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mTORC1 suppresses PIM3 
expression via miR-33 encoded by 
the SREBP loci
Ilana Kelsey  , Marie Zbinden, Vanessa Byles, Margaret Torrence & Brendan D. Manning

The mechanistic target of rapamycin complex 1 (mTORC1) is a central regulator of cell growth that is 
often aberrantly activated in cancer. However, mTORC1 inhibitors, such as rapamycin, have limited 
effectiveness as single agent cancer therapies, with feedback mechanisms inherent to the signaling 
network thought to diminish the anti-tumor effects of mTORC1 inhibition. Here, we identify the 
protein kinase and proto-oncogene PIM3 as being repressed downstream of mTORC1 signaling. PIM3 
expression is suppressed in cells with loss of the tuberous sclerosis complex (TSC) tumor suppressors, 
which exhibit growth factor-independent activation of mTORC1, and in the mouse liver upon feeding-
induced activation of mTORC1. Inhibition of mTORC1 with rapamycin induces PIM3 transcript and 
protein levels in a variety of settings. Suppression of PIM3 involves the sterol regulatory element-
binding (SREBP) transcription factors SREBP1 and 2, whose activation and mRNA expression are 
stimulated by mTORC1 signaling. We find that PIM3 repression is mediated by miR-33, an intronic 
microRNA encoded within the SREBP loci, the expression of which is decreased with rapamycin. These 
results demonstrate that PIM3 is induced upon mTORC1 inhibition, with potential implications for 
the effects of mTORC1 inhibitors in TSC, cancers, and the many other disease settings influenced by 
aberrant mTORC1 signaling.

Due to its positioning at a critical nexus between upstream growth signals and downstream anabolic processes, 
the conserved serine/threonine protein kinase complex mechanistic target of rapamycin complex 1 (mTORC1) 
is a key driver of cell growth, including the uncontrolled growth of tumor cells. mTORC1 is frequently activated 
in human cancers, across nearly all lineages, and would seem to be a prime target for precision therapies1. With 
few exceptions, however, mTOR-targeted therapies alone have proven insufficient to cause tumor regression, in 
part due to the complexity of the mTORC1 signaling network, among other reasons2,3. While upstream inputs 
into mTORC1 signaling and mTORC1-mediated control of anabolic processes downstream have been extensively 
characterized4,5, less is understood about effectors whose activity is repressed by mTORC1 signaling, and the role 
these effectors might play in the response to pharmacological inhibition of mTORC1.

As a key regulator of cell growth and metabolism, mTORC1 is situated downstream of several major pathways 
involved in the sensing of growth factors, cellular energy levels, and nutrient availability, including the PI3K-Akt, 
Ras-Erk, and AMPK pathways4. Aberrant activation of mTORC1 signaling in cancer is primarily due to the fre-
quent misregulation of these upstream signaling pathways, which converge to regulate the TSC protein complex 
(TSC1-TSC2-TBC1D7), a key negative regulator of mTORC12. Inactivating mutations in the TSC complex or direct 
inhibitory phosphorylation from upstream oncogenic pathways cause constitutive activation of mTORC16–11.  
This activation enables mTORC1 to promote its downstream processes, including protein, nucleotide, and lipid 
synthesis12–18. While there have been extensive studies to characterize the upstream regulation of mTORC119, we 
are only beginning to fully understand the scope of the downstream consequences of mTORC1 activation.

A variety of omics approaches have been employed to define the downstream functional repertoire of 
mTORC1 signaling, including transcriptional profiling, ribosomal profiling, phospho-proteomics, and metabolo-
mics13,15–18,20–22. Genetic settings with loss of the TSC tumor suppressors, leading to constitutively active mTORC1 
signaling, together with the use of mTORC1 inhibitors such as rapamycin, have been particularly powerful in 
expanding our knowledge of mTORC1 functions and crosstalk regulation with other cellular pathways and pro-
cesses. Here, we use such an approach to identify the proto-oncogene PIM3 as a downstream target inhibited by 
mTORC1 signaling. Using TSC-deficient mouse embryonic fibroblasts (MEFs), we show that PIM3 inhibition 
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is coupled to mTORC1 signaling via the transcription factors SREBP1 and 2 (sterol regulatory element-binding 
proteins 1 and 2). SREBP transcriptional activity is induced by mTORC1 via its stimulation of SREBP processing 
from an endoplasmic reticulum-bound inactive form to a mature nuclear form18,23–26. The mTORC1-mediated 
increase in SREBP transcriptional activity induces the transcript levels of its own gene products Srebf1 and 
Srebf218, and we find that this regulation causes a concomitant increase in the levels of its intronic microRNA, 
miR-3327. We demonstrate that induction of miR-33 downstream of mTORC1 suppresses PIM3 expression. 
These findings highlight a previously unappreciated mechanism of gene repression downstream of mTORC1, 
and demonstrate an unexpected outcome of treatment with mTORC1 inhibitors in the induction of the PIM3 
proto-oncogene.

Results
PIM3 expression is repressed downstream of mTORC1 and induced by mTOR inhibitors.  
Through analysis of gene expression array data from Tsc1−/− and Tsc2−/− mouse embryonic fibroblasts (MEFs), 
which have constitutive mTORC1 activation, Pim3 transcript levels were found to be repressed relative 
to untreated wild-type MEFs and induced in a time-dependent manner over 24 hours of treatment with the 
mTORC1 inhibitor rapamycin (Fig. 1a). PIM3 protein levels increased with similar kinetics, peaking with pro-
longed rapamycin treatments of 12 or 24 hours (Fig. 1b). We confirmed that both PIM3 mRNA and protein levels 
were decreased in Tsc2−/− MEFs and found that mTORC1 inhibition with either rapamycin or the mTOR kinase 
domain inhibitor Torin1 restored PIM3 expression to wild-type levels (Fig. 1c,d). The ability of rapamycin to 
induce PIM3 mRNA and protein levels was also observed in ELT3 cells, a cellular model of TSC derived from a 
TSC2−/− uterine leiomyoma arising in the Eker rat (Fig. 1e,f)28. Even suppression of the low basal mTORC1 sig-
naling in wild-type MEFs with rapamycin led to a further increase in PIM3 expression, demonstrating that this 
effect is not specific to genetic settings with loss of TSC2 (Fig. 1g).

