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Abstract

Age-related macular degeneration in its neovascular form (NV
AMD) is the leading cause of vision loss among adults above the
age of 60. Epidemiological data suggest that in men, overall
abdominal obesity is the second most important environmental
risk factor after smoking for progression to late-stage NV AMD. To
date, the mechanisms that underscore this observation remain ill-
defined. Given the impact of high-fat diets on gut microbiota, we
investigated whether commensal microbes influence the evolution
of AMD. Using mouse models of NV AMD, microbiotal transplants,
and other paradigms that modify the gut microbiome, we uncou-
pled weight gain from confounding factors and demonstrate that
high-fat diets exacerbate choroidal neovascularization (CNV) by
altering gut microbiota. Gut dysbiosis leads to heightened
intestinal permeability and chronic low-grade inflammation
characteristic of inflammaging with elevated production of IL-6,
IL-1b, TNF-a, and VEGF-A that ultimately aggravate pathological
angiogenesis.
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Introduction

While AMD is the leading cause of irreversible blindness in the

industrialized world (Klein & Klein, 2004; Maberley et al, 2006;

Wong et al, 2014), the cellular and molecular mechanisms that

precipitate disease remain incompletely understood despite

significant genomewide association studies identifying susceptibility

genotypes and target mechanistic pathways (Fritsche et al, 2013,

2016; Sobrin & Seddon, 2014; Black & Clark, 2016). Obesity has long

been suspected as a risk factor for AMD, but increased body mass

index associations with AMD were inconsistent (Zhang et al, 2016).

Using 21,287 participants from the Melbourne Collaborative Cohort

Study, it was recently demonstrated that each increase of 0.1 in

waist/hip ratio (a measure for abdominal obesity) was associated

with a 13% increase in the odds of early AMD and a 75% increase

in the odds of late AMD in men, making obesity the second most

important environmental risk factor for late AMD after cigarette

smoking (Adams et al, 2011).

Progression of AMD is influenced by single or compounded envi-

ronmental and genetic risk factors that lead to persistent low-grade

inflammation and a largely innate immune response (Combadière

et al, 2007; Ambati et al, 2013; Sennlaub et al, 2013). Evidence for

environmental factors predisposing to AMD is supported by the fact

that genetically unrelated individuals with shared long-term envi-

ronmental exposure develop the disease with a concordance of

70.2% (Gottfredsdottir et al, 1999). A consequence of cohabitation

and common lifestyle habits that prospectively impact disease modi-

fiers such as systemic inflammation is microbial exchange (Song

et al, 2013). Given that commensal gut microbiota exert profound

influence on digestion, dietary metabolism, endotoxemia, and

immune responses (Backhed et al, 2005; Turnbaugh et al, 2006;

Cani et al, 2008; Cerf-Bensussan & Gaboriau-Routhiau, 2010), they

are prime candidates to impact chronic low-grade inflammation

(Tremaroli & Backhed, 2012). Microbiota-related low-grade

inflammation is characterized by elevated pro-inflammatory gene

expression and is a common consequence of an altered host–micro-

biota relationship caused by instigator bacteria or dietary compo-

nents that influence intestinal permeability (Chassaing & Gewirtz,

2014). There is accumulating evidence that asserts the importance

of intestinal permeability, a barrier aspect closely associated with

the intestinal commensal microbiota as well as with the mucosal

immune system, in intestinal and systemic health (Brun et al, 2007;
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Manco et al, 2010; Gerova et al, 2011; Neves et al, 2013; Bischoff

et al, 2014). Heightened intestinal permeability can allow for an

increased translocation of bacterial products such as LPS and other

pathogen-associated molecular pattern molecules (PAMPs) (Cani

et al, 2008; Cerf-Bensussan & Gaboriau-Routhiau, 2010; Mehal,

2013). These PAMPs impact pro-inflammatory signaling through

pattern recognition receptors (PRRs) of the innate immune system,

especially the Toll-like receptors (TLRs) and Nod-like receptors

(NLRs), inducing low-grade systemic inflammation (Chassaing &

Gewirtz, 2014). Microglia, perivascular macrophages, a small

number of dendritic cells, and RPE cells express various PRRs,

including TLRs and NLRs, and may predispose for PAMPs of intesti-

nal origin to impact ocular inflammation (Chen & Xu, 2015). In

addition, bacterial products or metabolites from gut microbiota can

modulate microglia maturation, morphology, and function (Erny

et al, 2015) and activate retina-specific T cells that are thought to

be involved in autoimmune uveitis (Horai et al, 2015).

Dysbiosis in gut microbes is particularly important for the aging

population given that they modulate aging-related changes in innate

immunity, sarcopenia, cognitive function, and frailty in general

(O’Toole & Jeffery, 2015). Here, we sought to evaluate the contribu-

tion of intestinal flora to progression of NV AMD, particularly in the

context of obesity-driven CNV.

Results

High-fat diet modulates gut microbiota and exacerbates CNV

In light of epidemiologic data linking obesity to CNV (Seddon et al,

2003; Zhang et al, 2016), we first investigated the propensity of

diets with elevated fat content to exacerbate CNV. C57BL/6J mice

were raised under sterile barrier conditions and placed on a regular-

chow diet (RD; 16% kcal fat) or high-fat diet (HFD; 60% kcal fat),

from 6 weeks of age (Fig 1A). As expected, upon killing at

13 weeks, HFD-fed mice gained over 50% more weight than control

RD-fed mice (Fig 1B and C). At 11 weeks of life, we subjected mice

to a laser-induced photocoagulation model of CNV, where perfora-

tion of Bruch’s membrane initiates sprouting of subretinal blood

vessels from the choroid, thus mimicking NV AMD (Lambert et al,

2013). Quantification of FITC–dextran-perfused neovessels over

isolectin B4 (IB4)-labeled impact area by confocal imaging 14 days

after laser burn revealed a robust 60% increase in CNV in HFD-fed

mice when compared to RD controls (Fig 1D and E). These experi-

mental mouse data are in line with previously published results

(Sene et al, 2013) and verify human studies (Seddon et al, 2003;

Adams et al, 2011).

To tease out the contribution of gut microbes to heightened CNV

in mice receiving HFD, mice were administered 0.5 g/l of the

broad-spectrum, non-gut permeable (Cani et al, 2008) antibiotic

(AB) neomycin trisulfate salt hydrate orally through their drinking

water. Remarkably, HFD-fed mice treated with neomycin displayed

levels of CNV akin to RD-fed control mice and thus significantly less

than HFD-fed mice receiving vehicle control (Fig 1D and E). Treat-

ment with neomycin did not impact weight gain (Fig 1B and C),

hence uncoupling mouse weight from extent of CNV and strength-

ening the link between gut flora and pathological angiogenesis.

To ascertain that HFD and oral neomycin modify intestinal flora,

we next profiled gut microbiomes. The ratio of Bacteroidetes and

Firmicutes, the two dominant phyla that make up over 90% of

bacterial phylogenetic types in the distal gut (Ley et al, 2006), is

affected by diet (Turnbaugh et al, 2009; David et al, 2014). Compar-

ison of distal gut microbiota from lean and obese individuals shows

that the relative proportion of Bacteroidetes is decreased in obese

individuals compared to lean individuals (Turnbaugh et al, 2006;

David et al, 2014), which is consistent with mouse studies and

underscores that diet impacts intestinal flora (Ley et al, 2006;

Turnbaugh et al, 2006; Hildebrandt et al, 2009). We characterized gut

microbiome composition by sequencing the hypervariable regions

V2, V3, V4, V6, V7, V8, and V9 of bacterial 16S rRNA extracted from

fecal pellets originating from RD-fed and HFD-fed mice receiving

vehicle, as well as HFD-fed and RD-fed mice receiving neomycin

(Figs 1F and EV1). Consistent with clinical data (Ley et al, 2006;

Turnbaugh et al, 2006; Wu et al, 2013), mice on HFD had shifted

ratios of commensal gut microbes. Bacteroidetes/Firmicutes ratios

shifted from 66%/33% of total bacteria in RD to 19%/67% in HFD.

