC, 
Haskard DO. Activating transcription factor 1 directs Mhem atheroprotec-
tive macrophages through coordinated iron handling and foam cell protec-
tion. Circ Res. 2012;110:20–33. doi: 10.1161/CIRCRESAHA.111.247577

	17.	 Wan X, Huo Y, Johns M, Piper E, Mason JC, Carling D, Haskard DO, Boyle 
JJ. 5’-AMP-activated protein kinase-activating transcription factor 1 cas-
cade modulates human monocyte-derived macrophages to atheroprotective 
functions in response to heme or metformin. Arterioscler Thromb Vasc Biol. 
2013;33:2470–2480. doi: 10.1161/ATVBAHA.113.300986

	18.	 Boyle JJ, Johns M, Lo J, Chiodini A, Ambrose N, Evans PC, Mason JC, 
Haskard DO. Heme induces heme oxygenase 1 via Nrf2: role in the homeo-
static macrophage response to intraplaque hemorrhage. Arterioscler Thromb 
Vasc Biol. 2011;31:2685–2691. doi: 10.1161/ATVBAHA.111.225813

	19.	 Boyle JJ, Harrington HA, Piper E, Elderfield K, Stark J, Landis RC, Haskard 
DO. Coronary intraplaque hemorrhage evokes a novel atheroprotec-
tive macrophage phenotype. Am J Pathol. 2009;174:1097–1108. doi: 
10.2353/ajpath.2009.080431

	20.	 Finn AV, Nakano M, Polavarapu R, Karmali V, Saeed O, Zhao X, Yazdani S, 
Otsuka F, Davis T, Habib A, et al. Hemoglobin directs macrophage differen-
tiation and prevents foam cell formation in human atherosclerotic plaques. J 
Am Coll Cardiol. 2012;59:166–177. doi: 10.1016/j.jacc.2011.10.852

	21.	 Vaibhav K, Braun M, Khan MB, Fatima S, Saad N, Shankar A, Khan ZT, 
Harris RBS, Yang Q, Huo Y, et al. Remote ischemic post-conditioning pro-
motes hematoma resolution via AMPK-dependent immune regulation. J Exp 
Med. 2018;215:2636–2654. doi: 10.1084/jem.20171905

	22.	 Matus M, Schulte J, Huyen S, Seidl M, Schutz G, Schmitz W, Muller FU. 
Knockout of ATF1 leads to enhanced cardiac contractility and output. 
FASEB J. 2008;22:1155.14.

	23.	 Hummler E, Cole TJ, Blendy JA, Ganss R, Aguzzi A, Schmid W, Beermann 
F, Schütz G. Targeted mutation of the CREB gene: compensation within 
the CREB/ATF family of transcription factors. Proc Natl Acad Sci U S A. 
1994;91:5647–5651. doi: 10.1073/pnas.91.12.5647

	24.	 Haldar M, Kohyama M, So AY, Kc W, Wu X, Briseño CG, Satpathy AT, 
Kretzer NM, Arase H, Rajasekaran NS, et al. Heme-mediated SPI-C induc-
tion promotes monocyte differentiation into iron-recycling macrophages. 
Cell. 2014;156:1223–1234. doi: 10.1016/j.cell.2014.01.069

	25.	 Liao X, Sharma N, Kapadia F, Zhou G, Lu Y, Hong H, Paruchuri K, 
Mahabeleshwar GH, Dalmas E, Venteclef N, et al. Krüppel-like factor 4 
regulates macrophage polarization. J Clin Invest. 2011;121:2736–2749. 
doi: 10.1172/JCI45444

	26.	 Luan B, Yoon YS, Le Lay J, Kaestner KH, Hedrick S, Montminy M. 
CREB pathway links PGE2 signaling with macrophage polarization. 
Proc Natl Acad Sci USA. 2015;112:15642–15647. doi: 10.1073/pnas. 
1519644112

	27.	 Martel C, Li W, Fulp B, Platt AM, Gautier EL, Westerterp M, Bittman R, Tall 
AR, Chen SH, Thomas MJ, et al. Lymphatic vasculature mediates macro-
phage reverse cholesterol transport in mice. J Clin Invest. 2013;123:1571–
1579. doi: 10.1172/JCI63685

	28.	 Xu H, Chen R, Sun Q, Lai W, Su Q, Huang W, Liu X. Recent progress in 
metal-organic complexes for optoelectronic applications. Chem Soc Rev. 
2014;43:3259–3302. doi: 10.1039/c3cs60449g

	29.	 Failli P, Vannacci A, Di Cesare Mannelli L, Motterlini R, Masini E. Relax-
ant effect of a water soluble carbon monoxide-releasing molecule (CORM-
3) on spontaneously hypertensive rat aortas. Cardiovasc Drugs Ther. 
2012;26:285–292. doi: 10.1007/s10557-012-6400-6