In vivo, mTORC1 signaling is highly sensitive to feeding status, especially in the liver, being repressed during 
fasting and acutely activated upon feeding. Thus, to determine whether physiological control of mTORC1 signa-
ling influenced PIM3 expression, PIM3 mRNA and protein levels were measured in liver samples from mice that 
had been fasted or fed with or without rapamycin pretreatment. PIM3 transcript and protein levels were highest 
in the fasted state and were strongly suppressed upon feeding, coincident with activation of mTORC1 signaling, 
indicated by phosphorylation of its direct downstream target S6K1 (Fig. 1h,i). Importantly, the feeding-induced 
suppression of PIM3 was largely dependent on mTORC1 activation, as PIM3 mRNA and protein levels remained 
elevated in liver samples from mice treated with rapamycin just prior to feeding.

To ascertain the broader applicability of these findings, we determined the effects of rapamycin on PIM3 
in human cancer cell lines that exhibit growth factor-independent mTORC1 activation and varying levels of 
PIM3 (Fig. 2). In human glioblastoma cells (U87MG) with activated mTORC1 signaling downstream of PTEN 
loss, PIM3 transcript levels were increased upon mTORC1 inhibition (Fig. 2a). In U87MG cells expressing a 
doxycycline-inducible PTEN (U87MG-iPTEN), repression of mTORC1 signaling either with rapamycin or PTEN 
re-expression via doxycycline treatment led to elevated PIM3 (Fig. 2b). PIM3 levels were also increased to var-
ying degrees by rapamycin treatment in the hepatocellular carcinoma (HCC) lines JHH-4, Hep-G2 and JHH-6 
(Fig. 2c–e), and the breast cancer cell lines MDA-MB-453 and MDA-MB-468 (Fig. 2f,g). Therefore, mTORC1 sig-
naling suppresses PIM3 expression in a variety of mammalian settings, resulting in PIM3 induction by rapamycin.

A survey of mTORC1-regulated transcription factors identifies SREBP1 and 2 as upstream of 
PIM3. Due to the nature of our original transcriptional profiling experiment and the timescale over which 
PIM3 is induced by rapamycin, we hypothesized that a transcription factor downstream of mTORC1 influ-
ences PIM3 expression. We therefore tested siRNAs targeting a panel of transcription factors established to be 
downstream of mTORC1 for effects on PIM3 levels in Tsc2−/− MEFs, including hypoxia-inducible factor 1 alpha 
(HIF1α), c-myc, activating transcription factor 4 (ATF4), transcription factor EB (TFEB), and sterol regulatory 
element-binding proteins 1 and 2 (SREBP1/2) (Fig. 3). None of these knockdowns affected mTORC1 signaling. 
Interestingly, only siRNA-mediated knockdown of SREBP1 and 2 resulted in a substantial increase in PIM3 levels 
(Fig. 3e). The effect of SREBP knockdown was similar to that observed with rapamycin treatment, and knock-
down of both SREBP1 and 2 blocked further induction by rapamycin (Fig. 3f).

Full-length SREBP is retained as an inactive precursor form on the membrane of the endoplasmic reticulum 
(ER), and mTORC1 signaling promotes its proteolytic processing at the Golgi and subsequent nuclear localization 
of its mature form, which binds to sterol regulatory elements (SREs) in the promoters of the genes that it induces 
(Fig. 4a)23. Therefore, in Tsc2−/− MEFs, mature SREBP protein levels are elevated, resulting in increased transcrip-
tion of numerous SREBP target genes18 including its canonical target SCD1 (Fig. 4b). Treatment with rapamycin 
decreased both the precursor and mature forms of SREBP1 and lowered expression of SCD1 to levels similar to 
wild-type MEFs. siRNA-mediated knockdown of SREBP1 and 2 increased PIM3 transcript levels, concurrent 
with a decrease in the mRNA levels of SREBP1, SREBP2, and SCD1 (Fig. 4c). Independent of mTORC1 signaling, 
SREBP processing and activation is sensitive to intracellular sterol levels29. Interestingly, treatment of Tsc2−/− cells 
with 25-hydroxycholesterol (25-HC), which, like rapamycin, strongly inhibits SREBP processing and expression 
of SCD1, resulted in increased PIM3 mRNA and protein levels despite sustained mTORC1 activity (Fig. 4d,e). 
Thus, inhibition of SREBP with either siRNAs or sterols overrides the mTORC1-mediated suppression of PIM3 
expression.

miR-33, an intronic microRNA within the SREBP loci, targets PIM3 downstream of mTORC1.  
SREBP1 and 2 are primarily characterized as activators of gene transcription, although a few examples of tran-
scriptional repression have been described30,31. However, there are no discernible SREs in the PIM3 promoter, 
indicating that SREBP1 and 2 are unlikely to directly repress PIM3 expression. Interestingly, the SREBP1 and 2 
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Figure 1. PIM3 is repressed downstream of mTORC1. (a) Microarray data for Pim3 expression levels in Tsc1−/− or 
Tsc2−/− mouse embryonic fibroblasts (MEFs), normalized to wild-type MEFs and treated with a 24-hour time-
course of rapamycin (20 nM). (b) Protein levels of PIM3 in mTORC1-activated Tsc2−/− MEFs starved and treated 
with a 24-hour time-course of rapamycin (Rap, 20 nM). (c) mRNA and (d) protein levels of PIM3 in mTORC1-
activated (Tsc2−/−) MEFs compared with Tsc2-wild-type MEFs. Cells were starved and treated overnight with 
vehicle, rapamycin (Rap, 20 nM) or torin (250 nM). N = 4 for qPCR; data are shown as mean ± s.e.m. (e) mRNA 
and (f) protein levels of PIM3 in TSC2−/− rat ELT3 cells. Cells were starved and treated overnight with vehicle or 
rapamycin (Rap, 20 nM). N = 3 for qPCR; data are shown as mean ± s.e.m. (g) Protein levels of PIM3 in wild-type 
MEFs starved and treated overnight with vehicle or rapamycin (Rap, 20 nM). (h) mRNA and (i) protein levels of 
PIM3 in mouse liver samples fasted during the day and then treated with vehicle or rapamycin (Rap, 10 mg/kg) for 
30 minutes before refeeding. N = 4 for qPCR; data are shown as mean ± s.e.m. *Statistical significance determined 
by a two-tailed t-test. Gels shown are cropped; full-length gels are presented in Supplementary Figure 1.



www.nature.com/scientificreports/

4SCienTifiC RepoRts | 7: 16112  | DOI:10.1038/s41598-017-16398-y

loci (gene names SREBF1 and 2) contain intronic microRNAs that are expressed upon transcription of SREBP 
(Fig. 5a)27. These microRNAs encoded by the SREBP1 and 2 loci, respectively miR-33b and miR-33a, differ by just 
two nucleotides and thus widely target the same set of transcripts32. It should be noted that while humans express 
both miR-33 forms, mice only possess miR-33a27. Importantly, the PIM3 3′UTR contains a consensus target 
sequence for miR-33 that is conserved throughout mammals, including in mouse, rat, and human (Fig. 5b), all 
species where rapamycin induces PIM3 expression (Figs 1, 2)33. Furthermore, a recent study found that miR-33 
does indeed target the PIM3 transcript34. While mTORC1 signaling promotes the processing of SREBP1 and 2, 
it also induces transcription of the SREBP loci due to autoregulation from SREs present in both the SREBP1 and 
2 promoters18,23,35,36. We confirmed that the transcription of SREBP1 and 2 is sensitive to prolonged rapamycin 
treatments of 12 to 24 hours (Fig. 5c). Importantly, this decrease in SREBP transcript levels resulted in corre-
sponding decreases in miR-33a levels upon rapamycin treatment (Fig. 5d).

