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Abstract
We recently identified hundreds of transcripts with differential expression in rat zona glomerulosa
(zG) and zona fasciculata. Although the genes up-regulated in the zG may be playing important
roles in aldosterone production, the relationship between most of these genes and aldosterone
production has not been uncovered. Because aldosterone, in the presence of a high sodium diet, is
now considered a significant cardiovascular risk factor, in this review we performed gene
ontology and pathway analyses on the same microarray data to better define the genes that may
influence zG function. Overall, we identified a number of genes that may be involved in
aldosterone production through transforming growth factor β (TGF-β), WNT, calcium, potassium,
and ACTH signaling pathways. The list of genes we present in the current report may become an
important tool for researchers working on primary aldosteronism and aldosterone-related
cardiovascular diseases.

Keywords
Adrenal gland; Aldosterone; Transcriptome; Zona glomerulosa; Gene ontology; Pathway analysis

1. Introduction
Histologically the mammalian adrenal cortex consists of three concentric layers named the
zona glomerulosa (zG), zona fasciculata (zF), and zona reticularis (zR) (Arnold, 1866). It is
now accepted that these zones have distinct roles in steroid hormone production, with the zG
synthesizing mineralocorticoids (aldosterone) and the zF producing glucocorticoids (Mitani
et al., 1999; Vinson, 2003; Vinson and Ho, 1998). The role of zR varies between species but
the primate zR is a source of the so-called adrenal androgens (Conley et al., 2004; Nakamura
et al., 2009; Rainey et al., 2002). Thus, in addition to the zone-specific differences in
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histology, there is a functional zonation that allows the production of the adrenal zone-
specific steroids.

In humans and rodents, functional zonation relies in part on the zone-specific expression of
two cytochrome P450 isozymes termed aldosterone synthase (CYP11B2) and steroid 11β-
hydroxylase (CYP11B1) that catalyze the last steps in the biosynthesis of aldosterone and
glucocorticoids (i.e. corticosterone in rodents and cortisol in humans), respectively. In
human children and rodents, CYP11B2 is expressed in the histological zG (Domalik,
Chaplin, Kirkman et al., 1991; Aiba and Fujibayashi, 2011; Ogishima, Suzuki, Hata et al.,
1992); whereas in human adults, in addition to the histological zG, CYP11B2 expression is
found in subcapsular aldosterone-producing cell clusters (APCCs) (Aiba and Fujibayashi,
2011; Nishimoto et al., 2010).

Not only are the functional roles of APCC and molecular mechanisms of its formation
unknown, but the exact molecular mechanisms causing the layered functional zonation
remain poorly defined. The main regulators of aldosterone production are angiotensin II
(AngII), K+, and adrenocorticotropic hormone (ACTH) while that for glucocorticoid is
ACTH (Hattangady et al., 2011). In the zG cells, the three agonists acutely (minutes after
stimulation) increase the protein accumulation and phosphorylation of steroidogenic acute
regulatory protein (StAR) and activate the aldosterone synthesis cascade. On the other hand,
only AngII and K+ can induce the chronic expression (hours to days) of zG-specific
CYP11B2. As for glucocorticoid from the zF cells, ACTH is the main agonist that causes
prompt expression of StAR and sustained induction of zF-specific CYP11B1. In the zG
cells, AngII and K+ together increase intracellular calcium, which is essential for the
continued aldosterone secretory response (Barrett et al., 1989; Ganguly and Davis, 1994),
while in both the zG and zF, ACTH binds to its cell surface receptor (melanocortin receptor
2) and activates downstream signaling molecules including adenylate cyclases (Stocco et al.,
2005). Thus, hormone productions in the zG and zF cells are controlled by partly
overlapping pathways; however, the differences in particular genes involved in these cells
are not fully explored.

In order to understand global differences between the zG and zF, we recently identified the
transcripts that are differentially expressed in rat zG versus zF (Nishimoto et al., 2012). As
described in the report, laser-capture microdissection (LCM) was employed to isolate tissues
from the zG and zF layers in Sprague-Dawley rats. An enriched population of zG cells was
carefully captured from cells immediately beneath the capsule, whereas the zF cells were
taken from the lipid-rich cells in the middle of this histological zone. RNAs from the zG and
zF were isolated, biotin-labeled, amplified, and used for microarray analysis. The microarray
revealed the unique gene expression profile of the zG, with 234 zG transcripts that have at
least 2-fold greater expression than that in the adjacent zF. These genes may have important
roles in zG maintenance and/or aldosterone production.

