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Graphical Abstract

Summary
Interferon-tau (IFN-τ) is a pregnancy recognition signal secreted from the trophectoderm cells of the bovine 
conceptus that induces the expression of IFN-stimulated genes (ISG) in immune cells. The expression of ISG 
in peripheral blood leukocytes has been suggested as a potential tool for early pregnancy diagnosis. IFN-τ 
induces an increase in abundance of several ISG in peripheral mononuclear leukocytes between 18 and 20 days 
after fixed-time AI. We evaluated the abundance of 2 genes (ISG15 and LGALS3BP) stimulated by the conceptus 
using samples collected from 4 cell types: peripheral blood mononuclear cells (PBMC), total blood leukocytes, 
cervical cells, and total milk leukocytes, and we compared these four methods as pregnancy predictors on day 
20 after timed AI in dairy cattle.

Highlights
•	 Peripheral blood mononuclear cells (PBMC) are the best biomarker for pregnancy prediction on d 20 

after timed AI. 
•	 An abundance of ISG15 was observed in pregnant dairy females in PBMC, total blood leukocytes, and 

cervical cells.
•	 Abundance of LGALS3BP is not good biomarker for determination of pregnancy status using any cell type.
•	 Total milk leukocytes are not useful for detection of genes stimulated by early pregnancy. 
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Abstract: Development of new methods for early diagnosis of pregnancy can be important to increase the reproductive efficiency and 
profitability of dairy herds. The bovine conceptus secretes IFN-τ that stimulates the transcription of several genes in circulating immune 
cells and extrauterine tissues. The aims of this study were to evaluate the mRNA abundance for pregnancy predictability of a classic 
gene stimulated by IFN-τ (ISG15) and a novel potential pregnancy marker (LGALS3BP) in peripheral blood mononuclear cells (PBMC), 
total blood leukocytes (TBL) or milk leukocytes (TML), and cervical cells (CC) on d 20 after timed artificial insemination (TAI) in 
dairy cattle. Eighteen Holstein females (12 cows and 6 heifers) were submitted to an estrous synchronization protocol for TAI (d 0). On 
d 20 post-TAI, blood samples were collected from coccygeal vessels for isolation of PBMC and in Tempus Blood RNA tubes (Applied 
Biosystems) for TBL. Samples of CC were collected using a cytological brush, and the TML were isolated from milk samples collected 
before routine milking. Pregnancy diagnosis was performed on d 30 post-TAI using transrectal ultrasonography, and females were classi-
fied as pregnant (n = 8) or nonpregnant (n = 10). Total RNA was extracted and mRNA abundance of target genes (ISG15 and LGALS3BP) 
was quantified by reverse-transcription quantitative PCR and normalized in relation to reference genes. Data were analyzed by ANOVA 
using the MIXED procedure of SAS (SAS Institute Inc.). The mRNA abundance of ISG15 was greater in pregnant than in nonpregnant 
animals for PBMC, TBL, and CC. No difference was detected for TML based on pregnancy status. For LGALS3BP mRNA abundance, no 
difference was detected between pregnant and nonpregnant animals for PBMC, TBL, and TML, but a tendency for greater abundance in 
pregnant animals was observed for CC. The fold change for ISG15 in each pregnant cow related to the mean of nonpregnant animals was 
2.73 ± 0.31, 3.40 ± 2.17, 1.64 ± 0.29, and 0.005 ± 0.002 for PBMC, CC, TBL, and TML, respectively. The fold change for LGALS3BP in 
each pregnant cow related to the mean of nonpregnant animals was 0.97 ± 0.38, 1.77 ± 0.39, 0.20 ± 0.08, and 0.70 ± 0.11 for PBMC, CC, 
TBL, and TML, respectively. The receiver operating characteristic curve analysis indicated that ISG15 abundance predicted pregnancy in 
PBMC (area under curve, AUC = 0.92) and CC (AUC = 0.77) but not in TBL (AUC = 0.72) or TML (AUC = 0.52). In conclusion, mRNA 
abundance for ISG15 in PBMC was the best predictor for pregnancy at d 20 post-TAI, whereas TBL and TML were not good predictors of 
pregnancy on d 20 post-TAI. The mRNA abundance of LGALS3BP was not associated with pregnancy status in any type of cell evaluated.

