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Abstract
L-arginine limits proliferation in highly proliferative tissues. It is a substrate for nitric oxide synthases, arginases; 
its methylation by protein-L-arginine methyltransferases (PRMTs) leads to asymmetric (ADMA) and symmetric 
dimethylarginine (SDMA). We measured L-arginine and its metabolites L-ornithine, L-citrulline, ADMA, and SDMA 
in a prospective cohort of 243 women with primary breast cancer (BC) and their associations with mortality and 
disease recurrence during 88 (IQR, 82–93) months of follow-up. We quantified these metabolites and expression 
of genes involved in L-arginine metabolic pathways in MCF-7, BT-474, SK-BR-3, MDA-MB-231, and MDA-MB-468 
cells representing ER-positive, HER2-positive, and triple-negative BC compared to MCF-12 A cells. Plasma L-arginine 
and ADMA concentrations were elevated in 47 patients with recurrent disease and in 34 non-survivors. ADMA was 
significantly associated with mortality and recurrent disease in Luminal A patients; low L-citrulline was significantly 
associated with survival in triple-negative BC. In all BC cells except MCF-7, DDAH1 and DDAH2 expression was 
higher than in MCF-12 A (DDAH1: 32–44 fold, DDAH2: 1.7–4.2 fold; p < 0.05). By contrast, MCF-7 cells showed low 
DDAH1 and DDAH2, but high PRMT4 and PRMT6 expression and high L-arginine content. BT-474 and MDA-MB-468 
cells showed high ARG2 expression and high L-ornithine concentrations, and MDA-MB-468 cells had the highest 
L-citrulline/L-arginine ratio. In conclusion, regulation of L-arginine metabolic pathways shows a complex and 
differential pattern between BC subtypes. ADMA is a prognostic biomarker in Luminal A patients; its metabolizing 
enzyme, DDAH, is highly overexpressed in BC cells. Thus, fingerprinting of L-arginine metabolism may offer novel 
personalized treatment options within BC subtypes.
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Introduction
Breast cancer is the leading malignancy in women 
worldwide. With an estimated 2.3 million newly diag-
nosed cases and almost 700.000 deaths annually, it 
accounts for 12% of all newly diagnosed cancer cases 
and 7% of all cancer-related deaths, respectively [1]. 
During the last decades, our understanding of the 
biology of breast cancer as a heterogeneous disease 
consisting of clinically distinct subtypes has evolved. 
Four subtypes of breast cancer, identified by gene 
expression profiling and first described by Perou et al. 
[2] in 2000, have been further characterized by many 
research groups since then [3–5] and linked to therapy 
response [6, 7]. These subtypes (Luminal A, Luminal 
B, HER2-positive, and triple-negative) significantly 
differ in terms of incidence, prognosis, treatment 
options, and treatment response [8]. However, the cur-
rent stratification based on a combination of clinical 
parameters and the histopathological markers estrogen 
receptor (ER), progesterone receptor (PR), and HER2 
(human epidermal growth factor receptor-2) might not 
completely mirror the complexity of the disease. Mor-
tality rates are still high and some tumors show ther-
apy resistance whilst others do not. Therefore, novel 
biomarkers guiding therapy decisions are still urgently 
needed.

Metabolic reprogramming has become an emerging 
hallmark of cancer [9]. Therefore, there is increasing 
research interest in cell intrinsic metabolic preferences 
in cancer and its therapeutic exploitation in differ-
ent cancer entities [10, 11]. The semi-essential, pro-
teinogenic amino acid L-arginine has been suggested 
to act as a cell growth-limiting nutrient, ever since 
L-arginine availability was shown, first in neonatal 
rats [12], to be critical in situations of accelerated cell 
growth. It is assumed that tumor cells are auxotrophic 
for L-arginine, and L-arginine deprivation will lead 
to metabolite deprivation, decreased DNA synthesis, 
and finally to apoptosis of these cells [13]. Therefore, 
Larginine deprivation has been proposed as an attrac-
tive approach for cancer therapy (reviewed in [14]). 
However, the role of L-arginine in breast cancer has 
remained controversial: Early studies showed higher 
proliferation rates in breast cancer cells in patients 
undergoing L-arginine supplementation as compared 
to patients without Larginine supplementation [15]. 
Recent results show that dietary L-arginine signifi-
cantly inhibited tumor growth and prolonged survival 
in a mouse model [16]. These differences may relate 
to differences in intrinsic subtypes of breast cancer 
studied, as it is well known that hormone-receptor-
(ER, PR)-positive, HER2-positive, and triple-negative 
breast cancers show major differences in metabolic 
demands [17, 18].

L-arginine is involved in various enzymatic path-
ways, as depicted in Supplementary Fig.  1. It can be 
converted to L-ornithine by arginases 1 and 2, it can 
be metabolized to L-citrulline and nitric oxide (NO) by 
NO synthases, and – when present as part of a peptide 
chain – it can be mono- or dimethylated by a family of 
enzymes named protein-L-arginine methyltransferases 
(PRMTs), resulting in the formation of monomethyl-L-
arginine, asymmetric (ADMA) or symmetric dimethy-
larginine (SDMA) (for review, cf. [19]). We aimed to 
analyze L-arginine and its major metabolites in the 
plasma of patients with breast cancer and relate these 
metabolite levels to clinical outcome of the patients. 
As metabolic dysregulation occurring in breast cancer 
cells affects only a small percentage of the body’s total 
cells, metabolite measurements may show only mini-
mal differences despite major metabolic changes in 
the cancer cells themselves. However, metabolic analy-
sis of native tumor tissues is not always readily avail-
able; therefore, we performed additional molecular 
studies with breast cancer cell lines in-vitro. For this, 
we selected breast cancer cell lines representing the 
molecular subtypes of breast cancer to assess intracel-
lular metabolite levels and gene expression profiles of 
L-arginine-metabolizing enzymes and compared them 
to a cell line representing healthy breast tissue.

Patients and methods
Patients and study protocol
We recruited 271 women who presented with a diag-
nosis of breast cancer at the breast cancer center of 
the University Medical Center Hamburg-Eppendorf 
between July, 2010, and August, 2013. Supplemen-
tary Fig.  2 displays the flow diagram of patients in 
this study; 27 patients were excluded because they 
had recurrent disease, and one patient was excluded 
because of missing biosamples; a final number of 243 
women with primary breast cancer and samples avail-
able for biomarker measurement were included in our 
analyses. All patients had given their informed con-
sent to include their routine blood samples into the 
local biobank and their inclusion in biomarker analy-
ses. The study protocol had been approved by the Eth-
ics Committee of the Board of Physicians of Hamburg 
(OB/V/03).

Follow-up during in-hospital treatment was per-
formed based on hospital records. Most patients 
remained under regular out-patient supervision in the 
University breast center for clinical follow-up. In addi-
tion, and for those under clinical continuation treat-
ment elsewhere, we performed telephone interviews 
using a structured questionnaire. Repeated phone calls 
were initiated to ensure the highest possible follow-up 
rate. The questionnaire developed for and used in this 



Page 3 of 14Hannemann et al. BMC Cancer          (2025) 25:546 

study is available in Supplementary Materials to this 
article.

In addition, we collected blood samples from 129 
healthy female blood donors who had consented to 
donate a blood sample for research purposes according 
to an approval by the Ethics Committee of the Board of 
Physicians of Hamburg (2022-300225-WF).

