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Abstract

Chemotherapy resistance is a recurring challenge in cancer treatment, with specific bacteria impairing the ef-
fectiveness of certain chemotherapies. This study reviews three bacteria and their impact on chemotherapy
drugs: Mycoplasma and gemcitabine, Fusobacterium nucleatum and oxaliplatin, bacterial β-glucuronase and
irinotecan. Bacteria can have wide-ranging effects on cancer treatment; for instance, they may affect drug
metabolism, alter toxin conversion, and encourage cancer growth. Whilst the presence of these bacteria was
found to have a detrimental effect on the efficacy of chemotherapy treatment, we also consider wider interac-
tions and interdependencies of the microbiota with drug treatments. Some cancer therapies depend on the
delicate balance of the microbiome whilst simultaneously disrupting it by their very nature, particularly when
antibiotics are introduced. Further research into the complex relationship between bacteria and the tumour
micro-environment is needed. Treatments that focus on the immune-oncology microbiome axis or that ex-
plore genetic predisposition through the use of biomarkers could also support a more personalised approach.

Introduction

Cancer presents an ongoing health burden globally, with an estimated
19.3 million new cases and 10 million deaths in 20201; it is estimated to
be the first or second leading cause of death in 112 countries2. Ageing
populations contribute to this incidence rising by 47% by 20401, with
early diagnosis and treatment considered key to improving prognosis and
survival.

Chemotherapy has become a well-established cancer treatment since
its initial use in the treatment of non-Hodgkin’s lymphoma in the 1940s.
It is frequently employed alongside other interventions including surgery,
radiotherapy, and more recently immunotherapy3. Chemotherapy is
usually administered intravenously or orally4, and uses cytotoxic or cyto-
static drugs that can interfere with the cell cycle, preventing cell division
and proliferation. These can include mitotic inhibitors, topoisomerase
inhibitors, alkylating agents, cytotoxic antibiotics, and antimetabolites5.
Chemotherapy targets non-specifically, so the maximum tolerated dose
(MTD) needs to be high enough to be toxic to the cancerous cells without
being excessively detrimental to a patient’s quality of life6. Chemotherapy
drug mechanisms depend on various factors such as the nature and
location of the tumour. For example, nucleoside analogues such as
gemcitabine are taken up through the cell membrane, and they disrupt
DNA/RNA synthesis, and either halt the cell division cycle and prevent
further cell proliferation (cytostatic), or cause lethal damage leading to
apoptosis (cytotoxic)7.

However, chemotherapy resistance represents an ongoing challenge8,9 and
frequently results in recurrence of the disease and reduced survival rates10.
Bacterial interactions with chemotherapy drugs have been identified as a
potential factor that may reduce the effectiveness of existing treatments9,11.

Gemcitabine andMycoplasma

Gemcitabine is a commonly prescribed nucleoside analogue antimetabolite
chemotherapy prodrug primarily used to treat solid tumours in pancreatic,
lung breast, blood, ovarian, bladder and non-small-cell lung cancers12.
As a hydrophilic drug, it is transported across the cell membrane by
nucleoside transporters, phosphorylated by deoxycytidine into its active
form as gemcitabine triphosphate, and finally incorporated into DNA and
RNA12. It cross-primes CD8+ T cells whilst suppressing myeloid-derived
suppressor cells (MDSCs), which can otherwise act to downregulate
adaptive immune T cell responses13. It enhances antigen presentation,
downregulating checkpoint molecules and inducing tumour cell apop-
tosis through various pathways14. Although chemotherapy is generally
associated with immune suppression, gemcitabine has also been shown to
support an adaptive immune response14,15.