	30.	 Kasikara C, Doran AC, Cai B, Tabas I. The role of non-resolving inflam-
mation in atherosclerosis. J Clin Invest. 2018;128:2713–2723. doi: 
10.1172/JCI97950

	31.	 Bystrom J, Evans I, Newson J, Stables M, Toor I, van Rooijen N, Crawford 
M, Colville-Nash P, Farrow S, Gilroy DW. Resolution-phase macrophages 
possess a unique inflammatory phenotype that is controlled by cAMP. Blood. 
2008;112:4117–4127. doi: 10.1182/blood-2007-12-129767

	32.	 Chiang N, Dalli J, Colas RA, Serhan CN. Identification of resolvin D2 recep-
tor mediating resolution of infections and organ protection. J Exp Med. 
2015;212:1203–1217. doi: 10.1084/jem.20150225

	33.	 Wartman WB, Laipply TC. The fate of blood injected into the arterial wall. Am 
J Pathol. 1949;25:383–395.

	34.	 Tenhunen R, Marver HS, Schmid R. The enzymatic conversion of heme 
to bilirubin by microsomal heme oxygenase. Proc Natl Acad Sci U S A. 
1968;61:748–755. doi: 10.1073/pnas.61.2.748

	35.	 Tenhunen R, Marver HS, Schmid R. Microsomal heme oxygenase. Charac-
terization of the enzyme. J Biol Chem. 1969;244:6388–6394.

	36.	 Maines MD. Heme oxygenase: function, multiplicity, regulatory mechanisms, 
and clinical applications. FASEB J. 1988;2:2557–2568.

	37.	 Shibahara S, Yoshizawa M, Suzuki H, Takeda K, Meguro K, Endo K. Func-
tional analysis of cDNAs for two types of human heme oxygenase and evi-
dence for their separate regulation. J Biochem. 1993;113:214–218. doi: 
10.1093/oxfordjournals.jbchem.a124028

	38.	 Kohyama M, Ise W, Edelson BT, Wilker PR, Hildner K, Mejia C, Frazier WA, 
Murphy TL, Murphy KM. Role for Spi-C in the development of red pulp mac-
rophages and splenic iron homeostasis. Nature. 2009;457:318–321. doi: 
10.1038/nature07472

	39.	 Lan X, Han X, Li Q, Yang QW, Wang J. Modulators of microglial activa-
tion and polarization after intracerebral haemorrhage. Nat Rev Neurol. 
2017;13:420–433. doi: 10.1038/nrneurol.2017.69

	40.	 Lara AR, Schwarz MI. Diffuse alveolar hemorrhage. Chest. 2010;137:1164–
1171. doi: 10.1378/chest.08-2084

	41.	 Zhang M, Nakamura K, Kageyama S, Lawal AO, Gong KW, Bhetraratana 
M, Fujii T, Sulaiman D, Hirao H, Bolisetty S, et al. Myeloid HO-1 modulates 
macrophage polarization and protects against ischemia-reperfusion injury. 
JCI Insight 2018;3:e120596. doi: 10.1172/jci.insight.120596

	42.	 DeGregorio-Rocasolano N, Martí-Sistac O, Gasull T. Deciphering the iron 
side of stroke: neurodegeneration at the crossroads between iron dysho-
meostasis, excitotoxicity, and ferroptosis. Front Neurosci. 2019;13:85. doi: 
10.3389/fnins.2019.00085

	43.	 Stockwell BR, Friedmann Angeli JP, Bayir H, Bush AI, Conrad M, Dixon 
SJ, Fulda S, Gascón S, Hatzios SK, Kagan VE, et al. Ferroptosis: a regu-
lated cell death nexus linking metabolism, redox biology, and disease. Cell. 
2017;171:273–285. doi: 10.1016/j.cell.2017.09.021

	44.	 Aouizerat BE, Vittinghoff E, Musone SL, Pawlikowska L, Kwok PY, 
Olgin JE, Tseng ZH. GWAS for discovery and replication of genetic loci 
associated with sudden cardiac arrest in patients with coronary artery 
disease. BMC Cardiovasc Disord. 2011;11:29. doi: 10.1186/1471- 
2261-11-29

	45.	 Bhardwaj B, Spertus JA, Kennedy KF, Jones WS, Safley D, Tsai TT, 
Aronow HD, Vora AN, Pokharel Y, Kumar A, et al. Bleeding complica-
tions in lower-extremity peripheral vascular interventions: insights from the 
NCDR PVI Registry. JACC Cardiovasc Interv. 2019;12:1140–1149. doi: 
10.1016/j.jcin.2019.03.012

