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Genetic variation in UGT1A1 is not
associated with altered liver
biochemical parameters in
healthy volunteers participating in
bioequivalence trials
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Introduction: Bioequivalence clinical trials are conducted in healthy volunteers
whose blood tests should be within normal limits; individuals with Gilbert
syndrome (GS) are excluded from these studies on suspicion of any liver
disease, even if the change is clinically insignificant. GS is a benign genetic
disorder characterized by elevated bilirubin levels, the primary cause of which
is the presence of polymorphisms in UGT1A1 gene. In this work, subjects with
UGT1ALl intermediate (IM) or poor (PM) metabolizer genotype-informed
phenotypes were investigated to determine whether they have a higher
incidence of liver disease or other biochemical parameters.

Methods: The study population comprised 773 healthy volunteers who
underwent biochemical analysis at baseline and at the end of the study which
were genotyped for UGT1A1*80 (rs887829), as an indicator of UGT1A1*80+*28
(rs887829 and rs3064744), and UGT1A1*6 (rs4148323).

Results: Bilirubin levels were higher in subjects IMs and PMs compared to normal
metabolizers (NMs). Decreased uric acid levels was observed in PMs compared to
NMs. No associations were observed in liver enzyme levels according to
UGT1AL phenotype.

Discussion: Considering that there is no hepatic toxicity in subjects with
UGTI1AL IM or PM phenotype, who are more likely to develop GS, this study
suggests that they could be included in bioequivalence clinical trials as their
biochemical parameters are not affected outside normal ranges.
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1 Introduction

Bioequivalence clinical trials involve healthy volunteers, whose
blood tests must be within the normal ranges, which is very stringent
for bilirubin and liver enzymes. Gilbert’s syndrome (GS) is a benign
genetic disorder related to the metabolism of bilirubin in liver
(Diizenli et al, 2021). Bilirubin is the last product of heme
catabolism that comes mostly from the breakdown of erythrocyte
hemoglobin in the reticuloendothelial system (Memon et al., 2016).
Bilirubin elimination is conducted by converting it into direct
bilirubin by conjugation with glucuronic acid (Gil and Sasiadek,
2012). Since patients with GS have reduced level of glucuronidation
and unconjugated bilirubin is not water-soluble as conjugated
bilirubin, it cannot be excreted in bile and patient suffers from
unconjugated hyperbilirubinemia and mild intermittent icterus
(Thoguluva Chandrasekar et al, 2022). In healthy people, the
normal level of bilirubin ranges from 0.1 to 1.2 mg/dL. However,
the levels in GS patients usually ranges from 1.2 to 5.3 mg/dL (Gil
and Sasiadek, 2012). Therefore, GS patients with elevated bilirubin
levels are excluded from bioequivalence studies due to the suspicion
of any liver disease, even if the change is clinically insignificant and
despite that it is well known that there is no alteration in liver
enzymes in patients with this syndrome (Moreno et al, 1984;
Sidorenko et al., 2022; Vitek and Tiribelli, 2023).

GS patients carry variants in the gene encoding for the enzyme
responsible of converting unconjugated bilirubin into conjugated
bilirubin, the uridine diphosphoglucuronate-glucuronosyltransferase
1A1 (UGTIAI) (Thoguluva Chandrasekar et al, 2022). More
specifically, it is related to the short tandem repeat (STR) variation in
the promotor of this gene that consists in an addition of a dinucleotide
sequence (TA) into the transcription initiation sequence A(TA),TAA,
converting it into A(TA)sTAA (Horsfall et al, 2011; Thoguluva
Chandrasekar et al, 2022). This variation was called allele
UGTIAI*28 (rs3064744) and it was previously annotated as
rs34815109 or rs34983651 (Aronica et al,, 2022). As a result, having
this variant makes the enzyme have only 30% of the normal activity. In
addition, this position in the genome also defines other alleles such as
UGTIAI*36 when one dinucleotide sequence is deleted (A(TA)sTAA)
or UGTIAI*37 when twoTAs are added (A(TA)yTAA). The
UGTIAI*36 appears to have higher transcript levels than UGT1AI%1,
while UGT1A1*37 appears to have lower levels (Gammal et al,, 2016).
These variants are less common or may be absent depending on the
geographic region of ancestry (Gammal et al., 2016).

Not every person that has the allele UGT1A1*28 finally develops
visible symptoms as it depends on environmental factors like
physical stress, prolonged fasting, poor diet, hemolytic reactions,
febrile illnesses and menstruation (Diizenli et al., 2021). For
example, a reduced caloric uptake to 400 kcal diary produces a
2 to 3-fold increase of bilirubin concentration in 48 h. GS usually
appears during early adolescence and its more frequently diagnosed
in males that females due to differences in sex steroids concentration
and higher production of bilirubin in males
Chandrasekar et al., 2022).

The UGT1A1 rs887829 C>T variant (UGT1A1*80) was studied
for having a possible relation to UGTIA1*28. It has been described
to be in almost complete linkage disequilibrium with UGTIA1*28 (r*
= 0.99), although there are other variants in this STR that prevent
complete disequilibrium (Gammal et al., 2016; Bravo-Gomez et al.,

(Thoguluva
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2022). It was reported that C allele was correlated with UGTIAI*1
and UGTIAI1*36 and T allele with UGT1A1*28 and UGTIA1*37
(Gammal et al., 2016; Université Laval, 2022). Therefore, they
describe that analysis of this allele could be used as an indicator
of UGTI1A1%80+*28 and thereby to infer the metabolic phenotype of
UGT1AL as it is a faster and more cost-effective genotyping
technique than UGT1AI*28 genotyping (Bravo-Gomez et al., 2022).

Another allele was associated with the development of GS due to
the decrease in enzyme activity such as UGTIAI*6 (rs4148323)
(Han et al, 2006). It was identified as a predictor of bilirubin
concentration in East Asian populations, where it accounts for
about 5% of the variability (Gammal et al., 2016). Despite being
worldwide widespread, differences depending on the ethnicity are
found, being Sub-Saharan African the ones with highest prevalence
(15%-25%), Europeans in the middle (5%-10%) and East Asian
with the lowest prevalence (0%-5%) (Gil and Sgsiadek, 2012).

