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Abstract

Background: Genetic selection in cattle has been directed to increase milk production. This, coupled to the fact
that the vast majority of bovine artificial inseminations (AI) are performed using cryopreserved sperm, have led to a
reduction of fertility rates over the years. Thus, seeking sensitive and specific sperm biomarkers able to predict
fertility rates is of vital importance to improve cattle reproductive efficiency. In humans, sperm chromatin
condensation evaluated through chromomycin A3 (CMA3) has recently been purported to be a powerful biomarker
for sperm functional status and male infertility. The objectives of the present study were: a) to set up a flow
cytometry method for simultaneously evaluating chromatin condensation and sperm viability, and b) to test
whether this parameter could be used as a predictor of in vivo fertility in bulls. The study included pools of three
independent cryopreserved ejaculates per bull from 25 Holstein males. Reproductive outcomes of each sire were
determined by non-return rates, which were used to classify bulls into two groups (highly fertile and subfertile).

Results: Chromatin condensation status of bovine sperm was evaluated through the combination of CMA3 and
Yo-Pro-1 staining and flow cytometry. Sperm quality parameters (morphology, viability, total and progressive
motility) were also assessed. Pearson correlation coefficients and ROC curves were calculated to assess their
capacity to predict in vivo fertility. Sperm morphology, viability and total motility presented an area under the ROC
curve (AUC) of 0.54, 0.64 and 0.68, respectively (P > 0.05), and thus were not able to discriminate between fertile
and subfertile individuals. Alternatively, while the percentage of progressively motile sperm showed a significant
predictive value, with an AUC of 0.73 (P = 0.05), CMA3/Yo-Pro-1 staining even depicted superior results for the
prediction of in vivo fertility in bulls. Specifically, the percentage of viable sperm with poor chromatin condensation
showed better accuracy and precision to predict in vivo fertility, with an AUC of 0.78 (P = 0.02).

Conclusions: Chromatin condensation evaluated through CMA3/Yo-Pro-1 and flow cytometry is defined here as a
more powerful tool than conventional sperm parameters to predict bull in vivo fertility, with a potential ability to
maximising the efficiency of dairy breeding industry.
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Introduction
The dairy breeding industry selects male and females on
the basis of genetic traits for increasing milk production
and, more recently, their longevity and susceptibility to
disease, which declines fertility rates [1, 2]. Additionally,
the vast majority of artificial inseminations (AI) in cattle
are conducted using cryopreserved sperm, which is
known to present lower sperm quality and fertility [3].
In this regard, the prediction of bull sperm fertility using
post-thawed samples is of outmost importance to maxi-
mise efficiency and profitability in the dairy breeding in-
dustry [4]. The most sensitive prediction of bull fertility
rates can be achieved by inseminating a high number of
known-fertility cows, but this method is very expensive,
time-consuming and does not allow the analysis of a
large number of animals. To overcome these drawbacks,
prognosis of bull sperm fertilizing potential has trad-
itionally been performed through conventional semen
analysis (ejaculate volume, sperm concentration, morph-
ology and motility), which is more rapid and economic.
However, the use of these parameters usually present
poor sensitivity and accuracy, thus showing limited value
for the sector [5]. Hence, the exploration of new bio-
markers with higher sensitivity and specificity in predict-
ing in vivo fertility is of great interest for the dairy
breeding industry [5].
In humans, evidence that sperm DNA quality is a

major factor for successful fertilization and subsequent
embryo development is accumulating in the literature
[6–8]. Similarly, many authors suggested the association
of sperm DNA integrity with sperm quality and fertility
in farm animals [9–11]. While sperm DNA integrity,
assessed through different methods, is the most common
genetic parameter used to predict male infertility in
humans [8, 12, 13], different studies showed that sperm
protamine content and protamine1/protamine2 ratio
may also underlie infertility [14–16]. Although chroma-
tin might also be contributing to fertilization success in
livestock, given the relevance of nucleoprotein structure
integrity [17–19], it has not been well-studied as a fertil-
ity biomarker [9]. In this sense, the role of sperm chro-
matin condensation in production species is worth of
study, since it could potentially become a new predictive
tool for sperm quality and male fertility.
Sperm chromatin condensation can be indirectly eval-

uated by their protamine content measured through
chromomycin A3 (CMA3) staining. CMA3 is a cell-
permeant dye that competes with protamines to bind
the DNA minor groove [20] in a Mg2+-dependent man-
ner and preferentially to GC contiguous sequences [21–
23]. As sperm protamine deficiency is associated to nu-
clear decondensation, sperm cells presenting this type of
alteration are deemed to show chromatin decondensa-
tion, thus accumulating CMA3. Hence, CMA3 indirectly

assess chromatin decondensation in sperm cells [24]. In
humans, CMA3 staining analysed through fluorescence
microscopy has been widely investigated to evaluate its
predictive value for male fertility and sperm quality [16,
25]. However, although CMA3 has been studied in bulls
[24, 26] and boars [27], the evaluation of this potential
predictive tool in farm animals is more limited, and ex-
clusively assessed through fluorescence microscopy. To
the best of our knowledge, no studies investigating chro-
matin condensation through flow cytometry as an
in vivo fertility biomarker have been conducted in bo-
vine sperm.
As aforementioned, the vast majority of studies evalu-

ating sperm chromatin condensation through CMA3 in
mammalian species were conducted using fluorescence
microscopy rather than flow cytometry. Nevertheless, it
is well known that, for sperm assessment, not only does
flow cytometry show a series of advantages over fluores-
cence microscopy, such as higher objectivity, reproduci-
bility and sensitivity, but it also enables performing a
larger number of measures in shorter time [28]. More-
over, flow cytometry allows simpler and simultaneous
evaluation of many sperm parameters. In this regard, to
the best of our knowledge, no study has simultaneously
evaluated chromatin condensation and sperm viability
through flow cytometry.
Therefore, the first aim of the present study was to

evaluate chromatin condensation and sperm viability
using a simultaneous double staining of CMA3 and Yo-
Pro-1, thus establishing the chromatin condensation sta-
tus of viable, non-viable and total sperm populations.
Moreover, we also sought to explore whether sperm
chromatin condensation could be used as a tool for de-
termining in vivo fertility in bulls.

