ol FRANCE 2024

Met/Met genotype correlates with increased cancer-related

MASCC/AFSOS/ISOO ANNUAL MEETING
JUNE 27-29 - ‘

fatigue In breast cancer survivors

¢ : S = Presenting author: Ana Ruiz Casado. arcasado@salud.madrid.org
MASCC omicmnene "'M By vy Institute of Health Research Puerta de Hierro- Segovia de Arana, IDIPHISA. Hospital Universitario Puerta de Hierro Majadahonda, Madrid, Spain.

Coauthors: Maria Romero-Elias PhD, David Garcia-Gonzalez PT, Alejandro Alvarez- Bustos PhD, Marta Méndez RN, Nuria Garatachea PhD, Raquel Bailén PhD,
Constanza Maximiano MD, Antonio SanchezPhD, Elvira Ramil* PhD, Héctor Cebolla- Boado

Introduction

Cancer-related fatigue (CRF) is the most common and
debilitating symptom experienced Dby breast cancer
survivors (BCS) following treatment. The influence of
genetics on CRF has been sparingly investigated. In this
regard, the role of the catechol-O-methyltransferase
(COMT) gene in BCS is not yet fully understood.
Fernandez-de-las-Pefias et al. (2012) had previously
revealed that genetic COMT variations could have a role
in fatigue and pain reported by BCS. Furthermore, the

Results /Conclusions

This study confirms the previously suggested association between COMT W

« Atotal of 79 BCS participated and CRF in BCS. J

« Fatigue was related to COMT genotypes.
« Met/Met allele carriers, reported higher scores of fatigue
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aims of the current study are: (p=0.031). Future research in this field could encompass multiple polymorphisms to
] ] . : inifi fati ; elucidate the mechanisms associated with fatigue in BCS.
To replicate the suggested impact of COMT Val158Met (F:c(); I\t/|h1ei rest T the varlat;les, 30 significant associations with )
genotypes on fatigue in BCS after the treatment genotypes were found.
However, we could not find any association with biomarkers. No
To explore the relevance of the Vall58Met differences were found either in cortisol levels, although in this case there
polymorphism in other related patient-reported outcomes Table 1. Main descriptive data results W L pend towards significance (p=0.059) and could warrant further

such as quality of life, physical activity, biomarkers.

that influence patient fatigue, suggesting a need for targeted interventions.
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Variables M (SD) or % ‘[ Our study supports personalized medicine by identifying genetic factors
o

Age (years) 51.1(7.7) )
Time from diagnosis (years) 2.08 (1.71) Focusing on severe fatigue groups and exploring genetic over individual W
I\/I eth OdS determinants could improve care. Future research should include
Fatigue (Perform 0-60) 47 11 (11.83) sociodemographic factors to better understand these interactions J
- COMT genotypes Val/Val 23.5%
OUTCOMES AN Met/Met 27.2%
Q_uality of _Iife, health perceive_d, socio_demo_graphic data, Val/Met 49 .4%,
PARTICIPANTS dlet_, and fatigue was evaluated using questlonnalre_s. |
Fatigue was assessed by the PERFORM questionnaire. It
ranges from 12 to 60, with higher scores indicating lower Table 2. Linear regressions results (ref. category Val/Met R f
> levels of fatigue. g ( gory ) e e re n Ces
Physical activity, anthropometry, heart rate variability, and vari -
: L . : . \ AT ariables COMT Coefficient |SE |P>t
In_clu5|on criteria: 18 or older,_ d_|agnosed cardiorespiratory fitness was objectively assessed. o Bower JE. Cancer-related fatigue—mechanisms, risk factors, and treatments. Nature Reviews Clinical
with localized breast cancer, finished the Blood biomarkers and clinical data were obtained by Oncology 2014 11:10 [Internet]. 2014 [cited 2023 Jul 5]:11:597-609. Available from:
tr_eatmder;]t, free frfom disease, and had healthcare professionals from medical records. COMT Val/Val -4.93 3.47| 0.161 https://www.nature.com/articles/nrclinonc.2014.127
signed the consent form. genotypes. Genomic DNA of all the participants was . o Garcia-Gonzalez D, Medino-Mufioz J, Romero-Elias M, Garcia-Foncillas J, Ruiz-Casado A. Biological
analysed in order to study the Single Nucleotide Polymorfism Fatigue (PERFORM) mechanisms of cancer-related fatigue in breast cancer survivors after treatment: a scoping review. J
rs4680 of COMT gene. . . _ : _
Met/Met -8.057 364 | 0031* Cancer Surviv [Internet]. 2023 [cited 2023 Dec 19]; Available from:
https://pubmed.ncbi.nlm.nih.gov/37930591/
STUDY DESIGN \>STATISTICALANALYSIS o Fernandez-de-las-Pefias C, Fernandez-Lao C, Cantarero-Villanueva |, Ambite-Quesada S, Rivas-
It is a descriptive and A Bivariate linear regresgions were emp|oyed to assess the Martinez I, Del Moral-Avila R, et al. CatechoI-O-methyltransferase genotype (VaI158met) modulates
-T1p effects of COMT genotypes on fatigue scores. cancer-related fatigue and pain sensitivity in breast cancer survivors. Breast Cancer Res Treat
cross-sectional study Dichotomous  recodifications of COMT status were [Internet]. 2012 [cited 2024 Jan 2];133:405-12. Available from:
used to estimate their distinctive effect on each of the https://link.springer.com/article/10.1007/s10549-011-1757-y
selected dependent variables. Statistical significance
was determined at a p-value threshold of <0.05. All data
analyses were performed utilizing STATAv 17.1