Detection of nonpregnant cows is an important factor for repro-
ductive performance in dairy herds, as it can have great effects 

on reproductive efficiency and economic gains in dairy production 
systems (Lucy et al., 2004). Novel methods for early pregnancy 
diagnosis in cattle have been investigated to detect non-pregnant 
cows on the third week of pregnancy (Spencer and Bazer, 2004; 
Hansen et al., 2017), decreasing the interval between timed AI 
(TAI) services (Ribeiro et al., 2012; Fricke et al., 2016). Although 
previous studies have indicated that determination of IFN-τ–stimu-
lated genes (ISG) in circulating immune cells can be used as a po-
tential pregnancy diagnostic test in beef (Matsuyama et al., 2012; 
Pugliesi et al., 2014; Melo et al., 2020) and dairy (Shirasuna et al., 
2012; Haq et al., 2016) cattle, there is still no method with proven 
accuracy and feasibility for detection of pregnancy before d 20 of 
pregnancy (Green et al., 2010; Yoshino et al., 2018; Melo et al., 
2020). Many studies have investigated ISG mRNA abundance us-

ing peripheral blood mononuclear cells (PBMC). Recently, other 
studies have used total immune cells from whole blood (Yoshino et 
al., 2018) or milk (Schanzenbach et al., 2017) or cervical and vagi-
nal mucosa cells (Kunii et al., 2018) for accessing gene expression 
and predicting pregnancy status. In addition, novel potential preg-
nancy markers were recently reported by our group in beef heif-
ers (Rocha et al., 2020) and need to be tested for early pregnancy 
diagnosis in dairy cattle. From these potential markers, LGALS3BP 
expression in immune cells was always 50% greater in pregnant 
heifers from d 10 to 20 of pregnancy. Previous studies described a 
possible role of this gene with the cellular adhesion process in the 
bovine endometrium during the preattachment period (Bauersachs 
et al., 2006; Okumu et al., 2011). Therefore, the aims of this study 
were to evaluate the mRNA abundance of a classic ISG (ISG15) 
and a novel potential pregnancy marker (LGALS3BP) as a predic-
tor for pregnancy at d 20 post-TAI in dairy cattle using PBMC, 
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total blood leukocytes (TBL), total milk leukocytes (TML), or 
cervical cells (CC). We hypothesized that the proximity between 
cervical and vaginal cells and the bovine conceptus location would 
induce greater mRNA abundance of pregnancy markers and hence 
better pregnancy predictability in CC cells than in circulating im-
mune cells.

In the present study, lactating Holstein cows (7 multiparous and 
5 primiparous) and 16-mo-old heifers (n = 6) with a BCS of 3.1 ± 
0.3 (1-to-5 scale, Ferguson et al., 1994) maintained at the research 
farm in the Fernando Costa Campus, University of São Paulo (Pi-
rassununga, SP, Brazil), were used. This study was approved by 
the Institutional Animal Care and Use Committee of the School of 
Veterinary Medicine and Animal Science of the University of São 
Paulo, São Paulo, Brazil (CEUA-FMVZ/USP 5490101219). The 
cows were milked twice daily and produced an average of 24.9 ± 
4.7 kg of milk/d. Only cycling and mature heifers in good health 
and with absence of reproductive abnormalities were used. Cows 
were housed in freestall barns and heifers in grazing paddocks, 
and all animals were maintained with corn silage and received 
mineral salt and water ad libitum. All animals were subjected to 
an estradiol- and progesterone-based protocol for synchronization 
of ovulation and TAI according to the protocol described by Melo 
et al. (2020). On the day of TAI (d 0), animals were artificially 
inseminated by a single operator using frozen thawed semen. On d 
20 after TAI, blood and milk (only cows) samples were collected 
and cervical cytology was performed for obtaining PBMC, TBL, 
TML, and CC samples. These 4 cell types were used to access the 
expression of potential pregnancy markers on d 20. Confirmatory 
pregnancy diagnosis was performed on d 30 using B-mode tran-
srectal ultrasonography with a linear transducer (5 MHz, Myndray 
DP50 Vet) through the detection of a viable embryo with a heart-
beat, and female animals were classified as pregnant (n = 5 cows 
and 3 heifers) or nonpregnant (n = 7 cows and 3 heifers).