Materials and methods
Animals and ejaculates processing
A total of 25 healthy and sexually mature Holstein bulls
(i.e., biological replicates; n = 25) from 1.5 to 2-year-old
were used in the present study. Each biological replicate
consisted of a pool of three independent ejaculates from
the same sire, using two straws per ejaculate, and pre-
pared prior to the assessment of sperm quality. Ejacu-
lates were collected using an artificial vagina (internal
temperature: 45 °C) at weekly intervals for 5 weeks. Ani-
mals were housed at Cenero AI centre in Gijón, Asturias
(Spain), complying with all European Union regulations
for animal husbandry, under standard feeding and hous-
ing conditions, to produce commercially available cryo-
preserved sperm straws. In vivo fertility was assessed
through 90-day non-return rates (NRR; proportion of
cows that did not return to oestrus after 90 days of AI).
NRR was obtained by dividing the fertilized cows by the
total number of inseminations. The average number of
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total inseminated cows per bull was 2,488 (with a mini-
mum of 577 sows per bull). The distribution of bull
NRRs is represented in Additional file 1: Supplementary
Fig. 1. Additional approval from an ethical committee to
conduct this study was not required.
Ejaculates with 2–8 mL of volume, > 109 sperm per

mL and > 85% of total motile sperm were subjected to
cryopreservation. Sperm samples were cryopreserved
using a standard procedure defined before [29]. Briefly,
sperm concentration was adjusted to 92 × 106 sperm per
mL at 22 °C using a commercial extender (Bioxcell; IMV
Technologies L’Aigle, France), and subsequently cooled
at a rate of − 0.2 °C/min until reaching 4 °C. Then, sperm
were equilibrated by holding at 4 °C for 3 h. Subse-
quently, sperm were packaged into 0.25-mL straws and
cryopreserved using a controlled-rate freezer (Digit-cool;
IMV Technologies), with the following cooling rates:
5 °C/min from 4 °C to − 10 °C; 40 °C/min from − 10 °C to
− 100 °C; and 20 °C/min from − 100 °C to − 140 °C. Fi-
nally, straws were plunged into liquid nitrogen and
stored in a nitrogen tank. Cryopreserved sperm samples
were thawed at 38 °C for 20 s in a water bath and incu-
bated at the same temperature up to 4 h. Sperm quality
and functionality analyses were performed at 0 and 4 h
post-thaw to evaluate both the initial quality of the sam-
ples and their resilience over time.

Evaluation of sperm morphology
Sperm morphology was evaluated using a phase-contrast
microscope at 200 × magnification coupled with a SCA®
Production software (Sperm Class Analyzer Production,
2010; Microptic S.L., Barcelona, Spain). Two hundred
sperm per sample were evaluated and classified as nor-
mal or abnormal sperm (abnormal head size and shape,
acrosome abnormalities, folded and coiled tails, proximal
and distal droplets and isolated heads).

Evaluation of sperm motility
Sperm motility was assessed through a computer-
assisted sperm analysis (CASA) system, using a negative
phase-contrast field (Olympus BX41 with 10 × 0.30
PLAN objective; Olympus, Tokyo, Japan) and the ISAS
software (Integrated Sperm Analysis System V1.0; Proi-
ser SL, Valencia, Spain) set at 30 frames per second.
Three μL of each sperm sample at 38 °C were loaded
into a pre-warmed 20 μm-Leja chamber slide (Leja Prod-
ucts BV; Nieuw-Vennep, The Netherlands). A sperm cell
was considered to be motile when the average path vel-
ocity (VAP) was higher than 10 μm/s, whereas a sperm
cell was considered to be progressively motile if its index
of straightness (STR) was higher than 70%. Two tech-
nical replicates per sample, with a total of 1,000 sperm
per replicate, were analysed. Percentages of total and

progressive motile sperm were used to assess sperm
motility.

Evaluation of sperm viability (SYBR-14/PI)
Sperm viability was assessed using the LIVE/DEAD
sperm viability kit (Molecular Probes, Eugene, OR,
USA), following the protocol of Garner and Johnson
[30] with minor modifications. Briefly, 4 × 106 sperm per
mL were stained with SYBR-14 (final concentration: 32
nmol/L) and propidium iodide (final concentration:
7.5 μmol/L) at 38 °C in the dark for 15 min, and subse-
quently analysed with a CytoFLEX cytometer (Beckman
Coulter; Fullerton, CA, USA). SYBR-14 fluorescence was
detected by FITC channel (525/40), whereas PI fluores-
cence was collected through PC5.5 channel (690/50).
Both fluorochromes were excited with a 488-nm laser,
and no spill compensation was applied. The percentage
of viable, green-stained sperm (SYBR-14+/PI−) was used
to assess sperm viability.

Evaluation of sperm chromatin condensation (CMA3/
YoPro-1)
Sperm chromatin condensation was determined through
double staining with CMA3, for chromatin (de) protami-
nation, and Yo-Pro-1, for sperm viability. Stock solutions
of CMA3 and Yo-Pro-1 were prepared at 500 μg/mL
and 25 μmol/L, respectively. Sperm samples were diluted
1:1 (v:v) in 2 ×McIlvine solution (60 mmol/L citric acid,
280 mmol/L Na2HPO4 and 20mmol/L MgCl2), reaching
a final concentration of 20 × 106 sperm per mL. Follow-
ing this, diluted samples were stained with CMA3 (final
concentration: 12.5 μg/mL) at room temperature in the
dark for 20 min, and subsequently diluted 1:10 (v:v) in
filtered PBS. Thereafter, samples were stained with Yo-
Pro-1 (final concentration: 0.2 μmol/L) for 5 min in the
same conditions. Finally, diluted and stained samples
were analysed with a CytoFLEX cytometer (Beckman
Coulter Fullerton, CA, USA). Yo-Pro-1 was excited with
a 488-nm laser and its emission was acquired with the
FITC channel (525/40). On the other hand, CMA3 was
excited with a 405-nm laser and its emission was ac-
quired with the Violet610 channel (610/20). A negative
control, in which CMA3 was omitted, was used to estab-
lish the CMA3− population in each sample. CMA3+

population was determined as the sperm presenting
higher fluorescence intensity than the negative control
threshold. Sperm chromatin condensation was deter-
mined through percentages and mean fluorescence in-
tensities of CMA3 in the following populations: viable,
CMA3+ sperm (CMA3+/Yo-Pro-1−); non-viable, CMA3+

sperm (CMA3+/Yo-Pro-1+); and total CMA3+ sperm
(CMA3+).
In order to set up the methodology, an experiment

was performed using five cryopreserved bull sperm
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samples in which a positive control was generated
through incubation with 5mmol/L Dithiothreitol (DTT)
for 45 min at 37 °C. After these incubations, samples
were centrifuged at 600 × g for 5 min and washed in PBS
three times. At this point, both samples and positive
controls were subjected to the evaluation of sperm chro-
matin condensation described above.

Statistical analyses
Results were evaluated and plotted using IBM SPSS Sta-
tistics 25.0 (IBM Corp., Armonk, NY, USA) and Graph-
Pad Prism v.8 (GraphPad Software, La Jolla, CA,United
States), respectively. Data were checked for normal dis-
tribution (Shapiro-Wilk test) and homogeneity of vari-
ances (Levene test) prior to statistical analysis. Subfertile
(cases) and high fertility (controls) groups were estab-
lished using the NRR median value. Differences between
groups were tested through one-way analysis of variance
(ANOVA) followed by post-hoc Sidak for pair-wise
comparisons. Correlations between sperm quality pa-
rameters and chromatin condensation status were deter-
mined through Pearson coefficient. The analysis of the
setting up of the CMA3 methodology through incuba-
tions with DTT was analyzed through the Wilcoxon
paired samples test.