The PIM kinase PIM1 is highly homologous to PIM337, and its mRNA transcript has also been shown to be a 
target of miR-33a38. Therefore, we investigated its expression levels in Tsc2−/− MEFs upon mTORC1 inhibition 
with rapamycin treatment. Consistent with this shared regulatory feature with PIM3, PIM1 mRNA and protein 
levels were induced by rapamycin (Fig. 5e,f).

To determine whether mTORC1 signaling suppresses PIM3 expression through the induction of miR-33, we 
tested the effects of both an anti-miR inhibiting miR-33a and a miR-33a mimic in Tsc2−/− MEFs. Introduction 
of the anti-miR targeting miR-33a induced a time-dependent increase in PIM3 expression, similar to the 
de-repression observed with rapamycin treatment (Fig. 6a). Conversely, a mimic of miR-33a decreased PIM3 
levels and attenuated the ability of rapamycin to induce PIM3 at both the mRNA and protein levels (Fig. 6b,c). 
It is interesting to note that while we observed concomitant changes in PIM3 mRNA and protein levels with the 
miR-33a mimic, a previous study found that miR-33 mimics reduced PIM3 protein without detectable effects on 
its transcript levels34. As microRNAs are well known to affect both mRNA stability and translation39, it is possible 
that the inhibitory mechanism of miR-33 on the PIM3 transcript could vary at different timepoints and between 
different settings. Collectively, our data suggest that mTORC1 signaling suppresses PIM3 through the induction 
of SREBP transcription and a corresponding increase in miR-33, which blocks PIM3 expression (Fig. 6d).
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Figure 2. PIM3 repression by mTORC1 is observed in a variety of human cancer settings. (a) mRNA levels 
of PIM3 in U87MG glioblastoma cells. Cells were starved and treated overnight with vehicle or rapamycin 
(Rap, 20 nM). N = 3 for qPCR; data are shown as mean ± s.e.m. (b) PIM3 protein levels in U87MG cells 
with doxycycline-inducible PTEN (U87MG-iPTEN). Cells were starved and treated overnight with vehicle, 
rapamycin (Rap, 20 nM), or doxycycline (Dox, 1 µg/mL). (c–e) PIM3 protein levels in hepatocellular carcinoma 
cell lines JHH-4, HepG2, and JHH-6. Cells were treated overnight with vehicle or rapamycin (Rap, 20 nM) in 
full serum. (f,g) PIM3 protein levels in breast cancer cells lines MDA-MB-453 and MDA-MB-468. Cells were 
starved and treated overnight with vehicle or rapamycin (Rap, 20 nM). *Statistical significance determined by a 
two-tailed t-test. Gels shown are cropped; full-length gels are presented in Supplementary Figure 2.
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Discussion
mTORC1 is aberrantly activated in the majority of human cancers, and increasing evidence has highlighted 
the vital role of sustained mTORC1 signaling in resistance to targeted therapies of upstream pathways40,41. 
While a number of studies have indicated that mTORC1 inhibition is necessary for therapeutic response to 
oncogene-targeted therapies, it is also recognized that mTORC1 inhibition alone is generally not sufficient for a 
robust anti-tumor response in most settings2. mTORC1 inhibitors induce autophagy, which can have pro-survival 
effects on tumor cells42, and also relieve feedback inhibition of receptor tyrosine kinase signaling leading to 
enhanced activation of the pro-survival kinase Akt43,44, suggesting cell-survival mechanisms are promoted by 
mTORC1 inhibition. A more thorough understanding of signal wiring and rewiring upon mTORC1 activation 
and inhibition could help explain the cytostatic effect of mTORC1 inhibitors and suggest promising candidates 
for the design of combination therapies. In this study, we demonstrate that a proto-oncogenic kinase, PIM3, is 
repressed downstream of mTORC1, and that its expression is induced upon treatment with the mTORC1 inhib-
itor rapamycin. Importantly, this induction of PIM3 expression is also observed under physiological control of 
mTORC1 in the liver with fasting and feeding. Furthermore, induction of PIM3 by rapamycin was also observed 
in a variety of human cancer cell lines. Our data suggest an additional mechanism limiting the effectiveness of 
mTORC1 inhibitors as single agent cancer therapies.

There has been increasing interest in the PIM kinases in cancer due to their role as pro-survival kinases. 
Indeed, they phosphorylate a consensus sequence highly similar to that preferred by AGC family kinases such as 
Akt and S6K, and PIM kinases have overlapping substrates with these kinases that contribute to their pro-survival 
and pro-growth role in cells43,45,46. The PIM kinases are unique in that they are constitutively active and have a 
short half-life, such that their levels are proportional to their cellular activity47. While PIM levels are regulated 
primarily at the transcriptional and protein stability levels48–51, there are also reports implicating miRNAs as key 
regulators of PIM expression34,38,52. Consistent with these reports, we find evidence that both PIM3 and PIM1 
expression are repressed downstream of mTORC1 via its induction of SREBP1 and 2 transcriptional activity and 
a subsequent increase in miR-33 levels. Interestingly, the inhibition of these kinases downstream of mTORC1 
could reflect a novel negative feedback mechanism, as the PIM kinases have been suggested to induce mTORC1 
signaling via TSC2 and PRAS40 phosphorylation in some settings53,54. Furthermore, a recent study found that 
PIM1 is upregulated in breast cancer cells that are resistant to the PI3K inhibitor BYL719 and that all three PIM 
kinases are capable of sustaining mTORC1 signaling and cell proliferation in the presence of the inhibitor in these 
resistant cells55. Whether upregulation of the PIM kinases contributes to the limited effectiveness of, or resistance 
to, mTOR inhibitors in some settings is an interesting area for future investigation.

