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As of May 2024, the main strains of COVID-19 caused hundreds of millions of infection
cases and millions of deaths worldwide. In this study, we consider the COVID-19 epidemics
with the main strains in the Chinese mainland. We study complex interactions among
hosts, non-pharmaceutical interventions, and vaccinations for the main strains by a dif-
ferential equation model called SVEIR. The disease transmission model incorporates two
strains and protection awareness of the susceptible population. Results of this study show
that the protection awareness plays a crucial role against infection of the population, and
that the vaccines are effective against the circulation of the earlier strains, but ineffective
for emerging strains. By using the next generation matrix method, the basic reproduction
number of the SVEIR model is firstly obtained. Our analysis by Hurwitz criterion and
LaSalle's invariance principle shows that the disease free-equilibrium point is locally and
globally asymptotically stable when the threshold value is below one. The existences of
endemic equilibrium points are also established, and the global asymptotic stabilities are
analyzed using the Lyapunov function method. Further, the SVEIR model is confirmed to
satisfy the principle of competitive exclusion, of which the strain with the larger value of
the basic reproduction number is dominant. Numerically, the surveillance data with the
Omicron strain and the XBB strain are split by the cubic spline interpolation method. The
fitting curves against the surveillance data are plotted using the least-squares method
from MATLAB. The results indicate that the XBB strain dominates in this study. Moreover, a
global sensitivity analysis of the key parameters is performed by using of PRCC. The nu-
merical simulations imply that combination control strategy positively impacts on the
infection scale than what separate control strategy does, and that the earlier time pro-
ducing protection awareness for the public creates less infection scale, further that the
increment of protection awareness also reduces the infection scale. Therefore, the poli-
cymakers of the local government are suggested to concern the changes of protection
awareness of the public.
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1. Introduction

Since COVID-19 was first detected in December 2019, WHO declared a public health emergency of international concern
(PHEIC) which was the highest level of alarm on 30 January 2020, and classified COVID-19 as a pandemic on 11 March 2020
(World Health Drganization, 2020). As of 20 May 2024, COVID-19 had caused more than 7 billion infections and more than 7
million deaths worldwide (World Health Drganization, 2024). During the circulation of COVID-19, the non-pharmacological
interventions (NPIs) were employed to slow down the infection scales at the early stage without the vaccines. The NPIs,
including partial or total lockdowns, tracking and isolation of infected individuals, increasing social distances, wearing face
masks (Guo et al., 2023; Zou, Fairley, et al., 2022), had the limited effects on stopping the pandemic, but it reduced the
infection risks (Zhao et al., 2022). The vaccination gradually provided the protection for public to relax restrictions on human
activities. However, new SARS-CoV-2 strain brokethrough the protection of the vaccines, and changed the situations of
prevention and control (Garcia-Beltran et al., 2022; Lauring & Hodcroft, 2021).

The known SARS-CoV-2 strains include Alpha, Beta, Gamma, Delta, Omicron and XBB since the wild strainwas detected in
2019 (Liu et al., 2023a, 2023b; Petrone et al., 2023; Shan et al., 2022; Sun et al., 2023), of which two or three strains might
overlap simultaneously within an epidemic. In practice, compartmental models were usually applied to discover the long-
term transmission dynamics of multiple strains. For instance, Tchoumi et al. (Tchoumi et al., 2022) derived the trans-
mission dynamics for a two-strain model with vaccination for first-strain, and discussed the impacts of second-strain against
the populationwith first-strain. When the incubation period was considered, Leon et al. (de Leon et al., 2022) investigated the
two-strain model and the deployment of a vaccination program, aimed at the dynamics of two-strain infections including the
varying transmission rates and responses to vaccines. Meanwhile, the competitive and exclusive relationship of two strains
and the corresponding transmissions wereworthy of investigation, of which the strainwith larger basic reproduction number
dominated in the population using the principle of competitive exclusion in Wang (Wang, 2022). Guo and Li (Guo & Li, 2023)
developed a competitive model with Omicron strain and Delta strain, and then simulated the infection curves against the
surveillance data from the United States, further derived the optimal control for the local government. Due to the differences
of infection symptoms, Gao et al. (Gao et al., 2023) investigated a multi-strain model with distinct symptoms and NPIs, they
derived the impacts of strain competition and control measures on the infection scale, simulation results showed that
wearing masks prolonged the peak date. Moreover, Vashishth and Basaiti (Vashishth & Basaiti, 2024) developed a two-strain
COVID-19 model of having thirteencompartments, and analyzed the impacts of non-pharmacological control measures, the
impacts of imperfect and leaky vaccines on the infection scale and herd immunity.

The fact was that the coexistence of human beings and SARS-CoV-2 virus was persistent, and that NPIs triggered by the
individuals’ protection awareness still were workable for controlling the infection risk. The protection awareness mainly
included media coverage on infectious diseases, the changes of individual behaviors, implementation of vaccines. In detail,
the impacts of media coverage were investigated by adopting media influence factor to describe the spread and control of
infectious diseases in a given area in Cui et al. (Cui et al., 2008). Later, the involvement of media coverage was described by
using nonlinear contact functions in Li et al. (Li& Cui, 2009) and Sun et al. (Sun et al., 2011), the simulation results showed that
media coverage could reduce the burden and the duration of the epidemics. In 2014, the choose of media functions deter-
mined the epidemic outcomes by comparing three different media functions in Collinson and Heffernan (Collinson &
Heffernan, 2014). Meanwhile, the protection awareness was also reflected on the changes of individual behaviors. For
instance, Xiao et al. (Yan et al., 2018) constructed the health belief model, and chose A/H1N1 and Ebola as typical examples to
show that human behaviors played a key role in the spread of infectious diseases. Khatun et al. (Khatun et al., 2023) explored
that high density of aware susceptible individuals created low density of treated individuals, and that both isolation and
vaccination control were better than single control. Rai et al. (Kumar et al., 2019) combined public health awareness with the
budgets, the results revealed that the positive publicity was benefitable for bacterial decline, the budget increasing was good
for infection rate decreasing. In addition, implementation of vaccines was conducive to the suppression of infection scale. For
instance, imperfect vaccination was extensively investigated using threshold strategies in Zhang and Xiao (Zhang & Xiao,
2020) and the effects of vaccination rates with time-varying transmission rates in Yu et al. (Yu et al., 2023).

This paper considers a two-strain compartmental model with protection awareness and vaccination, and the two-strain
SVEIR model is applied to Jinzhou COVID-19 epidemic in Liaoning of China. The first concern is the expression of the basic
reproduction number of two-strain model. Then, the stabilities of disease-free equilibrium point and infection equilibrium
point are derived by constructing Laypunov functions. The competition and exclusion of two strains are also derived in
Section 3. Combining with the surveillance data from the Jinzhou City, the data fittings by least squares method and global
sensitivity analysis by PRCC are performed in Section 4. The impacts of protection awareness on the infection scales causing by
two strains are analyzed in Section 5. Consequently, the main conclusions are obtained in Section 6.

