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ABSTRACT

سرطان القولون والمستقيم )CRC( أحد أكثر أنواع السرطان شيوعًا في جميع أنحاء 
العالم، وهوأكثر أسباب الوفيات الناجمة عن السرطان شيوعًا. في الآونة الأخيرة، 
ظهر تقدم كبير في توضيح التغيرات الجزيئية للمرض، وكانت النتائج تحسين فهم 
بيولوجيا CRC، واكتشاف المؤشرات الحيوية ذات الأهمية التشخيصية والإنذارية 
 CRC والعلاجية. في هذا التقرير، أجرينا تقييم لبحوث علم الأمراض الجزيئي لـ
بالتغيرات  المتعلقة  البيانات  أن  هو  الحكم  السعودية.  العربية  المملكة  من  المنبثقة 
الجزيئية في CRC من المرضى السعوديين متواضعة في أحسن الأحوال. تنعكس 
هذه الندرة في بيانات علم الأمراض الجزيئي بشكل مناسب في ندرة الواسمات 
الجزيئية الموصى بها للاختبار بواسطة إرشادات المركز الوطني السعودي للسرطان 
لعلاج CRC. يلزم إجراء دراسات متعددة المؤسسات ومتعددة الأقاليم على نطاق 
واسع لتوليد البيانات الجزيئية التي من شأنها أن تقدم إرشادات للتشخيص والتنبؤ 

والتقسيم الطبقي للمخاطر لمرضى CRC السعوديين.

Colorectal cancer (CRC) is one of the most common 
cancers worldwide, and one of the most common causes of 
cancer deaths. In recent times, significant advancements 
have been made in elucidating the molecular alterations 
of the disease, and the results have been an improved 
understanding of CRC biology, as well as the discovery 
of biomarkers of diagnostic, prognostic, and therapeutic 
significance. In this review, an evaluation is carried out 
of the molecular pathology research of CRC emanating 
from Saudi Arabia. The verdict is that the data on the 
molecular alterations in CRC from Saudi patients is at 
best modest. This dearth of molecular pathology data 
is aptly reflected in the paucity of molecular markers 
recommended for testing by the Saudi National Cancer 
Centre guidelines for CRC management. Large scale 
multi-institutional and multiregional translational 
studies are required to generate molecular data that would 
inform diagnostic, prognostic, and risk-stratification 
guidelines for Saudi CRC patients.
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Colorectal cancer (CRC) is the 3rd most common 
cancer worldwide after breast and lung cancers, 

with reportedly more than 1.9 million new cases 
(9.8% of all cancers) diagnosed in 2020.1,2 It is also 
the 2nd most common cause of cancer deaths with 
915,880 deaths (9.2% of all cancers) in the same year.1,2 
In Saudi Arabia, CRC is the second most common 
cancer after breast cancer, with an age-standardised 
ratio (ASR) incidence rate of 13.9/100,000 population 
(14.4% relative frequency ratio) in both genders in 
the period under review. Colorectal cancer also has the 
highest number of new cancer cases (4007 cases) in the 
2020 period. Colorectal cancer is the most common 
cancer in the male gender (ASR incidence rate of 
16.1/100.000 and relative frequency ratio of 19.3%); 
and the 3rd most common cancer in the female gender 
(ASR of 10.9/100,000 or relative frequency ratio of 
9.2%) after breast and thyroid cancers.1,2 Accordingly, a 
2020 systematic review by Alqahtani et al,3 classed CRC 
as the second most common cancer after breast cancer, 
with an incidence rate of 14.6% and a mortality rate of 
1.5%, making it the 16th most common cause of cancer 
deaths in Saudi Arabia. But perhaps more importantly, 
the rate of CRC in Saudi Arabia has been increasing 
over the years, especially among the young.3-6

The mortality rate patterns for CRC worldwide 
largely paralleled the incidence rate patterns, as the 
highest mortality rates of 8.2-11.8/100,000 were noted 
in countries with the highest incidence rates, while the 
lowest mortality rates of 3.2-7.2/100,000 were found in 
countries with the lowest rates.1,2 The mortality rate for 
CRC in Saudi Arabia (7.3/100,000 population) falls in 
the upper limits of the mortality rates found in regions 
with the lowest mortality rates.1,2



837https://smj.org.sa     Saudi Med J 2023; Vol. 44 (9)

Molecular pathology of Saudi CRC cases ... Alfahed

The molecular pathology of cancer has improved 
our understanding of carcinogenesis, and has enabled 
the discovery of diagnostic, prognostic, and predictive 
molecular markers of clinical utility.7,8 The aim of 
this review is to explore the molecular pathology 
research that has been carried out on CRC from Saudi 
patients, with a view to understanding the prevalence 
and clinicopathological correlates of clinically and 
biologically relevant genetic mutations in Saudi CRC 
patients.

Molecular pathology of CRC. The development of 
CRC involves a step-by-step accumulation of mutations 
and epigenetic changes in oncogenes and tumour 
suppressor genes.9-11 Three molecular pathogenetic 
patterns of presentation have been documented for 
CRCs: I) hereditary CRC syndromes (up to 5% of CRC 
cases); II) familial, or, non-syndromic CRC (20-30% of 
cases); and III) sporadic CRC (approximately 70-75%).9-

13 However, most molecular pathology studies of CRC 
from Saudi Arabia have been hospital-based researches 
(Tables 1-3). As a result, the data emanating from the 
molecular pathology studies of Saudi CRC has been 
modest.

Hereditary CRC syndromes. The 2 most common 
hereditary CRC syndromes are Lynch (hereditary non-
polyposis colon cancer [HNPCC]) and the familial 
adenomatous polyposis (FAP) syndromes.10,14 Lynch 
syndrome (LS) variants include Turcot, Muir-Torre, and 
constitutional mismatch repair deficiency (CMMRD) 
syndromes.10 Familial adenomatous polyposis syndrome 
variants include attenuated adenomatous polyposis 
coli (AAPC, also known as hereditary flat adenoma), 
Gardner, and Turcot syndromes.10,13 The lesser-known 
inherited CRC syndromes include NTHL1-associated 
polyposis (NAP) and MUTYH-associated polyposis 
(MAP) syndromes.10,13 Other syndromes with frequent 
CRC presentation are Cowden, Juvenile Polyposis, 
Peutz-Jeghers, Bannayan-Riley-Ruvalcada, Cronkite-
Canada, and Proteus and Proteus-like syndromes.10

Lynch syndrome is the most common CRC 
syndrome with a frequency of 2-5% of all CRCs.10 It 
is an autosomal dominant condition resulting from 
mutations in the DNA mismatch repair (MMR) 
genes MLH1, PMS2, MSH2, and MSH6.10,15 The 
MMR genes repair DNA mismatches which amass 
during normal DNA replication.10,15 Mutations of 

the MMR genes confer a mutator phenotype on the 
DNA of LS patients, with resultant genome-wide 
accumulations of short insertions and deletions 
(indels) and other mutations. Indels are most notable 
in microsatellite sequences of the genome, and cause 
microsatellite instability (MSI).10 Microsatellite 
instability induces frameshift mutations in growth-
signalling genes, thereby providing a background for 
tumour development.10 The lifetime risk of CRC for LS 
patients is in the range of 52-82%.16,17 Lynch syndrome 
is associated with familial clustering of tumours of the 
colon, rectum, endometrium, stomach, small bowel, 
ovary, the hepatobiliary tract, pancreas, ureters, skin, 
and brain.10,15-17 Lynch syndrome patients have an 
earlier onset of CRC relative to patients with sporadic 
CRCs.10 Due to the high frequency of LS and the risks 
of metachronous tumours, it has been recommended 
that all CRC patients undergo screening for LS.15,18 
The benefits of LS screening programme are the better 
chances of early tumour detection at metachronous 
sites, as well as the early tumour detection in the 
LS patients’ relatives.15 Despite the importance of the 
LS diagnosis, only 3 groups have published research on 
the CRC syndrome in Saudi Arabia.19-21 The frequency 
of LS based on the 3 published articles from 2 of the 3 
groups was between 0.99-7.2%. Siraj et al,19 who have 
so far found a LS prevalence of 2.2% (up from 0.99%), 
used a combination of MMR immunohistochemistry, 
microsatellite analysis by PCR, BRAF mutation 
testing, and deep sequencing to investigate mutations 
in the MMR genes, and found that 26 of the 1207 
CRC cases harboured various germline mutations in 
MLH1, MSH2, PMS2, MSH6, and EPCAM.19,20 
These mutations varied in their lifetime risks of CRC 
by the age of 50 years: MLH1 of 14%, MSH2 of 35%, 
MSH6 of 20%, PMS2 of 26%, and EPCAM of 7%. 
Interestingly, 3 founder mutations were responsible for 
11/26 cases (42.3%) of LS cases in the Siraj et al19 series. 
Of note, the PMS2 c.1376C>G; p.S459X variant was 
identified in 6/11 cases with founder mutations.19 This 
variant have been previously described in a European 
family with LS.22,23 Alqahtani et al,21 on the other hand 
found an extrapolated estimate of 7.2% of LS in CRC 
Saudi patients who are less than 60 years. In that study 
the authors described germline mutations in 8 of 13 
CRC cases with molecular (MSI and BRAF mutations) 
and clinical features sugestive of LS. MLH1 and MSH2 
each had 4 germline mutations that were classified as 
pathogenic by prediction tools.21 Rasool et al24 analysed 
germline DNA from 12 presumed LS patients (based 
on the revised Bethesda and Amsterdam criteria) and 
identified structural losses in 2p21-p16.3 (MSH2, 