Gemcitabine has been found to be metabolised into an inactive form
at solid tumour sites by a long form cytidine deaminase enzyme produced
by Mycoplasma, a gammaproteobacteria, which renders the treatment
less effective or ineffective5,9,16,17. Higher Mycoplasma infection rates in
late-stage cancerous tumour samples compared to benign tissue infections
were found in 76% of cancerous pancreatic cells compared to 15% of
healthy pancreatic tissue samples9; 100% of surgically removed lung
tissue was also found to be infected16. A higher ratio of Mycoplasma
infection was found in stage 3-4 gastric cancer samples compared to stage
1-2 gastric cancer samples7. This higher occurrence of Mycoplasma in
tumorous tissue is not yet fully understood5. The preferential colonisation
of bacteria observed in these studies could arise from the nutrient-rich
microenvironment of the tumour due to necrosis7 or hypoxic anaerobic
conditions18. Although mycoplasmas usually prefer an aerobic environ-
ment, they can also function in the anaerobic environment found in dead
or dying tissue. This environmental transition, which is often observed
in necrosing tumour tissue, can cause increased production of bacterial
toxins and provoke an immune response; the ensuing inflammation may
also contribute to chemotherapy resistance19.
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It is also thought that Mycoplasma has carcinogenic properties and
may contribute to malignant transformations and metastasis20 through the
induction of chromosomal instability, oncogene overexpression, growth
factor production, and apoptosis prevention7. This raises questions about
cause and effect, and whether the bacteria is attracted to the environment
of an existing tumour as an opportunistic resident, or if it is a causative
agent for the tumour21.

The bacterial-mediated tumour resistance of gemcitabine is not limited to
Mycoplasma; thirteen of the twenty-seven types of gammaproteobacteria
were found to eradicate the effects of the drug9. Escherichia coli and
γ-amastigotes are also associated with gemcitabine resistance11,17,18. As
Mycoplasma is far from being an isolated case, the broader range of bacteria
interacting with cancer treatments may have far reaching implications as a
subject for further research.

The administration of gemcitabine with antibiotics such as levofloxacin
hydrate, cefdinir, ciprofloxacin, and meropenem hydrate has proven useful
in improving treatment efficacy by eradicating bacteria17,22,23.

Oxaliplatin and Fusobacterium nucleatum

Oxaliplatin is a platinum analogue of diaminocyclohexane11, commonly
used to treat cancer of the intestines, stomach, pancreas, and oesophagus. It
is often administered in combination with other chemotherapy drugs such
as cisplatin. Oxaliplatin’s anti-tumour activity relies on the production of
reactive oxygen species (ROS) in myeloid cells, which is stimulated by the
gut microbiota. Gut microbes can prime tumour-infiltrating myeloid cells
via the MYD88-dependent pathway for ROS production in response to
chemotherapeutic drugs5,11.

Increased ROS levels are indicative of oxidative stress. This leads to
oxaliplatin genotoxicity, inhibiting the synthesis of RNA and DNA.
Immunologic reactions are also triggered, with the release of tumour
antigens and the translocation of calreticulin phagocytic markers to the
cell surface. These promote danger-associated molecule pattern (DAMP)
secretions, such as HMGB1 and ATP, which bind to receptors that pro-
mote thematuration of death cells and tumour-specific CD8+T-cells5,11,14.

Commensal bacteria and microbial metabolites also support oxali-
platin effectiveness by bolstering the immune system. Immunogenic
bacteria such as Bacteroides fragilis and Erysipelotrichaceae work syn-
ergistically with antigenicity from epithelial cell apoptosis induced by
oxaliplatin to stimulate B cell activation. Butyrate, a microbial metabolite,
can enhance oxaliplatin efficacy by activating B cells and cytotoxic CD8+
T cells5.

Given that an intact microbiome is essential to the functioning of
platinum drugs such as oxaliplatin7, gut microbiota disruption can
contribute to chemotherapy resistance or failure. The use of antibiotics
can interfere with the microbiome, reducing immune cell mediation of
tumour suppressors and pro-inflammatory responses11,18. Therefore,
care should be taken when prescribing antibiotics and other additional
medications alongside oxaliplatin to avoid reducing bacterial diversity,
removing beneficial microbes, and having a potential detrimental impact
on treatment responses5,24.

Although the microbiome plays an important role in oxaliplatin ef-
ficacy, other types of bacteria can also have a detrimental effect on
chemotherapy patients. Fusobacterium nucleatum is found to be more

prevalent in colorectal cancer patients and is associated with worse prog-
nosis15 and greater colorectal tumourigenesis. This is due to FadA adhesin
and E-cadherin interactions; it induces oxaliplatin chemoresistance by
activating toll receptors and switching cell pathways from apoptosis to
autophagy, resulting in tumour cell survival18,25,26. F. nucleatum also
contributes to mechanical hyperalgesia, causing sensitivity and pain
response in the patient as a dose-limiting complication26. These factors
all contribute to the limited effectiveness or failure of oxaliplatin as a
chemotherapy cancer treatment, and antibiotics are not always a suitable
combination treatment due to the impact they can have on microbiome
balance22.