A receiver operating curve (ROC) analysis was per-
formed to obtain the area under the curve (AUC), sensi-
tivity, specificity and cut-off values of every sperm
parameter. A principal component analysis (PCA) of
sperm parameters showing good predictive value (per-
centage of progressively motile and viable CMA3+

sperm) was also performed. The resulting regression fac-
tors were used to assess its fertility predictive value
through ROC analysis.
Each biological replicate was considered as a statistical

case (n = 25). The level of significance was set at P ≤
0.05, in order to consider a confidence interval of 95%
(CI95%).

Results
Flow cytometry assessment of chromatin condensation
by CMA3/Yo-Pro-1
The assessment of chromatin condensation using
CMA3/Yo-Pro-1 double staining was performed by flow
cytometry (Fig. 1). Yo-Pro-1, detected through FITC
channel, was used to gate viable, non-viable and total
sperm. Yo-Pro-1-gated populations were used to meas-
ure the percentage and fluorescence intensity of CMA3+

cells within each population, detected through Violet610
channel. A negative control group without CMA3 was

Fig. 1 Flow cytometry histograms of a representative sperm sample and negative control without chromomycin A3 (CMA3). Sperm samples were
stained with both CMA3/Yo-Pro-1, whereas CMA3 was omitted in negative controls (Yo-Pro-1 staining). Yo-Pro-1 staining was used to stablish
viable (LIVE), non-viable (DEAD) and total (TOTAL; viable + non-viable sperm) populations, whereas negative control was used to stablish CMA3-
positive (CMA3+) and CMA3-negative (CMA3−) populations. CMA3 histograms of the sample and negative control are represented for viable, non-
viable and total sperm populations. CMA3 was acquired with the Violet610 channel (610/20), whereas Yo-Pro-1 was collected with the FITC
channel (525/40)
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used to establish the threshold for CMA3+ sperm in
every sample.
Setting up of the method through incubations with 5

mmol/L DTT led to an increase in the percentage of
CMA3+ sperm. Fluorescence intensity histograms for
this experiment are depicted in Additional file 2: Supple-
mentary Fig. 2A and results are shown in Additional file
2: Supplementary Fig. 2B. The analysis of paired samples
through the Wilcoxon test revealed a statistically signifi-
cant increase between untreated and treated samples
(P < 0.05).

Comparison of chromatin condensation between sperm
populations and throughout incubation time
The percentage of CMA3+ sperm in viable, non-viable
and total populations after 0 and 4 h of incubation (post-
thaw) is represented in Fig. 2A. The percentage (mean ±
standard deviation) of CMA3+ sperm, after both 0 h and
4 h of thawing, was significantly lower in viable sperm
(3.35% ± 2.12% and 18.37% ± 8.28%, respectively) than in
both non-viable (21.33% ± 11.08% and 30.65% ± 7.17%,
respectively) and total (16.19% ± 9.07% and 29.03% ±
7.18%, respectively) sperm populations (P < 0.05). How-
ever, no significant differences in the percentage of
CMA3+ cells were found between non-viable and total
sperm. In addition, the percentage of CMA3+ sperm at
0 h was significantly lower than after 4 h of thawing (P <
0.05) in every sperm population (viable, non-viable and
total sperm). On the other hand, the CMA3 fluorescence
intensity of CMA3+ sperm in each population is repre-
sented in Fig. 2B. Although the CMA3+ fluorescence in-
tensity of viable sperm was lower than that of non-viable

and total sperm at both 0 h and 4 h post-thaw (P < 0.05),
no significant differences between non-viable and total
sperm were observed (P > 0.05). Furthermore, the CMA3
fluorescence intensity of CMA3+ in non-viable and total
sperm at 0 h was significantly higher than after 4 h of
thawing (P < 0.05). However, no differences in the
CMA3 fluorescence intensity of viable CMA3+ sperm
were detected between 0 h and 4 h of incubation (P >
0.05).

Correlation of sperm quality and chromatin condensation
parameters with in vivo fertility
Figure 3A and B show Pearson correlation coefficients of
NRR with sperm quality parameters and chromatin con-
densation status, respectively, after 0 h and 4 h of thaw-
ing. Percentages of normal sperm morphology, viability
and total motility did not show significant correlations
with NRR either at 0 h or at 4 h post-thaw. However, the
percentage of progressively motile sperm at 0 h post-
thaw was significantly and positively correlated with
NRR (P < 0.05). Regarding the relationship of chromatin
condensation with in vivo fertility, the percentage and
CMA3 fluorescence intensity of CMA3+ sperm in viable
and total sperm populations at 0 h post-thaw showed
significant and positive correlations with NRR (P < 0.05).
Nonetheless, the same parameters after 4 h of thawing
showed no correlation with NRR (P > 0.05).

Comparison of sperm quality and chromatin
condensation between in vivo fertility groups
Subfertile and high fertility groups were established
using the NRR median value (Additional file 1:

Fig. 2 Mean ± standard deviation (SD) of the A percentage of chromomycin A3 (CMA3)-positive sperm (CMA3+ sperm) and B CMA3 fluorescence
intensity of the CMA3-positive sperm population (CMA3+ fluorescence intensity [arbitrary units; AU]) of viable, non-viable and total sperm
populations at 0 h and 4 h post-thaw. Samples that have different letters (a, b) indicate that statistically significant differences (P < 0.05) were
found between sperm populations (viable, non-viable and total sperm) within a given time point (0 h and 4 h post-thaw), whereas different
numbers (1, 2) indicate statistically significant differences (P < 0.05) between time points (0 h and 4 h post-thaw) within a given sperm population
(viable, non-viable and total sperm)
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Supplementary Fig. 1), and conventional sperm qual-
ity parameters and chromatin condensation variables
showing a significant correlation with NRR were
compared between the two groups (Table 1). Al-
though no statistically significant differences in con-
ventional sperm quality parameters were found
between subfertile and high fertility sires (P > 0.05),
significant differences were found in their chromatin
condensation status. Specifically, the percentage of
viable CMA3+ sperm (2.46% ± 1.50% vs. 4.32% ±
2.33%; P < 0.05), the percentage of total CMA3+
sperm (12.06% ± 4.73% vs. 20.66% ± 10.63%; P < 0.05)
and the CMA3 fluorescence intensity of the total
CMA3+ sperm population (971.20 ± 35.62 vs.
1029.43 ± 71.85; P < 0.05) were found to differ be-
tween subfertile and high fertility bulls.