2. Model formulation

Combined the features of surveillance data of Jinzhou COVID-19 epidemic and the previous studies including incubation
period (Lan et al., 2024; Liu & Wei, 2022), vaccination (Chen et al., 2024; Li, Wei, & Mao, 2022; Lu & Wei, 2019; Wei et al.,
2023), multi strains (Arruda et al., 2021; Cui & Liu, 2022; Wang et al., 2023) and protection awareness (Zhai et al., 2023),
we will establish a two-strain SVEIR model, for describing the changes of Omicron strain and XBB strain on the Chinese
mainland. The total population of Jinzhou City at time t is divided into seven compartments: the susceptible S(t), the
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vaccinated V(t), the exposedwith first-strain E1(t), the exposed with second-strain E2(t), the infected with first-strain I1(t), the
infected with second-strain I2(t) and the recovered R(t). In this study, we assume the following assumptions held: (i) The total
population is homogeneously mixed. (ii) A vaccine is effective against first-strain, instead against second-strain. (iii) The
vaccinated do not become the susceptible again (Andrews et al., 2022; Hall et al., 2022; Zhuang et al., 2022). (iv) The in-
dividuals are only infected by one strain. (v) The exposed has no effect on the spread of the virus (de Leon et al., 2022;
Gonzalez-Parra et al., 2021; Vashishth& Basaiti, 2024). (vi) The recovered are regarded to be with temporary immunities and
will not return to the susceptible. So, a two-strain SVEIR model with protection awareness is written as:

8>>>>>>>><
>>>>>>>>:

_SðtÞ ¼ L� qb1SI1 � qb2SI2 � ð1� qÞð1� gÞb1SI1 � ð1� qÞð1� gÞb2SI2 � ð4þ mÞS;
_VðtÞ ¼ 4S� ð1� aÞb1VI1 � b2VI2 � mV ;
_E1ðtÞ ¼ qb1SI1 þ ð1� qÞð1� gÞb1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1;
_E2ðtÞ ¼ qb2SI2 þ ð1� qÞð1� gÞb2SI2 þ b2VI2 � ða2 þ mÞE2;
_I1ðtÞ ¼ a1E1 � ðg1 þ m1 þ mÞI1;
_I2ðtÞ ¼ a2E2 � ðg2 þ m2 þ mÞI2;
_RðtÞ ¼ g1I1 þ g2I2 � mR:

(1)
In model (1),L is the natural recruitment; b1, the infection rate of first-strain; b2, the infection rate of second-strain. Due to
the fact that the susceptible with the protection awareness will protect themselves effectively, the interactions with the
infected are assumed to be the rate of (1 � q)(1 � g)b1, where q is the percentage of the susceptible without protection
awareness, g is the protection efficiency that means the proportion of the susceptible with protection awareness efficiently
avoid the infection, 1 � g represents the rate of protection failure that the susceptible with protection awareness are being
infected. Here, 4 is the vaccination rate; a is vaccine efficacy; a1 and a2 are mean incubation periods for first-strain and
second-strain; g1 and g2 are the average recovery rates for first-strain and second-strain; m is natural death rate; m1 and m2, the
disease-incuced death rates by first-strain and second-strain. The flow diagram of model (1) is shown in Fig. 1.

3. Mathematical analysis

Theorem 3.1. The closed set U ¼ fðS;V ; E1; E2; I1; I2;RÞ2R7
þ : N� L

mg is positively invariant for model (1).

Proof If E1(t) ¼ 0, then _I1jI1¼0 ¼ a1E1 ¼ 0, which gives that I1 is a positive constant. We then get _E1 jE1¼0 ¼ qb1SI1 þ ð1 �
qÞð1 � gÞb1SI1 þ ð1 � aÞb1VI1 >0. If E1(t) > 0, then _I1jI1¼0 ¼ a1E1 >0, which gives that I1 is also a positive constant. We then
get _E1 jE1¼0 ¼ qb1SI1 þ ð1 � qÞð1 � gÞb1SI1 þ ð1 � aÞb1VI1 >0. By the similar discussions, the processing of _E2 jE2¼0 and _I2jI2¼0
can be conducted in a similar manner. Since _SjS¼0 ¼L>0, _V jV¼0 ¼ 4S>0, _E1jE1¼0 >0, _E2 jE2¼0 >0, _I1 jI1¼0 >0, _I2 jI2¼0 >0, _RjR¼0 ¼
g1I1 þ g2I2 >0, then the solution of model (1) is non-negative.

Consider a new variable T ¼ Sþ V þ E1 þ E2 þ I1 þ I2 þ R� L
m , adding all equations of model (1), then T satisfies:
Fig. 1. Flow diagram of the local population exposed to two strains of COVID-19.
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_T ¼ _Sþ _V þ _E1 þ _E2 þ _I1 þ _I2 þ _R

¼ L� mðSþ V þ E1 þ E2 þ I1 þ I2 þ RÞ � m1R� m2R

� L� mðSþ V þ E1 þ E2 þ I1 þ I2 þ RÞ

� m

�
L

m
� ðSþ V þ E1 þ E2 þ I1 þ I2 þ RÞ

�

¼ �mT:

Hence
TðtÞ � Tð0Þe�mt : (2)
Since all variables are non-negative and bounded, set U is positively invariant for model (1). ,

Theorem 3.2. The disease-free equilibrium point (DEEP) of model (1) is given by P0 ¼ (S0, V0, 0, 0, 0, 0, 0) where S0 ¼ L
mþ4

and
V0 ¼ L4

mðmþ4Þ. The basic reproduction number is R0 ¼ maxfR1
0;R2

0g with

R1
0 ¼ a1L½qb1mþ ð1� qÞð1� gÞb1mþ ð1� aÞb14�

mðmþ 4Þða1 þ mÞðg1 þ m1 þ mÞ ;

2 a2L½qb2mþ ð1� qÞð1� gÞb2mþ b24�
R0 ¼
mðmþ 4Þða2 þ mÞðg2 þ m2 þ mÞ :
Proof Let the first-strain subsystem

8>>>><
>>>>:

_SðtÞ ¼ L� qb1SI1 � ð1� qÞð1� gÞb1SI1 � ð4þ mÞS;
_VðtÞ ¼ 4S� ð1� aÞb1VI1 � mV ;
_E1ðtÞ ¼ qb1SI1 þ ð1� qÞð1� gÞb1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1;
_I1ðtÞ ¼ a1E1 � ðg1 þ m1 þ mÞI1;
_RðtÞ ¼ g1I1 � mR:

(3)

L L4
The DEEP is P0 ¼ ðmþ4
; mðmþ4Þ;0;0;0Þ. Set

_E1ðtÞ ¼ F1ðSðtÞ;VðtÞ; E1ðtÞ; I1ðtÞÞ � V1ðSðtÞ;VðtÞ; E1ðtÞ; I1ðtÞÞ
¼ ðqb1SI1 þ ð1� qÞð1� gÞb1SI1 þ ð1� aÞb1VI1Þ � ½ða1 þ mÞE1�;