Irinotecan and β-glucuronase

Irinotecan is an antineoplastic semisynthetic water-soluble analogue drug.
It is S-phase specific, and inhibits DNA topoisomerase to interfere with
DNA replication, transcription, and repair. This causes fatal double-
stranded DNA breakage, leading to cell cycle arrest and apoptosis. It is a
broad-spectrum chemotherapeutic used mostly in solid tumours, includ-
ing in brain, gastric, colorectal, pancreatic, lung and ovarian cancers27.

Although considered an effective chemotherapy drug, irinotecan use
is problematic as it often comes with severe side effects28. These include
delayed diarrhoea (occurring more than 24 hours after administration,
generally 5 days), neutropenia (low white blood cell count and impaired
immunity), and sometimes an acute cholinergic reaction, resulting from
inhibition of acetyl-cholinesterase activity by irinotecan within the first 24
hours of treatment27,28.

These side effects are attributed to bacterial activity in the gastroin-
testinal tract. The active form of irinotecan, CPT-11, is administered
intravenously and converted by carboxylesterase 2 into the active product
SN-38, which subsequently activates anti-neoplastic activity and neu-
tropenia27. SN-38 is then detoxified in the liver by UGT1A1 through
hepatic glucuronidation to produce SN-38G29; however, upon excretion
into the gut, bacterial β-glucuronase converts the drug back into the
toxic SN-38 metabolite due the deconjugation and reactivation actions
of β-glucuronidase30. This causes gastric toxicity and intestinal mucosal
damage, which in some patients can be severe to life-threatening5,27,31.
This means drug dosage is often lowered or treatment ceased before the
end of treatment, rendering it less effective.

β-glucuronase inhibitors have proven useful alongside irinotecan to
limit bacterial β-glucuronidase activity and epithelial damage, as seen
in uronic isofagomine derivatives32. However, some studies have found
that suppressing this activity could produce a secondary SN-38 peak due
to enterohepatic recirculation, and the effect on CPT-11 anti-tumour
effectiveness is not clear29. Ciprofloxacin and other antibiotics have been
found to reduce this recycling effect33.

The microbiota-host-irinotecan axis has identified several supplementary
treatments to alleviate the side effects of irinotecan33. Benefits of probiotics
such as Bifidobacterium longum28,34 and Lactobacillus rhamnossus35 help
to regulate the gut microbiota, and faecal microbiota transplantation has
also been found effective28. Berberine, a plant-based supplement, has been
found to strengthen the gut lining, reduce inflammation, and increase
production of goblet cells36.

The ability to metabolise and clear irinotecan can vary ten-fold be-
tween patients, which has been partly attributed to polymorphisms in the
gene encoding UGT1A127. Genotyping for these mutations may help to
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detect patients at high risk of irinotecan-induced gastric toxicity as a useful
biomarker for a more personalised treatment37.

Discussion

Bacteria act as both a friend and a foe in chemotherapy treatment.
While balanced bacterial interactions are necessary for immune system
drug interactions7, some microbial interactions may also undermine
chemotherapy treatment and thus contribute to chemotherapy resistance
or failure. Examples include metabolising drugs before they can be
effective, as seen in Mycoplasma with gemcitabine5,9,16; acting as car-
cinogens as with Fusobacterium nucleatum and oxaliplatin18,20,25,26; and
producing toxins with side effects so severe that they are intolerable for
the patient such as with β-glucuronase with irinotecan27,28,30,31. Effects
vary even between strains of the same species of bacteria. Notably, the
non-enterotoxigenic strain of Bacteroides fragilis can enhance efficacy
of oxaliplatin while the enterotoxigenic strain of this bacteria promotes
colorectal cancer5.

Higher rates of bacterial infections in cancerous tumours7,9,16 suggest
either a causal relationship as a carcinogen20,21, an increased attraction of
bacteria to the tumour micro-environment6,11,16,18, or both; there is no
consensus as of yet5.

