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ABSTRACT

Metal-induced genes are usually transcribed at rel-
atively low levels under normal conditions and are
rapidly activated by heavy metal stress. Many of
these genes respond preferentially to specific metal-
stressed conditions. However, the mechanism by
which the general transcription machinery discrim-
inates metal stress from normal conditions and the
regulation of MTF-1-meditated metal discrimination
are poorly characterized. Using a focused RNAi
screening in Drosophila Schneider 2 (S2) cells, we
identified a novel activator, the Drosophila gawky, of
metal-responsive genes. Depletion of gawky has al-
most no effect on the basal transcription of the metal-
lothionein (MT) genes, but impairs the metal-induced
transcription by inducing the dissociation of MTF-1
from the MT promoters and the deficient nuclear im-
port of MTF-1 under metal-stressed conditions. This
suggests that gawky serves as a ‘checkpoint’ for
metal stress and metal-induced transcription. In fact,
regular mRNAs are converted into gawky-controlled
transcripts if expressed under the control of a metal-
responsive promoter, suggesting that whether tran-
scription undergoes gawky-mediated regulation is
encrypted therein. Additionally, lack of gawky elimi-
nates the DNA binding bias of MTF-1 and the tran-
scription preference of metal-specific genes. This
suggests a combinatorial control of metal discrim-
ination by gawky, MTF-1, and MTF-1 binding sites.

INTRODUCTION

Cells grow well only under a narrow range of conditions.
For cells to survive, a variety of genes are conditionally ex-
pressed to adapt to different cellular and stress conditions

(for review, see (1)). For example, metal homeostasis (i.e. the
proper balance of metals inside cells) is controlled by many
metal-induced genes that encode proteins to maintain the
appropriate concentrations of heavy metals by importing,
storing, expelling, or sequestering metals. The responses of
metal-induced genes are often rapid and robust to meet the
challenges of heavy metals in the environment. As an impor-
tant aspect of metal-responsive gene regulation, the tran-
scriptional outputs of these genes are often regulated and
coordinated by various regulatory factors (for review, see
(2)).

Metal-responsive genes usually contain multiple copies
of metal-responsive elements (MREs) that are short DNA
sequence motifs and typically present in the upstream regu-
latory sequences. MREs are recognized by the metal reg-
ulatory transcription factor-1 (MTF-1), and play impor-
tant roles in transcription activation of nearby genes (for
review see (2–4)). The core consensus sequence of MREs is
TGCRCNC (R = A or G, N = any nucleotide). The sixth
nucleotide of the core MRE can dictate MTF-1 binding
bias and metal-specific transcription during different metal
stresses, demonstrating a mechanism of metal discrimina-
tion (5). However, it is unclear whether there are additional
factors that contribute to the regulation of these events.

As a member of the nucleocytoplasmic shuttling proteins,
MTF-1 has been reported to act as the major transcrip-
tion factor involved in defense against different heavy met-
als (for review see (2–4)). Based on the degree of influence
that heavy metals have on biological systems, they can be
divided into two groups: essential and non-essential metals
(for review see (6)). Essential metals, such as copper, repre-
sent integral components of various proteins in appropriate
amounts but are often toxic at high concentrations. There-
fore, the concentration range by which essential metals acti-
vate MTF-1 is relatively high. In contrast, non-essential or
toxic metals, such as cadmium, are simply toxic even in trace
amounts (for review, see (2,6)). One class of evolutionarily
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conserved genes that are controlled by MTF-1 is the met-
allothionein (MT) family. MT can be stimulated by heavy
metals and encodes a type of small, Cys-rich and metal-
binding proteins (6–10). Zinc-bound MT proteins quickly
respond to heavy metals in the environment by the release
of zinc that can be sensed and bound to MTF-1. Metal-
activated MTF-1 then moves into the nucleus where it rec-
ognizes MREs of the MT genes and recruits a series of tran-
scriptional co-activators to coordinate MT expression (11–
13).

Even though this model can explain some aspects of
metal-responsive gene activation and the functions of
MTF-1 in metal homeostasis, it is particularly important
to note that MTF1 is not only responsive to metal over-
load, but also contributes to the regulation of many other
categories of genes. First, MTF-1 mediates the expression
of membrane metal transporters across species (14–20).
For example, the zinc transporters, such as Slc30a1 (14),
Slc30a2 (15) and Slc39a10 (14,16), and the iron transporter
Slc40a1 (17) are target genes of MTF-1 in mouse. Also, the
zinc transporter gene ZnT35C (18), the ferritin genes (18),
and the copper transporter gene Ctr1B (19) have been re-
ported to be activated in an MTF-1-dependent manner in
Drosophila. Second, in defense against redox stress, MTF-
1 activates the expression of selenoprotein 1 (Sepw1) which
encodes an antioxidant protein (14) but represses the tran-
scription activities of the redox sensing selenoprotein H
(SELH) gene and the thioredoxin reductase 2 (Txnrd2) gene
(21). Third, in response to hypoxic stress, placenta growth
factor (PlGF) is highly induced via MTF-1 and its cofac-
tors in human and mouse (22,23). Fourth, MTF-1 is in-
volved in the transcriptional regulation of certain genes,
such as tear lipocalin (LCN1) (24) and complement factor
B (CFB) (25), without an obvious connection to a stress
response (14,24,25). Firth, MTF-1 also plays essential bi-
ological functions in embryonic development and cell dif-
ferentiation (26–28). Mouse embryos lacking MTF-1 show
embryonic lethality probably due to the dysregulation of � -
glutamylcysteine synthetase (γ -GCS), an essential MTF-1
target gene in glutathione biosynthesis (27). A recent study
demonstrated that MTF-1 regulates myoblast differentia-
tion via direct interaction with the myogenic gene promoter
(28). These studies suggest that MTF-1 is an important
factor involved in the regulation of a diverse set of genes,
thereby protecting cells from various stressors. Therefore,
to exert its functions precisely, MTF-1 may rely on other
proteins to dictate its distinct functions.

Nevertheless, depletion or overexpression of MTF-1 sig-
nificantly affects the expression of metal-responsive genes
under both normal and metal-stressed conditions, indi-
cating that both the basal and metal-induced transcrip-
tion of metal-responsive genes are controlled by MTF-
1 (19,29). However, the DNA binding patterns of MTF-
1 in unstressed and copper treated cells are similar to
each other (5,30,31). These findings suggest that the pro-
cess of genome-reading and transcription activation is
more complicated than currently appreciated, and in-
dicate the requirement of additional regulatory factors
that assist MTF-1 and the general transcriptional ma-
chinery to distinguish between normal and metal-stressed
conditions.

