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ARTICLE INFO ABSTRACT
Keywords: Amplification and specificity of polymerase chain reaction (PCR) are affected by the position and
Multiple linear regression models type of primer-template mismatches (MMs) as well as various conditions of reaction. In this study,

Artificial neural network models

multiple linear regression (MLR) models and artificial neural network (ANN) models were
Single base extension

developed for the prediction of the effects of primer-template mismatches on the primer extension
efficiency in primer-template duplex. In MLR models, the independent variable P; representing
the position effect of i-th mismatch from 3’ end of primers was normalized to values between
0 and 1 according to the size of AAG;, the difference of Gibbs free energy changes between the
mismatch and its corresponding perfect-match, and other independent variables P; representing
the position effect of the j-th perfect-match from 3’ end of primer were coded 1. A dependent
variable of MLR model was relative extension efficiencies of primers. In ANN models, an input
layer has neurons equal to the number of independent variables of corresponding MLR models
and a hidden layer and an output layer have four and one neurons, respectively. Our MLR models
and ANN models outperform the previous polynomial regression model for the prediction of the
single base extension (SBE) efficiencies of single-MM primers. Especially, ANN model 6 which has
32 neurons representing the position effect of mismatch, the type of mismatch and the annealing
temperature on primer-template duplex in the input layer can predict the SBE efficiencies of
single-MM primers with a high accuracy, since its correlation coefficients R in training set, testing
set and all data are 0.9870, 0.9782 and 0.9857, respectively. These results will have a good
prospect applicable to the design of primer and testing the primer specificity in genome database.

1. Introduction

Polymerase chain reaction (PCR) is a technology of molecular biology widely used for the isolation of gene, diagnosis of disease,
identification of pathogens and forensic identification [1]. Amplification efficiency and specificity of PCR are affected by the position
and type of primer-template mismatch as well as various conditions of reaction [2]. In particular, the specificity of primers is very
significant when the infection by viruses with high mutation rate is tested with PCR [3].

Recently 19 different primer/probe sets (297 primers and 43 probes) for reverse transcription-polymerase chain reaction (RT-PCR)
were designed from seven different genes of severe acute respiratory syndrome-coronavirus-2(SARS-COV-2) genomes (Nucleocapsid
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protein gene N, Envelope protein gene E, Spike protein gene S, Membrane protein gene M, Open Reading Frame ORFlab, RNA-
dependent RNA polymerase gene RdRp and Non-Structural Protein gene nsp2) by World Health Organization, Center of Disease
Control and etc. and used for the diagnosis of COVID-19 and the discrimination of variants of concern (VOCs) [3]. Miranda and Weber
[3] have showed that only some primer/probe sets align substantially to most SARS-CoV-2 genomes, and almost 75% of these sets also
cross-align to some SARS-CoV-1 and non-SARS viruses, by aligning all primer/probe sets to 21,665 genomes of SARS-COV-2 and 323
genomes of other coronaviruses including SARS-COV-1 and calculating their melting temperatures taking account of up to three
consecutive MMs. For the calculation of melting temperature of primer/probe sets, they have used ay, a; regression coefficients ob-
tained from 4,032 sequences containing up to three consecutive MM base pairs and their experimental melting temperatures and 7,
statistical index calculated from the classical partition function of a model Hamiltonian [3].

So far, several parameters based on the nearest-neighbor thermodynamics with zero ACp [4-7] or non-zero ACp [8,9] have been
used for the calculation of melting temperature (Tp,) of Primer/probe sets containing mismatches. Wu et al. [10] have systematically
compared the relative extension efficiencies of perfect-matched (PM) and mismatched (MM) primers and showed that the relation
between ATy, the differences of melting temperature in PM and MM primers determined using the DINAMelt web server and the
relative extension efficiencies of MM primers can be represented as empirical polynomial equation and based on this relation, the
relative extension efficiencies for better refining primer sequences and operational conditions can be roughly estimated.