Much emphasis is placed on the immune-oncology microbiome axis5 and
the bi-directional actions of chemotherapy and the immune system11.
Effective chemotherapy treatment often relies on aspects of the immune
system functioning properly; this is in turn reliant on a balanced micro-
biome. Chemotherapy treatment can disrupt this balance, contributing
to chemotherapy resistance and failure30. This is seen for example in the
microbiota-host-irinotecan axis36.

Although antibiotics are useful for treating some cases of bacterial-
mediated resistance such as with gemcitabine23, these drugs are notorious
for causing gut dysbiosis and biome imbalance25,34, so caution must be
taken when prescribing these to immunocompromised chemotherapy
patients. An emphasis on complementary treatments such as probiotics
and faecal microbiota transplants can be a supplementary way to support
the immune system as well as the natural balance of the gut, particu-
larly where platinum drugs such as oxaliplatin and irinotecan are being
used28,34,35,36,38.

Understanding an individual’s predisposition to bacterial chemother-
apy resistance with the use of biomarkers and genotyping for bacterial
activity can help medical professionals select the most appropriate drug
and dosage for that patient, avoiding unnecessary treatment that is likely to
be ineffective or even harmful31,37. For example, polymorphisms in gene
expression of UGT1A1may indicate amore severe reaction to irinotecan27,
suggesting that a lower dosage or alternative medication is needed.

In wider research, the importance of bacteria and its role in the im-
mune system is a key part of emerging immunotherapy research as an
alternative or complementary form of cancer treatment to chemother-
apy14,27. Although it has some limitations, such as being more costly as
a form of personalised medicine, research outcomes in this area could
provide valuable insight into any synergies or crossovers30.

Conclusion

Bacteria play a significant role in chemotherapy resistance through
mechanisms such as tumour growth (Fusobacterium nucleatum and
Mycoplasma), drug metabolism (Mycoplasma), and toxin conversion
(bacterial β-glucuronase)19,25,26. Elucidating the link between bacteria
and chemotherapy resistance can help us refine personalised medicine
approaches10. These includemaximizing the effectiveness of chemotherapy
treatments by employing biomarkers to measure bacterial activity or by
genotyping to identify genetic predisposition30.

Since bacteria play an essential role in the immune system5, and with
several types of chemotherapy reliant on a healthy balanced microbiome
to work effectively11, there should be an emphasis for future research with
some potential synergies with immunotherapy research. Care should be
taken with use of antibiotics, as although these may destroy some types
of bacteria instrumental in treatment resistance23, they may destroy other
types such as commensal bacterial essential to a healthy microbiota24,38,
so more emphasis on alternatives such as probiotics and faecal microbiota
transplants would be of benefit28,38,34,35,36.

Although there are several factors that may encourage chemotherapy
resistance, the role of bacteria is a significant one. Further research is
needed to better understand the interplay between the tumour micro-
environment and preferential bacterial colonisation, carcinogenic bacterial
properties, and the balance between the microbiome and the immune
system.

References

1. Sung, H. et al. Global Cancer Statistics 2020: GLOBOCAN Estimates
of Incidence and Mortality Worldwide for 36 Cancers in 185 Coun-
tries. CA: Cancer J. Clin. 71, 209–249 (2021). https : / / acsjournals .
onlinelibrary.wiley.com/doi/10.3322/caac.21660.

2. WHO. Global Health Estimates 2020: Deaths by Cause, Age, Sex, by
Country and by Region https://www.who.int/data/gho/data/themes/
mortality - and- global - health - estimates / ghe - leading - causes - of -
death. (2000–2019).

3. Bae, J., Park, K. &Kim, Y.-M. CommensalMicrobiota andCancer Im-
munotherapy: Harnessing Commensal Bacteria for Cancer Therapy.
Immune Netw. 22 (2022). https://immunenetwork.org/DOIx.php?
id=10.4110/in.2022.22.e3.

4. King, R. J. B. & Robins, M. W. Cancer Biology (Pearson Education
Limited, 2006).

5. Ting, N. L.-N., Lau, H. C.-H. & Yu, J. Cancer pharmacomicrobiomics:
targeting microbiota to optimise cancer therapy outcomes. Gut 71
(2022). http://dx.doi.org/10.1136/gutjnl-2021-326264.

