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Abstract

BACKGROUND

Efficient extraction of nucleic acids and proteins (ENAP) from cells is a
prerequisite for precise annotation of gene function, and has become laboratory
routine for revealing the mysteries of life. However, cell samples are often from
different culture dishes, resulting in inevitable experimental errors and sometimes
poor repeatability.

AIM

To explore a method to improve the efficiency of ENAP, minimizing errors in
ENAP processes, enhancing the reliability and repeatability of subsequent experi-
mental results.

METHODS

A protocol for the sequential isolation of RNA, DNA, and proteins from the same
cultured HepG2 cells using RNAzol reagent is presented here. The first step
involves culturing HepG2 cells to the exponential phase, followed by the
sequential isolation of RNA, DNA, and proteins from the same cultured cells in
the second step. The yield of nucleic acids and proteins is detected in the third
step, and their purity and integrity are verified in the last step.

RESULTS

The procedure takes as few as 3-4 d from the start to quality verification and is
highly efficient. In contrast to the existing kits and reagents, which are primarily
based on independent isolation, this RNAzol reagent-based method is charac-
terized by the sequential isolation of RNA, DNA, and proteins from the same
cells, and therefore saves time, and has low cost and high efficiency.

CONCLUSION

December 20,2023 | Volume13 | Issue5 |
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The RNA, DNA, and proteins isolated using this method can be used for reverse transcription-polymerase chain
reaction, polymerase chain reaction, and western blotting, respectively.

Key Words: Sequential extraction; Ribonucleic acid; Deoxyribonucleic acid; Protein; Cultured cells
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Core Tip: Sequential extraction of nucleic acids and proteins from cultured cells of the same group. Life is a way of material
(mainly protein and nucleic acid) movement, and health lies in movement. Cell is the most fundamental structural and
functional unit of life. Therefore, the effective isolation of nucleic acids and proteins from cells is the foundation and
prerequisite for revealing the mysteries of life. However, during laboratory routine for isolation of nucleic acids and proteins,
cell samples are often from different culture dishes, usually leading to inevitable experimental errors and sometimes poor
repeatability. The present research tries to explore the possibility to simultaneously isolate nucleic acids and proteins from
the same sample, while reducing experimental errors and ensuring consistency during experimentation. The present study
established a selective protocol for sequential isolation of RNA, DNA and proteins from the same cells with the character-
istics of easy operation, rapid extraction and high efficiency. RNAzol reagent was used for the sequential isolation of RNA,
DNA, and proteins from the same cultured HepG2 cells, resulting in a novel protocol containing four steps. A protocol for
sequential isolation of RNA, DNA and proteins was established and the procedure takes as few as 3-4 d from the start to
quality verification and is highly efficient. The quality of RNA, DNA and proteins isolated through sequential isolation
protocol can be used for reverse transcription - polymerase chain reaction (PCR), PCR and western blot, respectively. The
present procedure is not only easy, rapid and high efficient, but also economical and practical, especially for researchers in
developing and underdeveloped countries.

Citation: Cui YY. Sequential extraction of RNA, DNA and protein from cultured cells of the same group. World J Methodol 2023;
13(5): 484-491

URL: https://www.wjgnet.com/2222-0682/full/v13/i5/484.htm

DOI: https://dx.doi.org/10.5662/wjm.v13.i5.484

INTRODUCTION

The essence of life relies on molecular kinetics, which primarily involves the interactions of nucleic acids (DNA and RNA)
and proteins. Therefore, the extraction of nucleic acids and proteins is crucial for deciphering the secrets of life. It is
becoming increasingly important for researchers in the post-genomic era to efficiently isolate nucleic acids and proteins of
high purity and integrity from cultured cells. Various commercial kits are available for the isolation of nucleic acids and
proteins, using various methods[1]. Recently, methods for RNA[2], DNA[3] and protein[4,5] micro-isolation have been
updated, respectively, and simultaneous isolation of RNA and DNA or protein has also been reported[6,7], but there has
been no reported method for simultaneous isolation of RNA, DNA, and protein from cultured cells of the same group.
Methods for the independent extraction of nucleic acids and proteins from different groups of cultured cells comprise
several steps, are expensive, and time-consuming; these factors affect the productivity, purity, and integrity of the
isolated samples. Most importantly, it is very difficult to ensure that the number of cells, cell growth status, and metabolic
status of the cultured cells are consistent across the different groups, which inevitably increases the chances of experi-
mental errors between earlier and later experiments. Although the complete elimination of errors is not achievable during
experimentation, it is essential to minimize errors as far as possible. The quality of the RNA and proteins isolated from
different groups of cultured cells could be a key factor responsible for the inconsistencies in gene expression data
obtained by reverse transcription (RT)-polymerase chain reaction (PCR) and western blotting that are often observed. By
referring to related literature[8-10] and repeated experimentation, the present study established a relatively rapid
procedure for the sequential extraction of RNA, DNA, and proteins from the same group of cultured cells. The method
described herein is not only easy and inexpensive, but also has high reproducibility, comparability, and credibility, and
ensures consistency during experimentation.