Disclosure. This study was funded by the University of 
Prince Sattam Bin Abdulaziz, AlKharj, Kingdom of Saudi 
Arabia, under project number: (PSAU/2023/R/1444).
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MSH6, and EPCAM) in 8, 3p23-p14.2 (MLH1) in 
5, 7p22.1 (PMS2) in 2, and 1p34.1-p33 (MUTYH) 
in one LS cases. However, the study did not explore 
the rate of LS in CRC population. Therefore, whilst 
the prevalence of LS in Saudi Arabia, as found by Siraj 
et al19 and Alqahtani24 studies, may be comparable to 
that found in Europe and elsewhere, the patterns of 
LS-causing mutations differ. PMS2 and MUTYH 
mutations may be more common causes of LS in Saudi 
Arabia’s CRC population than in other populations 
(Table 1).

Familial adenomatous polyposis is an autosomal 
dominant syndrome with characteristic early onset of 
hundreds to thousands of adenomatous polyps in the 
large bowel.10,13 Transmitted germline mutations in 
APC, account for 75-80% of FAP. De novo germline 
mutations of APC in a parent of the affected individual 
accounts for a further 20-30%.10,14 Classical FAP 
patients presents in the 16-19 years age group, and 
by the 35-40 years of age develop CRC, if untreated 
by prophylactic colectomy.10,13,14 Other features of 
classical FAP syndrome include gastric fundic polyp, 
duodenal adenomas, gastric adenomas, peri-ampullary 
adenomas, congenital hypertrophy of retinal pigment 
epithelium and cribriform-morular papillary thyroid 

carcinoma.10,13,14 Attenuated FAP, Turcot and Gardner 
syndromes, are also caused by APC mutations.10,13,14 
Adenomatous polyposis coli is a 15 exon-long, tumour 
suppressor gene which maps to 5q21-22.10,13,14 Over 
a thousand different mutations, which include point 
mutations, short deletions, and large rearrangement, 
have been found in classical FAP and its variants.10 
The severe forms of FAP are caused by APC mutations 
that cluster in the codons 1250-1464 hotspot of exon 
15.10,13,14 On the other hand, the milder forms (fewer 
polyps and later onset of disease) of FAP are caused by the 
mutations scattered across exons 1-14.10,13 Adenomatous 
polyposis coli stabilizes microtubules via its functions 
in the alignment of metaphase chromosome. In the 
WNT signalling pathway it prevents the overactivation 
of β-catenin by binding and sequestering it in the cell 
membrane. Adenomatous polyposis coli mutations 
cause disinhibition of β-catenin and its translocation 
to the nucleus where it effects the upregulation of cell 
cycle regulators CCND1, C-MYC, and PPARD.10,13,14 
Subsequently, there is unrestrained cell proliferation, 
a condition which provides the background for the 
accumulation of mutations in cell cycle regulators such 
as KRAS and TP53, in the progression to malignant 
transformation.10,13,14 Therefore, FAP-associated 

Table 1 -	 Molecular pathology of colorectal cancer syndromes from Saudi patients.

Syndromes Germline alterations Molecular methodology Sample size References

Lynch syndrome

PMS2 c.1376C>G, p.S459X,
MLH1 c.1652A>C, p. N551T

MSH2 c.2262-2267
delTTCTAC, p.T756-Y757 del

MSH2 c.1226_1227delAG
MSH2 c.1964.delT, p. V655fs

MSH2 c.289C>T, Q97*
MSH6 c.3475insT, p. Y1159fs

MSH6 c.3475insT

MMR protein by IHC, MSI, and BRAF mutation 
testing and deep sequencing

2.2% of all CRC 
(N=1207) 19,20

Lynch syndrome

MSH2 c.737A>T, p.K246I
MSH2 c. 2262_2267del, p.S755_T756del

MSH2 c.367-? __1276+? Del
MSH2 c.2089T>C, p.C697R
MSH2 c. 2038C>T, p.R680*

MLH1 c.62C>T, p.A21V
MLH1 c.1961C>T, p.P654L
MLH1 c.677G>A, p.R226Q

MLH1 c.454-?_545+?del

MMR protein by IHC, MSI, BRAF mutation 
testing, MLPA, deep sequencing, and Sanger 

sequencing

7.2% of all CRC
(N=284) 21

Lynch syndrome

Deletion of chromosomal regions:
2p21-2p16.3 (MSH2, MSH6, and EPCAM)

3p23-3p14.2 (MLH1)
7p22.1 (PMS2)

1p34.1-1p33 (MUTYH)

Whole genome comparative genomic 
hybridization array N=12 (LS patients) 24

FAP syndrome PMS2 c.1376C>G, p.S459X WES One case report 19

FAP: familial adenomatous polyposis, MMR: mismatch repair, IHC: immunohistochemistry, MSI: microsatellite instability, 
BRAF: B-Raf, MLPA: multiplex ligation probe amplification, WES: whole-exome sequencing, CRC: colorectal cancer, 

LS: Lynch syndrome
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Table 2 -	 Genetic risks for colorectal cancer in Saudi patients.

Genetic loci Study approach Number of CRC 
cases Molecular methodologies Risk patterns References

ABCC1 C218T Case-control N=51, 65 controls PCR-RFLP and DNA sequencing 
(Sanger) Increased CRC risk, OR=3.4 40

ADIPOQ G276T Case-control N=60, 60 controls PCR-RFLP Increased CRC risk, OR=2.64 41
CYP1A1wt/*2A Case-control N=92, 79 controls PCR-RFLP Increased CRC risk, OR=3.65 42
GSTM1 Case-control N=80, 78 controls Diplex PCR Increased CRC risk, OR=3.7 43
TP53 rs1042522 Case-control N=80, 78 controls TaqMan real-time PCR assays Increased CRC risk, OR=1.6 43
KIR 2DS1, 2DS2, 2DS3, 
2DS5, and 3DS1 Case-control N=70, 70 controls PCR Increased CRC risk, OR=8.6-fold, 3-fold, 2.5-

fold, 4.5-fold, and 16.25-fold 44

IL17A rs2275913: GA and 
AA genotypes Case-control N=117, 100 controls TaqMan allelic discrimination 

assay (PCR) Increased CRC risk, OR=2-fold and 2.8-fold 45

NOTCH3 rs1043994: 
G>A Case-control N=134, 139 controls TaqMan allelic discrimination 

assay (PCR) Increased CRC risk in males, OR=1.971 46

PARP1 K933N and 
K945N ‎ Case-control N=50, 50 controls PCR and Sanger sequencing

Increased CRC risk OR=3.1429 for K933N 
G>T heterozygote; OR=2.5714 for K945N G>T 

heterozygote
47

PRNCR1 rs1456315: CC 
genotype Case-control N=144, 130 controls TaqMan assays Increased CRC risk, OR=2.09 48

RETN rs1862513 and 
rs375367 Case-control N=60, 60 controls PCR-RFLP Increased CRC risk, OR=2.48 (rs1862513); 

OR=6.5 (rs375367) 49

TDG rs4135113 Case-control N=100, 192 controls TaqMan genotyping Increased CRC risk, OR>3.6; OR=5 in those 
>57 years 50

TLR9 rs352139 Case-control N=115, 102 controls TaqMan allelic discrimination 
assay (PCR)