The main objective of this work was to investigate whether
volunteers with UGT1A1 IM and PM phenotypes have a higher
incidence of analytical changes in liver parameters. As a secondary
objective, we sought to discover a possible relationship between
UGT1Al phenotype and the alteration of other biochemical
parameters.

2 Materials and methods
2.1 Study population

The participants of this study were healthy volunteers enrolled
in 29 bioequivalent trials of different drugs conducted at the Clinical
Trials Unit of Hospital Universitario La Princesa (UECHUP),
Madrid  (Spain)
ensayos-clinicos/informacion-para-promotores/). The study drugs

(https://www.iis-princesa.org/infraestructuras/
were:  donepezil/memantine
150 mg,
100 mg,
10 mg/80 mg, ibuprofen/chlorphenamine/phenylephrine 400 mg/

10 mg/10 mg, cinitapride 1 mg,

dabigatran dutasteride/tamsulosin 0.5 mg/0.4 mg,

sitagliptin atorvastatin 80 mg, ezetimibe/atorvastatin
2 mg/7.5 mg, dexketoprofen 25 mg, vildagliptin/metformin 50 mg/
1,000 mg, olanzapine 2.5 mg and 5 mg, quetiapine 25 mg and 50 mg,
rasagiline 1 mg, and eslicarbacepine 800 mg.

The European Medicines Agency (EMA) guideline for
bioequivalence studies states that the subject population for
bioequivalence studies should be selected with the aim of
detecting differences between pharmaceutical products (European
Medicines Agency, 2010). Therefore, these studies should normally
be conducted in healthy volunteers who should meet inclusion/
exclusion criteria clearly stated in the protocol. In the case of the
studies included in this study, the inclusion criteria were: men or
women aged from 18 to 55, free from organic or psychic conditions,
with normal medical records, vital signs, electrocardiogram and
physical examination and without significant abnormalities in
hematology, coagulation, biochemistry, serology and urine
analysis. The exclusion criteria were: having received medication
2 days prior to the start of the study, having a body mass index
(BMI) outside the 18.5-30.0 range, being pregnant or breastfeeding
women, having history of sensitivity to any drug, having a positive
drug screening, smoking or alcoholism, blood donation in the last
month and participation in another study with investigational drugs
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in the three previous months. In addition, the EMA also states that
phenotyping and/or genotyping of subjects may be considered for
safety or pharmacokinetic reasons.

All the clinical trials were approved by the Spanish Drugs
Agency (AEMPS) and the Research Ethics Committee (CEIm) of
the Hospital Universitario La Princesa. The development of the trials
and the handling of data were conducted in compliance with
Spanish  Legislation and the International Council on
Harmonization (ICH) guidelines on Good Clinical Practice
(Vijayananthan and Nawawi, 2008). Volunteers signed an
informed consent to participate in the study after being informed
of the implications of their participation. During the development of
the clinical trials, subjects were informed of the opportunity to
participate in the pharmacogenetic study. The informed consent for
the pharmacogenetic study (code SFC-FG-2020-1, IRB/Code: 4176)
was evaluated by the IRB/EC board of Hospital Universitario La
Princesa and approved on 9 July 2020. Finally, 773 gave written
their
biogeographical origin and it was standardized as reported by
Huddart et al. (Huddart et al., 2019).

consent to  participate.  Volunteers  self-reported

2.2 Biochemical parameters determination

During the clinical trial screening visit, volunteers

underwent a complete biochemical and hematological
analysis, as well as a general urine and drug test. In this
work, different biochemical parameters were selected for
analysis, such as total bilirubin, because of its relation with
GS; the levels of liver glutamic oxaloacetic transaminase (GOT),
glutamic pyruvic transaminase (GPT), alkaline phosphatase
(ALP) and gamma glutamyl transpeptidase (GGT), because
they reflect liver toxicity; as well as other parameters not
related to the liver, such as hemoglobin, uric acid and
creatinine. In the same way, another blood sample was also
obtained in the follow-up period of the clinical trial for the
determination of the same biochemical parameters, which

corresponds to 5-10 days after the last dosage of the study drug.

2.3 Genotyping and phenotyping

DNA from blood samples was extracted using a MagNA Pure
instrument (Roche Applied Science, United States) or a Maxwell” RSC
Automated DNA extractor (Promega Biotech Iberica S.L). Genotyping
of the two UGTIAI single nucleotide variants (SNVs) of interest
(rs4148323 and rs887829) was carried out in a QuantStudio 12 K
Flex qPCR instrument with an OpenArray thermal block (Applied
Biosystems, Thermofisher, United States) as they were included in a
custom array with more variants for other pharmacogenes related to
transport and metabolism. Techniques were performed in the
Pharmacogenetics Unit of the Clinical Pharmacology Department of
the Hospital Universitario de La Princesa, Madrid, Spain.

UGT1Al phenotype was inferred based on genotype and
according to the Clinical Pharmacogenetics Implementation
Consortium (CPIC) guidelines for UGTIAI and atazanavir
prescribing, published in 2016 (Gammal et al., 2016). UGTIAI*6
was analyzed only in 320 subjects due to different array designs.
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UGTIAI*80 (rs887829) was used as a surrogate predictor of
UGTIAI*80+%*28 (rs3064744).

2.4 Statistical analysis

SPSS software (version 23, SPSS Inc., Chicago, IL, United States)
was used to perform the statistical analysis. A chi-squared test was
performed to examine the interaction between sex, phenotype, and
biogeographic origin. The p-value used for statistical significance in
this test was p < 0.05. Biochemical parameters were analyzed
according to sex, biogeographical origin, UGT1A1 phenotype and
the genotype for the two alleles separately, UGTIAI* and
UGTIAI*80. Variable distributions were checked for normality
with a Shapiro-Wilks test. All biochemical parameters followed a
non-normal distribution, and therefore non-parametric tests were
used. A Mann-Whitney test was used for variables with two
categories and a Kruskal-Wallis test for those with three or more
categories. Multivariate analysis was performed by linear regression,
including those independent variables that were significantly
associated with the dependent variable in the univariate analysis.
Multivariate p-values (py,y), unstandardized P-coefficients (B) and
R* were shown for significant associations.