Blood samples were collected from coccygeal vessels for PBMC 
(lymphocytes and monocytes) isolation using 10-mL sodium hepa-
rinized tubes (BD Life Sciences) and for TBL isolation using 9-mL 
Tempus Blood RNA tubes (Applied Biosystems). After collection 
and manual homogenization, the blood samples for PBMC isola-
tion were immediately placed on ice and submitted to the isolation 
protocol right after animal handling. Blood samples for TBL isola-
tion were immediately inverted 10 times and placed on ice until 
storage at −80°C before RNA extraction. Isolation of PBMC was 
performed by Ficoll (Ficoll-Paque Plus, GE Healthcare) gradient 
protocol according to Pugliesi et al. (2014).

The CC samples were obtained by cervical cytology using 
a cytological brush (Cytobrush, Viamed Ltd.) coupled to the tip 
of a conventional AI gun, covered by a disposable AI sheath and 
protected by a sanitary sheath, as described previously by Cardoso 
et al. (2017). The apparatus was inserted via the cervix and rotated 
to recover cells from the cervical canal near the external canal of 
the cervix. The cytobrush was then uncoupled from the apparatus 
and placed into a 2-mL cryotube filled with 1 mL of Trizol reagent 
(Life Technologies) and stored in liquid nitrogen at −96°C until 
mRNA extraction.

For isolation of TML, milk samples (300 mL) were collected 
from lactating cows during routine milking and stored in ice until 
processing. Milk was centrifuged and the fat layer was discarded, 
and the cell pellet was washed in 50 mL of cold PBS followed 

by centrifugation. The cell pellet was stabilized in 1 mL of Trizol 
Reagent (Life Technologies) and frozen at −80°C until RNA ex-
traction, as described by Schanzenbach et al. (2017).

To check the immune cells in PBMC and TML, freshly isolated 
samples of each cell type were placed on a slice and stained with 
the fast panoptic dye method for morphological identification of 
cells by light microscopy under 400× magnification. Samples were 
considered pure when at least 95% of the 200 counted cells were 
lymphocytes and monocytes for PBMC samples and leukocytes 
for TML samples.

Isolation of RNA from TBL was performed using the Tempus 
Spin RNA Isolation Kit (Applied Biosystems) in accordance with 
the manufacturer’s guidelines. After the samples were thawed at 
room temperature, the whole blood was transferred to 50-mL conic 
tubes, diluted in 3 mL of PBS, passed through the column, and 
submitted to consecutive centrifugations to wash the RNA. The 
RNA was eluted with 100 μL of DNase RNase free water. The 
RNA from samples of PBMC, TML, and CC was extracted using 
Trizol Reagent (Thermo Fisher Scientific) following the manu-
facturer’s instructions. The concentration and purity of total RNA 
extracts were evaluated using a spectrophotometer (NanoVue, GE 
Healthcare).

The total RNA was treated with DNase I (DNase I Amplifica-
tion Grade, Life Technologies). The RNA (700 ng) was submit-
ted to reverse transcription (RT) reaction using a High-Capacity 
cDNA RT Kit (Life Technologies) according to the manufacturer’s 
instructions. The cDNA was stored at −20°C until quantitative 
PCR (qPCR) analysis. Quantification of specific transcripts was 
performed by RT-qPCR using PowerUp SYBR Green Master Mix 
(Life Technologies), and reactions were carried out using a Step 
One Plus apparatus (Life Technologies). The selected target genes 
were a classic ISG, IFN-stimulated protein 15 kDa (ISG15), and 
a novel potential pregnancy marker, galectin-3 binding protein 
(LGALS3BP). The genes GAPDH, cyclophilin A (PPIA), ribo-
somal RNA (18S), and β-actin (ACTB) were tested as reference 
genes. Primers were previously described for cattle (Melo et al., 
2020; Rocha et al., 2020).

The amplification data were extracted from the Step One Plus 
apparatus, and each sample was analyzed through LinReg PCR 
software for baseline correction, determination of qPCR efficien-
cy, and cycle quantification values per sample. To select reference 
genes, NormFinder software was used. GAPDH and PPIA were 
selected as the best reference genes for PBMC, and GAPDH and 
ACTB were selected for TBL, TML, and CC. Expression of each 
target gene relative to the expression of the reference genes was 
normalized using the comparative Ct method (Pfaffl, 2001).