	46.	 Singh P, Das AK, Sarkar B, Niemeyer M, Roncaroli F, Olabe JA, Fiedler 
J, Zális S, Kaim W. Redox properties of ruthenium nitrosyl porphyrin com-
plexes with different axial ligation: structural, spectroelectrochemical (IR, 
UV-visible, and EPR), and theoretical studies. Inorg Chem. 2008;47:7106–
7113. doi: 10.1021/ic702371t

	47.	 Orzeł Ł, Kania A, Rutkowska-Zbik D, Susz A, Stochel G, Fiedor L. Struc-
tural and electronic effects in the metalation of porphyrinoids. Theory 
and experiment. Inorg Chem. 2010;49:7362–7371. doi: 10.1021/ 
ic100466s

	48.	 Rostami M, Rafiee L, Hassanzadeh F, Dadrass AR, Khodarahmi GA. Synthe-
sis of some new porphyrins and their metalloderivatives as potential sensi-
tizers in photo-dynamic therapy. Res Pharm Sci. 2015;10:504–513.

	49.	 Begic-Hairlahovic S, Kahrovic E, Turkusic E. Synthesis, characterization and 
interaction with CT DNA of novel cationic complex Ru(III) with indazole and 
schiff base derived from 5- chlorosalicylaldehyde. Bull Chem Technol Bosnia 
Herzegovina 2014;43:15–20.

	50.	 Huang Y. Synthesis, kinetic and photocatalytic studies of porphyrin-ruthe-
nium-oxo complexes. PhD thesis. Western Kentucky University; 2010.



Original





 R
esearch





Seneviratne et al� Hematoma Resolution In Vivo via ATF1 Gene

944    September 11, 2020� Circulation Research. 2020;127:928–947. DOI: 10.1161/CIRCRESAHA.119.315528

	51.	 Wang C, Shalyaev KV, Bonchio M, Carofiglio T, Groves JT. Fast catalytic 
hydroxylation of hydrocarbons with ruthenium porphyrins. Inorg Chem. 
2006;45:4769–4782. doi: 10.1021/ic0520566

	52.	 Granier T, Langlois d’Estaintot B, Gallois B, Chevalier JM, Précigoux G, 
Santambrogio P, Arosio P. Structural description of the active sites of mouse 
L-chain ferritin at 1.2 A resolution. J Biol Inorg Chem. 2003;8:105–111. doi: 
10.1007/s00775-002-0389-4

	53.	 Gozzelino R, Soares MP. Coupling heme and iron metabolism via fer-
ritin H chain. Antioxid Redox Signal. 2014;20:1754–1769. doi: 10.1089/ 
ars.2013.5666

	54.	 Bancroft JD. Theory and Practice of Histological Techniques. 11 ed. Elsevier; 
2007.

	55.	 Malik TH, Cortini A, Carassiti D, Boyle JJ, Haskard DO, Botto M. The alternative 
pathway is critical for pathogenic complement activation in endotoxin- and diet-
induced atherosclerosis in low-density lipoprotein receptor-deficient mice. Circu-
lation. 2010;122:1948–1956. doi: 10.1161/CIRCULATIONAHA.110.981365

	56.	 Leung VW, Yun S, Botto M, Mason JC, Malik TH, Song W, Paixao-Cavalcante 
D, Pickering MC, Boyle JJ, Haskard DO. Decay-accelerating factor 

suppresses complement C3 activation and retards atherosclerosis in low-
density lipoprotein receptor-deficient mice. Am J Pathol. 2009;175:1757–
1767. doi: 10.2353/ajpath.2009.090183

	57.	 Lewis MJ, Malik TH, Fossati-Jimack L, Carassiti D, Cook HT, Haskard 
DO, Botto M. Distinct roles for complement in glomerulonephritis 
and atherosclerosis revealed in mice with a combination of lupus 
and hyperlipidemia. Arthritis Rheum. 2012;64:2707–2718. doi: 
10.1002/art.34451

	58.	 Yun S, Leung VW, Botto M, Boyle JJ, Haskard DO. Brief report: accel-
erated atherosclerosis in low-density lipoprotein receptor-deficient 
mice lacking the membrane-bound complement regulator CD59. 
Arterioscler Thromb Vasc Biol. 2008;28:1714–1716. doi: 10.1161/ 
ATVBAHA.108.169912

	59.	 Bhatia VK, Yun S, Leung V, Grimsditch DC, Benson GM, Botto MB, Boyle 
JJ, Haskard DO. Complement C1q reduces early atherosclerosis in low-
density lipoprotein receptor-deficient mice. Am J Pathol. 2007;170:416–
426. doi: 10.2353/ajpath.2007.060406




