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Abstract: The rapid identification of bacterial antibiotic susceptibility is pivotal to the rational
administration of antibacterial drugs. In this study, cefotaxime (CTX)-derived resistance in Salmonella
typhimurium (abbr. CTX"-S. typhimurium) during 3 months of exposure was rapidly recorded using
a portable Raman spectrometer. The molecular changes that occurred in the drug-resistant strains
were sensitively monitored in whole cells by label-free surface-enhanced Raman scattering (SERS).
Various degrees of resistant strains could be accurately discriminated by applying multivariate
statistical analyses to bacterial SERS profiles. Minimum inhibitory concentration (MIC) values
showed a positive linear correlation with the relative Raman intensities of Ig9q/I1345, and the R?
reached 0.9962. The SERS results were consistent with the data obtained by MIC assays, mutant
prevention concentration (MPC) determinations, and Kirby-Bauer antibiotic susceptibility tests (K-B
tests). This preliminary proof-of-concept study indicates the high potential of the SERS method to
supplement the time-consuming conventional method and help alleviate the challenges of antibiotic
resistance in clinical therapy.

Keywords: antimicrobial resistance; surface enhanced Raman scattering; rapid detection; label-free;
minimum inhibitory concentration; Salmonella typhimurium

1. Introduction

Since antibacterial agents were discovered in the 1920s, antibiotics have had signifi-
cance in inhibiting infectious diseases and protecting human health. However, antibiotics
are a double-edged sword. Excessive antibiotic abuse has led to the emergence of drug-
resistant strains, which have had serious consequences worldwide [1,2]. Antimicrobial
resistance (AMR) reduces the selectivity of drugs and increases the difficulty of clinical
treatments, which place physical and economic burdens on patients [3].

In times of increasing AMR, the rapid inspection of pathogens and its AMR are crucial
for determining the optimal timing of treatment and administrating antibiotics to patients.
Currently, conventional methods for determining the sensitivity of bacteria to antibiotics
mostly depend on measuring the changes in microbial proliferation in response to drugs.

Such “biological assays” have inevitably taken time, ranging from days for fast-
growing bacteria to weeks for slow growers [4]. Therefore, there is an urgent need to
develop a novel method for the rapid identification of antibiotic-resistant pathogenic
bacteria in the clinic. Raman spectroscopy is a so-called “fingerprint” spectrum that
has provided a new method for the rapid detection and discrimination of bacteria in
microbiological analyses [5-8].
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Bacteria can be divided into different species or subspecies according to factors, in-
cluding their colonial morphology, bacterial shape, cell wall characteristics, nutritional
properties, serological reaction, physiological and biochemical styles, and genotypes. Based
on these differences in the chemical structures and components of microbial cells, Raman
scattering provides a whole-cell and specific vibration spectroscopic fingerprint of bacteria
in a label-free and non-destructive manner, allows the rapid screening of samples, and
provides an abundant ensemble of molecular vibrations.

With the development of nanotechnology in the last two decades, surface-enhanced
Raman scattering (SERS) technology achieved a sensitivity that enables Raman signals to
be obtained at the single-cell or even monomolecular level [9-14]. This level of sensitivity
means that collecting a small number of bacteria is sufficient to obtain reliable Raman
signals [12,15]. In this way, tedious bacterial cultivation could be reduced, and the time
for pathogenic bacteria analysis could be increased. Due to the improvement in intrin-
sic sensitivity, SERS has been successfully applied for the identification of pathogens
in real samples collected from sources, including bodily fluids, drinking water, and
the environment [16-22].

Recently, research areas have been further expanded to explore the metabolic changes
or molecular targets in bacterial cells exposed to antibiotics, heavy metals, and other drugs
using Raman technology [23-31]. Some researchers have proposed using the concepts
of a “Raman phenotype,” “Raman profile,” or “Ramanome” combined with multivariate
statistical analyses to distinguish drug-resistant and sensitive bacteria based on the whole-
cell responses to drugs [26-29,32-36].

Acquiring resistance in a bacterial population is a relatively long procedure in which
bacterial cells are gradually mutated, and the structures and molecules are changed. Finally,
resistant cells develop in the dominant population exposed to drugs. In the induction
procedure, it remains unclear whether these dynamic structural alterations can be rapidly
reflected on the Raman spectrum. Addressing this question will provide a means to
rapidly identify the drug-resistant bacteria, predict the resistant trends, and elucidate the
mechanisms underlying the resistance.

For this purpose, we applied a portable Raman spectrometer to dynamically monitor
the population of Salmonella typhimurium with or without antibiotics and rapidly iden-
tified their antibiotic-resistant characteristics. Therefore, cefotaxime (CTX)-susceptible
S. typhimurium ATCC 14028 strains (abbr. CTX®-S. typhimurium) were co-cultivated with
CTX, a commonly used antibiotic in the clinic, to mutate and screen CTX-resistant strains
(abbr. CTX"-S. typhimurium) for 3 months.

SERS technology has been used to accompany screening processes to rapidly and
dynamically monitor the differences between antibiotic-resistant strains and susceptible
strains in label-free manners. Subsequently, the vibration changes reflected in the Raman
profiles were analyzed to explore the molecular targets of antibiotic action. Finally, SERS
methodology was approved by identifying the results collected by Kirby-Bauer antibiotic
susceptibility tests (K-B tests), minimum inhibitory concentration (MIC) determinations,
and mutant prevention concentration (MPC) tests.

The results showed that the sample preparation and SERS collection were finished in a
few hours, which indicated its rapid diagnostic ability. The antibiotic-resistant strains could
be easily and accurately discriminated with susceptible strains using the SERS method
combined with multivariate statistical analyses. It showed high sensitivity and accuracy in
the identification of drug-resistant bacteria, investigation of the drug effects on bacteria,
and exploration of the antibiotic mechanisms. This research can help mitigate the rising
challenges of antimicrobial resistance and excessive misuse of antibiotics.

2. Results and Discussion
2.1. Mutation and Identification of Drug-Resistant Strains

S. typhimurium ATCC 14028 is a quality control strain that is commonly used in
antimicrobial susceptibility tests. CTX is a third-generation cephalosporin that is widely
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used to treat Gram-negative bacterial infections in the clinic. In this study, the multidrug
resistant S. typhimurium strain (CTX"-S. typhimurium) was the fifth round of mutants derived
from S. typhimurium ATCC 14028 after step-by-step exposure to incremental amounts of
CTX (Figure 1).
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Figure 1. Schematic diagram of mutant induction and SERS detection.

Initially, the CTX MIC of S. typhimurium ATCC 14028 was 0.5 pg-mL~!, which was
lower than the interpretation standard (1 pg-mL 1) of the drug sensitivity test results, indi-
cating the susceptible characteristics of the strain. The CTX MPC of sensitive S. typhimurium
was 2 pg-mL~! because there was no bacterial growth on the plates as the concentration of
CTX reached 2 pug-mL~! in MPC tests. To induce the antibiotic-resistant strains, the initial
screening concentration of CTX-containing plates was set at 1 pg-mL~!, which was half the
MPC value of the susceptible strains.

At this concentration, most of the susceptible strains were killed by CTX, and only a
small portion of bacterial cells survived and “mutated” to resist antimicrobial drugs. The
surviving single clones formed on the drug-containing plates were selected and cultivated
overnight in drug-free liquid MHB medium to recovery bacterial activities, followed by the
MIC assay, K-B test, and SERS method to verify the increasing resistant characteristics; this
was the first generation of screening (Figure 1).

