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Abstract: In forensic casework, nasal secretion can be a good source of DNA. Moreover, saliva
can prove useful in cases of sexual assault. However, discriminating between these body fluids
is often difficult because of cross-reactivity between them on presumptive and confirmatory tests.
Therefore, an RT-qPCR procedure was developed to discriminate between nasal secretion and saliva.
Characteristic genes in nasal secretion and/or saliva (BPIFA1, STATH, HTN3, and PRH2) were selected
as candidates. Discrimination criteria were established based on the expression levels of these markers
in various body fluids. In addition, a flowchart was proposed and used to discriminate among nasal
secretion, saliva, and other body fluids in various forensic samples. BPIFA1 was highly expressed in
nasal secretion but was also expressed in saliva, semen, and vaginal fluid at trace levels. STATH was
expressed in nasal secretion and saliva but not in other body fluids. HTN3 was specifically expressed
in most of the saliva samples, as reported previously. Unexpectedly, PRH2 was expressed in only
a few saliva samples. Using the proposed criteria and flowchart, nasal secretion and saliva were
successfully discriminated among the various body fluids tested. The developed procedure could be
useful in forensic casework.
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1. Introduction

In criminal casework, various types of biological samples are recovered from crime scenes. These
biological samples are analyzed to determine what type of crime may have occurred and whether
a particular suspect was involved. Nasal secretion can be a good source of DNA for the purpose of
individual identification, but there are few procedures to identify nasal secretion. Further, saliva is one
of the main body fluids left at crime scenes, and analysis results can prove useful in various criminal
cases, especially sexual assaults. However, presumptive and confirmatory tests for saliva based on
α-amylase activity or protein [1–3] can show cross-reactivity with other body fluids [4–7], such as
nasal secretion. Therefore, a procedure for discriminating between nasal secretion and saliva could be
valuable in criminal casework.

In recent decades, gene expression analysis of mRNA markers characteristic of body fluids
has been used for the forensic identification of biological samples [8–13]. Those studies reported
bactericidal permeability-increasing protein fold-containing family member A1 (BPIFA1) as a nasal
secretion marker [14,15]. BPIFA1 is a lipid-binding protein that plays a role in the innate immune
responses of the upper airway [16,17]. In addition, statherin (STATH) and histatin 3 (HTN3) have been
widely used as markers characteristic of saliva [8,9,18]. STATH is specifically secreted from the salivary
glands, and it plays a role in stabilizing saliva supersaturated with calcium salts by inhibiting the
precipitation of calcium phosphate salts and modulating hydroxyapatite crystal formation on the
tooth surface [19,20]. HTN3 is also secreted from the salivary glands. It is considered to be a major
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precursor of the protective proteinaceous structure on tooth surfaces (enamel pellicle) and exhibits
antibacterial and antifungal activities [21,22]. However, endpoint detection of these genes might be
difficult for discriminating between nasal secretion and saliva because of their insufficient specificity
and detectability [14,15].

Therefore, the aim of this study was to develop a more specific procedure for discriminating
between nasal secretion and saliva for forensic purposes. First, for the quantitative evaluation
of candidate molecules, reverse-transcription quantitative polymerase chain reaction (RT-qPCR)
procedures were developed to identify nasal secretion (BPIFA1 and STATH) and saliva (STATH, HTN3,
and proline-urinrich protein HaeIII subfamily 2 [PRH2]). PRH2 is a member of the proline-rich
protein family that acts as a highly potent inhibitor of calcium phosphate crystal growth [23,24]. These
proteins provide a protective and reparative environment for dental enamel, which is important for
the integrity of the teeth [25]. Because PRH2 is specifically expressed in the salivary glands [26],
and enzyme-linked immunosorbent assay (ELISA) of PRH2 is specific for saliva [27,28], we selected it
as an additional candidate for saliva. Expression levels of candidate genes in various body fluids were
determined, and discrimination criteria for nasal secretion and saliva were established based on the
quantitative results of multiple markers. In addition, a flowchart was proposed to discriminate among
nasal secretion, saliva, and other body fluids in various forensic samples. This is a developmental
experiment that involves a qPCR procedure, and therefore, we prepared this report in accordance
with the Minimum Information for Publication of Quantitative Real-Time PCR Experiments (MIQE)
guidelines [29–31].