Biochemical analyses
L-arginine, L-citrulline, L-ornithine, ADMA, and 
SDMA were quantified in EDTA plasma samples 
and in breast cancer cell lysates. For this, cell culture 
medium was aspirated from confluent cell culture 
dishes and discarded, cells were washed once with ice-
cold PBS, scraped into microcentrifuge vials, lysed by 
repeated freeze-thawing followed by ultrasound bath 
(6 min), and resuspended in a total volume of 100 μL 
with PBS. 10 μL were used for protein measurement 
using a nanophotometer N60 (Implen GmbH, Munich, 
Germany). For analysis of L-arginine and related 
metabolites by ultra-performance liquid chromatog-
raphy-tandem mass spectrometry (UPLC-MS/MS), 
duplicate aliquots of 25 μL of plasma or cell lysates 
were diluted in 100 μL methanol to which stable iso-
tope-labelled internal standards had been added. Sub-
sequently, the compounds were converted into their 
butyl ester derivatives as described elsewhere [20]. 
Quantification of analytes was performed on a Waters 
UPLC-MS/MS platform (Xevo TQ-S cronos, Waters 
GmbH, Eschborn, Germany) applying an ACQUITY 
UPLC BEH C18 column (2.1 × 50  mm, 1.7  μm, Waters 
GmbH) for chromatographic separation. The coeffi-
cient of variation for the quality control samples was 
below 6% for all compounds.

Cell culture
We utilized six different cell lines in this study; their 
relation to the subtypes of breast cancer is listed in 
Table  1. All cell lines (MCF-12A, MCF-7, BT-474, 
SK-BR-3, MDA-MB-468, MDA-MB-231) were 
obtained from ATCC (American Tissue Culture Col-
lection). With the exception of MCF-12A cells, all cell 
lines were cultured in RPMI1640 supplemented with 

10% FCS (Capricorn Scientific, Ebsdorfergrund, Ger-
many) and a final concentration of 100 U/mL peni-
cillin, 100  μg/mL streptomycin (Merck, Darmstadt, 
Germany). MCF-12A cells were cultured in DMEM/
F12 medium supplemented with 5% horse serum, 100 
U/mL penicillin, 100 μg/mL streptomycin, 100 ng/mL 
cholera toxin, 20 ng/mL human EGF, 10  μg/mL insu-
lin, and 500 ng/mL hydrocortisone. All cell lines were 
grown at 37  °C and 5% CO2. Subculturing was per-
formed according to the suppliers’ recommendations.

Assessment of gene expression in cultured human breast 
cancer cell lines
Cells grown to 80–90% confluence were lysed in 1 ml 
ice cold Trizol (ThermoFisher, Waltham, MA, USA) 
and further processed with the PureLink™ RNA Mini 
Kit and PureLink™ DNase (both Thermofisher) accord-
ing to the manufacturer’s instruction. gDNA digestion 
and RNA integrity were checked by agarose gel elec-
trophoresis and RNA was stored at -80 °C until further 
use. 2.5  μg of each RNA samples was reverse tran-
scribed by SuperScript IV VILO™ (ThermoFisher) fol-
lowing strictly the manufacturer’s instruction.

Quantitative real-time PCR (qRT-PCR) was per-
formed using 12.5 ng cDNA, Taqman Fast Advanced 
Master Mix, and gene-specific Taqman™ assays in 
a volume of 10 μl according to the manufacturer’s 
instruction. Assays used for the genes of interest con-
tained unlabeled gene-specific primers and a 5’-FAM 
Taqman™ MGB probe with a 3’-nonfluorescent 
quencher. The specific TaqMan qRT-PCR assays (all 
ThermoFisher) used in this study are listed in Supple-
mentary Table 1.

A 5’-VIC-labeled assay for ACTB (Hs01060665_g1, 
Thermofisher) was used as reference gene. Non-tem-
plate controls were included for each assay; all samples 
were run as technical triplicates on a Quantstudio 5 
System (ThermoFisher). UNG incubation for 2 min at 
50 °C, and activation for 10 min at 95 °C, 40 cycles of 
denaturation (15  s at 95  °C) and annealing/extension 
(1  min at 60  °C). Relative gene expression was subse-
quently determined using the ΔΔCt method [21].

Calculations and statistical analyses
From biomarker concentrations measured, we cal-
culated the L-arginine/ADMA ratio, a measure for 
NO synthase substrate availability, as well as the 
L-citrulline/L-arginine ratio, a surrogate measure of 
NOS catalytic activity, and the L-ornithine/L-arginine 
ratio, a measure of the arginase catalytic activity.

Data are presented as mean ± standard deviation for 
all continuous variables, and as number of observa-
tions with percentage given in brackets for categorical 
variables. Differences between groups were tested by 

Table 1  Normal breast and breast cancer cell lines used in this 
study
Cell line Representative of subtype Immunoprofile
MCF-12 A Normal ER+, PR+, HER2−

MCF-7 Luminal A ER+, PR+, HER2−

BT-474 Luminal B ER+, PR+, HER2+

SK-BR-3 HER2-positive ER−, PR−, HER2+

MDA-MB-468
MDA-MB-231

Triple-negative (basal-like)
Triple-negative (claudin-low)

ER−, PR−, HER2−

ER−, PR−, HER2−

Abbreviations: ER, estrogen receptor; PR, progesterone receptor; HER2, human 
epidermal growth factor receptor-2
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one-way ANOVA. The χ2 test was used for compari-
son of categorical variables between groups. Survival 
analyses were performed using Kaplan–Meier curves 
comparing patients with ADMA and SDMA above or 
below the cut-off value determined in receiver-oper-
ated curve (ROC) analyses. The Youden index was 
calculated to identify the optimal cut-off for biomark-
ers [22]. Linear regression analysis was performed to 
assess the correlation of L-arginine metabolites with 
age. Hazard ratios (HR) and 95% confidence intervals 
(CI) were calculated by multivariable-adjusted logistic 
regression analyses including age and a co-variable. All 
statistical analyses were performed using SPSS (ver-
sion 25; IBM Corporation, Armonk, NY, USA) and 
GraphPad Prism (version 6.01, GraphPad Software, 
San Diego, CA, USA). For all tests, p < 0.05 was consid-
ered statistically significant.

Results
Baseline characteristics
We analysed blood samples drawn before surgery and 
initiation of systemic therapy from 271 women diag-
nosed with breast cancer in the University Medical 
Center Hamburg-Eppendorf. 27 women were excluded 
from our analysis because they had recurrent dis-
ease; all other women had primary breast cancer. 
L-Arginine-related metabolite concentrations were 
not available in one woman, so that our final cohort 
comprised 243 women with primary breast cancer, 
for whom complete follow-up data were collected 
during a median of 88 (IQR, 82–93) months. Supple-
mentary Fig. 2 shows the CONSORT flow diagram of 
our study. The control group comprised 129 healthy 
female blood donors; the mean age of this group was 
51.6 ± 10.8 years. Patients in our cohort had a mean 
age of 60.2 ± 13.2 years.

Histologically confirmed data on intrinsic subtypes 
were not available for 12 women; thus, subgroup anal-
yses were performed for 231 patients. Out of these, 
111 women (45.7%) had Luminal A breast cancer, 67 
(27.6%) had Luminal B, 17 (7.0%) had HER2-positive 
breast cancer, and 36 women (14.9%) were triple-
negative. 53% had a Ki67 greater than or equal to 
20%. Beyond primary surgery, oncological treatment 
comprised radiotherapy in 80.2% of the patients, che-
motherapy in 39.5%, and endocrine therapy in 56.0%. 
Overall mortality in our cohort was 14.0%; mortality 
was lowest in Luminal A and Luminal B breast cancer 
(12.6% and 13.4%, respectively), and higher in HER2-
positive and triple-negative breast cancer (17.6% and 
22.2%, respectively). The baseline characteristics of 
our cohort are presented in Table 2.