After the fifth round of mutation, CTX MIC gradually increased from 0.5 pg-mL ™!
to 4 pg-mL~! after 3 months. The results of antibiotic susceptibility tests showed that
the diameter of the inhibition zone of CTX was gradually reduced from 27.3 mm to
14.1 mm (Supplementary Table S1). Furthermore, the K-B test clearly showed that the se-
lected resistant strains were not only resistant to CTX but were also resistant to other
types of antibiotics, such as cefoxitin, cefazolin, cefuroxime (cephalosporins), strepto-
myecin (aminoglycoside antibiotics), and ciprofloxacin (4-quinolones antibacterial agents)
(Supplementary Table S1).

Subsequently, S. typhimurium gradually enhanced antibiotic resistance by increas-
ing the amount of CTX after the fifth round of mutation. Under the action of CTX, the
resistant strain became the dominant organism in the bacterial population and finally
acquired multidrug resistance after 3 months. This strain was called the multidrug resistant
S. typhimurium strain (referred to as CTX"-S. typhimurium for convenience).

2.2. Rapid Detection and Discrimination of CTX?-S. typhimurium and CTX"-S. typhimurium
by SERS
Aside from the above biological assays, SERS technology has been applied to record
the spectral differences associated with the screening process. Colloidal Au nanoparticles
(AuNPs) were used as an enhanced substrate and were red wine in color with a maximum
absorption of approximately 532 nm. AuNPs were nearly spherical with particle sizes
mainly ranging from 40 to 60 nm in TEM images (Figure 2a). The AuNPs showed good dis-
persion characteristics and could be stored for at least 3 months without precipitation [37].
When colloidal AuNPs were applied to the bacterial solution, the nanostructured Au
particles gathered around the bacterial cells, and some were adsorbed onto the bacterial
cell surfaces to facilitate the surface-enhanced effects (Figure 2b). The Raman peaks of
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S. typhimurium clearly and quickly showed up in the SERS spectra (Figure 2c), and the data
could be collected in several seconds. Although the enhanced mechanisms of AuNPs are
not well understood, it is well known that the enhanced Raman signals mainly arise from
the “hot spots” that form by the aggregation of gold nanoparticles [38,39].
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Figure 2. Enhanced bacterial Raman signals by directly applying colloidal AuNPs to bacterial cells.
(a) TEM of AuNPs; (b) AuNP aggregating and adhering to bacterial cell surfaces under TEM; (c) RS
and SERS of S. typhimurium.

From the TEM images, parts of AuNPs gathered and adsorbed on the surfaces of
bacterium that formed the “hot spots” (Figure 2b). Bacteria are several orders of magnitude
larger than nanoparticles. There are many biological macromolecules, such as proteins,
on the cell surface. The gathering of gold particles on the surface of bacteria is partly due
to the electrostatic adsorption between the negatively charged AuNPs and the positively
charged proteins.

Therefore, AuNPs adhered to some areas of cell surface far more than to others and
did not wrap around the bacteria in a uniform way (Figure 2b). In addition, a majority
of biological molecules are Raman active. In an acidic environment, it is difficult to
maintain the integrity of bacterial cells. In this way, the bacterial SERS signals may be
generated by cell surfaces and the leakages showing the signatures of both cell surfaces
and internal molecules.

Thus, in a complex system, such as a bacterial cell, SERS signals carry information
about the mixture of inherent biomolecules [40-43], which in turn gives birth to a whole-
fingerprint spectrum of a whole cell. Therefore, as a laser beam penetrated through a
sample of bacteria and colloidal AuNPs, it could produce an identifiable Raman spectrum
with high sensitivity to provide information based on whole-cell molecular vibrations.

As shown in Figure 3a, the Raman fingerprints of susceptible and resistant S. ty-
phimurium were mainly distributed in the 600-1700 cm~! region with the standard de-
viations of mean SERS spectra not exceeding 10%. CTX®-S. typhimurium and CTX'-S.
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typhimurium showed most of the typical Raman peaks in the same position. The strong
Raman peaks included 990, 1348, 1360, 1460, 1205, 958, 1017, 663, and 826 cm~ L. The other
Raman peaks of S. typhimurium and its tentative assignments are shown in Table 1.
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Figure 3. Detection and discrimination of CTX-susceptible S. typhimurium (CTX®-S. typhimurium) and
multidrug-resistant S. typhimurium (CTX"-S. typhimurium) by SERS. (a) Average SERS spectra of CTX®-
S. typhimurium (red line) and CTX"-S. typhimurium (black line) with the standard deviation (colorful
area). (b) PCA plot of PC1 (49.2%), PC2 (30.0%), and PC3 (8.1%) showing CTX3-S. typhimurium
strains (black stars) separated with CTX"-S. typhimurium strains (red stars) at 95% accuracy. (c) Area
under ROC curve (AUC) reached 0.95 based on cross validation for a PCA-LDA model by bacterial
SERS detection.

Comparing the drug-resistant strains with susceptible strains, the typical characteristic
was a Raman peak at 1165 cm ! that was significantly decreased or even disappeared. This
peak was associated with C-C and C-N stretching vibrations in proteins [5,8]. Furthermore,
CTX"-S. typhimurium strains showed more differences with CTX®-S. typhimurium strains in
the 700~1300 cm ! region. For example, the peak intensity at 958 cm~! in drug-resistant
strains was significantly decreased compared to susceptible strains, whereas the peaks at
990, 1017, 826, and 701 cm ! were increased dramatically.

Generally, the Raman peak intensity is related to the content of an analyte in samples.
The decreased or even absent peak at 1165 cm ! indicated that the protein contents in the
bacterial cell were decreased under the effect of CTX. Cephalosporins bind to penicillin-
binding proteins to facilitate the bactericidal effects on bacterial cells. In turn, this complex
inhibits the transpeptidation action on cell wall synthesis, leading to bacterial lysis or even
cell death [57].
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Table 1. Tentative assignments of the typical Raman peaks of CTX®-S. typhimurium and CTX"-S.
typhimurium strains.

Ramanj«hlft Peak Assignments
(cm~1)
663 4(G) [5,18,44-46], v(C-S) in Cys [5,8,44,45,47]
701 1(C-C) in Tyr [45], Cholesterol, cholesterol ester [48]
726 A [5,8,18,44,46], N-acetyl-D-glucosamine (cell wall) [47], CoA/acetyl-CoA [18], C-S (protein), p(CHy) [49]
783 v(PO, ™) [5,45,50], C, A ring breathing [5,8,18,45,46,50,51]
826 v(POy") [5,50], nucleic acids [8,50,52], Tyr [8], v(C-C) in 1,4 glycosidic link [45]
868 v(CN), v5(CON), 6(CCH) aliphatic [44], v(CC) [47,53], v¥(lipid) [5,8,44], v(COC) [45,53], ribose [45]
915 v(C-C) of Pro [50], Glucose, ribose vibration [54], Deoxyribose [18], C-O, C-OH, v(C-COO™) (carbohydrates) [53]
958 46(C=C) [44], v(C-N) [18,45], v(C-O) [18],
990 Phe [44,47], -sheet [8]
1017 Phe [44]
1048 Carbohydrates [18,47], C-O [18,47], §(C-OH) [18], polysaccharide [45]
1065 Phospholipids [18], Phe [55], fatty acid [48]
1115 Tyr, s(NH3*) [44], 5(CHy6) and C1-Cy-H bend [56]
1165 v(C-C)/v(C-N) of protein [5,8]
1205 Tyr [8,18], Phe, Try [5,8,18] (protein), v(CN) [57], §(H-C-C) [57]
1252 Amide II [5,8,18,44,48,50], v®(PO, ™) [44,46], lipids [18], G, C (NH,) [58]
1348 A[5,8,46], G [5,8], Try [18,44]; 6(CH) [5,8,44,53], Amide III [48]
1360 0(CHy) [44], Try [18,44]
1460 Amide II, §(CH) (protein, DNA/RNA, lipid, carbohydrate) [5,8,18,44,47,53]
1546 v?3(NOy) [8,44], v(CHy), exopolysaccharide [44], v(C=C) [53], Amide II [45,53]
1601 Amide I[18,50], Tyr [5,8,44,45]
1671 Amide I[5,8,44,45,53,55,59], v(C=C) [60]