ROC curve analysis of sperm quality and chromatin
condensation parameters
A ROC analysis was conducted using conventional
sperm quality parameters and chromatin condensation
variables showing a significant correlation with NRR.
Thus, the capacity of morphology, viability and motility,
as well as that of the percentage and fluorescence inten-
sity of CMA3+ sperm in viable and total populations at
0 h post-thaw to predict in vivo fertility was estimated
through ROC analysis (Fig. 4 and Table 2). Percentages
of morphologically normal sperm, viable sperm, and
total motile sperm did not show any predictive value for
discriminating between fertile and subfertile individuals
(P > 0.05). Regarding the percentage of sperm showing
progressive motility, the ROC analysis set a cut-off of
23.13% to discriminate between high fertile and

Fig. 3 Heat map of Pearson correlation coefficients (R) between non-return rates of bulls (NRR) and A conventional sperm quality parameters
(sperm morphology, viability, total and progressive motility) and B sperm chromatin condensation evaluated by chromomycin A3 (CMA3)/Yo-Pro-
1 and flow cytometry, both assessed at 0 h and 4 h post-thaw. n = 25. * P < 0.05

Table 1 Mean and standard deviations (SD) for each studied parameter and for subfertile (n = 13) and fertile (n = 12) groups

Sperm parameter at 0 h after thawing Subfertility group High fertility group P-value

Total Fertility, % non-return to oestrus rate after 90 days 37.84 ± 1.43 40.85 ± 1.20 < 0.001 *

Normal morphology, % 89.20 ± 3.31 89.36 ± 3.07 0.900

Viability, % 50.02 ± 9.42 54.07 ± 10.79 0.327

Total motility, % 42.25 ± 15.37 51.24 ± 13.32 0.133

Progressive motility, % 24.20 ± 8.81 31.37 ± 8.66 0.052

Viable CMA3+ sperm, % 2.46 ± 1.50 4.32 ± 2.33 0.025 *

Total CMA3+ sperm, % 12.06 ± 4.73 20.66 ± 10.63 0.021 *

Viable CMA3+ sperm, FI 896.16 ± 29.14 915.08 ± 28.35 0.114

Total CMA3+ sperm, FI 971.20 ± 35.62 1,029.43 ± 71.85 0.022 *
*Statistical differences between groups (P < 0.05)
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Fig. 4 Receiver operating characteristic (ROC) curves for A the percentage of morphologically normal sperm; B the percentage of viable sperm; C
the percentage of total motile sperm; D the percentage of progressively motile sperm; E the percentage of viable sperm (Yo-Pro-1−) showing
chromatin decondensation (chromomycin A3-positive; CMA3+); F the percentage of progressively motile sperm and the percentage of viable
sperm (Yo-Pro-1−) showing chromatin decondensation (CMA3+); G the percentage of total sperm showing chromatin decondensation (CMA3+);
H the CMA3 fluorescence intensity of viable, chromatin-decondensed sperm (CMA3+/Yo-Pro-1−); and I the CMA3 fluorescence intensity of total
chromatin-decondensed sperm (CMA3+) for discriminating between subfertile (n = 13) and fertile (n = 12) bulls. The ROC curve of each parameter
shows the area under the curve (AUC) and the corresponding significance level (p-value; P), and the cut-off point (Co) of the sensitivity (SE) and
specificity (SP) values
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subfertile bulls, with a sensitivity and specificity of
61.54% (CI95% 35.52% to 82.29%) and 83.33% (CI95%
55.20% to 97.04%), respectively, and an AUC of 0.73
(CI95% 0.53 to 0.93).
With regard to the ability of chromatin condensation

to predict male fertility in cattle, ROC analysis showed a
significant predictive value when measured in viable and
total sperm populations (P < 0.05). However, the AUC,
sensitivity and specificity differed between sperm popu-
lations. The percentage of viable, CMA3+-sperm showed
a sensitivity and specificity of 76.92% (CI95% 49.74% to
91.82%) and 83.33% (CI95% 55.20% to 97.04%), respect-
ively, and an AUC of 0.78 (CI95% 0.57 to 0.98), setting
the threshold at 2.72%. On the other hand, as far as the
percentage of total CMA3+-sperm is concerned, the
ROC analysis set a cut-off of 19.68%, with a sensitivity
and specificity of 100% (CI95% 77.19% to 100%) and
66.67% (CI95% 39.06% to 86.19%), respectively, and an
AUC of 0.74 (CI95% 0.51 to 0.96). The fluorescence in-
tensity of CMA3+ sperm was also tested through ROC
analysis. Although the CMA3 fluorescence intensity of
viable sperm showed no predictive value for distinguish-
ing high fertile from subfertile sires (P > 0.05), its value
in total sperm populations allowed discriminating these
two groups of bulls (P < 0.05), with an AUC of 0.76
(CI95% 0.56 to 0.96), a sensitivity of 100% (CI95%
77.19% to 100%) and a specificity of 50% (CI95% 25.38%
to 74.62%).
Finally, a PCA of sperm parameters showing good pre-

dictive value (percentage of progressively motile and vi-
able CMA3+ sperm at 0 h post-thaw) was conducted to

assess their additive predictive power. The predicting
value of the combined parameters for in vivo fertility
showed the highest AUC value (0.83; CI95% 0.66 to
1.00), and a sensitivity and specificity of 69.23% (CI95%
42.37% to 87.32%) and 83.33% (CI95% 55.20% to
97.04%), respectively.

Discussion
Recent studies evidenced the importance of paternal
genetic cargo as an essential component for successful
fertilization and embryo development, in both humans
and domestic animals [6, 7, 9]. While sperm DNA qual-
ity has been extensively studied using DNA integrity as-
sessments, less attention to chromatin condensation
status has been paid. The majority of studies evaluating
sperm chromatin condensation through CMA3 in mam-
malian species has been performed using fluorescence
microscopy rather than flow cytometry, despite their
well-known advantages [28]. Moreover, to the best of
our knowledge, no studies have simultaneously evaluated
CMA3 and sperm viability. Therefore, the present work
established, for the first time, a protocol to evaluate
sperm chromatin condensation using a simultaneous
double staining (CMA3 and Yo-Pro-1) through flow cy-
tometry. Moreover, using this technique, we evaluated
sperm chromatin protamination of viable, non-viable
and total sperm populations and explored the status of
chromatin condensation as a new tool for predicting
in vivo fertility in bulls.
The present study successfully applied a flow cytome-

try protocol that allowed assessing sperm viability and

Table 2 Receiver operating characteristic (ROC) curve analysis showing the area under the curve (AUC), standard deviation (SD),
level of significance (P-value), cut-off value, sensitivity, specificity, positive predictive value (PPV), negative predictive value (NPV) and
ODDs ratio of all sperm parameters at 0 h post-thaw for discriminating between subfertile (n = 13) and highly fertile (n = 12) bulls

Sperm parameter at 0 h after thawing AUC SD P-
value

Cut-off Sensitivity Specificity PPV NPV ODDs
ratio

Normal morphology, % 0.54 (0.30–
0.77)

0.12 0.765 90.12% 69.23% (42.37–
87.32)

50.00% (25.38–
74.62)

60.00% 60.00% 1.39

Viability, % 0.64 (0.41–
0.87)

0.12 0.231 54.90% 76.92% (49.74–
91.82)

58.33% (31.95–
80.67)

66.66% 70.00% 1.85

Total motility, % 0.68 (0.47–
0.89)

0.11 0.128 49.87% 69.23% (42.37–
87.32)