Importantly, oral neomycin restored the proportion of Bacteroidetes

to ~65% of total bacteria and reduced Firmicutes from ~65% to

< 10%. In addition, relative abundance of Proteobacteria (a microbial

signature of dysbiosis in gut microbiota (Wu et al, 2013)) rose with

HFD and further with antibiotic treatment reaching 25% of the popu-

lation (Fig 1G). Of note, HFD-fed mice host the most diverse micro-

biome, with a modest but important presence of Actinobacteria and

Spirochaetes (0.5 and 1.5% of the total). These phyla were

Figure 1. High-fat diet exacerbates CNV and influences gut microbiota.

A Schematic representation of experimental timeline where half of the mice start a high-fat diet (HFD) at 6 weeks and later half of these receive neomycin (AB)
treatment from the age of 9 weeks until killing at week 13. Control mice were fed a regular-chow diet (RD). At the age of 11 weeks, mice are subjected to four laser
burns per eye to perforate Bruch’s membrane and recruit subretinal blood vessels from the choroid.

B, C Weight gain (B) and area under the curve (C) of percentage weight gain of HFD-fed mice compared to RD-fed mice, treated with vehicle or antibiotic; n = 13 (RD),
17 (HFD), 16 (HFD+AB), 12 (RD+AB); CI 99.9%.

D Compilation of compressed Z-stack confocal image of FITC–dextran-labeled CNV and single-plane confocal image of isolectin B4-stained choroidal flat mounts
from RD- and HFD-fed mice, with vehicle or antibiotic treatment.

E Quantification of area of FITC–dextran-labeled CNV over isolectin B4-stained laser impact area fold RD; n = 11 (RD), 16 (HFD), 11 (HFD+AB), 12 (RD+AB), with 36
(RD), 32 (HFD), 33 (HFD+AB), 34 (RD+AB) burns total; CI 99%.

F, G Representative circle charts of relative abundance of bacterial phyla, class, order, and family (from central to peripheral), in gut microbiota of RD-fed mice with
vehicle, HFD-fed mice with vehicle, HFD-fed mice with neomycin, and RD-fed mice with neomycin (F) and relative proportion per group of different phyla; n = 7
(RD), 8 (HFD), 6 (HFD+AB), 7 (RD+AB); Bacteroidetes; CI 99.9%, Firmicutes; CI 99%, Proteobacteria; CI 99%, Actinobacteria and Spirochaetes (G). *n.d. = not detected.

Data information: All comparisons between groups are analyzed using one-way analysis of variance (ANOVA) and Tukey’s multiple comparisons test; **P < 0.01,
***P < 0.001; error bars represent mean � SEM. Each “n” represents one mouse per experimental group; CI, confidence interval. Scale bar: 100 lm.
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undetectable in RD-fed mice or after receiving oral neomycin. RD

mice on neomycin showed consistently higher levels of Proteobacteria

at the expense of Firmicutes, confirming microbial shifts with oral

neomycin. Together, these data reconcile that modulation in gut

microbiota correlates with severity of CNV.

High-fat diet potentiates recruitment of microglia and
macrophages during CNV

Mononuclear phagocytes (MPs) such as microglia and macro-

phages contribute to AMD pathogenesis (Ambati et al, 2003b;

Combadiere et al, 2007; Langmann, 2007) and localize to sites of

neovascularization following laser-induced CNV (Combadière

et al, 2007; Liu et al, 2013; Indaram et al, 2015; Luckoff et al,

2016) (Fig 2A–C). Microglia are CNS-resident macrophages that

are derived from primitive macrophages in the yolk sac (Prinz

et al, 2014). Upon CNS injury, they move to sites of insult and

polarize to an activated state and produce pro-inflammatory

cytokines (Hanisch & Kettenmann, 2007). Depending on the

extent of injury, circulating monocytes may also be recruited from

the bloodstream.

Analysis by FACS of whole retinas and RPE–choroid–sclera

complexes from mice on regular diets revealed a twofold rise in

MPs (Ly6G�, F4/80+, CD11b+) at 3 (p3) and 7 (p7) days post-laser

burn (Fig 2D and E) when compared to non-burned eyes (gating

scheme in Fig EV2A). At day 14 post-burn (p14), the number of

MPs returned to basal levels (Fig 2D and E). A similar kinetic profile

was observed for microglia (Ly6G�, F4/80+, CD11b+, CX3CR1hi

CD45lo) (Fig 2F and G). Notably, the overall proportion of microglia

within the MP population dropped in the first week following laser

burn (p3 and p7), suggesting cellular infiltration from circulation

(Fig EV2B).

Importantly, a HFD potentiated these effects as the heightened

CNV observed in HFD-fed mice (Fig 1D and E) was accompanied by

a ~twofold increase in MPs and microglia at sites of lesion when

compared to control RD-fed mice (Fig 2H–K). This increase in

subretinal MPs persisted at 14 days post-burn as determined by

immunofluorescent quantification of IBA-1+ cells around the laser-

induced lesion (Fig 2L and M). Oral neomycin abrogated this

recruitment (Fig 2H–M), which is consistent with the observed

reduction in CNV (Fig 1D and E). Hence, the intestinal microbiota

of HFD-fed mice augments recruitment of microglia and other MPs

that may be central to disease progression.

Heightened CNV in mice with dysbiosis is accompanied by
increased intestinal permeability, metabolic endotoxemia, and
systemic inflammation

Pattern recognition receptors (PRRs) allow the innate immune

system to recognize pathogen-associated molecular patterns

(PAMPs) and trigger an inflammatory reaction to fight off the

microbes that produce them (Dorrestein et al, 2014). Although

PAMPs circulate at low concentrations under physiologic conditions

(DiBaise et al, 2012), an increase in LPS concentrations, a condition

termed “metabolic endotoxemia”, may provoke low-grade

inflammation (Cani et al, 2008), insulin resistance (Cani et al,

2007), augmented cardiovascular risk (Manco et al, 2010), fatty

liver disease (Brun et al, 2007), white adipose tissue inflammation

(Caesar et al, 2015), and retinopathy of prematurity (ROP)

(Tremblay et al, 2013). In obesity, changes in gut microbiota have

been suggested to compromise barrier function of the epithelial

layer of the gut, thus increasing entry of PAMPs into systemic circu-

lation (Amar et al, 2008; Cani et al, 2008; Osborn & Olefsky, 2012).

Analysis of intestinal permeability by Evans Blue assay revealed

that HFD elevated intestinal permeability by threefold when

compared to controls (Fig 3A). In our experimental paradigm,

antibiotic treatment did not restore intestinal permeability of HFD-

fed mice as there was no significant difference between HFD-fed

mice and HFD-fed mice that were treated with antibiotics (Fig 3A).

We next determined whether the levels of circulating PAMPS

were sufficient to trigger a PRR response. We therefore subjected

murine macrophages that express several PRRs with a chromosomal

integration of a secreted embryonic alkaline phosphatase reporter

construct inducible by NF-jB and AP-1 (RAW-BlueTM cells) to serum

from mice under various feeding paradigms. This reports on activa-

tion of PRRs such as Toll-like receptors (TLRs), NOD-like receptors

(NLRs), RIG-I-like receptors (RLRs), and C-type lectin receptors

(CLRs).

Serum from HFD-fed mice activated PRRs significantly more read-

ily than serum from RD-fed mice as had been suggested (Cani et al,

2008; Membrez et al, 2008; Neves et al, 2013) or HFD-fed mice

receiving antibiotic treatment (Fig 3B). The reduction in PRR

response in antibiotic-treated mice may occur due to an overall

reduction in the absolute number of bacteria present in the intestine.

We next investigated both systemic and local profiles of classic

inflammatory mediators that are associated with para-inflammation

in AMD (Chen & Xu, 2015). Consistent with the heightened

Figure 2. High-fat diet increases recruitment of microglia and macrophages.

