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Abstract
The limits of copper homeostatic regulation in humans are not known, making it difficult to define the milder effects of early copper
excess. Furthermore, a robust assay to facilitate the detection of early stages of copper excess is needed. To address these issues, we assessed
changes in relative mRNA abundance of methallothionein 2A (MT2A), prion (PrP), amyloid precursor-like protein 2 (APLP2), Cu/Zn
superoxide dismutase (SOD1) and its copper chaperone (CCS) in peripheral mononuclear cells (PMNCs) from healthy adults representing the
5% highest and lowest extremes in the distribution curve of serum ceruloplasmin (Cp) concentrations of 800 individuals. The intracellular Cu
content was also determined. PMNCs were isolated from individuals before and after exposure to a single daily dose of 10 mg Cu (as CuSO4)
for 2 months. Results showed that although there were fluctuations in serum Cp values of the samples assessed before copper exposure, no
significant differences were observed in cell copper content or in the relative abundance of MT2A, PrP and APLP2 transcripts in PMNCs.
Also, these values were not modified after copper supplementation. However, CCS and SOD1 mRNA levels were reduced in PMNCs after
copper supplementation in the individuals with the high Cp values, suggesting that they should be further explored as biomarkers of moderate
copper overload in humans.
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1. Introduction
Although copper is clearly an essential nutrient, this metal
can be toxic if allowed to accumulate in excess of cellular
needs. In man, mechanisms regulate uptake, efflux, storage
and utilization of Cu preventing adverse effects due to excess
within a rather wide range of (dietary) exposure. Cu handling
appears tightly regulated, but the upper and lower limits of its
homeostatic regulation are unclear. For this reason, identify⁎ Corresponding author. Macul 5540, Santiago 11- Chile. Tel.: +56 2
978 1440; fax: +56 2 2214030.
E-mail address: mgonzale@inta.cl (M. González).

ing biomarkers to detect early effects of nutrient deficiency
and excess has become a pressing challenge in modern
nutrition. In the case of copper excess, this is a difficult task
because the biochemical markers available are not sensitive
and cannot detect early effects or predict liver damage, one
of the most prominent effects of copper excess [1–4]. Until
now, numerous efforts have been done to define new
molecular markers by measuring activities in blood of
copper-related enzymes, but they have failed [4–11].
In a previous study, we measured serum Cp concentration
in 800 healthy adults. We decided to explore the capacity of
this protein to show differential responses to copper intake
among normal individuals. We hypothesized that healthy

individuals would respond to Cu in accordance with their
place in the serum Cp distribution curve, considering a
higher value as an index of long-term higher intake [5]. The
groups representing the highest and lowest 5% in the Cp
distribution curve proved to be significantly different [12]
and exhibited differential responses to a mild-moderate
increase of copper exposure [5].
In this study, we assessed the relative abundance of some
transcripts encoding proteins involved in copper metabolism,
by real-time PCR in peripheral mononuclear cells (PMNCs),
in a subgroup of individuals that participated in the original
study [5,12]. Metallothionein has been extensively described
as a gene whose transcript abundance displays a high
sensitivity to intracellular copper concentration [13]. Prion
protein has been shown to bear a copper binding domain
[14], modulating neuronal copper content [15], and some
reports link its protein and mRNA abundance to changes in
copper availability [16,17]. APLP2 is another protein
containing a copper-binding domain that, along with the
closely related APP, has been related to the regulation of
copper levels in neurons [18], effect that appears to be
dependent on APLP2 and APP expression [19]. On the other
hand, recent reports show that CCS [20–22] responds to
copper deficiency in rats and mice [23–26] and data from our
laboratory showed that CCS also responds in a consistent
way to copper excess (to be submitted) in healthy adult
humans receiving 8 mg Cu/day for 6 months.
2. Materials and methods
2.1. Design and study groups
We measured the levels of expression of MT2A, SOD1,
CCS, PrP, APLP2 and copper content in PMNCs obtained
from individuals who participated in the larger study
previously mentioned, which assessed the response to copper
exposure of several biochemical and urinary potential
indicators of copper status [5]. Details of the design and
sampling protocol were published elsewhere [5]; briefly,
individuals received a single daily dose of 10 mg of Cu, as
copper sulfate, [27] for 60 days. Blood samples to isolate
PMNCs for gene expression and cellular copper content
analyses were obtained prior to and immediately after copper
supplementation in 40 of the 82 healthy individuals who
participated in the larger study (20 Cp low and 20 Cp high).
These individuals (19–55 years old) represented the highest
and lowest Cp serum concentrations in the distribution
curve, maintaining a similar proportion of men and women
in both groups; participants remained healthy throughout the
study period. Serum copper was measured by atomic
absorption spectrometry (Perkin Elmer Model 2280, Norwalk, CT, USA) and Cp protein by nephelometry (Array
Protein System, Beckman Instruments, Inc., Brea, CA,
USA). Non-Cp copper was calculated assuming that
ceruloplasmin molecular weight is 132 kDa and that each
molecule binds six copper atoms [28]. Commercial kits were