Note: A, adenine; G, guanine; T, Thymine; C, Cytosine; U, Uracil; Phe, phenylalanine; Tyr, Tyrosine;
Try, tryptophan; Cys, cysteine; Pro, proline; hydroxyproline; CoA, Coenzyme A; 4, deformation; v, stretching;
T, twisting; p, rocking; 4, in plane bending; v, out of plane bending; and w, wagging.

During this course of action, CTX hinders protein synthesis in cell walls and changes
the surface structures of bacteria [57]. These changes are directly reflected in the SERS
spectra wherever the protein-related Raman peaks clearly decline. Therefore, the changes
in SERS fingerprints provide insight into the specific interaction sites of relevant drugs in
bacterial cells.

As most of the typical peaks in susceptible and resistant strains were in the same
positions, it was difficult to directly distinguish them from Raman spectra alone. Therefore,
it was necessary to use multivariate statistical analyses for help in discriminating. PCA
was used to reduce the dimensionality of data (data compression) and then to extract the
main characteristic components from the original data (data interpretation) [41]. LDA was
used to determine the discriminant function that maximizes the variance between different
groups and minimizes the variance within a group.

PC-LDA reduces the quantity of data and improves the accuracy of discrimination
effectively. By using a PC-LDA model, one can quickly and accurately classify and identify
unknown samples. The Raman data at 600-1400 cm~! were selected to process the PCA
and LDA. The PCA plot showed that the CTX5-S. typhimurium strains were accurately
separated with the CTX"-S. typhimurium strains in which PC1 (49.2%), PC2 (30.0%), and
PC3 (8.1%) explained 87.3% of the accumulative variance contribution (Figure 3b).

Leave-one-out cross validation was used for the PCA-LDA model, and the accu-
racy of the model reached 95% according to the receiver operating characteristic (ROC)
curve analysis (Figure 3c). Compared with the common biological assay, which takes at
least 1-2 days to provide validated results, SRES technology only needs several hours
to report bacterial-resistant characteristics, indicating its rapid, accurate, and sensitive
detection ability.
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2.3. Dynamically Monitoring the Increasing Drug Resistance of S. typhimurium by SERS

Based on its sensitivity, SERS technology has been utilized to predict the resistance
tendency of S. typhimurium in the process of acquired drug resistance. As shown in
Figure 4a, the SERS spectra of mutant strains showed dynamic and regular changes with
different rounds of screening. In general, with the increasing amount of CTX, typical
Raman peak intensities at 1165, 958, and 663 cm ™! gradually presented with decreasing
trends, whereas 701, 990, 1017, and 1205 cm™~! were steadily increasing (Figure 4a).

Particularly in the 950-1030 cm~! and 1130-1225 cm ! regions (marked in grey shad-
ows in Figure 4a), Iosg/ 1017 and 1165/ 11205 showed a declining tendency with the increase
of screening algebra (Figure 4b,c). From the third round of screening, the ratios of Iysg/I1017
showed a significant difference compared to the first two rounds of screening (p < 0.0001;
Figure 4b).

It was interesting to observe that the MIC of bacteria from the third round of screening
reached 2 pg mL~!, indicating that the susceptible S. typhimurium was mutated to resist CTX
(Figure 4e). It is possible that the changes in Iosg /11017 reflected the leap from quantitative
to qualitative changes. This “action site” had the threshold effect and could be used for the
qualitative analysis of CTX"-S. typhimurium.

The other pair of Raman peaks was 1165 and 1205 em ™! (I1145/I1205), which showed
the same variation trend as Igsg/I1917 (i-e., intensity of 1205 cm ™! steadily increased,
and 1165 cm ! decreased or even disappeared). The difference between Ij145/11205 and
lgsg /11017 was that the sites at I1145/[1205 were more sensitive to CTX, because the I1165/ 11205
declined rapidly as bacterial cells were exposed to CTX (Figure 4c). These results indicate
that the subtle changes in bacterial cells can be sensitively captured by SERS as bacterium
exposure to antibiotics.

Another prominent symbol of increasing drug resistance was the steadily increasing
intensity of Iggg/I1348, in which intensities of 990 cm ™! significantly increased from the
second round of screening, whereas 1348 cm ! remained basically unchanged (Figure 4a,d).
This suggest that bacteria might synthesize new proteins to resist CTX in a gradual accu-
mulation process. The intensity of Iggg/I1348 showed a positive correlation with the MIC
values, and the R? reached 0.9962 (Figure 4e,f). Thus, the bacterial resistance and its degree
of resistance (MIC) could be rapidly predicted according to their Raman phenotypes and
typical Raman peak intensities.

It is worth noting that the changes in bacterial concentrations also cause variation
in Raman peak intensities. Therefore, to eliminate these possible interferences, it was
necessary to ensure the consistency of bacterial density in the SERS tests. To this end,
the ODg of the bacterial suspension was equal to 0.25 for the SERS test. Therefore, the
different bacterial Raman phenotypes can be used to rapidly identify drug-sensitive or
resistant characteristics, and a classification model can be established in light of these
spectral changes.

2.4. PCA-LDA for the Identification of Different Degrees of Drug-Resistant Strains

The regions of 600-1400 cm ! were selected to conduct PCA, and the first six principal
components contributing to 67.6% of the accumulative variance contribution were input
for LDA analyses. From the three-dimensional scatter plot in Figure 5a, PC1 (29.79%), PC5
(3.68%), and PC6 (3.45%) were selected to build a coordinate system, in which different
rounds of screening bacteria were concentrated in different regions. The susceptible strains
and different degrees of mutated strains were arranged in a consecutive order along the
PC5 axis.