_I1ðtÞ ¼ F2ðSðtÞ;VðtÞ; E1ðtÞ; I1ðtÞÞ � V2ðSðtÞ;VðtÞ; E1ðtÞ; I1ðtÞÞ
¼ 0� ½ � a1E1 þ ðg1 þ m1 þ mÞI1�:
Thus, we obtain

F ¼

0
BBB@

vF1

vE1

vF1

vI1
vF2

vE1

vF2

vI1

1
CCCA ¼

�
0 qb1Sþ ð1� qÞð1� gÞb1Sþ ð1� aÞb1V
0 0

�
;

0
vV1 vV1

1

V ¼

BBB@
vE1 vI1
vV2

vE1

vV2

vI1

CCCA ¼
�
a1 þ m 0
�a1 g1 þ m1 þ m

�
;

which gives
V�1 ¼

0
BBB@

1
a1 þ m

0

a1
ðg1 þ m1 þ mÞða1 þ mÞ

1
g1 þ m1 þ m

1
CCCA:

�1
The next generation matrix in (van den Driessche & Watmough, 2002) is defined as M ¼ FV , that was
210
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M ¼

0
B@

a1½qb1Sþ ð1� qÞð1� gÞb1Sþ ð1� aÞb1V �
ðg1 þ m1 þ mÞða1 þ mÞ

qb1Sþ ð1� qÞð1� gÞb1Sþ ð1� aÞb1V
g1 þ m1 þ m

0 0

1
CA:
Since the spectral radius of M is defined as the basic reproduction number R1
0, we obtain the specific expression of first-

strain

R1
0 ¼ a1½qb1S0 þ ð1� qÞð1� gÞb1S0 þ ð1� aÞb1V0�

ðg1 þ m1 þ mÞða1 þ mÞ

¼ a1L½qb1mþ ð1� qÞð1� gÞb1mþ ð1� aÞb14�
mðmþ 4Þða1 þ mÞðg1 þ m1 þ mÞ :

(4)
From the similar discussion, the basic reproduction number of the second-strain R2
0 is

R2
0 ¼ a2L½qb2mþ ð1� qÞð1� gÞb2mþ b24�

mðmþ 4Þða2 þ mÞðg2 þ m2 þ mÞ : (5)
Then, the basic reproduction number of model (1) is R0 ¼ maxfR1
0;R2

0g. ,
Theorem 3.3. The DEEP P0 is unstable if R0 >1 while it is locally asymptotically stable if R0 <1.

Proof The Jacobian matrix associate with model (1) at DEEP JP0 is given by

JP0 ¼

0
BBBBBB@

�ð4þ mÞ 0 0 0 Ab1S0 Ab2S0
4 �m 0 0 ð1� aÞb1V0 b2V0
0 0 �ða1 þ mÞ 0 Ab1S0 þ ð1� aÞb1V0 0
0 0 0 �ða2 þ mÞ 0 Ab2S0 þ b2V0
0 0 �a1 0 g1 þ m1 þ m 0
0 0 0 �a2 0 g2 þ m2 þ m

1
CCCCCCA
; (6)
with A ¼ q þ (1 � q)(1 � g). Thus, the eigenvalues of JP0 are l1 ¼ �m < 0, l2 ¼ �(4 þ m) < 0, and other four eigenvalues
corresponding to the sub-matrix

0
BB@

�ða1 þ mÞ 0 Ab1S0 þ ð1� aÞb1V0 0
0 �ða2 þ mÞ 0 Ab2S0 þ b2V0

�a1 0 g1 þ m1 þ m 0
0 �a2 0 g2 þ m2 þ m

1
CCA
are computed by the characteristic equation

PðlÞ ¼
h
l2 þ ð2mþ a1 þ g1 þ m1Þlþ

�
1�R1

0

�
ðg1 þ m1 þ mÞða1 þ mÞ

i

�
h
l2 þ ð2mþ a2 þ g2 þ m2Þlþ

�
1�R2

0

�
ðg2 þ m2 þ mÞða2 þ mÞ

i
¼ 0:
IfR1
0 <1 andR2

0 <1, then the roots of P(l) have negative real parts. We obtain that ifR0 <1, DEEP P0 of model (1) is locally
asymptotically stable. If R0 >1, then DEEP P0 loses its stability. ,

Theorem 3.4. The DEEP P0 is globally asymptotically stable if R0 <1.

Proof Consider the Lyapunov function

WðS;V ; E1; E2; I1; I2Þ ¼ a1E1 þ ða1 þmÞI1 þ a2E2 þ ða2 þmÞI2; (7)
which yields thatW(S, V, E1, E2, I1, I2) > 0 due to E1, E2, I1, I2 > 0, andW(S, V, E1, E2, I1, I2) attains zero at E1 ¼ E2 ¼ I1 ¼ I2 ¼ 0. The
time-derivative of W is given by:
211
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_W ¼ a1 _E1 þ ða1 þ mÞ _I1 þ a2 _E2 þ ða2 þ mÞ _I2
¼ a1½qb1SI1 þ ð1� qÞð1� gÞb1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1� þ ða1 þ mÞ½a1E1 � ðg1 þ m1 þ mÞI1�

þa2½qb2SI2 þ ð1� qÞð1� gÞb2SI2 þ b2VI2 � ða2 þ mÞE2� þ ða2 þ mÞ½a2E2 � ðg2 þ m2 þ mÞI2�
¼ a1½qb1SI1 þ ð1� qÞð1� gÞb1SI1 þ ð1� aÞb1VI1� � ða1 þ mÞðg1 þ m1 þ mÞI1

þa2½qb2SI2 þ ð1� qÞð1� gÞb2SI2 þ b2VI2� � ða2 þ mÞðg2 þ m2 þ mÞI2

¼ ða1 þ mÞðg1 þ m1 þ mÞI1
�
a1½qb1Sþ ð1� qÞð1� gÞb1Sþ ð1� aÞb1V �

ðg1 þ m1 þ mÞða1 þ mÞ � 1
�

þða2 þ mÞðg2 þ m2 þ mÞI2
�
a2½qb2Sþ ð1� qÞð1� gÞb2Sþ b2V �

ðg2 þ m2 þ mÞða2 þ mÞ � 1
�
:

Due to S � S0 and V � V0, we then get

_W � ða1 þmÞðg1 þm1 þmÞI1ðR1
0 �1Þ þ ða2 þmÞðg2 þm2 þmÞI2ðR2

0 �1Þ: (8)
Furthermore, _W ¼ 0 if and only if E1¼ E2¼ I1¼ I2 ¼ 0, by using LaSalle's invariance principle, this implies that P0 is globally
asymptotically stable in U. ,

We denote that S*FS and V*
FS represent the numbers of susceptible individuals and vaccinated individuals, respectively, at

the infection equilibrium point (IEP) when the first-strain is dominant. The similar interpretation can be applied to the sit-
uation where the second-strain is dominant, of which S*SS and V*

SS represent the numbers of susceptible individuals and
vaccinated individuals, respectively.