used to measure the activity of the serum liver aminotransferases glutamic–oxaloacetic transaminase (GOT), glutamic–pyruvic transaminase (GPT) and γ-glutamyltransferase
(GGT) (Boehringer Mannheim, Mannheim, Germany).
2.2. Isolation of PMNCs
PMNCs were obtained on a Histopaque gradient following the protocol described by Muñoz et al. [29]. Briefly,
blood was diluted 1:1 with sterile phosphate buffered saline
(PBS, Gibco, Invitrogen Life Technology, Carlsbad, CA,
USA), layered onto Histopaque (Histopaque 1077, density:
1.119, Sigma Diagnostic, St. Louis, MO, USA) in a 4:3 ratio,
and centrifuged at 1800 rpm for 35 min at room temperature.
The mononuclear layer (buffy coat) was removed and
washed twice in PBS at 1200 rpm for 10 min each, following
the same wash protocol with RPMI 1640 medium (Gibco,
Invitrogen Life Technology). Cells were resuspended in 1 ml
of RPMI 1640 culture medium with gentamycin (Gibco,
Invitrogen Life Technology).
2.3. Cellular Cu content
For total metal content quantification, PMNCs were
processed as described in Ref. [30]. Briefly, cells were
disrupted in concentrated suprapure nitric acid (Merck,
Chemical Co., Darmstadt, Germany) in a vortex and diluted
with distilled deionized water. Samples were digested at
60°C overnight. Final nitric acid concentration was 5%. Cu
determination was made by means of a graphite furnace
atomic absorption spectrophotometer (Perkin Elmer,
SIMMA 6100, Shelton, CT, USA). Calibration was against
a Cu standard curve (J T Baker, Phyllisburg, NJ, USA) and
Cu content values were expressed per 106 cells.
2.4. RNA extraction and cDNA synthesis
Total RNA extraction from PMNCs was carried out using
RNAWIZ reagent (Ambion, Austin, TX, USA), following
manufacturer recommendations. RNA quantity was determined through an MBA 2000 (Perkin Elmer, Norwalk, CT,
USA) at 260 nm and RNA purity was ascertained from
optical density ratio at 260 and 280 nm. Two micrograms of
RNA was used to synthesize single-strand cDNA with
Moloney murine leukaemia virus reverse transcriptase
(Promega, Madison, WI, USA), according to manufacturer
recommendations. The resulting cDNA was either immediately used for PCR or stored at −20°C until use. As a control
of integrity, cDNA was amplified using primers for
glyceraldehyde-3-phosphate dehydrogenase (G3PDH:
5′-ACCACAGTCCATGCCATCAC-3′ and 5′-TCCACCCTGTTGCTGTA-3′). Primers were synthesized by
Alpha DNA (Montreal, Quebec), and PCR amplification
was performed in a 25-μl volume containing 1× PCR buffer,
1.5 mM MgCl2, 200 μM dNTP Mix, 1 U of Taq DNA
Polymerase (Invitrogen, San Diego, CA, USA), 20 pmol of
each primer and 200 ng of cDNA. The standard program
comprised 30 s at 94°C, 30 s at 56°C and 2 min at 62°C