A–C 3D rendering of Z-stack confocal image showing isolectin B4-stained laser burn with FITC–dextran-labeled CNV and IBA-1-stained MPs.
D Representative FACS plots of retinas and sclera–choroid–RPE cell complexes from regular-chow diet (RD)-fed mice without and 3, 7, and 14 days after laser burn.
E Quantification of MPs (Ly6G�, F4/80+, CD11b+) at p3, p7, and p14; fold naïve (no burn); n = 5 (no burn), 5 (p3), 6 (p7), 5 (p14); CI 95%.
F, G Representative FACS plots (F) and quantification of microglia (G) (Ly6G�, F4/80+, CD11b+, CX3CR1hi CD45lo) fold naïve; n = 5 (no burn), 4 (p3), 6 (p7), 5 (p14); CI 95%.
H Representative FACS plots of retinas and sclera–choroid–RPE cell complexes from RD- and HFD-fed mice, with vehicle or antibiotic treatment at p7.
I Quantification of MPs at p7 fold RD; n = 6 (RD), 4 (HFD), 3 (HFD+AB), 4 (RD+AB); CI 95%.
J, K Representative FACS plots (J) and quantification of microglia (K) (Ly6G�, F4/80+, CD11b+, CX3CR1hi CD45lo) fold RD; n = 5 (RD), 5 (HFD), 3 (HFD+AB), 4 (RD+AB); CI

95%.
L Representative confocal images of IBA-1-stained MPs on choroidal flat mounts from RD- and HFD-fed mice, treated with vehicle or with neomycin. Examples of

labeled macrophages (white dots) are presented in side panels.
M Total number of MPs around laser impact area; n = 7 (RD), 9 (HFD), 4 (HFD+AB), 7 (RD+AB), with 23 (RD), 29 (HFD), 13 (HFD+AB), 23 (RD+AB) burns total; CI 99%.

Data information: All comparisons between groups are analyzed using one-way analysis of variance (ANOVA) and Tukey’s multiple comparisons test; *P < 0.05,
**P < 0.01, ***P < 0.001; error bars represent mean � SEM. Each “n” represents one mouse per experimental group; CI, confidence interval. Scale bar: 100 lm.
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activation of PRRs (Fig 3B), serum cytokine concentrations of IL-1b,
IL-6, TNF-a, IL-17A, and IFN-c were significantly induced with HFD,

as was anti-inflammatory IL-10 (Figs 3C and EV3A). Oral intake of

neomycin reversed the trend (Figs 3C and EV3A). Moreover, this

pattern held in naive choroids (without laser-induced CNV) with

transcript levels of Il1b, Il6, and Tnfa as well as with the cardinal

angiogenic factor Vegfa (Fig 3D). Moreover, neomycin treatment of

HFD-fed mice improved their glucose tolerance (Fig EV3B and C)

suggesting a general improvement in metabolic health, an important

risk factor for AMD (Ghaem Maralani et al, 2015), and confirming

efficient modulation of gut microbes (Cani et al, 2007). These data

suggest that HFD primes choroids for CNV in a gut flora-dependent

manner, where dysbiosis of the gut microbial community results in

alterations of circulating levels of pro- and anti-inflammatory cytoki-

nes and the expression of inflammation-associated mRNAs.

Microbiotal transplants confirm that high-fat diet aggravates
CNV through gut microbiota

To ascertain that HFD-associated gut microbial communities drive

increased CNV, we transplanted by oral gavage cecal microbiota

harvested from the feces of RD-fed mice to HFD-fed mice

(HFDxRDT). RD-fed mice transplanted with a fecal suspension of

RD microbiota (RDxRDT) and HFD-fed mice transplanted with fecal

A

C

D

B

Figure 3. High-fat diet augments gut permeability, metabolic endotoxemia, and systemic inflammation.

A Concentration of gut-absorbed Evans Blue in serum 24 h after oral administration in regular-chow diet (RD)- and high-fat diet (HFD)-fed mice, treated with vehicle
or with antibiotic; n = 6 (RD), 5 (HFD), 5 (HFD+AB), 5 (RD+AB); CI 99%.

B Activation of PRRs induced by stimulation with serum isolated from mice fed RD or HFD for 7 weeks and receiving vehicle or neomycin for 3 weeks; fold RD; n = 3 for
all groups; CI 99%.

C Serum cytokine profiles determined by Bio-Plex assay (Bio-Rad) of IL-1b, n = 11 (RD), 12 (HFD), 12 (HFD+AB), 11 (RD+AB); CI 95%; IL-6, n = 11 (RD), 12 (HFD), 12
(HFD+AB), 11 (RD+AB), CI 99.9%; TNF-a, n = 11 for all groups, CI 99%; IL-17A, n = 11 (RD), 12 (HFD), 12 (HFD+AB), 11 (RD+AB), CI 95%; and IFN-c, n = 12 for all
groups, CI 95%. *n.d. = not detected.

D mRNA expression of Il1b, n = 5 (RD), 7 (HFD), 7 (HFD+AB), 3 (RD+AB), CI 95%; Il6, n = 5 (RD), 5 (HFD), 4 (HFD+AB), 4 (RD+AB), CI 95%; Tnfa, n = 6 (RD), 9 (HFD),
4 (HFD+AB), 5 (RD+AB), CI 95%; and Vegfa, n = 6 (RD), 5 (HFD), 5 (HFD+AB), 6 (RD+AB), CI 95% in choroids.

Data information: All comparisons between groups are analyzed using one-way analysis of variance (ANOVA) and Tukey’s multiple comparisons test; *P < 0.05,
**P < 0.01, ***P < 0.001; error bars represent mean � SEM. Each “n” represents one mouse; CI: confidence interval.
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suspension of HFD microbiota (HFDxHFDT) served as controls

(Fig 4A). Prior to microbiotal transplantation, recipient mice were

treated with ampicillin and neomycin in drinking water to deplete

their original commensal microbiome. Gavage with cecal microbiota

was repeated on a weekly basis to maintain a constant composition

of the transplanted flora (Fig 4B). Although mice on HFD were

significantly heavier than those on RD, microbiotal transfer from

RD-fed mice did not significantly alter weight gain of HFD-fed mice

and thus permitted to uncouple the effects of weight gain from those

of microbial transfer (Fig 4C and D).

To verify successful transplantation of diet-associated microbial

phyla, we characterized fecal microbiota as above (Figs 4E and EV4A).

In RDxRDT mice, Bacteroidetes were the most abundant phylum

representing 75–80% of the microbiome while accounting for only

35% in HFDxHFDT mice where Firmicutes and Proteobacteria filled

the balance. Transfer of RD microbiota to HFD-fed mice restored

microbial proportions found in RD-fed mice (Fig 4F). In addition,

improved glucose tolerance in HFDxRDT mice compared to HFDxHFDT

mice attests to successful microbiotal transplants (Fig EV4B and C).

While HFDxHFDT showed a ~twofold increase in CNV when

compared to RDxRDT, transfer of RD microbiota to HFD-fed mice

diminished CNV by ~35% supporting a role for gut microbiota in

pathological CNV (Fig 4G and H). In addition, our data attest to

intestinal permeability being lowered through microbiotal transfer.

Whereas HFDxHFDT mice show twofold higher levels of serum Evans

Blue compared to RDxRDT, transfer of RD microbiota to HFD-fed mice

reduced permeability to levels seen in RDxRDT mice (Fig 4I). Analysis

of choroidal levels of Il6, Tnfa, and Vegfa confirmed that transfer of

RD-fed fecal suspensions to HFD mice reduced overall inflammation

(Fig 4J). Il1b transcripts were not affected. In concert, these results

provide evidence for the influence of gut microbiota on CNV.