Increased CRC risk for rectal cancers, OR=3.552 
and 1.809 for GG genotype and G allele 51

TNFA rs361525 (G238A) Case-control N=100, 100 controls TaqMan allelic discrimination 
assay

Increased CRC risk, OR=14.663 for AA 
genotype and 7.647 for the A allele 52

TSLP rs10043985 Case-control N=112, 108 controls TaqMan genotyping assay Increased CRC risk, OR=16.52 for AC genotype 
and 10.837 for the C allele 53

VDR1 ApaI rs797232 Case-control N=100, 100 controls PCR amplification, followed by 
Sanger sequencing

Increased CRC risk, OR=1.778 in patients >57 
years (rs797232 and C allele) 54

VDR1 TaqI rs731236 Case-control N=132, 124 controls PCR-RFLP Increased CRC risk, OR=6.18 55
XRCC1 A399G Case-control N=100, 100 controls PCR-RFLP and PCR-CTPP Increased CRC risk, OR=2.1 56

ABCB1 G2677T Case-control N=62, 100 controls PCR-RFLP Reduced CRC risk, OR=0.004 for heterozygotes 
GT and 0.005 homozygotes TT 57

ADIPOQ T45G Case-control N=60, 60 controls PCR-RFLP Reduced CRC risk, OR=0.41 for the G allele 41
CTNNB1 rs4135385 Case-control N=122, 110 controls TaqMan assays Reduced CRC risk, OR=0.092 for GG genotype 58

LRP6 rs2284396 Case-control N=122, 110 controls TaqMan assays
Reduced CRC risk, OR=0.250 for the CC 

genotype in cases >57 years; OR=0.561 for the 
C allele

58

SFRP3 rs7775 Case-control N=122, 110 controls TaqMan assays Reduced CRC risk, OR=0.397 for the Gly allele 
in female gender 58

CYP19A1 rs4774585 
rs4775936 Case-control N=100, 100 controls TaqMan genotyping by real-time 

PCR

Reduced CRC risk, OR=0.28 for rs4774585 
AA genotype in the male gender; OR=0.37 for 

rs4775936 CT genotype in the female
59

IL7R rs1053496 Case-control N=112, 108 controls TaqMan genotyping assay Reduced CRC risk, OR=0.529, 0.467 and 0.644 
for the CT and TT genotypes, and the T allele 53

PARP1 rs8679 Case-control N=183, 190 controls TaqMan assay Reduced CRC risk, OR=0.566 for the TC 
genotype and 0.695 for the C allele 60

TDG rs1866074 
rs3751209 Case-control N=100, 192 controls TaqMan genotyping

Reduced CRC risk, OR=0.501 for rs1866074 
GG genotype; OR=0.407 for rs3751209 GA 

genotype in the male gender 
50

TLR4 rs10759931 
rs2770150 Case-control N=115, 102 controls TaqMan allelic discrimination 

assay

Reduced CRC risk, OR=0.052, 0.018 and 0.085 
for rs10759931 GA and AA genotypes, and A 

allele, respectively; OR=0.074, 0.194, 0.188 for 
rs2770150 TC and CC genotypes, and C allele 

only in the female gender

61

TLR9 rs187084 rs352144 Case-control N=115, 102 controls TaqMan allelic discrimination 
assay (PCR)

Reduced CRC risk, OR=0.527 for rs187084 
T allele in the female gender; OR=0.067 for 
rs352144 AC genotype for rectal tumours

51

VDR1 BsmI rs1544410 Case-control N=100, 100 controls PCR amplification, followed by 
Sanger sequencing

OR=0.217 for rs1544410 AA genotype and 
0.442 for A allele in the female gender 54

PCR-RFLP: polymerase chain reaction-restriction fragment length polymorphism, CRC: colorectal cancer, OR: odds ratio
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Table 3 -	 Somatic mutations in colorectal cancer from Saudi patients.

Genes Mutation rates (mutation type) Sample sizes Molecular methodologies References

KRAS

56.0% (point) 150 PCR followed by amplicon hybridization 68
28.6% (point) 755 PCR and DNA sequencing 69
30.1% (point) 498 PCR and DNA sequencing 70
50.0% (point) 194 Biocartis IdyllaTm 71
45.2% (point) 93 NGS 72
42.2% (point) 83 PCR followed by amplicon hybridization 73
49.6% (point) 248 Biocartis IdyllaTm 74
35.0% (point) 99 Ion PGM sequencing 75
32.5% (point) 80 Sanger sequencing 76

42.85% (point) 56 HRM analysis, Sanger sequencing, and shifted termination 
assays 77

42.0% (point) 300 LCD-array 78

43.0% (point) 51 Ion AmpliSeq NGS Panel 79
25.0% (point) 99 Ion AmpliSeq™ 80

NRAS
2.2% (point) 93 NGS 72
2.0% (point) 248 Biocartis IdyllaTm 74

BRAF

2.5% (point) 757 PCR and DNA sequencing 69
2.4% (point) 498 PCR and DNA sequencing 70
2.2% (point) 93 NGS 72
0.4% (point) 248 Biocartis IdyllaTm 74

PIK3CA
19.0% (point) 99 Ion PGM Sequencing 75
12.2% (point)‎ 418 Sanger sequencing 81

HER2 (ERBB2)
0.0% (gene amplification) 114 FISH 82

51.0% (point)‎ 99 Ion AmpliSeq™ 80
CCND1 1.9% (gene amplification) 114 FISH 82

EGFR
11.0% (point) 99 Ion PGM Sequencing 75

1.1% (gene amplification) 114 FISH 82
40.0% (point) 99 Ion AmpliSeq™ 80

C-MYC 9.0% (gene amplification) 114 FISH 82

MSI

11.2% 741 Microsatellite analysis by multiplex fluorescent PCR 69
10.9% 494 Microsatellite analysis by multiplex fluorescent PCR 70
20.2% 388 Microsatellite analysis by multiplex fluorescent PCR 81
9.7% 992 Microsatellite analysis by multiplex fluorescent PCR 83
11.6% 284 Pentaplex MSI analysis system 84

11.3%‎ 807 Microsatellite analysis by multiplex fluorescent PCR and 
immunohistochemistry assessment 20

TP53
65.0% (point) 99 Ion PGM sequencing 75

33.7% (point) 386 Sanger sequencing 81
19.0% (point) 99 AmpliSeq comprehensive 80

APC
36.0% (point) 99 Ion PGM sequencing 75
66.0% (point) 99 AmpliSeq comprehensive cancer panel 80

SMAD4

11.0% (point) 99 Ion PGM sequencing 75
3.0% (point)‎ 99 AmpliSeq comprehensive cancer panel 80

13.6% (point)‎ 426 High depth capture sequencing 83
60.8% (SMAD4 gene and 18q deletion) 991 FISH 83

PTEN
13.0% (point) 99 Ion PGM sequencing 75
3.0% (point) 99 AmpliSeq comprehensive cancer panel 80
66.1% (point) 386 Sanger sequencing 81

CIMP CIMP-H=4.8%; CIMP-L=44.6%; 
CIMP-negative=50.6% 500 Real-time PCR (MethyLight) 70

MSI: microsatellite instability, CIMP: CpG island methylator phenotype, CIMP-H: CpG island methylator phenotype-high, CIMP-L: CpG island 
methylator phenotype-low, PCR: polymerase chain reaction, PGM: personal genome machine, FISH: fluorescence in situ hybridisation, 

HRM: high resolution melt, LCD: liquid-crystal display, NGS: next-generation sequencing
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CRC develop via the chromosomal instability (CIN) 
pathway.10,13 Although a few cases of presumed FAP 
syndrome in Saudi patients have been reported in the 
literature, a comprehensive molecular genetic study of 
FAP syndrome in patients of Saudi origin has yet to 
be undertaken.25,26 One case of FAP syndrome caused 
by homozygous germline mutations in PMS2, the 
PMS2 c.1376C>G; p.S459X variant was reported in a 
young Saudi patient.27 Although this patient had the 
clinical features of FAP syndrome (thousands of colonic 
polyps), he lacked germline APC mutations. However, 
somatic APC mutations were detected in this patient’s 
polyps, which lacked microsatellite instability. Germline 
compound heterozygous mutations of the MMR gene 
MSH3 have been reported previously in European 
patients with clinical features of FAP syndrome, 
although these individuals did have trinucleotide and 
dinucleotide repeats-based APC mutations in their 
tumours.28 Another patient with FAP syndrome was 
reported to harbour germline compound heterozygous 
mutations in the PMS2 gene but without APC 
mutations, evidence that certain germline MMR gene 
mutations can be causative of FAP syndrome.28