for 30 cycles. The PCR products were analyzed in a 1%
agarose gel.
2.5. Real-time RT-PCR
Real-time RT-PCR reactions were carried out on a
LightCycler System 1.5 (Roche Diagnostics, GmbH,
Rotkreuz, Switzerland) using the LightCycler-FastStart
DNA Master SYBR Green kit (Roche Applied Science,
Mannheim, Germany). Primer sequences, annealing temperatures and amplicon lengths are given in Table 1. All
primers but the pairs for SOD1 [31] and Rplp0 [32] were
designed using the Primer Premier 5.0 software (Premier
Biosoft International, Palo Alto, CA, USA) and synthesized
by Alpha DNA. Primer pairs used to amplify the genes of
interest through real-time RT-PCR (Table 1) were designed
to avoid cross-amplification with other similar genes, such as
MT2A and the other members of the MT family. Reaction
mixes had a final volume of 10 μl and contained 2 mM
MgCl2, 10 pmol of each primer and 100 ng of cDNA. A
standard curve was plotted for each primer set with isolated
PCR products obtained from amplification of pooled PMNC
cDNAs. Human RPLP0 (large ribosomal protein) was used
as reference to normalize the expression levels between the
samples [33]. The following protocol was used for all genes:
denaturation: 10 min — 95°C; amplification and fluorescence acquisition (40 cycles): 15 s — 95°C, 10 s annealing
temperature (Table 1); 10 s — 72°C with a single
fluorescence measurement; melting curve: from annealing
temperature to 99°C, 0.1°C/s heating rate and continuous
fluorescence measurement. Abundance data for each gene
are expressed as fold change.
2.6. Immunoblot analyses
Selected samples of PMNCs were subjected to Western
immunoblot analyses as previously described [34]. An equal
amount of 20 μg protein was applied to 15% SDS-PAGE
gels and transferred to nitrocellulose membranes after
electrophoresis. Loading was verified by Ponceau S staining.
Both CCS and SOD1 antibodies reacted strongly with
human white blood cell proteins. Immunoblotting was
carried out using rabbit anti-bovine SOD1 as primary
antibody (AB 1237, Chemicon International Inc., Temecula,
CA, USA) followed by the donkey anti-rabbit IgG
conjugated to horseradish peroxidase secondary antibody

(Amersham NA 934, Amersham Pharmacia, Piscataway, NJ,
USA). For CCS, primary antibody was affinity purified antihuman CCS as detailed previously [25]. Membranes were
reprobed for actin. Membranes were processed for chemiluminescence detection (SuperSignal Pierce) and the images
were directly captured using the FluorChem system. Size of
the immunoreactive bands was estimated from regression
analysis using standard peptides (Bio-Rad, Hercules,
CA, USA).
2.7. Statistical analysis
Comparisons were made by Wilcoxon matched pairs test
and Mann–Whitney U test. Correlations were performed by
Spearman rank order. Differences were considered significant at P b.05. Data are presented as means and standard
error (S.E.). All statistical analysis was performed using
Statistica 6.0 (StatSoft, Tulsa, OK, USA) and SYSTAT 11.0
(SYSTAT, Inc., Evanston, IL, USA) software. Differences
that were not statistically significant are referred to as NS.
3. Results
Determination of the relative abundance of transcripts
encoding proteins assessed was performed by real-time PCR,
in PMNCs obtained from healthy adults representing the 5%
lower and 5% higher values in the serum Cp distribution
curve of a group of 800 individuals [5]. We hypothesized that
PMNCs from individuals supplemented with copper during
60 days may exhibit transcriptional changes in response to
chronic copper exposure and that this response should
depend on the position of individuals in the Cp distribution
curve (high or low Cp).
3.1. Effect of copper supplementation in serum and PMNC
copper content
Serum copper and Cp concentrations in the high- and
low-Cp groups appear in Table 2. As expected, there was a
significant correlation between serum copper and Cp
(P b .05, Spearman rank order correlations) in both groups,
which were not affected by copper supplement. Copper
supplementation modified Cp concentration and liver
enzyme activities (GOT, GGT and GPT) in both Cp groups,
while hemoglobin remained constant (Table 2). Aminotransferases activities remained well within the normal range

Table 1
Primers and conditions used for quantification of gene expression by real-time PCR
Gene

Forward primer

Reverse primer

Length (bp)

Annealing (°C)