In order to better understand the biological meaning of the observed differences in gene
expression, in this report we analyzed the same rat microarray data using gene ontology
(GO) and pathway analyses. In both analyses, we focused on zG-specific genes in
accordance with zG function since the most potent mineralocorticoid, aldosterone, is now
thought to be a cardiovascular risk factor in the presence of a modern high sodium diet
(Briet and Schiffrin, 2010; Conlin, 2005; Pimenta and Calhoun, 2006). First, we performed
GO analysis using the GeneSpring 12 software. GO is a major bioinformatics initiative
which provides a systematic language (ontology) in three key biological domains: biological
processes, cellular components, and molecular functions (Gene Ontology Consortium,
2008). Second, we performed pathway analysis on 921 pathways defined in the Biological
Pathway Exchange (BioPAX) (Demir et al., 2010). The p-value of the pathway analysis was
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determined based on the number of genes differentially expressed in each pathway. In
addition, we manually analyzed genes related to the aldosterone synthetic pathway since this
pathway was not included in the BioPAX pathway set. From these observations, we
identified dozens of genes which may potentially play a role in aldosterone production.

2. GO analysis of zonally expressed genes
GO analysis using the 234 zG-upregulated genes could not identify any GO term with
statistical significance (p<0.05), but 2 terms showed an enrichment in the zG (p<0.1):
‘regulation of systemic arterial blood pressure by circulatory renin-angiotensin system’ in
the biological process term (p=0.096, Table 1) and ‘proteinaceous extracellular matrix
(ECM)’ in the cellular component term (p=0.084, Table 2). The main function of zG is to
produce aldosterone under the control of the renin-angiotensin system, and therefore the up-
regulation of transcripts in Table 1 is consistent with the function of zG.

On the other hand, intriguingly, many transcripts belonging to the GO term ‘proteinaceous
ECM’ have not been described in the zG (Table 2). For the purpose of reviewing these genes
in this manuscript, we intuitively classified them into 3 groups based on their relationship
with specific signaling pathways: transforming growth factor β (TGF-β) signaling, WNT
signaling, and others. Fibromodulin (Fmod, 12.6x , gene #28 in Supplemental Table 1) and
lumican (Lum, 5.7x, gene #86) are members of the structurally and functionally related
family of small leucine-rich proteoglycans (Iozzo, 1999; Kresse et al., 1993). These proteins
bind to the same region on type I collagen molecules, which consist of type I collagen α1
(Col1a1, 8.3x, p= 0.051) and α2 (Col1a2, 6.8x, gene #67) chains, and affect collagen
fibrillogenesis in vitro (Rada et al., 1993; Svensson et al., 2000; Vogel et al., 1984). FMOD
is known to interact with TGF-β and may silence TGF-β activities by sequestering TGF-β
into the extracellular matrix (Hildebrand et al., 1994). Similarly, LUM is an endogenous
inhibitor of TGF-β signaling (Nikitovic et al., 2011). In addition, latent TGF-β binding
protein 1 (Ltbp1, 4.9x, gene #107) is a part of the TGF-β large latent complex, which binds
TGF-β in the extracellular matrix (Horiguchi et al., 2012). It is reported that TGF-β
signaling inhibits adrenal steroid production through inhibition of StAR, CYP11B1, and
CYP11B2 (Brand et al., 2000; Liakos et al., 2003). Therefore, although the TGF-β binding
proteins, Fmod, Lum, and Ltbp1, have not been described as genes related to the adrenal
cortex, they may be involved in steroidgenesis in the zG by inhibiting TGF-β signaling
pathways.

In addition, carboxypeptidase Z (Cpz, 3.0x, gene #172) and glypican 3 (Gpc3, 30.6x, gene
#11) are known to modulate the WNT/β-catenin signaling pathway, which is involved in
adrenal development (Heikkila et al., 2002; Mandel et al., 2008; Simon and Hammer, 2012).
CPZ is a zinc-containing exopeptidase that catalyzes the removal of C-terminal amino acids
from WNT4, thereby increasing WNT4 activity (Wang et al., 2009). In addition, GPC3 is a
cell surface glycoprotein that has an ability to form complexes with WNTs and to stimulate
the canonical WNT signaling pathway (Capurro et al., 2005). Although none of the 10 Wnt
transcripts showed statistically significant up-regulation in the zG, Wnt4 showed a fold
change of 4.22 (p= 0.101). In fact, at the protein level, anti-WNT4 immunostaining was
clearly localized in the zG layer in rats (Fig. 1, primary antibody purchased from LifeSpan
BioSciences, Inc. Seattle, WA, #LS-C122550). As for β-catenin, a downstream protein of
WNT signaling, it is predominantly expressed in the zG layer in mice (El Wakil and Lalli,
2011). In humans, β-catenin is equally expressed in the zG and zF, but activated nuclear β-
catenin is mainly present in the zG (Boulkroun et al., 2011). Thus, the expression patterns of
β-catenin differ between species. In rats our microarray results indicated that β-catenin
(Ctnnb1) expression was not different between the zG and zF. However, further
investigation will be needed to localize the activated form of β-catenin in rat adrenal cortex.
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Taken together, the WNT/β-catenin signaling pathway may be up-regulated and play an
important role in the zG along with Cpz and Gpc3.