Statistical analyses were performed using SAS software (ver-
sion 9.2, SAS Institute Inc.). Data that were not normally distrib-
uted according to Shapiro-Wilk test were transformed to natural 
logarithms or ranks. The transcript abundance was analyzed by 
ANOVA using the MIXED procedure. Fold change was calculated 
by the ratio between the gene expression of each pregnant animal 
and the averaged expression of nonpregnant female animals for 
each cell type. The least significant difference test was used for 
comparisons among cell types. Heifer or cow within group was in-
cluded in the statistical model as a random effect for comparisons 
of pregnancy status in each cell type, but heifers were not included 
in analyses for TML.

154Ferraz et al. | Expression of ISG in early pregnancy



JDS Communications 2021; 2: 153–158

155Ferraz et al. | Expression of ISG in early pregnancy

Figure 1. Box plots for the abundance of ISG15 (A) and LGALS3BP (B) in peripheral blood mononuclear cells (PBMC), cervical cells (CC), total blood leukocytes 
(TBL), and total milk leukocytes (TML) on d 20 after timed AI in pregnant and nonpregnant dairy cows and heifers. The boxes show the interquartile range, 
means are indicated by continuous midlines, whiskers show the SEM, and dots show the individual values..
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The evaluation of abundance of a classic ISG (ISG15) and a 
novel potential pregnancy marker (LGALS3BP) in PBMC, TBL, 
TML, and CC on d 20 of pregnancy in dairy animals indicated a 
divergent stimulus of bovine conceptus on expression of these 2 
genes and according to the cell type sampled. The ISG15 abun-
dance (Figure 1A) was greater in the pregnant group than in the 
nonpregnant group only for PBMC (P = 0.004), TBL (P = 0.04), 
and CC (P = 0.05). No difference (P = 0.58) in ISG15 abundance in 
TML was detected between the pregnant and nonpregnant groups. 
The increased ISG15 abundance in pregnant animals on d 20 was 
expected because this moment coincides with the peak of IFN-τ 
secretion by the bovine trophectoderm and is fundamental for ma-
ternal recognition of pregnancy (Hansen et al., 2017; Soumya et 
al., 2017). For LGALS3BP abundance (Figure 1B), no difference 
was detected between pregnant and nonpregnant groups in PBMC 
(P = 0.31), TBL (P = 0.43), and TML (P = 0.65), but a tendency of 
greater (P = 0.07) abundance in the pregnant group was observed 
for CC. Also, the fold change between ISG15 abundance in preg-
nant and the mean of nonpregnant animals was compared among 
the 4 cells type (Figure 2A), and ISG15 abundance had a greater 
(P < 0.05) fold change in PBMC, CC, and TBL compared with 
TML. Likewise, the fold change between LGALS3BP abundance 
in pregnant and the mean of nonpregnant females (Figure 2B) was 
greater (P < 0.05) in CC and PBMC compared with TBL and TML.

The absence of stimulus on ISG15 and LGALS3BP expression 
in TML of pregnant animals impaired the use of this cell type as a 
sample for pregnancy diagnosis based on ISG expression in lactat-
ing dairy cows. This nonexpression in immune cells presented in 
the milk may be a consequence of the pathways and diapedesis 
process for which immune cells are required for reaching the mam-
mary alveolus. Also, the reduced fold change of ISG15 in TML 
could be affected by parity order, as this cell type was evaluated 
only in lactating cows, and the response of ISG is more prominent 
and less variable in heifers than in cows (Green et al., 2010; Melo 
et al., 2020). Last, isolating TML is a time-consuming procedure 
for RNA expression analysis (Schanzenbach et al., 2017), which 
reduces the feasibility of using this as a method to diagnosis preg-
nancy in dairy cattle.

The extraction of mRNA from TBL without any isolation pro-
cess would be an easier and faster method to determine the ex-
pression of pregnancy markers compared with the use of PBMC, 
as isolating the latter cells requires about 4 to 5 h. Also, several 
ISG have a similar profile in PBMC and granulocytes (Melo et 
al., 2020), which supports that accessing the TBL could indicate 
a similar increase in ISG expression in pregnant animals. Our 
findings supported that circulating immune cells from to TBL 
can also be sampled for determination of ISG expression, as the 
ISG15 abundance in PBL was greater in pregnant animals and the 
fold change on its expression was similar compared with PBMC. 
However, for testing the hypothesis that expression of pregnancy 
markers in TBL is an efficient predictor of pregnancy in dairy 
cows, the present data were also analyzed using the MedCalc 
software package (version 19.1; Medcalc Software) to determinate 
the receiver operating characteristic (ROC) curve of each method 
using the ISG15 expression as a predictor of pregnancy. The ROC 
curve analysis (Figure 3) indicated that ISG15 abundance was a 
significant (P < 0.001) predictor of pregnancy in PBMC (AUC = 
0.92) and CC (AUC = 0.77, P = 0.04) but not in TBL (AUC = 