Theorem 3.5. Model (1) has

(i) a unique first-strain IEP P1 ¼ ðS*FS;V*
FS; E

*
1;0; I

*
1;0;R

*Þ if and only if R1
0 >1.

(ii) a unique second-strain IEP P2 ¼ ðS*SS;V*
SS;0; E

*
2;0; I

*
2;R

*Þ if and only if R2
0 >1.

(iii) a two-strain IEP P3 ¼ ðS*;V*; E*1; E
*
2; I

*
1; I

*
2;R

*Þ if and only if R1
0 >1 and R2

0 >1.

Proof (i) An equilibrium point for subsystem (3) satisfies, with A ¼ q þ (1 � q)(1 � g).

8>>>><
>>>>:

0 ¼ L� Ab1SI1 � ð4þ mÞS;
0 ¼ 4S� ð1� aÞb1VI1 � mV ;
0 ¼ Ab1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1;
0 ¼ a1E1 � ðg1 þ m1 þ mÞI1;
0 ¼ g1I1 � mR;

(9)
which reduces to

8>>>>>>>>>>>>>>>>>>><
>>>>>>>>>>>>>>>>>>>:

S*FS ¼ L

Ab1I*1 þ ð4þ mÞ;

V*
FS ¼ 4S*FS

ð1� aÞb1I*1 þ m
;

E*1 ¼ Ab1S*FSI
*
1 þ ð1� aÞb1V*

FSI
*
1

a1 þ m
;

I*1 ¼ a1E*1
g1 þ m1 þ m

;

R* ¼ g1I
*
1

m
:

(10)
From the fourth equality (10), one deduces that
212
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I*1 ¼ a1L
½ð1� aÞb1I*1 þ m�Ab1I*1 þ 4ð1� aÞb1I*1

½ð1� aÞb1I*1 þ m�½Ab1I*1 þ ð4þ mÞ�ða1 þ mÞðg1 þ m1 þ mÞ: (11)
If I*1 ¼ 0 then S*FS ¼ L
mþ4

, V*
FS ¼ L4

mðmþ4Þ, E
*
1 ¼ 0, R* ¼ 0. This equilibrium knows as the DEEP P0 in Theorem 3.2. If I*1s0, then

define

hðI*1Þ ¼ 1� a1L
½ð1� aÞb1I*1 þ m�Ab1 þ 4ð1� aÞb1

½ð1� aÞb1I*1 þ m�½Ab1I*1 þ ð4þ mÞ�ða1 þ mÞðg1 þ m1 þ mÞ: (12)
The derivative of h is given by

_hðI*1Þ ¼
�a1LðB1 � B2B3Þ

½ð1� aÞb1I*1 þ m�2½Ab1I*1 þ ð4þ mÞ�2ða1 þ mÞðg1 þ m1 þ mÞ
;

with

B1 ¼ ð1� aÞAb21
�ð1� aÞb1I*1 þ m

	�
Ab1I

*
1 þ ð4þ mÞ	;

B2 ¼ ð1� aÞb1
�
Ab1I

*
1 þ ð4þ mÞ	þ �ð1� aÞb1I*1 þ m

	
Ab1;

B3 ¼ �ð1� aÞb1I*1 þ m
	
Ab1 þ ð1� aÞb14:
After the simplification for _hðI*1Þ, which is concluded that

_hðI*1Þ ¼
a1LB4

½ð1� aÞb1I*1 þ m�2½Ab1I*1 þ ð4þ mÞ�2ða1 þ mÞðg1 þ m1 þ mÞ
>0; (13)
with

B4 ¼ ½ð1� aÞb1�2ðAb1Þ2I*1
2

þ2½ð1� aÞb1�Ab1½ð1� aÞb14þ ðAb1Þm�I*1
þ½ð1� aÞb1�24ð4þ mÞ þ ðAb1Þ2m2 þ ½ð1� aÞb1�Ab1m4>0:
Since all parameters are non-negative, one can easily deduce that the function h is an increasing function. A simple
computation gives

limI*1/0h


I*1
� ¼ 1�

a1L

�
ð1� aÞb1 lim

I*1/0
I*1 þ m

�
Ab1 þ 4ð1� aÞb1

�
ð1� aÞb1 lim

I*1/0
I*1 þ m

��
Ab1 lim

I*1/0
I*1 þ ð4þ mÞ

�
ða1 þ mÞðg1 þ m1 þ mÞ

¼ 1� La1½Ab1S0 þ ð1� aÞb1V0�
mð4þ mÞða1 þ mÞðg1 þ m1 þ mÞ

¼ 1�R1
0;
and
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h
�
L

m

�
¼ 1� a1L

�
ð1� aÞb1

L

m
þ m

�
Ab1 þ 4ð1� aÞb1�

ð1� aÞb1
L

m
þ m

��
Ab1

L

m
þ ð4þ mÞ

�
ða1 þ mÞðg1 þ m1 þ mÞ

>1� a1L

�
ð1� aÞb1

L

m
þ m

�
Ab1 þ 4ð1� aÞb1�

ð1� aÞb1
L

m
þ m

��
Ab1

L

m
þ ð4þ mÞ

�
a1m

¼ ð1� aÞb1Lþ m2 þ 4m�
ð1� aÞb1

L

m
þ m

��
Ab1

L

m
þ ð4þ mÞ

�>0:
ByR1
0 >1, limI*1/0hðI*1Þ<0 and hðLmÞ>0, h(I1) admits a unique solution I*1 in ð0;LmÞ. The uniqueness of P1 ¼ ðS*FS;V*

FS; E
*
1;0; I

*
1;

0;R*Þ holds.

(ii) The proof follows the same approach and steps as does in Case (i).
(iii) To compute P3, let x*1 ¼ b1I

*
1, x

*
2 ¼ b2I

*
2. Solution of model (1) at P3 satisfies:

8>>>>>>>>>>>><
>>>>>>>>>>>>:

L� Ax*1S
* � Ax*2S

* � ð4þ mÞS ¼ 0;

4S* � ð1� aÞx*1V* � x*2V
* � mV ¼ 0;

Ax*1S
* þ ð1� aÞx*1V* � ða1 þ mÞE*1 ¼ 0;

Ax*2S
* þ x*2V

* � ða2 þ mÞE*2 ¼ 0;

a1E
*
1 � ðg1 þ m1 þ mÞI*1 ¼ 0;

a2E
*
2 � ðg2 þ m2 þ mÞI*2 ¼ 0;

(14)
The following expressions are obtained from equality (14) that

S* ¼ L

Ax*1 þ Ax*2 þ mþ 4
;

V* ¼ 4L�ð1� aÞx*1 þ x*2 þ m
	

Ax*1 þ Ax*2 þ mþ 4

�;

E*1 ¼ LAx*1
�ð1� aÞx*1 þ x*2 þ m

	þ ð1� aÞx*14L
ða1 þ mÞ�ð1� aÞx*1 þ x*2 þ m

	

Ax*1 þ Ax*2 þ mþ 4

�;

E*2 ¼ LAx*2
�ð1� aÞx*1 þ x*2 þ m

	þ x*24L
ða2 þ mÞ�ð1� aÞx*1 þ x*2 þ m

	