Using RNAi screening and rescue strategies, we identified
that the Drosophila gawky is required for the transcription
activation of the MT genes in response to metal stress, but
is bypassed under normal conditions. Gawky is a Gly/Trp-
rich protein that is usually thought to act as a molecular
scaffold bringing together various RNA decay enzymes and
trigging RNA degradation in P-bodies (32–36). Here, we
provided evidence that gawky translocates into the nucleus
and binds to the MT promoters during metal stress. With
further experiments, we found that metal-activated MTF-
1 is imported into the nucleus and recruited to the pro-
moter regions of the MT genes in a gawky-dependent man-
ner. Lastly, we demonstrated that gawky is important for
metal discrimination by influencing the DNA binding bias
of MTF-1 and the transcription preference of metal-specific
genes, suggesting a combinatorial control of metal discrim-
ination by MTF-1 binding sequences and gawky protein.

MATERIALS AND METHODS

Drosophila cell culture and initial assays of metal treatment

We used Drosophila Schneider 2 (S2) cells, one of the
most commonly used cell lines derived from Drosophila
melanogaster embryos, as a representative model for the eu-
karyotic system based on their ease of use, less functional
redundancy, and availability of comprehensive genome-
wide information. In this study, S2 cells were cultured at
25◦C with Schneider’s Drosophila medium (Sigma, S9895)
plus 10% fetal bovine serum (HyClone, SH30910.03)
and 1% penicillin streptomycin (Thermo Fisher Scientific,
15140122).

Heavy metals, such as copper, serve as essential micronu-
trients for cells at an appropriate concentration, while other
metals, such as cadmium, are toxic even at a low concen-
tration (for review, see (2,6)). Therefore, we chose copper
sulfate (CuSO4) and cadmium chloride (CdCl2) as inducers
of heavy metal stresses in this study. To determine the ap-
propriate working concentration and time point for metal
treatment in our initial experiments, a total of 1.5 × 106 S2
cells in each well of the 12-well plates were maintained for
2 days and treated with different concentrations of CuSO4
or CdCl2 for various time points between 0 and 24 h before
collection. RNA was purified using TRIzol (Thermo Fisher
Scientific, 15596018) according to the manufacturer’s in-
structions. The expression of endogenous MtnA mRNA
was used as a readout to examine the induction level of
each condition. To test the effect of each condition on cell
growth, the number of cells was subsequently counted using
Bright-Line™ Hemacytometer (Sigma, Z359629).

Double-strand RNAs and RNAi

The information of double-strand RNAs (dsRNAs)
used in this study can be found in Drosophila RNAi
Screening Center (DRSC; https://www.flyrnai.org/cgi-bin/
DRSC gene lookup.pl) except gawky dsRNA #4 and #5
that were designed in our lab (Supplementary Table S1;
Supplementary Screening Data). The DRSC ID, if any,
of each dsRNA is provided in Supplementary Table S1
and Supplementary Screening Data. For dsRNA prepa-
ration, dsRNAs were generated by in vitro transcription
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(MEGAscript kit, Thermo Fisher Scientific, AM1334) of
PCR templates containing the T7 promoter sequence on
both ends.

For RNAi experiments in S2 cells, a total of 1.5 × 106 S2
cells in each well of the 12-well plates were bathed with 8 �g
of the indicated dsRNA for 3 days. To induce metal stress, a
final concentration of 500 �M CuSO4 or 50 �M CdCl2 was
added for the final 12 h before collection.

Plasmids and stable cell line construction

Plasmid constructs were generated by inserting the in-
dicated sequences into a pMK33/pMtHy-based vector
(https://www.addgene.org/69911/) as previously described
(35,37–40). Cloning details for all plasmids are provided in
Supplementary Plasmid Information. To generate a stable
cell line, 1 �g of the indicated expression plasmid was intro-
duced into a total of 0.5 × 106 S2 cells in each well of the 12-
well plates using Effectene transfection reagent (QIAGEN,
301425) according to the manufacturer’s instructions. The
transfected S2 cells were then maintained by selection with
150 �g/ml hygromycin B for 3 weeks.

Rescue assay

For gawky rescue experiments, a total of 1.5 × 106 S2 cells
in each well of the 12-well plates were first bathed with 8
�g of gawky dsRNA (4 �g of #4 + 4 �g of #5) targeting 5′
and 3′ UTR of the endogenous gawky transcript on day 1.
The gawky rescue plasmid (0.1, 0.5 or 1 �g) (Supplementary
Plasmid Information) that is insensitive to dsRNA treat-
ment was then introduced on day 2. To increase the propor-
tion of the cells which got transfected, we took advantage of
the hygromycin resistance cassette and maintained gawky-
rescued cells with 150 �g/ml hygromycin B in the media for
another 2 days. To induce copper stress, a final concentra-
tion of 500 �M CuSO4 was added for the final 12 h before
harvest. RNA was purified using TRIzol according to the
manufacturer’s instructions. The expression of MT mRNA
in unstressed or copper treated cells was measured by real-
time RT-PCR.

Nuclear run-on assay

Nuclear run-on was performed as previously described,
with minor modifications (41). A total of 2 × 107 S2 cells in
T75 flasks were treated with 40 �g of the indicated dsRNA
for 3 days. To induce copper stress, a final concentration of
500 �M CuSO4 was added for the final 12 h. After harvest,
cells were washed twice with 5 ml of 1 × PBS (phosphate
buffer saline pH 7.4: 137 mM NaCl, 2.7 mM KCl, 10 mM
Na2HPO4 and 1.8 mM KH2PO4), resuspended in 10 ml of
ice-cold Solution I (150 mM KCl, 4 mM MgOAc, 10 mM
Tris–HCl pH 7.4, and 80 units/ml RNase inhibitor [Bey-
otime, R0102]), and incubated on ice for 10 min. The pel-
lets were collected by centrifugation at 1000g for 3 min at
4◦C, washed with 3 ml of ice-cold Solution I, resuspended
with slow pipetting in 1 ml of ice-cold Solution II (Solu-
tion I + 0.5% NP40 (v/v)), and incubated on ice for 10
min. Samples were added to the top of 4 ml of 0.6 M su-
crose in the presence of 80 units/ml RNase Inhibitor, sep-
arated by centrifugation at 2000g for 10 min at 4◦C, and

washed with 2 ml of ice-cold Solution I. The final pellets
(nuclei) were resuspended in 100 �l of fresh prepared nu-
clear run-on buffer (50 mM Tris–HCl pH 7.5, 5 mM MgCl2,
150 mM KCl, 0.1% sarkosyl (w/v), 10 mM DTT and 80
units/ml RNase Inhibitor), and 4 �l of NTP (2.5 mM ATP,
GTP, CTP and BrUTP) was added. The nuclear run-on
mixture was incubated at 28◦C for 5 min. Nuclear RNA
was isolated by TRIzol and resuspended into 500 �l of fresh
prepared RNA immunoprecipitation buffer (20 mM Tris–
HCl pH 7.5, 200 mM NaCl, 2.5 mM MgCl2, 0.5% NP-40
(v/v), 10% glycerol (v/v) and 80 units/ml RNase Inhibitor).
BrUTP-labeled and unlabeled RNA was separated using
anti-BrdU (Abcam, ab1893) and Dynabeads® Protein G
(Thermo Fisher Scientific, 10003D) according to the manu-
facturer’s instructions. The purified nascent RNA was con-
verted to complementary DNA for real-time PCR.