2. Materials and Methods

2.1. Sample Collection

Nasal secretion was collected as stains (n = 9) from tissues into which volunteers blew or as fluid
(n = 1) from the nose using a pipette. Saliva, semen, and urine samples (n = 16, 9, and 6, respectively)
were collected from volunteers in sterile centrifuge tubes using conventional non-invasive methods.
Vaginal fluid stains (n = 8) were obtained from premenopausal women by wiping the vaginal wall
with a sterile cotton swab (ø = 12 mm). The phase of the menstrual cycle was not restricted and was
not asked about for these samples. Blood (n = 7) was collected from the brachial vein of volunteers
in blood collection tubes containing EDTA as an anticoagulant. All samples were stored at −80 ◦C
until analysis.

2.2. RNA Extraction and cDNA Synthesis

Total RNA extraction, DNase digestion and cDNA synthesis from all the samples were performed
as previously reported [9,32]. Total RNA was extracted using an RNeasy Mini Kit (Qiagen, Hilden,
Germany) from 1 × 2-cm square pieces of tissue paper, 30 µL of fluid or 5 × 5-mm square pieces
of swab head. Possibly contaminated DNA was digested using an RNase-Free DNase Set (Qiagen,
Germantown, MD, USA). An aliquot of 5 µL of DNA-free total RNA was added to 10 µL of the reverse
transcription mixture of a Primescript RT Reagent Kit (Takara Bio, Otsu, Japan). All procedures were
performed according to the manufacturer’s instructions. Successful removal of DNA contaminants was
confirmed using no-reverse transcription controls of representative samples for each type of body fluid.

2.3. Amplification of Candidate Genes by a qPCR Procedure

An RT-qPCR procedure was developed using the SmartCycler II system (Cepheid, Sunnyvale,
CA, USA) with SYBR premix DimerEraser (Takara Bio, Otsu, Japan). An aliquot of 1 µL of prepared
cDNA was added to 25 µL of PCR mixture that contained 0.3 µM of primers. Gene accession
number, primer sequences, amplicon length, and amplifiable splicing variants for candidate genes
are listed in Table 1. Primer pairs for candidate genes except STATH were designed using Primer3
(https://www.ncbi.nlm.nih.gov/tools/primer-blast/). Primer sequences for STATH were previously
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reported [18]. Actin beta (ACTB) was used as a reference gene [33,34] to confirm the successful
preparation of cDNAs and normalize the expression levels of candidate genes. Amplification was
conducted under the following conditions: initial denaturing at 95 ◦C for 30 s, followed by 40 cycles at
95 ◦C for 5 s, 60 ◦C for 30 s, and 72 ◦C for 30 s. Next, a melting curve analysis was performed from
95 ◦C to 60 ◦C. A no-template control was used in each batch of the PCR mixture as a negative control.
The specificity of the amplification was confirmed by melting curve analysis and sequencing. Direct
sequencing of amplicons was performed using a BigDye™ Terminator v1.1 Cycle Sequencing Kit and
a 3100-Avant Genetic Analyzer (Thermo Fisher Scientific, Waltham, MA, USA).

Table 1. Primers for nasal secretion and saliva characteristic target genes and the reference gene.

Gene Accession No.
Forward Primer Sequence (5′–3′) Amplicon

Length (bp)
Splicing
Variant

ReferenceReverse Primer Sequence (5′–3′)

BPIFA1 NM_016583.3
CCTTGGTGACTGCACCCATT

161 1–3 This study
CCTCATTGACCAGAGGGCAC

STATH NM_003154.2
TTTGCCTTCATCTTGGCTCT

93 1 [18]
CCCATAACCGAATCTTCCAA

HTN3 NM_000200.3
CATGACTGGAGCTGATTCACA

135 - This study
ATGCCCCGTGATTACTGAAGA

PRH2 NM_001110213.1
GGGCAGTCTCCTCAGTAATCTA

166 - This study
CCCAAACACTCAGAAGGAGATG

ACTB NM_001101.5
TGGCACCCAGCACAATGAA

186 - Takara Bio 1
CTAAGTCATAGTCCGCCTAGAAGCA

1 Designed by Perfect Real Time Support System (Takara Bio Inc., Otsu, Japan).

2.4. Validation of the Developed RT-qPCR Procedure and Gene Expression Analysis of Candidate Genes

The cycle quantification (Cq) value was determined to be the crossing point of a primary
amplification curve and the default threshold value (fluorescence unit = 30) [35].