Regarding the other ECM proteins, fibronectin I (Fn1, 4.7x, gene #110) and type I collagen
expression has been reported in the zG, but secreted protein acidic and rich in cysteine
(SPARC)-like 1 (Sparcl1 also known as hevin, 6.4x, gene #74) and vitronectin (Vtn, 2.8x,
gene #186) are not. FN1 has a remarkably wide variety of functional activities and it binds
to a number of biologically important molecules including type I collagen (Pankov and
Yamada, 2002). Both FN1 and type I collagen encase individual zG cells in rats and are able
to increase aldosterone production in primary culture rat zG cells, suggesting important roles
of these proteins in zG maintenance and function (Otis et al., 2007). VTN is a glycoprotein
abundant in ECM (Schvartz et al., 1999), which interacts with insulin-like growth factor
(IGF) signaling and enhances migration of cells (Beattie et al., 2010; Noble et al., 2003).
SPARCL1 is a unique glycoprotein highly expressed in astrocytes in the brain, which has a
counter-adhesive activity (Brekken and Sage, 2001) and can induce synapse formation
(Kucukdereli et al., 2011). Together, these ‘proteinaceous ECM proteins’ in Table 2 may
have roles in the maintenance and function of the zG.

3. Pathway analysis
Pathway analysis identified 38 pathways that showed significant up-regulation in the zG
(p<0.05, Table 3). Based on up-regulated genes, we roughly classified them into 3
categories: (i) ECM-related pathways, (ii) cell cycle-related pathways, and (iii) others.
Similar to GO analysis where many ‘proteinacious ECM’ genes were detected, 3 ECM-
related genes were identified in the pathway analysis. Among the 3 genes, 2 overlapped with
the GO analysis, Fn1 and Vtn, but syndecan 2 (Sdc2, 12.3x, gene #31) was detected only in
this analysis. SDC2 is a heparan sulfate transmembrane proteoglycan with
glycosaminoglycan chains attached to the extracellular domain (ectodomain) of the protein
(Couchman, 2010). The glycosaminoglycan ectodomain is known to control both cell-matrix
and cell-cell interactions as well as to serve as a co-receptor for plateletderived growth
factor, fibroblast growth factor, vascular endothelial growth factor, and TGF-β receptors
(Alexopoulou et al., 2007; Chen et al., 2004; Tkachenko et al., 2005). Therefore, Sdc2 may
play a role in modulating zG cell proliferation through TGF-β signaling together with Fmod,
Lum, and Ltbp1.

In the cell cycle-related pathways, cyclin D1 (Ccnd1, 11.3x, gene #36) and WEE-1 homolog
(Wee1, 5.0x, gene #106) were up-regulated in the zG. CCND1 regulates cell-cycle transition
from the G1 phase to the S-phase (Alberts et al., 2008) and is essential for shortening G1
phase progression (Jiang et al., 1993; Quelle et al., 1993). Interestingly, AngII, a key
aldosterone regulator, induces adrenal cell expression of Ccnd1 through transcriptional
activation of its promoter (Watanabe et al., 1996). On the other hand, WEE1 is a tyrosine
kinase, the primary function of which is to inactivate M phase-specific cyclin-dependent
kinase 1, thereby preventing cells from entering mitosis (Alberts et al., 2008). Thus, CCND1
and WEE1 may together be regulating zG cell proliferation.

4. Aldosterone synthetic pathway
Since the aldosterone synthetic pathway was not included in the BioPAX pathway set, we
manually listed the genes in this pathway based on 3 articles (Guagliardo et al., 2012;
Hattangady et al., 2011; Spat and Hunyady, 2004) and analyzed their differential expression.
We classified these genes into 4 categories: renin-angiotensin system-related genes
(discussed in the GO analysis), calcium-related genes, potassium-related genes, and others.
The zG up-regulated genes with statistically significant up-regulation (p<0.05) or an
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enrichment (p<0.1) are listed in Table 4, and a complete list of analyzed genes is shown in
Supplemental Table 2.