Nuclear and cytoplasmic fractionation

Cellular fractionation of S2 cells was performed as de-
scribed in our previous works (35,37,38). In brief, after
RNAi and/or metal treatment, cells were washed twice with
1 ml of 1× PBS and resuspended with slow pipetting in 1 ml
of ice-cold lysis buffer A (10 mM Tris–HCl pH 8, 140 mM
NaCl, 1.5 mM MgCl2, 0.5% IGEPAL CA-630 (v/v) and 1
mM dithiothreitol). Samples were separated by centrifuga-
tion at 1000g for 3 min at 4◦C. The supernatant was saved
as the cytoplasmic fraction, and the pellets (nuclei) were re-
suspended in 1.1 ml of ice-cold lysis buffer B (1 ml of lysis
buffer A + 100 �l of detergent [3.3% (w/v) sodium deoxy-
cholate, 6.6% (v/v) Tween 40]) with slow vortexing for 10
s. After 10 min incubation on ice, the pellets were collected
by centrifugation at 1000g for 3 min and washed with 1 ml
of lysis buffer A. The final pellets were saved as the nuclear
fraction. Efficient fractionation of nuclear and cytoplasmic
proteins was verified by testing the protein levels of HDAC1
and �-Tubulin by western blotting experiments.

Fluorescence in situ hybridization (FISH)

For FISH probe preparation, RNA probe was generated
by in vitro transcription (MEGAscript kit, Thermo Fisher
Scientific, AM1334) of PCR templates containing the T7
promoter sequence, labeled with Alexa Fluor 488 dye us-
ing ULYSIS Nucleic Acid Labeling Kit (Thermo Fisher Sci-
entific, U21650), and denatured at 65◦C for 5 min. The se-
quences of RNA probes are provided in Supplementary Ta-
ble S1.

After RNAi and/or copper treatment, cells were resus-
pended, and 0.5 × 105 cells were seeded onto the coverslip
in a well of the 12-well plates for 1 h before FISH assays.
Considering that S2 cells are roughly spherical, and adheres
weakly to cell culture substrate, coverslips for microscopy
were coated with concanavalin A (Con A; Solarbio, C8110)
to promote attachment and spreading before use (42).

FISH assay was performed as described in our previous
work (41). In brief, cells on ConA-coated coverslips were
treated with 4% paraformaldehyde for 10 min at room tem-
perature, denatured for 10 min at 80◦C, and incubated with
the denatured RNA probes in the presence of 30 ng/�l hu-
man Cot-1 DNA (Thermo Fisher Scientific, 15279011) at

https://www.addgene.org/69911/
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42◦C for 16 h. Coverslips (cell side up) were washed with
2× SSC (saline sodium citrate pH 7.0: 300 mM NaCl and
30 mM sodium citrate) twice at 45◦C and then subjected to
fluorescence signal detection using a confocal laser scanning
microscopy (Leica TCS, SP8). The intensity of the fluores-
cence signal was analyzed using Image J software.

Immunofluorescence staining

To visualize the subcellular localization of gawky protein
under normal or metal-stressed conditions, regular S2 cells
or FLAG-tagged gawky stable cells were treated with 500
�M CuSO4 or 50 �M CdCl2 for 12 h. To visualize the
subcellular localization of MTF-1 protein upon gawky de-
pletion, regular S2 cells were treated with gawky dsRNA
for 3 days, and 500 �M CuSO4 or 50 �M CdCl2 was
added for the final 12 h. These cells were then resuspended,
and 0.5 × 105 of them were seeded onto the ConA-coated
coverslip in a well of the 12-well plates for 1 h before
immunofluorescence staining assays. Immunofluorescence
staining was performed as previously described (35). Cover-
slips (cell side up) were incubated with an antibody against
gawky (anti1)*, MTF-1**, or FLAG-tagged protein (Be-
yotime, AF519) for 12 h at 4◦C followed by incubating
with a fluorescence secondary antibody (Abcam, ab150116
or ab150077) at room temperature for 2 h. Fluorescence
signals were captured with a confocal laser scanning mi-
croscopy (Leica TCS, SP8). Line profiles were analyzed us-
ing Image-Pro Plus 6.0 software, and the intensity of the
nuclear fluorescence signal was analyzed using Image J soft-
ware according to refs (43,44). * Anti-gawky (anti1) was pu-
rified from rabbit antisera, raised against amino acids 969–
982 of gawky conjugated to KLH. ** Anti-MTF-1 was pu-
rified from rabbit antisera, raised against amino acids 136–
152 of MTF-1 conjugated to KLH.

Chromatin immunoprecipitation (ChIP)

ChIP was performed using ChIP Assay Kit (Beyotime,
P2078) according to the manufacturer’s instructions. After
RNAi and/or metal treatment, cells were washed with ice-
cold 1 × PBS containing 1 mM PMSF (phenylmethane-
sulfonyl fluoride), fixed with 1% formaldehyde, and soni-
cated in SDS lysis buffer (1% SDS (w/v), 10 mM EDTA,
50 mM Tris-HCl pH 8.1, and 1 mM PMSF) to obtain chro-
matin solution containing 200–500 bp DNA fragments. The
chromatin solution was precleared and immunoprecipitated
with an antibody against gawky (anti1), MTF1, or FLAG-
tagged protein (Beyotime, AF519) for 8 h at 4◦C. To rule
out the potential non-specific effects, a non-specific IgG
(Beyotime, A7028) was also included as a negative control.
Eluted DNA was then subjected to real-time PCR to ex-
amine the enriched genomic DNA regions. The binding of
gawky or MTF-1 was defined as levels enriched over the in-
put DNA (% input).

Reverse transcription and real-time PCR

For reverse transcription of RNA extracts, complementary
DNA was synthesized using PrimeScript RT Master Mix
kit (Takara, RR036A). Real-time PCR was then performed

using FastSYBR Mixture (CWBIO, CW0955M) according
to the manufacturer’s instructions.

Ct values from all total RNA samples were normalized
to rp49 mRNA expression. Ct values from all nascent RNA
samples were normalized to Act42A mRNA expression. Ct
values from all ChIP samples were normalized to input as
described in the above section (% input). All real-time PCR
primer sequences are provided in Supplementary Tables S2
and S3. The MIQE (Minimum Information for Publication
of Quantitative Real-Time PCR Experiments) (45) checklist
is provided in Supplementary Table S4.