66.67% (39.06–
86.19)

69.23% 66.67% 2.08

Progressive motility, % 0.73 (0.53–
0.93)

0.10 0.050* 23.13% 61.54% (35.52–
82.29)

83.33% (55.20–
97.04)

80.00% 66.67% 3.69

Viable CMA3+ sperm, % 0.78 (0.57–
0.98)

0.10 0.019* 2.72% 76.92% (49.74–
91.82)

83.33% (55.20–
97.04)

83.33% 76.92% 4.62

Viable CMA3+ sperm, FI 0.70 (0.49–
0.91)

0.11 0.092 907.40 76.92% (49.74–
91.82)

66.67% (39.06–
86.19)

71.43% 72.73% 2.31

Total CMA3+ sperm, % 0.74 (0.51–
0.96)

0.11 0.044* 19.68% 100.00% (77.19–
100.00)

66.67% (39.06–
86.19)

76.47% 100.00% 3.00

Total CMA3+ sperm, FI 0.76 (0.56–
0.96)

0.10 0.030* 1045.70 100% (77.19–
100.00)

50.00% (25.38–
74.62)

68.42% 100.00% 2.00

Viable CMA3+ sperm, % + Progressive
motility, %

0.83 (0.66–
1.00)

0.09 0.005* −0.42 69.23% (42.37–
87.32)

83.33% (55.20–
97.04)

81.82% 71.43% 4.15
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chromatin condensation simultaneously. Previous stud-
ies evaluated CMA3 in sperm by flow cytometry, using
an excitation wavelength of 488 nm and fluorescence
channels of 530/30 [31], 568/42 [32] and 585/42 [33–
35]. However, as deoxyribonucleic acid-bound CMA3 is
known to have an excitation peak of 430 nm (350 to 490
nm) and an emission peak of 590 nm (450 to 700 nm)
[21], we used a 405-nm laser for excitation and collected
emitting fluorescence through the Violet610 (610/20)
channel. Independently, Yo-Pro-1 was excited with a
488-nm laser and acquired with the FITC (525/40) chan-
nel. Using these independent acquisition settings for
both fluorochromes, we could simultaneously evaluate
chromatin condensation (CMA3) and sperm viability
(Yo-Pro-1) through flow cytometry.
The percentage of chromatin-decondensed sperm after

4 h of incubation was significantly higher when com-
pared to 0 h post-thaw in every sperm population, sug-
gesting that depromatination in frozen-thawed sperm
increases over time. CMA3 is an indicator of the actual
protamine content, as it competes with protamines in
their binding to the minor groove of the DNA. There-
fore, it can be assessed as a marker for the proper re-
placement of histones by protamines during
spermiogenesis [36]. However, little information is
present in the literature regarding the effects of cryo-
preservation or capacitation on sperm chromatin con-
densation. In this sense, a recent study reported that
chromatin deprotamination occurs during sperm cryo-
preservation in bucks [37], probably due to capacitation-
like changes. Moreover, another study reported that the
sperm chromatin of bulls showing high NRR was able to
better withstand the decondensation induced by EDTA
and SDS [38]. Thus, it would be reasonable to suggest
that the increase in chromatin decondensation after 4 h
of thawing is caused by cryoinjuries or capacitation-like
changes. Nevertheless, to the best of our knowledge, no
specific studies have been carried out seeking for
changes in chromatin condensation status during sperm
capacitation.
Interestingly, although the percentage of CMA3+

sperm increased from 0 h to 4 h after thawing in viable,
non-viable and total populations, the CMA3 fluores-
cence intensity only decreased in non-viable and total
sperm populations. This apparent contradiction could be
explained by the fact that non-viable sperm show higher
levels of free radicals that preferentially oxidize 2-
deoxyguanosine in the DNA leading to DNA breaks
[39], as well as by the two-step hypothesis from Aitken
and de Iuliis, which states that high chromatin decon-
densation could pave the way for free radicals to pro-
duce DNA strand breaks [40]. As CMA3-Mg2+

specifically sticks to guanine nucleotides, preferentially
to G residues of GC-rich regions [22, 23], we posit that

the presence of higher amount DNA breaks at these re-
gions after 4 h of thawing could hinder CMA3 to bind
DNA.
The double fluorochrome staining (CMA3/Yo-Pro-1)

revealed significant differences in chromatin condensa-
tion between viable and non-viable sperm. At both 0 h
and 4 h post-thaw, the percentage and CMA3 fluores-
cence intensity of non-viable sperm showing chromatin
decondensation were found to be higher than those of
viable sperm. Accordingly, our results evidenced lower
chromatin condensation in viable than in non-viable
sperm. However, while no study in the literature has
simultaneously evaluated sperm viability and chromatin
condensation, one could reasonably surmise that chro-
matin decondensation is higher in non-viable sperm due
to their increased oxidative stress, as free radicals and
DNA fragmentation were previously found to be posi-
tively correlated with sperm chromatin decondensation
[15, 41].
From all conventional sperm quality parameters tested

(sperm morphology, viability, total and progressive mo-
tility), only progressive motility at 0 h post-thaw did
show a significant and positive correlation with in vivo
fertility, thus appearing to be a useful tool for differenti-
ating between highly fertile and subfertile individuals.
However, when comparing percentages of progressively
motile sperm between subfertility and high fertility
groups, no statistically significant differences were found.
Motility is the most widely used measure for estimating
sperm quality and, in fact, other studies previously re-
ported positive correlations between motility and bull
fertility using both subjective and objective assessments
[42, 43]. On the other hand, the percentage and CMA3
fluorescence intensity of viable and total sperm popula-
tions at 0 h, but not at 4 h post-thaw, were found to be
positively correlated with in vivo fertility. Accordingly,
the percentages of CMA3+ sperm in viable and total
sperm populations, as well as the CMA3 fluorescence in-
tensity of total sperm at 0 h post-thaw were found to be
higher in highly fertile individuals when compared to
subfertile males. Moreover, considering that previous
studies performed in human sperm reported negative
correlations [25, 44], it is worth noting that all parame-
ters evaluating chromatin decondensation herein were
positively correlated with in vivo fertility in bulls. Al-
though little information in the literature regarding the
relationship between chromatin condensation and male
fertility in livestock is found, a previous study evaluating
CMA3 by fluorescence microscopy in cryopreserved
sperm also described higher levels protamine deficiency
in bulls showing high in vitro fertility rates [26]. Add-
itionally, another study evaluating the relationship be-
tween chromatin condensation (CMA3) evaluated by
fluorescence microscopy and in vivo fertility (NRR) in
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bulls did not report significant correlations [38]. It is im-
portant to highlight that, while CMA3 studies in humans
were carried out using fertile and infertile men, those in
farm animals utilised fertile and subfertile males, since
fertility-based selection virtually eradicates male infertil-
ity in these species. For this reason, we speculate that in-
fertile individuals could have depicted higher incidence
of chromatin decondensation. In this regard, it is worth
mentioning that no research involving human fertile do-
nors from semen banks to correlate CMA3+ sperm with
fertility rates has been conducted.
In the present study, ROC analyses were performed to