It is well known that circulating potassium is a major regulator of zG aldosterone
production. The ability of zG cells to respond to small changes in circulating potassium is
due to the ability of K+ to depolarize the zG cells and the fact that the zG cells are
selectively permeable to K+, making them essentially K+ electrodes (Guagliardo et al.,
2012). ZG cell polarity can be influenced by numerous factors including potassium
channels, and it has been suggested that each species may utilize a different set of potassium
channels to maintain membrane potential in zG cells (Guagliardo et al., 2012). In our
analysis, among the 82 potassium channels found on the rat microarray (Supplemental Table
2), only potassium intermediate/small conductance calcium-activated channel, subfamily N,
member 2 (Kcnn2, 17.5x, #19) was up-regulated in the rat zG. This voltage-independent and
calcium-activated K+ channel, also known as SK2, has been identified in human adrenal
glands as well (Chen et al., 2004). SK2 in neurons plays a role in the after-hyperpolarization
phase, a refractory period of membrane hyperpolarization following an action potential.
Although it is not clear if the channel’s role is identical in the zG cells, it seems likely that
this channel could help to return the zG membrane potential to its normally very negative
value following increases in intracellular calcium levels induced by aldosterone agonists
(see below). It has been reported that the potassium channel, subfamily K, member 9 (Kcnk9
also known as TASK3) mRNA is up-regulated in mouse zG and rat outer adrenal cortex
(Czirjak et al., 2000; Davies et al., 2008). However, to our surprise, the expression of Kcnk9
was not different between the zG and zF in the current study. In addition, the probe
sequence for potassium inwardly-rectifying channel, subfamily J, member 5 (Kcnj5) did not
align to the rat Kcnj5 genomic sequence and therefore this gene was not included in the
analysis. Interestingly, ATPase, Na+/K+ transporting, β2 polypeptide (Atp1b2, 4.5x, gene
#118) was also up-regulated and ATPase, Na+/K+ transporting, β1 polypeptide (Atp1b1,
3.5x, p=0.052) showed an enrichment in the zG. These ATPase genes encode Na+/K+-
ATPases which generate the transmembrane Na+ and K+ gradients required for maintenance
of cellular homeostasis and membrane potential (Stahl, 1984). Overall, we identified 3 genes
that may be involved in K+ signaling in the rat zG.

Upon stimulation, influx of calcium ions from extracellular interstitial fluid plays an
important role in controlling aldosterone production in response to various agonists (Barrett
et al., 1989; Ganguly and Davis, 1994). Calcium ion influx is controlled in part by 2 types of
calcium channels in the zG: transient (T) -type and long-lasting (L) -type voltage-gated
calcium channels (TTCC and LTCC) (Spat and Hunyady, 2004). These channels
biochemically consist of a pore-forming α1 subunit; a transmembrane, disulfide-linked
complex of α2 and δ subunits; an intracellular β subunit; and a transmembrane γ subunit
(Catterall, 2000). In the current study, calcium channel, voltage-dependent, L type, α1C
(Cacna1c, 3.0x, gene #176) and α1D (Cacna1d, 2.3x, gene #218) subunits of LTCC as well
as calcium channel, voltage-dependent, β3 subunit (Cacnb3, 4.5x, gene #119) for both
TTCC and LTCC were up-regulated in the zG. In addition, calcium channel, voltage-
dependent, T type, α1H (Cacna1h) showed an enrichment in the zG (2.6x, p=0.082). It is
known that the channels comprised by these 4 genes have important roles in calcium influx
into the zG cells, and their differential expression suggests their significance to aldosterone
production.

Intracellular calcium is also increased by its release from the endoplasmic reticulum (ER).
Under AngII stimulation, phosphatidylinositol 4,5-bisphosphate (PIP2) is hydrolyzed to
diacylglycerol (DAG) and inositol 1,4,5-trisphosphate (IP3). IP3 binds to the IP3 receptor
(IP3R) on the ER, and ER calcium is released. It has been reported that IP3R type 1 (ITPR1)
is the most abundant IP3 receptor in rat zG cells (Enyedi et al., 1994). In line with the report,
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only Itpr1 showed an enrichment in the current study (2.8x, p=0.095). Increased intracellular
calcium activates calcium/calmodulin-dependent protein kinases I/II through calmodulins,
which also showed an enrichment: calmodulin 1 (Calm1, 2.7x, p=0.069) and 4 (Calm4, 2.2x,
p=0.100). Meanwhile, DAG stimulates protein kinase C (PKC) and protein kinase D, which
are thought to promote aldosterone production (Hattangady et al., 2011). In the current
study, only PKC δ (Prkcz, 2.6x, p=0.090), an atypical DAG-insensitive PKC isoform,
showed an enrichment in the zG among 12 protein kinase genes belonging to these families.
Nonetheless, it should be noted that many of these enzymes are regulated at the level of
activity in addition to that of transcription, therefore, increased expression of upstream genes
(e.g., for the AngII type 1 receptors) may enhance activity independent of changes in
expression. Our results suggest that Itpr1, Calm1, Calm4, and Prkcz may play roles in
increasing or responding to intracellular calcium levels in the zG cells, in concert with the
aforementioned calcium channels.