The dots representing the susceptible strains were very distant from the fifth screen-
ing strains. The dots on the first, second, and third round of mutations were arranged
sequentially between the susceptible strains and multidrug-resistant strains. The longer
distances were further implied with the increasing variations gradually occurring in a serial
generation of bacterial cells under the selected pressure of antibiotics. Figure 5b shows the
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scatter plot of PC-LDA in which the discriminant functions 1 and 2 as the abscissa and
ordinate showed the same tendency as in Figure 5a.
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Figure 4. Dynamically and rapidly monitoring the increasing drug resistance of S. typhimurium by
SERS. Dynamic changes in SERS spectra with different screening passages (a). Comparing the relative
Raman peak intensities of Igsg/I1917 (b), I1165/ 11205 (), and Iggg /1348 (d) with the screening process.
(e) The relationship between MIC and Raman peak-intensity ratios of Iggg/I134g and I1145/ 1205 during
the mutation procedure. (f) Linear relationship between MIC values and the relative Raman peak
intensities of Iggg /1345 indicated that the MIC could be predicted according to the typical Raman
peak intensity. Note: the capital letters represent the significant differences at p < 0.0001, *** means
p <0.001, ** means p < 0.01, and the lowercase letters show p < 0.05.
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Figure 5. PCA and LDA results for the identification of different degrees of drug-resistant
S. typhimurium strains. (a) The three-dimensional scatter plots of PC1 (29.79%), PC5 (3.68%), and
PC6 (3.45%) for the spectral range of 600-1400 cm~! obtained from different screening passages of
S. typhimurium under the action of CTX. (b) Scatter plot of PC-LDA results in which the discriminant
functions 1 and 2 as the abscissa and ordinate. (c) Loading plots of PC1, PC5, and PCé.

According to the loading plots in Figure 5c, a higher loading score indicates that more
representative Raman peaks can show the differences between the susceptible and resistant
cells. Therefore, a loading value above 0.8 was selected, and the wavebands obtained
were 679-684, 719-754, 866-881, 938-940, 951-965, 978-998, 1017, 1040-1088, 1162-1196,
1200-1230, 1242-1247, and 1300-1379 cm . These results obtained by PCA further validate
the results shown in Figure 3a.

The PC-LDA model was utilized to identify and discriminate of drug-susceptible
strains with different degrees of drug-resistant strains during the screening process. The
accuracy of the PC-LDA model reached 86.8% using leave-one-out cross validation. The
SERS results were consistent with the results collected by the MIC, MPC, and K-B tests.

The data shown in Table 2 further indicated that the mutation was a steadily accu-
mulating process. The emergence of drug resistance in bacteria is a natural process that
can be accelerated by exposure to antibiotics [57]. Under the action of antibiotics, the
drug-sensitive strains were gradually eliminated, and the resistant bacteria became the
dominant population with the screening action and reproduction procedure. The tolerant
or resistant bacteria increased with the concentration and reaction times of the treated
drugs (Figure 1, Table 2).
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Table 2. The application of leave-one-out validation to PC-LDA model to predict different rounds of

screening strains.

Prediction Group

SeeS Mrcc dw amd ma s Tow Sty Spedfcy
14028 Screening  Screening Screening Screening
ATCC 14028 66 3 6 0 0 75 88 96.1
1st screening 6 40 6 0 0 52 77 98.3
2nd screening 0 0 40 3 1 44 91 924
3rd screening 0 0 2 19 0 21 90.5 97.1
5th screening 0 0 0 3 33 36 91.7 99.5

The period of bacterial mutation varied with different kinds of drugs and different
species of bacterial cells [2]. Some bacteria quickly became resistant to drugs, and some
became resistant more slowly. We found that Staphylococcus aureus could develop drug
resistance after several days of exposure to oxacillin (data not published). Otherwise,
S. typhimurium needed more time to produce resistance to CTX. The Raman peak intensity
of S. aureus and Escherichia coli decrease rapidly within 2 h of exposure to antibiotics [25,46],
which is consistent with the conclusion of our study.

After the withdrawal of CTX, bacteria were transferred into complete culture medium
to restore cell vitality. However, the changes that occurred in bacterial cells could still be
detected by SERS, indicating that bacteria quickly begin the mechanism to resist drugs
as soon as they contact it. This level of sensitivity cannot be reached by the conventional
method. Thus, this study furthermore demonstrates that SERS can be applied as an
important means to not only study the interaction between antibiotics and bacteria but also
provide an effective method for the rapid identification of drug-resistant strains.

3. Materials and Methods
3.1. Bacteria and Antibiotics

The CTX-susceptible Salmonella typhimurium ATCC 14028 strain (abbr. CTX®-S. ty-
phimurium) was collected from the China Center of Industrial Culture Collection (Beijing,
China). The multidrug resistant S. typhimurium strain (abbr. CTX"-S. typhimurium) is a
mutant derived from CTX3-S. typhimurium after repeated exposure to CTX (Sigma-Aldrich,
St, Louis, MO, USA) for 3 months. Mueller-Hinton broth (MHB) and Mueller-Hinton agar
(MHA) culture medium were purchased from Beijing Land Bridge Technology Co., Ltd.
(Beijing, China). CTX-containing plates were freshly prepared with MHA medium. Bacte-
rial samples were conserved in MHB culture medium containing 20% glycerol and stored
at —80 °C.

The CTX sodium stock solution was filtered through a 0.22 pum sterilization filter
(Millex-GS, Millpore) and stored at —20 °C. Oxoid CTX antimicrobial susceptibility disks
(30 ug mL~!) were purchased from Thermo Fisher Scientific Inc. (Walsham, MA, USA).
Oxacillin (1 pg per piece), cefazolin (30 pg per piece), latamoxef (30 ug per piece) and
other antibiotics were bought from Hangzhou Microbial reagent Co., Ltd. (Hangzhou,
China). Chloroauric acid and sodium citrate were purchased from the Sinopharm Chemical
Reagent Co., Ltd. (Beijing, China).

3.2. Mutation and Screening of Drug-Resistant Strains

The mutation was generated by co-culturing S. typhimurium ATCC 14028 bacterial
cells with CTX in MHA plates at 37 °C. The concentration of CTX used in the mutation
process was verified with the increasing generation of mutations but was below the MPC.
First, S. typhimurium ATCC 14028 at a concentration of 1.5 x 10° CFU mL~! was prepared
in advance.

An appropriate 50 puL of bacterial suspension was spread on CTX-containing plates
and cultured at 37 °C for about 48 h. Most of the susceptible S. typhimurium strains were
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killed with CTX, and only a small portion of strains could survive and grow into colonies.
Single large colonies were picked up and re-cultivated in liquid MHA medium without
any drugs to recover the bacterial activities. These identified strains were considered the
first generation of screening.

The above procedures were repeated to enhance the acquired antibiotic resistance of
S. typhimurium, and the selected strains were considered the next generation of screening.
The drug concentrations used in the mutation experiment were based on the results of
MIC and MPC tests. As mutations were generated, at least five monocolonies were picked
up, re-cultivated, identified, and stored separately for the following studies. The mutated
characteristics of selected colonies were identified by MIC and MPC assays, the K-B test,
and the SERS method.

3.3. Identification of Drug-Resistant Strains

Antibiotic susceptibility tests were carried out to different generations of the survival
strains by using the K-B test recommended by the National Committee for Clinical Labo-
ratory Standards (NCCLS). The MIC of CTX for each bacterial strain was determined by
the constant broth dilution method inoculated with 5 x 10° CFU mL~! and incubated at
37 °C without agitation [4]. A serial of CTX in the tubes was set as 32, 16, 8, 4,2,1, 0.5, and
0.25 ug mL~1.

The MIC corresponded to the lowest concentration of CTX that completely inhibited
bacterial growth after 18 h of exposure. The minimal CTX concentration that allows
no mutant recovery when approximately 10'° cells are applied to CTX-containing agar
is defined as the MPC. The MPC was measured by adding bacterial solution to CTX-
containing MHA medium, followed by cultivation at 37 °C for about 96 h. The CTX
concentration differed depending on the bacterial cell (wild-type and resistant mutants)
and MIC values.