Concentrations of L-arginine-related metabolites in 
women with breast cancer
In a statistical model including age as a co-variate, the 
plasma concentrations of L-arginine and L-citrulline 
were not significantly different between patients and 
controls; however, L-ornithine concentration showed 
a trend to be higher in patients than in controls 
(Table  3). In consequence, the L-ornithine/L-argi-
nine ratio was significantly elevated in breast cancer 
patients versus controls. The plasma concentrations 
of ADMA and SDMA concentrations were not signifi-
cantly different between patients and controls.

However, we found a significantly different concen-
tration of mean ADMA between subtypes of breast 
cancer patients (p for trend = 0.040; Fig.  1); namely 
patients with triple-negative cancer had the highest 
mean ADMA concentration, whilst mean ADMA was 
lowest in HER2-positive patients. The plasma con-
centrations of all other L-arginine-related biomarkers 
showed no significant differences between intrinsic 
subtypes of breast cancer (Table 4).

Association of L-arginine and its metabolites with clinical 
outcome in breast cancer patients
We next assessed the association of L-arginine-related 
metabolites with disease recurrence and total mortality 
during follow-up using ROC analysis. After a median 
follow-up of 88 (IQR, 82–93) months, 47 patients had 
developed recurrent disease and 34 patients had died. 
For the total cohort, patients who deceased had sig-
nificantly higher L-arginine and ADMA plasma con-
centrations than survivors (Table 3). Higher L-arginine 
concentration in plasma was also significantly associ-
ated with disease recurrence during follow-up, whilst 
none of the other L-arginine-related metabolites 
showed a significant association with mortality or dis-
ease recurrence (Table 3).

Amongst the subtypes of breast cancer, we found 
statistically significant associations of ADMA with 
total mortality and with recurrent disease in patients 
with Luminal A breast cancer (Fig. 2a and b), and sig-
nificant associations of L-citrulline concentration with 
mortality and recurrent disease in patients with triple-
negative breast cancer (Fig.  2c and d). ROC analyses 
for total mortality in all subtypes are presented in Sup-
plementary Fig. 3 to 7.

We next constructed Kaplan Meier survival curves 
after splitting the patient population according to the 
optimal cut-off biomarker concentrations assessed 
in ROC analyses. We found that ADMA concentra-
tions ≥ 0.495 μmol/L were significantly associated 
with increased mortality, both in the total breast can-
cer patient cohort (HR = 2.08 (1.07–4.21), p = 0.0315; 
Fig. 3a) and in the subgroup of patients with Luminal 
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A breast cancer (HR = 5.25 (1.63–13.69); N = 111; 
p = 0.004; Fig.  3b). L-citrulline concentrations above 
27.96 μmol/L were not significantly associated with 
mortality in the total cohort (Fig. 3c), but we found a 
highly significant association between high L-citrulline 
concentration and shorter survival time in patients 
with triple-negative breast cancer (HR = 8.18 (1.33–
21.48); N = 36; p = 0.018; Fig. 3d).

Concentrations of L-arginine and related metabolites in 
breast cancer cell lines in-vitro
The intracellular concentrations of L-arginine and its 
metabolites varied greatly amongst cell lines repre-
senting different breast cancer subtypes: by compari-
son with MCF-12A breast epithelial cells, MCF-7 cells 
and BT-474 cells had significantly and highly elevated 
L-arginine concentrations (Fig.  4a). L-Ornithine con-
centrations varied amongst cell lines, with significantly 

Table 2  Baseline characteristics of the breast cancer patient cohort
Total cohort Deceased Survived p Recurrence No recurrence p

Demographics/Anthropometrics
N 243 34 (14.0) 209 (86.0) ̶ 47 (19.3) 196 (80.7) ̶
Age (years) 60.2 ± 13.2 58.7 ± 15.1 60.4 ± 12.9 n.s. 56.6 ± 15.2 61.0 ± 12.6 0.040
Weight (kg) 71.8 ± 13.9 75.0 ± 18.7 71.4 ± 13.0 n.s. 70.3 ± 14.1 72.2 ± 13.9 n.s.
Height (cm) 165.8 ± 6.9 164.6 ± 5.6 166.0 ± 7.1 n.s. 164.6 ± 5.7 166.1 ± 7.2 n.s.
BMI 26.2 ± 5.2 27.7 ± 7.2 25.4 ± 4.8 n.s. 26.0 ± 5.4 26.2 ± 5.1 n.s.
Family history 133 17 (12.8) 116 (87.2) n.s. 31 (23.3) 102 (76.7) n.s.
History of other malignancies 45 8 (17.8) 37 (82.2) n.s. 14 (31.1) 31 (68.9) 0.026
Histological Subtype
IDC 181 29 (16.0) 152 (84.0) n.s. 36 (19.9) 145 (90.1) n.s.
ILC 30 3 (10.0) 27 (90.0) 5 (6.7) 25 (83.3)
DCIS / LCIS 21 1 (4.8) 20 (95.2) 6 (28.6) 15 (71.4)
Other 11 1 (9.1) 10 (88.9) 0 11 (100.0)
Tumor staging
T1 138 17 121 n.s. 23 115 n.s.
T2 66 13 53 15 51
T3 9 2 7 2 7
T4+ 5 1 4 2 3
Tis 21 1 18 5 14
T not specified 4 0 6 0 4
N0 145 18 127 n.s. 21 124 n.s.
N1 55 8 47 12 43
N2 18 4 14 4 14
N not specified 25 4 21 10 15
M0 83 16 67 n.s. 20 63 n.s.
M1 5 2 3 2 3
M not specified 155 16 139 25 130
Lymphatic invasion 43 9 34 n.s. 11 32 n.s.
Vascular invasion 3 1 2 n.s. 1 2 n.s.
Breast cancer subtypes and proliferation marker status
Luminal A 111 (45.7) 14 (12.6) 97 (87.4) n.s. 12 (10.8) 99 (89.2) 0.009
Luminal B 67 (27.6) 9 (13.4) 58 (86.6) 19 (28.4) 48 (71.6)
HER2-positive 17 (7.0) 3 (17.6) 14 (82.4) 2 (11.8) 15 (88.8)
Triple-negative 36 (14.9) 8 (22.2) 28 (77.8) 11 (30.6) 25 (69.4)
Ki67 ≥ 20% 103 (42.4) 18 (17.5) 85 (82.5) n.s. 26 (25.2) 77 (74.8) 0.013
Oncological treatment in addition to surgery
Endocrine therapy 136 (56.0) 20 (58.8) 116 (55.5) n.s. 23 (50.0) 113 (57.7) n.s.
Chemotherapy 96 (39.5) 17 (50.0) 79 (37.8) n.s. 24 (52.2) 72 (36.7) n.s.
Radiotherapy 195 (80.2) 26 (76.5) 169 (80.9) n.s. 33 (70.2) 162 (82.7) 0.034
Numbers are given as mean ± standard deviation for continuous variables and as N (per cent) for categorical variables; for tumor staging only N is given for clarity of 
reading. Percentages add up horizontally to indicate the proportion of surviving vs. deceased patients and patients with or without recurrent disease, respectively, 
in each line. Abbreviations: BMI, body mass index; DCIS, ductal carcinoma in situ; ER, estrogen receptor; HER2-positive, human epidermal growth factor receptor-2-
positive breast cancer; IDC, invasive ductal carcinoma; ILC, invasive lobular carcinoma; Ki67, percentage of Ki67 proliferation marker-positive cells within the tumor; 
LCIS, lobular carcinoma in situ; PR, progesterone receptor. * P < 0.05 for deceased vs. surviving patients and for patients with recurrent breast cancer versus those 
without recurrent disease
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elevated L-ornithine/L-arginine ratio in MDA-MB-468 
cells (Fig.  4b and f ). L-Citrulline concentration was 
significantly elevated in BT-474 cells but with no sig-
nificant elevation of the L-citrulline/L-arginine ratio; 
by contrast, this ratio was significantly elevated in 
MDA-MB-468 cells (Fig. 4c and g).