On the other hand, there are also proteins that eliminate calcium from the cytoplasm,
including the plasma membrane Ca2+ ATPases, the sarco/endoplasmic Ca2+ ATPases
(SERCAs), and the Na+/Ca2+ antiporters (Spat and Hunyady, 2004). Furthermore,
cytoplasmic calcium can be decreased by secretory pathway Ca2+ ATPases (SPCAs)
through transporting calcium from the cytosol to the Golgi apparatus (Van Baelen et al.,
2004). As for the SERCAs, ATPase, Ca2+ transporting, cardiac muscle, slow twitch 2
(Atp2a2, 3.0x, gene #175) was up-regulated, and ATPase, Ca2+ transporting, ubiquitous
(Atp2a3, 4.6x, p=0.06) showed an enrichment in the zG. Among the SPCAs, ATPase, Ca2+

sequestering (Atp2c1, 5.9x, gene #81) was up-regulated in the zG. The products of these
genes may have important roles in controlling intracellular calcium homeostasis, along with
the proteins that raise or respond to changes in intracellular calcium.

Among other aldosterone-regulating proteins, adenylate cyclase 3 and 4 (Adcy3, 3.4x, gene
#159; Adcy4, 7.8x, gene #53) were up-regulated and Adcy2 (3.8x, p=0.056) showed an
enrichment in the zG. ACTH is able to stimulate aldosterone production acutely by binding
to the melanocortin receptor 2, and this stimulation activates adenylate cyclase via the
heterotrimeric G protein. Therefore, the up-regulation of Adcys may also be involved in
aldosterone production via this pathway. In summary, 21 genes showed an up-regulation or
enrichment in the aldosterone synthetic pathway.

In our original study we were surprised by the rather modest difference in transcript
expression in zG vs. zF(234 transcripts) (Nishimoto et al., 2012). Similarly in this study we
found very few zG pathway differences in this follow-up analysis. This may suggest that the
zG and zF share most of their molecular pathways and genes despite their distinct functions,
a result which may be in line with the current paradigm that zG cells trans-differentiate into
zF cells in the adrenal cortex. This finding also suggests that the pathways/genes identified
by the microarrays are the key pathways/genes that distinguish these two cell types, even
though their differences may only be marginal.

In conclusion, this microarray analysis identifies several pathway genes that are
differentially expressed in the zG versus zF cells and therefore may be important in
regulating aldosterone production. Some of these, e.g. Cyp11b2 (214.2x) and the genes
encoding the AngII receptor type 1a and 1b (Agtr1a, 11.1x, gene #37; Agtr1b, 11.7x, gene
#34), are known to play key roles for aldosterone biosynthesis. The role of others is less
clear, but we speculate that future studies will demonstrate their involvement in aldosterone
production as well as aldosterone-related cardiovascular pathologies.
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5. Perspective
In recent years, aldosterone has been recognized as an important cardiovascular risk factor.
In order to control pathological secretion of this hormone, a better understanding of the
molecular mechanisms underlying aldosterone production is needed. We are confident that
the list of genes we present in the current study will become an important tool for
researchers working on primary aldosteronism and aldosterone-related cardiovascular
diseases.
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Refer to Web version on PubMed Central for supplementary material.
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Abbreviations

zG zona glomerulosa

zF zona fasciculata

zR zona reticularis

Cyp11b1 steroid 11β-hydroxylase

Cyp11b2 aldosterone synthase

TGF-β transforming growth factor β

Gpc3 glypican 3

Kcnn2 potassium intermediate/small conductance calcium-activated channel,
subfamily N, member 2

Fmod fibromodulin

Sdc2 syndecan 2

Agtr1a angiotensin II receptor, type 1a

Adcy4 adenylate cyclase 4

Agtr1b angiotensin II receptor, type 1b

Ccnd1 cyclin D1

Col1a1 type I collagen α1 chain

Col1a2 type I collagen α2 chain

Sparcl1 secreted protein acidic and rich in cysteine (SPARC)-like 1

Atp2c1 ATPase, Ca2+ sequestering

Lum lumican

Wee1 WEE-1 homolog

Ltbp1 latent TGF-β binding protein 1

Fn1 fibronectin I
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Atp1b2 ATPase, Na+/K+ transporting, β2 polypeptide

Cacnb3 calcium channel, voltage-dependent, β3 subunit

Adcy3 adenylate cyclase 3

Cpz carboxypeptidase Z

Atp2a2 ATPase, Ca2+ transporting, cardiac muscle, slow twitch 2

Cacna1c calcium channel, voltage-dependent, L type, α1C

Vtn vitronectin; calcium channel

Cacna1d voltage-dependent, L type, α1D
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We performed gene ontology and pathway analyses of rat adrenal zona glomerulosa
genes.