Ax*1 þ Ax*2 þ mþ 4

�;

I*1 ¼ a1LAx*1
�ð1� aÞx*1 þ x*2 þ m

	þ a1ð1� aÞx*14L
ðg1 þ m1 þ mÞða1 þ mÞ�ð1� aÞx*1 þ x*2 þ m

	

Ax*1 þ Ax*2 þ mþ 4

�;

I*2 ¼ a2LAx*2
�ð1� aÞx*1 þ x*2 þ m

	þ a2x*24L
ðg2 þ m2 þ mÞða2 þ mÞ�ð1� aÞx*1 þ x*2 þ m

	

Ax*1 þ Ax*2 þ mþ 4

�:

(15)
Substituting the expressions of (15) into x*1 ¼ b1I
*
1 and x*2 ¼ b2I

*
2, which yields the following equality:
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ð1� aÞBAx*1
2 þ BAx*2

2 þ ð2� aÞBAx*1x*2 þ
h
CB

�
1�R1

0

�
þ mBAþ D

i
x*1 ¼

þ
h
PB

�
1�R1

0

�
þ mBAþ F

i
x*2 þ mPB

�
1�R1

0

�
¼ 0

(16)

*2 *2 * *
h �

2
� i

*
ð1� aÞGAx1 þ GAx2 þ ð2� aÞGAx1x2 þ CG 1�R0 þ mGAþ H x1 ¼

þ
h
PG

�
1�R2

0

�
þ mGAþ Q

i
x*2 þ mPG

�
1�R2

0

�
¼ 0; (17)
where

B ¼ ðg1 þ m1 þ mÞða1 þ mÞ;C ¼ ð1� aÞðmþ 4Þ;

D ¼ ð1� aÞ2
m

a1b14L; P ¼ mþ 4; F ¼ 1� a
m

a1b14L

G ¼ ðg2 þ m2 þ mÞða2 þ mÞ;H ¼ 1� a
m

a2b24L;Q ¼ 1
m
a2b24L:

(18)
Since the constant terms in (16) and (17) are negative when R1
0 >1 and R2

0 >1, all other coefficients can be positive.
Therefore, (16) and (17) have a positive solution for R1

0 >1 and R2
0 >1. The proof is complete. ,

Theorem 3.6. Let R1
0 >1. Then the unique first-strain IEP P1 of model (3) is globally asymptotically stable in U.

Proof Consider the first-strain IEP P1 ¼ ðS*FS;V*
FS;E

*
1;0; I

*
1;0;R

*Þ, where S*FS, V
*
FS, E

*
1, I

*
1, R* satisfy the following relations:

4S*FS ¼ ð1� aÞb1V*
FSI

*
1 þ mV*

FS; (19)

L ¼ mS* þ mV* þ ð1� aÞb V* I* þ Ab S* I* ; (20)
FS FS 1 FS 1 1 FS 1

ðmþa ÞE* ¼ ð1� aÞb V* I* þ Ab S* I* ; (21)
1 1 1 FS 1 1 FS 1

ðmþa Þðg þm þmÞ ¼ a ð1� aÞb V* þ Aab S* : (22)
1 1 1 1 1 FS 1 FS
In order to prove the global asymptotic stability of P1, let the Lyapunov function:

W1 ¼ S� S*FS � S*FSln
S

S*FS
þ V � V*

FS � V*
FSln

V

V*
FS

þ E1 � E*1 � E*1ln
E1
E*1

þ a1 þ m

a1

�
I1 � I*1 � I*1ln

I1
I*1

�
:

The time-derivative of W1, along solutions of model (1) is given by

_W1 ¼
�
1� S*FS

S

�
_Sþ

�
1� V*

FS
V

�
_V þ

�
1� E*1

E1

�
_E1 þ

a1 þ m

a1

�
1� I*1

I1

�
_I1

¼
�
1� S*FS

S

�
½L� Ab1SI1 � ð4þ mÞS� þ

�
1� V*

FS
V

�
½4S� ð1� aÞb1VI1 � mV �

þ
�
1� E*1

E1

�
½Ab1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1�

þa1 þ m

a1

�
1� I*1

I1

�
½a1E1 � ðg1 þ m1 þ mÞI1�:
Together with (19)e(22), we have
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_W1 ¼ mS*FS

�
2� S

S*FS
� S*FS

S

�
þ mV*

FS

�
3� S*FS

S
� V
V*
FS

� S
S*FS

V*
FS
V

�

þAb1S
*
FSI

*
1

�
3� S*FS

S
� I1
I*1

S
S*FS

E*1
E1

� E1
E*1

I*1
I1

�

þð1� aÞb1V*
1 I

*
1

�
4� S

S*FS

V*
FS
V

� I1
I*1

V
V*
FS

E*1
E1

� E1
E*1

I*1
I1

� S*FS
S

�
:

Since x1 þ x2 þ /þ xn � n
ffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffiffi
x1x2/xnn

p
x1;x2;…;xn � 0, then

2� S
S*FS

� S*FS
S

� 0

3� S*FS
S

� V
V*
FS

� S
S*FS

V*
FS
V

� 0

3� S*FS
S

� I1
I*1

S
S*FS

E*1
E1

� E1
E*1

I*1
I1

� 0

4� S
S*FS

V*
FS
V

� I1
I*1

V
V*
FS

E*1
E1

� E1
E*1

I*1
I1
� S*FS

S
� 0:
Therefore _W1 � 0. Because of Lyapunov theorem, P1 is stable. Moreover, _W1 ¼ 0 if and only if S ¼ S*FS, V ¼ V*
FS, I1 ¼ I*1, E1 ¼

E*1. Further, it can be proved that M1 ¼ {P1} is the largest compact invariant subset of
n
ðS;V ; E1; E2; I1; I2;RÞ2U : _W1 ¼ 0

o
. By

LaSalle's invariance principle, the endemic equilibrium point P1 of model (1) is globally asymptotically stable. ,

Theorem 3.7. Let R1
0 >1;R2

0 >1. Then a both-strain IEP P3 of model (1) is globally asymptotically stable in U.