Co-immunoprecipitation (co-IP)

In this study, whole-cell extracts, nuclear and cytoplasmic
fractions were used in co-IP assays. Whole-cell extracts
were prepared using RIPA buffer (50mM Tris–HCl pH 7.4,
150mM NaCl, 0.1% SDS (w/v), 1% sodium deoxycholate
(w/v) and 1% Triton X-100 (v/v)). To remove DNA, whole-
cell extracts were digested with 20 units/ml DNase I (QIA-
GEN, 79254) for 30 min at room temperate before co-IP as-
says (46). Nuclear and cytoplasmic fraction were prepared
as described in the nuclear and cytoplasmic fractionation
section. Samples were then precleared and immunoprecip-
itated with Protein A+G Agarose beads (Beyotime, P2055-
50) bound to an antibody against gawky (anti1), MTF1,
FLAG (Beyotime, AF519) or HA (Beyotime, AF0039) in
the presence of 1× Protease Inhibitor Cocktail (Beyotime,
P1045) for 8 h at 4◦C. IP samples were washed six times with
RIPA buffer and subjected to western blotting analyses to
examine the associated proteins.

Western blotting

Protein extracts from nuclear fractions, cytoplasmic frac-
tions, whole cells or IP samples were subjected to west-
ern blotting analyses. The same amount of protein from
each sample was separated on NuPAGE 4–12% Bis–Tris gel
(Thermo Fisher Scientific, NP0329BOX). The gel was then
transferred to polyvinylidene fluoride membranes (Bio-
Rad, 1620177). Membranes were processed following the
ECL western blotting protocol (Thermo Fisher Scientific,
EI9051), as described previously (37,47). These antibod-
ies were used: anti-HDAC1 (Abcam, ab1767, 1:1000 di-
lution), anti-�-Tubulin (Sigma, T6074, 1:10 000 dilution),
anti-Lam (Beyotime, AF5222, 1:300 dilution), anti-FLAG
(Beyotime, AF519, 1:1000 dilution), anti-HA (Beyotime,
AF0039, 1:1000 dilution), anti-gawky (anti1, 1:250 dilu-
tion; anti2*, 1:250 dilution), and anti-MTF-1 (1: 500 dilu-
tion). Blots were viewed with a Bio-Rad ChemiDoc Imag-
ing System and quantified using ImageJ software. * Anti-
gawky2 (anti2) was purified from rabbit antisera, raised
against amino acids 928–941 of gawky conjugated to KLH.
Considering that the specificity of anti1 is better than anti2,
anti2 was only used to confirm the knockdown efficiency of
gawky dsRNAs.

Statistical analyses

The values reported in each graph represent averages of at
least three independent experiments. ‘n’ describes the num-
ber of biological replicates in each figure legend. Statistical
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significance for comparisons of means was assessed by Stu-
dent’s t-test. Statistical details and error bars (± SEM) are
defined in each figure legend: P < 0.01 (**) and P <0.05 (*).

RESULTS

Initial assay conditions and RNAi screening

In order to determine the appropriate working concen-
tration and time point for copper treatment in our ex-
periments, Drosophila S2 cells were treated with different
concentrations of copper sulfate over time (0–24 h), and
the metal-induced expression range of endogenous MtnA
mRNA was then measured by real-time RT-PCR. Con-
sistent with previous results (5,48,49), MtnA mRNA ex-
pression drastically increased upon copper treatment, and
reached a peak level at 500 �M copper sulfate (Figure 1A).
Furthermore, the copper-induced MtnA mRNA accumu-
lated with time and reached a plateau at 12 h of induction
(Figure 1A). Finally, the growth rate of S2 cells grown in
the presence of 500 �M copper sulfate was similar to the
growth rate under normal conditions (Figure 1B). Based on
the maximal induction level of MtnA in our system, 500 �M
copper sulfate and 12 h time point were chosen for subse-
quent experiments, except where indicated.

To identify factor(s) that control heavy metal-induced
transcription program, we took advantage of a focused
RNAi screening strategy to individually knock down 127
genes with known effects on transcription in S2 cells for
3 days. S2 cells were unstressed or treated with 500 �M
copper sulfate for the final 12 h, and the levels of MtnA
and MtnD mRNAs were then assessed by real-time RT-
PCR (Figure 1C and D). We found that many regulators
of metal-responsive genes, such as the TATA-binding pro-
tein (TBP), the TBP-associated factors (TAFs), MTF-1,
the Integrator complex, and the MED complex, are re-
quired for MtnA and MtnD expression under both normal
and metal-stressed conditions (Figure 1C and D; Supple-
mentary Screening Data). Especially, MTF-1 was among
the most potent positive regulators identified regardless of
whether cells were stressed with copper or not, which is in
line with previous studies (19,29). The results indicate that
these factors are involved in not only the transcription ac-
tivation of metal-responsive genes in defense against metal
stress, but also their basal transcription under unstressed
conditions.

Instead, gawky was found to be the only candidate of
the 127 genes screened in this study that solely controls
the transcription activation of MtnA and MtnD upon cop-
per treatment (Figure 1C and D; Supplementary Screen-
ing Data). Depletion of gawky resulted in a large decrease
in the copper-induced expression of MtnA and MtnD, but
had almost no effect on their basal transcription. Gawky is
an essential component of P-body (also known as cytoplas-
mic processing body) and miRNA repressor complex (mi-
RISC) as it facilitates P-body formation and acts as a scaf-
fold bringing together mi-RISC and various RNA decay
factors, as well reviewed in refs (36,50). Interestingly, knock-
down of other P-body subunits or miRNA pathway compo-
nents had a very limited effect on MtnA and MtnD mRNA
levels, suggesting that the phenotype probably was not a re-
sult of an indirect effect due to loss of post-transcriptional

control of another regulator, and thus gawky may function
in MT activation in a P-body or miRNA pathway indepen-
dent manner (Supplementary Figure S1A and B; Supple-
mentary Screening Data).

To further determine whether gawky exerts similar roles
in MtnA and MtnD activation at different concentrations
of copper, we applied real-time RT-PCR to assess the levels
of MtnA and MtnD mRNA in gawky-depleted cells treated
with increasing concentrations of copper sulfate. Unexpect-
edly, compared to the control (�-gal) dsRNA treated cells,
knockdown of gawky did not result in a significant reduc-
tion in MtnA and MtnD expression at a low concentration
of copper (e.g. 1 �M) (Figure 1E and F). Unlike what was
observed with MtnA (Figure 1E), depletion of gawky only
reduced MtnD expression at higher concentrations of cop-
per above 50 �M (Figure 1F). This suggests that MtnA ex-
pression is more sensitive to gawky depletion in the pres-
ence of copper. As another metal stress inducer, cadmium
is more toxic than copper (Supplementary Figure S1C and
D). Upon examining the effect of gawky depletion on MtnA
and MtnD expression in the presence of increasing concen-
trations of cadmium chloride, we similarly found that loss of
gawky had little effect on MtnA and MtnD expression at a
low concentration of cadmium (e.g. 10 nM; Supplementary
Figure S1E and F). In contrast to copper treatment, MtnD
expression was found to be more sensitive to gawky deple-
tion in response to cadmium stress (Supplementary Figure
S1F). Taken together, we identified gawky as a potent ac-
tivator of MtnA and MtnD during heavy metal stress and
found that the effect of gawky on MtnA and MtnD activa-
tion depends on the concentrations of heavy metals in the
environment.