MATERIALS AND METHODS

Reagents

The following reagents were used in this study for the successive extraction of nucleic acids and proteins: RPMI 1640
(HyClone), penicillin-streptomycin (10000 units/mL penicillin and 10000 pg/mL streptomycin; Invitrogen), HEPES
(Sigma, United States), fetal bovine serum (FBS; Sijiqing, China), RNAzol (Cohen-Bio Corp., Beijing, China, lot no.
NA6111), sodium dodecyl sulfate (SDS; Amresco), agarose (Fluka, Spain), diethyl pyrocarbonate (DEPC; Sigma),
acrylamide (BBI, Canada), bis-acrylamide (BBI), tetramethylethylenediamine (TEMED; Sigma), ammonium persulfate

Buissidenge WIM | hittps://www.wjgnet.com 485 December 20,2023 | Volume13 | Issue5 |


https://www.wjgnet.com/2222-0682/full/v13/i5/484.htm
https://dx.doi.org/10.5662/wjm.v13.i5.484

Cui YY. Sequential extraction of RNA, DNA and protein

(Sigma,), guanidine hydrochloride (BBI, Canada), Tris (Sigma), glycine (Sigma), ethidium bromide (E.B; Sigma), MOPS
(Serva, Sino-American Biotechnology Co.), PRO-STAIN™ protein marker II (S5BS Genetech Co., Beijing, China),
horseradish peroxidase-anti-glyceraldehyde-3-phosphate dehydrogenase (HRP-anti-GAPDH; Kangchen Bio-tech,
Shanghai, China), and sediment type mono-ingredient TMB substrate solution (PA108-01, Tiangen Biotech Co., Beijing,
China).

Primers
The following primers were used in this study: c-Myc: Forward: 5'-AGCAAACCTCCTCACAGC-3', and reverse: 3'-
GATGCCTTGAGAACACGC-5' (GenBank accession number: NM_002467).

Equipment

The following equipment was used for the sequential extraction of nucleic acids and proteins: CO, water jacketed
incubator (Thermo Forma MODEL 3111, series II, HEPA FILTER, Forma Scientific Inc.), inversion microscope (XDS-1B,
COIC), an agarose gel electrophoresis apparatus (DYY-III-4, LiuYi Corp. Beijing), SDS-polyacrylamide gel electrophoresis
(PAGE) apparatus (POWER-PAC200/300, Bio-Rad), a MultiMage™ Light Cabinet (Alpha Innotech Corporation), and a
ultraviolet spectrometer (Ultrospec®2100 Pro, Amersham Pharmacia Biotech).

Cell culture
Duration: 1-3 d, depending on the cell line used.

The cells were cultured in RPMI 1640 medium supplemented with 10% heat-inactivated FBS, 100 U/mL penicillin, 100
pg/mL streptomycin, and 10 mmol/L HEPES at pH 7.4, and maintained at 37 °C in a humidified incubator with 5% CO.,.
When the cells reached a confluence of 75%, they were detached with 0.25% trypsin and subsequently seeded into 24-well
microtiter plates at a density of 10* cells /mL with 2 mL complete culture media /well, and cultured in a 5% CO,
incubator for 24, 48, 72, and 96 h. The cells were collected from three wells at each time point and counted with a
hemocytometer. The mean number of cells calculated from the three wells represented the y-axis value, and the time
point was represented on the x-axis of a cell growth curve, which was analyzed to identify the exponential growth phase
of the cells.