3 Results
3.1 Demographic characteristics

Study population was composed of 414 men (53.56%) and
359 women (46.44%), with a higher age in women than in men
(29.40 + 9.17 years old and 27.68 + 7.35 years old, p univariate
(puv) = 0.045). Distribution of healthy volunteers considering sex
and phenotype versus biogeographic origin was shown in Table 1.
Since only one volunteer was self-identified as American, one as
Near Eastern, one as East Asian and six as Sub-Saharan African, they
were merged into a single group under the name “Other”.

Significant differences were observed in the distribution of
phenotypes by sex in Europeans, Latin-Americans and overall
(p < 0.001, p = 0.032 and p = 0.002, respectively) (Table 1). In
Europeans, 62.7% of NMs and 51.8% of IMs were men, but 72.1% of
PMs were women. Among Latin-Americans, 53.4% of NMs are
women, while 54.5% of IMs and 53.7% of PMs are men. In the Other
group, there is only one NM who is men and one PM who is women.
As for the IMs, 71.4% are men. Significant differences in the
distribution of phenotypes between Europeans and Latin-
Americans was observed in men (p < 0.001), but not in women.

Out of 157 volunteers who did not present the *80 allele only two
were *1/%6. The allele frequencies calculated by race showed that in
our European population the frequency of *6 was 0% and that of
*80 was 29.03%. For Latin Americans, the frequency of *6 was
1.67%, and that of *80 was 37.73%.

3.2 Biochemical parameters
In the screening analysis, all 8 biochemical parameters showed a

lower value in women compared to men (p,,) < 0.001. These
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TABLE 1 Distribution of healthy volunteers considering sex and phenotype versus biogeographic origin.

Phenotype Biogeographical origin
European Latin-American

Men NM 141 (59.0%) 61 (36.1%) 1 (16.7%) 203 (49.0%)
M 86 (36.0%) 79 (46.7%) 5 (83.3%) 170 (41.1%)

PM 12 (5.0%) 29 (17.2%) 0 (0.0%) 41 (9.9%)
Women NM 84 (43.1%) 70 (43.5%) 0 (0.0%) 154 (42.9%)
M 80 (41.0%) 66 (41.0%) 2 (66.7%) 148 (41.2%)

PM 31 (15.9%) 25 (15.5%) 1 (33.3%) 57 (15.9%)

Total 434 330 9 773

NM: normal metabolizer. IM: intermediate metabolizer. PM: poor metabolizer. # Other: one American, one Near Eastern, one East Asian, six Sub-Saharan African. Percentages calculated
by sex.

TABLE 2 Biochemical parameters in screening according to sex, biogeographical origin, UGT1A1 phenotype and genotypes.

BILT HGB URI CREA GOT GPT ALP
(mg/dL) (gr/dL) (mg/dL) (mg/dL) (U/L) (U/L) (U/L)
Sex
Men 414 0.77 (0.37) 15.60 (0.91) 5.55 (1.09) 0.91 (0.11) 22.42 (7.31) 22.10 (11.43) 72.66 (19.82) 21.63 (14.49)
Women 359 | 0.63 (0.32) 13.56 (0.88)* | 4.00 (0.84)* 0.70 (0.10)* 18.97 (5.25)*  15.76 (7.26)* 64.13 (18.66)* 16.07 (8.85)*

Biogeographical origin

European 434 | 071 (0.35) 14.69 (1.32) 491 (1.29) 0.83 (0.15) 20.70 (6.90) 18.92 (10.06) | 64.74 (19.13) 16.79 (9.83)
Latin-American | 330 | 0.70 (0.36) 14.60 (1.41) 4.70 (1.18) 078 (0.15)*' | 20.75 (6.30) 19.29 (10.40) | 74.02 (19.40)*' | 22.06 (14.95)*!
Other* 9 0.66 (0.25) 14.80 (1.36) 5.52 (1.31) 0.90 (0.20) 25.78 (6.48) 2478 (1053) | 64.44 (18.35) 17.89 (5.78)

UGT1A1 phenotype

NM 357 | 0.59 (0.27) 14.71 (1.38) 497 (1.27) 0.82 (0.15) 20.83 (6.78) 18.96 (10.53) | 68.22 (20.44) 18.98 (13.43)
M 318 | 072 (0.29)*2 | 14.68 (1.35) 4.79 (1.24) 0.81 (0.15) 2120 (7.13) 19.96 (10.86) | 69.29 (18.72) 19.50 (12.45)
PM 98 110 (0.49)*2 | 14.34 (1.28) 446 (1142 | 0.80 (0.14) 19.48 (3.94) 17.17 (5.65) 68.47 (20.57) 17.85 (8.67)

UGT1A1*80 genotype in subjects without *6

*1/*1 357 0.59 (0.27) 14.71 (1.38) 4.97 (1.27) 0.82 (0.15) 20.83 (6.78) 18.96 (10.53) 68.22 (20.44) 18.98 (13.43)
*1/*80 316 0.71 (0.29)** 14.68 (1.35) 4.78 (1.24) 0.81 (0.15) 21.25 (7.13) 20.01 (10.88) 69.23 (18.79) 19.47 (12.41)
*80/*80 96 1.11 (0.49)* 14.37 (1.28) 447 (1.15)% 0.80 (0.14) 19.54 (3.92) 17.29 (5.64) 68.26 (20.71) 17.95 (8.72)

UGT1AT*6 genotype in subjects without *80

“1/%1 155 | 056 (0.23) 14.90 (1.36) 5.03 (1.26) 0.83 (0.15) 2125 (7.28) 2023 (1145) | 70.40 (20.42) 18.98 (16.06)

*1/*6 2 0.80 (0.16) 15.70 (0.99) 5.10 (0.85) 0.90 (0.00) 14.50 (0.71) 11.00 (1.41) 79.00 (4.24) 25.50 (23.33)

Data are shown as mean (standard deviation) although these are non-parametric tests following the central limit theorem. BILT: total bilirubin. HGB: hemoglobin. URI: uric acid. CREA:
creatinine. GOT: glutamic oxaloacetic transaminase. GPT: glutamic pyruvic transaminase. ALP: alkaline phosphatase. GGT: gamma glutamyl transpeptidase. # Other: American, Near Eastern,
East Asian and Sub-Saharan African. * univariate p-value (p,,) < 0.05 compared to men. *'p,,<0.05 compared to European. ** p,,,<0.05 compared to NM. ** p,,,<0.05 compared to *1/*1.
underlined: multivariate p-value (p,,,) < 0.05.

differences were also maintained in the multivariate analysis for total ~ GPT (pmv < 0.001, p = —6.324, R* = 0.094), ALP (pmv < 0.001,
bilirubin (pmv < 0.001, B = -0.151, R* = 0.137), hemoglobin  p = -8.842, R* = 0.099) and GGT (p,,,,<0.001, p = —5.748, R* =
(pmv < 0.001, B = —2.044, R*> = 0.563), uric acid (pmv < 0.001,  0.092) (Table 2).