compare the predictive value of conventional sperm
quality parameters and chromatin condensation status
determined with CMA3/Yo-Pro-1 staining and flow cy-
tometry for discriminating subfertile and highly fertile
bulls. Thus, the AUC, sensitivity, and specificity of con-
ventional sperm quality parameters and CMA3/Yo-Pro-
1 assay were subsequently calculated. Regarding conven-
tional sperm quality parameters, whereas the percentage
of morphologically normal sperm, the percentage of vi-
able sperm and the percentage of total motile sperm
showed no significant predictive value for male in vivo
fertility, the percentage of progressively motile sperm
did. At a cut-off point of 23.13%, the test yielded the
highest sensitivity and specificity of 61.54% and 83.33%,
respectively. Thus, classifying potential fertility of bulls
based on their progressive motility would result in high
rates of false negatives. In contrast, chromatin condensa-
tion assessed by CMA3/Yo-Pro-1 staining showed better
predictive value than conventional sperm quality param-
eters. The percentage and CMA3 fluorescence intensity
of total CMA3+ sperm showed a significant predictive
value for in vivo bull fertility. Nevertheless, although the
rate of false negatives is very low for these parameters,
the rate of false positives was seen to be very high (33%
to 50%). However, when the percentage of chromatin-
decondensed sperm was measured within the viable
sperm population, its predictive value for in vivo bull fer-
tility was higher. At a cut-off point of 2.72%, the test
yielded the highest sensitivity and specificity of 76.92%
and 83.33%, respectively, thus exhibiting 23.08% of false
negative and 16.67% of false positive rates. Interestingly,
the additive predictive value of the percentage of pro-
gressively motile and viable CMA3+ sperm showed a
higher AUC but lower sensitivity and identical specificity
than viable CMA3+ sperm. For this reason, the percent-
age of viable sperm showing chromatin decondensation
(CMA3+/Yo-Pro-1− staining) should be considered as a
biomarker for in vivo fertility in bulls, since it presents
higher accuracy and precision than the overall propor-
tions of CMA3+ sperm or conventional sperm quality
parameters such as progressive motility. However, al-
though promising, these preliminary results require

further validation using larger a sample size in order to
confirm CMA3/Yo-Pro-1 as a reliable in vivo fertility
biomarker.

Conclusions
The present study established a protocol to determine
sperm chromatin condensation status through a simul-
taneous double staining (CMA3 and Yo-Pro-1) using
flow cytometry. This novel approach to the evaluation of
sperm chromatin condensation status evidenced, for the
first time, significant differences in chromatin protami-
nation between viable and non-viable sperm, being sig-
nificantly lower in the latter than in the former. Finally,
sperm chromatin condensation of viable sperm assessed
by CMA3/Yo-Pro-1 staining and flow cytometry was de-
scribed here as a new tool for predicting in vivo fertility
in bulls, showing better accuracy and precision than
conventional sperm quality parameters. This suggests
that the use of this biomarker could maximise the effi-
ciency of the dairy breeding industry.

Abbreviations
AI: Artificial insemination; AUC: Area under the curve; CI95: 95% of the
confidence interval; CMA3: Chromomycin A3; NPV: Negative predictive value;
NRR: Non-return rate; PPV: Positive predictive value; ROC: Receiver
operating characteristic curve; SD: Standard deviation

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s40104-021-00634-7.

Additional file 1 Supplementary Fig. 1. Distribution of 90-days non-
return rates (NRR) of the bulls used in the study (n = 25). Red bars: subfer-
tile group (NRR < 39.4). Green bars: high fertility group (NRR > 39.4).

Additional file 2 Supplementary Fig. 2. Set up of chromomycin A3
(CMA3) labelling in bull untreated samples and samples treated with 5
mmol/L Dithiothreitol (DTT) for 45 min. Negative controls without CMA3
for each sample were included in order to set up the threshold value for
positive cells. Orange parts indicate positive CMA3 cells. (A) Flow
cytometry histograms for fluorescence intensity (FI) at 610 nm; (B) Data
from the five bull sperm samples used to set up the experiment.

Acknowledgements
Not applicable.

Availability of data materials
The datasets used and/or analysed during the current study are available
from the corresponding author on reasonable request.

Authors’ contributions
ML, JR-M and MY conceived the study. RM, CT and COH handled animals,
and conducted sperm cryopreservation and AI. ML, JR-M, YM-O, AD-B, SR
and SB conducted laboratory analysis. ML, JR-M and MY participated in the
discussion of the results. ML wrote the Manuscript. JR-M and MY revised and
edited the Manuscript. All authors contributed to the finalized Manuscript,
read, and approved the final version.

Funding
The authors acknowledge the support from the Ministry of Science,
Innovation and Universities, Spain (AGL2017–88329-R and FPU18/00666);
Regional Government of Catalonia, Spain (2017-SGR-1229); and University of
Girona (Postdoc-UdG2020).

Llavanera et al. Journal of Animal Science and Biotechnology          (2021) 12:115 Page 10 of 12

https://doi.org/10.1186/s40104-021-00634-7
https://doi.org/10.1186/s40104-021-00634-7


Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

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

Author details
1Biotechnology of Animal and Human Reproduction (TechnoSperm), Faculty
of Sciences, University of Girona, C/ Maria Aurèlia Campany, 69, ES-17003
Girona, Spain. 2Department of Biology, Unit of Cell Biology, Faculty of
Sciences, University of Girona, ES-17003 Girona, Spain. 3Department of
Animal Pathology, Faculty of Veterinary Medicine, University of Santiago de
Compostela, ES-15705 Lugo, Spain. 4Department of Animal Selection and
Reproduction, The Regional Agri-Food Research and Development Service of
Asturias (SERIDA), E-33394 Gijón, Spain.

Received: 28 April 2021 Accepted: 31 August 2021

References
1. Miglior F, Fleming A, Malchiodi F, Brito LF, Martin P, Baes CF. A 100-year

review: Identification and genetic selection of economically important traits
in dairy cattle. J Dairy Sci. 2017;100:10251–71.

2. Pryce JE, Royal MD, Garnsworthy PC, Mao IL. Fertility in the high-producing
dairy cow. Livest Prod Sci. 2004;86(1-3):125–135. https://doi.org/10.1016/S03
01-6226(03)00145-3.

3. Yeste M. Sperm cryopreservation update: Cryodamage, markers, and factors
affecting the sperm freezability in pigs. Theriogenology. 2016;85(1):47–64.
https://doi.org/10.1016/j.theriogenology.2015.09.047.

4. Menezes EB, Velho ALC, Santos F, Dinh T, Kaya A, Topper E, et al.
Uncovering sperm metabolome to discover biomarkers for bull fertility.
BMC Genomics. 2019;20(1):714. https://doi.org/10.1186/s12864-019-6074-6.