3.4. SERS Test and Data Processing

Colloidal gold nanoparticles (AuNPs) used as an enhanced substrate were synthesized
in our laboratory according to the method by Wei et al. [37]. A portable Raman spectrometer
(RamTracer-200, OptoTrace Technologies, Inc., Suzhou, China) was applied to collect the
bacterial Raman signals, which were 20 x 18 x 10 cm in size. The bacterial suspension for
the SERS test was prepared by cultivating in liquid MHB medium to the logarithmic growth
stage. The susceptible cells were harvested after 6 and 12 h of culturing for mutations.

The culture medium was centrifuged at 8000 rpm for 10 min at 4 °C, and the super-
natant was discarded. Then the bacterial cells were washed three times with 0.75% NaCl
solution and adjusted to a cell concentration an optical density (ODggg = 0.25) value that
corresponds to ~3 x 108 CFU mL~!, as measured by an ultraviolet spectrophotometer
(UHA4150, Hitachi, Tokyo, Japan). A volume of 0.1 mL of bacterial solution was mixed
with 0.5 mL colloidal AuNPs in a glass vial. The test was conducted using a 785 nm laser
excitation light and 200 mW of laser power.

Each spectrum had an integration time of 20 s, and was scanned three times. The
spectral range was from 400 to 1800 cm ™!, and the resolution was 4 cm~!. In each mutation
step, one bacterial strain was collected from at least five Raman spectra, and each generation
of screening contained at least six bacterial strains in parallel. To reduce interference
from the fluorescence background and instrument noise, the original spectra needed to
be pre-processed by baseline correction, normalization, and smoothing using OptoTrace
proprietary software (OptoTrace Technologies, Inc., Suzhou, China).

For baseline correction, a second-order polynomial was fitted to the range of 400-1800 cm ~*
and subtracted from the spectra. The normalization was conducted by setting the intensity
of the internal standard peak to 1000. PCA and LDA were statistically analyzed using
SPSS Statistics software (v. 26). Leave-one-out cross validation was applied to verify the
PCA-LDA model. One-way analysis of variance was used to compare the differences
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among various groups by GraphPad Prism (version 8.0). The figures were plotted with
Origin software (v. 8.0).

3.5. Transmission Electron Microscopy of the Combination of AuNPs and Bacterial Cells

The combination of AuNPs and bacterial cells was analyzed by transmission electron
microscopy (TEM, JEM-1200EX, JEOL, Akishima, Japan). The Au colloid was mixed with
the bacterial suspension (3 x 108 CFUmL™!) at a 5:1 ratio (v:v), and the mixture was diluted
100 times with ultra-pure water. Then, 10 uL of dilution was added to a carbon support
film and naturally dried in a dustless environment. TEM measurements were made at an
acceleration voltage of 120 KV and 0.14 nm resolution.

4. Conclusions

In this study, a portable Raman spectrometer was applied with commonly regular
biological assays to rapidly record the acquired drug resistance of S. typhimurium under the
action of CTX. The results showed that drug-susceptible S. typhimurium strains gradually
obtained drug resistance after five rounds of exposure and screening in 3 months. The mu-
tant strains finally became multidrug-resistant with exposure to more than three different
kinds of antibiotics in the K-B tests.

CTX"- and CTX3-S. typhimurium strains showed almost the same Raman peaks in their
SERS spectra; however, several peak intensities were significantly different. In particular,
the 950-1225 cm ™! region displayed a dynamic and regular changes with different rounds
of screening in the mutant strains. When the characteristic bands were selected for multi-
variate statistical analyses, the drug-resistant strains were accurately identified with the
susceptible strains with an accuracy that reached 95%.

The SERS results were rapidly reported in several seconds and were consistent with
the results from the MIC and antimicrobial susceptibility tests. The data indicated that
using portable equipment with the SERS method could be a supplementary means to
a time-consuming method to help accurately identify drug-resistant strains on-site in
the clinic.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/1jms23031356/s1.

Author Contributions: Conceptualization, PZ. and L.S.; methodology, L.S., Y.-PF, X.-H.W., H-M.Z.
and P.Z,; validation, D.-W.Z., T-EL., M.-].L., W.-].L., W.-B.L. and H.-Q.W.,; formal analysis, P.Z. and
L.S.; investigation, L.S., X.-H.W., W.-].L. and P.Z,; resources, D.-W.Z., T-EL., H-Q.W. and P.Z,; data
curation, L.S., Y.-P.F. and P.Z.; writing—original draft preparation, P.Z. and L.S.; writing—review
and editing, PZ., L.S. and Y.-PF,; supervision, PZ., X.-H.W. and D.-W.Z,; project administration, L.S.,
Y.-PF, X.-H.W. and P.Z; funding acquisition, P.Z. All authors have read and agreed to the published
version of the manuscript.

Funding: This research was funded by the Scientific Research Program of Beijing Education Commis-
sion, P. R. China, grant number KM201810005031.

Acknowledgments: We thank Letpub for the linguistic assistance.

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

1.  Rossolini, G.M.; Arena, F; Pecile, P.; Pollini, S. Update on the antibiotic resistance crisis. Curr. Opin. Pharmacol. 2014, 18, 56—60.

[CrossRef] [PubMed]

2. Andersson, D.I.; Hughes, D. Microbiological effects of sublethal levels of antibiotics. Nat. Rev. Microbiol. 2014, 12, 465-478.

[CrossRef] [PubMed]

3. Pehrsson, E.; Tsukayama, P; Patel, S.; Mejia-Bautista, M.; Sosa-Soto, G.; Navarrete, K.M.; Calderon, M.; Cabrera, L.;
Hoyos-Arango, W.; Bertoli, M.T.; et al. Interconnected microbiomes and resistomes in low-income human habitats. Nat. Cell Biol.
2016, 533, 212-216. [CrossRef] [PubMed]

4. Wiegand, I.; Hilpert, K.; Hancock, R.E.-W. Agar and broth dilution methods to determine the minimal inhibitory concentration
(MIC) of antimicrobial substances. Nat. Protoc. 2008, 3, 163-175. [CrossRef]


https://www.mdpi.com/article/10.3390/ijms23031356/s1
https://www.mdpi.com/article/10.3390/ijms23031356/s1
http://doi.org/10.1016/j.coph.2014.09.006
http://www.ncbi.nlm.nih.gov/pubmed/25254623
http://doi.org/10.1038/nrmicro3270
http://www.ncbi.nlm.nih.gov/pubmed/24861036
http://doi.org/10.1038/nature17672
http://www.ncbi.nlm.nih.gov/pubmed/27172044
http://doi.org/10.1038/nprot.2007.521

Int. . Mol. Sci. 2022, 23, 1356 13 of 15

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

Notingher, I.; Hench, L.L. Raman microspectroscopy: A noninvasive tool for studies of individual living cells in vitro. Expert Rev.
Med. Devic. 2006, 3, 215-234. [CrossRef]

Wang, Y.; Huang, W.E.; Cui, L.; Wagner, M. Single cell stable isotope probing in microbiology using Raman microspectroscopy.
Curr. Opin. Biotechnol. 2016, 41, 34-42. [CrossRef]

Lorenz, B.; Wichmann, C.; Stockel, S.; Rosch, P.; Popp, J. Cultivation-Free Raman Spectroscopic Investigations of Bacteria. Trends
Microbiol. 2017, 25, 413-424. [CrossRef]