0.72, P = 0.15) or TML (AUC = 0.52, P = 1.00). Therefore, our hy-
pothesis was not fully supported because the ROC curve analysis 
indicated a reduced AUC for TBL, and its sampling on d 20 was 
not a significant predictor of pregnancy on d 30. Similarly, Yoshino 
et al. (2018) reported that expression of ISG in granulocytes is 
more accurate compared with other methods using extracting RNA 
from whole blood for use as a pregnancy predictor in cattle. There-
fore, although the use of whole blood for extraction of mRNA in 
circulating immune cells is simple and faster for applied use, this 
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Figure 2. Fold change value of expression of ISG15 (A) and LGALS3BP (B) 
between pregnant and nonpregnant dairy cows and heifers for peripheral 
blood mononuclear cells (PBMC), cervical cells (CC), total blood leukocytes 
(TBL), and total milk leukocytes (TML) 20 d after timed AI in dairy cows. 
Different letters (a, b) indicate significant differences between groups (P < 
0.05). 
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method results in reduced accuracy for pregnancy prediction and is 
still not feasible to replace the use of PBMC or granulocytes.

Kunii et al. (2018) reported that ISG15 expression in cervical 
and vaginal mucosal membranes of pregnant cows is significantly 
greater than that in nonpregnant cows. These authors also observed 
a greater fold change of ISG15 expression in CC of pregnant ani-
mals, indicating that the closer location of the cervix in relation to 
the embryo may result in greater IFN-τ stimuli for ISG transcrip-
tion. The present results did not fully support the hypothesis that 
the proximity between cervical and vaginal cells and conceptus 
location will induce greater expression of pregnancy markers in 
these cells than in circulating immune cells. The fold change in 
CC was similar between PMBC and TBL for ISG15 expression in 
pregnant animals. For LGALS3BP expression, although the fold 
change in CC was similar to that in PBMC, it was greater than 
that in TBL, and a difference between pregnant and nonpregnant 
animals was observed only in CC. The relative expression of 
LGALS3BP and ISG15 between pregnant and nonpregnant animals 
in vaginal cells was also recently evaluated by our group (Oshiro et 
al., 2020). However, in this study, no stimulus in mRNA abundance 
of these genes was observed in vaginal cells sampled by the cyto-
brush method on d 20 of pregnancy in beef heifers. Interestingly, in 
the results of the present study, a high coefficient of variation was 
observed within pregnant and nonpregnant groups, which resulted 
in a lower predictability in cattle, as shown by the reduced AUC for 
CC compared with PBMC.

The potential use of LGALS3BP expression as a pregnancy 
marker before d 20 post-TAI was recently indicated by our group 
because its expression is elevated in PBMC from d 10 to 20 of preg-
nancy in beef heifers (Rocha et al., 2020). Intriguingly, the present 
results were distinct, indicating that the presence of a viable bovine 
embryo did not stimulate LGALS3BP expression in immune cells 
from blood or milk but did stimulate it in CC samples. After the 
time of maternal recognition of pregnancy, the conceptus begins 
the processes of implantation that involve attachment and adhesion 
of the trophectoderm to the endometrial luminal epithelium (Spen-
cer and Bazer, 2004). Its increased expression in this cell type is 
interesting because the involvement of LGALS3BP in the adhesion 
process of the conceptus is limited to the luminal epithelium of the 
uterus (Bauersachs et al., 2006), and, in addition to the different 
function of cervical and endometrial cells, they are not exposed to 
the same stimuli during pregnancy (Kunii et al., 2018). However, 
Baba et al. (2019) also observed that LGALS3BP modulates the 
maternal immune response during early pregnancy in buffaloes, 
suggesting that its higher expression at this period has an important 
role in maternal recognition of pregnancy and implantation.