Standard curves were drawn using a serial-diluted representative nasal secretion cDNA and
salivary gland cDNA (PCR Ready First Strand cDNA, Biochain, Newark, CA, USA) for BPIFA1 and the
other genes, respectively. The linear dynamic range was defined as the range where the correlation
coefficient (r2) of the standard curve was > 0.99. Amplification efficiency (E) was determined from the
slope of the standard curve as follows:

E = 10−1/slope
− 1 (1)

The cutoff Cq value of each gene was determined as the upper Cq value of the linear range
(r2 > 0.99). Cq variation at the lower limit of the standard curve was calculated as a standard deviation
to evaluate the repeatability of the developed procedure.

For the evaluation of candidate genes as markers to discriminate between nasal secretion and
saliva, the Cq values were determined in various body fluids. For samples with a Cq value of ACTB
that was below the cutoff, the Cq value was subjected to further analysis. Then, the cutoff Cq value was
set to determine the positivity of each marker in each body fluid. The ∆Cq value, the Cq value for each
target gene normalized relative to that of ACTB, was determined to compare the relative expression
levels among various body fluids. The ∆Cq value was calculated within the linear range of Cq values
of both target and reference genes.

These assays were performed in triplicate to evaluate repeatability and in singlicate for other
analyses. All procedures performed in this study were in accordance with the Ethical Guidelines
for Human Genome/Gene Analysis Research (Ministry of Education, Culture, Sports, Science and
Technology; Ministry of Health, Labour and Welfare; and Ministry of Economy, Trade and Industry
of Japan) and with the 1964 Helsinki Declaration and its later amendments or comparable ethical
standards. All procedures were approved by the Institutional Ethics Committee for Human Genome,
Gene Analysis Research of the National Research Institute of Police Science (the corresponding ethical
approval code: #31-2(69), approval date: 5 June 2019).
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3. Results

3.1. Assay Performance of the Developed RT-qPCR Procedure

To assess the assay performance of the developed RT-qPCR procedure, the slope, y-intercept, linear
dynamic range and r2 value of the standard curve for each gene were determined and are summarized
in Table 2. The standard curve of BPIFA1 was drawn using a serial dilution of a representative nasal
secretion cDNA. Its lower limit of dilution, which showed r2 values above 0.99, was 0.0156. Similarly,
the lower limits of dilution were 1.53 × 10−9 for STATH and HTN3 and 3.81 × 10−7 for PRH2 and
ACTB, in the standard curves drawn using salivary gland cDNA. Then, the amplification efficiency
and cutoff Cq value were determined with the corresponding parameters. Amplification efficiencies of
all candidates were between 92.6% and 112.6% (Table 2). In addition, the standard deviations of the Cq
values calculated at the lower limit of the linear dynamic range were between 0.2 and 0.63 (Table 2).
In this procedure, no Cq values were obtained from negative controls.

Table 2. Summary of the performance of the developed reverse-transcription quantitative polymerase
chain reaction (RT-qPCR) procedure.

Gene Slope Y-Intercept Lower Limit of Linear
Dynamic Range r2 Amplification

Efficiency
Cutoff Cq

Value
Cq

Variation 3

BPIFA1 1 −3.51 29.17 0.0156 0.996 92.6% 35.68 0.63
STATH 2 −3.20 9.31 1.53 × 10−9 0.994 105.3% 36.97 0.21
HTN3 2 −3.05 8.99 1.53 × 10−9 1.000 112.6% 35.84 0.54
PRH2 2 −3.29 15.66 3.81 × 10−7 0.997 101.4% 36.39 0.57
ACTB 2 −3.19 15.61 3.81 × 10−7 0.996 105.8% 35.54 0.20
1 The standard curve was plotted using cDNA prepared from a representative sample of nasal secretion.
2 The standard curve was plotted using purchased salivary gland cDNA. 3 Standard deviation of Cq value
at the lower limit of the linear dynamic range.

3.2. Expression of Candidate Genes in Various Body Fluids

To evaluate the applicability of the developed procedure for discriminating between nasal secretion
and saliva, RT-qPCR analyses for candidate genes were performed in various forensically relevant
body fluids. Then, the cutoff Cq value was adopted to determine the positivity of each marker in
each body fluid. In these samples, 5 of 6 urine samples showed above the cutoff Cq value for ACTB
and determined as negative. It might be caused by the smaller amounts of cellular contents of urine.
As shown in Table 3, BPIFA1 was positive in 7 of 10 nasal secretions and in 1 of 9 semen samples.
STATH was positive in almost all of the nasal secretion and saliva samples but negative in all of the
other body fluids analyzed in this study. HTN3 was specifically positive in saliva samples, consistent
with our previous report [9]. However, only 1 saliva sample showed Cq values above the cutoff

value in the RT-qPCR analysis for PRH2. One synonymous variant (rs1136515, C > T) with high
minor allele frequency (C = 0.25 − 0.50) was found in the middle range of the reverse primer of HTN3
(https://www.ncbi.nlm.nih.gov/snp/rs1136515). At the same time, almost all of our saliva samples
showed positive result in HTN3 (Table 3). Therefore, the effect of this SNP on primer annealing does
not seem to be crucial.