Some authors [1,10-13] have shown that the efficiencies of PCR are dependent on the position and type of primer-template
mismatches. Wu et al. [10] have early found that PCR or extension of primers are inhibited by single mismatches at the primer 3’
end and other positions and have continuously compared extension efficiencies between a PM primer and its single-MM primers with
all possible MM types with a single base extension (SBE) assay. In SBE assay, after a tested primer that completely complementary to or
has a single MM to the target deoxyribonucleic acid (DNA) sequence and a reference primer that differs from the tested primer in the
target site and length are bound onto the targeted DNA sequences and extended with fluorescently labeled 2',3-dideoxyribonucleoside
5'-triphosphates (ddNTPs), extended primers can be separated by electrophoresis and SBE efficiencies can be determined from the
fluorescence intensities of extended primers [10]. As a result, the fluorescence intensity ratio of PM and MM primers to the reference
primer can be obtained and normalizing the fluorescence intensity ratio of PM primer to the reference primer equivalent to 100%
efficiency, the relative extension efficiency of any given MM primer can be calculated accordingly [10]. SBE efficiencies of single-MM
primers were generally lower or equivalent to that of PM primers, depending on the position and type of MMs, and MMs existing at the
1-4th positions from the primer 3'end inhibited strongly the SBE of primers but the internal MMs and MMs existing at the primer 5'end
inhibited it weakly [10]. Bru et al. [1] studied the effects of the internal MMs in the primer-templates on the amplification efficiencies
of PCR using the 16S rRNA genes as the template DNA and observed that the presence of MMs in the second half of the primer sequence
can result in an underestimation of up to 1,000-fold of the gene copy number, depending on the primer and position of MMs. Kwok
etal. [11] investigated the effects of various primer-template MMs on DNA amplification of an human immunodeficiency virus (HIV)-1
gag region by PCR and revealed that internal single MMs had no significant effect on PCR product yield, but MMs at the 3-terminal
base had different effects. In this case, 3-terminal MMs such as A:G, G:A, and C:C reduced overall yield of PCR product about 100-fold,
but all other 3-terminal MM primers were efficiently amplified [11]. Double mismatches of which one is at the 3' end of primer, in
general, reduced PCR product yield dramatically, but even two MM Ts at the 3’ end of primer allowed the significant amplification
[11]. Stadhouders et al. [13] studied the effect of primer-template MMs on real-time PCR using 5-nuclease assay and demonstrated
that single MMs such as A:C, C:A, T:G, G:T corresponds to cycle thresholds of <1.5, and MMs such as A:A, G:A, A:G, C:C corresponds to
cycle thresholds of >7.0 and there exists a clear relationship between the types and position of MMs and the efficiencies of PCR.
Ledeker and De Long [12] investigated an approach to quantify accurately pcrA, a gene encoding perchlorate reductase to elucidate
quantitatively the effect of multiple primer—template MMs on quantitative PCR accuracy. They showed that for multiple MMs up to 3
MMs in the middle region and 5’ end of primer, quantification accuracies could be as low as ~0.1% [12]. Furthermore, when PCRs
were implemented using a known pcrA primer pair with mixtures of genomic DNA from strains known to harbor the target gene, for
some mixtures quantification accuracy was as low as ~0.8% or was not detected [12].

Although the sequence and length of primers, conditions of PCR and experimental approaches tested by some authors [1,10-13]
were different, effects of the internal MMs and the 5-end MMs of primers on the amplification efficiencies of PCR were relatively
consistent, but the 3-end MMs of primers had clear different impacts.

Miranda et al. [3] analyzed the coverage and cross-reactivity of available primers for SARS-CoV-2 and for non-SARS-CoV-2 viruses
based on the difference between the calculated hybridization temperatures Ty taking into account of the mismatches and the
reference temperature Ty, hybridization temperature of the fully matched primer, but the polynomial equation showing the relation
between melting temperatures of PM primers and MM primers and primer extension efficiencies proposed by Wu et al. [10], can only
roughly estimate the relative extension efficiencies from primer sequences with the coefficient of determination R? = 0.5318.

Some authors [1,11-13] demonstrated that the type and position of primer-template MMs affected the amplification efficiencies of
PCR, but did not show the quantitative relation between them.

Multiple linear regression (MLR) analysis is one of the most basic mathematical models. It is based on linear relationships with both
inputs and outputs [14]. MLR is often used for the model development and the variable selection in model building [15]. Artificial
intelligence such as an artificial neural network (ANN) is another method that can be used for the pattern regression and the model
building [15]. ANN has the ability to derive meaningful relationships between imprecise data by linking input variables with each
other and with the output values. The basic form of ANN consists of three layers: input, output, and hidden layer [14]. Among the
various prediction methods, ANN gives a more accurate and efficient manner for predicting and analyzing the vast dataset [14]. But
MLR and ANN models have not yet used for predicting SBE efficiencies of single MM primers.