Proof Consider a both-strain IEP P3 ¼ ðS*;V*;E*1;E
*
2; I

*
1; I

*
2;R

*Þ, where S*, V*, E*1, E
*
2, I

*
1, I

*
2, R* satisfy the following relations:

4S* ¼ ð1� aÞb1V*I*1 þ b2V
*I*2 þ mV*; (23)

L ¼ mS* þ mV* þ ð1� aÞb V*I* þ Ab S*I* þ b V*I* þ Ab S*I* ; (24)
1 1 1 1 2 2 2 2

ðmþa1ÞE* ¼ ð1� aÞb1V*I* þ Ab1S
*I* ; (25)
1 1 1

ðmþa2ÞE* ¼ b2V
*I* þ Ab2S

*I* ; (26)
1 1 2

ðmþa1Þðg1 þm1 þmÞ ¼ a1ð1� aÞb1V* þ Aa1b1S
*; (27)
ðmþa2Þðg þm þmÞ ¼ a2b2V
* þ Aa2b2S

*: (28)
2 2
In order to prove the global asymptotic stability of the endemic equilibrium point P3, Consider the following Lyapunov
function:

W2 ¼ S� S* � S*ln
S
S*

þ V � V* � V*ln
V
V* þ E1 � E*1 � E*1ln

E1
E*1

þ E2 � E*2 � E*2ln
E2
E*2

þa1 þ m

a1

�
I1 � I*1 � I*1ln

I1
I*1

�
þ a2 þ m

a2

�
I2 � I*2 � I*2ln

I2
I*2

�
:

The time-derivative of W2, along solutions of model (1) is given by
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_W2 ¼
�
1� S*

S

�
_Sþ

�
1� V*

V

�
_V þ

�
1� E*1

E1

�
_E1 þ

�
1� E*2

E2

�
_E2 þ

a1 þ m

a1

�
1� I*1

I1

�
_I1 þ

a2 þ m

a2

�
1� I*2

I2

�
_I2

¼
�
1� S*

S

�
½L� Ab1SI1 � Ab2SI2 � ð4þ mÞS� þ

�
1� V*

V

�
½4S� ð1� aÞb1VI1 � b2VI2 � mV �

þ
�
1� E*1

E1

�
½Ab1SI1 þ ð1� aÞb1VI1 � ða1 þ mÞE1� þ

�
1� E*2

E2

�
½Ab2SI2 þ b2VI2 � ða2 þ mÞE2�

þa1 þ m

a1

�
1� I*1

I1

�
½a1E1 � ðg1 þ m1 þ mÞI1� þ

a2 þ m

a2

�
1� I*2

I2

�
½a2E2 � ðg2 þ m2 þ mÞI2�:
Together with (23)e(28), we have

_W2 ¼ mS*
�
2� S

S*
� S*

S

�
þ mV*

�
3� S*

S
� V
V* �

S
S*

V*

V

�

þAb1S
*I*1

�
3� S*

S
� I1
I*1

S
S*

E*1
E1

� E1
E*1

I*1
I1

�

þAb2S
*I*2

�
3� S*

S
� I2
I*2

S
S*

E*2
E2

� E2
E*2

I*2
I2

�

þð1� aÞb1V*I*1

�
4� S

S*
V*

V
� I1
I*1

V
V*

E*1
E1

� E1
E*1

I*1
I1
� S*

S

�

þb2V
*I*2

�
4� S

S*
V*

V
� I2
I*2

V
V*

E*2
E2

� E2
E*2

I*2
I2
� S*

S

�
:

Then the proof follows the same approach and steps as in the above Theorem 3.6. Further, it can be proved thatM2 ¼ fP3g
is the largest compact invariant subset of

n
ðS;V ; E1; E2; I1; I2;RÞ2U : _W2 ¼ 0

o
. Consequently, by LaSalle's invariance principle,

the endemic equilibrium point P3 of model (1) is globally asymptotically stable. ,

Theorem 3.8. LetR2
0 >R1

0 >1. Then the second strain is dominant and the first strain is excluded. That is, any positive solution of
model (1) satisfies

ðSðtÞ;VðtÞ; E1ðtÞ; E2ðtÞ; I1ðtÞ; I2ðtÞÞ/ðS*SS;V*
SS;0; E

*
2;0; I

*
2Þ as t/∞:
Proof First, from the third and fourth equations of (10), we notice that

ðg1 þ m1 þ mÞða1 þ mÞ
a1

¼ Ab1S
*
FS þ ð1� aÞb1V*

FS:
Then we note that the basic reproduction number can be rewritten as

1
R1

0

¼ ½AS*FS þð1� aÞV*
FS�

mð4þ mÞ
L½Amþ ð1� aÞ4�;

and the basic reproduction number of the second strain follows the same approach and steps as
1
R2

0

¼ ½AS*SS þV*
SS�

mð4þ mÞ
L½Amþ 4�:
Thus, R2
0 >R1

0 >1 implies that
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AS*FS þ ð1� aÞV*
FS

Amþ ð1� aÞ4 >
AS*SS þ V*

SS
Amþ 4

:

AS* þ ð1� aÞV* AS* þ ð1� aÞV*

FS FS
Amþ ð1� aÞ4 > SS SS

Amþ 4
: (29)
Set

z1 ¼ 1
Amþ 4

; z2 ¼ mþ a1
a1½Amþ ð1� aÞ4�: (30)
Now, let us consider the Lyapunov function:

W3 ¼ S� S*SS � S*SSln
S
S*SS

þ V � V*
SS � V*

SSln
V
V*
SS

þ E2 � E*2 � E*2ln
E2
E*2

þa2 þ m

a2

�
I2 � I*2 � I*2ln

I2
I*2

�
þ z1E1 þ z2I1:
Calculating the derivative of W3 along the solution of (1), we obtain

_W3 ¼
�
1� S*SS

S

�
_Sþ

�
1� V*

SS
V

�
_V þ

�
1� E*2

E2

�
_E2 þ

a2 þ m

a2

�
1� I*2

I2

�
_I2 þ z1E1 þ z2I1

¼
�
1� S*SS

S

�
½L� Ab2SI2 � ð4þ mÞS� þ

�
1� V*

SS
V

�
½4S� ð1� aÞb2VI2 � mV �

þ
�
1� E*2

E2

�
½Ab2SI2 þ b2VI2 � ða2 þ mÞE2�

þa2 þ m

a2

�
1� I*2

I2

�
½a2E2 � ðg2 þ m2 þ mÞI2� þ z1E1 þ z2I1

¼ mS*SS

�
2� S

S*SS
� S*SS

S

�
þ mV*

SS

�
3� S*SS

S
� V
V*
SS

� S
S*SS

V*
SS
V

�

þAb2S
*
SSI

*
2

�
3� S*SS

S
� I2
I*2

S
S*SS

E*2
E2

� E2
E*2

I*2
I2

�

þð1� aÞb2V*
SSI

*
2

�
4� S

S*SS

V*
SS
V

� I2
I*2

V
V*
SS

E*2
E2

� E2
E*2

I*2
I2

� S*SS
S

�

þAb1S*SSI1 þ ð1� aÞb1V*
SSI1

Amþ 4
þ ðmþ a1ÞE1

Amþ 4
� ðmþ a1ÞE1
Amþ ð1� aÞ4

�Ab1S*FSI1 þ ð1� aÞb1V*
FSI1

Amþ ð1� aÞ4

¼ mS*SS

�
2� S

S*SS
� S*SS

S

�
þ mV*

SS

�
3� S*SS

S
� V
V*
SS

� S
S*SS

V*
SS
V

�

þAb2S
*
SSI

*
2

�
3� S*SS

S
� I2
I*2

S
S*SS

E*2
E2

� E2
E*2

I*2
I2

�

þð1� aÞb2V*
SSI

*
2

�
4� S

S*SS

V*
SS
V

� I2
I*2

V
V*
SS

E*2
E2

� E2
E*2

I*2
I2

� S*SS
S

�

þb1I1

�
AS*SS þ ð1� aÞV*

SS
Amþ 4

� AS*FS þ ð1� aÞV*
FS

Amþ ð1� aÞ4
�
� a4ðmþ a2ÞE1
½Amþ 4�½Amþ ð1� aÞ4�:
Let
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Fig. 2. Percentage composition of Omicron strain and XBB strain for Jinzhou COVID-19 epidemic in 2023.
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U ¼
n
ðS;V ; E1; E2; I1; I2Þ2R4