In conclusion, the immune cells from milk are not stimulated by 
the presence of a bovine conceptus and are not a feasible sample 
for determining expression of genes stimulated by pregnancy. 
Although an approximately 2- to 3-fold increase in ISG15 abun-
dance is observed in TBL and CC of pregnant dairy animals, the 
determination of ISG15 abundance using PBMC is the best preg-
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Figure 3. Receiver operator characteristic curves for peripheral blood mononuclear cells (PBMC), cervical cells (CC), total milk leukocytes (TML), and total 
blood leukocytes (TBL) from pregnant and nonpregnant dairy cows and heifers 20 d after timed AI. AUC = area under the curve.
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nancy predictor on d 20 post-TAI among the cell types evaluated. 
In addition, the use of LGALS3BP abundance for determination of 
pregnancy status is not indicated for any sampling method.

References
Baba, N. A., M. Panigrahi, A. D. Verma, A. Sadam, S. Sulabh, S. Chhotaray, S. 

Parida, N. Krishnaswamy, and B. Bhushan. 2019. Endometrial transcript 
profile of progesterone-regulated genes during early pregnancy of water 
buffalo (Bubalis bubalis). Reprod. Domest. Anim. 54:100–107. https:​/​/​doi​
.org/​10​.1111/​rda​.13315.

Bauersachs, S., S. E. Ulbrich, K. Gross, E. M. Schmidt, H. H. D. Meyer, H. 
Wenigerkind, M. Vermehren, F. Sinowatz, H. Blum, and E. Wolf. 2006. 
Embryo-induced transcriptome changes in bovine endometrium reveal 
species-specific and common molecular markers of uterine receptivity. 
Reproduction 132:319–331. https:​/​/​doi​.org/​10​.1530/​rep​.1​.00996.

Cardoso, B., M. L. Oliveira, G. Pugliesi, E. O. S. Batista, and M. Binelli. 2017. 
Cytobrush: A tool for sequential evaluation of gene expression in bovine 
endometrium. Reprod. Domest. Anim. 52:1153–1157. https:​/​/​doi​.org/​10​
.1111/​rda​.13037.

Ferguson, J. D., D. T. Galligan, and N. Thomsen. 1994. Principal descriptors of 
body condition score in Holstein cows. J. Dairy Sci. 77:2695–2703. https:​/​
/​doi​.org/​10​.3168/​jds​.S0022​-0302(94)77212​-X.

Fricke, P. M., A. Ricci, J. O. Giordano, and P. D. Carvalho. 2016. Methods 
for and implementation of pregnancy diagnosis in dairy cows. Vet. Clin. 
North Am. Food Anim. Pract. 32:165–180. https:​/​/​doi​.org/​10​.1016/​j​.cvfa​
.2015​.09​.006.

Green, J. C., C. S. Okamura, S. E. Poock, and M. C. Lucy. 2010. Measurement 
of interferon-tau (IFN-t) stimulated gene expression in blood leucocytes 
for pregnancy diagnosis within 18–20 d after insemination in dairy cattle. 
Anim. Reprod. Sci. 121:24–33. https:​/​/​doi​.org/​10​.1016/​j​.anireprosci​.2010​
.05​.010.

Hansen, T. R., L. D. P. Sinedino, and T. E. Spencer. 2017. Paracrine and endo-
crine actions of interferon tau (IFNT). Reproduction 154:45–59. https:​/​/​doi​
.org/​10​.1530/​REP​-17​-0315.

Haq, I. U., Y. Han, T. Ali, Y. Wang, H. Gao, L. Lin, Y. Wu, S. Wu, and S. Zeng. 
2016. Expression of interferon-stimulated gene ISG15 and ubiquitination 
enzymes is upregulated in peripheral blood monocyte during early preg-
nancy in dairy cattle. Reprod. Biol. 16:255–260. https:​/​/​doi​.org/​10​.1016/​
j​.repbio​.2016​.10​.001.

Kunii, H., K. Koyama, T. Ito, T. Suzuki, A. Z. Balboula, T. Shirozu, H. Bai, M. 
Nagano, M. Kawahara, and M. Takahashi. 2018. Hot topic: Pregnancy-
induced expression of interferon-stimulated genes in the cervical and 
vaginal mucosal membranes. J. Dairy Sci. 101:8396–8400. https:​/​/​doi​.org/​
10​.3168/​jds​.2017​-14251.

Lucy, M. C., S. Mc Dougall, and D. P. Nation. 2004. The use of hormonal 
treatment to improve the reproductive performance of lactating dairy cows 
in feedlot or pasture-based management systems. Anim. Reprod. Sci. 
82–83:495–512. https:​/​/​doi​.org/​10​.1016/​j​.anireprosci​.2004​.05​.004.