From the discussion of the previous literature review, it is apparent that SBE efficiencies of single MM primers were generally lower
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or equivalent to that of PM primers, depending on the position and type of MMs and the polynomial regression equation showing the
relation between melting temperatures of MM primers and primer extension efficiencies proposed previously can only roughly esti-
mate the SBE efficiencies from single MM primers. MLR and ANN Models considering directly the position and type of MMs in primer-
template duplexes have not used in predicting SBE efficiencies of single MM primers. Elucidation of the quantitative relation between
the primer extension efficiencies and the type and position of MMs can be a great help to the design of primers with high specificity and
degenerate primers, and to the in silico test of the specificity and PCR efficiencies of primers based on genome sequence database. The
major focus of this paper is to (1) select the necessary variables and the encoding method through the construction of MLR model for
predicting SBE efficiencies of single MM primers from primer-template sequences. (2) To improve the prediction accuracy of SBE
efficiencies of single MM primers using ANN model based on experimental data proposed by Wu et al. [10].

2. Materials and methods
2.1. Materials

Total 227 SBE efficiencies data obtained from 2 p.m. primers and 111 MM primers by SBE assay using CEQ™ single nucleotide
polymorphism (SNP)-primer extension kit reported by Wu et al. [10] were used in MLR analysis and ANN training for the prediction of
the SBE efficiencies from the position and type of single MMs. They include 114 SBE efficiencies data obtained at annealing tem-
perature 53 °C and 60 °C, respectively using 16S-ITS-23S rRNA gene fragment of Bacteroides coagulans as template and 57 SBE effi-
ciencies data obtained at annealing temperature 60 °C using 16S rRNA gene of Stenotrophomonas acidaminiphila as template about 57
all possible single MM primers designed from primer 1492R (5'-GGCTACCTTGTTACGACTT) that targets the conserved region of all
prokaryotic 16S rRNA genes, 54 SBE efficiencies data obtained at annealing temperature 60 °C using 16S-ITS-23S rRNA gene fragment
of Methanosaeta concilii as template about 54 all possible single MM primers designed from primer MX (5- GCATCTCGACAGCCAGAT)
that targets 16S rRNA gene of Methanosaeta concilii and 2 SBE efficiencies obtained from 2 p.m. primers. SBE efficiency is the relative
extension efficiency of any given MM primer determined, by normalizing the fluorescence intensity ratio of PM primer to the reference
primer equivalent to 100% efficiency.

2.2. Methods

2.2.1. Construction of MLR models for the prediction of SBE efficiencies of single MM primers and regression analysis

For the prediction of SBE efficiencies of single MM primers, following 6 MLR models were constructed.

Regression model 1 was composed of 19 independent variables representing the position effect of MMs and the regression equation
can be written as follows.

y=p + Z;z]ﬂixi =P+ Z;zlﬂpipi @

Where y is the dependent variable representing the SBE efficiencies of primers, x; denotes the i-th independent variable and p; is the
population regression coefficient. P; is the independent variable representing the portion of Gibbs free energy that MM located at the i-
th position from 3’ end of primer in primer-template duplex contributes to the duplex stability.

Regression model 2 was composed of 19 independent variables representing the position effect of MMs and an independent variable
representing the annealing temperature, and the regression equation can be written as

20 19
y=Bo+ D Bxi=By+ Y BuPi+BunAnn @
where Ann is the independent variable representing the annealing temperature.
Regression model 3 was composed of 12 independent variables representing the type of MMs and the regression equation can be
written as

12 12
y=p + Zi:]ﬂixi =P+ ZizlﬂMMiMMi 3)

where MV is the independent variable representing the i-th type of MMs existing in duplex.
Regression model 4 was composed of 12 independent variables representing the type of MMs and an independent variable rep-
resenting the annealing temperature.

13 12
Yy=Bo+ > _Bxi =B+ > B, MM + B, Ann )
i=1 i=1

Regression model 5 was composed of 19 independent variables representing the position effect of MMs and 12 independent var-
iables representing the type of MMs.

31 19 12
y:ﬁ()+zﬂixi:ﬁ(J+ZﬂPlPi+ZﬁMM,MMi 5)
i=1 i=1 i=1
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Regression model 6 was composed of 19 independent variables representing the position effect of MMs, 12 independent variables
representing the type of MMs and an independent variable representing the annealing temperature, and the regression equation can be
written as

32 19 12 .
y=F+ Z[:l/}ixi =P+ Zizlﬂmpi + Z[:lﬁMMiMMl + BamAnn ©)

The dependent variable representing the primer extension efficiency in all regression models was normalized to the value between
1 and 0, by dividing the relative extension efficiencies by 100.

