
INTRODUCTION

Coronaviruses are enveloped, positive stranded RNA
(+ssRNA) viruses. As the name indicates, from Latin co-

rona meaning “crown”, they have a characteristic crown-
like shape when viewed under an electron microscope due
to the presence of spike proteins on the envelope (Masters
and Perlman, 2013; Li, 2016). They are known as causative
agents for respiratory and enteric, as well as hepatic and
neurologic diseases in animals and humans (Corman et al.,
2018; Cui et al., 2019). Coronaviruses belong to the Ribovi-

ria realm, Nidovirales order, Cornidovirineae suborder, and
Coronaviridae family (International Committee on Taxon-
omy of Viruses, 2020).

In December 2019, an outbreak of pneumonia of unknown
aetiology in Wuhan, China was reported (ProMED-mail,

2019). It was later found to be a novel coronavirus (Zhou et

al., 2020), which has had a pandemical spread around the
world causing a disruption of our everyday life (Kumar et

al. 2021). The virus, now known as severe acute respiratory
syndrome coronavirus 2 (SARS-CoV-2), the causative
agent of coronavirus disease 2019 (COVID-19), belongs to
coronaviruses’ Orthocoronavirinae subfamily’s one of four
genera: Betacoronavirus. The full name of the species is Se-
vere acute respiratory syndrome-related coronavirus. Other
significant viruses known for causing epidemics of severe
respiratory syndrome in humans from the same genera are
SARS-CoV (severe acute respiratory syndrome coronavi-
rus) and the MERS-CoV (Middle East Respiratory Syn-
drome Coronavirus) (Holmes and Rambaut, 2004; de Groot
et al., 2013; International Committee on Taxonomy of Vi-
ruses, 2020). The size of SARS-CoV-2 is described to be
approximately 0.1 ìm in diameter: 70–90 nm by Kim et al.
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The prevention of COVID-19, caused by SARS-CoV-2, involves reducing transmission of infec-
tious respiratory droplets and aerosols with different methods, including the use of face masks.
There have been a variety of studies published about the effectiveness of face masks — they
have been recognised as an inexpensive yet expedient prevention method. In this research we
aimed to investigate the microbial contamination of used face masks and to compare the results
based on mask usage time to determine the efficiency of facial mask use against COVID-19. Mi-
crobiological contamination of 51 used face masks was analysed by the imprinting method on
suitable cultivation agars and colony forming units were determined. The majority of microorgan-
isms found in our study were those of normal human skin and respiratory tract microbiota. A
greater number of bacterial species was found on the outsides of the facial masks, which further-
more increased with prolonged usage time. We conclude that face mask use is effective in both
detaining excreted microorganisms as well as protecting the wearer from microbes in the air, and
therefore, should be implemented in the prevention strategies of respiratory diseases. Further-
more, our results show the importance of correct facial mask usage by their contamination with a
spectrum of microorganisms.
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(2020), 66–81 nm by Park et al. (2020), 60–140 nm by Zhu
et al. (2020).

The virus is thought to spread mainly via respiratory drop-
lets and aerosols (WHO, 2020), excreted by asymptomatic
or symptomatic individuals infected by the virus (Cascella
et al., 2022). The release of variably sized respiratory drop-
lets possibly containing infectious agents can happen during
breathing, speaking, coughing, and sneezing (Asadi et al.,
2019; Alsved et al., 2020; Echternac et al., 2020, Edwards
et al., 2021).

Respiratory droplets are usually divided into large droplets
(< 5 �m in diameter) that fall to the ground after a brief pe-
riod, and small droplets (� 5 �m in diameter) that can evap-
orate into 'droplet nuclei' and as such reside in air for a lon-
ger time (WHO, 2014).

The droplets produced by sneezing are quite large in diame-
ter, approximately ~100 �m (Han et al., 2013). However,
the diameter of droplet nuclei produced by coughing is dis-
tributed between 0.58 to 5.42 �m, with the majority being
in sizes 0.74–2.12 �m (Yang et al., 2007). Similar results
have been described by Johnson et al., 2011.