ADMA concentration was significantly higher in 
BT-474 cells and in MDA-MB-468 cells as compared to 
MCF-12A cells (Fig. 4d). The L-arginine/ADMA ratio 
was significantly higher in MCF-7 and significantly 
lower in MDA-MB-468 cells as compared to MCF-12A 
cells (Fig. 4e). Overall, SDMA concentration was about 
one order of magnitude lower than that of ADMA in 
all cell lines; however, the two hormone-receptor (ER, 
PR)-positive cell lines, MCF-7 and BT-474, had sig-
nificantly higher SDMA levels than MCF-12A cells 
(Fig. 4h).

Expression of genes determining L-arginine metabolism in 
breast cancer cell lines in-vitro
Whilst ARG1 was not expressed, ARG2 mRNA was 
found in all breast cancer cell lines. Its expression was 
highest in BT-474, MDA-MD-231, and MDA-MB-468 
cells (Fig. 5a). NOS I, NOS II, and NOS III showed min-
imal expression levels in all cell lines (data not shown).

Amongst genes involved in dimethylarginine bio-
synthesis and metabolism, PRMT4 and PRMT6 gene 
expression was upregulated in the ER-positive cell 
lines MCF-7 and BT-474 (Fig. 5b and c), whilst PRMT5 
and PRMT9 were downregulated in MCF-7 and MDA-
MB-468 cells (Fig.  5e and f ). PRMT7 was downregu-
lated in both triple-negative cell lines, MDA-MB-231 
and MDA-MB-468 (Fig.  5d). DDAH1 gene expression 
was upregulated in all BC lines except MCF-7, and 
DDAH2 was upregulated in MCF-7, BT-474, MDA-
MB-231 and MDA-MB-468 cells (Fig. 5g and h).

Discussion
The present study shows that metabolism of the semi-
essential, proteinogenic amino acid L-arginine may 
be of clinical importance in breast cancer. Its concen-
trations within representative breast cancer cell lines 
vary considerably according to molecular breast can-
cer subtypes. These differences in L-arginine-related 
metabolite concentrations are related to gene expres-
sion profiles of L-arginine-metabolizing enzymes 
within breast cancer subtypes. In addition, plasma 
concentrations of L-arginine and its metabolites in 
plasma of patients with primary breast cancer mir-
ror the principal differences observed between cell 
lines. The L-arginine-derived metabolites ADMA and 
L-citrulline are significantly and prospectively asso-
ciated with recurrent disease and total mortality in 
patients with luminal A breast cancer and triple-nega-
tive breast cancer, respectively.

The group of breast cancer patients that we analyzed 
was a representative cohort of 243 women aged 50–70 

Table 3  Concentrations of L-arginine-related biomarkers in plasma of breast cancer patients and healthy controls
Breast cancer patients Controls p Breast cancer patients Breast cancer patients

Deceased Survived p Recurrence No recurrence p
L-Arginine 64.9 ± 26.5 102.5 ± 27.4 n.s. 73.4 ± 36.9 63.5 ± 24.2 0.043 74.0 ± 35.7 62.7 ± 23.3 0.009
L-Citrulline 32.5 ± 10.2 35.3 ± 9.6 n.s. 33.5 ± 11.2 32.3 ± 10.0 n.s. 32.6 ± 10.7 32.4 ± 10.1 n.s.
L-Ornithine 78.1 ± 25.2 66.6 ± 17.9 0.068 81.8 ± 29.7 77.5 ± 24.4 n.s. 78.1 ± 27.3 78.1 ± 24.7 n.s.
ADMA 0.483 ± 0.103 0.504 ± 0.096 n.s. 0.526 ± 0.122 0.476 ± 0.098 0.008 0.499 ± 0.133 0.479 ± 0.094 n.s.
SDMA 0.456 ± 0.135 0.501 ± 0.098 n.s. 0.461 ± 0.147 0.455 ± 0.133 n.s. 0.448 ± 0.146 0.457 ± 0.133 n.s.
Cit/Arg Ratio 0.56 ± 0.28 0.36 ± 0.10 n.s. 0.53 ± 0.25 0.57 ± 0.29 n.s. 0.50 ± 0.22 0.58 ± 0.29 n.s.
Orn/Arg Ratio 1.42 ± 0.97 0.67 ± 0.18 0.046 1.28 ± 0.71 1.44 ± 1.01 n.s. 1.25 ± 0.80 1.46 ± 1.01 n.s.
Arg/ADMA Ratio 136.1 ± 47.3 207.0 ± 54.6 n.s. 140.3 ± 56.6 135.5 ± 45.7 n.s. 148.3 ± 53.5 133.2 ± 45.3 0.050
Data are given as mean ± standard deviation. Biomarker concentrations are in μmol/L; biomarker ratios are without dimension. P values were calculated by ANOVA 
followed by Dunn’s multiple comparisons test. Statistical differences between groups were calculated by unpaired, two-sided Mann-Whitney test. Abbreviations: 
ADMA, asymmetric dimethylarginine; Arg/ADMA Ratio, ratio of L-arginine over ADMA; Cit/Arg Ratio, ratio of L-citrulline over L-arginine; Orn/Arg Ratio, ratio of 
L-ornithine over L-arginine; SDMA, symmetric dimethylarginine

Fig. 1  Plasma concentrations of ADMA in patients with breast cancer ac-
cording to subtypes. Data are mean ± standard deviation. The number of 
patients in each subtype is indicated within the columns. Abbreviations: 
ADMA, asymmetric dimethylarginine. HER2+, human epidermal growth 
factor receptor-2-positive breast cancer. The p values for differences be-
tween subtypes were derived from one-way ANOVA 
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years with primary breast cancer. The distribution of 
histological subtypes, tumor staging, hormone recep-
tor status, allocation to clinical subtypes of breast 
cancer and to treatment strategies was highly compa-
rable to breast cancer cohorts previously described by 
other investigators [5]. Whilst most L-arginine-related 
metabolite concentrations as measured in the systemic 
circulation were comparable to matched healthy con-
trols, there were a few noteworthy observations in this 
cohort. L-arginine concentration in the total cohort of 
breast cancer patients was significantly lower and the 
L-citrulline/L-arginine ratio was significantly higher 
as compared to healthy controls. In linear regression 
analyses, all L-arginine-related metabolites showed 
significant positive or negative (L-arginine) correla-
tion with age. We had previously reported L-arginine, 
ADMA, and SDMA concentrations in healthy ref-
erence cohorts to show an age-dependent decrease 
(L-arginine; [23] or increase (ADMA, SDMA; [24–
26]); therefore, we corrected these analyses in our 
present study for age as a covariate. Within the breast 
cancer patient group, non-survivors and patients with 
recurrent disease had significantly higher mean L-argi-
nine levels than survivors and patients without recur-
rent disease, respectively. Non-survivors also had a 
significantly higher mean ADMA concentration than 
survivors.

The results of our analysis in representative breast 
cancer cell lines suggest that high L-arginine con-
centrations may have been driven primarily by ER-
positive breast cancers, as both MCF-7 and BT-474 
cells showed significantly and greatly elevated 

intracellular L-arginine levels. By contrast, elevation of 
the L-citrulline/L-arginine ratio appears to be mainly 
promoted by triple-negative breast cancers, as MDA-
MB-468 cells showed significantly elevated intracellu-
lar L-citrulline/L-arginine ratio. It is remarkable that 
these intracellular differences in metabolite concen-
trations and ratios closely resemble those measured in 
plasma in the patient cohort, i.e. extracellular metabo-
lite levels. We did target intracellular concentrations in 
breast cancer cell lysates in-vitro in order to directly 
assess intracellular differences in L-arginine metabo-
lism within the tumor cells, an analysis that is hardly 
feasible in patients.