Familial (or non-syndromic CRC). Familial, non-
syndromic CRCs, also known as familial CRC type X 
(FCCTX), form a heterogeneous group of CRCs with 
unknown molecular pathogenesis.13,14 It is characterised 
by familial clustering of CRC in the absence of the 
known inherited syndromes.13,14 Current postulation is 
that FCCTX is either some unknown CRC syndrome 
or sporadic forms of CRC that cluster in families.14 
Furthermore, FCCTX is hypothesized to result from 
co-inheritance of numerous low-penetrance genetic 
alterations.11,14 Genetic/genomic risk loci described for 
familial CRC are 2q32.3, 8q24, 8q23.3, 10p14, 11q23, 
15q13.3 (CRAC1/HMPS), 16q22.2, 18q21 (SMAD7), 
and several more.29-36 The clinicopathological features of 
FCCTX include a rectal location, male gender and older 
patient age preponderance, low rate of metachronous 
carcinoma, low grade histology, and reduced risk of 
extra-intestinal tumours.38 Several genetic variants 
with CRC risks have been described in the Saudi 
population.39 Furthermore, some genetic variants have 
been found to be protective from CRC in the Saudi 
studies. The genetic variants that have been found to 
increase CRC risks in the Saudi population include the 
ABCC1 C218T, ADIPOQ G276T, CYP1A1wt/*2A, 
GSTM1, KIR 2DS1, 2DS2, 2DS3, 2DS5, and 3DS1, 
IL17A rs2275913:GA and AA genotypes, NOTCH3 
rs1043994: G>A, PARP1 Lys933Asn and Lys945Asn, 
PRNCR1 rs1456315: CC genotype, RETN rs1862513 
and rs375367, TDG rs4135113, TLR9 rs352139, 

TNFA rs361525 (G238A), TP53 rs1042522, TSLP 
rs10043985, VDR1 ApaI rs797232 and TaqI rs731236, 
and XRCC1 A399G.40-56 Protective variants that have 
been found in the Saudi population include ABCB1 
G2677T, ADIPOQ T45G, CTNNB1 rs44135385, 
rs2284396, CYP19A1 rs4774585, rs936308, 
rs4775936, IL7R rs1053496, LRP6 rs2284396, 
PARP1 rs8679, SFRP3 rs7775, TDG rs1866074, 
TLR4 rs10759931 and rs2770150, TLR9 rs187084 
and rs352144, VDR1BsmI rs1544410 (Table 2).41,50-61

Sporadic CRC. It develops through 3 genetic 
pathways: CIN pathway (70-85% of sporadic 
CRC), MSI pathway (10-15%), and the CpG island 
methylation pathway (CIMP, <5%).9,11 Typically, CIN 
CRC have numerical and structural chromosomal 
abnormalities.9,11 Furthermore, CRCs arising by 
the CIN pathway are characterised by mutations in 
KRAS, BRAF, APC, TP53, PIK3CA, and SMAD4.9,11 
The MSI CRC results from MMR downregulation 
by epigenetic mechanisms. Promoter methylation of 
MLH1 is the culprit in more than 80% of sporadic MSI 
cases.9,11 The karyotype of most MSI CRCs is diploid 
or near-diploid. However, MSI CRCs typically have 
widespread frameshift mutations, which are recurrently 
found in the genetic targets of MSI: MSH3, MSH6, 
TGFBRII, IGFIIR, MBD4, PTEN, BAX, MLH3, 
RIZ, CASP5, WISP3, RAD50, GARE, E2F4, etc.11,62 
Moreover, BRAF and APC mutations are common 
in MSI tumours, but TP53 and KRAS mutations are 
uncommon.9,11 The clinicopathological characteristics 
of MSI CRC include right-sided location, mucinous 
and medullary histomorphology, presence of tumour-
infiltrating lymphocytes, earlier-stage disease, and more 
favourable outcomes.11,63 The CpG island methylation 
pathway CRCs have genome-wide CpG island 
methylation.9,11,64 Approximately 30-40% of CIMP 
tumours arise in the proximal colon, while 3-12% occur 
in the distal colon.11,64 Colorectal cancer is classified as 
CIMP-high, CIMP-low, and CIMP-negative based 
on MINTS1, MINTS2, MINTS31, CDKN2A, and 
MLH1 methylation.11,64 More than 50% of CIMP-
positive CRC are microsatellite stable (MSS).64,65 Some 
CIMP-positive tumours are, however, MSI as a result 
of MLH1 methylation. The CpG island methylation 
pathway-high tumours typically are MSI- and BRAF 
mutation-positive. On the other hand, CIMP-low 
tumours are characterised by KRAS mutations, while 
CIMP-negative CRC are MSS and TP53 mutation-
positive.11,64,65

However, the 3 genetic/epigenetic pathways of 
sporadic CRC are not mutually exclusive.9,11,65 For 
example, 25% of MSI CRC has CIN, and 12% of CIN 
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tumours are MSI.11,66 And whilst CIMP-positive CRC 
are frequently MSI, 25-33% has CIN.66,67 However, 
individual studies have separately evaluated MSI, 
CIMP and various other genetic aberrations in CRC 
with their associated clinicopathological and prognostic 
significances. The following sections describe alterations 
of oncogenes and tumour suppressor genes that have 
been investigated in Saudi CRC populations by various 
research groups.

The rate of KRAS mutation in CRC from Saudi 
patients is between 28.6-56%, making it one of 
the most common genes mutated in Saudi CRC 
cases, with G12D and G12V constituting the major 
hotspots for KRAS mutations.68-80,72,73,78,79 KRAS 
mutations show associations with tumour site, disease 
stage, metastatic sites, and survival in the Saudi CRC 
population.68-71,73,75,78-80 On the other hand, some 
authors did not find any clinicopathological associations 
with KRAS mutations.72,74 Furthermore, novel KRAS 
mutations not previously described in European CRC 
populations have been found in the Saudi population. 
For example, Rasool et al76 sequenced 51 Saudi CRC 
cases and identified novel KRAS E31K in 3 cases and 
S17R mutation in 4 cases. In addition, Naser et al77 
reported 7 novel KRAS gene mutations in a cohort 
of Saudi CRC patient, including A134V, R135K, 
Q150X, K147K, E143K, G138G, and R149G. Three 
of these mutations (A134V, E143K, and R149G) were 
predicted by in silico tools to be deleterious sequence 
changes. NRAS mutations were found in 2-2.2% of 
CRC cases by 2 studies. But no clinical or pathological 
correlates were described for NRAS mutations by these 
studies.72,74 The prevalence of BRAF mutations in the 
Saudi CRC population has been found to be between 
0.4-2.5%, according to 4 studies.20,69,72,74 One of these 
studies found that over 90% of the BRAF mutations 
was the V600E mutation in BRAF exon 15. That 
study also found a right-sided tumour site association 
for BRAF mutations.69 The rate of PIK3CA mutations 
(exons 9, 20, and 21) in the Saudi CRC cohort is 
between 12.2-19%.75,81 PIK3CA mutations were shown 
to correlate with poor disease-specific survival in one 
of the 2 studies.75 A single study investigated the gene 
amplifications of HER2 (0%), CCND1 (1.9%), EGFR 
(1.1%), and C-MYC (9%) in Saudi CRC patients.82 
Moreover, the study found no clinicopathological or 
survival correlates for the gene amplification studied. 
However, 2 separate studies which investigated EGFR 
mutations in Saudi CRC patients found a prevalence 
of 11-40%.75,80 EGFR mutations in one of the studies 
were found more significantly in young patients and 
correlated with poor survival outcomes.75 Moreover, 

HER2 (ERBB2) mutations were found in 51% of Saudi 
CRC cases, but did not show any clinicopathological 
significance in that study.80 Table 3 summarizes 
the mutation rates, sample sizes, and molecular 
methodologies from the molecular pathology studies 
on Saudi CRC cohorts.