Expression levels of these genes were also determined in nasal secretion, saliva and other body
fluids. As a result, BPIFA1 was highly but not fully expressed in nasal secretion and was also expressed
in semen at trace levels (Figure 1a), although outside of the linear range, BPIFA1 was also slightly
expressed in some samples of saliva, semen and vaginal fluids (Table S1). STATH was expressed
at comparable levels in the nasal secretion and saliva samples (Figure 1b). As shown in Figure 1c,
HTN3 was specifically expressed in saliva samples with ∆Cq values of around 0. In contrast, only 1
saliva sample showed a valid ∆Cq value for PRH2 (Figure 1d), although ∆Cq values for other saliva
samples are shown for reference only because they were below the cutoff Cq values (Table S1).

https://www.ncbi.nlm.nih.gov/snp/rs1136515
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Table 3. Detectability of candidate genes for nasal secretion and saliva discrimination in various
body fluids.

Body Fluid Number of Tested Samples
Number of Positive Samples 1

ACTB BPIFA1 STATH HTN3 PRH2

Nasal secretion 10 10 7 10 0 0
Saliva 16 16 0 14 14 1
Blood 7 7 0 0 0 0
Semen 9 9 1 0 0 0

Vaginal fluid 8 8 0 0 0 0
Urine 6 1 0 0 0 0

1 Cq values above the cutoff value were regarded as positive.
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Figure 1. Box plots showing expression levels of BPIFA1 (a), STATH (b), HTN3 (c), and PRH2 (d) in
various body fluids. Each dot at around ∆Cq = 20 represents samples that show no amplification or are
outside of the linear range.

3.3. Establishing the Discrimination Criteria for Nasal Secretion and Saliva

Because of the lower detectability and expression levels of PRH2 in saliva, this gene was excluded
from further study. STATH was specifically positive in nasal secretion and saliva, so the cutoff Cq
value could be used as a criterion for discrimination. In addition to STATH, the cutoff Cq value of
HTN3 was also used as a criterion. Because BPIFA1 was highly expressed in nasal secretion but only
slightly expressed in saliva, semen and vaginal fluids, a cutoff ∆Cq value was proposed to establish
the criterion. When the cutoff ∆Cq value was set at <10, 7 of 10 nasal secretions were determined to be
positive and all the other body fluids including one case of BPIFA1 detected in semen were determined
to be negative. Some saliva samples that were outside the linear range showed ∆Cq < 10, and these are
reported for reference only (Table S1).
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3.4. Proposed Flowchart for Discriminating among Nasal Secretions, Saliva, and Other Biological Samples

To improve the specificity of the discrimination among nasal secretion, saliva and other biological
samples, a flowchart was proposed (Figure 2). First, an ACTB-positive sample was entered into the
flowchart, and if HTN3 was positive, the sample was considered to be a “saliva-containing” sample.
If HTN3 was negative, the expression of STATH was evaluated. If STATH was also negative, the sample
was considered an “unknown” biological sample. For STATH-positive samples, the expression level of
BPIFA1 was evaluated. If the ∆Cq value of BPIFA1 was <10, the sample was considered to be a “nasal
secretion-containing” sample. If the ∆Cq value of BPIFA1 was ≥10 or undetermined, the sample
was also considered an “unknown” biological sample. As shown in Table 4, nasal secretion and
saliva were specifically discriminated among various body fluids analyzed in this study using the
proposed flowchart. All the other ACTB-positive body fluids were determined to be unknown biological
samples; however, 3 of 10 nasal secretions and 2 of 16 saliva samples were also classified as unknown
biological samples.
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Figure 2. Proposed flowchart for discriminating among nasal secretions, saliva and other body fluids
by RT-qPCR. (+), below the cutoff Cq values and determined as positive; (−), above the cutoff Cq values
and determined as negative.

Table 4. Results of discrimination according to the proposed flowchart.

Target Fluid Sensitivity Specificity

Nasal secretion 70% 100%
Saliva 87.5% 100%

Others 1 83.3% 80.8%
1 Evaluated for samples classified as unknown biological sample.