Germond, A.; Ichimura, T.; Horinouchi, T.; Fujita, H.; Furusawa, C.; Watanabe, T.M. Raman spectral signature reflects tran-
scriptomic features of antibiotic resistance in Escherichia coli. Commun. Biol. 2018, 1, 85. [CrossRef]

Nie, S.; Emory, S.R. Probing Single Molecules and Single Nanoparticles by Surface-Enhanced Raman Scattering. Science 1997, 275,
1102-1106. [CrossRef]

Schliicker, S. Surface-Enhanced Raman Spectroscopy: Concepts and Chemical Applications. Angew. Chem. Int. Ed. 2014, 53,
4756-4795. [CrossRef] [PubMed]

Sinha, S.S.; Jones, S.; Pramanik, A.; Ray, P.C. Nanoarchitecture Based SERS for Biomolecular Fingerprinting and Label-Free
Disease Markers Diagnosis. Acc. Chem. Res. 2016, 49, 2725-2735. [CrossRef] [PubMed]

Wang, Z.; Zong, S.; Wu, L.; Zhu, D.; Cui, Y. SERS-Activated Platforms for Immunoassay: Probes, Encoding Methods, and
Applications. Chem. Rev. 2017, 117, 7910-7963. [CrossRef] [PubMed]

Hatzenpichler, R.; Krukenberg, V.; Spietz, R.; Jay, Z. Next-generation physiology approaches to study microbiome function at
single cell level. Nat. Rev. Genet. 2020, 18, 241-256. [CrossRef]

Zhou, X.; Hu, Z; Yang, D.; Xie, S; Jiang, Z.; Niessner, R.; Haisch, C.; Zhou, H.; Sun, P. Bacteria Detection: From Powerful SERS to
Its Advanced Compatible Techniques. Adv. Sci. 2020, 7, 2001739. [CrossRef]

Zhang, M.; Hong, W.; Abutaleb, N.S.; Li, J.; Dong, P; Zong, C.; Wang, P.; Seleem, M.; Cheng, J. Rapid Determination of
Antimicrobial Susceptibility by Stimulated Raman Scattering Imaging of D,O Metabolic Incorporation in a Single Bacterium. Adv.
Sci. 2020, 7,2001452. [CrossRef]

Liu, T.Y.; Tsai, K.T.; Wang, H.H.; Chen, Y.; Chen, Y.H.; Chao, Y.C.; Chang, H.H,; Lin, C.H.; Wang, ].K.; Wang, Y.L. Functionalized
arrays of Raman-enhancing nanoparticles for capture and culture-free analysis of bacteria in human blood. Nat. Commun. 2011,
2,538. [CrossRef]

Boardman, A K.; Wong, W.S.; Premasiri, W.R.; Ziegler, L.D.; Lee, ].; Miljkovic, M.; Klapperich, C.M.; Sharon, A.; Sauer-Budge, A.F.
Rapid Detection of Bacteria from Blood with Surface-Enhanced Raman Spectroscopy. Anal. Chem. 2016, 88, 8026-8035. [CrossRef]
Li, J.; Wang, C.; Shi, L.; Shao, L.; Fu, P; Wang, K,; Xiao, R.; Wang, S.; Gu, B. Rapid identification and antibiotic susceptibility test
of pathogens in blood based on magnetic separation and surface-enhanced Raman scattering. Microchim. Acta 2019, 186, 475.
[CrossRef]

Premasiri, W.R.; Chen, Y.; Williamson, P.M.; Bandarage, D.C.; Pyles, C.; Ziegler, L.D. Rapid urinary tract infection diagnostics
by surface-enhanced Raman spectroscopy (SERS): Identification and antibiotic susceptibilities. Anal. Bioanal. Chem. 2017, 409,
3043-3054. [CrossRef] [PubMed]

Zhou, H.; Yang, D.; Ivleva, N.P.; Mircescu, N.E.; Niessner, R.; Haisch, C. SERS Detection of Bacteria in Water by in Situ Coating
with Ag Nanoparticles. Anal. Chem. 2014, 86, 1525-1533. [CrossRef]

Witkowska, E.; Korsak, D.; Kowalska, A.; Ksiezopolska-Gocalska, M.; Niedzidtka-Jonsson, J.; RoZzniecka, E.; Michalowicz, W.;
Albrycht, P; Podrazka, M.; Holyst, R.; et al. Surface-enhanced Raman spectroscopy introduced into the International Standard
Organization (ISO) regulations as an alternative method for detection and identification of pathogens in the food industry. Anal.
Bioanal. Chem. 2017, 409, 1555-1567. [CrossRef] [PubMed]

Eichorst, S.A ; Strasser, F.; Woyke, T.; Schintlmeister, A.; Wagner, M.; Woebken, D. Advancements in the application of Na-noSIMS
and Raman microspectroscopy to investigate the activity of microbial cells in soils. FEMS Microbiol. Ecol. 2015, 91, fiv106.
[CrossRef]

Bittel, M.; Cordella, C.B.Y.; Assaf, A.; Jouanneau, S.; Durand, M.].; Thouand, G. Potential of Raman Spectroscopy To Monitor
Arsenic Toxicity on Bacteria: Insights toward Multiparametric Bioassays. Environ. Sci. Technol. 2015, 49, 12324-12332. [CrossRef]
[PubMed]

Carey, PR.; Heidari-Torkabadi, H. New techniques in antibiotic discovery and resistance: Raman spectroscopy. Ann. N. Y. Acad.
Sci. 2015, 1354, 67-81. [CrossRef] [PubMed]

Schroder, U.-C.; Kirchhoff, J.; Hiibner, U.; Mayer, G.; Glaser, U.; Henkel, T.; Pfister, W.; Fritzsche, W.; Popp, J.; Neugebauer, U.
On-chip spectroscopic assessment of microbial susceptibility to antibiotics within 3.5 hours. J. Biophotonics 2017, 10, 1547-1557.
[CrossRef]

Liu, C.-Y;; Han, Y.-Y.; Shih, P-H.; Lian, W.-N.; Wang, H.-H.; Lin, C.-H.; Hsueh, P-R.; Wang, ].-K.; Wang, Y.-L. Rapid bacterial
antibiotic susceptibility test based on simple surface-enhanced Raman spectroscopic biomarkers. Sci. Rep. 2016, 6, 23375.
[CrossRef]

Tao, Y.; Wang, Y.; Huang, S.; Zhu, P; Huang, W.E.; Ling, J.; Xu, J.; Zhu, X,; Su, ].Q.; Ren, B.; et al. Metabolic-activity-based
assessment of antimicrobial effects by D,O-labeled single-cell Raman microspectroscopy. Anal. Chem. 2017, 89, 4108—4115.
[CrossRef]