RNA isolation
Duration: Approximately 1 h.

Homogenization: The cells were directly lysed in the exponential phase of growth in a culture dish by adding 1 mL
RNAzol reagent to a dish of diameter 3.5 cm, and the cell lysate was pipetted several times for homogenization.

The homogenized samples were incubated for 5 min at room temperature (RT, 25 °C) to allow the complete
dissociation of nucleoprotein complexes.

The samples were centrifuged at 11000 x g for 10 min at 4 °C, following which the clear supernatant solution was
transferred to a fresh 1.5 mL Eppendorf tube.

A 0.2 mL aliquot of chloroform was added to the Eppendorf tube and the sample tubes were securely capped. The
tubes were vigorously shaken by hand for 15 s and incubated at RT for 3 min.

The samples were centrifuged at 11000 x g for 15 min at 4 °C. Following centrifugation, the mixture separated into a
lower, phenol-chloroform phase, an interphase, and an upper colorless aqueous phase. The RNA remained exclusively in
the aqueous phase, the DNA remained in the interphase, and the proteins were retained in the lower organic phase. The
volume of the aqueous phase was approximately 60% of the volume of RNAzol reagent used for homogenization. The
aqueous, interphase, and organic phases were collected in fresh 1.5 mL Eppendorf tubes, and the tubes containing the
interphase and organic phase were stored at 4 °C for the isolation of DNA and proteins.

A 0.5 mL aliquot of isopropyl alcohol was added to the tube containing the aqueous phase, mixed evenly, and allowed
to stand at room temperature for 10 min.

The mixture was centrifuged at 11000 x g for 10 min at 4 °C and the supernatant was discarded. The RNA precipitate,
often invisible before centrifugation, formed a gel-like pellet on the sides and bottom of the tube.

Atleast 1 mL of 75% ethanol was added for washing the RNA pellet, once.

The sample was mixed by vortexing and subsequently centrifuged at a speed < 7500 x g for 5 min at 4 °C. The
supernatant obtained after centrifugation was discarded.

The RNA pellet was air-dried for 5-10 min. The RNA was dissolved in an appropriate volume of RNase-free water by
pipetting the solution a few times and incubating for 10 min at 55-60 °C. A 2 pL aliquot of the RNA solution was diluted
200-fold for detection of absorbance (A) at 260 nm, and the remnant was stored at - 80 °C until further use.

DNA isolation

Duration: Approximately 1 h.

Any remaining aqueous phase was removed from the interphase layer and discarded, and 0.3 mL of 100% ethanol was
added per milliliter of RNAzol reagent used for the initial homogenization of the interphase and phenol phases. The
samples were mixed by inversion and allowed to stand at room temperature for 3 min.

The DNA was sedimented by centrifugation at a speed less than 2000 x g for 5 min at 4 °C. The phenol-ethanol
supernatant was then transferred to a fresh tube and stored at 4 °C for protein isolation.

A 0.3 mL aliquot of 0.1 M sodium citrate-10% ethanol solution was added to wash the DNA pellet, at least twice.
During each wash, the DNA pellet was kept in the washing solution for 30 min at room temperature (with periodic
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Figure 1 Determination of the integrity of the total RNA isolated from the cultured HepG2 cells. Electrophoresis of the total RNA on a
formaldehyde-denaturing agarose gel and subsequent staining with 0.5 mg/mL ethidium bromide revealed discrete bands corresponding to 28S, 18S, and 5S RNA
molecules.

mixing) and centrifuged at 2000 x g for 5 min at 4 °C.

The DNA pellet was suspended in 75% ethanol (1.5-2 mL of 75% ethanol per mL of RN Azol reagent), stored for 20 min
at room temperature (with periodic mixing), and centrifuged at 2000 x g for 5 min at 4 °C.

The DNA was air-dried for 5-15 min in an open tube. The DNA isolated from 10° cells was dissolved by adding 20-60
pL of 8 mmol/L NaOH, such that the concentration of the isolated DNA reached 0.2-0.3 pg/pL.

Protein isolation
Duration: Approximately 1 h.

For protein isolation, 1.5 mL of isopropanol was added to the previously obtained phenol-ethanol supernatant
(approximate volume: 0.8-1 mL of RNAzol reagent), and allowed to stand at room temperature for 10 min.