Loss of gawky impairs the transcription activities of the MT
genes during metal stress

Considering that there are five endogenous MT genes
(MtnA, MtnB, MtnC, MtnD and MtnE) that can be ro-
bustly activated by heavy metals in the Drosophila system
(Supplementary Figure S2A and B) (7,8), we next examined
whether gawky exerts a general or limited role in regulat-
ing MT transcription by RNAi, nuclear run-on, and res-
cue experiments (Figure 2A). To rule out the potential off-
target effects of RNAi technique such as increasing cellular
ATP levels (51), we employed five independent gawky dsR-
NAs to silence gawky in S2 cells (Figure 2B–D; Supplemen-
tary Figure S2C). To induce copper stress, a final concentra-
tion of 500 �M copper sulfate was added to the media for
the final 12 h. The levels of five endogenous MT mRNAs
were then examined by real-time RT-PCR and FISH as-
says. Indeed, we found that depletion of gawky significantly
down-regulated the metal-induced transcription of all the
MT genes, but had almost no effect on the basal transcrip-
tion under unstressed conditions (Figure 2E-G).

To further verify whether the phenotype resulted from a
change in the transcription activities of the MT genes, we
extracted nuclei from unstressed or copper treated gawky-
depleted cells and performed nuclear run-on experiments
with BrUTP so that newly-synthesized transcripts could
be purified by anti-BrUTP-bound magnetic beads. As ex-
pected, we confirmed that the transcription levels of five
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Figure 1. Initial assay conditions and RNAi screening. (A) The induction levels of endogenous MtnA under different copper-stressed conditions. S2 cells
were treated with different concentrations of CuSO4 (10 �M, 50 �M, 500 �M or 1 mM) for the indicated amounts of time (0, 2, 4, 8, 12, 18 or 24 h), and the
expression range of MtnA mRNA was then measured by real-time RT-PCR following RNA isolation. Data were normalized to the unstressed sample and
are shown as mean ± SEM. n = 3. (B) The effect of different concentrations of copper on cell growth. S2 cells were treated with different concentrations of
CuSO4 (10 �M, 50 �M, 500 �M or 1 mM) for the indicated amounts of time (0, 2, 4, 8, 12, 18 or 24 h), the number of copper treated cells was counted at
different time points. The growth rate of unstressed cells was also measured as a control. Data are shown as mean ± SEM. n = 3. (C, D) RNAi screening
results of 127 genes. After RNAi treatment, the basal (no treatment, NT) or copper-induced (Cu2+) expression of MtnA (C) and MtnD (D) was measured
by real-time RT-PCR following RNA isolation. To induce copper stress, S2 cells were treated with 500 �M CuSO4 for the final 12 h before collection. Loss
of candidates such as MTF-1 (marked in green) resulted in a large reduction in MtnA and MtnD expression regardless of whether cells were stressed with
copper or not. Instead, gawky (marked in red) was found to function solely under copper-stressed conditions (for details, see Supplementary Screening
Data). Data were normalized to the �-gal dsRNA sample and are shown as Log2 fold change. n = 3. (E, F) The effect of gawky on MtnA and MtnD
activation at different concentrations of copper. After RNAi treatment, S2 cells were treated with increasing concentrations of CuSO4 (1 �M, 10 �M, 50
�M, 500 �M, or 1 mM) for the final 12 h before collection. The copper-induced expression of MtnA (E) and MtnD (F) was measured by real-time RT-PCR
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MT genes were significantly decreased in the absence of
gawky upon copper treatment, but did not change under
unstressed conditions (Figure 2H).

Also, we generated an Act5C promoter-driven gawky ex-
pression plasmid that contains the coding sequence and is
insensitive to the dsRNAs targeting 5′ or 3′ UTR of the
endogenous gawky transcript (Supplementary Plasmid In-
formation). Given the fact that RNAi works on the entire
culture, while the efficiency of plasmid transfection is rela-

tively low in Drosophila cell culture, we took advantage of
the hygromycin resistance cassette and maintained gawky-
rescued cells for 2 days by selection with 150 �g/ml hy-
gromycin B to increase the proportion of the cells which
got transfected in rescue experiments (Figure 2I; Supple-
mentary Figure S2D–F). As observed, the copper-induced
expression of MtnA was rescued in a dose-dependent man-
ner (Supplementary Figure S2D–F), suggesting a concen-
tration effect of gawky. Intriguingly, when gawky-depleted
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cells were transfected with 1 �g of rescue plasmid, the levels
of the other four copper-induced MT mRNAs were even re-
stored to levels higher than the control, indicating perhaps
a larger effect in the fraction which got transfected (Figure
2I).

Collectively, these results strongly demonstrate that
gawky is necessary for full levels of MT activation during
heavy metal stress, but not under normal conditions. There-
fore, we concluded that gawky serves as a ‘checkpoint’ for
metal stress and metal-induced transcription.

Gawky translocates to the nucleus in response to metal stress

Considering that the transcription cycle of eukaryotic genes
is a highly regulated process that occurs in the nucleus, we
therefore hypothesized that gawky may regulate the tran-
scription activation of the MT genes in the nucleus dur-
ing metal stress. To compare the subcellular localization of
gawky protein under unstressed and metal-stressed condi-
tions, nuclear and cytoplasmic proteins were isolated from
unstressed or metal treated S2 cells and measured by west-
ern blotting. Under all conditions, the majority of gawky
protein was found in the cytoplasm. However, during metal
stress, there was a 6-fold increase in gawky protein level
in the nucleus. This phenotype was not due to an overall
change in total gawky expression (Figure 3A and B), and
was further confirmed by immunofluorescence and confo-
cal microscopy analyses at the single-cell level (Figure 3C–
E). Next, we repeated these experiments using a S2 cell
line stably expressing FLAG-tagged gawky (Supplementary
Figure S3A). Similarly, FLAG-tagged gawky was found to
significantly accumulate in the nucleus during metal stress
(Supplementary Figure S3B–I). These data thus indicate
that heavy metal stress leads to changes in the nucleocyto-
plasmic distribution of gawky protein.

In fact, upon the prediction of the metal ion-binding
residues of gawky protein using Metal Ion-Binding Site Pre-
diction and Docking Server (Supplementary Figure S4A),
a comprehensive and user friendly web prediction server for
evaluation of metal ion-binding sites (52), we characterized
four potential docking positions for copper ion and two po-
tential docking positions for cadmium ion. The predicted
copper- or cadmium-bound 3D structures of gawky are also
provided accordingly (Supplementary Figure S4B and C).
The prediction suggests that metal ion might be the direct
trigger for nuclear translocation of gawky protein.