Discussion

With an increasing prevalence of obesity and increasing life expec-

tancy, the societal impact and financial burden of AMD are expected

to rise dramatically in the coming years (Friedman et al, 2004; Rein

et al, 2006). Polymorphisms in genes implicated in inflammation

predispose to AMD (Hageman et al, 2005) with strong linkage to

single nucleotide polymorphisms in CFH factors, CFHR (CFH-related

factors), ARMS2, VEGFA, and TGFBR1 (Ambati et al, 2003a; Klein

et al, 2005; Yu et al, 2011; Ratnapriya & Chew, 2013), yet by them-

selves, no single mutation can account for disease development. To

date, the contribution of our “second genome” (the microbiome)

has not been investigated. Our study suggests that gut microbiota

influences development of neovascular lesions associated with AMD

and this is particularly when obesity is a predisposing factor. We

show that diets rich in fat alter the gut microbiome and in turn

elevate choroidal and systemic inflammation and heighten patholog-

ical choroidal neovascularization. This effect could originate from

increased intestinal permeability to PAMPs secondary to dysbiosis

(Fig 5). In this regard, obesity-related changes in gut microbiota

have been shown to decrease barrier function of the gut, allowing

increased entry of PAMPs into systemic circulation and conse-

quently triggering inflammation (Amar et al, 2008; Cani et al, 2008;

Osborn & Olefsky, 2012). Both antibiotic treatment and microbiotal

transplants from RD-fed mice lower systemic and choroidal

inflammation, yet only RD-microbiotal transplants significantly

lower intestinal permeability. While the microbial community of

HFDxRDT mice resembles the one of RD-fed mice more closely than

that of HFD-fed mice treated with antibiotics, the effects of

neomycin treatment likely occur through a decrease in the absolute

number of bacteria present in the gut.

Modifying microbiota can reduce systemic and local choroidal

inflammation and attenuate pathological neovascularization. Of

note, one of the most heavily regulated inflammatory cytokines in

our experimental paradigms was IL-6. Elevated levels of IL-6 are

associated with early (Klein et al, 2014) and late AMD (Klein et al,

2008) and are significantly related to smoking, higher body mass

index, and “inflammaging”, the low-grade, chronic, systemic sterile

inflammation in aging, in the absence of infection (Franceschi &

Campisi, 2014). Dysbiosis of gut flora may thus be an additional

factor that accounts for the inconsistent responses between

Figure 4. High-fat diet exacerbates CNV through gut microbiota.

A Schematic representation of microbiotal transfer experiments where recipient mice are gavaged with a suspension of fecal pellets in PBS from donor mice that are
fed either a regular-chow diet (RD) or a high-fat diet (HFD).

B Experimental timeline describing preparation of mice for microbiotal transfers where mice receive 5 days of antibiotics (neomycin and ampicillin) at 6 weeks of
age. Starting at 7 weeks of life, RDxRDT and HFDxRDT mice receive weekly microbiotal transplants from RD donor mice and HFDxHFDT mice receive weekly
microbiotal transplants from HFD donor mice until killing at week 13. At the age of 11 weeks, mice are subjected to four laser burns per eye.

C, D Weight gain (C) and area under the curve (D) of percentage weight gain of RDxRDT, HFDxRDT, and HFDxHFDT mice; n = 13 (RDxRDT), 12 (HFDxHFDT),
14 (HFDxRDT); CI 99%.

E Representative circle charts of relative abundance of bacterial phyla in gut microbiota of RD-fed mice receiving a RD transfer and HFD-fed mice receiving a HFD or
RD transfer.

F Relative proportion per experimental group of different phyla; n = 5 (RDxRDT), 5 (HFDxHFDT), 4 (HFDxRDT); Bacteroidetes; CI 99%, Firmicutes; CI 95%,
Proteobacteria; CI 95%, Actinobacteria and Spirochaetes.

G Compilation of compressed Z-stack confocal images of FITC–dextran-labeled CNV and single-plane confocal images of isolectin B4-stained choroidal flat mounts
from RDxRDT, HFDxRDT, and HFDxHFDT mice.

H Quantification of area of FITC–dextran-labeled CNV over area of isolectin B4-stained laser impact area fold RDxRDT; n = 6 (RDxRDT), 9 (HFDxHFDT), 9 (HFDxRDT),
with 15 (RDxRDT), 21 (HFDxHFDT), 16 (HFDxRDT) burns total; CI 95%.

I Concentration of gut-absorbed Evans Blue in serum 24 h after oral administration in RD- and HFD-fed mice, after RD or HFD microbiotal transplant; n = 3
(RDxRDT), 3 (HFDxHFDT), 4 (HFDxRDT); CI 95%.

J mRNA expression of Il1b: n = 5 (RDxRDT), 4 (HFDxHFDT), 5 (HFDxRDT); Il6: n = 5 (RDxRDT), 4 (HFDxHFDT), 4 (HFDxRDT), CI 99%; Tnfa: n = 5 (RDxRDT),
4 (HFDxHFDT), 4 (HFDxRDT), CI 95%; and Vegfa: n = 5 (RDxRDT), 4 (HFDxHFDT), 5 (HFDxRDT), CI 95% in choroids.

Data information: All comparisons between groups are analyzed using one-way analysis of variance (ANOVA) and Tukey’s multiple comparisons test; *P < 0.05,
**P < 0.01, ***P < 0.001; error bars represent mean � SEM. Each “n” represents one mouse per experimental group; in (I), both eyes were used for mRNA extraction,
giving two data points per mouse; CI, confidence interval. Scale bar, 100 lm.
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individuals subjected to dietary interventions designed to stall

progression of AMD such as AREDS formulations (Age-Related Eye

Disease Study Research Group 2001; Age-Related Eye Disease Study

2 Research Group 2013). In addition, from an experimental perspec-

tive, our study strengthens the notion that housing and dietary

considerations must be taken into account when designing animal-

based studies on angiogenesis and aging. Gut microbiota is acquired

shortly after birth from the surrounding environment, forming a

relatively stable community that can shift composition under influ-

ence of environmental factors such as diet, exercise, and medication

(Turnbaugh et al, 2009; David et al, 2014; Evans et al, 2014). Modi-

fying gut microbiomes may thus provide minimally intrusive and

cost-effective paradigms to prevent or delay exudative AMD.

Materials and Methods

Animals

All animal procedures were validated by the Animal Care Commit-

tee of the University of Montreal and Hôpital Maisonneuve-Rose-

mont in accordance with the guidelines established by the Canadian

Council on Animal Care.

Briefly, 6-week-old male C57BL/6 WT mice, purchased from The

Jackson Laboratory, raised under sterile barrier conditions and

housed under a 12-h light cycle with water and food ad libitum were

placed on either a regular-chow diet (RD) (16% kcal fat, 63% kcal

carbohydrate, 21% kcal protein) or a high-fat diet (HFD) (60% kcal

Figure 5. High-fat diet-induced dysbiosis increases intestinal permeability, metabolic endotoxemia, and systemic and local inflammation and ultimately
contributes to CNV.
The ratio of Bacteroidetes and Firmicutes, the two dominant phyla in intestinal flora, decreases significantly in high-fat diet (HFD)-fed mice compared to regular-chow diet
(RD)-fed mice, with a relative increase in Firmicutes in HFD-fed mice and decrease in Bacteroidetes. This dysbiosis is accompanied by heightened intestinal permeability,
which allows increased translocation of pathogen-associatedmolecular patterns (PAMPs) (endotoxemia). Recognition of thesemicrobe-specific molecules by pattern recognition
receptors (PRRs) present on innate immune cells triggers synthesis and excretion of cytokines causing chronic systemic low-grade inflammation. Ultimately, this exacerbates CNV.
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fat, 26% kcal carbohydrate, 14% kcal protein) for 7 weeks and

weighed weekly to register weight gain. At the age of 9 weeks, half

of the RD and half of the HFD mice received antibiotic treatment

with 0.5 g/l neomycin trisulfate salt hydrate in their drinking

water, resulting in four different experimental groups: Control (RD),

Antibiotics (RD+AB), High-Fat (HFD), and High-Fat + Antibiotics

(HFD+AB). Neomycin is not absorbed from the gut (Cani et al,

2008); therefore, the antibiotic treatment was isolated to the GI tract

and had no direct systemic effect.