TGF-beta, WNT, calcium, potassium, and ACTH signaling-related genes were identified.

The list of genes may become an important tool for adrenal researchers.
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Figure 1.
Immunohistochemistal staining for WNT4 (brown) in rat adrenal gland. Anti-WNT4
antibody (Lifespan Biosciences, Seatle, WA, LS-C122550) was used as a primary antibody
(1:300 dilution), and immunoreactivity was visualized with diaminobenzidine. As shown,
WNT4 is predominantly expressed in the zG.
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Table 1

Transcripts in GO term 'regulation of systemic arterial blood pressure renin-angiotensin system' in biological
process (p=0.096).

symbol gene # fold change gene definition

Cyp11b2 1 214.2 aldosterone synthase

Agtr1b 34 11.7 angiotensin II receptor, type 1b

Agtr1a 37 11.1 angiotensin II receptor, type 1a

The gene # is assigned in order of fold changes. See Supplemental Table 1.
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Table 2

Transcripts in GO term 'proteinaceous extracellular matrix protein' in cellular component (p=0.084).

symbol gene # fold change gene definition related signaling pathway

Gpc3 11 30.6 glypican 3 Wnt/β-catenin

Fmod 28 12.6 fibromodulin TGF-β

Col1a2 67 6.8 collagen, type I, alpha 2 others

Sparcl1 74 6.4 secreted protein acidic and rich
in cysteine (SPARC)-like 1

others

Lum 86 5.7 lumican TGF-β

Ltbp1 107 4.9 latent transforming growth factor
beta binding protein 1

TGF-β

Fn1 110 4.7 fibronectin 1 others

Cpz 172 3 carboxypeptidase Z Wnt/β-catenin

Vtn 186 2.8 vitronectin others

The gene # is assigned in order of fold changes. See Supplemental Table 1.

Mol Cell Endocrinol. Author manuscript; available in PMC 2014 May 22.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Nishimoto et al. Page 16

Ta
bl

e 
3

U
p-

re
gu

la
te

d 
pa

th
w

ay
s 

in
 r

at
 z

G
.

si
gn

if
ic

an
t 

pa
th

w
ay

s
p-

va
lu

e
nu

m
be

r 
of

ge
ne

s 
in

pa
th

w
ay

s

up
-r

eg
ul

at
ed

 g
en

es

E
C

M

FG
FR

1c
 a

nd
 K

lo
th

o 
lig

an
d 

bi
nd

in
g 

an
d 

ac
tiv

at
io

n
0.

01
0

2
Sd

c2

K
lo

th
o-

m
ed

ia
te

d 
lig

an
d 

bi
nd

in
g

0.
01

0
2

Sd
c2

FG
FR

1 
lig

an
d 

bi
nd

in
g 

an
d 

ac
tiv

at
io

n
0.

02
1

3
Sd

c2

FG
FR

1c
 li

ga
nd

 b
in

di
ng

 a
nd

 a
ct

iv
at

io
n

0.
02

1
3

Sd
c2

In
te

gr
in

 c
el

l s
ur

fa
ce

 in
te

ra
ct

io
ns

0.
02

6
24

Fn
1

V
tn

Si
gn

al
 T

ra
ns

du
ct

io
n

0.
03

0
68

Sd
c2

Fn
1

V
tn

FG
FR

2 
lig

an
d 

bi
nd

in
g 

an
d 

ac
tiv

at
io

n
0.

03
1

3
Sd

c2

FG
FR

2b
 li

ga
nd

 b
in

di
ng

 a
nd

 a
ct

iv
at

io
n

0.
03

1
3

Sd
c2

FG
FR

2c
 li

ga
nd

 b
in

di
ng

 a
nd

 a
ct

iv
at

io
n

0.
03

1
3

Sd
c2

FG
FR

3b
 li

ga
nd

 b
in

di
ng

 a
nd

 a
ct

iv
at

io
n

0.
03

1
3

Sd
c2

FG
FR

3c
 li

ga
nd

 b
in

di
ng

 a
nd

 a
ct

iv
at

io
n

0.
03

1
3

Sd
c2

FG
FR

4 
lig

an
d 

bi
nd

in
g 

an
d 

ac
tiv

at
io

n
0.

03
1

3
Sd

c2

FG
FR

 li
ga

nd
 b

in
di

ng
 a

nd
 a

ct
iv

at
io

n
0.

04
1

5
Sd

c2

FG
FR

3 
lig

an
d 

bi
nd

in
g 

an
d 

ac
tiv

at
io

n
0.