4. Discussion

RNA profiling has at least one clear advantage over conventional methods in that different
types of body fluids can be analyzed by a unified procedure. In addition, several markers can be
detected simultaneously by multiplex RT-PCR [8,36,37]. For these analyses, genes specifically and
highly expressed in the targeted body fluid tend to be the best markers. However, such specific genes
have not been reported for nasal secretion to date. Saliva is also difficult to identify precisely, because
various markers for saliva are detected in other body fluids such as nasal secretion [4–7,27,28].

Accordingly, in this study, we attempted to develop a specific procedure for discriminating
between nasal secretion and saliva for forensic purposes. RT-qPCR procedures were successfully
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developed for the expression analysis of BPIFA1, STATH, and HTN3 as markers of nasal secretion
and/or saliva. Then, discrimination criteria were established for the positive detection of these genes.
Moreover, a discrimination flowchart was proposed to improve the specificity for nasal secretion and
saliva. As a result, these body fluids were successfully discriminated from among various body fluids.

Unfortunately, only a few saliva samples showed positive results in the RT-qPCR analysis for
PRH2, although PRH1/2, an alias of PRH2, was detected in most of the saliva samples by ELISA as
a saliva-specific protein marker [27,28]. Although the cause of this discrepancy is unclear, mRNA
expression is not necessarily comparable to protein expression. On targeted RNA sequencing for
forensic body fluid identification, there were fewer read counts of PRH2 than of other saliva markers,
but it was detected only in saliva [38]. Our result supports this previous study, and gene expression
analysis of PRH2 seems to be difficult to apply to forensic identification of saliva.

Because the sample size and conditions were limited in this preliminary study, discrimination
should be validated in additional samples which were collected from volunteers of all ages. For example,
although all of 9 semen and 8 vaginal fluid samples analyzed in this study were negative for STATH, it
has been reported to be expressed at trace levels in such fluids [11,33,39]. The cutoff ∆Cq value of STATH
could be effective in avoiding misclassification of semen and vaginal samples as “saliva-containing”.
In addition, we will perform practical evaluation for the forensic application of the proposed procedure
with artificially degraded samples, mixed samples, and mock casework samples. Furthermore, because
all the other body fluids were classified as “unknown biological samples” using the flowchart proposed
in this study, we are currently evaluating additional markers for the determination of other body fluids.

5. Conclusions

Nasal secretion and saliva were successfully discriminated from among various body fluids
by a combination of RT-qPCR analysis of BPIFA1, STATH, and HTN3 genes and use of the
proposed flowchart.

Supplementary Materials: The following are available online at http://www.mdpi.com/2075-4418/10/8/519/s1.
Table S1. The Cq and ∆Cq values of target genes and the reference gene in various forensically relevant body fluids.

Author Contributions: Conceptualization, T.A.; methodology, T.A.; validation, T.A. and K.W.; investigation, T.A.;
resources, T.A. and K.W.; data curation, T.A.; writing—original draft preparation, T.A.; writing—review and
editing, K.W.; visualization, T.A.; supervision, T.A.; project administration, T.A. All authors have read and agreed
to the published version of the manuscript.

Funding: This research received no external funding.

Acknowledgments: We would like to thank all volunteers for participating in this study.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Willott, G.M. An Improved test for the detection of salivary amylase in stains. J. Forensic Sci. Soc. 1974, 14,
341–344. [CrossRef]

2. Hedman, J.; Gustavsson, K.; Ansell, R. Using the new Phadebas® Forensic Press test to find crime scene
saliva stains suitable for DNA analysis. Forensic Sci. Int. Genet. Suppl. 2008, 1, 430–432. [CrossRef]

3. Casey, D.G.; Price, J. The sensitivity and specificity of the RSID-saliva kit for the detection of human salivary
amylase in the Forensic Science Laboratory, Dublin, Ireland. Forensic Sci. Int. 2010, 194, 67–71. [CrossRef]
[PubMed]

4. Whitehead, P.H.; Kipps, A.E. The significance of amylase in forensic investigations of body fluids. Forensic Sci.
1975, 6, 137–144. [CrossRef]