Figure 3. Identification of the mTORC1 effectors SREBP1 and 2 as being upstream of PIM3 regulation. PIM3 
protein levels upon transient siRNA knockdown of a panel of transcription factors downstream of mTORC1: 
(a) hypoxia-inducible factor 1 alpha (HIF1α); (b) c-myc; (c) activating transcription factor 4 (ATF4); (d) 
transcription factor EB (TFEB); or (e) sterol regulatory element-binding proteins 1 and 2 (SREBP1/2). Full-
length precursor (P) form of SREBP1 is shown. Tsc2−/− MEFs were transfected for 72 hours and starved 
overnight for the final 16 hours before lysis. (f) PIM3 protein levels in Tsc2−/− MEFs upon transient siRNA 
knockdown of SREBP1, SREBP2, or SREBP1 and 2 (SREBP1/2). Full-length precursor (P) form of SREBP1 is 
shown. Cells were transfected for 72 hours and starved for the final 16 hours with vehicle or rapamycin (Rap, 
20 nM) treatment before lysis. Gels shown are cropped; full-length gels are presented in Supplementary Figure 3.
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Several recent studies have found that mTORC1 inhibitors can cause pronounced changes in cellular miR-
NAs56,57. This is partly due to mTORC1-mediated repression of the microRNA processing enzyme DROSHA58, 
which leads to a general increase in miRNA expression upon mTORC1 inhibition; however, a subset of 

Figure 4. PIM3 is induced upon inhibition of SREBP1 and 2. (a) Schematic of SREBP stimulation by mTORC1 
and its subsequent induction of transcription from sterol response elements (SREs) in target genes. (b) Protein 
levels of full-length precursor SREBP1 (SREBP1 (P)), mature SREBP1 (SREBP1 (M)), and its target SCD1 in 
Tsc2 wild-type or Tsc2−/− MEFs treated with vehicle or rapamycin (Rap, 20 nM). Cells were starved and treated 
overnight for 16 hours. (c) mRNA expression levels of PIM3, SREBP1, SREBP2, and SCD1 upon SREBP1/2 double 
knockdown with siRNA. Cells were transfected for 72 hours and starved overnight for the final 16 hours. N = 3 for 
qPCR; data are shown as mean ± s.e.m., *p < 0.5, **p < 0.01, ***p < 0.005. (d) PIM3 mRNA and (e) protein levels 
in Tsc2−/− MEFs starved and treated for 16 hours with vehicle, rapamycin (Rap, 20 nM) or 25-hydroxycholesterol 
(25-HC, 1 μg/mL). N = 3 for qPCR; data are shown as mean ± s.e.m. *Statistical significance determined by a two-
tailed t-test. Gels shown are cropped; full-length gels are presented in Supplementary Figure 4.
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microRNAs were found to be decreased upon rapamycin treatment. The ability of mTORC1 to modulate the 
expression of miRNAs provides new insights into the full molecular effects of mTORC1 inhibitors, and alterations 
in the expression of miR-33 may play a key role in the response to these inhibitors in some settings. A recent study 
suggested that miR-33a inhibition might decrease sensitivity to cisplatin treatment in HCC59. Perhaps this effect is 
partly due to increased levels of PIM3 in this setting, and other uncharacterized miR-33 targets might contribute 
to the pro-survival effect of miR-33 inhibition. However, other studies have suggested that high levels of miR-33 
might be detrimental to cancer therapy60,61. These conflicting findings highlight that the role of miR-33 in cancer 
and therapeutic responses remains to be fully elucidated.

Consistent with their expression requiring transcriptional induction of the SREBP1/2 loci, the majority of miR-
33 targets that have been characterized to date are involved in fatty acid and cholesterol metabolism27,32,62. Given 
that the PIM kinases are believed to have a high degree of functional redundancy, it is interesting to note that PIM1 

Figure 5. An SREBP-intronic microRNA, miR-33, targets PIM3 expression downstream of mTORC1. (a) 
SREBP1 and SREBP2 contain intronic sequences for miR-33b and miR-33a, respectively74. (b) The PIM3 3′UTR 
contains a conserved miR-33 target sequence (Targetscan)33. (c) SREBP1 and SREBP2 mRNA transcript levels 
in Tsc2−/− MEFs starved and treated with vehicle or rapamycin (Rap, 20 nM) for a 24-hour time-course. N = 3, 
data are shown as mean ± s.e.m. (d) SREBP2 and miR-33a transcript levels in Tsc2−/− MEFs starved and treated 
overnight (16 hr) with vehicle or rapamycin (Rap, 20 nM). N = 3, data are shown as mean ± s.e.m. (e) mRNA 
and (f) protein levels of PIM1 in mTORC1-activated (Tsc2−/−) MEFs. Cells were starved and treated overnight 
with vehicle or rapamycin (Rap, 20 nM). N = 3 for qPCR; data are shown as mean ± s.e.m. Gels shown are 
cropped; full-length gels are presented in Supplementary Figure 5.
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appears to stabilize the cholesterol transporter ABCA1, which is also a canonical miR-33 target, providing a ration-
ale for PIM targeting by miR-3363. While many canonical PIM targets are involved in cell survival, recent work 
has also implicated them in various metabolic pathways, including glycolysis and mitochondrial biogenesis64–67. 
Furthermore, transgenic mice with human PIM3 expression in the liver exhibited increased lipid droplet accumu-
lation when challenged with a carcinogen68, indicating that the PIM kinases may have as-yet undefined roles in 
lipid regulation, and providing further rationale for their regulation downstream of SREBP and miR-33. The met-
abolic consequences of decreased miR-33 and subsequent increase in PIM3 and PIM1, therefore, might also influ-
ence the cellular and systemic responses to mTOR inhibitors in cancer and other disease settings. Interestingly, 
chronic and complete inhibition of mTORC1 in the liver has been found to enhance carcinogen-induced hepato-
cellular carcinoma69, an effect also observed with liver-specific overexpression of PIM368.

Our data here expand the functional consequences of mTORC1 activation and inhibition, demonstrating that 
its regulation of the SREBP transcription factors, thereby affecting levels of the intron-encoded miR-33, influences 
cellular proteins and processes beyond the program of lipid synthesis directly regulated by SREBP. In future studies, it 
will be important to identify additional targets of miR-33 that are induced by mTORC1 inhibitors and their contribu-
tion to the response of cells, tissues, and systems to these inhibitors, in both physiological and pathological settings.