B = -1,538, R*> = 0.386), creatinine (pmv < 0.001, p = -0.215, R* = A lower value in creatinine levels was observed in Latin-
0.514) and liver enzymes GOT (pmv < 0.001, f = —3.444, R =0.065), ~ Americans in comparison to Europeans (puv < 0.001, pmv < 0.001,
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TABLE 3 Biochemical parameters in follow-up according to sex, biogeographical origin and UGT1A1 phenotype.

BILT HGB URI CREA GOT GPT ALP

(mg/dL) (gr/dL) (mg/dL)  (mg/dL) (/L) (/L) (/L)
Sex
Men 414 072 (0.35) 15.10 (1.02) 5.38 (1.01) 0.90 (0.12) 21.95 (9.42) 2078 (10.77)  70.94 (19.39) 19.47 (13.66)
Women 359 | 0.58 (0.28)* 12.86 (1.01)* 3.95 (0.91)* 0.70 (0.11)* 18.68 (6.75)* 15.04 (640)*  63.76 (18.76)* 14.63 (8.50)*
Biogeographical origin
European 434 0.65 (0.32) 14.15 (1.47) 4.81 (1.22) 0.82 (0.15) 20.24 (8.24) 17.67 (8.07) 63.44 (18.23) 15.07 (9.88)
Latin-American | 330 | 0.65 (0.34) 13.94 (1.56) 4.58 (L15)*1 | 079 (0.16)*'  20.36 (8.27) 18.51 (10.88)  73.06 (19.54)*' | 20.04 (13.52)*"
Other” 9 0.63 (0.36) 14.26 (1.53) 5.29 (1.50) 0.87 (0.20) 3222 (15.01)2  24.78 (1256)  68.44 (23.28) 17.22 (6.16)
UGT1A1 phenotype
NM 357 0.56 (0.23) 14.14 (1.56) 4.88 (1.23) 0.81 (0.15) 20.39 (8.56) 18.04 (9.21) 66.64 (20.15) 17.62 (13.62)
M 318 0.64 (027)% | 14.09 (1.47) 4.65 (1.12) 0.81 (0.16) 20.63 (7.94) 18.30 (8.24) 68.64 (18.47) 16.98 (10.58)
PM 98 1.03 (049)*  13.64 (142)** 432 (1.200°  0.79 (0.14) 19.95 (9.58) 17.73 (13.32)  67.74 (19.78) 16.54 (7.68)

Data are shown as mean (standard deviation) although these are non-parametric tests following the central limit theorem. BILT: total bilirubin. HGB: hemoglobin. URI: uric acid. CREA:
creatinine. GOT: glutamic oxaloacetic transaminase. GPT: glutamic pyruvic transaminase. ALP: alkaline phosphatase. GGT: gamma glutamyl transpeptidase. # Other: American, Near Eastern,
East Asian and Sub-Saharan African.* univariate p-value (p,,) < 0.05 compared to men. *' p,,,<0.05 compared to European. ** p,,,<0.05 compared to European and p,,,<0.05 compared to Latin-
American. ** p,,,<0.05 compared to NM. **p,,,<0.05 compared to NM, and IM. *°p,,,<0.05 compared to NM.,

Puw<0.05 compared to NM., underlined: multivariate p-value (p,y) < 0.5.

p = -0.038, R* = 0.514). Moreover, higher ALP and GGT levels
were found in Latin-Americans compared to Europeans (puv <
0.001, pmv < 0.001, f = 9.331, R> = 0.099; puv < 0.001, pmv < 0.001,
B = 5.363, R*> = 0.092, respectively) (Table 2).

Of the 773 subjects enrolled, 50 had out-of-range bilirubin levels
(range 1.3-3 mg/dl) as an exception because no other subjects were
available who met the inclusion criteria. Of these, 7 were NMs
(1.96%), 16 IMs (5.03%) and 27 PMs (27.55%). A significantly
higher total bilirubin level was observed in UGT1Al PMs and
IMs compared to NMs, with significant differences between IMs
and PMs (puv < 0.001, pmv < 0.001, p = 0.112, R*> = 0.137). Finally, a
lower uric acid level was also observed in PMs compared to NMs
(puv = 0.001, p,y = 0.020, p = —0.082, R* = 0.386). No associations
were found between the UGT1A1 phenotype and changes in liver
enzyme levels or other biochemical parameters. No alterations in
any serum parameters outside the normal were
observed (Table 2).

For UGT1A1%80, bilirubin levels were higher in *80/*80 and *1/
*80 compared with *1/*1 (puv < 0.001). The results also showed a
lower uric acid level in *80/*80 versus *1/*1 (p,y, = 0.001). Due to the
similarity of UGT1Al phenotype and genotype results for
UGTI1A1%80, only the inferred phenotype was included in the
multivariate analysis (Table 2). Finally, only two subjects had the

range

*1/*6 genotype in absence of *80 allele; although the mean total
bilirubin in these subjects was higher than the *1/*1, significant
differences could not be found (p,, = 0.143) (Table 2).