In MLR models, 19 independent variable P; representing the position effect of i -th mismatch from 3’ end of primers was normalized
with formula 1 — AAGi/AAGmax, Where AAG; is the difference between the sum of AGg7s for two mismatched nearest-neighbor doublets
N;—1Ni/Ci1M; and C;; 1M;/N;1N; (Ni: a base of k-th position, Ci: a complementary base of i-th position, M;: a mismatched base of i-th
position) with the i-th mismatch as its axis and the sum of AGY,s for two corresponding complementary doublets N;-1N;/C;.1C; and
Ci+1Ci/N;j 4 IN;, and AAGpygy is the maximum of possible AAG;s. AGY,s for mismatched and complementary nearest-neighbor doublets
were the nearest-neighbor parameters of SantaLucia [6,7]. All other independent variables P; representing the position effect of j-th
perfect-matched base pairing were coded 1.

12 independent variables MM representing the type of mismatches in order of AA, AC, AG, CA, CC, CT, GA, GG, GT, TC, TG and TT
were coded either 1 or 0 to indicate presence or absence of types of MMs in primer-template duplexes.

An independent variable Ann representing annealing temperature (Tgppeq) Was normalized to values between 1 and O by the

Topt—Tanneat) *
distribution e’( pefames where the mean is the optimal annealing temperature of primer (Tgp,).

Parameters of MLR models were estimated with the least square method using Excel. The model accuracy was evaluated using the
coefficient of determination R? and adjusted R In 6 regression models, the statistical significance of regression equation and
regression coefficients was assessed by F-test and student t-test, respectively and the difference of Pearson’s correlation coefficients in 6
regression models was tested based on Fisher’s transformation [16].

2.2.2. Construction of ANN models for the prediction of SBE efficiencies of single MM primers and training

ANN models corresponding six MLR models were constructed to improve the prediction accuracy of MLR models.

As shown in Fig. 1, ANNs were composed of an input layer, a hidden layer and an output layer. The hidden layer and the output
layer contained four neurons (considering the size of data) and a neuron, respectively. The input layers of ANN models were con-
structed differently each other according to MLR models described before. For example, the input layer of ANN model 1 contained 19
neurons representing the position effect of MMs in primer-template duplex as regression model 1 and the input layer of ANN model 2
contained 19 neurons of ANN model 1 and a neuron representing the annealing temperature as regression model 2. And input layers of
ANN model 5 and ANN model 6 contained 31 and 32 neurons equal to numbers of independent variables of regression model 5 and 6,
respectively.

Data prepared for 4 MLR models with the high prediction accuracy were used for training, validation and testing of corresponding
ANN models. Of 227 data, 159 input-output data (70%) were used for training and 34 input-output data (15%) selected randomly were
used for validation and testing, respectively.

Neural Network Fitting (nntraintool) of Matlab 2018 was selected as ANN tool and was trained by Bayesian Regularization
(trainbr). As shown in Fig. 2, during training of the ANN model, the weights and biases (also known as the adjustable network pa-
rameters) are adapted until the network output matches the target [15]. This procedure is undertaken to enhance the network per-
formance. The training step can be completed if the magnitude of the gradient of performance is lower than 1e —3 or epoch reaches to
1,000 [15]. ANN model that shows the highest Pearson correlation coefficient R between Outputs and Targets in all data set was
selected [15]. The significance of the difference of Pearson correlation coefficients in four different ANN models were tested based on
Fisher’s transformation [16].

WK 3 SBE efficiency
MM ——> ) £ ’ )

/ Output layer nodes

MM,——> ) £ / (m=37)

MM,; 3 Hidden layer nodes
‘ (m=33 ..., 36)
Angn—> 32)
Input layer nodes
k=1,2 ...,19)

Fig. 1. ANN(for example, ANN model 6) with a structure of 32-4-1 for the prediction of SBE efficiencies of MM primers.
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Fig. 2. Predication flowchart of SBE efficiencies of MM primers by ANN MSE: mean squared error.
3. Result
3.1. MLR models for the prediction of SBE efficiencies of single MM primers

First of all, 6 regression models with the independent variables representing the position effect of MMs, type of MMs or annealing
temperature and a dependent variable representing the SBE efficiencies of primers were suggested and the regression analysis was
conducted in order to establish the linear regression models predicting experimental data that shows the SBE efficiencies of primers
according to primer-template MMs and annealing temperature in two primers reported by Wu et al. [10] (Table 1).