Methods
Cell culture and RNAi. The immortalized litter-mate derived pair of Tsc2+/+ and Tsc2−/− (both p53−/−) 
MEFs were provided by Dr. D.J. Kwiatkowski (Brigham and Women’s Hospital), and maintained in Dulbecco’s 
Modified Eagle Medium (DMEM; VWR, Radnor, PA, USA) with 4.5 g/L glucose containing 10% fetal bovine 
serum (FBS)70,71. MDA-MB-453 and MDA-MB-468 cells were obtained from the American Type Culture 
Collection (ATCC, Manassas, VA, USA) and maintained in RPMI-1640 with 10% FBS at 37 °C and 5% CO2. 
TSC2−/− ELT3 cells (Eker Rat uterine leiomyoma/myosarcoma tumor-derived) were provided by Dr. C. Walker 
(Texas A&M University), and maintained in DF8 medium (50% DMEM, 50% F-12, 1.2 g/ml NaHCO3, 1.6 muM 
FeSO4, 50 nM sodium selenite, 25 mug/ml insulin, 200 nM hydrocortisone, 10 mg/ml transferrin, 1 nM tri-
iodothyronine, 10 muU/ml vasopressin, 10 nM cholesterol, 10 ng/ml epidermal growth factor) containing 15% 
FBS28,72. U87MG-iPTEN cells were maintained in the presence of geneticin (G418, 0.4 mg/mL, Sigma-Aldrich, 
St. Louis, MO, USA) in DMEM with 4.5 g/L glucose containing 10% FBS, and were developed in the laboratory of 

Figure 6. Manipulation of miR-33a levels directly affects PIM3 expression. (a) PIM3 protein levels in Tsc2−/− 
MEFs over a time-course of treatment with a miR-33a inhibitor. Cells were transfected for 24, 48, or 72 hours with 
the final 16 hours starved overnight with vehicle or rapamycin treatment (Rap, 20 nM). (b) PIM3 protein and (c) 
mRNA levels in Tsc2−/− MEFs upon treatment with a miR-33a mimic. Cells were reverse transfected for 24 hours 
and starved overnight with vehicle or rapamycin treatment (Rap, 20 nM) for the final 16 hours. N = 2 for qPCR; 
data are shown as mean ± s.e.m. (d) Proposed model of the results. *Statistical significance determined by a two-
tailed t-test for qPCR data. Gels shown are cropped; full-length gels are presented in Supplementary Figure 5.
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M.M. Georgescu (MD Anderson Cancer Center)73. JHH-4, JHH-6, and HepG2 cells were obtained from Novartis 
Institutes for BioMedical Research (Cambridge, MA), and maintained in DMEM with 4.5 g/L glucose containing 
10% FBS. All siRNA-mediated knockdown experiments were carried out with ON-TARGET-plus SMARTpool 
siRNAs (30 nM, GE Dharmacon, Lafayette, CO, USA). Cells were transfected using Lipofectamine RNAiMax 
(Invitrogen, Carlsbad, CA, USA) according to the manufacturer’s protocol for reverse transfection. Rapamycin 
(553210, Calbiochem, San Diego, CA, USA), and Torin1 (4247, R&D Systems, Minneapolis, MN, USA) were used 
to inhibit mTOR; 25-hydroxycholesterol (H1015, Sigma-Aldrich) was used to inhibit SREBP.

Immunoblotting. Cells were lysed in ice-cold NP-40 lysis buffer (40 nM HEPES [pH 7.4], 400 nM NaCl, 
1 mM EDTA [pH 8.0], 1% NP-40 [CA-630, Sigma-Aldrich], 5% glycerol, 10 mM pyrophosphate, 10 mM 
β-glycerophosphate, 50 mM NaF, 0.5 mM orthovanadate) containing protease inhibitor cocktail (P8340, 
Sigma-Aldrich) and 1 µM microcystin-LR (ALX-350–012-C500, Enzo Life Sciences, Farmingdale, NY, USA). 
Lysates were clarified by centrifugation (20,000 × g for 15 min at 4 °C) and protein concentrations were deter-
mined with Bradford assay (Bio-Rad) prior to normalization. The following antibodies were used for detection 
of proteins transferred to immobilon-P PVDF membranes after SDS-PAGE: β-actin (A5316, Sigma-Aldrich), 
tubulin (T5168, Sigma-Aldrich), TFEB (A303-673A, Bethyl, Montgomery, TX, USA), HIF1-α (10006421, 
Cayman Chemical, Ann Arbor, MI, USA), SREBP1 (for human samples; sc-8984, Santa Cruz), SREBP1 (for 
mouse samples; 557036, BD Biosciences), PIM1 (sc-13513, Santa Cruz). All other antibodies were obtained from 
Cell Signaling Technologies (Danvers, MA, USA): PIM3 (4165), SCD (2438), P-S6K1-T389 (9234), Total-S6K1 
(2708), ATF4 (11815), and c-Myc (13987).

mRNA and miRNA expression analysis. Microarray data were obtained and analyzed as pre-
viously described18. RNA was isolated using the RNeasy Mini Kit (Qiagen, Valencia, CA, USA). 
Complementary DNA was synthesized using the Superscript III First Strand Synthesis System (Invitrogen) 
and after dilution in nuclease-free water was quantified using SYBR-Green for quantitative reverse 
transcription polymerase chain reaction (Bio-Rad CFX Connect Real-Time System). Each condi-
tion was run in triplicate and normalized to RPLP0 (m36b4), or Actin. Primer sequences for mouse 
mRNAs were as follows: Pim3 (F 5′-CGACATCAAGGACGAGAACC-3′, R 5′-CTCCTCATCCTGCTC 
AAAGG-3′); Srebf1 (F 5′-TAGATGGTGGCTGCTGAGTG-3′, R 5′-GATCAAAGAGGAGCCAGTGC-3′); Srebf2  
(F 5′-GGATCCTCCCAAAGAAGGAG-3′, R 5′-TTCCTCAGAACGCCAGACTT-3′); Scd (F 5′-CTGACCTGAA 
AGCCGAGAAG-3′, R 5′-GCGTTGAGCACCAGAGTGTA-3′); Pim1 (F 5′-CGACATCAAGGACGAGAACA-3′, 
R 5′-GTAGCGATGGTAGCGAATCC-3′). Primer sequences for human mRNAs were as follows: PIM3 (F 
5′-AAGCTCATCGACTTCGGTTC-3′, R 5′-AGGATCTCCTCGTCCTGCTC-3′).