More and more research about COVID-19 airborne trans-
mission has emerged. In studies by Hawks et al. (2021) and
Port et al. (2022), efficient transmission of SARS-CoV-2
among hamsters via particles smaller than 5 µm in diameter
was detected.

SARS-CoV-2 genes have been detected in aerosol particles
that range in diameter between < 0.25 and 1 �m (Liu et al.,
2020) as well as 1–4 �m and > 4 �m (Chia et al., 2020).

For comparison, it is known that the average volume of
many bacteria ranges between ~0.4–3 µm3 (Levin and
Angert, 2015). The diameter of common spherical bacteria
is approximately 0.2–2.0 µm, for example, Staphylococci

are about 0.5 to 1.5 �m in diameter (Götz et al., 2006).

The prevention of COVID-19, caused by SARS-CoV-2, has
been one of the most topical subjects for scientists as well
as general population since the pandemic began early in
2020 (WHO, 2020; Kumar et al. 2021). The prevention
methods and infection control measures stated by the World
Health Organisation (WHO, 2020) include social distanc-
ing, hand hygiene, adequate indoor ventilation systems, re-
spiratory etiquette, avoidance of touching one’s face, test-
ing, contact tracing, quarantine, and isolation. The use of
face masks is named by the WHO as one of the most signif-
icant methods of preventing COVID-19 transmission. Face
masks are masks that cover the user's nose and mouth. A
predecessor of the face masks we use nowadays — a gauze
mask was first introduced by Johann von Mikulicz Radecki
in 1897. Since then, the manufacturing, the use and the un-
derstanding of face masks has greatly evolved (Gandhi et

al., 2020; Matuschek et al., 2020). Face masks are com-
monly used for protection from respiratory infections as a
physical barrier against potentially infectious droplets (Jef-
ferson et al., 2009). It is known that the face masks show

their protective abilities in two main aspects — source con-
trol (protecting others from the infected wearer) and wearer
protection (protecting the wearer from inhalation of infec-
tious agents) (WHO, 2020).

In April 2020, the WHO issued recommendations for face
mask use among health care workers and symptomatic, ill
individuals, whereas the use of masks by healthy individu-
als in the community setting was not supported (WHO,
2020). In June 2020, the WHO updated the recommenda-
tions for face mask use, encouraging face mask use for the
general public, in vulnerable populations, in crowded living
or working conditions, and public settings (WHO, 2020).
The use of face masks has been suggested or even manda-
tory required during peaks of disease in many countries
(Yan et al., 2021).

The aim of this study was to investigate the microbial, pri-
mary bacterial, contamination of used face masks to deter-
mine the efficacy of facial mask use against COVID-19
with a bacterial model. We also aimed to compare the re-
sults based on mask usage time.

MATERIALS AND METHODS

In this study, 51 used face masks were analysed by using a
bacterial model in the laboratory of Rîga Stradiòð Univer-
sity Department of Biology and Microbiology.

Face masks. In this research, two different types of face
masks were included — 49 surgical masks and two cloth
masks. Inclusion criteria were: surgical or cloth face masks
used for at least one hour.

Exclusion criteria were: respirators and other types of face
coverings; damaged face mask. The used face masks were
gathered from Rîga Stradiòð University staff and students
voluntarily. The usage time for each mask was inquired. Af-
ter obtaining each mask, it was immediately transported to
the laboratory in a sterile plastic bag. Five unused sterile
face masks were used as a negative control.

Imprinting and cultivation. The two sides of the face
masks were separately imprinted (Gund et al., 2021) on
sterile blood agars (TSA, Oxoid™, Basingstoke, United
Kingdom) plus 6% sterile sheep blood). The inner part of
the face mask (which was exposed to the skin, mouth and
nose of the research participant during use) was imprinted
on one sterile solid blood agar plate. The outer part (which
was exposed to the external environment during use) was
then imprinted on another sterile solid blood agar plate. The
imprinting was carried out in aseptic conditions to avoid
contamination with microorganisms in the air. The samples
were then incubated for 48 hours at 37 °C.