As Table 1 shows, regression model 1 considering only the position effect of MM in primer-template duplexes (formula 1) showed
the relatively high coefficient of determination (R? = 0.5466) in despite of linear regression model, and regression model 2 (R? =
0.6731) considering both the position effect of MMs and annealing temperature (formula 2) showed the highly significant R?,
compared to regression model 1. This means that the position effect of MM plays the most important role in predicting of SBE effi-
ciencies of primers and the annealing temperature is a factor to improve significantly the predictability of linear regression models.
Regression model 3 considering only the type of MMs in primer-template duplexes (formula 3) showed the worst result among
regression models tested, though the regression equation (p = 4.245E-06 < 0.05) and the correlation coefficient (R = 0.4406, p =
1.4593E-12 < 0.001) were significant, respectively. The R? of regression model 4 considering the type of MMs and annealing tem-
perature (formula 4) and regression model 5 considering the position of MMs and the type of MMs (formula 5) were 0.3286 and 0.6578

Table 1

Results of MLR analysis and significance of the differences between regression coefficients in the 6 regression models.
Regression Models Linear Regression Analysis R*
No Variables R? Adjusted R? 84 f F p value
1 19 0.5466 0.5050 5.9540 207 13.1331 2.906E-26 0.7393¢
2 20 0.6731 0.6414 4.2923 206 21.2106 1.558E-39 0.8204°
3 12 0.1941 0.1489 10.583 214 4.2952 4.245E-06 0.4406¢
4 13 0.3286 0.2877 8.8158 213 8.0205 5.276E-13 0.5733¢
5 31 0.6578 0.6034 4.4939 195 12.0901 6.092E-31 0.8110%¢
6 32 0.7757 0.7388 2.9448 194 20.9717 3.827E-47 0.8808¢

*R is correlation coefficient between Outputs and Targets, and different letters such as a, b, ¢ and d indicate that Rs have significant differences (p <
0.05). *8S,csiq is the residual sum of squares.
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respectively, and they have no significant differences compared to regression model 3 (p = 0.0576) and regression model 1 (p =
0.0553). But regression model 6 (R?2=0.7757) considering all 3 parameters (position of MMs, type of MMs and annealing temperature)
(formula 6) showed the best result among regression models tested, and also showed significant difference, compared to regression
model 2 (p = 0.0193 < 0.05). This means that the type of MMs itself has no big effect but it exerts a positive influence upon the
predictability of the regression models when it cooperates with the position of MMs and annealing temperature.

Regression lines reflecting the relation between the relative efficiencies of SBE (Target) and predictions of regression models
(Output) obviously shows the fact that regression model 6 considering all 3 parameters reproduces the SBE efficiencies of MM primers
more correctly than other regression models considering 1 or 2 parameters (Fig. 3). The regression model 2 considering only 2 pa-
rameters (position of MMs and annealing temperature) reproduces the best SBE efficiencies of primers next to the regression model 6.

The regression equation of the model 6 obtained by the least squares method is denoted as follows:

>
vs]

y = 0.5466x +0.0827 y=10.6731x + 0.0596
08 R2=0.5466 8 R2=0.6731

Output

1
C & & D
0.8 y=0.1941x +0.147
06 R*=0.1941

Output

r |
[y

y=0.7757x + 0.0409
R*=0.7757 »
o O

Output
(=]
=Y

Fig. 3. Correlation between the relative extension efficiencies of primers and the predictions in various regression models. (A) regression model 1,
(B) regression model 2, (C) regression model 3, (D) regression model 4, (E) regression model 5, (F) regression model 6.
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y=—12.334 + 1.980P; + 0.893P, + 0.736P3 + 0.848P4 + 0.796P5 + 0.613P¢ + 0.711P7 + 0.678Pg + 0.561Pg + 0.820P;o + 0.726P;; + 0.623P;,

+ 0589})]3 +0260P]4 + 0449P]5 + 0438P]6 + 0.193Pl7 + 0409P]3 - 0.012P19 - 0.357MM](A:A) - 0.292MM2(A:C) - 0.284MM3(A:G) -
0.122MMy(c:a) — 0.073MMsc.cy — 0.193MMg(c1y — 0.366MMyG.a) — 0.395MMg Gy — 0.453MMo(G.1) — 0.301IMMiocr:c) — 0.295MMy1.,)
— 0.410MMjyr.1) + 1.025Ann. )