Yang, K; Li, H.-Z.; Zhu, X,; Su, J.-Q.; Ren, B.; Zhu, Y.-G.; Cui, L. Rapid Antibiotic Susceptibility Testing of Pathogenic Bacteria
Using Heavy-Water-Labeled Single-Cell Raman Spectroscopy in Clinical Samples. Anal. Chem. 2019, 91, 6296-6303. [CrossRef]


http://doi.org/10.1586/17434440.3.2.215
http://doi.org/10.1016/j.copbio.2016.04.018
http://doi.org/10.1016/j.tim.2017.01.002
http://doi.org/10.1038/s42003-018-0093-8
http://doi.org/10.1126/science.275.5303.1102
http://doi.org/10.1002/anie.201205748
http://www.ncbi.nlm.nih.gov/pubmed/24711218
http://doi.org/10.1021/acs.accounts.6b00384
http://www.ncbi.nlm.nih.gov/pubmed/27993003
http://doi.org/10.1021/acs.chemrev.7b00027
http://www.ncbi.nlm.nih.gov/pubmed/28534612
http://doi.org/10.1038/s41579-020-0323-1
http://doi.org/10.1002/advs.202001739
http://doi.org/10.1002/advs.202001452
http://doi.org/10.1038/ncomms1546
http://doi.org/10.1021/acs.analchem.6b01273
http://doi.org/10.1007/s00604-019-3571-x
http://doi.org/10.1007/s00216-017-0244-7
http://www.ncbi.nlm.nih.gov/pubmed/28235996
http://doi.org/10.1021/ac402935p
http://doi.org/10.1007/s00216-016-0090-z
http://www.ncbi.nlm.nih.gov/pubmed/28004171
http://doi.org/10.1093/femsec/fiv106
http://doi.org/10.1021/acs.est.5b03013
http://www.ncbi.nlm.nih.gov/pubmed/26398864
http://doi.org/10.1111/nyas.12847
http://www.ncbi.nlm.nih.gov/pubmed/26275225
http://doi.org/10.1002/jbio.201600316
http://doi.org/10.1038/srep23375
http://doi.org/10.1021/acs.analchem.6b05051
http://doi.org/10.1021/acs.analchem.9b01064

Int. . Mol. Sci. 2022, 23, 1356 14 0of 15

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.
42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

Ayala, O.D.; Wakeman, C.A.; Pence, 1.].; Gaddy, J.A.; Slaughter, J.C.; Skaar, E.P.; Mahadevan-Jansen, A. Drug-resistant Staphy-
lococcus aureus strains reveal distinct biochemical features with Raman microspectroscopy. ACS Infect. Dis. 2018, 4, 1197-1210.
[CrossRef]

Ho, C.-S,; Jean, N.; Hogan, C.A.; Blackmon, L.; Jeffrey, S.S.; Holodniy, M.; Banaei, N.; Saleh, A.A.E.; Ermon, S.; Dionne, J. Rapid
identification of pathogenic bacteria using Raman spectroscopy and deep learning. Nat. Commun. 2019, 10, 1-8. [CrossRef]
Han, Y.-Y,; Lin, Y.-C.; Cheng, W.-C.; Lin, Y.-T.; Teng, L.-].; Wang, ].-K.; Wang, Y.-L. Rapid antibiotic susceptibility testing of bacteria
from patients’ blood via assaying bacterial metabolic response with surface-enhanced Raman spectroscopy. Sci. Rep. 2020, 10,
1-18. [CrossRef] [PubMed]

Teng, L.; Wang, X.; Wang, X.; Gou, H.; Ren, L.; Wang, T.; Wang, Y.; Ji, Y.; Huang, W.E.; Xu, J. Label-free, rapid and quantitative
phenotyping of stress response in E. coli via ramanome. Sci. Rep. 2016, 6, 34359. [CrossRef] [PubMed]

He, Y.; Wang, X.; Ma, B.; Xu, ]. Ramanome technology platform for label-free screening and sorting of microbial cell factories at
single-cell resolution. Biotechnol. Adv. 2019, 37, 107388. [CrossRef]

Wang, Y.; Xu, J.; Kong, L.; Li, B.; Li, H.; Huang, W.E.; Zheng, C. Raman-activated sorting of antibiotic-resistant bacteria in human
gut microbiota. Environ. Microbiol. 2020, 22, 2613-2624. [CrossRef] [PubMed]

Senger, R.S.; Scherr, D. Resolving complex phenotypes with Raman spectroscopy and chemometrics. Curr. Opin. Biotechnol. 2020,
66,277-282. [CrossRef] [PubMed]

Heidari Baladehi, M.; Hekmatara, M.; He, Y.; Bhaskar, Y.; Wang, Z.; Liu, L.; Ji, Y.; Xu, J. Culture-free identification and met-abolic
profiling of microalgal single cells via ensemble learning of Ramanomes. Anal. Chem. 2021, 93, 8872-8880. [CrossRef]

Wei, X.D.; Zheng, D.W.; Zhang, P.; Lin, T.F,; Wang, H.Q.; Zhu, Y.W. Surface-enhanced Raman scattering investigation of bovine
serum albumin by Au nanoparticles with different sizes. J. Appl. Biomater. Funct. Mater. 2018, 16, 157-162.

Sharma, B.; Frontiera, R.R.; Henry, A.-L; Ringe, E.; Van Duyne, R.P. SERS: Materials, applications, and the future. Mater. Today
2012, 15, 16-25. [CrossRef]

Wang, H.; Levin, C.S.; Halas, N.J. Nanosphere arrays with controlled sub-10-nm gaps as surface-enhanced Raman spectros-copy
substrates. J. Am. Chem. Soc. 2005, 127, 14992-14993. [CrossRef]

Premasiri, W.R.; Lee, ].C.; Sauer-Budge, A.; Théberge, R.; Costello, C.E.; Ziegler, L.D. The biochemical origins of the surface-
enhanced Raman spectra of bacteria: A metabolomics profiling by SERS. Anal. Bioanal. Chem. 2016, 408, 4631-4647. [CrossRef]
Mosier-Boss, P.A. Review on SERS of Bacteria. Biosensors 2017, 7, 51. [CrossRef] [PubMed]

Mosier-Boss, P.A.; Sorensen, K.C.; George, R.D.; Sims, P.C.; Obraztsova, A. Surface enhanced Raman scattering of bacteria using
capped and uncapped silver nanoparticles. Spectrochim. Acta A 2020, 242, 118742. [CrossRef]

Tadesse, L.F.; Ho, C.S.; Chen, D.H.; Arami, H.; Banaei, N.; Gambhir, S.S.; Jeffrey, S.S.; Saleh, A.A.E.; Dionne, J. Plasmonic and
electrostatic interactions enable uniformly enhanced liquid bacterial surface-enhanced Raman scattering (SERS). Nano Lett. 2020,
20, 7655-7661. [CrossRef]

Xie, Y.; Xu, L.; Wang, Y.; Shao, J.; Wang, L.; Wang, H.; Qian, H.; Yao, W. Label-free detection of the foodborne pathogens of
Enterobacteriaceae by surface-enhanced Raman spectroscopy. Anal. Methods 2013, 5, 946-952. [CrossRef]

Chen, L.; Mungroo, N.; Daikuara, L.; Neethirajan, S. Label-free NIR-SERS discrimination and detection of foodborne bacteria by
in situ synthesis of Ag colloids. J. Nanobiotechnology 2015, 13, 1-9. [CrossRef]

Xu, L.-].; Lei, Z.-C.; Li, ].; Zong, C.; Yang, C.J.; Ren, B. Label-Free Surface-Enhanced Raman Spectroscopy Detection of DNA with
Single-Base Sensitivity. J. Am. Chem. Soc. 2015, 137, 5149-5154. [CrossRef]