Bacterial growth evaluation and identification of bacte-

ria. The number of colony-forming units (CFU) was calcu-
lated by an automatic colony counter (Scan® 300, Intersci-
ence, France). Morphological growth evaluation of the
colonies was executed to determine the variety of bacteria
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found on the plates. The morphological parameters that
were examined were colony size, colony shape, colour. A
pure culture was obtained from each colony. The obtained
pure cultures were stained using the Gram stain method and
evaluated by microscopy (Nikon Eclipse E200, Japan).
Identification of bacteria was perfomed using the automated
VITEK2 method (Compact 30 bioMérieux, Marcy-l’Étoile,
France).

Fungal growth evaluation. All of the face masks in this re-
search were also tested for fungal growth. The inner and
outer part of the face masks were imprinted on separate Sa-

bouraud CAF agars (Liofilchem®, Italy). The plates were
incubated in 25 °C for five days. After incubation, the
number of CFU was calculated manually. Morphological
growth of fungi was evaluated to determine the growth of
the two basic fungal morphological forms, yeasts and hy-
phae. For further evaluation, the yeast colonies were col-
oured with methylene blue and microscoped.

Statistical analysis. The collected data was entered in Mi-
crosoft Excel and then statistically analysed using IBM
SPSS Statistics 27. The data was skewed in most of the
variable groups. The Wilcoxon test was applied to compare
the insides to the outsides of the used face masks to test for
significant differences in bacterial richness (species
number) and counts of colony forming units, considering
that both sides of these masks came from one user. The
Mann–Whitney-U test was applied for comparing bacterial
richness and counts of colony forming units separately on
the outsides and insides of used face masks after dividing
them into two groups based on the usage time — (1) masks
used no more than two full hours and (2) masks used more
than two hours. Statistical significance was assumed if the p
value was less than or equal to 0.05.

RESULTS

Bacterial colonisation of the face masks. Bacterial coloni-
sation was detected on all 51 of the used face masks, both
on the inside and outside (Fig. 1). Microorganisms were not
found on any of the control group masks.

The majority of microorganisms found were those of nor-
mal human skin and respiratory tract microbiota, although
extraneous microorganisms were also found. Overall, the
most commonly found bacteria were Gram-positive bac-
teria — Staphylococcus spp. — found on 100% of the face
masks (n = 51), followed by Micrococcus spp. found on
96% of the face masks (n = 49).

Other Gram-positive bacteria found were Kocuria spp.,
Granulicatella spp., Enterococcus spp. The most frequently
found Gram negative bacteria were Sphingomonas spp. —
found on 63% (n = 32) of the face masks, followed by
Moraxella spp. (47%, n = 24) and Pseudomonas spp. (37%,
n = 19). Other Gram-negative bacteria detected were
Rhizobium spp., Aeromonas spp., Pasteurella spp., and
Acinetobacter spp. (Table 1).

Bacterial species richness on the outsides and insides of

the used face masks. Tables 2–3 display bacteria, divided
by genus, found on the face masks (Tables 2, 3). The me-
dian species number (Q1–Q3) of different bacterial colonies
found on the outsides of the used face masks was 7 (5–10).
The median on the insides was 4 (2–6). A Wilcoxon
signed-rank test indicated that this difference in bacterial
richness comparing outsides to the insides of used face
masks was statistically significant, z = –5.328, p < 0.001
(Fig. 2).

Count of CFU on the outsides and insides of the used

face masks. The median (Q1–Q3) count of CFU found on
insides was 6.4 (2.8–8.2) × 102. The median count of CFU
on the outsides was 1.8 (0.8–2.8) × 102. Count of CFU on
the insides statistically significantly higher than on the out-
sides (Wilcoxon signed-ranks test, z = –5.582, p < 0.001)
(Fig. 3).