As formula 7 shows, regression coefficients by (bp1) — b1g (bp1g) representing the position effect of MMs were positive in regression
model 6: regression coefficient by (bp;) representing the position effect of 3'-terminal MMs has the biggest value among them and others
tend to being reduce going to 5-end with some fluctuation. This reproduces well the fact [10] that MMs nearby 3"-end of primer exert
the most remarkable influence upon SBE efficiencies of MM primers and the effect is reduced gradually going to 5-end of primer.
Furthermore, all regression coefficients bag (bymica:a)) —b31 (bmmizcr:m)) representing the type of MMs were negative in regression
model 6: this also reproduces well the fact that all types of MMs depress the stability of primer-template duplex and then reduces the
SBE efficiencies of primers than PMs, comparing the quantitative differences of Gibbs free energy changes corresponding to the nearest
neighbor MMs reported by SantaLucia [7]. Regression coefficient b3y (ban,) representing the effect of annealing temperature is a large
positive value and it reproduces the fact [10] that annealing temperature affects the SBE efficiencies of primers considerably and the
relative SBE efficiency has the maximum value at optimal annealing temperature. Like this, it could be considered that regression
coefficients of regression model 6 obviously illustrate the effect of position and type of MMs and the annealing temperature on SBE
efficiencies in primer-template duplex.

In regression equation (7), all regression coefficients were significant (p < 0.05) except a regression coefficient big (bp1g = —0.0117,
p = 0.5958 > 0.05) corresponding to 19th position from 3 -end of primer and 3 regression coefficients by3 (bymacc:a) = —0.1222, p =
0.2200 > 0.05), b24 (bums(c:c) = —0.0730, p = 0.4674 > 0.05) and bas (bymecc:r) = —0.1934, p = 0.0512 > 0.05) corresponding to
three types of MMs.

In Table 1, adjusted R? of regression model 2 considering both the annealing temperature and the position effect of MMs is larger
than that of regression model 1 considering only the position effect of MMs but smaller than that of model 6 which considered
additionally 12 types of MMs. The significant differences between regression model 1 and regression model 2 (p = 0.0268 < 0.05) and
between regression model 2 and regression model 6 (p = 0.0193 < 0.05) were confirmed by the test based on Fisher’s transformation.
This means that regression model 6 is the best regression model for prediction of SBE efficiencies of MM primers.

Despite of linear regression model, determination coefficients of regression model 2, 5 and 6 are all (R% > 0.65) significantly higher
than that of polynomial regression model reported by Wu et al. [10] (R? = 0.5318) showing the relation between the relative extension
efficiency of primers and the melting temperature difference of PM and MM duplex (ATp,).

In conclusion the regression model considering the effects of position and type of MMs, and annealing temperature reproduces the
relative extension efficiencies of MM primers well and its prediction accuracy is higher than the polynomial regression model sug-
gested by Wu et al. [10].

3.2. ANN models for prediction of SBE efficiencies of single MM primers

MLR models for prediction of relative extension efficiencies of single MM primers are better than polynomial regression model
reported by Wu et al. [10]. But its prediction accuracy is not enough because the relations between independent and dependent
variables in the linear regression models are not just linear in reality. In order to improve the prediction accuracy of models, we
selected 4 regression models in 6 regression models. Among 6 regression models, model 3 and model 4 have been excluded because of
their low R2. Independent and dependent variables of regression models were used as input and output data in corresponding ANN
models and the ANN models were trained with Bayesian regularization method (Table 2).

In 4 ANN models, the correlation coefficient between relative extension efficiencies of primers (Target) and predictions of models
(Output) were all obviously improved in comparison with corresponding regression models (Tables 1 and 2).

The test result based on Fisher’s transformation shows the significant difference (p = 2.22E-19 < 0.001) between correlation
coefficients of ANN model 1 (using 19 neurons representing the position effect of MMs in input layer) and ANN model 2 (using 20
neurons representing the position effect of MMs and the annealing temperature in input layer). The significant difference also exists
between ANN model 5 and ANN model 6 (p = 5.070E-07 < 0.001). The correlation coefficient of ANN model 5 using 31 neurons
representing the effects of position and types of MMs was significantly lower than that of ANN model 2 (p = 8.182E-13 < 0.001) and
had no significant difference in comparison with that of ANN model 1 (p = 0.3007 > 0.05). In ANN model 6 showing the highest
prediction accuracy of the relative extension efficiencies of MM primers, the correlation coefficient for training set, testing set and all