6. McKinnell, R. G. et al.The Biological Basis of Cancer (Cambridge Uni-
versity Press, 2006).

7. Voorde, J. V., Balzarini, J. & Liekens, S.Mycoplasmas and cancer: focus
on nucleoside metabolism. EXCLI J. 13, 300–322 (2014).

8. Binenbaum, Y., Na’ara, S. & Gil, Z. Gemcitabine resistance in pan-
creatic ductal adenocarcinoma.Drug Resist. Updat. 23, 55–68 (2015).
http://doi.org/10.1016/j.drup.2015.10.002.

9. Geller, L. T. et al. Potential role of intratumor bacteria in mediating
tumor resistance to the chemotherapeutic drug gemcitabine.N. Y. Sci.
J. 357, 1156–1160 (2017). https://doi.org/10.1126/science.aah5043.

Volume 18 | Issue 1 | March 2023 Page B17

https://acsjournals.onlinelibrary.wiley.com/doi/10.3322/caac.21660
https://acsjournals.onlinelibrary.wiley.com/doi/10.3322/caac.21660
https://www.who.int/data/gho/data/themes/mortality-and-global-health-estimates/ghe-leading-causes-of-death
https://www.who.int/data/gho/data/themes/mortality-and-global-health-estimates/ghe-leading-causes-of-death
https://www.who.int/data/gho/data/themes/mortality-and-global-health-estimates/ghe-leading-causes-of-death
https://immunenetwork.org/DOIx.php?id=10.4110/in.2022.22.e3
https://immunenetwork.org/DOIx.php?id=10.4110/in.2022.22.e3
http://dx.doi.org/10.1136/gutjnl-2021-326264
http://doi.org/10.1016/j.drup.2015.10.002 
https://doi.org/10.1126/science.aah5043


10. Joyce, J. A. & Klemm, F. Microenvironmental regulation of therapeu-
tic response in cancer. Trends Cell Biol. 25, 198–213 (2015). https :
//doi.org/10.1126/science.aah5043.

11. Yin, B. et al. Research progress on the effect of gut and tumor mi-
crobiota on antitumor efficacy and adverse effects of chemotherapy
drugs. Front. Microbiol. 13, 55–68 (2022). https://doi.org/10.3389/
fmicb.2022.899111.

12. Ciccolini, J., Serdjebi, C., Peters, G. J. & Giovannetti, E. Pharma-
cokinetics and pharmacogenetics of Gemcitabine as a mainstay in
adult and pediatric oncology: an EORTC-PAMM perspective. Can-
cer Chemother. Pharmacol. 78, 1–12 (2016). https://doi.org/10.1007/
s00280-016-3003-0.

13. Gimeno, R. & Barquinero, J. Myeloid-derived suppressor cells
(MDSC): Another player in the orchestra. Immunology 30, 45–53
(2011). https://doi.org/10.1016/S0213-9626(11)70015-4.

14. Emens, L. A. & Middleton, G. The interplay of immunotherapy and
chemotherapy: harnessing potential synergies. Cancer Immunol. Res.
3, 436–443 (2015). https://doi.org/10.1158/2326-6066.CIR-15-0064.

15. Chen, S. et al. Fusobacterium nucleatum promotes colorectal cancer
metastasis bymodulating KRT7-AS/KRT7.GutMicrobes 11, 511–525
(2020). https://doi.org/10.1080/19490976.2019.1695494.

16. Zerdan, M. B. et al. The Lung Microbiota and Lung Cancer: A Grow-
ing Relationship. Cancers 14, 4813 (2022). https://doi.org/10.3390/
cancers14194813.

17. Choy, A. T. F. et al.Themicrobiome of pancreatic cancer: frommolec-
ular diagnostics to new therapeutic approaches to overcome chemore-
sistance caused by metabolic inactivation of gemcitabine. Expert Rev.
Mol. Diagn. 18 (2018). https : / / doi . org / 10 . 1080 / 14737159 . 2018 .
1544495.

18. Wilkinson, E. M., Ilhan, Z. E. & Herbst-Kralovetz, M. M. Microbiota-
drug interactions: Impact onmetabolism and efficacy of therapeutics.
Maturitas 112, 53–63 (2019). https://doi.org/10.1016/j.maturitas.
2018.03.012.