Metabolite concentrations, whether measured in 
plasma in-vivo or intracellularly in-vitro, need to be 
interpreted with caution, as all of the L-arginine-
related metabolites are subject to more than one enzy-
matic pathway and, thus, underlie complex metabolic 
regulation. Nonetheless, nitric oxide synthase cata-
lyzes the conversion of L-arginine to NO and L-citrul-
line, thus leading to lower L-arginine and higher 
L-citrulline concentrations. Based upon this reason-
ing, this ratio has been suggested to be a surrogate 
marker of total NO synthesis activity [27]. Elevation of 
the L-citrulline/L-arginine ratio in MDA-MB-468 cells 
is thus suggestive of higher NO synthesis activity; this 
is in line with reports of upregulated activity of induc-
ible NO synthase in triple-negative breast cancer and 
the induction of a basal-like transcription pattern in 
ER-negative patients [28–30]. Our present data suggest 
that this may relate to posttranscriptional regulation 
at the protein and/or activity levels, as NOS II mRNA 

Table 4  Concentrations of L-arginine-related biomarkers in plasma and clinical characteristics in breast cancer subtypes
Luminal A Luminal B HER2-positive Triple-negative p for trend

N 111 67 17 36
Biomarker concentrations (μmol/L)
L-Arginine 66.4 ± 24.7 60.6 ± 23.2 62.2 ± 28.6 71.5 ± 36.9 n.s.
L-Citrulline 32.9 ± 8.8 33.0 ± 11.4 32.5 ± 14.2 30.6 ± 9.4 n.s.
L-Ornithine 80.8 ± 23.6 75.2 ± 20.8 79.2 ± 46.6 76.5 ± 26.4 n.s.
ADMA 0.492 ± 0.096 0.470 ± 0.095 0.439 ± 0.120 0.516 ± 0.125 0.040
SDMA 0.461 ± 0.120 0.447 ± 0.157 0.440 ± 0.121 0.479 ± 0.157 n.s.
Cit/Arg Ratio 0.57 ± 0.33 0.59 ± 0.23 0.56 ± 0.27 0.50 ± 0.20 n.s.
Orn/Arg Ratio 1.46 ± 1.08 1.46 ± 1.04 1.41 ± 0.88 1.25 ± 0.62 n.s.
Arg/ADMA Ratio 135.9 ± 43.0 131.3 ± 45.1 143.1 ± 49.1 141.6 ± 63.9 n.s.
Clinical parameters
Age 62.5 ± 11.3 56.7 ± 15.9 60.3 ± 15.2 59.0 ± 14.2 0.037
Radiotherapy 91 (82.0) 54 (80.6) 12 (70.6) 29 (80.6) n.s.
Chemotherapy 13 (11.7) 42 (62.7) 14 (82.4) 26 (72.2) < 0.001
Endocrine Therapy 80 (72.1) 48 (71.6) 3 (17.6) 3 (8.3) < 0.001
Deceased 14 (12.6) 9 (13.4) 3 (17.6) 8 (22.2) n.s.
Recurrent cancer 11 (9.9) 19 (28.4) 2 (11.8) 11 (30.6) 0.004
Data are mean ± standard deviation for continuous variables and N (per cent) for categorical variables. Abbreviations: ADMA, asymmetric dimethylarginine; Arg/
ADMA Ratio, ratio of L-arginine over ADMA; Cit/Arg Ratio, ratio of L-citrulline over L-arginine; Orn/Arg Ratio, ratio of L-ornithine over L-arginine; SDMA, symmetric 
dimethylarginine
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expression levels in MDA-MB-468 cells were very low. 
In addition, our clinical observation that L-citrulline 
concentrations in plasma are positively and prospec-
tively associated with recurrent disease and total mor-
tality of patients with triple-negative breast cancer 
also support this hypothesis. A similar reasoning may 
relate to L-ornithine as a product of arginase and the 

L-ornithine/L-arginine ratio as a surrogate marker 
of overall arginase activity. MDA-MB-468 cells were 
prominent with high levels of this L-arginine metab-
olite; however, we could not confirm importance of 
L-ornithine for clinical outcome in the patient cohort. 
Arginase-2 metabolizes L-arginine into L-ornithine, 
which is then further processed, amongst others, into 

Fig. 2  Receiver-operated curve (ROC) analysis of biomarkers related to mortality and recurrence of breast cancer. a) ADMA and total mortality in patients 
with Luminal A breast cancer; b) ADMA and recurrent disease in patients with Luminal A breast cancer; c) L-citrulline and total mortality in patients with 
triple-negative breast cancer; d) L-citrulline and recurrent disease in patients with triple-negative breast cancer. The arrows point to the optimal cut-off 
values to differentiate between survivors and non-survivors (a and c) and patients with or without recurrent disease (b and d)
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polyamines. The latter molecules have been shown to 
be cell cycle regulators [31, 32]; thus, high proliferative 
activity of triple negative cells might relate to poly-
amine-driven enhancement of cell proliferation [33, 
34]. In previous studies, high ARG2 expression was 
linked to worse metastasis-free and overall survival in 
patients with primary breast cancer [35]. In addition, 
knockdown of ARG2 in cultured triple-negative breast 
cancer cells markedly reduced cell growth [36]. These 
data suggest an important role of L-arginine metabo-
lism by arginase-2 for proliferation and outcome of 
some – if not all – breast cancer subtypes.

By contrast to MDA-MB-468 cells, the high eleva-
tion of L-citrulline and L-ornithine in BT-474 cells 
was related to high L-arginine concentration in this 
cell line; it is therefore suggestive of a lack of regula-
tion of the NO synthesis and arginase pathways in 
this cell type. Interestingly, the two triple-negative cell 
lines, MDA-MB-231 and MDA-MB-468 showed major 
differences in gene expression and metabolite con-
centrations, suggesting that differences in L-arginine 

metabolism may contribute to biological differences 
between the basal-like and the claudin-low subtypes of 
triple-negative breast cancer [37].

The dimethylarginines, ADMA and SDMA, are 
the major endogenous end products of protein Lar-
ginine methylation in humans. The PRMT enzymes 
are classified into three groups; type 1 PRMTs (com-
prising PRMTs 1, 2, 3, 4, 6, and 8) mediate asymmet-
ric dimethylation of proteins which results in ADMA 
release during proteolytic protein breakdown, type 2 
PRMTs mediate symmetric dimethylation (i.e., SDMA 
formation; PRMTs 5 and 9), and type 3 PRMTs solely 
catalyze monomethylation of proteins (PRMT7) (for 
review of PRMTs, cf. [38]), the type 2 PRMTs 5 and 
9 to be downregulated in most BC cell lines, and 
PRMT7 to be downregulated in the two triple nega-
tive BC cell lines. We did not find strict correlations 
between these differential mRNA expression patterns 
and intracellular ADMA and SDMA metabolite con-
centrations in the cell lines. However, the ADMA-
degrading enzymes, DDAH1 and DDAH2 were both 