5. Auvdel, M.J. Amylase levels in semen and saliva stains. J. Forensic Sci. 1986, 31, 426–431. [CrossRef]
6. Wornes, D.J.; Speers, S.J.; Murakami, J.A. The evaluation and validation of Phadebas® paper as a presumptive

screening tool for saliva on forensic exhibits. Forensic Sci. Int. 2018, 288, 81–88. [CrossRef]
7. Pang, B.C.; Cheung, B.K. Applicability of two commercially available kits for forensic identification of saliva

stains. J. Forensic Sci. 2008, 53, 1117–1122. [CrossRef]

http://www.mdpi.com/2075-4418/10/8/519/s1
http://dx.doi.org/10.1016/S0015-7368(74)70923-9
http://dx.doi.org/10.1016/j.fsigss.2007.10.205
http://dx.doi.org/10.1016/j.forsciint.2009.10.009
http://www.ncbi.nlm.nih.gov/pubmed/19931992
http://dx.doi.org/10.1016/0300-9432(75)90004-7
http://dx.doi.org/10.1520/JFS12272J
http://dx.doi.org/10.1016/j.forsciint.2018.03.049
http://dx.doi.org/10.1111/j.1556-4029.2008.00814.x


Diagnostics 2020, 10, 519 8 of 9

8. Juusola, J.; Ballantyne, J. Multiplex mRNA profiling for the identification of body fluids. Forensic Sci. Int.
2005, 152, 1–12. [CrossRef]

9. Sakurada, K.; Ikegaya, H.; Fukushima, H.; Akutsu, T.; Watanabe, K.; Yoshino, M. Evaluation of mRNA-based
approach for identification of saliva and semen. Leg. Med. 2009, 11, 125–128. [CrossRef]

10. Haas, C.; Klesser, B.; Maake, C.; Bar, W.; Kratzer, A. mRNA profiling for body fluid identification by reverse
transcription endpoint PCR and realtime PCR. Forensic Sci. Int. Genet. 2009, 3, 80–88. [CrossRef]

11. Richard, M.L.; Harper, K.A.; Craig, R.L.; Onorato, A.J.; Robertson, J.M.; Donfack, J. Evaluation of mRNA
marker specificity for the identification of five human body fluids by capillary electrophoresis. Forensic Sci.
Int. Genet. 2012, 6, 452–460. [CrossRef]

12. Haas, C.; Hanson, E.; Anjos, M.; Ballantyne, K.N.; Banemann, R.; Bhoelai, B.; Borges, E.; Carvalho, M.;
Courts, C.; De Cock, G.; et al. RNA/DNA co-analysis from human menstrual blood and vaginal secretion
stains: Results of a fourth and fifth collaborative EDNAP exercise. Forensic Sci. Int. Genet. 2014, 8, 203–212.
[CrossRef]

13. Watanabe, K.; Akutsu, T.; Takamura, A.; Sakurada, K. Practical evaluation of an RNA-based saliva
identification method. Sci. Justice 2017, 57, 404–408. [CrossRef]

14. van den Berge, M.; Bhoelai, B.; Harteveld, J.; Matai, A.; Sijen, T. Advancing forensic RNA typing: On non-target
secretions, a nasal mucosa marker, a differential co-extraction protocol and the sensitivity of DNA and RNA
profiling. Forensic Sci. Int. Genet. 2016, 20, 119–129. [CrossRef]

15. Carnevali, E.; Lacerenza, D.; Severini, S.; Alessandrini, F.; Bini, C.S.; Nunzio, C.D.; Nunzio, M.D.; Fabbri, M.;
Fattorini, P.; Piccinini, A.; et al. A GEFI collaborative exercise on DNA/RNA co-analysis and mRNA profiling
interpretation. Forensic Sci. Int. Genet. Suppl. 2017, 6, e18–e20. [CrossRef]

16. Liu, Y.; Bartlett, J.A.; Di, M.E.; Bomberger, J.M.; Chan, Y.R.; Gakhar, L.; Mallampalli, R.K.; McCray, P.B.J.;
Di, Y.P. SPLUNC1/BPIFA1 contributes to pulmonary host defense against Klebsiella pneumoniae respiratory
infection. Am. J. Pathol. 2013, 182, 1519–1531. [CrossRef]

17. Sayeed, S.; Nistico, L.; St Croix, C.; Di, Y.P. Multifunctional role of human SPLUNC1 in Pseudomonas
aeruginosa infection. Infect. Immun. 2013, 81, 285–291. [CrossRef]

18. Lindenbergh, A.; Maaskant, P.; Sijen, T. Implementation of RNA profiling in forensic casework. Forensic Sci.
Int. Genet. 2012, 6, 565–577. [CrossRef]

19. Douglas, W.H.; Reeh, E.S.; Ramasubbu, N.; Raj, P.A.; Bhandary, K.K.; Levine, M.J. Statherin: A major
boundary lubricant of human saliva. Biochem. Biophys. Res. Commun. 1991, 180, 91–97. [CrossRef]