04
1

4
Sd

c2

Si
gn

al
in

g 
by

 F
G

FR
0.

04
1

5
Sd

c2

ce
ll 

cy
cl

e

S 
Ph

as
e

0.
00

4
10

W
ee

1
C

cn
d1

M
ito

tic
 G

1-
G

1/
S 

ph
as

es
0.

00
5

11
W

ee
1

C
cn

d1

G
2/

M
 D

N
A

 r
ep

lic
at

io
n 

ch
ec

kp
oi

nt
0.

01
0

1
W

ee
1

C
hk

1/
C

hk
2(

C
ds

1)
 m

ed
ia

te
d 

in
ac

tiv
at

io
n 

of
 C

yc
lin

B
:C

dk
1 

co
m

pl
ex

0.
02

1
2

W
ee

1

Po
lo

-l
ik

e 
ki

na
se

 m
ed

ia
te

d 
ev

en
ts

0.
02

1
2

W
ee

1

U
bi

qu
iti

n-
de

pe
nd

en
t d

eg
ra

da
tio

n 
of

 C
yc

lin
 D

0.
02

1
2

C
cn

d1

U
bi

qu
iti

n-
de

pe
nd

en
t d

eg
ra

da
tio

n 
of

 C
yc

lin
 D

1
0.

02
1

2
C

cn
d1

G
2/

M
 D

N
A

 d
am

ag
e 

ch
ec

kp
oi

nt
0.

03
1

3
W

ee
1

C
el

l C
yc

le
, M

ito
tic

0.
03

2
31

W
ee

1
C

cn
d1

G
2/

M
 C

he
ck

po
in

ts
0.

04
1

4
W

ee
1

ot
he

rs
C

he
m

ok
in

e 
re

ce
pt

or
s 

bi
nd

 c
he

m
ok

in
es

0.
01

3
17

C
xc

l1
2

C
xc

l1
6

Mol Cell Endocrinol. Author manuscript; available in PMC 2014 May 22.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Nishimoto et al. Page 17

si
gn

if
ic

an
t 

pa
th

w
ay

s
p-

va
lu

e
nu

m
be

r 
of

ge
ne

s 
in

pa
th

w
ay

s

up
-r

eg
ul

at
ed

 g
en

es

C
la

ss
 A

/1
 (

R
ho

do
ps

in
-l

ik
e 

re
ce

pt
or

s)
0.

02
4

10
9

C
xc

l1
2

C
xc

l1
6

A
gt

r1
a

Pt
af

r

Pe
pt

id
e 

lig
an

d-
bi

nd
in

g 
re

ce
pt

or
s

0.
02

7
64

C
xc

l1
2

C
xc

l1
6

A
gt

r1
a

G
PC

R
 li

ga
nd

 b
in

di
ng

0.
04

3
13

1
C

xc
l1

2
C

xc
l1

6
A

gt
r1

a
Pt

af
r

Io
n 

ch
an

ne
l t

ra
ns

po
rt

0.
02

1
2

A
tp

2a
2

Io
n 

tr
an

sp
or

t b
y 

P-
ty

pe
 A

T
Pa

se
s

0.
02

1
2

A
tp

2a
2

Pl
at

el
et

 c
al

ci
um

 h
om

eo
st

as
is

0.
03

1
3

A
tp

2a
2

R
ed

uc
tio

n 
of

 c
yt

os
ol

ic
 C

a+
+

 le
ve

ls
0.

03
1

3
A

tp
2a

2

E
ic

os
an

oi
ds

0.
03

1
3

Pt
gi

s

Pr
os

ta
no

id
 m

et
ab

ol
is

m
0.

03
1

3
Pt

gi
s

A
ss

oc
ia

tio
n 

of
 T

ri
C

/C
C

T
 w

ith
 ta

rg
et

 p
ro

te
in

s
du

ri
ng

 b
io

sy
nt

he
si

s
0.

01
0

1
Sp

hk
1

C
ha

pe
ro

ni
n-

m
ed

ia
te

d 
pr

ot
ei

n 
fo

ld
in

g
0.

03
1

3
Sp

hk
1

N
ot

ch
 r

ec
ep

to
r 

bi
nd

s 
w

ith
 a

 li
ga

nd
0.