A total of 5 studies found a prevalence of 9.7-20.2% 
for MSI in Saudi CRC cases.20,69,70,81,83,84 Microsatellite 
instability was associated directly with right-sided 
tumours, mucinous histology, BRAF mutations, 
and survival, but showed an inverse association with 
TP53.20,70,81 This clinicopathological association was 
however not uniform across the studies as some authors 
did not find any clinicopathological correlates for 
MSI.84 TP53 mutations have been described in 19-65% 
of CRC from Saudi patients by 3 studies.75,80,81 This 
rate is comparable to the prevalence of TP53 in other 
populations.85 TP53 mutations were found to correlate 
directly with lymph node metastasis and survival.75,81 
Adenomatous polyposis coli was found mutated in 
36-66% of Saudi CRC population, according to 2 
studies from Jeddah and Riyadh regions.75,80 Whilst 
one study found that APC mutation were left-sided 
tumours in young females, the other study found no 
clinicopathological correlates for APC mutations.75,80 A 
total of 3 studies which considered SMAD4 mutations 
in Saudi CRC cohort found SMAD4 prevalence of 
3-13.6% of CRC cases.75,80,83 In one of these studies, 
SMAD4 deletion (in the setting of chromosome 18q 
deletion) was also detected in 60.8% of the CRC cases.83 
Both SMAD4 mutations and SMAD4 deletions were 
associated with loss of smad4 expression. Additionally, 
SMAD4 (and 18q) deletion was significantly associated 
with distant metastasis and microsatellite stable (MSS) 
tumours. Low expression of smad4 (caused by SMAD4 
mutations and deletion) was found to correlate with 
survival. PTEN mutations were found in 3-66.1% 
of Saudi CRC patients in 3 studies.75,80,81 In one of 
the studies, PTEN mutations were associated with 
microsatellite status.81 In the other 2 studies PTEN 
mutations did not show any clinicopathological 
significance in CRC (Table 3).75,80

The sequence of morphological evolution of 
adenocarcinoma from normal colonic epithelium 
correlates with the genetic/epigenetic pathway of 
colorectal carcinogenesis, and with tumour location. 
The traditional adenoma-carcinoma sequence (50-70% 
of CRC), by which normal colonic epithelium changes 
to tubular adenoma and then to adenocarcinoma, arise 
most commonly in the distal colon and correlates with 
the CIN pathway and with APC, and TP53 mutations.9,11 
The serrated sequence (10-20%) that forms the sessile 
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serrated lesions and then adenocarcinoma, arises in the 
proximal colon and corelates with BRAF mutations, 
MSI, MLH1 methylation, and CIMP.86,87 The alternative 
sequence (10-30%), by which normal epithelium 
transforms to villous, tubulovillous, traditional 
serrated or serrated tubulovillous adenomas then to 
adenocarcinoma, correlates with CIMP, APC, BRAF, 
and KRAS mutations.11,86,87 In a study of 770 Saudi 
CRC cohort, the researchers used MSI and CIMP 
statuses, KRAS and BRAF mutations to classify tumours 
into traditional, alternate, and serrated pathways of 
colorectal carcinogenesis.70 The study found that whilst 
the traditional pathway (MSS, CIMP-negative, BRAF-
negative, and KRAS-negative) was found in 33.4% of 
cases, the alternate pathway (MSS, CIMP-low, BRAF-
negative, and KRAS-positive) was responsible for 11.6% 
and the serrated pathway (any MSI, CIMP-positive, 
BRAF-positive, and KRAS-negative) for 0.8% of CRC 
cases. Approximately 54.2% of cases was unassigned to 
any group. Stage III CRC, moderately differentiated 
and left-sided tumours were more significantly found 
in the traditional and alternate pathways than in the 
unassigned group. The difference in outcome among 
the different colorectal carcinogenesis pathways did not 
reach statistical significance.

The consensus molecular subtypes (CMS) 
of CRC were described by the CRC subtyping 
consortium (CRCSC) to include 4 subgroups of CRC, 
CMS1-CMS4.88 CMS1 CRCs make up 14% of the 
CMS of CRC, and are more significantly hypermutated 
MSI tumours having immune activation signatures, low 
somatic copy number alterations (SCNA), significantly 
high rates of BRAF mutations, and receptor tyrosine 
kinase activation. CMS2 tumours comprise 37% of 
CRCs and have chromosomal instability (high SCNA 
with copy number gains and losses) with marked WNT 
and MYC activation, and consistent enrichment in 
HNF4A amplification, that are not present in other 
genetic loci. Approximately 15% of the CMS CRC 
belong to the CMS3 subtype, which is characterised 
by tumours with metabolic dysregulation, low SCNA 
count, higher CIMP-low cluster, high hypermutated 
tumour cluster, significantly high rates of KRAS 
mutations, and MAPK pathway activation. CMS4 
tumours, which comprise 23% of CRCs, are designated 
as mesenchymal based on prominent TGFB activation, 
stromal invasion, and angiogenesis signatures. In 
addition, the CMS1 tumours are more frequently 
associated with females, have right-sided location and 
higher tumour grades, whereas the CMS2 CRCs are 
left-sided lesions. The CMS4 CRCs are most commonly 
diagnosed in stages III and IV. Moreover, the patients 

with the CMS4 tumours have worse overall and relapse-
free survivals, whereas the CMS2 patients have better 
outcomes post-relapse, while the CMS1 patients are 
characterised by dismal prognosis post-relapse.88

Clinical applications of molecular pathology of 
CRC. Currently, approximately 13 genetic markers, 
including MLH1, PMS2, MSH2, EPCAM, MSH6, 
APC, MUTYH, BRAF, KRAS, NRAS, MSI, MLH1 
methylation, and HER2, have clinical use in CRC 
management.10,18,89-91 The clinical relevancies of 
these markers are for the identification of inherited 
CRC syndromes, molecular subtyping of CRC, 
prognostication of disease, and prediction of response to 
therapy.10,18,89-91 Microsatellite instability, somatic BRAF 
mutation, MLH1 methylation, and germline alterations 
of MLH1, PMS2, MSH2, MSH6, APC, MUTYH, 
and EPCAM are clinically useful for the diagnosis of LS 
and FAP.10,15,18 Microsatellite instability, somatic BRAF, 
KRAS, NRAS mutations, and HER2 amplification 
have therapeutic response prediction values.18,89-94 The 
2021-2022 UK National Genomic Test Directory 
for Cancer lists approximately 7 clinically actionable 
gene targets for sporadic CRC.91 Up to 11 drugs are 
currently approved by the FDA for targeted CRC 
therapy and 7 by the National Institute for Health and 
Care Excellence for the same cancer.92-96 Companion 
molecular diagnostic assays are available for mutations 
in KRAS (cetuximab and panitumumab), NRAS 
(cetuximab and panitumumab), BRAF (encorafenib), 
MSI (pembrolizumab, ipilimumab, and nivolumab), 
NTRK (NTRK inhibitors), HER2 (tucatinib and 
trastuzumab), and DPYD (fluoropyrimidine).92-95 
However, in the current 2018 Saudi National Cancer 
Centre Colorectal Cancer Clinical Guidelines only 
RAS (KRAS and NRAS, presumably) is mentioned as 
the genetic marker for clinical management overall.97 
RAS mutation testing is recommended to identify the 
patients that would benefit from panitumumab, an 
anti-EGFR therapy.97 All other therapeutically relevant 
markers have yet to be considered for clinical utility in 
KSA. Furthermore, diagnostic markers of hereditary 
cancer syndromes, such as APC, MUTYH, BRAF, 
HER2, KRAS, NRAS, MSI, MLH1 methylation, 
MLH1, PMS2, MSH2, and MSH6 mutation are 
not routinely used in the management of presumed 
hereditary CRC, and are not yet captured in the 2018 
guidelines for CRC management.25,26,97

In conclusion, the depth and width of molecular 
pathology research on CRC that has emanated from 
Saudi Arabia has not been in tandem with the urgency 
of calls made by researchers for the health authorities to 
expedite actions to stem the rising incidence of CRC 
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in the Saudi population.3-6 The prevalence rates found 
for genetic mutations in the Saudi CRC population, 
as well as the clinical correlates for these mutations 
have varied widely. The reasons for this variability 
are immediately evident from the small numbers of 
per-gene(s) studies, which are predominantly hospital-
based and small-sized, to the varied methodologies 
that were applied in the studies. The paucity of CRC 
molecular pathology data from Saudi patients is 
revealed in the inability of the Saudi National Cancer 
Centre to develop a comprehensive biomarker-based 
CRC management guidelines that reflects personalised 
or precision medicine.7,8 Large multicentre and 
multiregional translational studies which utilise multiple 
methodologies are therefore warranted to define the 
prevalence rates and the clinicopathological significances 
of genetic mutations in the Saudi CRC population. The 
findings from these translational studies should clarify 
CRC biology in Saudis, form the bases for diagnostic 
and risk-stratification guidelines, and inform the 
strategies to pursue subsequent large-scale clinical trials 
for the evaluation of the efficacy of targeted therapeutics 
in Saudi CRC patients.