In the follow-up analysis, biochemical parameters were also
statistically lower in women than in men (p,, <0.001), also
maintained in the multivariate analysis (Table 3). A lower value
in uric acid and creatinine levels was observed in Latin- Americans in
comparison to Europeans (p,, = 0.041 and p,, = 0.016, p,,y = 0.009,
B = -0.022, R* = 0.443, respectively). The group “Other” shows
higher GOT level compared to Europeans and Latin-Americans
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(puv <0.001). The UGT1A1 phenotype showed the same effect in the
follow up as in the screening for total bilirubin and uric acid. A lower
hemoglobin value was observed in PMs compared to NMs and IMs
(puy = 0.011 and p,,, = 0.032, respectively), that was not observed in
the screening analysis. At the end of the study, 5 NMs had bilirubin
levels above the range (1.40%), 11 IMs (3.46%) and 23 PMs
(23.47%); 17 of them had bilirubin out of range at screening. The
maximum level achieved during follow-up was 2.8 mg/dL for PMs,
1.8 mg/dL for IMs and 1.6 mg/dL for NMs. No changes were found
in any of the other analytical parameters.

4 Discussion

GS is a disorder of bilirubin metabolism that does not pose a
health problem to the individual; in fact, its accumulation appears
to have an antioxidant effect that may be protective. For this
reason, GS has been associated with a lower prevalence of chronic
diseases such as cardiovascular disease or type 2 diabetes, a lower
incidence of ischemic heart disease, and a lower incidence of
Hodgkin’s lymphoma and endometrial cancer compared to the
general population (Wagner et al.,, 2018). However, the deficient
hepatic metabolism of GS patients is an exclusion factor in clinical
trials. This is due to the suspicion that other hepatic factors besides
bilirubin metabolism may be affected, thus altering the results of
bioequivalence clinical trials. For example, increased toxicity of the
drug irinotecan has been described in patients with a PM
phenotype for UGT1Al, such as those with GS (Lankisch
et al., 2008).

CPIC, in its guideline on UGTIAI and atazanavir published in
2016, refers to a frequency of 0.79% for UGTIAI*6 and 31.42% for
UGTI1A1%80 for Europeans. Similarly, for Latin-Americans it
refers a frequency of 1.16% for UGTIAI*6 and 38.27% for

frontiersin.org


https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1389968

Gonzalez-Iglesias et al.

UGTI1AI1%80. The frequencies of UGTIA1*6 and UGTIAI*80
reflected in this study are very similar to CPIC (Gammal et al,,
2016). The allele frequency of UGTIAI*6 reflected in the
European population in our study is consistent with the
frequency of this allele previously described in Spanish
population (Cerezo-Arias et al., 2022). This study reflects the
largest population genotyped for UGT1A1*80 to date.

Results of this study confirmed the existing sex differences in
biochemical parameters that were already described in previous
articles (Werner et al., 1970; Dufour et al., 2005; Rushton and
Barth, 2010; O Leary et al, 2017). This is the case for total
bilirubin, uric acid and ALP and GOT enzymes, for which was
described the existence of higher serum levels of these parameters
in males versus females after puberty possibly due to differences in sex
hormone activity throughout life (Werner et al,, 1970). Reference
ranges for hemoglobin in women of reproductive age showed lower
values than those of men of equivalent age; when in the absence of
different biological needs, similar values would be expected. This may
be because these ranges were obtained from large population-based
studies that possibly included a significant number of women who
spend a part of their lives iron deficient due to blood loss during
menstruation (Rushton and Barth, 2010). As for creatinine, it was also
known that women have lower serum creatinine values than men even
though they have similar renal function, because men have greater
muscle mass (O Leary et al,, 2017). Finally, it was described that the
reference ranges for liver enzymes GPT and GGT should be higher for
men than for women, which corresponds to the differences found in
this study (Dufour et al., 2005).

The existence of differences in the levels of some biochemical
parameters depending on the biogeographic origin highlights the
necessity of establishing specific reference intervals for each of them
(Lim et al., 2015). Although the groups reflected in these articles are
different from those included in this study, genetic variation
between origins is proposed as the cause of these differences
(Jones et al., 1998; DeBoer et al,, 2012; Schneider et al., 2014;
Beydoun et al., 2018; Marifio-Ramirez et al., 2022).

Our results confirmed that UGT1Al phenotype allows
differences in total bilirubin levels to be seen, showing a higher
bilirubin in IMs, even higher in PMs (Lin et al., 2006; Chen et al.,
2011; Bravo-Gomez et al., 2022). The small number of subjects who
were UGTIAI*6 carriers may cause the results to show no significant
increase in bilirubin levels, although it was shown to affect its
disposition in previous researches (Barbarino et al, 2014;
Gammal et al., 2016; Hanafusa et al., 2022).

To our knowledge, the UGTIAI gene has not been described to
be involved in hemoglobin metabolism. The level in the PM is not
outside the normal range. Moreover, all phenotypes decreased their
hemoglobin levels at follow-up which can be explained by the blood
draws performed during the clinical trial. The difference of PM was
not maintained in multivariate analysis, suggesting that it could be a
false positive. For all these reasons, we could suspect that this is a low
value due to the assay itself.

Additionally, a lower uric acid level in subjects with the PM
phenotype for UGT1Al was to NM.
Information on a possible relationship between the UGTIAI gene

observed compared
and plasma uric acid levels is scarce. Only one article mentions that

patients with GS did not present alterations in uric acid levels, which is
consistent with the results found in this article, since although slight
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differences are observed depending on the phenotype, in no case do
they exceed the range of normality (Bulmer et al., 2008). More studies
are needed to clarify whether there is a relationship between the two.

No difference in liver enzyme levels was found as a function of
UGT1A1 phenotype. Previous articles examining GOT, GPT and GGT
liver enzyme levels in GS patients also found the same results (Bulmer
et al, 2008; Hsu et al, 2022). These data suggest that there was no
underlying liver pathology causing elevated bilirubin levels, but that it
was a consequence of the UGT1A1 phenotype. Therefore, we suggest
that genotyping of this gene should be performed in those subjects with
out-of-range bilirubin levels. NM individuals should be excluded
because of suspected liver involvement due to other causes, but IM
and PM volunteers could be included because their bilirubin levels are
only due to the phenotype of the gene. It should also be considered that
the phenotype of other genes that could alter the metabolism of the
study drugs are not considered an exclusion criterion, e.g, PM for
CYP2C19 or ultrarrapid metabolizers (UMs) for CYP2D6, but
UGTIA1 as a cause of Gilbert's syndrome is considered even
though it is a benign disease. In today’s world we should try to
include as much variability as possible to cover all individuals in society.