At the age of 13 weeks, fecal pellets and blood were collected

before sedation with isoflurane gas and cervical dislocation. Eyes

were enucleated, dissected, and stored at�80°C for mRNA extraction.

Laser-induced CNV

At the age of 11 weeks, mice were anesthetized with 10 ll/g body

weight of a 10% ketamine and 4% xylazine solution, and their

Bruch’s membrane was ruptured using an argon laser as described

previously (Lambert et al, 2013). Two weeks after CNV induction,

the mice were perfused with 0.5 ml of 15 mg/ml of fluorescein

isothiocyanate (FITC)–dextran (average mol wt 20,000) and killed.

Eyes were enucleated and processed for analysis by immunohisto-

chemistry. The sclera–choroid–RPE cell complex was mounted onto

a slide, and the burns and macrophages were photographed with an

Olympus FV1000 microscope. The neovascularization was captured

in a Z-stack, and the lesion caused by the laser impact was captured

in a single-plane image. The Z-stacks were compressed into one

image, and the FITC–dextran-labeled neovascular area and the area

of the lesion were measured per lesion in ImageJ.

Immunohistochemistry

Eyes were fixed for 30 min in 4% PFA at room temperature, before

dissection of the sclera–choroid–RPE cell complex. After a

secondary fixation of 15 min in 4% PFA at room temperature, the

choroids were stained with rhodamine-labeled Griffonia (Ban-

deiraea) Simplicifolia Lectin I (Vector Laboratories Inc.) in 1 mM

CaCl2 in PBS and IBA-1 (rabbit polyclonal; Wako).

Microbiome sequencing

DNA was extracted from fecal pellets with the Qiagen QIAamp Fast

Stool Mini Kit according to the manufacturer’s instructions with

several small modifications; briefly, 2–3 fecal pellets were homoge-

nized in 500 ll InhibitEX Buffer using a disposable homogenizing

pestle and vortex. The suspension was heated for 5 min at 70°C

before stool particles were pelleted by 1-min centrifugation at

20,000 g. The supernatant was thoroughly mixed with 20 ll protei-
nase K before 500 ll Buffer AL was added and the mix was incu-

bated at 70°C for 10 min. After the addition of 500 ll of 100%

ethanol, the lysate was applied to the QIAamp spin column and

centrifuged for 1 min at 20,000 g. The filtrate was discarded before

500 ll Buffer AW1 was added to the spin column and centrifuged

for 1 min at 20,000 g. This step was repeated with 500 ll Buffer

AW2. The spin column was dried by centrifugation for 3 min at

20,000 g in a clean 2-ml collection tube. The DNA was eluted in

200 ll of Buffer ATE, directly pipetted on the QIAamp membrane,

and collected in a clean Eppendorf tube.

After DNA extraction from the fecal pellets, the Thermo Fisher

Ion 16STM Metagenomics Kit was used to amplify the hypervariable

regions V2, V3, V4, V6, V7, V8, and V9 of bacterial 16S rRNA. The

amplified fragments were then bar-coded, sequenced on the Ion

PGM sequencer system, and analyzed with the Ion Reporter

Software.

FACS

Retinas and sclera–choroid–RPE cell complexes of non-burned and

burned mice at p3, p7, and p14 were cut into small pieces and

homogenized in a solution of 750 U/ml DNase I (Sigma-Aldrich

Corp., St. Louis, MO, USA) and 0.5 mg/ml of collagenase D (Roche,

Basel, Switzerland) for 20 min at 37°C. Homogenates were filtered

through a 70-lm cell strainer and washed in PBS. Viability of the

cells was checked by Zombie Aqua (423101: Biolegend) staining for

15 min at room temperature. After incubation with LEAF-purified

anti-mouse CD16/32 (101310; BioLegend, San Diego, CA, USA) for

15 min at room temperature to block Fc receptors, cells were incu-

bated for 25 min at 4°C with the following antibodies: Alexa Fluor

700 anti-mouse CD45.2 (109821; BioLegend), BV711 anti-mouse/

human CD11b (101241; BioLegend), APC/CY7 anti-mouse Ly-6G

(127624; BioLegend), PE/CY7 anti-mouse F4/80 (123114; BioLe-

gend), anti-mouse CX3CR1 phycoerythrin-conjugated goat IgG

(FAB5825P; R&D Systems, Inc., Minneapolis, MN, USA). Fluores-

cence-activated cell sorting (FACS) was performed on a BD LSRFor-

tessaTM X-20 cell analyzer, and data were analyzed using FlowJo

software (version 7.6.5; FlowJo, Ashland, OR, USA).

Intestinal permeability assay

Mice were injected by oral gavage with 1 ml of 50 mg/ml Evans

Blue divided over five injections, 30 min apart. After 24 h, 120 ll of
blood was collected from the submandibular vein. Serum was

analyzed for Evans Blue concentration with a spectrophotometer at

an optical density of 620–740 nm and quantified with the help of a

standard dilution curve.

RAW-blue assay

Blood was collected through cardiac puncture, and serum was

stored at �80°C until use in the RAW-Blue assay. PAMPs were

assayed with RAW-BlueTM cells (InvivoGen, San Diego, CA)

through detection of NF-jB/AP-1 activation following activation

of TLRs (with the exception of TLR5), NOD1/2, and dectin-1

using a modified version of the manufacturer’s protocol. RAW-

BlueTM cells were grown in growth medium (DMEM, 4.5 g/l

glucose, 2 mM L-glutamine, 10% fetal bovine serum (FBS),

100 lg/ml ZeocinTM (InvivoGen, San Diego, CA)). The assay was

performed when the cells were in passage 10–15 by plating 105

cells in 96-well plates containing basal DMEM. After 6 h of star-

vation 30 ll of mouse serum, 30 ll of FBS(�control) or 30 ll of

FBS+LPS (+ control) was added per well and cells were incubated

for 21 h at 37°C under an atmosphere of 5% CO2/95% air. SEAP

levels were determined using a spectrophotometer at 620–655 nm

after a 1- to 3-h incubation at 37°C of 20 ll of induced RAW-

BlueTM cell supernatant with 180 ll QUANTI-BlueTM (InvivoGen,

San Diego, CA).
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Cytokine assessment

Serum cytokine assays were performed using a Bio-plex Mouse

Cytokine 6-plex panel (1 × 96-well) (Bio-Rad) according to the

manufacturer’s instructions. The Bio-Plex cytokine assay is a multi-

plex bead-based assay involving matrices that is designed to quanti-

tate multiple cytokines as follows. The wells of a 96-well plate were

pre-wet with 100 ll of Bio-Plex assay buffer. 50 ll of vortexed

multiplex bead working solution was pipetted into each well and

immediately removed. Wells were washed twice with the Bio-Plex

wash buffer before 25 ll of vortexed Bio-Plex Detention Antibody

working solution was added to each well and incubated for 30 min.

After a triple wash with the Bio-Plex wash buffer, 50 ll of vortexed
1× streptavidin-PE was added to each well and incubated for

30 min. After three washes, the beads in each well were resus-

pended with 125 ll of Bio-Plex assay buffer and vortexed for 30 s,

and the plate was immediately read on the Bio-Plex system. Cyto-

kine concentrations were calculated from the standard curve by the

use of Bio-Plex manager software. Samples were run in duplicate.