MT2A
SOD1
APLP2
RPLPO
CCS
PrP

ATGGATCCCAACTGCTCCTGCG
CTGAAGGCCTGCATGGATTC
GTGGAATAGGGAACTGTAAT
GGCGACCTGGAAGTCCAACT
ACAGCTGACCCCTGAGCG
GCTTGAGGGAGGCGGTAT

AGGGCTGTCCCAACATCAGGC
CCAAGTCTCCAACATGCCTCTC
GGGGAAGTGAACGGTAAAA
CCATCAGCACCACAGCCTTC
ACAGAGCCAAGGTGAGGTC
CCTGGCAGAAATGTTGTCG

200
138
315
149
531
423

68
65
56
64
60
58

Table 2
Effect of copper supplementation in low- and high-Cp groups
Low Cp

n
Cp (μmol/L)
Serum copper (μmol/L)
PMNC copper
(pmol/106 cells)
Non-Cp Cu (μmol/L)
Hemoglobin (g/L)
GOT (UI/L)
GPT (UI/L)
GGT (UI/L)

Table 3
Relative abundance of CCS and SOD1 in PMNCs from low- and
high-Cp groups

High Cp

Baseline

60 days

Baseline

60 days

18
2.0±0.1a
13.1±0.5a
54.8±11.8

18
1.7±0.1b
13.5±0.6a
28.3±9.4

22
3.6±0.2c
23.0±1.5b
29.6±8.4

22
3.2±0.2d
24.2±1.4b
30.8±4.9

1.1±0.5a
14.7±0.3
13.8±1.5a
16.0±2.3a
12.9±2.7a

3.0±0.7b
14.9±0.3
23.5±1.9b
29.5±2.7b
19.8±3.5b

1.8±1.4a
14.6±0.2
15.5±1.9a
16.1±2.5a
17.5±2.8a

4.8±0.7b
14.3±0.2
21.3±1.5b
25.4±1.8b
22.4±3.2b

Data are expressed as means±S.E. Values within a line with different
superscript letters are significantly different at P b.05 (Wilcoxon matched
pairs test or Mann–Whitney U test).

and the increases found are of no clinical significance. At
baseline, PMNC copper content did not differ between
groups (NS, Mann–Whitney U test). After copper supplementation, these values did not change significantly in either
group (NS, Wilcoxon matched pairs test). Regarding non-Cp
copper, we observed a significant increase in both groups
after copper supplementation, reaching a major concentration in the high-Cp group.
3.2. CCS, SOD1, MT2A, PrP and APLP2 expression
In search of genes involved in the putative adaptive
response, we used real-time RT-PCR to assess the levels of
several genes that are associated with copper metabolism.
Relative abundance values for CCS, SOD1, MT2A, PrP and
APLP2 transcripts were compared before and after copper
supplementation (Fig. 1). In these experiments, normalization was performed on the basis of RPLP0 (large
ribosomal protein) [33]. Changes in MT2A, PrP and

Fig. 1. Ratios of MT2A, APLP2, PrP, SOD1 and CCS expression between
60 days and baseline from high Cp and low Cp. Relative abundance of gene
expression changes was assessed by quantitative real-time PCR. Relative
expression calculations used RPLP0 as the endogenous normalization
control. Data are expressed as ratio between 60 days and baseline relative
abundance means (*P b .05; Wilcoxon matched pairs test, n=10).

CCS (mRNA)
SOD1 (mRNA)
CCS (protein)
SOD1 (protein)

Low Cp
(relative abundance)

High Cp
(relative abundance)

Baseline

60 days

Baseline

0.028±0.007
0.288±0.113
1.823±0.343
5.370±1.053

0.029±0.007
0.123±0.058
1.992±0.439
5.610±1.561

0.057±0.015 0.022 a±0.004
0.202±0.064 0.084 a±0.030
1.729±0.348 1.676±0.277
8.274±2.503 11.730±1.561

60 days

Relative gene expression using RPLP0 as the endogenous normalization
control, n=10 and n=12 from low Cp and high Cp, respectively. Protein
relative abundance was normalized against actin (n=5). Data are expressed
as means±S.E.
a
P b .05 between before and after supplementation (Wilcoxon matched
pairs test).