Matsuyama, S., T. Kojima, S. Kato, and K. Kimura. 2012. Relationship be-
tween quantity of IFNT estimated by IFN-stimulated gene expression in 
peripheral blood mononuclear cells and bovine embryonic mortality after 
AI or ET. Reprod. Biol. Endocrinol. 10:21. https:​/​/​doi​.org/​10​.1186/​1477​
-7827​-10​-21.

Melo, G. D., L. M. F. Pinto, C. C. Rocha, I. G. Motta, L. A. Silva, J. C. da 
Silveira, A. M. Gonella-Diaza, M. Binelli, and G. Pugliesi. 2020. Type I 
interferon receptors and interferon-τ-stimulated genes in peripheral blood 
mononuclear cells and polymorphonuclear leucocytes during early preg-
nancy in beef heifers. Reprod. Fertil. Dev. 32:953–966. https:​/​/​doi​.org/​10​
.1071/​RD19430.

Okumu, L. A., T. Fair, J. Szekeres-Bartho, A. M. O. O’Doherty, M. A. Crowe, 
J. F. Roche, P. Lonergan, and N. Forde. 2011. Endometrial expression of 

progesterone-induced blocking factor and galectins-1, -3, -9 and 3-binding 
protein in the luteal phase and early pregnancy in cattle. Physiol. Genomics 
43:903–910. https:​/​/​doi​.org/​10​.1152/​physiolgenomics​.00251​.2010.

Oshiro, T. S. I., C. C. Rocha, G. D. Melo, L. M. F. Pinto, A. G. Silva, and G. 
Pugliesi. 2020. Expression of RNAm for galactin 3 binding protein in the 
circulating immune cells and vaginal mucosa cell during early pregnancy 
in beef heifers. Embryology, developmental biology, and physiology of 
reproduction. Anim. Reprod. 17:3. (Abstr.)

Pfaffl, M. W. 2001. A new mathematical model for relative quantification in 
real time RT-PCR. Nucleic Acids Res. 29:e45. https:​/​/​doi​.org/​10​.1093/​nar/​
29​.9​.e45.

Pugliesi, G., B. T. Miagawa, Y. N. Paiva, M. R. Franca, L. A. Silva, and M. 
Binelli. 2014. Conceptus-induced changes in the gene expression of blood 
immune cells and the ultrasound-accessed luteal function in beef cattle: 
How early can we detect pregnancy? Biol. Reprod. 91:95. https:​/​/​doi​.org/​
10​.1095/​biolreprod​.114​.121525.

Ribeiro, E. S., K. N. Galvao, W. W. Thatcher, and J. E. P. Santos. 2012. Eco-
nomic aspects of applying reproductive technologies to dairy herds. Anim. 
Reprod. 9:370–387.

Rocha, C. C., S. C. da Silva Andrade, G. D. de Melo, I. G. Motta, L. L. Coutinho, 
A. M. Gonella-Diaza, M. Binelli, and G. Pugliesi. 2020. Early pregnancy-
induced transcripts in peripheral blood immune cells in Bos indicus heifers. 
Sci. Rep. 10:13733–13748. https:​/​/​doi​.org/​10​.1038/​s41598​-020​-70616​-8.

Schanzenbach, C. I., B. Kirchner, S. E. Ulbrich, and M. W. Pfaffl. 2017. Can 
milk cell or skim milk miRNAs be used as biomarkers for early preg-
nancy detection in cattle? PLoS One 12:e0172220. https:​/​/​doi​.org/​10​.1371/​
journal​.pone​.0172220.

Shirasuna, K., H. Matsumoto, E. Kobayashi, A. Nitta, S. Haneda, M. Matsui, C. 
Kawashima, K. Kida, T. Shimizu, and A. Miyamoto. 2012. Upregulation of 
interferon-stimulated genes and interleukin-10 in peripheral blood immune 
cells during early pregnancy in dairy cows. J. Reprod. Dev. 58:84–90. 
https:​/​/​doi​.org/​10​.1262/​jrd​.11​-094k.

Soumya, N. P., D. N. Das, S. Jeyakumar, S. Mondal, A. Mor, and U. T. Mundhe. 
2017. Differential expression of ISG15 mRNA in peripheral blood mono-
nuclear cells of nulliparous and multiparous pregnant versus non-pregnant 
Bos indicus cattle. Reprod. Domest. Anim. 52:97–106. https:​/​/​doi​.org/​10​
.1111/​rda​.12815.