Small RNAs for miRNA measurement were isolated using the miRNeasy Mini Kit (Qiagen). Complementary 
DNA was synthesized using the miScript II RT Kit (Qiagen) and quantified using SYBR-Green for qRT-PCR 
(Bio-Rad CFX Connect Real-Time System). Each condition was run in triplicate and normalized to RNU6. 
Primer assays were purchased from Qiagen (hsa-miR-33_1 [MS00003304], hsa-miR-33b_2 [MS00007819], 
hsa-RNU6-2_11 [MS00033740]).

miRNA inhibitors and mimics. For miR-33a inhibition, miRCURY LNA power microRNA inhibitors were 
purchased from Exiqon (Vedbaek, Denmark): inhibitor control A (199006-002) and hsa-miR-33a-5p (4102039-
102). Cells were transfected at a final concentration of 10 nM inhibitor with RNAiMax Lipofectamine for 24, 48, 
or 72 hours and starved for the final 16 hours before lysis. For miR-33a mimics, mirVana miRNA Mimics were 
purchased from Thermo Fisher Scientific (Waltham, MA, USA): control mimic #1 (4464058) and miR-33a-5p 
mimic (MC12410). Cells were reverse transfected following the manufacturer’s protocol at a final concentration 
of 30 nM with RNAiMax Lipofectamine for 24 hours, and either starved (MEFs) or left in full serum (U87MG) for 
the final 16 hours, plus vehicle or rapamycin (20 nM).

Mouse fasting and refeeding experiment. Twelve C57BL/6 J male mice (aged 8 weeks) were fasted for 
8–10 hours during the light cycle and either euthanized (n = 4) or administered either vehicle (5% Tween-80, 5% 
PEG-400 in 1x PBS; n = 4) or rapamycin (10 mg/kg; n = 4) via intraperitoneal injection 30 minutes prior to refeeding 
normal chow for 4 hours during the dark cycle, followed by euthanization. Liver lysates were prepared in RIPA buffer 
(150 mM Sodium Chloride, 1% IGEPAL, 0.5% sodium deoxycholate, 0.1% SDS and 50 mM Tris [pH 8]). mRNA was 
processed with the RNeasy Mini Kit (Qiagen), and complementary DNA was synthesized with the iScript cDNA Kit 
(Bio-Rad, Hercules, CA, USA). mRNA transcript levels were quantified by qRT-PCR as described above.

Ethics Approval. All animal experiments in this study were approved by the Harvard Medical Area’s 
Institutional Animal Care and Use Committee and were performed in accordance with the approved guidelines 
for animal experimentation at Harvard Medical School.

Statistical Analysis. All qRT-PCR data were analyzed with GraphPad Prism (La Jolla, CA, USA). P-values 
were calculated by an unpaired two-tailed Student’s t-test, where appropriate.

Data Availability. All data generated during this study are included in this published article and its 
Supplementary Information files. Raw qRT-PCR data from multiple independent experiments, represented in 
graphical form in the manuscript, are available from the corresponding author on request.



www.nature.com/scientificreports/

1 0SCienTifiC RepoRts | 7: 16112  | DOI:10.1038/s41598-017-16398-y

References
 1. Menon, S. & Manning, B. Common corruption of the mTOR signaling network in human tumors. Oncogene 27(Suppl 2), 51 (2008).
 2. Ilagan, E. & Manning, B. D. Emerging role of mTOR in the response to cancer therapeutics. Trends in cancer 2, 241–251 (2016).
 3. Li, J., Kim, S. G. & Blenis, J. Rapamycin: one drug, many effects. Cell metabolism 19, 373–379 (2014).
 4. Saxton, R. A. & Sabatini, D. M. mTOR Signaling in Growth, Metabolism, and Disease. Cell 169, 361–371 (2017).
 5. Ben-Sahra, I. & Manning, B. D. mTORC1 signaling and the metabolic control of cell growth. Current opinion in cell biology 45, 

72–82 (2017).
 6. Huang, J. & Manning, B. The TSC1-TSC2 complex: a molecular switchboard controlling cell growth. The Biochemical journal 412, 

179–269 (2008).
 7. Johannessen, C. M. et al. The NF1 tumor suppressor critically regulates TSC2 and mTOR. PNAS 102, 8573–8578 (2005).
 8. Ma, L., Chen, Z., Erdjument-Bromage, H., Tempst, P. & Pandolfi, P. Phosphorylation and functional inactivation of TSC2 by Erk 

implications for tuberous sclerosis and cancer pathogenesis. Cell 121, 179–193 (2005).
 9. Manning, B., Tee, A., Logsdon, M., Blenis, J. & Cantley, L. Identification of the tuberous sclerosis complex-2 tumor suppressor gene 

product tuberin as a target of the phosphoinositide 3-kinase/akt pathway. Molecular cell 10, 151–162 (2002).
 10. Inoki, K., Li, Y., Zhu, T., Wu, J. & Guan, K.-L. TSC2 is phosphorylated and inhibited by Akt and suppresses mTOR signalling. Nature 

cell biology 4, 648–657 (2002).
 11. Roux, P., Ballif, B., Anjum, R., Gygi, S. & Blenis, J. Tumor-promoting phorbol esters and activated Ras inactivate the tuberous 

sclerosis tumor suppressor complex via p90 ribosomal S6 kinase. PNAS 101, 13489–13494 (2004).
 12. Ricoult, S. J. H., Yecies, J. L., Ben-Sahra, I. & Manning, B. D. Oncogenic PI3K and K-Ras stimulate de novo lipid synthesis through 

mTORC1 and SREBP. Oncogene 35, 1250–1260 (2016).
 13. Ben-Sahra, I., Howell, J. J., Asara, J. M. & Manning, B. D. Stimulation of de Novo Pyrimidine Synthesis by Growth Signaling Through 

mTOR and S6K1. Science 339, 1323–1328 (2013).
 14. Ben-Sahra, I., Hoxhaj, G., Ricoult, S. J. J., Asara, J. M. & Manning, B. D. mTORC1 induces purine synthesis through control of the 

mitochondrial tetrahydrofolate cycle. Science 351, 728–733 (2016).
 15. Robitaille, A. M. et al. Quantitative Phosphoproteomics Reveal mTORC1 Activates de Novo Pyrimidine Synthesis. Science 339, 

1320–1323 (2013).
 16. Hsieh, A. C. et al. The translational landscape of mTOR signalling steers cancer initiation and metastasis. Nature 485, 55–61 (2012).
 17. Thoreen, C. et al. An ATP-competitive mammalian target of rapamycin inhibitor reveals rapamycin-resistant functions of mTORC1. 

