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a b s t r a c t

Endometrial cancer is the sixth most common cancer in women
worldwide. It is associated with aberrant actions of steroid hor-
mones, estrogens and progesterone, but also with enhanced
inflammation and reduced cellular differentiation. Here, we show
data on demographic and histopathological characteristics of 51
patients with endometrial cancer, together with data on correla-
tions between the expression of 38 genes involved in estrogen and
progesterone actions, inflammation and differentiation, and
demographic characteristics. We also show data on changes in
gene expression of these 38 genes according to histopathological
and clinical characteristics of these patients. This article includes
data referenced in the manuscript entitled »STAR and AKR1B10 are
down-regulated in high-grade endometrial cancer by Sinreih et al.
(in press) [1].
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Specifications Table

Subject area Biochemistry, Molecular biology
More specific
subject area

Molecular endocrinology, Gynecological endocrinology

Type of data Tables
How data was
acquired

Clinical and histopathological data was obtained from the patients’ medical
and histopathological records, respectively.
The gene expression data obtained by quantitative real-time PCR was
statistically analyzed.

Data format Analyzed
Experimental
factors

Experimental
features

Ratios for expression of 38 genes in samples of endometrial cancer versus
adjacent control endometrium were calculated and this data was statistically
analyzed.

Data source
location

Ljubljana, Slovenia

Data accessibility The statistically analyzed data is available within this article and the raw
expression data may be provided upon request.

Value of the data

� Data on correlations between the expression ratios of these 38 genes and demographic char-
acteristics may be helpful for explanation of different etiological factors identified in epidemiolo-
gical studies.

� Data on changes in the expression ratios of these 38 genes according to histopathological and
clinical data may lay foundation for further investigations of individual players of the individual
pathophysiological processes.

1. Data

We provide data on demographic, histopathological and clinical characteristic of 51 endometrial
cancer patients treated at the University Medical Centre Ljubljana, at the Division of Gynaecology and
Obstetrics. Demographic (age, body mass, BMI, menopausal status, parity), histopathological and
clinical data (histological type and grade of tumor, depth of myometrial invasion, presence of lym-
phovascular invasion, FIGO stage) (Table 1) together with data on statistical analysis of gene
expression ratios (Tables 2–11) are included. The study was approved by the National Medical Ethics
Committee of the Republic of Slovenia.

1.1. Demographic, histopathological and clinical data

The demographic, histopathological and clinical characteristics are given in Table 1. For the 51
patients, the mean age was 63.16 years (SD, 13.33 years; range, 26.72–83.58 years), the mean body
weight was 81.24 kg (SD, 17.25 kg; range, 51–130 kg), and the mean BMI was 30.63 kg/m2 (SD,
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