5 Limitations

This study has two major limitations. First, as this was a clinical trial
with inclusion and exclusion criteria, subjects with high bilirubin levels
were excluded. Therefore, most subjects with genotype corresponding
to GS could have been excluded, reducing the prevalence of GS and
possible reducing the existing differences both in total bilirubin levels
and in other parameters studied. Second, because not all subjects were
genotyped for the UGTIAI*6 allele, statistical power was reduced for
evaluation of the relevance of this allele.

6 Conclusion

This study reflects the largest population genotyped for
UGTIAI*80 to date. Bilirubin levels were higher in volunteers with
IM and PM phenotypes for UGT1Al. Given that there is no hepatic
involvement in these subjects who are more likely to develop GS, this
study suggests that there is no underlying liver pathology causing
elevated bilirubin levels, but that it is a consequence of the
UGT1A1 phenotype. Therefore, IM and PM individuals could be
included in clinical trials because their bilirubin levels are only due
to the gene phenotype and not to other pathologies.

Data availability statement

The original contributions presented in the study are publicly
available. This data can be found here: public repository of the
Community of Madrid, https://hdl.handle.net/20.500.12530/87827.

Ethics statement

The studies involving humans were approved by Research Ethics
Committee of the Hospital Universitario La Princesa. The studies

frontiersin.org


https://hdl.handle.net/20.500.12530/87827
https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1389968

Gonzalez-Iglesias et al.

were conducted in accordance with the local legislation and

institutional requirements. The participants provided their

written informed consent to participate in this study.

Author contributions

EG-I: Writing-original draft, Methodology, Investigation, Formal
Analysis, Data curation, Conceptualization. DO: Writing-review and
editing, Resources, Investigation. Manuel Roman: Writing-review and
editing, Investigation. PS-C: Writing-review and editing, Investigation,
Formal Analysis. SM-V: Writing-review and editing, Investigation.
MN-G:
Writing-review and editing, Investigation. PZ: Writing-review and
editing, Investigation, Formal Analysis. AR-L: Writing-review and
FA-S:

Investigation,

Writing-review  and  editing, Investigation. ~ AD:

editing, Investigation. Writing-review and  editing,
Conceptualization.  JN:

Writing-review and editing, Methodology, Investigation, Data curation.

Supervision,  Resources,

Funding

The author(s) declare that financial support was received for the
research, authorship, and/or publication of this article. EG-I is
financed by PIPF-2022/SAL-GL-25946, predoctoral fellowship.
PS-C is financed by the FPI UAM-2021 predoctoral fellowship.
MN-G is financed by the ICI20/00131 Grant, Accion Estratégica en
Salud 2017-2020, ISCIIL PZ is financed by a “Contrato Margarita
Salas de la convocatoria para la Recualificacion del Sistema
Universitario Espanol” (UAM). AR-L is financed by Programa
Investigo (NextGenerationEU funds of the Recovery and

References

Aronica, L., Ordovas, J. M., Volkov, A., Lamb, J. J., Stone, P. M., Minich, D., et al.
(2022). Genetic Biomarkers of metabolic detoxification for personalized lifestyle
medicine. Nutrients 14 (4), 768. d0i:10.3390/nu14040768

Barbarino, J. M., Haidar, C. E., Klein, T. E., and Altman, R. B. (2014). PharmGKB
summary: very important pharmacogene information for UGTIAI. Pharmacogenet
Genomics. 24 (3), 177-183. doi:10.1097/FPC.0000000000000024

Beydoun, M. A,, Fanelli-Kuczmarski, M. T., Canas, J. A., Beydoun, H. A., Evans, M.
K., and Zonderman, A. B. (2018). Dietary factors are associated with serum uric acid
trajectory differentially by race among urban adults. Br. J. Nutr. 120 (8), 935-945.
doi:10.1017/S0007114518002118

Bravo-Gomez, A., Salvador-Martin, S., Zapata-Cobo, P., Sanjurjo-Saez, M., and Lopez-
Fernandez, L. A. (2022). Genotyping of UGTIAI*80 as an alternative to UGT1A1*28
genotyping in Spain. Pharmaceutics 14 (10), 2082. doi:10.3390/pharmaceutics14102082

Bulmer, A. C,, Blanchfield, J. T., Toth, I, Fassett, R. G., and Coombes, J. S. (2008). Improved
resistance to serum oxidation in Gilbert’s syndrome: a mechanism for cardiovascular
protection. Atherosclerosis 199 (2), 390-396. doi:10.1016/j.atherosclerosis.2007.11.022

Cerezo-Arias, M. de L. O., Gdmez-Tabales, J., Marti, M., Garcia-Martin, E., and
Agtindez, J. A. G. (2022). Common UGTIAG6 variant alleles determine acetaminophen
pharmacokinetics in man. J. Pers. Med. 12 (5), 720. doi:10.3390/jpm12050720

Chen, Y. H,, Hung, S. C,, and Tarng, D. C. (2011). Serum bilirubin links UGT1A1*28
polymorphism and predicts long-term cardiovascular events and mortality in chronic
hemodialysis patients. Clin. . Am. Soc. Nephrol. CJASN 6 (3), 567-574. doi:10.2215/
CJN.06130710

DeBoer, M. D., Dong, L., and Gurka, M. J. (2012). Racial/ethnic and sex differences in
the relationship between uric acid and metabolic syndrome in adolescents: an analysis of
National Health and Nutrition Survey 1999-2006. Metabolism 61 (4), 554-561. doi:10.
1016/j.metabol.2011.09.003

Dufour, R, Lott, J. A, Nolte, F. S., Gretch, D. R., Koff, R. S., and Seeff, L. B. (2005).
Guias del laboratorio para screening, diagndstico y monitoreo de la lesién hepatica.
ABCL 39 (3), 359-376.

Frontiers in Pharmacology

10.3389/fphar.2024.1389968

Resilience Facility), fellowship number 2022-C23.101.P03.S0020-
0000031. The authors have no financial involvement with any
organization or entity with a financial interest in or financial
conflict with the subject matter or materials discussed in the
manuscript apart from those disclosed.