Fig. 1. Sheep blood agars after cultivation for comparison of outside and
inside of one of the used face masks.

Table 1. Bacterial contamination of the used face masks

Gram
stain

Identified genera Identified species
(in alphabetical

order)

Amount of
colonised face

masks

Gram
positive

Staphylococcus spp. S. aureus

S. capitis

S. epidermidis

S. haemolyticus

S. hominis hominis

S. lugdunensis

S. saprophyticus

S. warneri

100% (n = 51)

Micrococcus spp. M. luteus 96% (n = 49)

Kocuria spp. K. kristinae

K. rosea

51% (n = 26)

Granulicatella spp. G. elegans 16% (n = 8)

Enterococcus spp. E. casseliflavus

E. columbae

14% (n = 7)

Gram
negative

Sphingomonas spp. S. paucimobilis 63% (n = 32)

Moraxella spp. 47% (n = 24)

Pseudomonas spp. P. fluorescens

P. oryzihabitans

P. stutzeri

37% (n = 19)

Rhizobium spp. R. radiobacter 22% (n = 11)

Aeromonas spp. A. salmonicida 22% (n = 11)

Pasteurella spp. P. multocida 6% (n = 3)

Acinetobacter spp. A. lwoffi 4% (n = 2)
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Comparison of bacterial colonisation depending on the

usage time. The results were divided and compared in two
groups based on the face mask usage time: (1) usage time
no more than two full hours, (2) usage time three and more
hours. The outsides and insides of the face masks were ana-
lysed separately. The median (Q1–Q3) CFU on the outsides
of the used face masks with usage time no more than two
full hours was 1.4 (0.7–2.7) × 102, whereas in the group of
usage time three and more hours — 2.2 (0.8 – 3.8) × 102.
The difference was statistically not significant (Mann–
Whitney U = 267.500, p = 0.286).

A Mann–Whitney U test also showed that the count of CFU
on the insides was not significantly greater for the masks
used more than two hours (Mdn = 7.0 (2.9–8.3) × 102) than
for the masks used no more than two hours (Mdn = 6.1
(2.6–7.8) × 102), U = 282.000, p = 0.428 (Fig. 4). A
Mann–Whitney U test indicated that the bacterial richness
on the outsides of the face masks was significantly greater
for masks used more than two hours (Mdn = 8.0 (7.0–11.5)
× 102) than for the masks used no more than two hours
(Mdn = 6.0 (5.0 – 8.0) × 102), U = 209.500, p = 0.029. The
bacterial richness on the insides was not significantly
greater for masks used more than two hours (Mdn = 6.0
(2.3–6.8) × 102) than for the masks used no more than two
hours (Mdn = 4.0 (2.0–5.0) × 102), Mann–Whitney U=
249.000, p = 0.148 (Fig. 5).

Fungal colonisation. Overall fungal colonisation was de-
tected on 62.7% (n = 32) of the facial masks. On the used
face masks, moulds were more commonly detected. Moulds
were found on the outsides of 19 masks and on the insides
of 11 masks. Yeasts were found on the outsides of 11 masks
and on the insides of 14 masks. On the outsides of the used
face masks, fungal colonisation was found on 54.9% (n =
28) whereas on the insides on 51.0% (n = 26) of the face
masks. A McNemar test showed no statistically significant

Fig. 2. Number of bacterial species on the outsides and insides of used face
masks.

Fig. 3. CFU on the outsides and insides of used face masks.