Real-time PCR analysis

After enucleation eyes were dissected to isolate retinas and sclera–

choroid–RPE cell complex. RNA was isolated using TRIzol and

digested with DNase I to prevent amplification of genomic DNA

contaminants. M-MLV reverse transcriptase (Life Technologies) was

used for the reversed transcription, and SYBR Green (Bio-Rad) to

determine gene expression in an ABI Biosystems Real-Time PCR

machine with b-actin (Actb) as a reference gene. We used the

following primers: Mouse Actb = F: 50-GAC GGC CAG GTC ATC

ACT ATT G-30, R: 50-CCA CAG GAT TCC ATA CCC AAG A-30; Mouse

Il1b = F: 50-CTG GTA CAT CAG CAC CTC ACA-30, R: 50-GAG CTC

CTT AAC ATG CCC TG-30; Mouse Il6 = F: 50-AGA CAA AGC CAG

AGT CCT TCA GAG A-30, R: 50-GCC ACT CCT TCT GTG ACT CCA

GC-30; Mouse Tnfa = F: 50-CCC TCA CAC TCA GAT CAT CTT CT-30,
R: 50-GCT ACG ACG TGG GCT ACA G-30; and Mouse Vegfa = F: 50-
GCC CTG AGT CAA GAG GAC AG-30, R: 50-CTC CTA GGC CCC TCA

GAA GT-30.

Microbiota transplant

A litter of six C57BL/6 WT mice was divided over three cages, repre-

senting three experimental groups: regular-chow diet-fed mice

receiving a transplant from regular-chow diet-fed mice (RDxRDT),

high-fat diet-fed mice receiving a transplant from high-fat diet-fed

mice (HFDxHFDT), and high-fat-fed mice receiving a transplant

from regular-chow diet-fed mice (HFDxRDT). At the age of 6 weeks,

two cages were started on HFD, while the other cage remained on a

regular-chow diet. Mice received antibiotics (ampicillin 1.0 g/l +

neomycin 0.5 g/l) in their drinking water for 5 days, to deplete the

original gut microbiota, as described before (Ellekilde et al, 2014).

Two days after discontinuing the antibiotics, they received their first

microbiota transplant, from mice on either a regular-chow diet or a

high-fat diet.

Feces were collected from 20 different donor mice, either on RD

or on HFD for at least 5 weeks. The fecal pallets were collected in

2.5 ml of sterile PBS with 0.05% cysteine HCL, homogenized, and

centrifuged at 200 g for 5 min. 200 ll of the supernatant was

introduced orally to the mice with the help of flexible gavage

needles. This was repeated with fresh fecal samples every 7 days

for the duration of the experiment. At the age of 11 weeks, mice

were subjected to four laser burns per eye. Mice were weighed

weekly and feces were collected for analysis by 16S sequencing.

Mice are coprophagic, and hence, care is taken to isolate individuals

with given gut microbiota modifying protocols.

Glucose tolerance test (GTT)

Mice were starved for 12 h overnight. Blood glucose was measured

(Accu-Chek; Roche) at baseline and 15, 30, 60, 120, and 240 min

following intraperitoneal injection of 2 mg/kg of 10% D-glucose.

Statistical analysis

Results are presented as mean � SEM. GraphPad Prism version

6.00 (GraphPad Software, San Diego, CA; www.graphpad.com) was

used to analyze the statistical significance of differences by one-way

ANOVA and Tukey’s multiple comparisons test or a two-tailed

Student’s t-test, where appropriate. Data with P < 0.05 were consid-

ered statistically different: *P < 0.05, **P < 0.01, and ***P < 0.001.

Expanded View for this article is available online.

Acknowledgements
E.A. holds scholarships from the Réseau en Recherche en Santé de la

Vision and the Faculté des Études Supérieures de l’UdM. P.S. holds The

The paper explained

Problem
Age-related macular degeneration in its neovascular form (NV AMD) is
the leading cause of vision loss among adults above the age of 60.
Epidemiological data suggest that in men, overall abdominal obesity
is the second most important environmental risk factor after smoking
for progression to late-stage NV AMD. To date, the mechanisms that
underscore this observation remain ill-defined. Given the impact of
high-fat diets on gut microbiota, we investigated whether commensal
microbes influence the evolution of AMD.

Results
Using mouse models of NV AMD, microbiotal transplants and other
paradigms that modify the gut microbiome, we uncoupled weight
gain from confounding factors and demonstrate that high-fat diets
exacerbate choroidal neovascularization (CNV) by altering gut micro-
biota. Gut dysbiosis leads to heightened intestinal permeability and
chronic low-grade inflammation with elevated production of IL-6,
IL-1b, TNF-a and VEGF-A that ultimately exacerbate pathological
angiogenesis.

Impact
With an increasing prevalence of obesity and increasing life expec-
tancy, the societal impact and financial burden of AMD are expected
to rise dramatically in the coming years. Our study suggests that gut
microbiota influences development of neovascular lesions associated
with AMD, particularly when obesity is a predisposing factor. Modify-
ing microbiota can reduce systemic and local choroidal inflammation
and attenuate pathological neovascularization and may thus provide
minimally intrusive and cost-effective paradigms to prevent or delay
exudative AMD.

EMBO Molecular Medicine Vol 8 | No 12 | 2016 ª 2016 The Authors

EMBO Molecular Medicine Gut microbiota influences pathological angiogenesis Elisabeth MMA Andriessen et al

1376

http://www.graphpad.com
http://dx.doi.org/10.15252/emmm.201606531


Wolfe Professorship in Translational Vision Research and the Canada

Research Chair in Retinal Cell Biology and the Alcon Research Institute

Young Investigator Award. This work was supported by grants to P.S. from

The Foundation Fighting Blindness Canada (FFB), the Canadian Institutes

of Health Research (324573), the Canadian Diabetes Association (OG-3-11-

3329-PS), and The Natural Sciences and Engineering Research Council of

Canada (418637) and the Fondation de l’Avenir, Paris, France, Etude

n°AP-RMA-2015-010 to FS.

Author contributions
PS and EMMAA designed the study. EMMAA, AMW, GM, AD, and KM performed

experiments. FS provided valuable insight and comments on study design and

the manuscript. EMMAA and PS wrote the manuscript. All authors discussed

the results and commented on the manuscript at all stages.

Conflict of interest
The authors declare that they have no conflict of interest.

References

Adams MKM, Simpson J, Aung K, Makeyeva G, Giles G, English D, Hopper J,

Guymer R, Baird P, Robman L (2011) Abdominal obesity and age-related

macular degeneration. Am J Epidemiol 173: 1246 – 1255

Age-Related Eye Disease Study Research Group (2001) A randomized,

placebo-controlled, clinical trial of high-dose supplementation with

vitamins C and E, beta carotene, and zinc for age-related macular

degeneration and vision loss: AREDS report no. 8. Arch Ophthalmol 119:

1417 – 1436

Age-Related Eye Disease Study 2 Research Group (2013) Lutein + zeaxanthin

and omega-3 fatty acids for age-related macular degeneration: the Age-

Related Eye Disease Study 2 (AREDS2) randomized clinical trial. J Am Med

Assoc 309: 2005 – 2015

Amar J, Burcelin R, Ruidavets JB, Cani PD, Fauvel J, Alessi MC, Chamontin B,

Ferrieres J (2008) Energy intake is associated with endotoxemia in

apparently healthy men. Am J Clin Nutr 87: 1219 – 1223

Ambati J, Ambati B, Yoo S, Ianchulev S, Adamis A (2003a) Age-related macular

degeneration: etiology, pathogenesis, and therapeutic strategies. Surv

Ophthalmol 48: 257 – 293

Ambati J, Anand A, Fernandez S, Sakurai E, Lynn BC, Kuziel WA, Rollins BJ,

Ambati BK (2003b) An animal model of age-related macular degeneration

in senescent Ccl-2- or Ccr-2-deficient mice. Nat Med 9: 1390 – 1397

Ambati J, Atkinson J, Gelfand B (2013) Immunology of age-related macular

degeneration. Nat Rev Immunol 13: 438 – 451

Backhed F, Ley RE, Sonnenburg JL, Peterson DA, Gordon JI (2005) Host-

bacterial mutualism in the human intestine. Science 307: 1915 – 1920

Bischoff SC, Barbara G, Buurman W, Ockhuizen T, Schulzke JD, Serino M, Tilg

H, Watson A, Wells JM (2014) Intestinal permeability—a new target for

disease prevention and therapy. BMC Gastroenterol 14: 189

Black JR, Clark SJ (2016) Age-related macular degeneration: genome-wide

association studies to translation. Genet Med 18: 283 – 289

Brun P, Castagliuolo I, Di Leo V, Buda A, Pinzani M, Palu G, Martines D (2007)