APLP2 mRNA expression values were not significant
(P N.05, Wilcoxon matched pairs test). APLP2 expression
increased 1.23-fold after copper supplementation in the lowCp group, while it decreased 1.72-fold in the high-Cp group.
PrP expression increased 1.24- and 1.18-fold, and MT2A
decreased 1.53- and 1.92-fold in the low- and high-Cp
groups, respectively. SOD1 transcript decreased significantly 2.41-fold in the high-Cp groups (P b .05, Wilcoxon
matched pairs test). CCS expression did not change in the
low-Cp group after copper supplementation, but it decreased
(2.59-fold) significantly in the high-Cp group (P b .05,
Wilcoxon matched pairs test), indicating that in PMNCs
the CCS and SOD1 transcript abundance were dependent on
both copper supplementation and the Cp values. In contrast,
CCS and SOD1 protein levels did not differ between
baseline and 60 days in either of the groups (Table 3).
4. Discussion
Results support the hypothesis that individuals with high
or low serum Cp concentrations would respond differently to
mild excess of copper exposure. As expected by the criteria
used to select the participants, groups had significantly
different serum Cp and copper concentrations, but within the
physiological range. Changes in liver aminotransferases after
60 days of copper supplementation remained in the range
observed in normal population, below the cut-off used on
clinical grounds to diagnose hepatic damage. Within this
“normal” range of variations of liver enzyme activities, they
have been described to change along time (seasonal
variations) and also depending on lifestyles [35].
Results of quantitative RT-PCR amplification of candidate genes showed that there was a significant reduction in
the relative abundance of SOD1 and CCS mRNA after
increasing copper intake for 6 months. These changes were
not confirmed at the protein level. In copper-deficient mice
and rats, the protein levels of both genes have been reported
to change in several tissues including blood [23–26,35,36].
CCS was higher and SOD1 lower following copper

deficiency. This has been interpreted as likely due to a
copper-dependent post-transcriptional mechanism since
CCS and SOD1 mRNA were not altered [24,25,35,36]. In
this human study, CCS and SOD1 gene expression
decreased only in the high Cp group, in which we
previously reported an increment in GSH level [5]. At the
same time, there were no changes in intracellular copper
levels, which correlated with the absence of changes in the
abundance of transcripts coding for MT2A, APLP2 and PrP.
Thus, our results support that transcriptional changes in
transcripts encoding for CCS and SOD1 in PMNCs might
be a marker of early changes in copper status and deserve
further investigation. However, it remains an open question
whether the changes observed in CCS and SOD1 represent
a direct response of PMNCs to variation in copper status, or
they are a consequence of regulatory mechanisms that sense
and respond to this micronutrient. It is important to
emphasize that the changes observed in rats and mice
models result from drastic changes in dietary copper in
contrast with the studies in humans, derived from modifying copper intake within the range efficiently handled by
physiological mechanisms. Considering that both groups
(high or low Cp serum values) exhibited similar levels of
copper content in PMNCs, without significant changes after
the period of copper supplementation, we believe that
differentially expressed genes are likely to represent the
specific adaptation of cells to serum features of individuals
with high Cp levels when exposed to a mild excess of
copper. In this study, non-Cp copper showed a significant
increment after supplementation, which was considerably
greater in the high-Cp group, suggesting that the increment
in copper bioavailability may induce a change in the CCS
and SOD1 mRNA abundance in the PMNCs, this
possibility will be assessed in the near future.
In summary, we confirmed that individuals with serum
Cp concentrations representing the highest and lowest
values observed in normal population respond differently
to controlled mild excess copper exposure. Results showed
that CCS and SOD1 mRNA responded specifically to
copper dosing and they should be further assessed
as potential biomarkers of moderate copper overload
in humans.
Acknowledgments
This investigation was funded in part by the International
Copper Association (ICA, New York); by grant Fondecyt
1030618 and by CINUT, Chile (Corporación de Ayuda a la
Investigación en Nutrición), in the form of unrestricted
research grants. MS was a recipient of a CONICYT
Fellowship.