Acknowledgment. The author gratefully acknowledge Prince 
Sattam Bin Abdulaziz University, AlKharj, Kingdom of Saudi Arabia, 
for funding this study under project number: PSAU/2023/R/1444. The 
author also would like to thank PaperTrue (www.papertrue.com) for 
English language editing.

References
  
  1.	 Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram 

I, Jemal A, et al. Global cancer statistics 2020: GLOBOCAN 
estimates of incidence and mortality worldwide for 36 cancers 
in 185 countries. CA Cancer J Clin 2021; 71: 209-249.

  2.	 Ferlay J, Colombet M, Soerjomataram I, Parkin DM, Piñeros 
M, Znaor A, et al. Cancer statistics for the year 2020: an 
overview. Int J Cancer 2021.

  3.	 Alqahtani WS, Almufareh NA, Domiaty DM, Albasher G, 
Alduwish MA, Alkhalaf H, et al. Epidemiology of cancer 
in Saudi Arabia thru 2010-2019: a systematic review with 
constrained meta-analysis. AIMS Public Health 2020; 7: 
679-696.

  4.	 Alyabsi M, Alhumaid A, Allah-Bakhsh H, Alkelya M, Aziz 
MA. Colorectal cancer in Saudi Arabia as the proof-of-principle 
model for implementing strategies of predictive, preventive, 
and personalized medicine in healthcare. EPMA J 2019; 11: 
119-131.

  5.	 Aziz MA, Allah-Bakhsh H. Colorectal cancer: a looming threat, 
opportunities, and challenges for the Saudi population and its 
healthcare system. Saudi J Gastroenterol 2018; 24: 196-197.

  6.	 Alyabsi M, Algarni M, Alshammari K. Trends in colorectal 
cancer incidence rates in Saudi Arabia (2001-2016) using Saudi 
national registry: early- versus late-onset disease. Front Oncol 
2021; 11: 730689.

  7.	 Mehta S, Shelling A, Muthukaruppan A, Lasham A, Blenkiron 
C, Laking G, et al. Predictive and prognostic molecular markers 
for cancer medicine. Ther Adv Med Oncol 2010; 2: 125-148.

  8.	 Sarhadi VK, Armengol G. Molecular biomarkers in cancer. 
Biomolecules 2022; 12: 1021.

  9.	 Kumar V, Abbas A, Aster JC. Robbins and Cotran pathologic 
basis of disease (Robbins pathology) 9th Edition. [Updated 
2015; accessed 2023 Mar 18]. Available from: https://www.
amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/
dp/1455726133

10.	 Gonzalez RS, Washington K, Shi C. Current applications of 
molecular pathology in colorectal carcinoma. Applied Cancer 
Research 2017; 37: 13.

11.	 Yamagishi H, Kuroda H, Imai Y, Hiraishi H. Molecular 
pathogenesis of sporadic colorectal cancers. Chin J Cancer 
2016; 35: 4.

12.	 Armelao F, de Pretis G. Familial colorectal cancer: a review. 
World J Gastroenterol 2014; 20: 9292-9298.

13.	 Talseth-Palmer BA. The genetic basis of colonic adenomatous 
polyposis syndromes. Hered Cancer Clin Pract 2017; 15: 5.

14.	 Stoffel EM, Kastrinos F. Familial colorectal cancer, beyond 
Lynch syndrome. Clin Gastroenterol Hepatol 2014; 12: 
1059-1068.

15.	 Snowsill T, Coelho H, Huxley N, Jones-Hughes T, Briscoe 
S, Frayling I, et al. Molecular testing for Lynch syndrome in 
people with colorectal cancer. [Updated 2017; accessed 2023 
Mar 18]. Available from: https://www.nice.org.uk/guidance/
dg27/documents/diagnostics-assessment-report

16.	 de Paula AE, Galvão HCR, Bonatelli M, Sabato C, Fernandes 
GC, Berardinelli GN, et al. Clinicopathological and molecular 
characterization of Brazilian families at risk for Lynch syndrome. 
Cancer Genet 2021; 254-255: 82-91.

17.	 Dominguez-Valentin M, Sampson JR, Seppälä TT, Ten Broeke 
SW, Plazzer JP, Nakken S, et al. Cancer risks by gene, age, and 
gender in 6350 carriers of pathogenic mismatch repair variants: 
findings from the prospective Lynch syndrome database. Genet 
Med 2020; 22: 15-25.

18.	 National Comprehensive Cancer Network. Clinical practice 
guidelines in oncology: colorectal cancer screening. [Updated 
2020; accessed 2023 Mar 18]. Available from: http://www.
nccn.org/professionals/physician_gls/pdf/colorectal_screening.
pdf 

19.	 Siraj AK, Masoodi T, Bu R, Parvathareddy SK, Siraj S, Alassiri 
A, et al. The study of Lynch syndrome in a special population 
reveals a strong founder effect and an unusual mutational 
mechanism in familial adenomatous polyposis. Gut 2020; 69: 
2048-2049.

20.	 Siraj AK, Prabhakaran S, Bavi P, Bu R, Beg S, Hazmi MA, et al. 
Prevalence of Lynch syndrome in a Middle Eastern population 
with colorectal cancer. Cancer 2015; 121: 1762-1771.

21.	 Alqahtani M, Edwards C, Buzzacott N, Carpenter K, Alsaleh 
K, Alsheikh A, et al. Screening for Lynch syndrome in young 
Saudi colorectal cancer patients using microsatellite instability 
testing and next generation sequencing. Fam Cancer 2018; 17: 
197-203.

22.	 Oberg JA, Glade Bender JL, Sulis ML, Pendrick D, Sireci AN, 
Hsiao SJ, et al. Implementation of next generation sequencing 
into pediatric hematology-oncology practice: moving beyond 
actionable alterations. Genome Med 2016; 8: 133.