Fig. 3  Kaplan-Meier survival analyses for total mortality in breast cancer patients. (a) Total mortality in patients with breast cancer (total cohort) with high 
or low ADMA plasma concentration; (b) total mortality in patients with Luminal A breast cancer with high or low ADMA plasma concentration; (c) total 
mortality in patients with breast cancer (total cohort) with high or low L-citrulline plasma concentration; (d) total mortality in patients with triple-negative 
breast cancer with high or low L-citrulline plasma concentration
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Fig. 4 (See legend on next page.)
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upregulated in almost all BC cell lines as compared to 
the MCF-12A normal breast epithelial cell line. Taken 
together, this data suggests that asymmetric protein 
L-arginine methylation may be a differentially upreg-
ulated process in BC tumor biology; BC cells protect 
themselves from the potentially cytotoxic effects of 
dimethylarginines by upregulating their DDAH-medi-
ated breakdown to L-citrulline and dimethylamine. 
The involvement of DDAH1 in ADMA metabolism has 
been demonstrated clearly, whereas the role of DDAH2 
has been debated for long due to controversial results; 
recent data suggest that DDAH2 may not contribute 
to ADMA metabolism [39]. In addition, previous data 
showed that DDAH1 is overexpressed in some triple-
negative breast cancer cell lines, contributing to their 
aggressiveness [40]. Asymmetric protein dimethylation 
has previously been shown to target important cellular 
processes like regulation of gene transcription, pre-
mRNA splicing, DNA damage and immune signaling 
[41]. These processes drive cell proliferation, cell inva-
sion and metastatic ability in breast cancer cells [42]. 
For example, knockdown of PRMT1 in MDA-MB-468 
cells was shown to reduce EGF receptor-mediated 
signaling [43]. Thus, PRMTs have been proposed as 
potential new targets for therapy in breast cancer and 
other tumor entities (for Reviews, cf [44–46]).

Our present clinical data support a major role of 
L-arginine-related molecular pathways in breast can-
cer outcome. High ADMA concentrations in plasma 
may result from upregulated type 1 protein L-arginine 
demethylation with resulting spillover of ADMA into 
plasma. High ADMA was associated with high rates 
of tumor recurrence and total mortality, specifically 
in women with ER-positive breast cancer. This find-
ing, if confirmed in larger clinical studies, may confer a 
novel opportunity for individualized treatment beyond 
ER antagonists in ER-positive breast cancer. However, 
studies in patient cohorts with non-malignant dis-
eases as well as in population-based cohorts have also 
shown that high ADMA concentration is a predictor of 
total mortality and of cardiovascular events [47–49]. 
Decreased plasma L-arginine and elevated ADMA 
have been shown to be associated with cardiovascular 
side effects during doxorubicin therapy of breast can-
cer [50]. We measured plasma L-arginine metabolites 
before initiation of cancer therapy in our study. Thus, 
future prospective studies should highlight causes of 
death in patients with high ADMA concentration and 

clearly define the time of blood sampling as related to 
anticancer therapy.

Considering the multi-faceted implications of 
L-arginine metabolism in cancer and the crucial role 
of L-arginine availability for cell growth, L-arginine 
deprivation therapy has been discussed as a potential 
strategy for tumor regression in breast cancer and in 
other tumor entities [51, 52]. Hu and co-workers stud-
ied L-arginine metabolites in a small group of Chinese 
breast cancer patients [53]; however, L-arginine con-
centrations in that study were extremely low as com-
pared to published reference ranges [23]. Our present 
data showing the high degree of variability of expres-
sion and metabolite concentrations of the different 
L-arginine-metabolizing pathways suggest that such a 
strategy should include determination of the expres-
sion levels of L-arginine-metabolizing pathways and 
their functional importance to optimize the individ-
ual response rates to such deprivation strategies. This 
complexity is stressed, for example, by a study by Cao 
and colleagues who showed that L-arginine supple-
mentation may inhibit the growth of breast cancer 
[16]. This may be caused by secondary activation of 
the pro-survival autophagic response during L-argi-
nine starvation, as shown in ovarian cancer cells [54]. 
Currently, L-arginine remains a two-faced molecule in 
cancer biology and cancer therapy [55].

Our study is limited by its relatively small number of 
breast cancer patients included from a single center, 
limiting the power to significantly detect minor differ-
ences in L-arginine-metabolizing pathways between 
subgroups. Its strength is that all blood samples had 
been drawn before the initiation of cancer treatment, 
and all patients had been treated according to current 
guidelines; nonetheless, an influence of differences in 
systemic therapy on outcome cannot be ruled out. We 
have previously validated our analytical method for 
quantitation of L-arginine and its metabolites, includ-
ing long-term storage [56]. Nonetheless, our study is 
limited by the fact that we were unable to fully match 
breast cancer patients with healthy controls due to 
the unavailability of healthy blood donors of advanced 
age. However, another strength of our study lies in 
the combination of prospective clinical outcome data, 
state-of-the-art analytical methods for metabolite 
quantification, and mRNA expression analyses in rep-
resentative cell lines in-vitro.

(See figure on previous page.)
Fig. 4  Intracellular concentrations of L-arginine-related metabolites in subtype-specific cell lines in-vitro. Data show concentrations of (a) L-arginine, (b) 
L-ornithine, (c) L-citrulline, (d) ADMA, (e) the Larginine/ADMA ratio, (f) the L-ornithine/L-arginine ratio, (g) the L-citrulline/L-arginine ratio, and (h) SDMA. 
The insert in chart h) displays an enlarged representation of the data. * p < 0.05, ** p < 0.001 as compared to MCF-12 A normal breast epithelial cells in 
one-way ANOVA followed by Dunnett’s multiple comparisons test. Differences in color shading of the bars indicate different intrinsic subtypes of breast 
cancer. Please note the different scaling of the y-axis in figures d) and h)
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Fig. 5  Gene expression measured by quantitative real-time RT-qPCR for major genes involved in L-arginine-metabolizing pathways: (a) arginase-2 
(ARG2), (b) PRMT4, (c) PRMT6, (d) PRMT7, (e) PRMT5, (f) PRMT9, (g) DDAH1, (h) DDAH2. * p < 0.05, ** p < 0.001 as compared to MCF-12 A normal breast 
epithelial cells in one-way ANOVA followed by Dunnett’s multiple comparisons test. Differences in colour shading of the bars indicate different intrinsic 
subtypes of breast cancer
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In summary, major differences in gene expression of 
L-arginine-metabolic enzymes as well as intracellular 
L-arginine-related metabolite concentrations can be 
detected in breast cancer cell lines representing dif-
ferent molecular subtypes. Some, but not all of these 
differences are mirrored in plasma of patients with 
breast cancer, in whom such differences in metabolite 
concentrations are associated with outcome. This data 
supports the hypothesis that L-arginine metabolism 
is an important determinant of the biological activity 
of different breast cancer subtypes. Further studies, 
both clinical and experimental, are required to define 
the roles of the various L-arginine-metabolizing path-
ways as potential therapeutic targets for breast cancer 
therapy.

Supplementary Information
The online version contains supplementary material available at ​h​t​t​p​s​:​​​/​​/​d​o​​i​.​​o​r​​
g​​/​​1​0​​.​1​1​​​8​6​​/​s​1​2​​8​8​5​-​​0​2​5​-​1​​3​9​0​8​-​4.

Supplementary Material 1

Acknowledgements
We gratefully thank Mariola Kastner for her excellent technical assistance.

Author contributions
J.H. and R.B. conceptualized the study, performed the formal analysis, 
supervised the data acquisition, and wrote the original manuscript draft. 
J.H. acquired funding for the study. L.O.F, I.W., and V.M. provided resources, 
participated in the investigation, and reviewed the manuscript. A.K.G., Y.M., 
F.K., and A.R. performed data curation, participated in the investigation, 
and reviewed the manuscript. All authors agreed to the final version of the 
manuscript.

Funding
Open Access funding enabled and organized by Projekt DEAL.
This work was funded by the Georg and Jürgen Rickertsen Foundation, 
Hamburg, and by the Joachim Herz Foundation, Hamburg.