Spencer, T. E., and F. W. Bazer. 2004. Conceptus signals for establishment and 
maintenance of pregnancy. Reprod. Biol. Endocrinol. 2:49. https:​/​/​doi​.org/​
10​.1095/​biolreprod​.103​.024133.

Yoshino, H., N. Toji, K. Sasaki, K. Koshi, N. Yamagishi, T. Takahashi, T. 
Ishiguro-Oonuma, H. Matsuda, T. Yamanouchi, Y. Hashiyada, K. Imai, Y. 
Izaike, K. Kizaki, and K. Hashizume. 2018. A predictive threshold value 
for the diagnosis of early pregnancy in cows using interferon-stimulated 
genes in granulocytes. Theriogenology 107:188–193. https:​/​/​doi​.org/​10​
.1016/​j​.theriogenology​.2017​.11​.014.

Notes
Priscila Assis Ferraz  https:​/​/​orcid​.org/​0000​-0002​-9129​-1047
Cecília Constantino Rocha  https:​/​/​orcid​.org/​0000​-0001​-7244​-1137
Adomar Laurindo Neto  https:​/​/​orcid​.org/​0000​-0003​-1889​-9758
Pietro Sampaio Baruselli  https:​/​/​orcid​.org/​0000​-0002​-6773​-4450
Fabio Soares Lima  https:​/​/​orcid​.org/​0000​-0001​-8377​-6469

This project was supported by LFEM (Project 26-PF-20), FAPESP (processes 
2015/10606-9 and 2019/16040-8), and National Council for Scientific and 
Technological Development (CNPq).

Data and code will be made available on request.

The authors declare no conflicts of interests.

158Ferraz et al. | Expression of ISG in early pregnancy

https://doi.org/10.1111/rda.13315
https://doi.org/10.1111/rda.13315
https://doi.org/10.1530/rep.1.00996
https://doi.org/10.1111/rda.13037
https://doi.org/10.1111/rda.13037
https://doi.org/10.3168/jds.S0022-0302(94)77212-X
https://doi.org/10.3168/jds.S0022-0302(94)77212-X
https://doi.org/10.1016/j.cvfa.2015.09.006
https://doi.org/10.1016/j.cvfa.2015.09.006
https://doi.org/10.1016/j.anireprosci.2010.05.010
https://doi.org/10.1016/j.anireprosci.2010.05.010
https://doi.org/10.1530/REP-17-0315
https://doi.org/10.1530/REP-17-0315
https://doi.org/10.1016/j.repbio.2016.10.001
https://doi.org/10.1016/j.repbio.2016.10.001
https://doi.org/10.3168/jds.2017-14251
https://doi.org/10.3168/jds.2017-14251
https://doi.org/10.1016/j.anireprosci.2004.05.004
https://doi.org/10.1186/1477-7827-10-21
https://doi.org/10.1186/1477-7827-10-21
https://doi.org/10.1071/RD19430
https://doi.org/10.1071/RD19430
https://doi.org/10.1152/physiolgenomics.00251.2010
https://doi.org/10.1093/nar/29.9.e45
https://doi.org/10.1093/nar/29.9.e45
https://doi.org/10.1095/biolreprod.114.121525
https://doi.org/10.1095/biolreprod.114.121525
https://doi.org/10.1038/s41598-020-70616-8
https://doi.org/10.1371/journal.pone.0172220
https://doi.org/10.1371/journal.pone.0172220
https://doi.org/10.1262/jrd.11-094k
https://doi.org/10.1111/rda.12815
https://doi.org/10.1111/rda.12815
https://doi.org/10.1095/biolreprod.103.024133
https://doi.org/10.1095/biolreprod.103.024133
https://doi.org/10.1016/j.theriogenology.2017.11.014
https://doi.org/10.1016/j.theriogenology.2017.11.014
https://orcid.org/0000-0002-9129-1047
https://orcid.org/0000-0001-7244-1137
https://orcid.org/0000-0003-1889-9758
https://orcid.org/0000-0002-6773-4450
https://orcid.org/0000-0001-8377-6469

	Feasibility and accuracy of using different methods
to detect pregnancy by conceptus-stimulated genes
in dairy cattle
	Graphical Abstract
	References