Gawky is recruited to the MT promoters in a metal-dependent
manner

Upon examining the transcription levels of the MT genes,
we demonstrated that gawky solely controls MT activa-
tion under metal-stressed conditions, but is bypassed un-
der normal conditions. To further explore the underlying
basis for this distinct regulation of MT activation, we ex-
amined whether gawky interacts with the MT loci under
normal or metal-stressed conditions by ChIP assays (Fig-
ure 3F). The ChIP assays were performed on biological
replicates using anti-gawky (anti1). To rule out the pos-
sibility that highly active promoter DNA might be artifi-
cially precipitated in ChIP assays (53–56), a non-specific

antibody was also included as a negative control. Copper
or cadmium was added for the final 12 h, and sites within
the promoter and transcription regions of the MT genes
or the house-keeping Act5C gene were examined by real-
time PCR subsequently with a series of primer sets. Gawky
binding was defined as levels enriched over the input DNA.
As observed, gawky was generally present at the promoter
regions (0–400 bp) upstream of the transcriptional start
site of all the MT genes, but not at the Act5C locus, in
both normal and metal treated cells (Figure 3F). Intrigu-
ingly, the interaction between gawky and the MT promoters
was drastically elevated in defense against metal stress (Fig-
ure 3F). A similar phenotype was observed in the FLAG-
tagged gawky stable cell line (Supplementary Figure S5).
Taken together, these findings provide evidence that the
transcription activation of the MT genes in response to
heavy metal stress couples with increased nuclear pool of
gawky and stronger interaction between gawky and the MT
promoters.

Gawky requirement for transcription activation depends on
the promoter

Based on these proof-of-concept experiments in hand, we
hypothesized that the regulatory effect of gawky on tran-
scription activation may depend on the promoter context.
To test this model, a series of FLAG-tagged firefly luciferase
expression plasmids under control of the MT promoters
or the Act5C promoter were generated and used for sta-
ble cell line construction (Figure 4A). As expected, the lev-
els of firefly luciferase mRNA (Supplementary Figure S6A)
and protein (Supplementary Figure S6B) were robustly in-
creased during copper stress only under control of the MT
promoters. We noticed that the level of activation in these
stable cells was relatively reduced compared with the en-
dogenous MT loci. This is likely due to the overexpression
of MT promoter-driven mRNAs through basal transcrip-
tion in these stable cells. Next, we treated the stable cell lines
with two independent dsRNAs to reduce gawky expression
for 3 days, and copper was added to induce metal stress for
the final 12 h. Real-time RT-PCR was used to measure the
levels of firefly luciferase mRNAs. In comparison to �-gal
dsRNA treated cells, the mRNA levels of MT promoter-
driven firefly luciferase were significantly down-regulated in
gawky dsRNA treated cells during copper stress, but not un-
der unstressed conditions (Figure 4B), which is consistent
with the data generated from the endogenous loci (Figure
2). Western blotting experiments further confirmed that the
copper-induced expression of MT promoter-driven firefly
luciferase dropped to ∼10–50% at the protein level (Fig-
ure 4C and D), when gawky was depleted from these sta-
ble cells. In contrast, no detectable changes were found un-
der unstressed conditions (Figure 4C; Supplementary Fig-
ure S6C and D). Furthermore, the expression of Act5C
promoter-driven firefly luciferase was largely unaffected by
gawky depletion in either unstressed or copper-stressed cells
(Figure 4B–D; Supplementary Figure S6C and D). Collec-
tively, these findings demonstrate that the fate of undergo-
ing gawky-mediated transcriptional regulation is encrypted
in the promoter context.
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followed by the addition of 500 �M copper for the final 12 h to induce metal stress. (B) The expression of firefly luciferase mRNA was subjected to real-time
RT-PCR analyses following RNA isolation. Data were normalized to the �-gal dsRNA sample and are shown as mean ± SEM. n = 3. ∗∗P < 0.01; ∗P <

0.05. (C) Firefly luciferase protein was subjected to western blotting analyses using equal amounts of protein extracts from whole cells. �-Tubulin served as
a loading control. Representative blots are shown. n = 3. (D) The protein level of the copper-induced firefly luciferase in (C) was quantified using ImageJ
from three independent western blotting experiments. To provide better representation of the levels of non-induced proteins, we increased the amount of
protein used for western blotting analyses (see Supplementary Figure S6C and D). Data were normalized to the �-gal dsRNA sample and shown as mean
± SEM. ∗∗P < 0.01; ∗P < 0.05. n = 3. (E) Schematic representation of dati expression plasmids that can generate linear RNAs (exon 1, exon 2, and exon
3 are joined in a linear order) and circular RNAs (the end of exon 2 is joined to the beginning of exon 2). The MT promoters or the dati promoter was
inserted upstream of the transcriptional start site. (F, G) After gawky RNAi, S2 cells were transfected with different dati expression plasmids for 2 days
followed by the addition of 500 �M copper for the final 12 h to induce metal stress. The level of nascent linear (F) or circular (G) dati RNA was measured
by real-time RT-PCR using RNA extracts from nuclear run-on experiments. Data were normalized to the �-gal dsRNA sample and are shown as mean ±
SEM. n = 3. ∗∗P < 0.01; ∗P < 0.05.
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Gawky-mediated transcription activation is in a canonical
splicing or backsplicing independent manner

It is well-known that thousands of mRNA precursors (pre-
mRNAs) can be alternatively spliced to generate mature lin-
ear RNAs via canonical splicing (splicing sites are joined in
a linear order) or circular RNAs via backsplicing (a splic-
ing donor is joined to an upstream splicing acceptor) (57–
61). To evaluate whether different splicing patterns affect
gawky-mediated control of transcription activation, we ap-
plied our previously described Drosophila dati expression
plasmid system that can generate a linear RNA as well as
a circular RNA (35,37). The MT promoters or the dati
promoter was inserted upstream to drive the expression of
plasmid-derived dati. (Figure 4E). These expression plas-
mids were transiently introduced into gawky-depleted cells,
and the transcription activities were examined by measur-
ing the levels of nascent linear and circular dati RNAs us-
ing nuclear run-on technique. Consistent with figure 4A–
D, for MT promoter-driven dati expression plasmids, both
linear and circular RNAs were significantly reduced upon
gawky depletion during copper stress, but not under un-
stressed conditions. No obvious changes in the levels of dati
promoter-driven RNAs were detected, which served as neg-
ative controls (Figure 4F and G). These results thus indicate
that gawky-mediated transcription activation is in a canon-
ical splicing or backsplicing independent manner.