Conflict of interest

FA-S and DO have been consultants or investigators in clinical
trials sponsored by the following pharmaceutical companies:
Abbott, Alter, Aptatargets, Chemo, Cinfa, FAES, Farmal’ der,
Ferrer, GlaxoSmithKline, Gilead,
Janssen-Cilag, Kern, Moderna, MSD, Normon, Novartis, Servier,

Galenicum, Italfarmaco,
Silver Pharma, Teva, and Zambon.

The remaining authors declare that the research was
conducted in the absence of any commercial or financial
relationships that could be construed as a potential conflict
of interest.

The handling editor JA declared a past co-authorship with the
author FA-S.

Publisher’'s note

All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated
organizations, or those of the publisher, the editors and the
reviewers. Any product that may be evaluated in this article, or
claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Diizenli, T., Maden, O., Tanoglu, A., Kaplan, M., and Yazgan, Y. (2021). Associations
between Gilbert’s syndrome and personality characteristics. Trends Psychiatry
Psychother. 43, 151-158. doi:10.47626/2237-6089-2020-0003

European Medicines Agency (2010). Guideline on the investigation of bioequivalence.

Gammal, R. S., Court, M. H., Haidar, C. E., Iwuchukwu, O. F,, Gaur, A. H., Alvarellos,
M., et al. (2016). Clinical pharmacogenetics implementation Consortium (CPIC)
guideline for UGTIAI and atazanavir prescribing. Clin. Pharmacol. Ther. 99 (4),
363-369. doi:10.1002/cpt.269

Gil, J., and Sgsiadek, M. M. (2012). Gilbert syndrome: the UGTIAI *28 promoter
polymorphism as a biomarker of multifactorial diseases and drug metabolism. Biomark.
Med. 6 (2), 223-230. doi:10.2217/bmm.12.4

Han, J. Y., Lim, H. S,, Shin, E. S., Yoo, Y. K., Park, Y. H,, Lee, J. E., et al. (2006).
Comprehensive analysis of UGTIA polymorphisms predictive for pharmacokinetics
and treatment outcome in patients with non-small-cell lung cancer treated with
irinotecan and cisplatin. J. Clin. Oncol. Off. J. Am. Soc. Clin. Oncol. 24 (15),
2237-2244. doi:10.1200/JC0O.2005.03.0239

Hanafusa, H., Abe, S., Ohyama, S., Kyono, Y., Kido, T., Nakasone, R., et al. (2022). Influence
of UGT1A1I genetic variants on free bilirubin levels in Japanese newborns: a preliminary study.
Int. J. Environ. Res. Public Health 19 (20), 13090. doi:10.3390/ijerph192013090

Horsfall, L. J., Zeitlyn, D., Tarekegn, A., Bekele, E., Thomas, M. G., Bradman, N., et al.
(2011). Prevalence of clinically relevant UGTIA alleles and haplotypes in African
populations. Ann. Hum. Genet. 75 (2), 236-246. doi:10.1111/j.1469-1809.2010.00638 x

Hsu, P. W. C,, Liao, P. C,, Kao, Y. H,, Lin, X. Y., Chien, R. N, Yeh, C. T, et al. (2022).
The mutation hotspots at UGTIA locus may Be associated with Gilbert’s syndrome
affecting the Taiwanese population. Int. J. Mol. Sci. 23 (20), 12709. doi:10.3390/
ijms232012709

Huddart, R, Fohner, A. E., Whirl-Carrillo, M., Wojcik, G. L., Gignoux, C. R., Popejoy,
A. B, et al. (2019). Standardized biogeographic grouping system for annotating
populations in pharmacogenetic research. Clin. Pharmacol. Ther. 105 (5),
1256-1262. doi:10.1002/cpt.1322

frontiersin.org


https://doi.org/10.3390/nu14040768
https://doi.org/10.1097/FPC.0000000000000024
https://doi.org/10.1017/S0007114518002118
https://doi.org/10.3390/pharmaceutics14102082
https://doi.org/10.1016/j.atherosclerosis.2007.11.022
https://doi.org/10.3390/jpm12050720
https://doi.org/10.2215/CJN.06130710
https://doi.org/10.2215/CJN.06130710
https://doi.org/10.1016/j.metabol.2011.09.003
https://doi.org/10.1016/j.metabol.2011.09.003
https://doi.org/10.47626/2237-6089-2020-0003
https://doi.org/10.1002/cpt.269
https://doi.org/10.2217/bmm.12.4
https://doi.org/10.1200/JCO.2005.03.0239
https://doi.org/10.3390/ijerph192013090
https://doi.org/10.1111/j.1469-1809.2010.00638.x
https://doi.org/10.3390/ijms232012709
https://doi.org/10.3390/ijms232012709
https://doi.org/10.1002/cpt.1322
https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1389968

Gonzalez-lglesias et al.

Jones, C. A., McQuillan, G. M., Kusek, J. W., Eberhardt, M. S., Herman, W. H.,
Coresh, J., et al. (1998). Serum creatinine levels in the US population: third national
health and nutrition examination survey. Am. J. Kidney Dis. Off. J. Natl. Kidney Found.
32 (6), 992-999. doi:10.1016/s0272-6386(98)70074-5

Lankisch, T. O., Schulz, C., Zwingers, T., Erichsen, T. J., Manns, M. P., Heinemann,
V., et al. (2008). Gilbert’s syndrome and irinotecan toxicity: combination with UDP-
glucuronosyltransferase 1A7 variants increases risk. Cancer Epidemiol. Biomark. Prev.
Publ. Am. Assoc. Cancer Res. Cosponsored Am. Soc. Prev. Oncol. 17 (3), 695-701. doi:10.
1158/1055-9965.EP1-07-2517

Lim, E.,, Miyamura, J., and Chen, J. J. (2015). Racial/Ethnic-specific reference intervals
for common laboratory tests: a comparison among asians, blacks, hispanics, and white.
Hawaii ]. Med. Public Health ]. Asia Pac Med. Public Health 74 (9), 302-310.