20. Johnsson, M.; Richardson, C.F.; Bergey, E.J.; Levine, M.J.; Nancollas, G.H. The effects of human salivary
cystatins and statherin on hydroxyapatite crystallization. Arch. Oral Biol. 1991, 36, 631–636. [CrossRef]

21. Oppenheim, F.G.; Xu, T.; McMillian, F.M.; Levitz, S.M.; Diamond, R.D.; Offner, G.D.; Troxler, R.F. Histatins,
a novel family of histidine-rich proteins in human parotid secretion. Isolation, characterization, primary
structure, and fungistatic effects on Candida albicans. J. Biol. Chem. 1988, 263, 7472–7477. [PubMed]

22. Yin, A.; Margolis, H.C.; Grogan, J.; Yao, Y.; Troxler, R.F.; Oppenheim, F.G. Physical parameters of
hydroxyapatite adsorption and effect on candidacidal activity of histatins. Arch. Oral Biol. 2003, 48,
361–368. [CrossRef]

23. Hay, D.I.; Bennick, A.; Schlesinger, D.H.; Minaguchi, K.; Madapallimattam, G.; Schluckebier, S.K. The primary
structures of six human salivary acidic proline-rich proteins (PRP-1, PRP-2, PRP-3, PRP-4, PIF-s and PIF-f).
Biochem. J. 1988, 255, 15–21. [CrossRef]

24. Hay, D.I.; Carlson, E.R.; Schluckebier, S.K.; Moreno, E.C.; Schlesinger, D.H. Inhibition of calcium phosphate
precipitation by human salivary acidic proline-rich proteins: Structure-activity relationships. Calcif. Tissue Int.
1987, 40, 126–132. [CrossRef] [PubMed]

25. Kousvelari, E.E.; Baratz, R.S.; Burke, B.; Oppenheim, F.G. Immunochemical identification and determination
of proline-rich proteins in salivary secretions, enamel pellicle, and glandular tissue specimens. J. Dent. Res.
1980, 59, 1430–1438. [CrossRef] [PubMed]

26. Tissue Expression of PRH2-Summary-The Human Protein Atlas. Available online: https://www.proteinatlas.
org/ENSG00000134551-PRH2/tissue (accessed on 13 May 2020).

27. Igoh, A.; Tomotake, S.; Doi, Y. Detection of proline-rich proteins for the identification of saliva by
enzyme-linked immunosorbent assay. Leg. Med. 2015, 17, 210–213. [CrossRef]

28. Akutsu, T.; Watanabe, K. Verification of anti-statherin and proline-rich protein HaeIII subfamily antibodies
applicable to identify saliva by indirect enzyme-linked immunosorbent assay. NRIPS Rep. 2019, 68, 9–14.

http://dx.doi.org/10.1016/j.forsciint.2005.02.020
http://dx.doi.org/10.1016/j.legalmed.2008.10.002
http://dx.doi.org/10.1016/j.fsigen.2008.11.003
http://dx.doi.org/10.1016/j.fsigen.2011.09.007
http://dx.doi.org/10.1016/j.fsigen.2013.09.009
http://dx.doi.org/10.1016/j.scijus.2017.07.001
http://dx.doi.org/10.1016/j.fsigen.2015.10.011
http://dx.doi.org/10.1016/j.fsigss.2017.09.018
http://dx.doi.org/10.1016/j.ajpath.2013.01.050
http://dx.doi.org/10.1128/IAI.00500-12
http://dx.doi.org/10.1016/j.fsigen.2012.01.009
http://dx.doi.org/10.1016/S0006-291X(05)81259-8
http://dx.doi.org/10.1016/0003-9969(91)90014-L
http://www.ncbi.nlm.nih.gov/pubmed/3286634
http://dx.doi.org/10.1016/S0003-9969(03)00012-8
http://dx.doi.org/10.1042/bj2550015
http://dx.doi.org/10.1007/BF02555696
http://www.ncbi.nlm.nih.gov/pubmed/3105842
http://dx.doi.org/10.1177/00220345800590081201
http://www.ncbi.nlm.nih.gov/pubmed/6772700
https://www.proteinatlas.org/ENSG00000134551-PRH2/tissue
https://www.proteinatlas.org/ENSG00000134551-PRH2/tissue
http://dx.doi.org/10.1016/j.legalmed.2014.12.011