Gawky recruits MTF-1 to the MT promoters to activate tran-
scription in response to metal stress

Since MTF-1 acts as the major transcription factor involved
in metal homeostasis (Supplementary Figure S7) (for re-
view, see (2–4)), we reasoned that the regulatory effect of
gawky on MT activation is related to MTF-1. To examine
whether gawky interacts with MTF-1 under unstressed or
metal-stressed conditions, co-IP was first performed using
whole-cell extracts with anti-gawky (anti1), anti-MTF-1, or
a negative IgG followed by western blotting analyses. Little
interaction between gawky and MTF-1 was detected in un-
stressed cells, while the interaction was strongly enhanced
during copper stress (Figure 5A). We next wanted to de-
termine if the interaction is DNA-dependent. To address
this, we repeated co-IP experiments using whole-cell ex-
tracts treated with DNase I. The metal-induced interaction
was still observed in the presence of DNase I, indicating that
gawky interacts with MTF-1 in a DNA-independent man-
ner (Figure 5B). In addition, we applied biochemical frac-
tionation to prepare nuclear and cytoplasmic extracts from
copper treated cells. Upon co-IP analyses, gawky was found
to interact with MTF-1 not only in the nucleus but also in
the cytoplasm (Figure 5C and D), complementing the re-
sult in figure 5B. These phenotypes were further confirmed
in FLAG-tagged gawky stable cells transfected with a HA-
tagged MTF1 expression plasmid (Supplementary Figure
S8). Taken together, the results presented here suggest that
the interaction between gawky and MTF-1 depends on the
presence of heavy metals in the environment, and gawky
may only have a regulatory effect on MTF-1 in response to
metal stress.

To further determine whether gawky is involved in MTF-
1 recruitment to the MT genes, S2 cells were treated with

two independent gawky dsRNAs or �-gal dsRNA followed
by copper treatment for the final 12 h. MTF-1 ChIP experi-
ments were performed with anti-MTF-1 or a negative IgG.
The interaction between MTF-1 and the MT genes was sub-
sequently assayed by real-time PCR with a series of primer
sets positioned at the promoter and transcription regions
of the MT genes. MTF-1 binding sites were defined as re-
gions enriched over the input DNA (Figure 5E). Notably,
we found that depletion of gawky resulted in the dissocia-
tion of MTF-1 from the MT promoters during copper stress
(Figure 5E), suggesting that gawky is required for MTF-
1 recruitment to the MT promoters. Next, we performed
gawky ChIP experiments to examine whether depletion of
MTF-1 affects gawky recruitment to the MT genes during
copper stress. In contrast, loss of MTF-1 had little effect on
the interaction between gawky and the MT promoters (Sup-
plementary Figure S9). Furthermore, we repeated these as-
says using FLAG-tagged MTF-1 stable cells (Supplemen-
tary Figure S10A and B) and FLAG-tagged gawky stable
cells (Supplementary Figure S10C), and similar results were
observed. Taken together, these data indicate that gawky is
required for MTF-1 recruitment to the MT promoters in
response to metal stress; however, gawky recruitment to the
MT promoters is in an MTF-1 independent manner.

Gawky controls nuclear import of MTF-1 in response to
metal stress

It has been well established that MTF-1 is a metal-sensing
and nucleocytoplasmic shuttling protein with significant
nuclear import in metal-stressed cells, as well reviewed in
refs (2–4). The result of MTF-1 localization analysis gen-
erated from S2 cells (Figure 3A) or FLAG-tagged MTF-1
stable cells (Supplementary Figure S11A and B) supported
the previous study in Drosophila system (5). On the other
hand, upon examining the interaction between gawky and
MTF-1 as shown in the above section, we surprisingly found
that gawky interacts with MTF-1 in both the nuclear and cy-
toplasmic fraction. Therefore, we hypothesized that gawky
may also exert its regulatory effect on the subcellular local-
ization of MTF-1. To test the hypothesis, the level of MTF-
1 protein in the nucleus and cytoplasm was then examined
by western blotting (Figure 6A and B; Supplementary Fig-
ure S11C and D) and immunofluorescence staining assays
(Figure 6C and D). As shown, loss of gawky resulted in a
large decrease in the nuclear pool of MTF-1 during metal
stress, but had almost no effect under unstressed conditions.
In contrast, knockdown of MTF-1 did not affect the nu-
cleocytoplasmic distribution of gawky (Supplementary Fig-
ure S12). The result suggests that nuclear translocation of
gawky is independent of MTF-1, thereby excluding the pos-
sibility that gawky is carried into the nucleus by a metal-
activated version of MTF-1.

Gawky modulates MTF-1-mediated metal discrimination

The alteration in the sequence-specific binding preference
of MTF-1 is determined by the specific metal encoun-
tered and can lead to a unique response. For example, cop-
per stress results in Cu MRE recognition by MTF-1 and
copper-preferred transcription activation, while cadmium
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Figure 5. Gawky is a partner of metal-activated MTF1 and is required for MTF1 recruitment to the MT promoters during metal stress. (A–D) Gawky
binds to MTF-1 during metal stress. (A) The interaction between gawky and MTF-1 under normal or copper-stressed conditions was assayed by co-IP
with an antibody against gawky (anti1), MTF-1, or a negative IgG using whole-cell extracts. (B) To examine whether the copper-induced interaction is in
a DNA dependent manner, co-IP was performed using whole-cell extracts in the presence of DNase I. (C, D) To examine whether gawky interacts with
MTF-1 in the nucleus or cytoplasm, co-IP was performed using nuclear or cytoplasmic extracts. All samples were subjected to western blotting analyses.
�-Tubulin or Lam served as a negative control. Representative blots are shown. n = 3. (E) To examine the effect of gawky on MTF1 recruitment to the
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shown below. Data are shown as mean ± SEM. n = 3.

stress leads to Cd MRE recognition and cadmium-preferred
transcription activation (5). To determine whether gawky
plays a role in MTF-1-mediated metal discrimination, we
generated an MRE plasmid system in which four direct re-
peats of the Cu or Cd MREs, arranged in tandem arrays,
were inserted upstream of the dati promoter (Figure 7A;
Supplementary Plasmid Information). The Cu or Cd MRE
plasmid was introduced into S2 cells for 2 days, and cop-

per or cadmium was added for the final 12 h. The plas-
mid containing only the dati promoter was also tested as a
negative control. ChIP-real-time PCR was assayed to mea-
sure the association between MTF-1 and the MRE or dati
promoter. Real-time RT-PCR was then performed to mea-
sure the transcription response of the MRE plasmid using
whole-cell RNA extracts. The data in figure 7 were pro-
cessed to better demonstrate the metal-specific response by
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plotting the data to a non-preferred condition that is set to 1
as previously described by Sims et al. (5). In agreement with
Sims et al.’s work, the metal-specific transcription of the Cu
or Cd MRE plasmid corresponded to the MTF-1 binding
preference (Figure 7B–D; Supplementary Figure S13A–C)
(5). However, when gawky was depleted from metal-stressed
cells, MTF-1 no longer showed the strong binding prefer-
ence for the Cu or Cd MRE promoter, and the strong tran-
scription preference of the Cu or Cd MRE plasmid was
eliminated (Figure 7B–D; Supplementary Figure S13A–C).