01
0

1
Ja

g1

FG
F,

 f
ib

ro
bl

as
t g

ro
w

th
 f

ac
to

r;
 F

G
FR

, f
ib

ro
bl

as
t g

ro
w

th
 f

ac
to

r 
re

ce
pt

or
; G

PC
R

, G
 p

ro
te

in
 c

ou
pl

ed
 r

ec
ep

to
r;

 S
dc

2,
 s

yn
de

ca
n 

2 
(g

en
e 

#3
1)

 ; 
Fn

1,
 f

ib
ro

ne
ct

in
 1

 (
#1

10
);

 V
tn

, v
itr

on
ec

tin
 (

#1
86

);
 W

ee
1,

 W
E

E
1

ho
m

ol
og

 (
#1

06
);

 C
cn

d1
, c

yc
lin

 D
1 

(#
36

);
 C

xc
l1

2,
 c

he
m

ok
in

e 
(C

-X
-C

 m
ot

if
) 

lig
an

d 
12

 (
#5

4)
; C

xc
l1

6,
 c

he
m

ok
in

e 
(C

-X
-C

 m
ot

if
) 

lig
an

d 
16

 (
#2

22
);

 A
gt

r1
a,

 a
ng

io
te

ns
in

 I
I 

re
ce

pt
or

, t
yp

e 
1a

 (
#3

7)
; P

ta
fr

,
pl

at
el

et
-a

ct
iv

at
in

g 
fa

ct
or

 r
ec

ep
to

r 
(#

10
2)

; A
tp

2a
2,

 A
T

Pa
se

, C
a2

+
 tr

an
sp

or
tin

g,
 c

ar
di

ac
 m

us
cl

e,
 s

lo
w

 tw
itc

h 
2 

(#
17

5)
; P

tg
is

, p
ro

st
ag

la
nd

in
 I

2 
(p

ro
st

ac
yc

lin
) 

sy
nt

ha
se

 (
#2

4)
; S

ph
k1

, s
ph

in
go

si
ne

 k
in

as
e 

1
(#

12
4)

; J
ag

1,
 ja

gg
ed

 1
 (

#9
1)

. T
he

 d
et

ai
l o

f 
ge

ne
s 

ar
e 

sh
ow

n 
in

 S
up

pl
em

en
ta

l T
ab

le
 1

.

Mol Cell Endocrinol. Author manuscript; available in PMC 2014 May 22.



N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

N
IH

-PA Author M
anuscript

Nishimoto et al. Page 18

Table 4

Up-regulated genes in rat zG in the aldosterone synthetic pathways

gene gene # p-value fold
change

gene definition

renin angiotensin system
related genes

Agtr1a #37 <0.05 11.1 angiotensin II receptor, type 1a

Agtr1b #34 <0.05 11.7 angiotensin II receptor, type 1b

Agtr2 n.a. 0.094 2.1 angiotensin II receptor, type 2

Cyp11b2 #1 <0.05 214.2 cytochrome P450, family 11, subfamily B, polypeptide 2
(aldosterone synthase)

potassium-related genes

potassium channels

Kcnn2 #19 <0.05 17.5 potassium intermediate/small conductance calcium-activated
channel, subfamily N, member 2

potassium transporting ATPase

Atp1b1 n.a. 0.052 3.5 ATPase, Na+/K+ transporting, beta 1 polypeptide

Atp1b2 #118 <0.05 4.5 ATPase, Na+/K+ transporting, beta 2 polypeptide

calcium-related genes

calcium channels

Cacna1c #176 <0.05 3.0 calcium channel, voltage-dependent, L type, alpha 1C subunit

Cacna1d #218 <0.05 2.3 calcium channel, voltage-dependent, L type, alpha 1D subunit

Cacna1h n.a. 0.082 2.6 calcium channel, voltage-dependent, T type, alpha 1H subunit

Cacnb3 #119 <0.05 4.5 calcium channel, voltage-dependent, beta 3 subunit

calmodulins

Calm1 n.a. 0.069 2.7 calmodulin 1

Calm4 n.a. 0.100 2.2 calmodulin 4

calcium transporting ATPase

Atp2a2 #175 <0.05 3.0 ATPase, Ca++ transporting, cardiac muscle, slow twitch 2

Atp2a3 n.a. 0.063 4.1 ATPase, Ca++ transporting, ubiquitous

Atp2c1 #81 <0.05 5.9 ATPase, Ca++ sequestering

inositol 1,4,5-triphosphate
receptors

Itpr1 n.a. 0.095 2.8 inositol 1,4,5-triphosphate receptor 1

others

adenylate cyclases

Adcy2 n.a. 0.056 3.8 adenylate cyclase 2

Adcy3 #159 0.021 3.4 adenylate cyclase 3

Adcy4 #53 0.022 7.8 adenylate cyclase 4

protein kinases

Prkcz n.a. 0.090 2.6 protein kinase C, zeta

The gene # is assigned in order of fold changes. See Supplemental Table 1. n.a.: not available in Supplemental Table 1 due to p>0.05. P-values
were calculated using a modified t test along with multiple testing corrections with the Benjamini and Hochberg false discovery rate.
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