19. Benedetti, F. et al. Proteome analysis of Mycoplasma fermentans cul-
tured under aerobic and anaerobic conditions. Transl. Med. Commun.
4 (2019). https://doi.org/10.1186/s41231-019-0047-2.

20. Kim, M. K. et al. Mycoplasma infection promotes tumor progression
via interaction of the mycoplasmal protein p37 and epithelial cell ad-
hesionmolecule in hepatocellular carcinoma.Cancer Lett. 454, 44–52
(2019). https://doi.org/10.1016/j.canlet.2019.04.007.

21. Cummins, J. & Tangney, M. Bacteria and tumours: causative agents
or opportunistic inhabitants? Infect. Agents Cancer 8 (2013). https :
//doi.org/10.1186/1750-9378-8-11.

22. Imai, H. et al. Antibiotic therapy augments the efficacy of
gemcitabine-containing regimens for advanced cancer: a retro-
spective study. Cancer Biol. Ther. 11, 7953–7965 (2019). http :
//doi.org/10.2147/CMAR.S215697.

23. Nakano, S. et al. Association between the use of antibiotics and
efficacy of gemcitabine plus nab-paclitaxel in advanced pancreatic
cancer. Medicine 99 (2020). https : / / doi . org / 10 . 1097 / MD .
0000000000022250.

24. Li, B. et al. Mining the Gut Microbiota for Microbial-Based Thera-
peutic Strategies in Cancer Immunotherapy. Front. Oncol. 11 (2021).
https://doi.org/10.3389/fonc.2021.721249.

25. Ma, C. T. et al. Fusobacterium nucleatum promotes the progression
of colorectal cancer by interacting with E‐cadherin. Oncol. Lett. 16,
2602–2612 (2018). https://doi.org/10.3892/ol.2018.8947.

26. Rubinstein, M. R. et al. Fusobacterium nucleatum Promotes Colorec-
tal Carcinogenesis by Modulating E-Cadherin/β-Catenin Signaling
via its FadA Adhesin. Cell Host Microbe 14, 195–206 (2013). http :
//dx.doi.org/10.1016/j.chom.2013.07.012.

27. Chamseddine, A. N. et al. Intestinal bacterial β-glucuronidase as a
possible predictive biomarker of irinotecan-induced diarrhea sever-
ity. Pharmacol. Ther. 119, 1–5 (2019). https : / / doi . org / 10 . 1016 / j .
pharmthera.2019.03.002.

28. Ren, Z. et al. Effect of Bifidobacterium animalis subsp. lactis SF on
enhancing the tumor suppression of irinotecan by regulating the in-
testinal flora. Pharmacol. Res. 184 (2022). https://doi.org/10.1016/j.
phrs.2022.106406.

29. Cheng, K. W. et al. Pharmacological inhibition of bacterial β-
glucuronidase prevents irinotecan-induced diarrhea without impair-
ing its antitumor efficacy in vivo. Pharmacol. Res. 139, 41–49 (2019).
https://doi.org/10.1016/j.phrs.2018.10.029.

30. Heshiki, Y. et al. Predictable modulation of cancer treatment out-
comes by the gut microbiota. Microbiome 8 (2020). https://doi.org/
10.1186/s40168-020-00811-2.

31. Paulik, A. et al. Irinotecan toxicity during treatment of metastatic
colorectal cancer: focus on pharmacogenomics and personalized
medicine. Tumori J. 106, 87–94 (2020). https : / / doi . org / 10 . 1177 /
0300891618811283.

32. Lin, H. Y. et al. Entropy-driven binding of gut bacterial β-
glucuronidase inhibitors ameliorates irinotecan-induced toxicity.
Commun. Biol. 4 (2021). https : / / doi . org / 10 . 1038 / s42003 - 021 -
01815-w.

33. Kodawara, T. et al. The Inhibitory Effect of Ciprofloxacin on the β-
Glucuronidase-mediated Deconjugation of the Irinotecan Metabolite
SN-38-G. Basic Clin. Pharmacol. Toxicol. 118 (2016). https://doi.org/
10.1111/bcpt.12511.

34. Quintanilha, M. F. et al. Bifidobacterium longum subsp. longum 51A
attenuates intestinal injury against irinotecan-induced mucositis in
mice. Life Sci. 289 (2022). https://doi.org/10.1016/j.lfs.2021.120243.