5. Utt MD. Prediction of bull fertility. Anim Reprod Sci. 2016;169:37–44. https://
doi.org/10.1016/j.anireprosci.2015.12.011.

6. Zini A. Are sperm chromatin and DNA defects relevant in the clinic? Syst
Biol Reprod Med. 2011;57:78–85.

7. Lewis SEM, Aitken RJ, Conner SJ, De Iuliis G, Evenson DP, Henkel R, et al.
The impact of sperm DNA damage in assisted conception and beyond:
Recent advances in diagnosis and treatment. Reprod Biomed Online. 2013;
27(4):325–37. https://doi.org/10.1016/j.rbmo.2013.06.014 .

8. Ribas-Maynou J, Benet J. Single and double strand sperm DNA damage:
Different reproductive effects on male fertility. Genes (Basel). 2019;10(2):105.
https://doi.org/10.3390/genes10020105.

9. Kumaresan A, Das Gupta M, Datta TK, Morrell JM. Sperm DNA integrity and
male fertility in farm animals: a review. Front Vet Sci. 2020;7:1–15. https://
doi.org/10.3389/fvets.2020.00321.

10. Fraser L, Parda A, Filipowicz K, Strzeżek J. Comparison of post-thaw DNA
integrity of boar spermatozoa assessed with the neutral comet assay and
sperm-Sus Halomax test kit. Reprod Domest Anim. 2010;45(5):e155–60.
https://doi.org/10.1111/j.1439-0531.2009.01537.x.

11. Simões R, Feitosa WB, Siqueira AFP, Nichi M, Paula-Lopes FF, Marques MG,
et al. Influence of bovine sperm DNA fragmentation and oxidative stress on
early embryo in vitro development outcome. Reproduction. 2013;146(5):
433–41. https://doi.org/10.1530/REP-13-0123.

12. Dutta S, Henkel R, Agarwal A. Comparative analysis of tests used to assess
sperm chromatin integrity and DNA fragmentation. Andrologia. 2021;53(2):
e13718. https://doi.org/10.1111/and.13718.

13. Simon L, Liu L, Murphy K, Ge S, Hotaling J, Aston KI, et al. Comparative
analysis of three sperm DNA damage assays and sperm nuclear protein
content in couples undergoing assisted reproduction treatment. Hum
Reprod. 2014;29(5):904–97. https://doi.org/10.1093/humrep/deu040 .

14. Simon L, Castillo J, Oliva R, Lewis SEM. Relationships between human sperm
protamines, DNA damage and assisted reproduction outcomes. Reprod

Biomed Online. 2011;23(6):724–34. https://doi.org/10.1016/j.rbmo.2011.08.01
0 .

15. Ribas-Maynou J, Abad C, García-Segura S, Oliver-Bonet M, Prada E,
Amengual MJ, et al. Sperm chromatin condensation and single- and
double-stranded DNA damage as important parameters to define male
factor related recurrent miscarriage. Mol Reprod Dev. 2020;87(11):1126–32.
https://doi.org/10.1002/mrd.23424.

16. Ni K, Spiess AN, Schuppe HC, Steger K. The impact of sperm protamine
deficiency and sperm DNA damage on human male fertility: a systematic
review and meta-analysis. Andrology. 2016;4(5):789–99. https://doi.org/1
0.1111/andr.12216.

17. Yeste M, Flores E, Estrada E, Bonet S, Rigau T, Rodríguez-Gil JE. Reduced
glutathione and procaine hydrochloride protect the nucleoprotein structure
of boar spermatozoa during freeze-thawing by stabilising disulfide bonds.
Reprod Fertil Dev. 2013;25(7):1036–50. https://doi.org/10.1071/RD12230.

18. Yeste M, Estrada E, Casas I, Bonet S, Rodríguez-Gil JE. Good and bad
freezability boar ejaculates differ in the integrity of nucleoprotein structure
after freeze-thawing but not in ROS levels. Theriogenology. 2013;79(6):929–
39. https://doi.org/10.1016/j.theriogenology.2013.01.008.

19. Estrada E, Rodríguez-Gil JE, Rocha LG, Balasch S, Bonet S, Yeste M.
Supplementing cryopreservation media with reduced glutathione increases
fertility and prolificacy of sows inseminated with frozen-thawed boar semen.
England. 2014;2(1):88–99. https://doi.org/10.1111/j.2047-2927.2013.00144.x.

20. Zihlif M, Catchpoole DR, Stewart BW, Wakelin LPG. Effects of DNA minor
groove binding agents on global gene expression. Greece. 2010;7:323–30.

21. Jensen RH. Chromomycin A3 as a fluorescent probe for flow cytometry of
human gynecologic samples. J Histochem Cytochem. 1977;25:573–9.

22. Van Dyke MW, Dervan PB. Chromomycin, mithramycin, and olivomycin
binding sites on heterogeneous deoxyribonucleic acid. Footprinting with
(methidiumpropyl-EDTA) iron (II). Biochemistry. 1983;22:2373–7.

23. Aich P, Sen R, Dasgupta D. Role of magnesium ion in the interaction
between chromomycin A3 and DNA: binding of chromomycin A3-Mg2+
complexes with DNA. Biochemistry. 1992;31:2988–97.

24. Simoes R, Feitosa WB, Mendes CM, Marques MG, Nicacio AC, De Barros FRO,
et al. Use of chromomycin A3 staining in bovine sperm cells for detection
of protamine deficiency. Biotech Histochem. 2009;84:79–83.

25. Iranpour FG, Nasr-Esfahani MH, Valojerdi MR, Taki Al-Taraihi TM.
Chromomycin A3 staining as a useful tool for evaluation of male fertility. J
Assist Reprod Genet. 2000;17:60–6.

26. Castro LS, Siqueira AFP, Hamilton TRS, Mendes CM, Visintin JA, Assumpção
MEOA. Effect of bovine sperm chromatin integrity evaluated using three
different methods on in vitro fertility. Elsevier Inc. 2018;107:142–8.

27. Czubaszek M, Andraszek K, Banaszewska D. Influence of the age of the
individual on the stability of boar sperm genetic material. Theriogenology.
2020;147:176–82. https://doi.org/10.1016/j.theriogenology.2019.11.018.

28. Muratori M, Forti G, Baldi E. Comparing flow cytometry and fluorescence
microscopy for analyzing human sperm DNA fragmentation by TUNEL
labeling. Cytometry A. 2008;73:785–7.

29. Muiño R, Tamargo C, Hidalgo CO, Peña AI. Identification of sperm
subpopulations with defined motility characteristics in ejaculates from Holstein
bulls: Effects of cryopreservation and between-bull variation. Anim Reprod Sci.
2008;109(1-4):27–39. https://doi.org/10.1016/j.anireprosci.2007.10.007.

30. Garner DL, Johnson LA. Viability assessment of mammalian sperm using
SYBR-14 and propidium iodide. Biol Reprod. 1995;53:276–84.