[2]

[3]

[4]

[5]

[6]

[7]

[8]

[9]

[10]

[11]

[12]

[13]
[14]

[15]
[16]

[17]

[18]

[19]

References
[20]
[1] Salmenpera L, Siimes MA, Nanto V, Perheentupa J. Copper
supplementation: failure to increase plasma copper and cerulo-

plasmin concentrations in healthy infants. Am J Clin Nutr 1989;50:
843–7.
Olivares M, Pizarro F, Speisky H, Lönnerdal B, Uauy R. Copper in
infant nutrition: safety of World Health Organization provisional
guideline value for copper content of drinking water. J Pediatr
Gastroenterol Nutr 1998;26:251–7.
Zietz BP, de Vergara JD, Dieter HH, et al. Copper concentrations in tap
water and possible effects on infant's health-results of a study in Lower
Saxony Germany. Environ Res 2003;92:129–38.
Araya M, Olivares M, Pizarro F, Gonzalez M, Speisky H, Uauy R.
Gastrointestinal symptoms and blood indicators of copper load in
apparently healthy adults undergoing controlled copper exposure. Am
J Clin Nutr 2003;77:646–50.
Araya M, Olivares M, Pizarro F, Méndez M, González G, Uauy R.
Supplementing copper at the upper level of the adult dietary
recommended intake induces detectable but transient changes in
healthy adults. J Nutr 2005;135:2367–71.
Araya M, Olivares M, Pizarro F, González M, Speisky H, Uauy R.
Copper exposure and potential biomarkers of copper metabolism.
Biometals 2003:199–204.
Araya M, Olivares M, Pizarro F, Llanos A, Figueroa G, Uauy R.
Community-based randomized double-blind study of gastrointestinal
effects and copper exposure in drinking water. Environ Health Perspect
2004;112:1068–73.
Cashman KD, Baker A, Ginty F, Flynn A, Strain JJ, Bonham MP, et al.
No effect of copper supplementation on biochemical markers of bone
metabolism in healthy young adult females despite apparently
improved copper status. Eur J Clin Nutr 2001;55:525–31.
Kehoe CA, Turley E, Bonham MP, O'Connor JM, McKeown A,
Faughnan MS, et al. Response of putative indices of copper status
to copper supplementation in human subjects. Br J Nutr 2000;84:
151–6.
Majsak-Newman G, Dainty JR, Lewis DJ, Langford NJ, Crews HM,
Fairweather-Tait SJ. Adaptive responses in men fed low- and highcopper diets. Br J Nutr 2003;90:161–8.
Baker A, Turley E, Bonham MP, O'Connor JM, Strain JJ, Flynn
A, et al. No effect of copper supplementation on biochemical
markers of bone metabolism in healthy adults. Br J Nutr 1999;82:
283–90.
Mendez MA, Araya M, Olivares M, Pizarro F, Gonzalez M. Sex and
ceruloplasmin modulate the response to copper exposure in healthy
individuals. Environ Health Perspect 2004;112:1654–7.
Palmiter R. The elusive function of metallothioneins. Proc Natl Acad
Sci U S A 1998;95:8248–430.
Brown DR, Qin K, Herms JW, Madlung A, Manson J, Strome R, et al.
The cellular prion protein binds copper in vivo. Nature 1997;390:
684–7.
Brown D. Prion protein expression modulates neuronal copper content.
J Neurochem 2003;87(2):377–85.
Varela-Nallar L, Toledo EM, Larrondo LF, Cabral AL, Martins VR,
Inestrosa NC. Induction of cellular prion protein gene expression by
copper in neurons. Am J Physiol Cell Physiol 2006;290:C271–81.
Toni M, Massimino ML, Griffoni C, Salvato B, Tomasi V, Spisni E.
Extracellular copper ions regulate cellular prion protein (PrPC)
expression and metabolism in neuronal cells. FEBS Lett 2005;579:
741–4.
White AR, Reyes R, Mercer JF, Camakaris J, Zheng H, Bush AI, et al.
Copper levels are increased in the cerebral cortex and liver of APP and
APLP2 knockout mice. Brain Res 1999;842:439–44.
Bellingham SA, Ciccotosto GD, Needham BE, Fodero LR, White AR,
Masters CL, et al. Gene knockout of amyloid precursor protein and
amyloid precursor-like protein-2 increases cellular copper levels
in primary mouse cortical neurons and embryonic fibroblasts.
J Neurochem 2004;91:423–8.
Culotta VC, Klomp LW, Strain J, Casareno RL, Krems B, Gitlin JD.
The copper chaperone for superoxide dismutase. J Biol Chem 1997;
272:23469–72.