The Journal of biological chemistry 284, 8023–8055 (2009).
 18. Düvel, K. et al. Activation of a metabolic gene regulatory network downstream of mTOR complex 1. Molecular cell 39, 171–254 (2010).
 19. Dibble, C. C. & Manning, B. D. Signal integration by mTORC1 coordinates nutrient input with biosynthetic output. Nature cell 

biology 15, 555–564 (2013).
 20. Peng, T., Golub, T. R. & Sabatini, D. M. The immunosuppressant rapamycin mimics a starvation-like signal distinct from amino acid 

and glucose deprivation. Molecular and cellular biology 22, 5575–5584 (2002).
 21. Hsu, P. P. et al. The mTOR-regulated phosphoproteome reveals a mechanism of mTORC1-mediated inhibition of growth factor 

signaling. Science 332, 1317–1322 (2011).
 22. Yu, Y. et al. Phosphoproteomic analysis identifies Grb10 as an mTORC1 substrate that negatively regulates insulin signaling. Science 

332, 1322–1326 (2011).
 23. Ricoult, S. J. H. & Manning, B. D. The multifaceted role of mTORC1 in the control of lipid metabolism. EMBO reports 14, 242–251 (2013).
 24. Yecies, J. et al. Akt stimulates hepatic SREBP1c and lipogenesis through parallel mTORC1-dependent and independent pathways. 

Cell metabolism 14, 21–53 (2011).
 25. Li, S., Brown, M. S. & Goldstein, J. L. Bifurcation of insulin signaling pathway in rat liver: mTORC1 required for stimulation of 

lipogenesis, but not inhibition of gluconeogenesis. PNAS 107, 3441–3446 (2010).
 26. Porstmann, T. et al. SREBP activity is regulated by mTORC1 and contributes to Akt-dependent cell growth. Cell Metab 8, 224–236 

(2008).
 27. Najafi-Shoushtari, S. H. et al. MicroRNA-33 and the SREBP host genes cooperate to control cholesterol homeostasis. Science 328, 

1566–1569 (2010).
 28. Howe, S. R. et al. Rodent model of reproductive tract leiomyomata. Establishment and characterization of tumor-derived cell lines. 

The American journal of pathology 146, 1568–1579 (1995).
 29. Jeon, T.-I. & Osborne, T. F. SREBPs: metabolic integrators in physiology and metabolism. Trends in Endocrinology & Metabolism 23, 

65–72 (2012).
 30. Bi, Y. et al. Role for sterol regulatory element binding protein-1c activation in mediating skeletal muscle insulin resistance via 

repression of rat insulin receptor substrate-1 transcription. Diabetologia 57, 592–602 (2014).
 31. Suh, J. H. et al. Sterol Regulatory Element–Binding Protein-1c Represses the Transactivation of Androgen Receptor and Androgen-

Dependent Growth of Prostatic Cells. Molecular Cancer Research 6, 314–324 (2008).
 32. Dávalos, A. et al. miR-33a/b contribute to the regulation of fatty acid metabolism and insulin signaling. PNAS 108, 9232–9237 (2011).
 33. Agarwal, V., Bell, G. W., Nam, J. W. & Bartel, D. P. Predicting effective microRNA target sites in mammalian mRNAs. eLife 4 (2015).
 34. Liang, C. et al. MicroRNA-33a-mediated downregulation of Pim-3 kinase expression renders human pancreatic cancer cells 

sensitivity to gemcitabine. Oncotarget 6, 14440–14455 (2015).
 35. Sato, R. et al. Sterol-dependent transcriptional regulation of sterol regulatory element-binding protein-2. The Journal of biological 

chemistry 271, 26461–26464 (1996).
 36. Amemiya-Kudo, M. et al. Promoter analysis of the mouse sterol regulatory element-binding protein-1c gene. The Journal of 

biological chemistry 275, 31078–31085 (2000).
 37. Nawijn, M. C., Alendar, A. & Berns, A. For better or for worse: the role of Pim oncogenes in tumorigenesis. Nat Rev Cancer 11, 

23–34 (2011).
 38. Thomas, M. et al. The proto-oncogene Pim-1 is a target of miR-33a. Oncogene 31, 918–928 (2012).
 39. Jonas, S. & Izaurralde, E. Towards a molecular understanding of microRNA-mediated gene silencing. Nature reviews. Genetics 16, 

421–433 (2015).
 40. Elkabets, M. et al. mTORC1 Inhibition Is Required for Sensitivity to PI3Kp110α Inhibitors in PIK3CA-Mutant Breast Cancer. 

Science translational medicine 5 (2013).
 41. Corcoran, R. et al. TORC1 Suppression Predicts Responsiveness to RAF and MEK Inhibition in BRAF-Mutant Melanoma. Science 

translational medicine 5 (2013).
 42. Kimmelman, A. C. & White, E. Autophagy and Tumor Metabolism. Cell metabolism 25, 1037–1043 (2017).
 43. Manning, B. D. & Toker, A. AKT/PKB Signaling: Navigating the Network. Cell 169, 381–405 (2017).
 44. Sun, C. & Bernards, R. Feedback and redundancy in receptor tyrosine kinase signaling: relevance to cancer therapies. Trends in 

biochemical sciences 39, 465–474 (2014).
 45. Bullock, A. N., Debreczeni, J., Amos, A. L., Knapp, S. & Turk, B. E. Structure and Substrate Specificity of the Pim-1 Kinase. Journal 

of Biological Chemistry 280, 41675–41682 (2005).
 46. Obata, T. et al. Peptide and protein library screening defines optimal substrate motifs for AKT/PKB. The Journal of biological 

chemistry 275, 36108–36115 (2000).
 47. Warfel, N. A. & Kraft, A. S. PIM kinase (and Akt) biology and signaling in tumors. Pharmacology & Therapeutics 151, 41–49 (2015).



www.nature.com/scientificreports/

1 1SCienTifiC RepoRts | 7: 16112  | DOI:10.1038/s41598-017-16398-y

 48. Li, Y.-Y., Wu, Y., Tsuneyama, K., Baba, T. & Mukaida, N. Essential contribution of Ets-1 to constitutive Pim-3 expression in human 
pancreatic cancer cells. Cancer science 100, 396–800 (2009).

 49. Shay, K. P., Wang, Z., Xing, P. X., McKenzie, I. F. & Magnuson, N. S. Pim-1 kinase stability is regulated by heat shock proteins and the 
ubiquitin-proteasome pathway. Molecular cancer research: MCR 3, 170–181 (2005).

 50. Matikainen, S. et al. Interferon-alpha activates multiple STAT proteins and upregulates proliferation-associated IL-2Ralpha, c-myc, 
and pim-1 genes in human T cells. Blood 93, 1980–1991 (1999).