Upon the observation of the MRE plasmid system, we
reasoned that gawky may also influence the activation and
discrimination of endogenous metal-specific genes. To test
this, six endogenous candidates with metal-specific MTF-
1 binding preferences were selected from the previously
described annotation (5). ChIP analyses revealed that the
endogenous cadmium-specific genes (CG5964, 18w, and
CG6234) were preferentially bound to MTF-1 under cad-
mium treatment, whereas the endogenous copper-specific
genes (CG9220, beat-VB and sha) were preferentially bound
to MTF-1 under copper treatment (Figure 7E; Supplemen-
tary Figure S13D), which is consistent with the previous
study (5). Furthermore, the MTF-1binding preference was
substantially impaired by RNAi depletion of gawky (Fig-
ure 7E; Supplementary Figure S13D). Consequently, these
genes no longer generated the strong transcription prefer-
ence under specific metal treatment (Figure 7F; Supplemen-
tary Figure S13E).

Taken together, these results indicate that loss of gawky
eliminates the metal-specific transcription preference by im-
pairing MTF-1 binding preference. We therefore concluded
that gawky is required for MTF-1-mediated metal discrim-
ination.

DISCUSSION

Cells survive under metal-stressed conditions by coordinat-
ing the outputs of metal-responsive genes (1,5,30,31,39,62–
64). Therefore, the regulation of the basal and metal-
induced transcription of these genes must be different, sug-
gesting a pathway through which the general transcrip-
tional machinery discriminates metal stress from normal
conditions. In the present study, the data lend credence to
a novel mechanism whereby gawky quickly responses to
the heavy metal environment by moving into the nucleus
where it directs MTF-1 to MREs to stimulate transcrip-
tion of metal-induced genes. In contrast, under normal con-
ditions, gawky is bypassed from the basal transcription.
These results suggest that gawky is a ‘checkpoint’ for metal
stress and a ‘hallmark’ of metal-induced transcription (Fig-
ure 8A). Moreover, cells have specific responses in adap-
tion to different heavy metals. Our work shows that gawky
and metal-specific MREs combinatorially regulate metal
discrimination by influencing the MTF-1 binding bias of
metal-specific genes (Figure 8B).

Interaction partners of MTF-1 (Regulatory co-factors of
MTF-1)

MTF-1 is an important transcription factor of many stress-
induced genes, thereby protecting cells from diverse stres-

sors. Co-factors of MTF-1 may determine its distinct func-
tions. Concerning metal stress, considerable studies have
attempted to elucidate the mechanism of metal-responsive
transcriptional regulation by characterizing the interaction
partners of MTF-1 (30,65–70). The activities of these part-
ners must be balanced to keep the appropriate expression
of metal-responsive genes. For example, two basal tran-
scription regulators - Mediator (MED) and TFIID have
been reported to combinatorially control the transcrip-
tion activation of the MT genes via MTF-1 in Drosophila.
TFIID inhibits the transcription initiation of the MtnA
gene, while MED stimulates its transcription (30). The
coactivator/histone acetyltransferase p300 and the tran-
scription factor Sp1 have been found to bind to the acidic
activation domain of MTF-1 in human and mouse. Both
p300 and Sp1 contribute to the transcriptional regulation of
the MT genes by chromatin remodeling (67,68). Upstream
stimulatory factor 1 (USF1) activates the basal expression
of mouse metallothionein 1 in concert with MTF-1 via di-
rect interaction with the metallothionein 1 promoter (71).
In our study, we identified a new MTF-1 partner, gawky,
that binds to MTF-1 in a metal-dependent manner, possi-
bly through the induction of structural changes in MTF-1
(31). Considering that MTF-1 is required for both metal
inducible and constitutive transcription in various cellu-
lar contexts (Figure 1C and D; Supplementary Figure S7)
(5,19,30,31), identification of MTF-1′s interaction partners
will provide novel perspectives into MTF-1-mediated tran-
scriptional regulation.

MREs and metal-specific transcription

Recognition of specific DNA motifs by DNA binding fac-
tors is an important mechanism to control transcription ac-
tivation (72–75). A subset of DNA binding factors choose
different motifs depending on specific cellular contexts
(5,76). For example, the recruitment of MTF-1 shows a
preferential response to copper or cadmium through a sin-
gle nucleotide in the core MRE (5,30). The core MRE con-
taining a purine in the sixth nucleotide position is preferred
by MTF-1 during copper stress, whereas a pyrimidine is pre-
ferred during cadmium stress (5). Our work presented here
is unique in that it provides additional insights into the im-
portant role of gawky in regulating the MTF-1 binding bias
of metal-specific MREs (Figure 7; Supplementary Figure
S13), hence revealing a novel mechanism of DNA recogni-
tion in Drosophila.

The novel roles of gawky

Gawky is evolutionarily conserved from C. elegan to hu-
man (32,77–79). It has long been assumed that gawky, as a
RNA decay factor, is only involved in post-transcriptional
regulation, such as deadenylation, decapping, or degrada-
tion of RNAs, in the cytoplasmic fraction (32–35,80,81).
However, it is now becoming increasingly clear that gawky
may function in chromatin silencing, splicing, and tran-
scriptional regulation in the nucleus (79,82–84), indicating
that gawky is a nucleocytoplasmic shuttling protein (79,85).
Indeed, human homologs of gawky with nuclear export sig-
nal (NES) mutations are predominantly localized in the nu-
cleus (79). In line with human data, our results show that
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metal stress induces nuclear import of gawky (Figure 3A–
E; Supplementary Figure S3B–I). We also demonstrated
that gawky is important for MTF-1 nuclear import (Fig-
ure 6; Supplementary Figure S11C and D) and MTF-1
recruitment to promoters of metal-responsive genes (Fig-
ure 5E; Supplementary Figure S10B) in response to metal
stress, but MTF-1 does not affect gawky subcellular lo-
calization (Supplementary Figure S12) or its recruitment
(Supplementary Figure S9B and S10C). Therefore, it is not
likely that gawky is carried into the nucleus by a metal-
activated version of MTF-1. Furthermore, using a metal
ion-binding prediction server, gawky protein was predicted
to have a strong metal ion-binding potential (Supplemen-
tary Figure S4), suggesting that gawky may act as an intra-
cellular metal sensor and signal transducer in Drosophila.
It is thus more likely that the direct binding of metal ions
to gawky triggers its nuclear import. However, the question
whether gawky could directly sense intracellular metal will

be validated in the future through specialized techniques
for protein structure analyses, such as metal-affinity col-
umn chromatography. Besides, factors that affect the sub-
cellular localization of gawky under specific metal-stressed
conditions may provide additional levels of metal-specific
control. Further studies are still needed to clarify these
questions.

In conclusion, our findings indicate that metal stress in-
duces gawky-mediated transcriptional control that is pre-
cluded under normal conditions, and provide key insights
into how gawky, MTF-1, and MREs combinatorially con-
trol metal-responsive transcription as well as metal discrim-
ination, pointing towards a novel mechanism of gene ex-
pression regulation in metal homeostasis (Figure 8).

SUPPLEMENTARY DATA

Supplementary Data are available at NAR Online.

https://academic.oup.com/nar/article-lookup/doi/10.1093/nar/gkab474#supplementary-data
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