[21] Rothstein JD, Dykes-Hoberg M, Corson LB, Becker M, Cleveland
DW, Price DL, et al. The copper chaperone CCS is abundant in neurons
and astrocytes in human and rodent brain. J Neurochem 1999;72:
422–9.
[22] Schmidt PJ, Rae TD, Pufahl RA, Hamma T, Strain J, O'Halloran TV,
et al. Multiple protein domains contribute to the action of the copper
chaperone for superoxide dismutase. J Biol Chem 1999;274:
23719–25.
[23] Bertinato J, Iskandar M, L'Abbe MR. Copper deficiency induces the
upregulation of the copper chaperone for Cu/Zn superoxide dismutase
in weanling male rats. J Nutr 2003;133:28–31.
[24] Prohaska JR, Broderius M, Brokate B. Metallochaperone for Cu,Znsuperoxide dismutase (CCS) protein but not mRNA is higher in organs
from copper-deficient mice and rats. Arch Biochem Biophys 2003;417:
227–34.
[25] West EC, Prohaska JR. Cu,Zn-superoxide dismutase is lower and
copper chaperone CCS is higher in erythrocytes of copper-deficient
rats and mice. Exp Biol Med (Maywood) 2004;229:756–64.
[26] Iskandar M, Swist E, Trick KD, Wang B, L'Abbe MR, Bertinato J.
Copper chaperone for Cu/Zn superoxide dismutase is a sensitive
biomarker of mild copper deficiency induced by moderately high
intakes of zinc. J Nutr 2005;4:35.
[27] Institute of Medicine, Food and Nutrition Board. Dietary reference
intakes for vitamin A, vitamin K, arsenic, boron, chromium, copper,
iodine, iron, manganese, molybdenum, nickel, silicon, vanadium, and
zinc. Washington, DC: National Academy Press; 2001.
[28] Sato M, Gitlin JD. Mechanisms of copper incorporation during the
biosynthesis of human ceruloplasmin. J Biol Chem 1991;266:
5128–34.

[29] Muñoz C, Lopez M, Olivares M, Pizarro F, Arredondo M, Araya M.
Differential response of interleukin-2 production to chronic copper
supplementation in healthy humans. Eur Cytokine Netw 2005;16:
261–5.
[30] Tapia L, Suazo M, Hödar C, Cambiazo V, González M. Copper
exposure modifies the content and distribution of trace metals in
mammalian cultured cells. Biometals 2003;16:169–74.
[31] Frendo JL, Therond P, Guibourdenche J, Bidart JM, Vidaud M, EvainBrion D. Modulation of copper/zinc superoxide dismutase expression
and activity with in vitro differentiation of human villous cytotrophoblasts. Placenta 2000;21:773–81.
[32] De Cremoux P, Bieche I, Tran-Perennou C, Vignaud S, Boudou E,
Asselain B, et al. Inter-laboratory quality control for hormonedependent gene expression in human breast tumors using real-time
reverse transcription-polymerase chain reaction. Endocr Relat Cancer
2004;11:489–95.
[33] Dheda K, Huggett J, Bustin S, Johnson M, Zumla A. Validation of
housekeeping genes for normalizing RNA expression in real-time
PCR". Biotechniques 2004;37:112–9.
[34] Prohaska JR, Brokate B. Lower copper, zinc-superoxide dismutase
protein but not mRNA in organs of copper-deficient rats. Arch
Biochem Biophys 2001;393:170–6.
[35] Mukai M, Ozasa K, Hayashi K, Kawai K. Various S-GOT/S-GPT
ratios in nonviral liver disorders and related physical conditions and
life-style. Dig Dis Sci 2002;47:549–55.
[36] Prohaska JR, Geissler J, Brokate B, Broderius M. Copper, zincsuperoxide dismutase protein but not mRNA is lower in copperdeficient mice and mice lacking the copper chaperone for superoxide
dismutase. Exp Biol Med (Maywood) 2003;228:959–66.