Table 2. Bacteria found on the outsides of the used face masks

Bacteria found on the
outsides of the face

masks

Number of face masks
on which the bacteria

were found

% of masks with the
found bacteria

Staphylococcus spp. 51 100.0

Micrococcus spp. 48 94.1

Sphingomonas spp. 30 58.8

Kocuria spp. 25 49.0

Pseudomonas spp. 19 37.3

Moraxella spp. 15 29.4

Aeromonas spp. 8 15.7

Rhizobium spp. 8 15.7

Granulicatella spp. 7 13.7

Enterococcus spp. 7 13.7

Pastereulla spp. 3 5.9

Acinetobacter spp. 1 2.0

Table 3. Bacteria found on the insides of the used face masks

Bacteria found on the
insides of the face

masks

Number of face masks
on which the bacteria

were found

% of masks with the
found bacteria

Staphylococcus spp. 51 100.0

Micrococcus spp. 30 58.8

Moraxella spp. 15 29.4

Kocuria spp. 9 17.6

Pseudomonas spp. 6 11.8

Sphingomonas spp. 5 9.8

Granulicatella spp. 4 7.8

Rhizobium spp. 4 7.8

Aeromonas spp. 3 5.9

Acinetobacter spp. 1 2.0

Fig. 4. CFU on the outsides and insides of used face masks comparing by
the usage time.

94 Proc. Latvian Acad. Sci., Section B, Vol. 78 (2024), No. 1.



differences with fungal growth incidence, comparing the
outsides to the insides (p = 0.754). A Wilcoxon test indi-
cated no significant difference in the count of CFU on the
outsides (Mdn = 3.5 (Q1 = 1.0 – Q3 = 9.0) compared to in-
sides (Mdn = 2.0 (Q1 = 1.0 – Q3 = 4.0), z = –1.162, p =
0.245. A Wilcoxon test showed no significant difference in
the richness of fungal colonies on the outsides (Mdn = 2.0
(Q1 = 1.0 – Q3 = 2.0) compared to insides (Mdn = 1.0 (Q1 =
1.0 – Q3 = 2.0), z = -0.894, p = 0.371.

DISCUSSION

There have been many studies investigating the protective
properties of face mask use in respiratory infection trans-
mission especially in the COVID-19 aspect. In a meta-
analysis by Chu et al., 2020, it was found that face mask
use could “result in a large reduction in risk of infection,
with stronger associations with N95 or similar respirators
compared with disposable surgical masks or similar”, how-
ever, face masks alone do not have cogent and sufficient
protective properties for complete prevention of infection
transmission. Worby and Chang (2020) with the help of
mathematical modelling showed that wearing face masks
can reduce total infections and deaths from COVID-19, de-
spite their imperfect protective effect. A systematic review
and meta-analysis (Liang et al., 2020) suggested that mask
use provided a significant protective effect and could reduce
the risk of respiratory virus infection by 80% for health-care
workers and 47% for non-healthcare workers. Another
study (Wang et al., 2020) found that face masks were 79%
effective in preventing transmission in households in Bei-
jing, China with at least one laboratory confirmed SARS-
CoV-2 infection, if they were used by all household mem-
bers prior to symptom onset. Various face masks (cotton,
surgical, N95) have been proved to effectively limit the
transmission of respiratory droplets and aerosols containing
SARS-CoV-2, but the masks could not completely block
the virus transmission (Ueki et al. 2020). Other academic
studies have also shown face mask use as a relevant and
constitutive prevention method for COVID-19 (Brooks et

al., 2020; Leung et al., 2020; Zhang et al., 2020; Cheng et

al., 2021).

The protection that the face masks can provide in retaining
excreted microorganisms was well shown in the bacterial
colony forming unit count difference — on the insides of
the used face masks it was three times greater than for out-
sides of the same masks. These findings coincide with an-
other study (Park et al., 2022), where the count of CFU was
significantly higher on the face-side of the face masks.

The most commonly found bacteria were Gram positive
cocci — Staphylococci, that are about 0.5 to 1.5 �m in di-
ameter (Götz et al., 2006), and Micrococcus spp., for exam-
ple, M. luteus that were 0.5 to 3.5 �m in diameter (Rakha-
shiya et al., 2015). Comparing the commonly found
bacteria size in diameter to the diameter of previously de-
scribed respiratory particles, we can estimate that if the face
masks have the ability to withhold on their surface the bac-
teria, they should retain the respiratory droplets and aerosols
of the same size containing viruses such as COVID-19.