31. Kipper BH, Trevizan JT, Carreira JT, Carvalho IR, Mingoti GZ, Beletti ME, et al.
Sperm morphometry and chromatin condensation in Nelore bulls of
different ages and their effects on IVF. Theriogenology. 2017;87:154–60.
https://doi.org/10.1016/j.theriogenology.2016.08.017.

32. Silva TVG, Santana PDPB, De Souza EB, De Lima AJM, Santos CDA, NNDC A,
et al. Sperm chromatin protamination influences embryo development in
unsexed and sexed bull semen. Zygote. 2021;29(4):264—9.

33. Kiani-Esfahani A, Bahrami S, Tavalaee M, Deemeh MR, Mahjour AA, Nasr-
Esfahani MH. Cytosolic and mitochondrial ROS: Which one is associated
with poor chromatin remodeling? Syst Biol Reprod Med. 2013;59:352–9.

34. Fathi Z, Tavalaee M, Kiani A, Deemeh MR, Modaresi M, Nasr-Esfahani MH.
Flow cytometry: A novel approach for indirect assessment of protamine
deficiency by CMA3 staining, taking into account the presence of M540 or
apoptotic bodies. Int J Fertil Steril. 2011;5:128–33.

35. Tavalaee M, Kiani A, Arbabian M, Deemeh MR, Esfahani MHN. Flow
cytometry: a new approach for indirect assessment of sperm protamine
deficiency. Int J Fertil Steril. 2010;3:177–84.

Llavanera et al. Journal of Animal Science and Biotechnology          (2021) 12:115 Page 11 of 12

https://doi.org/10.1016/S0301-6226(03)00145-3
https://doi.org/10.1016/S0301-6226(03)00145-3
https://doi.org/10.1016/j.theriogenology.2015.09.047
https://doi.org/10.1186/s12864-019-6074-6
https://doi.org/10.1016/j.anireprosci.2015.12.011
https://doi.org/10.1016/j.anireprosci.2015.12.011
https://doi.org/10.1016/j.rbmo.2013.06.014
https://doi.org/10.3390/genes10020105
https://doi.org/10.3389/fvets.2020.00321
https://doi.org/10.3389/fvets.2020.00321
https://doi.org/10.1111/j.1439-0531.2009.01537.x
https://doi.org/10.1530/REP-13-0123
https://doi.org/10.1111/and.13718
https://doi.org/10.1093/humrep/deu040
https://doi.org/10.1016/j.rbmo.2011.08.010
https://doi.org/10.1016/j.rbmo.2011.08.010
https://doi.org/10.1002/mrd.23424
https://doi.org/10.1111/andr.12216
https://doi.org/10.1111/andr.12216
https://doi.org/10.1071/RD12230
https://doi.org/10.1016/j.theriogenology.2013.01.008
https://doi.org/10.1111/j.2047-2927.2013.00144.x
https://doi.org/10.1016/j.theriogenology.2019.11.018
https://doi.org/10.1016/j.anireprosci.2007.10.007
https://doi.org/10.1016/j.theriogenology.2016.08.017


36. Manicardi GC, Bianchi PG, Pantano S, Azzoni P, Bizzaro D, Bianchi U, et al.
Presence of endogenous nicks in DNA of ejaculated human spermatozoa
and its relationship to chromomycin A3 accessibility. Biol Reprod. 1995;52:
864–7.

37. Kritaniya D, Yadav S, Swain DK, Reddy AV, Dhariya R, Yadav B, et al.
Freezing-thawing induces deprotamination, cryocapacitation-associated
changes; DNA fragmentation; and reduced progesterone sensitivity in buck
spermatozoa. Anim Reprod Sci. 2020;223:106628.

38. Madrid-Bury N, Pérez-Gutiérrez JF, Pérez-Garnelo S, Moreira P, Sanjuanbenito
BP, Gutiérrez-Adán A, et al. Relationship between non-return rate and
chromatin condensation of deep frozen bull spermatozoa. Theriogenology.
2005;64(2):232–41. https://doi.org/10.1016/j.theriogenology.2004.11.017.

39. Cooke MS, Evans MD, Dizdaroglu M, Lunec J. Oxidative DNA damage:
mechanisms, mutation, and disease. FASEB J. 2003;17:1195–214.

40. Aitken RJ, De Iuliis GN. On the possible origins of DNA damage in human
spermatozoa. Mol Hum Reprod. 2010;16(1):3–13. https://doi.org/10.1093/
molehr/gap059.

41. Henkel R, Bastiaan HS, Schüller S, Hoppe I, Starker W, Menkveld R.
Leucocytes and intrinsic ROS production may be factors compromising
sperm chromatin condensation status. Andrologia. 2010;42(2):69–75. https://
doi.org/10.1111/j.1439-0272.2009.00967.x.

42. Berndtson WE, Olar TT, Pickett BW. Correlation between post-thaw motility
and acrosomal integrity of bovine sperm. J Dairy Sci. 1981;64:346–9. https://
doi.org/10.3168/jds.S0022-0302(81)82572-6.

43. Kathiravan P, Kalatharan J, Karthikeya G, Rengarajan K, Kadirvel G. Objective
sperm motion analysis to assess dairy bull fertility using computer-aided
system - a review. Reprod Domest Anim. 2011;46:165–72.

44. Atshan M, Kakavand K, Hosseini SH, Sadighi Gilani MA, Mohseni Meybodi A,
Sabbaghian M. Evaluation of sperm DNA fragmentation and chromatin
structure in infertile men with immotile short-tail sperm defect. Andrologia.
2020;52(1):e13445. https://doi.org/10.1111/and.13445.

Llavanera et al. Journal of Animal Science and Biotechnology          (2021) 12:115 Page 12 of 12

https://doi.org/10.1016/j.theriogenology.2004.11.017
https://doi.org/10.1093/molehr/gap059
https://doi.org/10.1093/molehr/gap059
https://doi.org/10.1111/j.1439-0272.2009.00967.x
https://doi.org/10.1111/j.1439-0272.2009.00967.x
https://doi.org/10.3168/jds.S0022-0302(81)82572-6
https://doi.org/10.3168/jds.S0022-0302(81)82572-6
https://doi.org/10.1111/and.13445

	Abstract
	Background
	Results
	Conclusions

	Introduction
	Materials and methods
	Animals and ejaculates processing
	Evaluation of sperm morphology
	Evaluation of sperm motility
	Evaluation of sperm viability (SYBR-14/PI)
	Evaluation of sperm chromatin condensation (CMA3/YoPro-1)
	Statistical analyses

	Results
	Flow cytometry assessment of chromatin condensation by CMA3/Yo-Pro-1
	Comparison of chromatin condensation between sperm populations and throughout incubation time
	Correlation of sperm quality and chromatin condensation parameters with in�vivo fertility
	Comparison of sperm quality and chromatin condensation between in�vivo fertility groups
	ROC curve analysis of sperm quality and chromatin condensation parameters

	Discussion
	Conclusions
	Abbreviations
	Supplementary Information
	Acknowledgements
	Availability of data materials
	Authors’ contributions
	Funding
	Declarations
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References