Table 2

Training results in various ANN models and statistical significance of differences between the correlation coefficients of ANN models.
ANN Models Input Layer Hidden Layer Training Testing All

R MSE R MSE R*

1 19 4 0.8419 0.0178 0.8082 0.0136 0.8386°
2 20 4 0.9622 0.0045 0.9726 0.0027 0.9634°
5 31 4 0.8856 0.0131 0.7666 0.0226 0.8654°
6 32 4 0.9870 0.0016 0.9782 0.0022 0.9857¢

* R is correlation coefficient between Outputs and Targets, and different letters such as a, b and ¢ indicate that Rs have significant differences (p <
0.05).
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data set were O.9870(R2 =0.9742), 0.9782(R2 = 0.9569) and 0.9857 (R2 = 0.9716), respectively. These values are clearly higher than
those of other ANNs (p-value<0.001).

As shown in Fig. 4, regression lines representing the relationship between relative extension efficiencies (Target) and predictions of
models (Output) indicate that ANN model 6 (considering the effect of position and type of MMs and annealing temperature) is the best
model, and that ANN model 2 (considering the position effect of MMs and annealing temperature) is better than ANN model 1 or ANN
model 5. Furthermore, the prediction accuracy of SBE efficiencies of primers of ANN model 6 was considerably higher than that of the
regression model 6.

As shown in Fig. 2, there are 2 outliers on the Target-Output plot of ANN model 6. These outliers are responsible for 54th and 168th
input data that contain the same MM(C:C) at the same position (the 18th position from primer 3'end). Here, two primers are the
completely identical MM primers (5-GCCTACCTTGTTACGACTT-3") that designed from primer 1492R (5-GGCTACCTTGTTACGA CTT-
3) and the annealing temperatures are all 60 °C. But only the templates are different each other; 16S-ITS-23S gene fragment of
Bacteroides coagulans in 54th input and 16S rRNA fragment of Stenotrophomonas acidaminiphila in 168th input and the relative SBE
efficiencies in two input data were 0.7591 and 0.2236, respectively and have the significant difference. The predicted efficiencies
responsible for 54th and 168th inputs were 0.3999 in ANN model 6 and were shown as 2 outliers in Fig. 2. It seems that the MM primers
with the instable MMs such as C:C are seriously affected by other factors like the sequences and structures of different templates.

Thus, ANN model 6 is promising in the design and the specificity test of primers as it reflects the quantitative relationship between
MMs of primer-template duplex and relative extension efficiency of primers and its prediction accuracy is much higher than the
polynomial equation reported by Wu et al. [10].
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4. Discussion

The extension efficiencies of primers are determined by the stability of primer-template duplex and the selective binding between
DNA polymerase and 3"-end of primer-template duplex. MMs in primer-template duplex can affect the selective binding between DNA
polymerase and primer-template duplex as well as the stability of duplex, and they can further affect the extension efficiencies of
primers.

Wu et al. [10] determined the SBE efficiencies of two sets of primers (PM primers and possible primers including all types of single
MMs) using the SBE assay and illuminated the effect of the position and the types of primer-template MMs on SBE efficiencies. In
general, the relative extension efficiencies of MM primer-template duplexes were increased as the position of MMs moves to 5’ end. As
the position of MMs moves from the 5th position to 5'end, it was observed that the MMs with low AT, usually result in the high
extension efficiency. And the SBE efficiencies of primers with the MMs such as G:G, T:G, G:T, A:G and G:A, that make the
primer-template duplex relatively stable, were higher than that of primers with the MMs such as T:T, A:A, C:T, T:C, C:A, A:C and C:C,
that make the duplex relatively instable. When MMs such as G:A, G:T locates at the 7th, 8th, 9th, 12th, 15th,16th position of primer
1492R and at the 10th, 15th, 16th position of primer MX, primers have relatively high SBE efficiencies. These experimental data show
that the negative correlation between AT, (Tm difference between PM and MM duplexes) and SBE efficiencies of primers and the more
improved cubic polynomial equation with determination coefficient R* = 0.5318 (R = —0.7292) could be obtained by using the
polynomial regression equation.

We tested MLR models and ANN models predicting the SBE efficiencies of primers, based on the assumption that SBE efficiencies of
primers are associated with not only ATy, the difference of melting temperature between PM and MM primer-template duplex, but also
the position and type of MM and annealing temperatures. It was shown that both the MLR model 6 and the ANN model 6 reproduce SBE
efficiencies of primers with higher accuracy in comparison with polynomial regression model showing the relation between AT, and
SBE efficiencies of primers.