Other similar studies evaluating microbial contamination
showed some similarities and differences of the found mi-
crobial spectrum. The most often found bacteria in this
study — Staphylococcus spp. — were found in other studies
as well in multiple occasions. In a study where face masks
used by surgeons were investigated (Delanghe et al., 2021)
the most common bacteria were Bacillus spp., Staphylococ-

cus spp. and Acinetobacter spp. Other studies reported the
most isolated bacteria from face masks to be Staphylococ-

cus spp. and Pseudomonas spp. (Liksamijarulkul et al.,
2014) or E. coli and S. aureus (Monalisa et al., 2017).

In our study, the majority of found microorganisms on the
used face masks — members of Staphylococcus spp.,
Micrococcus spp., Kocuria spp., and Granulicatella sp. —
are those of normal human skin and respiratory tract micro-
biota (Aas et al., 2005; Hetem et al., 2017; Kandi et al.,
2016). These were also found mainly on the insides of the
used face masks. The outsides of the masks contained more
environmental microbes, such as members of Sphingo-

monas spp., Pseudomonas spp., Rhizobium spp., Aeromonas

spp., and Pasteurella spp., which can cause opportunistic
infections (Leys et al., 2004; Lai et al., 2004; Pepper and
Gerba, 2009; Batra et al., 2016; Hasan and Hug, 2022). Of
course, it is also important to note the possibility of oppor-
tunistic infection from normal microbiome members, espe-
cially, in immunocompromised persons. The finding of
common but potentially pathogenic bacteria like S. aureus

and S. saprophyticus that were detected in our research has
also been described in a study by Park et al., 2022. In some
cases, extraneous microorganisms were also found, for ex-
ample, one of the face masks on the outside contained Ente-

rococcus columbae, which has been previously isolated
from pigeon’s intestinal tract (Dolka et al., 2020).

As the insides showed mostly normal microbiota, whereas
the outsides — more extraneous microorganisms, these data
indicate the mask’s ability to retain exhaled microorganisms

Fig. 5. Bacterial species number on the outsides and insides of used face
masks compared by the usage time.
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on the insides and suggest the contamination from environ-
ment on the outsides of face masks. In cases when bacteria
that is normally found in the environment was detected on
either side of the face masks, we should also consider im-
proper mask use, for example, touching the mask with un-
washed hands, as a transmission possibility for these
microbes. These findings coincide with the WHO recom-
mendations of correct face mask use, emphasising the im-
portance of appropriate face mask use, storage and disposal
for their maximum effectiveness and reduced transmission
risk (WHO, 2020). It is important to note a limitation in this
study that could have affected the results — the study did
not record whether the mask wearer was aware of the
recommendations for correct use of the mask and whether
they had followed it.

When comparing the groups of face masks used no more
than two hours to masks used more than two hours, we ex-
pected that both the count of CFU and the bacterial variety
would increase on both sides of the face masks. Even
though a tendency for increased count of CFU over usage
time was observed, there was no statistically significant dif-
ference of CFU found on the insides and outsides of the
used face masks comparing the groups of masks used no
more than two hours versus those used more than two
hours. This result could be explained by the small number
of masks and the usage time difference distribution we
chose for comparison. For the continuation of the study, we
should evaluate masks with more different usage time.

The bacterial variety on the outsides was significantly
higher comparing face masks used more than two hours ver-
sus those used no more than two hours, whereas on the in-
sides a statistically significant difference was not proven.
Once more, these results demonstrate the ability of the face
masks to retain microorganisms that people excrete when
they speak, breathe, cough — the microbiome of the mask
user’s skin, oral cavity and upper respiratory tract is inalter-
able. The increased bacterial species richness on the out-
sides with prolonged usage time furthermore indicates the
risks of how inappropriate face mask use could increase the
risk of potentially pathogenic microorganism transmission.
These findings emphasise the importance of appropriate
face mask use and disposal to ensure their effectiveness and
reduce increased transmission of pathogenic and potentially
pathogenic bacteria as well as SARS-CoV-2.