Increased intestinal permeability in obese mice: new evidence in the

pathogenesis of nonalcoholic steatohepatitis. Am J Physiol Gastrointest

Liver Physiol 292: G518 –G525

Caesar R, Tremaroli V, Kovatcheva-Datchary P, Cani PD, Backhed F (2015)

Crosstalk between Gut Microbiota and Dietary Lipids Aggravates WAT

Inflammation through TLR Signaling. Cell Metab 22: 658 – 668

Cani PD, Amar J, Iglesias MA, Poggi M, Knauf C, Bastelica D, Neyrinck AM,

Fava F, Tuohy KM, Chabo C et al (2007) Metabolic endotoxemia initiates

obesity and insulin resistance. Diabetes 56: 1761 – 1772

Cani P, Bibiloni R, Knauf C, Waget A, Neyrinck A, Delzenne N, Burcelin R

(2008) Changes in gut microbiota control metabolic endotoxemia-induced

inflammation in high-fat diet-induced obesity and diabetes in mice.

Diabetes 57: 1470 – 1481

Cerf-Bensussan N, Gaboriau-Routhiau V (2010) The immune system and the

gut microbiota: friends or foes? Nat Rev Immunol 10: 735 – 744

Chassaing B, Gewirtz AT (2014) Gut microbiota, low-grade inflammation, and

metabolic syndrome. Toxicol Pathol 42: 49 – 53

Chen M, Xu H (2015) Parainflammation, chronic inflammation, and age-

related macular degeneration. J Leukoc Biol 98: 713 – 725

Combadiere C, Feumi C, Raoul W, Keller N, Rodero M, Pezard A, Lavalette S,

Houssier M, Jonet L, Picard E et al (2007) CX3CR1-dependent subretinal

microglia cell accumulation is associated with cardinal features of age-

related macular degeneration. J Clin Invest 117: 2920 – 2928

Combadière C, Feumi C, Raoul W, Keller N, Rodéro M, Pézard A, Lavalette S,

Houssier M, Jonet L, Picard E et al (2007) CX3CR1-dependent subretinal

microglia cell accumulation is associated with cardinal features of age-

related macular degeneration. J Clin Invest 117: 2920 – 2928

David L, Maurice C, Carmody R, Gootenberg D, Button J, Wolfe B, Ling A,

Devlin AS, Varma Y, Fischbach M et al (2014) Diet rapidly and

reproducibly alters the human gut microbiome. Nature 505: 559 – 563

DiBaise JK, Frank DN, Mathur R (2012) Impact of the Gut Microbiota on the

Development of Obesity: Current Concepts. Am J Gastroenterol Suppl 1:

22 – 27

Dorrestein PC, Mazmanian SK, Knight R (2014) Finding the missing links

among metabolites, microbes, and the host. Immunity 40: 824 – 832

Ellekilde M, Selfjord E, Larsen C, Jakesevic M, Rune I, Tranberg B, Vogensen F,

Nielsen D, Bahl M, Licht T et al (2014) Transfer of gut microbiota from

lean and obese mice to antibiotic-treated mice. Sci Rep 4: 5922

Erny D, Hrabe de Angelis AL, Jaitin D, Wieghofer P, Staszewski O, David E,

Keren-Shaul H, Mahlakoiv T, Jakobshagen K, Buch T et al (2015) Host

microbiota constantly control maturation and function of microglia in the

CNS. Nat Neurosci 18: 965 – 977

Evans C, LePard K, Kwak J, Stancukas M, Laskowski S, Dougherty J, Moulton L,

Glawe A, Wang Y, Leone V et al (2014) Exercise prevents weight gain and

alters the gut microbiota in a mouse model of high fat diet-induced

obesity. PLoS One 9: e92193

Franceschi C, Campisi J (2014) Chronic inflammation (inflammaging) and its

potential contribution to age-associated diseases. J Gerontol A Biol Sci Med

Sci 69(Suppl 1): S4 – S9

Friedman DS, O’Colmain BJ, Munoz B, Tomany SC, McCarty C, de Jong PT,

Nemesure B, Mitchell P, Kempen J; Eye Diseases Prevalence Research

Group (2004) Prevalence of age-related macular degeneration in the

United States. Arch Ophthalmol 122: 564 – 572

Fritsche L, Chen W, Schu M, Yaspan B, Yu Y, Thorleifsson G, Zack D, Arakawa

S, Cipriani V, Ripke S et al (2013) Seven new loci associated with age-

related macular degeneration. Nat Genet 45: 433 – 439, 439e431

Fritsche LG, Igl W, Bailey JN, Grassmann F, Sengupta S, Bragg-Gresham

JL, Burdon KP, Hebbring SJ, Wen C, Gorski M et al (2016) A large

genome-wide association study of age-related macular degeneration

highlights contributions of rare and common variants. Nat Genet 48:

134 – 143

Gerova VA, Stoynov SG, Katsarov DS, Svinarov DA (2011) Increased intestinal

permeability in inflammatory bowel diseases assessed by iohexol test.

World J Gastroenterol 17: 2211 – 2215

ª 2016 The Authors EMBO Molecular Medicine Vol 8 | No 12 | 2016

Elisabeth MMA Andriessen et al Gut microbiota influences pathological angiogenesis EMBO Molecular Medicine

1377



Ghaem Maralani H, Tai BC, Wong TY, Tai ES, Li J, Wang JJ, Mitchell P (2015)

Metabolic syndrome and risk of age-related macular degeneration. Retina

35: 459 – 466

Gottfredsdottir MS, Sverrisson T, Musch DC, Stefánsson E (1999) Age related

macular degeneration in monozygotic twins and their spouses in Iceland.

Acta Ophthalmol Scand 77: 422 – 425

Hageman G, Anderson D, Johnson L, Hancox L, Taiber A, Hardisty L, Hageman

J, Stockman H, Borchardt J, Gehrs K et al (2005) A common haplotype in

the complement regulatory gene factor H (HF1/CFH) predisposes

individuals to age-related macular degeneration. Proc Natl Acad Sci USA

102: 7227 – 7232

Hanisch UK, Kettenmann H (2007) Microglia: active sensor and versatile

effector cells in the normal and pathologic brain. Nat Neurosci 10:

1387 – 1394

Hildebrandt M, Hoffmann C, Sherrill Mix S, Keilbaugh S, Hamady M, Chen Y-

Y, Knight R, Ahima R, Bushman F, Wu G (2009) High-fat diet determines

the composition of the murine gut microbiome independently of obesity.

Gastroenterology 137: 1716 – 1724.e1711

Horai R, Zarate-Blades CR, Dillenburg-Pilla P, Chen J, Kielczewski JL, Silver PB,

Jittayasothorn Y, Chan CC, Yamane H, Honda K et al (2015) Microbiota-

dependent activation of an autoreactive T cell receptor provokes

autoimmunity in an immunologically privileged site. Immunity 43:

343 – 353

Indaram M, Ma W, Zhao L, Fariss R, Rodriguez I, Wong W (2015) 7-

Ketocholesterol increases retinal microglial migration, activation, and

angiogenicity: a potential pathogenic mechanism underlying age-related

macular degeneration. Sci Rep 5: 9144

Klein R, Klein BEK (2004) Do statins prevent age-related macular

degeneration? Am J Ophthalmol 137: 747 – 749

Klein R, Zeiss C, Chew E, Tsai J-Y, Sackler R, Haynes C, Henning A,

SanGiovanni J, Mane S, Mayne S et al (2005) Complement factor H

polymorphism in age-related macular degeneration. Science 308:

385 – 389

Klein R, Knudtson M, Klein BEK, Wong T, Cotch M, Liu K, Cheng C, Burke G,

Saad M, Jacobs D et al (2008) Inflammation, complement factor h, and

age-related macular degeneration: the Multi-ethnic Study of

Atherosclerosis. Ophthalmology 115: 1742 – 1749

Klein R, Myers C, Cruickshanks K, Gangnon R, Danforth L, Sivakumaran T,

Iyengar S, Tsai M, Klein BEK (2014) Markers of inflammation, oxidative

stress, and endothelial dysfunction and the 20-year cumulative incidence

of early age-related macular degeneration: the Beaver Dam Eye Study.