Data availability
The data that support the findings of this study are not openly available due 
to reasons of sensitivity and are available from the corresponding author 
upon reasonable request. Data are located in controlled access data storage at 
University Medical Center Hamburg-Eppendorf.

Declarations

Ethics approval and consent to participate
This study was approved by the Ethics Committee of the Board of Physicians 
of Hamburg (OB/V/03). All procedures were performed in accordance with the 
principles of the Declaration of Helsinki. All patients gave their written consent 
prior to participation in the study.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 14 May 2024 / Accepted: 11 March 2025

References
1.	 Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram I, Jemal A, et 

al. Global cancer statistics 2020: GLOBOCAN estimates of incidence and 
mortality worldwide for 36 cancers in 185 countries. CA Cancer J Clin. 
2021;71:209–49.

2.	 Perou CM, Sørlie T, Eisen MB, van de Rijn M, Jeffrey SS, Rees CA, et al. Molecu-
lar portraits of human breast tumours. Nature. 2000;406:747–52.

3.	 Nolan E, Lindeman GJ, Visvader JE. Deciphering breast cancer: from biology 
to the clinic. Cell. 2023;186:1708–28.

4.	 Sørlie T, Perou CM, Tibshirani R, Aas T, Geisler S, Johnsen H, et al. Gene expres-
sion patterns of breast carcinomas distinguish tumor subclasses with clinical 
implications. Proc Natl Acad Sci U S A. 2001;98:10869–74.

5.	 Sorlie T, Tibshirani R, Parker J, Hastie T, Marron JS, Nobel A, et al. Repeated 
observation of breast tumor subtypes in independent gene expression data 
sets. Proc Natl Acad Sci U S A. 2003;100:8418–23.

6.	 Hannemann J, Kristel P, van Tinteren H, Bontenbal M, van Hoesel QG, Smit 
WM, et al. Molecular subtypes of breast cancer and amplification of topoi-
somerase II alpha: predictive role in dose intensive adjuvant chemotherapy. 
Br J Cancer. 2006;95:1334–41.

7.	 Hannemann J, Oosterkamp HM, Bosch CA, Velds A, Wessels LF, Loo C, et 
al. Changes in gene expression associated with response to neoadjuvant 
chemotherapy in breast cancer. J Clin Oncol. 2005;23:3331–42.

8.	 Prat A, Pineda E, Adamo B, Galván P, Fernández A, Gaba L, et al. Clinical 
implications of the intrinsic molecular subtypes of breast cancer. Breast. 
2015;24(Suppl 2):S26–35.

9.	 Hanahan D, Weinberg RA. Hallmarks of cancer: the next generation. Cell. 
2011;144:646–74.

10.	 DeBerardinis RJ, Chandel NS. Fundamentals of cancer metabolism. Sci Adv. 
2016;2:e1600200.

11.	 Vander Heiden MG, DeBerardinis RJ. Understanding the intersections 
between metabolism and cancer biology. Cell. 2017;168:657–69.

12.	 Wu G, Bazer FW, Davis TA, Kim SW, Li P, Marc Rhoads J, et al. Arginine 
metabolism and nutrition in growth, health and disease. Amino Acids. 
2009;37:153–68.

13.	 Chen CL, Hsu SC, Ann DK, Yen Y, Kung HJ. Arginine signaling and cancer 
metabolism. Cancers (Basel). 2021;13.

14.	 Zhang Y, Chung SF, Tam SY, Leung YC, Guan X. Arginine deprivation as a strat-
egy for cancer therapy: an insight into drug design and drug combination. 
Cancer Lett. 2021;502:58–70.

15.	 Park KG, Heys SD, Blessing K, Kelly P, McNurlan MA, Eremin O, et al. 
Stimulation of human breast cancers by dietary L-arginine. Clin Sci (Lond). 
1992;82:413–7.

16.	 Cao Y, Feng Y, Zhang Y, Zhu X, Jin F. L-arginine supplementation inhibits 
the growth of breast cancer by enhancing innate and adaptive immune 
responses mediated by suppression of MDSCs in vivo. BMC Cancer. 
2016;16:343.

17.	 El Ansari R, McIntyre A, Craze ML, Ellis IO, Rakha EA, Green AR. Altered gluta-
mine metabolism in breast cancer; subtype dependencies and alternative 
adaptations. Histopathology. 2018;72:183–90.

18.	 Gandhi N, Das GM. Metabolic reprogramming in breast cancer and its thera-
peutic implications. Cells. 2019;8.

19.	 Hannemann J, Böger R. Dysregulation of the nitric oxide/dimethylarginine 
pathway in hypoxic pulmonary vasoconstriction-molecular mechanisms and 
clinical significance. Front Med (Lausanne). 2022;9:835481.

20.	 Schwedhelm E, Maas R, Tan-Andresen J, Schulze F, Riederer U, Böger RH. 
High-throughput liquid chromatographic-tandem mass spectrometric 
determination of arginine and dimethylated arginine derivatives in human 
and mouse plasma. J Chromatogr B Analyt Technol Biomed Life Sci. 
2007;851:211–9.

21.	 Schmittgen TD, Livak KJ. Analyzing real-time PCR data by the comparative 
C(T) method. Nat Protoc. 2008;3:1101–8.

22.	 Youden WJ. Index for rating diagnostic tests. Cancer. 1950;3:32–5.
23.	 Lüneburg N, Xanthakis V, Schwedhelm E, Sullivan LM, Maas R, Anderssohn M, 

et al. Reference intervals for plasma L-arginine and the L-arginine:asymmetric 
dimethylarginine ratio in the Framingham offspring cohort. J Nutr. 
2011;141:2186–90.

24.	 Atzler D, Schwedhelm E, Nauck M, Ittermann T, Böger RH, Friedrich N. Serum 
reference intervals of homoarginine, ADMA, and SDMA in the study of health 
in Pomerania. Clin Chem Lab Med. 2014;52:1835–42.

25.	 Schwedhelm E, Xanthakis V, Maas R, Sullivan LM, Atzler D, Lüneburg N, et al. 
Plasma symmetric dimethylarginine reference limits from the Framingham 
offspring cohort. Clin Chem Lab Med. 2011;49:1907–10.

https://doi.org/10.1186/s12885-025-13908-4
https://doi.org/10.1186/s12885-025-13908-4


Page 14 of 14Hannemann et al. BMC Cancer          (2025) 25:546 

26.	 Schwedhelm E, Xanthakis V, Maas R, Sullivan LM, Schulze F, Riederer U, et al. 
Asymmetric dimethylarginine reference intervals determined with liquid 
chromatography-tandem mass spectrometry: results from the Framingham 
offspring cohort. Clin Chem. 2009;55:1539–45.

27.	 Molek P, Zmudzki P, Wlodarczyk A, Nessler J, Zalewski J. The shifted balance 
of arginine metabolites in acute myocardial infarction patients and its clinical 
relevance. Sci Rep. 2021;11:83.

28.	 Garrido P, Shalaby A, Walsh EM, Keane N, Webber M, Keane MM, et al. Impact 
of inducible nitric oxide synthase (iNOS) expression on triple negative breast 
cancer outcome and activation of EGFR and ERK signaling pathways. Onco-
target. 2017;8:80568–88.

29.	 Glynn SA, Boersma BJ, Dorsey TH, Yi M, Yfantis HG, Ridnour LA, et al. Increased 
NOS2 predicts poor survival in estrogen receptor-negative breast cancer 
patients. J Clin Invest. 2010;120:3843–54.

30.	 Granados-Principal S, Liu Y, Guevara ML, Blanco E, Choi DS, Qian W, et al. Inhi-
bition of iNOS as a novel effective targeted therapy against triple-negative 
breast cancer. Breast Cancer Res. 2015;17:25.