Sundaram, J.; Park, B.; Hinton, A.; Lawrence, K.C.; Kwon, Y. Detection and differentiation of Salmonella serotypes using surface
enhanced Raman scattering (SERS) technique. J. Food Meas. Charact. 2013, 7, 1-12. [CrossRef]

Krafft, C.; Neudert, L.; Simat, T.; Salzer, R. Near infrared Raman spectra of human brain lipids. Spectrochim. Acta. A Mol. Biomol.
Spectrosc. 2005, 61, 1529-1535. [CrossRef] [PubMed]

Stone, N.; Kendall, C.; Smith, J.; Crow, P; Barr, H. Raman spectroscopy for identification of epithelial cancers. Faraday Discuss.
2004, 126, 141-157. [CrossRef] [PubMed]

Lu, X.; Samuelson, D.; Rasco, B.A.; Konkel, M.E. Antimicrobial effect of diallyl sulphide on Campylobacter jejuni biofilms.
J. Antimicrob. Chemother. 2012, 67, 1915-1926. [CrossRef]

Notingher, I.; Green, C.; Dyer, C.; Perkins, E.; Hopkins, N.; Lindsay, C.; Hench, L.L. Discrimination between ricin and sulphur
mustard toxicity in vitro using Raman spectroscopy. J. R. Soc. Interface. 2004, 1, 79-90. [CrossRef]

Neupane, G.P; Kim, D.M.; Kim, S.H.; Lee, B.K. In vitro synergism of ciprofloxacin and cefotaxime against nalidixic acid-resistant
Salmonella enterica serotypes Paratyphi A and Paratyphi, B. Antimicrob. Agents Chemother. 2010, 54, 3696-3701. [CrossRef]

Wang, H.; Ding, S.; Wang, G.; Xu, X.; Zhou, G. In situ characterization and analysis of Salmonella biofilm formation under meat
processing environments using a combined microscopic and spectroscopic approach. Int. J. Food Microbiol. 2013, 167, 293-302.
[CrossRef]

Movasaghi, Z.; Rehman, S.; Rehman, I.U. Raman spectroscopy of biological tissues. Appl. Spectrosc. Rev. 2007, 42, 493-541.
[CrossRef]

Lv, X,; Ge, W,; Li, Q.; Wu, Y,; Jiang, H.; Wang, X. Rapid and Ultrasensitive Electrochemical Detection of Multidrug-Resistant
Bacteria Based on Nanostructured Gold Coated ITO Electrode. ACS Appl. Mater. Interfaces 2014, 6, 11025-11031. [CrossRef]
[PubMed]


http://doi.org/10.1021/acsinfecdis.8b00029
http://doi.org/10.1038/s41467-019-12898-9
http://doi.org/10.1038/s41598-020-68855-w
http://www.ncbi.nlm.nih.gov/pubmed/32719444
http://doi.org/10.1038/srep34359
http://www.ncbi.nlm.nih.gov/pubmed/27756907
http://doi.org/10.1016/j.biotechadv.2019.04.010
http://doi.org/10.1111/1462-2920.14962
http://www.ncbi.nlm.nih.gov/pubmed/32114713
http://doi.org/10.1016/j.copbio.2020.09.007
http://www.ncbi.nlm.nih.gov/pubmed/33142112
http://doi.org/10.1021/acs.analchem.1c01015
http://doi.org/10.1016/S1369-7021(12)70017-2
http://doi.org/10.1021/ja055633y
http://doi.org/10.1007/s00216-016-9540-x
http://doi.org/10.3390/bios7040051
http://www.ncbi.nlm.nih.gov/pubmed/29137201
http://doi.org/10.1016/j.saa.2020.118742
http://doi.org/10.1021/acs.nanolett.0c03189
http://doi.org/10.1039/C2AY26107C
http://doi.org/10.1186/s12951-015-0106-4
http://doi.org/10.1021/jacs.5b01426
http://doi.org/10.1007/s11694-012-9133-0
http://doi.org/10.1016/j.saa.2004.11.017
http://www.ncbi.nlm.nih.gov/pubmed/15820887
http://doi.org/10.1039/b304992b
http://www.ncbi.nlm.nih.gov/pubmed/14992404
http://doi.org/10.1093/jac/dks138
http://doi.org/10.1098/rsif.2004.0008
http://doi.org/10.1128/AAC.00988-09
http://doi.org/10.1016/j.ijfoodmicro.2013.10.005
http://doi.org/10.1080/05704920701551530
http://doi.org/10.1021/am5016099
http://www.ncbi.nlm.nih.gov/pubmed/24950258

Int. . Mol. Sci. 2022, 23, 1356 150f 15

56.

57.

58.

59.

60.

Schulz, H.; Baranska, M. Identification and quantification of valuable plant substances by IR and Raman spectroscopy.
Vib. Spectrosc. 2007, 43, 13-25. [CrossRef]

Chen, Y.-]J.; Chen, Y.-Y;; Wang, K-H.; Wang, C.-H.; Yang, C.-Y,; Chau, L.-K.; Wang, S.-C. Integration of a Thermoelectric
Heating Unit with Ionic Wind-Induced Droplet Centrifugation Chip to Develop Miniaturized Concentration Device for Rapid
Determination of Salmonella on Food Samples Using Antibody-Functionalized SERS Tags. Sensors 2020, 20, 7177. [CrossRef]
Ruiz-Chica, A.J.; Medina, M. A ; Sanchez-Jimenez, F.; Ramirez, EJ. Characterization by Raman spectroscopy of conformational
changes on guanine—cytosine and adenine-thymine oligonucleotides induced by aminooxy analogues of spermidine. J. Raman
Spectrosc. 2004, 35, 93-100. [CrossRef]

Nanda, S.S.; Kim, B.J.; Kim, K.W,; Nasir, T.; Park, J.; Yun, K.; Hembram, K.; Papaefthymiou, G.C.; Choi, J.Y.; Yi, D.K. A new device
concept for bacterial sensing by Raman spectroscopy and voltage-gated monolayer graphene. Nanoscale 2019, 11, 8528-8537.
[CrossRef] [PubMed]

Hanlon, E.B.; Manoharan, R.; Koo, T.W.; Shafer, K.E.; Motz, ].T.; Fitzmaurice, M.; Kramer, J.R.; Itzkan, I.; Dasari, R.R.; Feld, M.S.
Prospects for in vivo Raman spectroscopy. Phys. Med. Biol. 2000, 45, R1-59. [CrossRef]


http://doi.org/10.1016/j.vibspec.2006.06.001
http://doi.org/10.3390/s20247177
http://doi.org/10.1002/jrs.1107
http://doi.org/10.1039/C8NR10010A
http://www.ncbi.nlm.nih.gov/pubmed/30990485
http://doi.org/10.1088/0031-9155/45/2/201

	Introduction 
	Results and Discussion 
	Mutation and Identification of Drug-Resistant Strains 
	Rapid Detection and Discrimination of CTXs-S. typhimurium and CTXr-S. typhimurium by SERS 
	Dynamically Monitoring the Increasing Drug Resistance of S. typhimurium by SERS 
	PCA-LDA for the Identification of Different Degrees of Drug-Resistant Strains 

	Materials and Methods 
	Bacteria and Antibiotics 
	Mutation and Screening of Drug-Resistant Strains 
	Identification of Drug-Resistant Strains 
	SERS Test and Data Processing 
	Transmission Electron Microscopy of the Combination of AuNPs and Bacterial Cells 

	Conclusions 
	References