JAMA Ophthalmol 132: 446 – 455

Lambert V, Lecomte J, Hansen S, Blacher S, Gonzalez M-L, Struman I, Sounni

N, Rozet E, de Tullio P, Foidart J et al (2013) Laser-induced choroidal

neovascularization model to study age-related macular degeneration in

mice. Nat Protoc 8: 2197 – 2211

Langmann T (2007) Microglia activation in retinal degeneration. J Leukoc Biol

81: 1345 – 1351

Ley R, Turnbaugh P, Klein S, Gordon J (2006) Microbial ecology: human gut

microbes associated with obesity. Nature 444: 1022 – 1023

Liu J, Copland D, Horie S, Wu W-K, Chen M, Xu Y, Paul Morgan B, Mack M,

Xu H, Nicholson L et al (2013) Myeloid cells expressing VEGF and

arginase-1 following uptake of damaged retinal pigment epithelium

suggests potential mechanism that drives the onset of choroidal

angiogenesis in mice. PLoS One 8: e72935

Luckoff A, Caramoy A, Scholz R, Prinz M, Kalinke U, Langmann T (2016)

Interferon-beta signaling in retinal mononuclear phagocytes attenuates

pathological neovascularization. EMBO Mol Med 8: 670 – 678

Maberley DAL, Hollands H, Chuo J, Tam G, Konkal J, Roesch M, Veselinovic A,

Witzigmann M, Bassett K (2006) The prevalence of low vision and

blindness in Canada. Eye (Royal College Ophthalmol) 20: 341 – 346

Manco M, Putignani L, Bottazzo GF (2010) Gut microbiota,

lipopolysaccharides, and innate immunity in the pathogenesis of obesity

and cardiovascular risk. Endocr Rev 31: 817 – 844

Mehal WZ (2013) The Gordian Knot of dysbiosis, obesity and NAFLD. Nat Rev

Gastroenterol Hepatol 10: 637 – 644

Membrez M, Blancher F, Jaquet M, Bibiloni R, Cani PD, Burcelin RG, Corthesy

I, Mace K, Chou CJ (2008) Gut microbiota modulation with norfloxacin

and ampicillin enhances glucose tolerance in mice. FASEB J 22: 2416 – 2426

Neves AL, Coelho J, Couto L, Leite-Moreira A, Roncon-Albuquerque R Jr (2013)

Metabolic endotoxemia: a molecular link between obesity and

cardiovascular risk. J Mol Endocrinol 51: R51 –R64

Osborn O, Olefsky JM (2012) The cellular and signaling networks linking the

immune system and metabolism in disease. Nat Med 18: 363 – 374

O’Toole PW, Jeffery IB (2015) Gut microbiota and aging. Science 350:

1214 – 1215

Prinz M, Tay TL, Wolf Y, Jung S (2014) Microglia: unique and common

features with other tissue macrophages. Acta Neuropathol 128: 319 – 331

Ratnapriya R, Chew EY (2013) Age-related macular degeneration-clinical

review and genetics update. Clin Genet 84: 160 – 166

Rein D, Zhang P, Wirth K, Lee P, Hoerger T, McCall N, Klein R, Tielsch J, Vijan

S, Saaddine J (2006) The economic burden of major adult visual disorders

in the United States. Arch Ophthalmol 124: 1754 – 1760

Seddon J, Cote J, Davis N, Rosner B (2003) Progression of age-related macular

degeneration: association with body mass index, waist circumference, and

waist-hip ratio. Arch Ophthalmol 121: 785 – 792

Sene A, Khan AA, Cox D, Nakamura RE, Santeford A, Kim BM, Sidhu R, Onken

MD, Harbour JW, Hagbi-Levi S et al (2013) Impaired cholesterol efflux in

senescent macrophages promotes age-related macular degeneration. Cell

Metab 17: 549 – 561

Sennlaub F, Auvynet C, Calippe B, Lavalette S, Poupel L, Hu SJ, Dominguez E,

Camelo S, Levy O, Guyon E et al (2013) CCR2(+) monocytes infiltrate

atrophic lesions in age-related macular disease and mediate

photoreceptor degeneration in experimental subretinal inflammation in

Cx3cr1 deficient mice. EMBO Mol Med 5: 1775 – 1793

Sobrin L, Seddon J (2014) Nature and nurture- genes and environment-

predict onset and progression of macular degeneration. Prog Retin Eye Res

40: 1 – 15

Song S, Lauber C, Costello E, Lozupone C, Humphrey G, Berg Lyons D,

Caporaso JG, Knights D, Clemente J, Nakielny S et al (2013) Cohabiting

family members share microbiota with one another and with their dogs.

eLife 2: e00458

Tremaroli V, Backhed F (2012) Functional interactions between the gut

microbiota and host metabolism. Nature 489: 242 – 249

Tremblay S, Miloudi K, Chaychi S, Favret S, Binet F, Polosa A, Lachapelle P,

Chemtob S, Sapieha P (2013) Systemic inflammation perturbs

developmental retinal angiogenesis and neuroretinal function. Invest

Ophthalmol Vis Sci 54: 8125 – 8139

Turnbaugh P, Ley R, Mahowald M, Magrini V, Mardis E, Gordon J (2006) An

obesity-associated gut microbiome with increased capacity for energy

harvest. Nature 444: 1027 – 1031

Turnbaugh P, Ridaura V, Faith J, Rey F, Knight R, Gordon J (2009) The effect

of diet on the human gut microbiome: a metagenomic analysis in

humanized gnotobiotic mice. Sci Transl Med 1: 6ra14

Wong WL, Su X, Li X, Cheung CM, Klein R, Cheng CY, Wong TY (2014) Global

prevalence of age-related macular degeneration and disease burden

EMBO Molecular Medicine Vol 8 | No 12 | 2016 ª 2016 The Authors

EMBO Molecular Medicine Gut microbiota influences pathological angiogenesis Elisabeth MMA Andriessen et al

1378



projection for 2020 and 2040: a systematic review and meta-analysis.

Lancet Glob Health 2: e106 – e116

Wu N, Yang X, Zhang R, Li J, Xiao X, Hu Y, Chen Y, Yang F, Lu N, Wang Z

et al (2013) Dysbiosis signature of fecal microbiota in colorectal cancer

patients. Microb Ecol 66: 462 – 470

Yu Y, Bhangale T, Fagerness J, Ripke S, Thorleifsson G, Tan P, Souied E,

Richardson A, Merriam J, Buitendijk GHS et al (2011) Common variants

near FRK/COL10A1 and VEGFA are associated with advanced age-related

macular degeneration. Hum Mol Genet 20: 3699 – 3709

Zhang QY, Tie LJ, Wu SS, Lv PL, Huang HW, Wang WQ, Wang H, Ma L (2016)

Overweight, obesity, and risk of age-related macular degeneration. Invest

Ophthalmol Vis Sci 57: 1276 – 1283

License: This is an open access article under the

terms of the Creative Commons Attribution 4.0

License, which permits use, distribution and reproduc-

tion in any medium, provided the original work is

properly cited.

ª 2016 The Authors EMBO Molecular Medicine Vol 8 | No 12 | 2016

Elisabeth MMA Andriessen et al Gut microbiota influences pathological angiogenesis EMBO Molecular Medicine

1379