https://pubmed.ncbi.nlm.nih.gov/33538338/
https://pubmed.ncbi.nlm.nih.gov/33538338/
https://pubmed.ncbi.nlm.nih.gov/33538338/
https://pubmed.ncbi.nlm.nih.gov/33538338/
https://pubmed.ncbi.nlm.nih.gov/33818764/
https://pubmed.ncbi.nlm.nih.gov/33818764/
https://pubmed.ncbi.nlm.nih.gov/33818764/
https://pubmed.ncbi.nlm.nih.gov/32968686/
https://pubmed.ncbi.nlm.nih.gov/32968686/
https://pubmed.ncbi.nlm.nih.gov/32968686/
https://pubmed.ncbi.nlm.nih.gov/32968686/
https://pubmed.ncbi.nlm.nih.gov/32968686/
https://pubmed.ncbi.nlm.nih.gov/32140189/
https://pubmed.ncbi.nlm.nih.gov/32140189/
https://pubmed.ncbi.nlm.nih.gov/32140189/
https://pubmed.ncbi.nlm.nih.gov/32140189/
https://pubmed.ncbi.nlm.nih.gov/32140189/
https://pubmed.ncbi.nlm.nih.gov/29798943/
https://pubmed.ncbi.nlm.nih.gov/29798943/
https://pubmed.ncbi.nlm.nih.gov/29798943/
https://pubmed.ncbi.nlm.nih.gov/34568065/
https://pubmed.ncbi.nlm.nih.gov/34568065/
https://pubmed.ncbi.nlm.nih.gov/34568065/
https://pubmed.ncbi.nlm.nih.gov/34568065/
https://pubmed.ncbi.nlm.nih.gov/21789130/
https://pubmed.ncbi.nlm.nih.gov/21789130/
https://pubmed.ncbi.nlm.nih.gov/21789130/
https://pubmed.ncbi.nlm.nih.gov/35892331/
https://pubmed.ncbi.nlm.nih.gov/35892331/
https://www.amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/dp/1455726133
https://www.amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/dp/1455726133
https://www.amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/dp/1455726133
https://www.amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/dp/1455726133
https://www.amazon.com/Robbins-Cotran-Pathologic-Disease-Pathology/dp/1455726133
https://appliedcr.biomedcentral.com/articles/10.1186/s41241-017-0020-1
https://appliedcr.biomedcentral.com/articles/10.1186/s41241-017-0020-1
https://appliedcr.biomedcentral.com/articles/10.1186/s41241-017-0020-1
https://pubmed.ncbi.nlm.nih.gov/26738600/
https://pubmed.ncbi.nlm.nih.gov/26738600/
https://pubmed.ncbi.nlm.nih.gov/26738600/
https://pubmed.ncbi.nlm.nih.gov/25071323/
https://pubmed.ncbi.nlm.nih.gov/25071323/
https://pubmed.ncbi.nlm.nih.gov/28331556/
https://pubmed.ncbi.nlm.nih.gov/28331556/
https://pubmed.ncbi.nlm.nih.gov/23962553/
https://pubmed.ncbi.nlm.nih.gov/23962553/
https://pubmed.ncbi.nlm.nih.gov/23962553/
https://www.nice.org.uk/guidance/dg27/documents/diagnostics-assessment-report
https://www.nice.org.uk/guidance/dg27/documents/diagnostics-assessment-report
https://www.nice.org.uk/guidance/dg27/documents/diagnostics-assessment-report
https://www.nice.org.uk/guidance/dg27/documents/diagnostics-assessment-report
https://www.nice.org.uk/guidance/dg27/documents/diagnostics-assessment-report
https://pubmed.ncbi.nlm.nih.gov/33647816/
https://pubmed.ncbi.nlm.nih.gov/33647816/
https://pubmed.ncbi.nlm.nih.gov/33647816/
https://pubmed.ncbi.nlm.nih.gov/33647816/
https://pubmed.ncbi.nlm.nih.gov/31337882/
https://pubmed.ncbi.nlm.nih.gov/31337882/
https://pubmed.ncbi.nlm.nih.gov/31337882/
https://pubmed.ncbi.nlm.nih.gov/31337882/
https://pubmed.ncbi.nlm.nih.gov/31337882/
http://www.nccn.org/professionals/physician_gls/pdf/colorectal_screening.pdf
http://www.nccn.org/professionals/physician_gls/pdf/colorectal_screening.pdf
http://www.nccn.org/professionals/physician_gls/pdf/colorectal_screening.pdf
http://www.nccn.org/professionals/physician_gls/pdf/colorectal_screening.pdf
http://www.nccn.org/professionals/physician_gls/pdf/colorectal_screening.pdf
https://pubmed.ncbi.nlm.nih.gov/31924657/
https://pubmed.ncbi.nlm.nih.gov/31924657/
https://pubmed.ncbi.nlm.nih.gov/31924657/
https://pubmed.ncbi.nlm.nih.gov/31924657/
https://pubmed.ncbi.nlm.nih.gov/31924657/
https://pubmed.ncbi.nlm.nih.gov/25712738/
https://pubmed.ncbi.nlm.nih.gov/25712738/
https://pubmed.ncbi.nlm.nih.gov/25712738/
https://pubmed.ncbi.nlm.nih.gov/28643016/
https://pubmed.ncbi.nlm.nih.gov/28643016/
https://pubmed.ncbi.nlm.nih.gov/28643016/
https://pubmed.ncbi.nlm.nih.gov/28643016/
https://pubmed.ncbi.nlm.nih.gov/28643016/
https://pubmed.ncbi.nlm.nih.gov/28007021/
https://pubmed.ncbi.nlm.nih.gov/28007021/
https://pubmed.ncbi.nlm.nih.gov/28007021/
https://pubmed.ncbi.nlm.nih.gov/28007021/


845https://smj.org.sa     Saudi Med J 2023; Vol. 44 (9)

Molecular pathology of Saudi CRC cases ... Alfahed

23.	 Marks LJ, Oberg JA, Pendrick D, Sireci AN, Glasser C, Coval 
C, et al. Precision medicine in children and young adults with 
hematologic malignancies and blood disorders: the Columbia 
University experience. Front Pediatr 2017; 5: 265.

24.	 Rasool M, Pushparaj PN, Mirza Z, Imran Naseer M, Abusamra 
H, Alquaiti M, et al. Array comparative genomic hybridization 
based identification of key genetic alterations at 2p21-p16.3 
(MSH2, MSH6, and EPCAM), 3p23-p14.2 (MLH1), 7p22.1 
(PMS2), and 1p34.1-p33 (MUTYH) regions in hereditary non 
polyposis colorectal cancer (Lynch syndrome) in the Kingdom 
of Saudi Arabia. Saudi J Biol Sci 2020; 27: 157-162.

25.	 Al-Sanea N, Alfaifi J, Homoud SA, Abduljabbar A, Hibbert 
D, Ashari L. Outcome after ileal pouch-anal anastomosis for 
familial adenomatous polyposis compared to mucosal ulcerative 
colitis in a Middle Eastern population. Ann Saudi Med 2013; 
33: 268-272.

26.	 Alwahbi OA, Abduljabbar AS, Anwer LA. Cancer in an 
unexpected site post pouch surgery for familial adenomatous 
polyposis (FAP). Int J Surg Case Rep 2018; 42: 266-268.

27.	 Monies D, Abouelhoda M, Assoum M, Moghrabi N, Rafiullah 
R, Almontashiri N, et al. Lessons learned from large-scale, 
first-tier clinical exome sequencing in a highly consanguineous 
population. Am J Hum Genet 2019; 104: 1182-1201.

28.	 Adam R, Spier I, Zhao B, Kloth M, Marquez J, Hinrichsen 
I, et al. Exome sequencing identifies biallelic MSH3 germline 
mutations as a recessive subtype of colorectal adenomatous 
polyposis. Am J Hum Genet 2016; 99: 337-351.

29.	 Peters U, Jiao S, Schumacher FR, Hutter CM, Aragaki 
AK, Baron JA, et al. Identification of genetic susceptibility 
loci for colorectal tumors in a genome-wide meta-analysis. 
Gastroenterology 2013; 144: 799-807.

30.	 Abulí A, Bessa X, González JR, Ruiz-Ponte C, Cáceres A, Muñoz 
J, et al. Susceptibility genetic variants associated with colorectal 
cancer risk correlate with cancer phenotype. Gastroenterology 
2010; 139: 788-96, 796.e1-6.

31.	 Haiman CA, Le Marchand L, Yamamato J, Stram DO, Sheng X, 
Kolonel LN, et al. A common genetic risk factor for colorectal 
and prostate cancer. Nat Genet 2007; 39: 954-956.

32.	 Tenesa A, Farrington SM, Prendergast JG, Porteous ME, Walker 
M, Haq N, et al. Genome-wide association scan identifies a 
colorectal cancer susceptibility locus on 11q23 and replicates 
risk loci at 8q24 and 18q21. Nat Genet 2008; 40: 631-637.

33.	 Zanke BW, Greenwood CM, Rangrej J, Kustra R, Tenesa A, 
Farrington SM, et al. Genome-wide association scan identifies a 
colorectal cancer susceptibility locus on chromosome 8q24. Nat 
Genet 2007; 39: 989-994.

34.	 Tomlinson IP, Webb E, Carvajal-Carmona L, Broderick P, 
Howarth K, Pittman AM, et al. A genome-wide association study 
identifies colorectal cancer susceptibility loci on chromosomes 
10p14 and 8q23.3. Nat Genet 2008; 40: 623-630.

35.	 Jaeger E, Webb E, Howarth K, Carvajal-Carmona L, Rowan 
A, Broderick P, et al. Common genetic variants at the CRAC1 
(HMPS) locus on chromosome 15q13.3 influence colorectal 
cancer risk. Nat Genet 2008; 40: 26-28.

36.	 Broderick P, Carvajal-Carmona L, Pittman AM, Webb E, 
Howarth K, Rowan A, et al. A genome-wide association study 
shows that common alleles of SMAD7 influence colorectal 
cancer risk. Nat Genet 2007; 39: 1315-1317.

37.	 Zhang K, Civan J, Mukherjee S, Patel F, Yang H. Genetic 
variations in colorectal cancer risk and clinical outcome. World 
J Gastroenterol 2014; 20: 4167-4177.

38.	 Xu Y, Li C, Zhang Y, Guo T, Zhu C, Xu Y, et al. Comparison 
between familial colorectal cancer type X and Lynch syndrome: 
molecular, clinical, and pathological characteristics and 
pedigrees. Front Oncol 2020; 10: 1603.