Lin, J. P, O’Donnell, C. J., Schwaiger, J. P., Cupples, L. A, Lingenhel, A., Hunt, S. C,,
et al. (2006). Association between the UGT1A1%28 allele, bilirubin levels, and coronary
heart disease in the Framingham Heart Study. Circulation 114 (14), 1476-1481. doi:10.
1161/CIRCULATIONAHA.106.633206

Marifio-Ramirez, L., Sharma, S., Rishishwar, L., Conley, A. B., Nagar, S. D., and
Jordan, I. K. (2022). Effects of genetic ancestry and socioeconomic deprivation on ethnic
differences in serum creatinine. Gene 837, 146709. doi:10.1016/j.gene.2022.146709

Memon, N., Weinberger, B. I, Hegyi, T., and Aleksunes, L. M. (2016). Inherited
disorders of bilirubin clearance. Pediatr. Res. 79 (3), 378-386. d0i:10.1038/pr.2015.247

Moreno, B. A., Gonzédlez Moreno, L., Mendoza-Jiménez, J., Garcia-Buey, L., and
Moreno Otero, R. (1984). Utility of analytical parameters in the diagnosis of liver
disease. Med Interna Madr Spain 24 (1), 38-46. doi:10.4321/50212-71992007000100010

O Leary, J. G, Wong, F., Reddy, K. R, Garcia-Tsao, G., Kamath, P. S, Biggins, S. W, et al.
(2017). Gender-specific differences in baseline, peak, and delta serum creatinine: the
NACSELD experience. Dig. Dis. Sci. 62 (3), 768-776. doi:10.1007/s10620-016-4416-7

Frontiers in Pharmacology

08

10.3389/fphar.2024.1389968

Rushton, D. H., and Barth, J. H. (2010). What is the evidence for gender differences in
ferritin and haemoglobin? Crit. Rev. Oncol. Hematol. 73 (1), 1-9. doi:10.1016/j.
critrevonc.2009.03.010

Schneider, A. L. C., Lazo, M., Selvin, E., and Clark, J. M. (2014). Racial differences in
nonalcoholic fatty liver disease in the U.S. population. Obes. Silver Spring Md 22 (1),
292-299. doi:10.1002/0by.20426

Sidorenko, D. V., Nazarov, V. D., Volnikova, E. G., Kondrasheva, E. A., Peshkova, N.
G., Kovaleva, I. S., et al. (2022). Dependence of blood biochemical parameters on various
genotypes of the UGTIAI gene associated with Gilbert’s syndrome. Klin. Lab. Diagn 67
(2), 69-75. doi:10.51620/0869-2084-2022-67-2-69-75

Thoguluva Chandrasekar, V., Faust, T. W., and John, S. (2022). Gilbert syndrome.
StatPearls. Treasure island (FL). USA: StatPearls Publishing. Available at: https://www.
ncbi.nlm.nih.gov/books/NBK470200/.

Université Laval (2022). UGT1A1 and common exons allele nomenclature. Available
at https://www.pharmacogenomics.pha.ulaval.ca/wp-content/uploads/2015/04/
UGT1Al-allele-nomenclature.html.

Vijayananthan, A., and Nawawi, O. (2008). The importance of Good Clinical Practice
guidelines and its role in clinical trials. Biomed. Imaging Interv. J. 4 (1), e5. doi:10.2349/
biij.4.1.e5

Vitek, L., and Tiribelli, C. (2023). Gilbert’s syndrome revisited. J. Hepatol. 79 (4),
1049-1055. doi:10.1016/j.jhep.2023.06.004

Wagner, K. H,, Shiels, R. G, Lang, C. A,, Seyed Khoei, N., and Bulmer, A. C. (2018).
Diagnostic criteria and contributors to Gilbert’s syndrome. Crit. Rev. Clin. Lab. Sci. 55
(2), 129-139. doi:10.1080/10408363.2018.1428526

Werner, M., Tolls, R. E., Hultin, J. V., and Mellecker, J. (1970). Influence of sex and

age on the normal range of eleven serum constituents. Z Klin. Chem. Klin. Biochem. 8
(2), 105-115. doi:10.1515/cclm.1970.8.2.105

frontiersin.org


https://doi.org/10.1016/s0272-6386(98)70074-5
https://doi.org/10.1158/1055-9965.EPI-07-2517
https://doi.org/10.1158/1055-9965.EPI-07-2517
https://doi.org/10.1161/CIRCULATIONAHA.106.633206
https://doi.org/10.1161/CIRCULATIONAHA.106.633206
https://doi.org/10.1016/j.gene.2022.146709
https://doi.org/10.1038/pr.2015.247
https://doi.org/10.4321/s0212-71992007000100010
https://doi.org/10.1007/s10620-016-4416-7
https://doi.org/10.1016/j.critrevonc.2009.03.010
https://doi.org/10.1016/j.critrevonc.2009.03.010
https://doi.org/10.1002/oby.20426
https://doi.org/10.51620/0869-2084-2022-67-2-69-75
https://www.ncbi.nlm.nih.gov/books/NBK470200/
https://www.ncbi.nlm.nih.gov/books/NBK470200/
https://www.pharmacogenomics.pha.ulaval.ca/wp-content/uploads/2015/04/UGT1A1-allele-nomenclature.html
https://www.pharmacogenomics.pha.ulaval.ca/wp-content/uploads/2015/04/UGT1A1-allele-nomenclature.html
https://doi.org/10.2349/biij.4.1.e5
https://doi.org/10.2349/biij.4.1.e5
https://doi.org/10.1016/j.jhep.2023.06.004
https://doi.org/10.1080/10408363.2018.1428526
https://doi.org/10.1515/cclm.1970.8.2.105
https://www.frontiersin.org/journals/pharmacology
https://www.frontiersin.org
https://doi.org/10.3389/fphar.2024.1389968

	Genetic variation in UGT1A1 is not associated with altered liver biochemical parameters in healthy volunteers participating ...
	1 Introduction
	2 Materials and methods
	2.1 Study population
	2.2 Biochemical parameters determination
	2.3 Genotyping and phenotyping
	2.4 Statistical analysis

	3 Results
	3.1 Demographic characteristics
	3.2 Biochemical parameters

	4 Discussion
	5 Limitations
	6 Conclusion
	Data availability statement
	Ethics statement
	Author contributions
	Funding
	Conflict of interest
	Publisher’s note
	References