35. Hu, W. et al. A cellular chip-MS system for investigation of Lacto-
bacillus rhamnosus GG and irinotecan synergistic effects on colorec-
tal cancer. Chin. Chem. Lett. 33, 2096–2100 (2022). https://doi.org/
10.1016/j.cclet.2021.08.041.

36. Yue, B. et al. Berberine Improves Irinotecan-Induced Intestinal Mu-
cositis Without Impairing the Anti-colorectal Cancer Efficacy of
Irinotecan by Inhibiting Bacterial β-glucuronidase. Chin. Chem. Lett.
12 (2021). https://doi.org/10.3389/fphar.2021.774560.

37. Velez-Velez, L. M., Hughes, C. L. & Kasi, P. M. Clinical Value of Phar-
macogenomic Testing in a Patient Receiving FOLFIRINOX for Pan-
creatic Adenocarcinoma. J. Clin. Oncol. 36, 814 (2018). https://doi.
org/10.3389/fphar.2018.01309.

38. Yue, B. et al.Microbiota-Host-Irinotecan Axis: ANew Insight Toward
Irinotecan Chemotherapy. Life Sci. 289 (2022). https : / /doi .org/10.
3389/fcimb.2021.710945.

Page B18 McGill Science Undergraduate Research Journal - msurj.com - msurjonline.mcgill.ca

https://doi.org/10.1126/science.aah5043
https://doi.org/10.1126/science.aah5043
https://doi.org/10.3389/fmicb.2022.899111
https://doi.org/10.3389/fmicb.2022.899111
https://doi.org/10.1007/s00280-016-3003-0
https://doi.org/10.1007/s00280-016-3003-0
https://doi.org/10.1016/S0213-9626(11)70015-4
https://doi.org/10.1158/2326-6066.CIR-15-0064
https://doi.org/10.1080/19490976.2019.1695494 
https://doi.org/10.3390/cancers14194813
https://doi.org/10.3390/cancers14194813
https://doi.org/10.1080/14737159.2018.1544495
https://doi.org/10.1080/14737159.2018.1544495
https://doi.org/10.1016/j.maturitas.2018.03.012 
https://doi.org/10.1016/j.maturitas.2018.03.012 
https://doi.org/10.1186/s41231-019-0047-2
https://doi.org/10.1016/j.canlet.2019.04.007
https://doi.org/10.1186/1750-9378-8-11
https://doi.org/10.1186/1750-9378-8-11
http://doi.org/10.2147/CMAR.S215697
http://doi.org/10.2147/CMAR.S215697
https://doi.org/10.1097/MD.0000000000022250
https://doi.org/10.1097/MD.0000000000022250
https://doi.org/10.3389/fonc.2021.721249
https://doi.org/10.3892/ol.2018.8947
http://dx.doi.org/10.1016/j.chom.2013.07.012
http://dx.doi.org/10.1016/j.chom.2013.07.012
https://doi.org/10.1016/j.pharmthera.2019.03.002
https://doi.org/10.1016/j.pharmthera.2019.03.002
https://doi.org/10.1016/j.phrs.2022.106406
https://doi.org/10.1016/j.phrs.2022.106406
https://doi.org/10.1016/j.phrs.2018.10.029 
https://doi.org/10.1186/s40168-020-00811-2
https://doi.org/10.1186/s40168-020-00811-2
https://doi.org/10.1177/0300891618811283 
https://doi.org/10.1177/0300891618811283 
https://doi.org/10.1038/s42003-021-01815-w
https://doi.org/10.1038/s42003-021-01815-w
https://doi.org/10.1111/bcpt.12511
https://doi.org/10.1111/bcpt.12511
https://doi.org/10.1016/j.lfs.2021.120243
https://doi.org/10.1016/j.cclet.2021.08.041
https://doi.org/10.1016/j.cclet.2021.08.041
https://doi.org/10.3389/fphar.2021.774560
https://doi.org/10.3389/fphar.2018.01309
https://doi.org/10.3389/fphar.2018.01309
https://doi.org/10.3389/fcimb.2021.710945
https://doi.org/10.3389/fcimb.2021.710945
https://www.msurj.com
https://msurjonline.mcgill.ca