This means that independent variables of MLR model 6 and input data of ANN model 6 were selected and encoded well to reproduce
the relation between MMs of primers and SBE efficiency.

The coefficient of determination R? cannot be reduced as the independent variables are added to model, and the model that gives
the maximum R? is just the model that contains all independent variables. But the model with maximal R? is not always the best one.
The adjusted R? does not always increase as variables are added to model because the impact of degrees of freedom was removed. So
the adjusted R? is more suitable than R? for evaluation of models containing different number of independent variables. In other words,
the model that gives the maximum adjusted R? can be chosen as the “best” model [16].

In regression models, model 6 is the “best model*, for it has the biggest adjusted R? and the differences of correlation coefficients
between the relative extension efficiencies of primers and predictions of models are significant.

In order to express the position effect of MMs in primer-template duplexes, each position has to be represented by 4 signs corre-
sponding to 4 nucleotides. 4 neurons can be assigned on each position of duplexes in ANN models and denoted by either 1 or 0 ac-
cording to the presence or absence of MMs in each position of duplexes, or by position-specific score matrix (PSSM) representing the
frequency of existence of given nucleotides in multiple alignments. However, these methods need much more training data due to its
large number of neurons, and variables or neurons representing the position effect of MMs may have no relations with the stability of
primer-template duplexes. We tried to denote quantitatively the extent that MMs at given position contribute to the stability of primer-
template duplexes by normalizing the differences of Gibbs free energy changes between two flanking MM doublets (nearest neighbors)
in the primer-template duplex and their corresponding PM doublets, and tried to express the position effect of MMs with the minimum
number of independent variables or neurons. In primer-template duplexes, the difference of Gibbs free energy changes between the
nearest neighbor MM doublet and its corresponding PM doublet represents the hydrogen bond and dimer-stacking of MMs, and the
sequence contexts of primer-template duplexes are also considered to some extent since it uses two nearest neighbors centered to the
position of MMs.

Gibbs free energy changes of nearest neighbor MMs have been widely used for predicting the melting temperature of primers [4,5,
8-10], but never have been used for predicting the SBE efficiencies of MM primers by encoding the position effect of MMs. Therefore,
this method is a way that reduces the number of independent variables in regression models or the number of neurons of input layer in
ANN models considering the position effect of MMs on duplex stability and the doublet contexts of primer-template duplex, and it can
improve the prediction accuracy of models.

The type of MM itself cannot tell the SBE efficiencies of primers accurately, but it can significantly improve the prediction accuracy
of model when combined with the position effect of MMs and the annealing temperature. The encoding by the normal distribution
centered at the optimal annealing temperature is also the reliable way that can apply to the amplification of primer extension reaction
by considering the changes of SBE efficiencies of primers according to the annealing temperature.

ANN model 6 can predict SBE efficiencies of primers with even higher accuracy (R > 0.98, correlation coefficient between relative
extension efficiencies and predictions of models). This means that there exists a non-linear relation between the SBE efficiencies of
primers and the parameters such as the position effect and the type of MMs in primer-template duplex, and the annealing temperature.

The prediction model proposed in this paper, which considered the position effect and the type of MM and the annealing tem-
perature, can predict the primer extension efficiencies with high accuracy when the sequence of the primer and the annealing tem-
perature are given. So we think that this model can be widely used for the design of efficient primers and for the specificity test of
primers in genome databases.

We are sure that even more comprehensive prediction models representing the effect of multiple MMs on PCR efficiencies will be
obtained if related experimental data are accumulated in the future.
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5. Conclusions

MLR models and ANN models for the prediction of SBE efficiencies of primers with a single MM were developed. It is apparent that
19 variables representing the position effect of MMs, 12 variables representing the type of MMs and a variable representing annealing
temperatures are important and valuable for predicting SBE efficiencies of MM primers from primer-template sequences and annealing
temperatures in MLR model 6. ANN model 6 with 32 neurons representing the position effect and the type of MMs in primer-template
duplexes and the annealing temperature in input layer showed the highest prediction accuracy (correlation coefficients R were 0.9870
(R? = 0.9742), 0.9782(R? = 0.9569) and 0.9857 (R? = 0.9716), respectively in training set, testing set and all data sets). This model
can predict the SBE efficiencies of primers from the primer sequence and the annealing temperature with high accuracy.
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