Diagnostics 2020, 10, 519 9 of 9

29. Bustin, S.A.; Benes, V.; Garson, J.A.; Hellemans, J.; Huggett, J.; Kubista, M.; Mueller, R.; Nolan, T.; Pfaffl, M.W.;
Shipley, G.L.; et al. The MIQE guidelines: Minimum information for publication of quantitative real-time
PCR experiments. Clin. Chem. 2009, 55, 611–622. [CrossRef]

30. Courts, C.; Pfaffl, M.W.; Sauer, E.; Parson, W. Pleading for adherence to the MIQE-Guidelines when reporting
quantitative PCR data in forensic genetic research. Forensic Sci. Int. Genet. 2019, 42, e21–e24. [CrossRef]

31. Bustin, S.A.; Wittwer, C.T. MIQE: A Step toward more robust and reproducible Quantitative PCR. Clin. Chem.
2017, 63, 1537–1538. [CrossRef]

32. Akutsu, T.; Ikegaya, H.; Watanabe, K.; Fukushima, H.; Motani, H.; Iwase, H.; Sakurada, K. Evaluation of
Tamm-Horsfall protein and uroplakin III for forensic identification of urine. J. Forensic Sci. 2010, 55, 742–746.
[CrossRef]

33. Sakurada, K.; Akutsu, T.; Watanabe, K.; Fujinami, Y.; Yoshino, M. Expression of statherin mRNA and protein
in nasal and vaginal secretions. Leg. Med. 2011, 13, 309–313. [CrossRef]

34. Young, S.T.; Moore, J.R.; Bishop, C.P. A Rapid, Confirmatory Test for Body Fluid Identification. J. Forensic Sci.
2018, 63, 511–516. [CrossRef]

35. Cepheid. SmartCycler II Operator Manual D1819 Rev D; Cepheid Inc.: Sunnyvale, CA, USA, 1999; p. 81.
36. van den Berge, M.; Carracedo, A.; Gomes, I.; Graham, E.A.; Haas, C.; Hjort, B.; Hoff-Olsen, P.; Maroñas, O.;

Mevåg, B.; Morling, N.; et al. A collaborative European exercise on mRNA-based body fluid/skin typing and
interpretation of DNA and RNA results. Forensic Sci. Int. Genet. 2014, 10, 40–48. [CrossRef]

37. Akutsu, T.; Yokota, I.; Watanabe, K.; Sakurada, K. Development of a multiplex RT-PCR assay and statistical
evaluation of its use in forensic identification of vaginal fluid. Leg. Med. 2020, 45, 101715. [CrossRef]

38. Hanson, E.; Ingold, S.; Haas, C.; Ballantyne, J. Messenger RNA biomarker signatures for forensic body fluid
identification revealed by targeted RNA sequencing. Forensic Sci. Int. Genet. 2018, 34, 206–221. [CrossRef]

39. Haas, C.; Hanson, E.; Anjos, M.; Banemann, R.; Berti, A.; Borges, E.; Carracedo, A.; Carvalho, M.; Courts, C.;
De Cock, G.; et al. RNA/DNA co-analysis from human saliva and semen stains—Results of a third
collaborative EDNAP exercise. Forensic Sci. Int. Genet. 2013, 7, 230–239. [CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1373/clinchem.2008.112797
http://dx.doi.org/10.1016/j.fsigen.2019.06.021
http://dx.doi.org/10.1373/clinchem.2016.268953
http://dx.doi.org/10.1111/j.1556-4029.2010.01325.x
http://dx.doi.org/10.1016/j.legalmed.2011.07.002
http://dx.doi.org/10.1111/1556-4029.13544
http://dx.doi.org/10.1016/j.fsigen.2014.01.006
http://dx.doi.org/10.1016/j.legalmed.2020.101715
http://dx.doi.org/10.1016/j.fsigen.2018.02.020
http://dx.doi.org/10.1016/j.fsigen.2012.10.011
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Sample Collection 
	RNA Extraction and cDNA Synthesis 
	Amplification of Candidate Genes by a qPCR Procedure 
	Validation of the Developed RT-qPCR Procedure and Gene Expression Analysis of Candidate Genes 

	Results 
	Assay Performance of the Developed RT-qPCR Procedure 
	Expression of Candidate Genes in Various Body Fluids 
	Establishing the Discrimination Criteria for Nasal Secretion and Saliva 
	Proposed Flowchart for Discriminating among Nasal Secretions, Saliva, and Other Biological Samples 

	Discussion 
	Conclusions 
	References