31.	 Thomas T, Thomas TJ. Polyamines in cell growth and cell death: molecular 
mechanisms and therapeutic applications. Cell Mol Life Sci. 2001;58:244–58.

32.	 Weiger TM, Hermann A. Cell proliferation, potassium channels, polyamines 
and their interactions: a mini review. Amino Acids. 2014;46:681–8.

33.	 Cervelli M, Pietropaoli S, Signore F, Amendola R, Mariottini P. Polyamines 
metabolism and breast cancer: state of the art and perspectives. Breast 
Cancer Res Treat. 2014;148:233–48.

34.	 Hu X, Washington S, Verderame MF, Manni A. Interaction between poly-
amines and the Mitogen-Activated protein kinase pathway in the regulation 
of cell cycle variables in breast cancer cells. Cancer Res. 2005;65:11026–33.

35.	 Giannoudis A, Vareslija D, Sharma V, Zakaria R, Platt-Higgins A, Rudland 
PS, Jenkinson MD, Young LS, Palmieri C. Characterisation of the immune 
microenvironment of primary breast cancer and brain metastasis reveals 
depleted T-cell response associated to ARG2 expression. ESMO Open. 
2022;7:10063636.

36.	 Roci I, Watrous JD, Lagerborg KA, Lafranchi L, Lindqvist A, Jain M, Nilsson R. 
Mapping metabolic events in the cancer cell cycle reveals arginine catabo-
lism in the committed SG2M phase. Cell Rep. 2019;26:1691–700.

37.	 Prat A, Parker JS, Karginova O, Fan C, Livasy C, Herschkowitz JI, He X, Perou 
CM. Phenotypic and molecular characterization of the claudin-low intrinsic 
subtype of breast cancer. Breast Cancer Res. 2010;12:R68.

38.	 Bedford MT, Clarke SG. Protein arginine methylation in mammals: who, what, 
and why. Mol Cell. 2009;33:1–13.

39.	 Ragavan VN, Nair PC, Jarzebska N, Angom RS, Ruta L, Bianconi E, Grottelli 
S, Tararova ND, Ryazanskiy D, Lentz SR, Tommasi S, Martens-Lobenhoffer J, 
Suzuki-Yamamoto T, Kimoto M, Rubets E, Chau S, Chen Y, Hu X, Bernhardt N, 
Spieth PM, Weiss N, Bornstein SR, Mukhopadhyay D, Bode-Böger SM, Maas R, 
Wang Y, Macchiarulo A, Mangoni AA, Cellini B, Rodionov RN. A multicentric 
consortium study demonstrates that dimethylarginine dimethylaminohy-
drolase 2 is not a dimethylarginine dimethylaminohydrolase. Nat Commun. 
2023;14:3392.

40.	 Hulin JA, Tommasi S, Elliot D, Hu DG, Lewis BC, Mangoni AA. MiR-193b 
regulates breast cancer cell migration and vasculogenic mimicry by targeting 
dimethylarginine dimethylaminohydrolase 1. Sci Rep. 2017;7:13996.

41.	 Xu J, Richard S. Cellular pathways influenced by protein arginine methylation: 
implications for cancer. Mol Cell. 2021;81:4357–68.

42.	 Wang SM, Dowhan DH, Muscat GEO. Epigenetic arginine methylation 
in breast cancer: emerging therapeutic strategies. J Mol Endocrinol. 
2019;62:R223–37.

43.	 Nakai K, Xia W, Liao HW, Saito M, Hung MC, Yamaguchi H. The role of PRMT1 
in EGFR methylation and signaling in MDA-MB-468 triple-negative breast 
cancer cells. Breast Cancer. 2018;25:74–80.

44.	 Hwang JW, Cho Y, Bae GU, Kim SN, Kim YK. Protein arginine methyltransfer-
ases: promising targets for cancer therapy. Exp Mol Med. 2021;53:788–808.

45.	 Michalak EM, Visvader JE. Dysregulation of histone methyltransferases 
in breast cancer - opportunities for new targeted therapies? Mol Oncol. 
2016;10:1497–515.

46.	 Morettin A, Baldwin RM, Côté J. Arginine methyltransferases as novel thera-
peutic targets for breast cancer. Mutagenesis. 2015;30:177–89.

47.	 Böger RH, Bode-Böger SM, Szuba A, Tsao PS, Chan JR, Tangphao O, et al. 
Asymmetric dimethylarginine (ADMA): a novel risk factor for endothelial 
dysfunction: its role in hypercholesterolemia. Circulation. 1998;98:1842–7.

48.	 T Hannemann J, Böger R. Regulation| t ranscriptional and Post-translational 
regulation of the dimethylarginines ADMA and SDMA and their impact on 
the L-arginine – Nitric oxide pathway. Encyclopedia of biological chemistry. 
Oxford: Elsevier; 2021. pp. 674–

49.	 Leong T, Zylberstein D, Graham I, Lissner L, Ward D, Fogarty J, et al. Asymmet-
ric dimethylarginine independently predicts fatal and nonfatal myocardial 
infarction and stroke in women: 24-year follow-up of the population study of 
women in Gothenburg. Arterioscler Thromb Vasc Biol. 2008;28:961–7.

50.	 Finkelman BS, Putt M, Wang T, Wang L, Narayan H, Domchek S, et al. Arginine-
nitric oxide metabolites and cardiac dysfunction in patients with breast 
cancer. J Am Coll Cardiol. 2017;70:152–62.

51.	 Feun LG, Kuo MT, Savaraj N. Arginine deprivation in cancer therapy. Curr Opin 
Clin Nutr Metab Care. 2015;18:78–82.

52.	 Patil MD, Bhaumik J, Babykutty S, Banerjee UC, Fukumura D. Arginine 
dependence of tumor cells: targeting a chink in cancer’s armor. Oncogene. 
2016;35:4957–72.

53.	 Hu L, Gao Y, Cao Y, Zhang Y, Xu M, Wang Y, et al. Association of plasma argi-
nine with breast cancer molecular subtypes in women of Liaoning Province. 
IUBMB Life. 2016;68:980–4.

54.	 Shuvayeva G, Bobak Y, Igumentseva N, Titone R, Morani F, Stasyk O, et al. 
Single amino acid arginine deprivation triggers prosurvival autophagic 
response in ovarian carcinoma SKOV3. Biomed Res Int. 2014;2014:505041.

55.	 Jahani M, Noroznezhad F, Mansouri K, Arginine. Challenges and opportuni-
ties of this two-faced molecule in cancer therapy. Biomed Pharmacother. 
2018;102:594–601.

56.	 Böger RH, Sullivan LM, Schwedhelm E, Wang TJ, Maas R, Benjamin EJ, Schulze 
F, Xanthakis V, Benndorf RA, Vasan RS. Plasma asymmetric dimethylarginine 
and incidence of cardiovascular disease and death in the community. Circu-
lation. 2009;119:1592–600.

Publisher’s note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.


	﻿L-arginine dependence of breast cancer – molecular subtypes matter.
	﻿Abstract
	﻿Introduction
	﻿Patients and methods
	﻿Patients and study protocol
	﻿Biochemical analyses
	﻿Cell culture
	﻿Assessment of gene expression in cultured human breast cancer cell lines
	﻿Calculations and statistical analyses

	﻿Results
	﻿Baseline characteristics
	﻿Concentrations of L-arginine-related metabolites in women with breast cancer
	﻿Association of L-arginine and its metabolites with clinical outcome in breast cancer patients
	﻿Concentrations of L-arginine and related metabolites in breast cancer cell lines in-vitro
	﻿Expression of genes determining L-arginine metabolism in breast cancer cell lines in-vitro

	﻿Discussion
	﻿References