In this study we also tried to analyse the difference between
simple surgical masks versus cloth masks. Unfortunately,
the group with cloth masks was significantly smaller, due to
the fact that those who wore it did not want to donate it to
research. We included cloth masks in the study, however
due to this small sample size of cloth masks, we decided to
not divide the cloth masks into a separate group when ana-
lysing the results. However, the few samples showed that
the microbial colonisation on the cloth masks was quite re-
markable. An explanation for this might be that cloth masks
were more often used inappropriately, with taking them off
and putting back on more than once as well as washing
them rarely. As a limitation in this study, we should also

note that we could not follow whether or not the recommen-
dations for correct face mask use were respected by the
research subjects.

With the bacterial model we can clearly demonstrate the
face mask ability to reduce the transmission of excreted mi-
croorganisms. A limitation of this study was the difference
in bacterial sizes and the respiratory droplet nuclei, as their
diameters can vary. There are newly published and still on-
going studies about the sizes of aerosol particles in which
SARS-CoV-2 can be found. A growing amount of data
proving COVID-19 transmission with aerosol particles is
available, showing the need for better comparison of bacte-
ria and the respiratory droplets to fully apply results about
bacterial contamination to SARS-CoV-2. By comparing the
data obtained in our study with previous studies, we con-
cluded that the effectiveness of the masks is significant, but
further research is needed on the shortcomings of the
masks.

CONCLUSIONS

The most commonly found microorganisms on used face
masks were members of normal microbiota — Staphylococ-

cus spp., and Micrococcus spp. Extrinsic microorganisms
were also found, more commonly on the outsides. More
CFU were detected on the insides of the face masks than on
the outsides, reflecting the ability of facial masks to detain
excreted microorganisms. The outsides of face masks con-
tained a wider variety of bacterial species, furthermore, the
bacterial species number increased over usage time on the
outsides on the face masks but not on the insides. These re-
sults emphasise the importance of correct facial mask usage
showing that inappropriate face mask use increases the risk
of potentially pathogenic microorganism transmission.
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SEJAS MASKU LIETOÐANAS EFEKTIVITÂTE COVID-19 TRANSMISIJÂ, IZMANTOJOT BAKTERIÂLU MODELI

SARS-CoV-2 izraisîtâs Covid-19 slimîbas profilakse ietver infekciozo respiratoro pilienu un aerosolu pârneses samazinâðanu ar daþâdâm
metodçm, tostarp sejas masku lietoðanu. Par sejas masku iedarbîgumu publicçti daþâdi pçtîjumi – tâs atzîtas par lçtu, taèu lietderîgu
profilakses metodi. Ðî pçtîjuma mçríis bija izpçtît lietoto sejas masku mikrobiâlo piesâròojumu un salîdzinât rezultâtus pçc masku
lietoðanas laika, lai noteiktu sejas masku lietoðanas efektivitâti Covid-19 infekcijas profilaksei. Tika izpçtîta 51 lietota sejas maska, ar
nospiedumu metodi, veicot uzsçjumus uz atbilstoðiem kultivçðanas agariem un nosakot koloniju veidojoðo vienîbu skaitu. Lielâkâ daïa
atrasto mikroorganismu bija normâlas cilvçka âdas un elpceïu mikrobiotas pârstâvji. Lietoto sejas masku ârpusç tika konstatçta lielâka
baktçriju sugu daþâdîba, turklât tika secinâts, ka to palielinâja ilgâks lietoðanas laiks. Secinâjâm, ka sejas maskas lietoðana ir efektîva gan
izdalîto mikroorganismu aizturçðanâ, gan valkâtâja pasargâðanâ no gaisâ esoðiem mikrobiem, tâpçc tâ bûtu jâiekïauj elpceïu slimîbu
profilakses stratçijâs. Tomçr mûsu rezultâti uzsver arî pareizas sejas maskas lietoðanas nozîmi, uzrâdot masku piesâròojumu ar daþâdiem
mikroorganismiem.
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