þ � R2
þ : _W3 ¼ 0

o
:

Since R2
0 >R1

0 >1, by (29) we see that a solution of (1) in U for all t exhibits I1(t) ≡ E1(t) ¼ 0. We conclude the maximal
compact invariant set in U satisfies

S ¼ S*SS; V ¼ V*
SS; E2 ¼ E*2; I2 ¼ I*2; E1 ¼ 0; I1 ¼ 0: (31)

* * * *
Therefore, the Lyapunov-LaSalle theorem in (Wang, 2022) implies that ðSSS;VSS;0; E2;0; I2Þ is globally stable. This proves
the theorem. ,

4. Data fitting and numerical simulations

4.1. Two-strain data and analysis

The two-strain surveillance data and the weekly percentages of XBB cases, for Jinzhou COVID-19 epidemic (April 10,
2023eSeptember 17, 2023), were provided by Jinzhou Center for Disease Control and Prevention (i.e., Jinzhou CDC) in this
study. In detail, the XBB strain in orange dominated and replaced the Omicron strain in blue within two months in Fig. 2, the
specific percentages of XBB cases were collected in Table 1. The daily percentage of XBB strain in orangewas estimated in Fig. 3
using the cubic spline interpolation and the surveillance data. Combined the surveillance data and the percentages of two
strains, daily numbers of Omicron cases and XBB cases were obtained from 10 April to 29 September of 2023 in Fig. 4. Further,
the transmission evolution for Omicron strain and XBB strain were reflected within the total population.

4.2. Data fitting with parameter estimation

The infection cases being detected between April 10 and September 17 caused by either Omicron strain or XBB strain, as
reported by Jinzhou CDC. The percentage of the susceptible who had protection awareness was 50%, and they could reduce
their infection rate by 50% through control measures such as increasing their social distance and wearing masks. By using of
least squares method, the specific percentages in Fig. 4 and the parameter values in Table 2, the fitting curves for Jinzhou
COVID-19 epidemic were performed with 6434 infection cases and 9 deaths as of September 17, 2023 in Fig. 5, of which 1711
infected cases with Omicron strain in yellow and 4723 infected cases with XBB strain in red were respectively derived. Then,
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Table 1
Weekly percentage of XBB strain for Jinzhou COVID-19 epidemic in 2023.

No. Date Percentage(%) No. Date Percentage(%) No. Date Percentage(%)

1 Apr 10 00.00 6 May 29 58.33 11 Jul 17 76.92
2 Apr 17 50.00 7 Jun 05 72.73 12 Aug 07 87.50
3 Apr 24 20.00 8 Jun 12 69.23 13 Aug 14 100.00
4 May 01 50.00 9 Jun 19 50.00 14 Aug 21 100.00
5 May 22 66.67 10 Jun 26 58.33

Fig. 3. Daily percentage of XBB strain using cubic spline interpolation and the surveillance data from Jinzhou CDC.

Fig. 4. Daily cases of Omicron strain and XBB strain for Jinzhou COVID-19 epidemic in 2023 using cubic spline interpolation.
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the relationship between the basic reproduction number R0 and the parameters (i.e., q, g) of protection awareness is
investigated in Fig. 6. If q and g are set to 0.9 and 0.1 respectively, the basic reproduction number is 1.61. If q and g are set to 0.1
and 0.9 respectively, the basic reproduction number is 0.30.
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Table 2
Parameter values for Jinzhou COVID-19 epidemic in 2023.

Parameter Value Source Parameter Value Source

L 190.0 Jinzhou Bureau of Statistics
(2016)

a 0.8700 (Fu et al., 2023; Li, Song, et al., 2022; Pilishvili et al., 2021; Tchoumi et al.,
2022; Thompson et al., 2021; Zou, Huang, et al., 2022)

b1 1.4689 � 10�7 Fitted a1 0.2500 Fitted
b2 2.7610 � 10�7 Fitted a2 0.4000 Fitted
q 0.5000 Fitted m1 0.0030 Guo and Li (2023)
g 0.5000 Fitted m2 0.0009 Fitted
4 0.0024 National Health

Commission of Jinzhou
(2021)

g1 0.1429 Fitted

m 2.5600 � 10�9 Jinzhou Bureau of Statistics
(2016)

g2 0.3333 Fitted

Fig. 5. Data fittings of Jinzhou COVID-19 epidemic (Left). Simulated deaths for Omicron strain and XBB strain as of September 17, 2023 (Right).
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4.3. Sensitivity analysis

The global sensitivity analysis using the Latin Hypercube Sampling (LHS) and Partial Rank Correlation Coefficients (PRCCs)
was performed to investigate the relationship between the parameters and the peak number of the infected of two-stain
SVEIR model, when the sample size was set to be 1000 and the p-value was set less than 0.01 in Fig. 7. The values of
PRCCs and their significance for all parameters on the peak number of the infected were shown in Table 3. Nine parameters
with stars played the key role on the peak number of the infected in Fig. 7. Especially, b2, a2, g2 associatedwith XBB strain took
the greater effects than b1, a1, g1 for Omicron strain, which reflected the greater infectivity of XBB strain. Meanwhile, the
parameters q and g associated with protection awareness of the susceptible had significant role for the control of the virus
spread.
5. Discussion

5.1. Investigation on transmission scenario

If the infection rates of two strains were increased by 50%, then the infection scales would be increased rapidly in Fig. 8. As
of September 17, the infection scales caused by XBB strain and Omicron strain were increased from baseline to 1,028,697 and
39,170, respectively. The corresponding deaths increased to 926 cases and 118 cases. If the mean incubation periods of two
strains were decreased by 50%, then the infection scales would be tripled in Fig. 8. As of September 17, the infection scales of
two strains were increased to 15,221 and 4289, respectively, and deaths were increased slightly, to 27 cases. Therefore, the
future strain with the larger infection rate or the smaller incubation period would cause the larger infection scale. Especially,
one infection rate increased, the risks of reseiving deaths enhanced a lot.
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Fig. 6. Contour plot of sensitivity of R0ðq; gÞ.

Fig. 7. The values of PRCCs and significance for the peak number of the infected to two-strain SVEIR model. (*) denoted that the PRCCs were significant.

Table 3
PRCCs values for the peak number of infected.