The protein precipitate was sedimented by centrifugation at 12000 x g for 10 min at 4 °C, and the supernatant was
discarded.

A 2 mL solution of 0.3 M guanidine hydrochloride in 95% ethanol was added to wash the protein pellet, thrice. During
each wash cycle, the protein pellet was kept in the wash solution for 20 min at room temperature (15-30 °C) and
centrifuged at 7500 x g for 5 min at 4 °C. After the final wash, the protein pellet was vortexed in 2 mL ethanol, stored in
ethanol for 20 min at room temperature, and finally centrifuged at 7500 x g for 5 min at 4 °C.

The protein pellet was air-dried for 5-10 min and dissolved in 50 pL of 1% SDS by pipetting. Notably, the complete
dissolution of the protein pellet might require incubating the sample at 50 °C. Any insoluble material was sedimented by
centrifugation at 10000 x g for 10 min at 4 °C, and the supernatant was transferred to a fresh tube. A 1 pL aliquot of the
sample was subsequently used for detecting the concentration and purity of the isolated proteins, and 10 pL of the
sample was used for western blotting. The remainder was stored at =20 °C for future use.

RESULTS

The expected yields of RNA, DNA, and proteins from 1 x 10° cultured HepG2 cells are 5-10 pg, 4-7 pg, and 10-12 pg,
respectively. Nucleic acids and proteins have an A,/ A, 2 1.8 when diluted with Tris-EDTA buffer (TE; 10 mmol/L Tris,
1 mmol/L EDTA, pH 8.0) and 0.1% SDS, respectively.

Electrophoresis of the isolated RNA on a formaldehyde-denaturing agarose gel and subsequent staining with ethidium
bromide revealed discrete bands of high molecular weight, corresponding to RNA molecules of size 7-15 kb (mRNAs and
hnRNAs), two predominant ribosomal RNA bands of size ~5 kb and ~2 kb (28S and 18S rRNAs, respectively), and a low
molecular weight RNA molecule of 0.1-0.3 kb (tRNA, 5S) (Figure 1).

The total RNA obtained using this method is free from contamination with protein and DNA and can be used for
molecular cloning (RT-PCR) (Figure 2).

The DNA isolated using this method can be used for the detection of integrated foreign genetic materials by using PCR
and restriction endonucleases.

The resulting protein isolated by this method can be analyzed for the presence of specific proteins by western blotting
(Figure 3).

Notes
The cells should be lysed directly in a culture dish with appropriate RNAzol reagent only when they are in the
exponential phase of growth, i.e. only cells in the exponential phase of growth should be used for isolation.

Disposable gloves should be worn always, and sterile, disposable plasticware and automatic pipettes should be
reserved for RNA isolation. The glassware and plasticware should be kept RNase-free during RNA isolation to protect
the RNA from contamination and degradation by RNases.
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Figure 2 Identification of genomic DNA and determination of the quality of the total RNA isolated from cultured HepG2 cells. Electrophoresis
of the genomic DNA and products of reverse transcription (RT)-polymerase chain reaction (PCR) amplification of the c-Myc fragment on a 2.0% agarose gel and
subsequent staining with 0.5 mg/mL ethidium bromide revealed the presence of 1.0-20 kb genomic DNA fragments (Lane 1), and a 500 bp c-Myc fragment that was
amplified by RT-PCR using the total RNA as the template (Lane 2).
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Figure 3 Identification of the quality of the total proteins isolated from the same cultured HepG2 cells. The total proteins were separated on 12%
gels by SDS-PAGE (Lane 1). Following transfer onto a polyvinylidene fluoride membrane, the 40-kDa GAPDH-specific band was blotted with HRP-anti-GAPDH and
observed using sediment type mono-ingredient TMB substrate solution (Lane 2).

The isolated RNA and DNA samples should not be dried by centrifugation under vacuum.

DISCUSSION

Understanding the functions of genes in the postgenomic era is crucial for deciphering cellular mechanisms. Therefore,
the development of effective methods of cell culture and novel techniques for the isolation of RNA, DNA, and proteins
from cultured cells, especially the microextraction of nucleic acids and proteins from < 10° cultured cells, have become
increasingly important. The protocol described herein offers such a method for isolating nucleic acids and proteins with
relative rapidity and efficiency. The results demonstrate that the procedure allows the sequential isolation of RNA, DNA,
and protein with high purity and integrity. The advantage of this method is that it allows the almost synchronous
isolation of nucleic acids and proteins from the same cultured cells, which not only saves time, money, manpower, and
material resources, but also preserves the identity of the isolated materials and enhances the reproducibility and
reliability of the experimental results.