 51. Yu, Z. et al. A regulatory feedback loop between HIF-1alpha and PIM2 in HepG2 cells. PLoS One 9, e88301 (2014).
 52. Chang, W. et al. MiR-377 inhibits the proliferation of pancreatic cancer by targeting Pim-3. Tumor Biology 37, 14813–14824 (2016).
 53. Zhang, F. et al. PIM1 protein kinase regulates PRAS40 phosphorylation and mTOR activity in FDCP1 cells. Cancer biology & therapy 

8, 846–853 (2009).
 54. Lu, J. et al. Pim2 is required for maintaining multiple myeloma cell growth through modulating TSC2 phosphorylation. Blood 122, 

1610–1620 (2013).
 55. Le, X. et al. Systematic Functional Characterization of Resistance to PI3K Inhibition in Breast Cancer. Cancer discovery 6, 1134–1147 

(2016).
 56. Totary-Jain, H. et al. Reprogramming of the microRNA transcriptome mediates resistance to rapamycin. The Journal of biological 

chemistry 288, 6034–6044 (2013).
 57. Trindade, A. J. et al. MicroRNA-21 is induced by rapamycin in a model of tuberous sclerosis (TSC) and lymphangioleiomyomatosis 

(LAM). PloS one 8, e60014 (2013).
 58. Ye, P. et al. An mTORC1-Mdm2-Drosha axis for miRNA biogenesis in response to glucose- and amino acid-deprivation. Molecular 

cell 57, 708–720 (2015).
 59. Meng, W. et al. Downregulation of miR-33a-5p in Hepatocellular Carcinoma: A Possible Mechanism for Chemotherapy Resistance. 

Medical science monitor 23, 1295–1304 (2017).
 60. Wolfe, A. R. et al. MiR-33a Decreases High-Density Lipoprotein-Induced Radiation Sensitivity in Breast Cancer. International 

Journal of Radiation Oncology*Biology*Physics 95, 791–799 (2016).
 61. Zhou, J. et al. miR-33a functions as a tumor suppressor in melanoma by targeting HIF-1α. Cancer Biology & Therapy 16, 846–855 (2015).
 62. Rayner, K. J. et al. MiR-33 contributes to the regulation of cholesterol homeostasis. Science (New York, N.Y.) 328, 1570–1573 (2010).
 63. Katsube, A., Hayashi, H. & Kusuhara, H. Pim-1L Protects Cell Surface-Resident ABCA1 From Lysosomal Degradation in 

Hepatocytes and Thereby Regulates Plasma High-Density Lipoprotein Level. Arteriosclerosis, thrombosis, and vascular biology 36, 
2304–2314 (2016).

 64. Leung, C. et al. PIM1 regulates glycolysis and promotes tumor progression in hepatocellular carcinoma. Oncotarget 6, 10880–10892 (2015).
 65. Beharry, Z. et al. The Pim protein kinases regulate energy metabolism and cell growth. PNAS 108, 528–533 (2011).
 66. Borillo, G. A. et al. Pim-1 kinase protects mitochondrial integrity in cardiomyocytes. Circulation research 106, 1265–1274 (2010).
 67. Din, S. et al. Metabolic Dysfunction Consistent With Premature Aging Results From Deletion of Pim Kinases. Circulation Research 

115, 376–387 (2014).
 68. Wu, Y. et al. Accelerated hepatocellular carcinoma development in mice expressing the Pim-3 transgene selectively in the liver. 

Oncogene 29, 2228–2237 (2010).
 69. Umemura, A. et al. Liver damage, inflammation, and enhanced tumorigenesis after persistent mTORC1 inhibition. Cell metabolism 

20, 133–144 (2014).
 70. Kwiatkowski, D. J. et al. A mouse model of TSC1 reveals sex-dependent lethality from liver hemangiomas, and up-regulation of 

p70S6 kinase activity in Tsc1 null cells. Hum Mol Genet 11, 525–534 (2002).
 71. Zhang, H. et al. Loss of Tsc1/Tsc2 activates mTOR and disrupts PI3K-Akt signaling through downregulation of PDGFR. J Clin Invest 

112, 1223–1233 (2003).
 72. Astrinidis, A. et al. Tuberin, the tuberous sclerosis complex 2 tumor suppressor gene product, regulates Rho activation, cell adhesion 

and migration. Oncogene 21, 8470–8476 (2002).
 73. Radu, A., Neubauer, V., Akagi, T., Hanafusa, H. & Georgescu, M. M. PTEN induces cell cycle arrest by decreasing the level and 

nuclear localization of cyclin D1. Molecular and cellular biology 23, 6139–6149 (2003).
 74. Rottiers, V. & Naar, A. M. MicroRNAs in metabolism and metabolic disorders. Nature reviews. Molecular cell biology 13, 239–250 (2012).

Acknowledgements
This work was supported by NIH/NCI grants F31-CA186295 (I.K.), P01-CA120964 (B.D.M.) and R35-CA197459 
(B.D.M.).

Author Contributions
Initial observations were made by M.Z. Mouse-work was performed by V.B. and M.T. All other experiments were 
performed by I.K., who together with B.D.M. analyzed all data and wrote the manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-017-16398-y.
Competing Interests: I.K., M.Z., V.B., and M.T. declare no potential conflict of interest. B.D.M. is a member of 
the scientific advisory boards and a shareholder for Navitor Pharmaceuticals and LAM Therapeutics and has 
received compensation for these roles.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.1038/s41598-017-16398-y
http://creativecommons.org/licenses/by/4.0/

	mTORC1 suppresses PIM3 expression via miR-33 encoded by the SREBP loci
	Results
	PIM3 expression is repressed downstream of mTORC1 and induced by mTOR inhibitors. 
	A survey of mTORC1-regulated transcription factors identifies SREBP1 and 2 as upstream of PIM3. 
	miR-33, an intronic microRNA within the SREBP loci, targets PIM3 downstream of mTORC1. 

	Discussion
	Methods
	Cell culture and RNAi. 
	Immunoblotting. 
	mRNA and miRNA expression analysis. 
	miRNA inhibitors and mimics. 
	Mouse fasting and refeeding experiment. 
	Ethics Approval. 
	Statistical Analysis. 
	Data Availability. 

	Acknowledgements
	Figure 1 PIM3 is repressed downstream of mTORC1.
	Figure 2 PIM3 repression by mTORC1 is observed in a variety of human cancer settings.
	Figure 3 Identification of the mTORC1 effectors SREBP1 and 2 as being upstream of PIM3 regulation.
	Figure 4 PIM3 is induced upon inhibition of SREBP1 and 2.
	Figure 5 An SREBP-intronic microRNA, miR-33, targets PIM3 expression downstream of mTORC1.
	Figure 6 Manipulation of miR-33a levels directly affects PIM3 expression.