Parameter PRCC P-value Parameter PRCC P-value

L 0.0382 0.2300 a �0.1474 0.0000
b1 0.6752 0.0000 a1 0.1758 0.0000
b2 0.8575 0.0000 a2 0.2140 0.0000
q 0.6142 0.0000 m1 �0.0180 0.5712
g �0.6066 0.0000 m2 �0.0133 0.6768
4 �0.0397 0.2125 g1 �0.5725 0.0000
m 0.0090 0.7772 g2 �0.8350 0.0000
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5.2. Investigation on protection awareness

The percentage of susceptible without protection awareness and the protection efficiency against the infection scales of
two strains were investigated. The results showed that, as of September 17, the infection scales with Omicron strain increased
from 930 to 3186, the infection scales with XBB strain varied from 1534 to 15,181, as percentage of susceptible without
protection awareness increased from 0.4 to 0.6 in the first two graphs in Fig. 9. Let the protection efficiency be 0.3, 0.5, 0.7, the
infection scales for both strains dropped to hundreds of infection cases with the increasing of protection efficiency. So, the
enhancement of percentage of susceptible with protection awareness or the protection efficiency surppressed the infection
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Fig. 8. Simulation scales of infection cases (Left) and deaths (Right) by two-strain SVEIR model. 1.5b1, 1.5b2 (Top) and 0.5a1, 0.5a2 (Bottom).
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scales and deaths for the future strain. Moreover, the infection scale with positive combination control strategy for Omicron
strain declined from 1711 to 236, and for XBB strain decreased from 4723 to 154; while the infection scales with negative
combination strategy significantly increase for two stains in Fig. 9. Compared with the surveillance data, the saved infection
scales at least reach 1556 and 10,482 in Table 4. Further, the time that the public who produce protection awareness is
explored against the infection scale. If April 10 is set as the date for baseline, and protection awareness of the public is
produced on May 20, as of September 17, then the infection scale with Omicron strain increases from 1711 to 16,008, the
infection scales with XBB strain varies from 4723 to 160,062 in the top of Fig. 10. If protection efficiency varies with the time,
then the infection scales of two strains decrease in the bottom of Fig. 10.
5.3. Investigation on two-strain SVEIR model

In this study, two-strain SVEIR model describes the transmission mechanism of COVID-19, which is more consistent with
the real situation by introducing the exposed within the total population, compared to the model by Tchoumi et al. (Tchoumi
et al., 2022). The results of two-strain SVEIR model show that the incubation period of the exposed impacts on the infection
scale of the epidemic. Compared toWang's model in (Wang, 2022), the effect of vaccination is considered in two-strain SVEIR
model, because vaccine acts as the primary method of prevention and control after the closure of the dynamic zero-COVID
policy. Compared to Vashishth and Basaiti's model in (Vashishth & Basaiti, 2024), the protection awareness of the suscep-
tible is concerned, and the effect of protection awareness on the infection scale is then explored. As the consequences, the
results of this study show that, except for vaccination campaigns and non-pharmacological interventions, the time that the
public who produce protection awareness and the protection efficiency are also vital to the variations of infection scales.
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Fig. 9. Infection scales caused by Omicron strain (Left) and infection scales caused by XBB strain (Right) for four-type control strategies.
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6. Conclusion

In this study, a two-strain SVEIR model with protection awareness is developed. The first consideration is that the
expression for the basic reproduction number was calculated using the next generation matrix method. The disease-free
equilibrium point of the two-strain SVEIR model is proved to be locally asymptotically stable and globally asymptotically
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Table 4
Infection scales of Jinzhou COVID-19 epidemic with four strategies in 2023.

Strategy Impact q g Omicron-strain XBB-strain

Fitteda Savedb Will savec Fitted Saved Will save
Baseline control e 0.5 0.5 1711 e e 4723 e e

Separate control (q) Negative 0.6 0.5 3186d 1556 e 15,181 10,482 e

Positive 0.4 0.5 930 e 700 1534 e 3165
Separate control (g) Negative 0.5 0.3 5925 4295 e 47,904 43,205 e

Positive 0.5 0.7 515 e 1115 540 e 4159
Combination control (q and g) Negative 0.6 0.3 8499 6869 e 90,249 85,550 e

Positive 0.4 0.7 236 e 1394 154 e 4545

a Fitted is referred as infections by SVEIR model. b Saved is meant for the difference between simulated infection and surveillance data. c Will saved is
denoted by the difference between surveillance data and simulated infection. d As of September 17, the surveillance data for Omicron strain is 1630, and the
surveillance data for XBB strain is 4699. 1556 ¼ 3186 � 1630.

Fig. 10. Infection scales caused by Omicron strain (Left) and infection scales caused by XBB strain (Right). The time that the public who produce protection
awareness is shifted away 20 days, 30 days and 40 days from April 10 with baseline (Top). The protection efficiency varies with three-part phase, two-part phase
and baseline phase (Bottom).
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stable when R0 <1 was valid. Then the SVEIR model admits an infection equilibrium point for first-strain when R1
0 >1 held,

and also has an infection equlibrium point for second-strain when R2
0 >1 holds. Meanwhile, when R1

0 >1 and R2
0 >1 hold,

there exists an interior equilibrium point when both strains are prevalent simultaneously. Further, the global asymptotic
stability of the interior equilibrium point is proved using Lyapunov function and LaSalle's invariance principle. In addition, the
Lyapunov-LaSalle theorem is also used to show the property of competitive exclusion of the SVEIR model with one dominant
strain.
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The interactions of the virus transmission against human behaviors are explored by analyzing the impacts of protection
awareness among the population of Jinzhou City. Using the percentages of both strains in Fig. 2 and daily infections of Jinzhou
COVID-19 epidemic from 10 April to 17 September of 2023, the two-strain SVEIR model is used to fit the tendencies of
Omicron strain and XBB strain. The infection scale of XBB strain gradually exceeds and dominates in the transmission, the
competitive exclusion relationship for both strains of Jinzhou COVID-19 epidemic within five months occurred in Fig. 4. Data
fittings and parameter estimations are performed by least squares mathed in Fig. 5. The simulation result shows that the
percentage of the susceptible without protection awareness is positively correlated with the basic reproduction number (i.e.,
R0), and that the enhancement of the protection efficiency of the susceptible leads to the reduction of the basic reproduction
number (i.e., R0) in Fig. 6. Meanwhile, using the PRCC global sensitivity analysis, the parameters associated with XBB strain
presents the greater impacts on the peak of the infected, compared to those with Omicron strain in Fig. 7, and the parameters
associated with protection awareness also played an significant role on the peak of the infected. If the infection rates are
increased by 50%, then the infection and death scales will increase significantly. If the incubation periods are decreased by
50%, then the similar tendency is presented in Fig. 8. If the protection awareness campaigns are strengthened and self-
protection measures of the individuals were increased, then the infection scales will be effectively controlled, which are
supported by the numerical simulations in Fig. 9. Especially, if the time that the public who produce protection awareness
become earlier, or, if protection efficiency varies with time during the epidemic, then the infection scales of two strains will
decrease, as illustrated by the results in Fig. 10. To control the infection scale, according to the current situation of medical
sources in the given region, we recommend that the officials from public health agents to promote the establishments of the
self-protection measures such as wearing masks, increasing social distance and prompt self-disinfection.
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