RNAZzol is a ready-to-use reagent that is used for the isolation of total RNA from cells. The reagent consists of a
monophasic solution of phenol and guanidine isothiocyanate, and the RNAzol-based technique of RNA isolation is
superior to the single-step RNA isolation method developed by Chomczynski and Sacchi[8,9]. RNAzol maintains the
integrity of the RNA during cell lysis and dissolution of cellular components. The addition of chloroform followed by
centrifugation separates the solution into an aqueous phase and an organic phase, and the RNA remains exclusively in
the aqueous phase. The RNA is recovered by precipitating the aqueous phase with isopropyl alcohol. The DNA in the
interphase layer can then be isolated by precipitation with ethanol, and the proteins can be isolated from the organic
phase by an additional precipitation step with isopropyl alcohol[4,10].

In the classical isolation methods, RNA, DNA, and proteins are extracted independently, which requires the
preparation of a triplet group of cells as well as several reagents that need to be added separately during isolation. These
protocols involve numerous steps and are time-consuming. In these conditions, RNA can easily be contaminated and
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Figure 4 Flow chart of ENAP protocol.

degraded by extraneous RNases. Therefore, the operational difficulty of the classical isolation methods is higher and the
chances of successful isolation are decreased. Additionally, the various commercially available kits for the extraction of
nucleic acids are expensive. RN Azol reagent facilitates the sequential isolation of RNA, DNA, and proteins from the same
cultured cells, and preserves the identity of the isolated materials. The method developed herein has several advantages,
including good comparability and reproducibility, a simple protocol, short duration of experimentation, improved work
efficiency, reduced chance of RNA degradation, and it does not require the use of proteinase inhibitors for isolating single
proteins. The quality of the isolated RNA, DNA, and proteins was validated by formaldehyde-denaturing agarose gel
electrophoresis, RT-PCR, SDS-PAGE, and western blotting. And the findings reveal that the isolated nucleic acids and
proteins can be used in molecular biology studies. Of note, this protocol is not suitable for lifelong cells without prolif-
erative ability, e.g. neural cells and myocardial cells, or cells with relatively weak proliferative ability, e.g. stem cells with
relatively small numbers.

CONCLUSION

Together, the present study describes a novel protocol for the sequential micro-extraction of RNA, DNA, and proteins
from the same cells (Figure 4). The procedure has easy operation, allows rapid isolation, has high efficiency, and is
economical and practical, especially for researchers in developing countries.

ARTICLE HIGHLIGHTS

Research background

Life is a way of material (mainly protein and nucleic acid) movement and health lies in movement. Cell is the most
fundamental structural and functional unit of life, therefore, the effective isolation of nucleic acids and proteins from cells
is the foundation and prerequisite for revealing the mysteries of life. However, during laboratory routine for isolation of
nucleic acids and proteins, cell samples are often from different culture dishes, usually leading to inevitable experimental
errors and sometimes poor repeatability.

Research motivation
The present research tries to explore the possibility to simultaneously isolate nucleic acids and proteins from the same
sample, while reducing experimental errors and ensuring consistency during experimentation.

Research objectives
The present study established a selective protocol for sequential isolation of RNA, DNA and proteins from the same cells
with the characteristics of easy operation, rapid extraction and high efficiency.

Research methods
RNAzol reagent was used for the sequential isolation of RNA, DNA, and proteins from the same cultured HepG2 cells,
resulting in a novel protocol containing four steps.

Research results
A protocol for sequential isolation of RNA, DNA and proteins was established and the procedure takes as few as 3-4 d
from the start to quality verification and is highly efficient.
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Research conclusions
The quality of RNA, DNA and proteins isolated through sequential isolation protocol can be used for reverse
transcription (RT) - polymerase chain reaction (PCR), PCR and western blot, respectively.

Research perspectives
The present procedure is not only easy, rapid and high efficient, but also economical and practical, especially for
researchers in developing and underdeveloped countries.
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