39.	 Younis NS, AlMasoud ES, Al Khawajah F, Alghazal FJ, 
AlMofarfesh HM, Al-Khalaf LH, et al. Potential genetic 
biomarker of Saudi Arabian patients with colorectal cancer. Eur 
Rev Med Pharmacol Sci 2022; 26: 3109-3126.

40.	 Abdulkhaleq MM, Al-Ghafari AB, Yezerski A, Al Doghaither 
HA, Abusanad AM, Omar UM. Novel association between 
heterozygous genotype of single nucleotide polymorphism 
C218T in drug transporter ABCC1 gene and increased risk of 
colon cancer. Saudi Med J 2019; 40: 224-229.

41.	 Al-Harithy RN, Al-Zahrani MH. The adiponectin gene, 
ADIPOQ, and genetic susceptibility to colon cancer. Oncol 
Lett 2012; 3: 176-180.

42.	 Saeed HM, Alanazi MS, Nounou HA, Salaby MA, Semlali A, 
Azzam N, et al. Cytochrome P450 1A1, 2E1, and GSTM1 
gene polymorphisms and susceptibility to colorectal cancer 
in the Saudi population. Asian Pac J Cancer Prev 2013; 14: 
3761-3768.

43.	 Sindi IA, Babalghith AO, Tayeb MT, Mufti AH, Naffadi H, 
Ekram SN, et al. Risk of colorectal carcinoma may predispose 
to the genetic variants of the GST, CYP450, and TP53 genes 
among nonsmokers in the Saudi community. Int J Gen Med 
2021; 14: 1311-1323.

44.	 Al Omar SY, Mansour L, Dar JA, Alwasel S, Alkhuriji A, Arafah 
M, et al. The relationship between killer cell immunoglobulin-
like receptors and HLA-C polymorphisms in colorectal cancer 
in a Saudi population. Genet Test Mol Biomarkers 2015; 19: 
617-622.

45.	 Al Obeed OA, Vaali-Mohamed MA, Alkhayal KA, Bin Traiki 
TA, Zubaidi AM, Arafah M, et al. IL-17 and colorectal cancer 
risk in the Middle East: gene polymorphisms and expression. 
Cancer Manag Res 2018; 10: 2653-2661.

46.	 Alanazi IO, Shaik JP, Parine NR, Al Naeem A, Azzam NA, 
Almadi MA, et al. NOTCH single nucleotide polymorphisms 
in the predisposition of breast and colorectal cancers in Saudi 
patients. Pathol Oncol Res 2021; 27: 616204.

47.	 Alshammari AH, Shalaby MA, Alanazi MS, Saeed HM. Novel 
mutations of the PARP-1 gene associated with colorectal cancer 
in the Saudi population. Asian Pac J Cancer Prev 2014; 15: 
3667-3673.

48.	 AlMutairi M, Parine NR, Shaik JP, Aldhaian S, Azzam NA, 
Aljebreen AM, et al. Association between polymorphisms in 
PRNCR1 and risk of colorectal cancer in the Saudi population. 
PLoS One 2019; 14: e0220931.

49.	 Alharithy RN. Polymorphisms in RETN gene and susceptibility 
to colon cancer in Saudi patients. Ann Saudi Med 2014; 34: 
334-339.

50.	 Reddy Parine N, Alanazi IO, Shaik JP, Aldhaian S, Aljebreen 
AM, Alharbi O, et al. TDG gene polymorphisms and their 
possible association with colorectal cancer: a case control study. 
J Oncol 2019; 2019: 7091815.

51.	 Semlali A, Parine NR, Al Amri A, Azzi A, Arafah M, Kohailan 
M, et al. Association between TLR-9 polymorphisms and colon 
cancer susceptibility in Saudi Arabian female patients. Onco 
Targets Ther 2016; 10: 1-11.

52.	 Hamadien MA, Khan Z, Vaali-Mohammed MA, Zubaidi A, 
Al-Khayal K, McKerrow J, et al. Polymorphisms of tumor 
necrosis factor alpha in Middle Eastern population with 
colorectal cancer. Tumour Biol 2016; 37: 5529-5537.

https://pubmed.ncbi.nlm.nih.gov/29312904/
https://pubmed.ncbi.nlm.nih.gov/29312904/
https://pubmed.ncbi.nlm.nih.gov/29312904/
https://pubmed.ncbi.nlm.nih.gov/29312904/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/31889830/
https://pubmed.ncbi.nlm.nih.gov/23793430/
https://pubmed.ncbi.nlm.nih.gov/23793430/
https://pubmed.ncbi.nlm.nih.gov/23793430/
https://pubmed.ncbi.nlm.nih.gov/23793430/
https://pubmed.ncbi.nlm.nih.gov/23793430/
https://pubmed.ncbi.nlm.nih.gov/29324375/
https://pubmed.ncbi.nlm.nih.gov/29324375/
https://pubmed.ncbi.nlm.nih.gov/29324375/
https://pubmed.ncbi.nlm.nih.gov/31130284/
https://pubmed.ncbi.nlm.nih.gov/31130284/
https://pubmed.ncbi.nlm.nih.gov/31130284/
https://pubmed.ncbi.nlm.nih.gov/31130284/
https://pubmed.ncbi.nlm.nih.gov/27476653/
https://pubmed.ncbi.nlm.nih.gov/27476653/
https://pubmed.ncbi.nlm.nih.gov/27476653/
https://pubmed.ncbi.nlm.nih.gov/27476653/
https://pubmed.ncbi.nlm.nih.gov/23266556/
https://pubmed.ncbi.nlm.nih.gov/23266556/
https://pubmed.ncbi.nlm.nih.gov/23266556/
https://pubmed.ncbi.nlm.nih.gov/23266556/
https://pubmed.ncbi.nlm.nih.gov/20638935/
https://pubmed.ncbi.nlm.nih.gov/20638935/
https://pubmed.ncbi.nlm.nih.gov/20638935/
https://pubmed.ncbi.nlm.nih.gov/20638935/
https://pubmed.ncbi.nlm.nih.gov/17618282/
https://pubmed.ncbi.nlm.nih.gov/17618282/
https://pubmed.ncbi.nlm.nih.gov/17618282/
https://pubmed.ncbi.nlm.nih.gov/18372901/
https://pubmed.ncbi.nlm.nih.gov/18372901/
https://pubmed.ncbi.nlm.nih.gov/18372901/
https://pubmed.ncbi.nlm.nih.gov/18372901/
https://pubmed.ncbi.nlm.nih.gov/17618283/
https://pubmed.ncbi.nlm.nih.gov/17618283/
https://pubmed.ncbi.nlm.nih.gov/17618283/
https://pubmed.ncbi.nlm.nih.gov/17618283/
https://pubmed.ncbi.nlm.nih.gov/18372905/
https://pubmed.ncbi.nlm.nih.gov/18372905/
https://pubmed.ncbi.nlm.nih.gov/18372905/
https://pubmed.ncbi.nlm.nih.gov/18372905/
https://pubmed.ncbi.nlm.nih.gov/18084292/
https://pubmed.ncbi.nlm.nih.gov/18084292/
https://pubmed.ncbi.nlm.nih.gov/18084292/
https://pubmed.ncbi.nlm.nih.gov/18084292/
https://pubmed.ncbi.nlm.nih.gov/17934461/
https://pubmed.ncbi.nlm.nih.gov/17934461/
https://pubmed.ncbi.nlm.nih.gov/17934461/
https://pubmed.ncbi.nlm.nih.gov/17934461/
https://pubmed.ncbi.nlm.nih.gov/24764655/
https://pubmed.ncbi.nlm.nih.gov/24764655/
https://pubmed.ncbi.nlm.nih.gov/24764655/
https://pubmed.ncbi.nlm.nih.gov/32984025/
https://pubmed.ncbi.nlm.nih.gov/32984025/
https://pubmed.ncbi.nlm.nih.gov/32984025/
https://pubmed.ncbi.nlm.nih.gov/32984025/
https://pubmed.ncbi.nlm.nih.gov/35587061/
https://pubmed.ncbi.nlm.nih.gov/35587061/
https://pubmed.ncbi.nlm.nih.gov/35587061/
https://pubmed.ncbi.nlm.nih.gov/35587061/
https://pubmed.ncbi.nlm.nih.gov/30834416/
https://pubmed.ncbi.nlm.nih.gov/30834416/
https://pubmed.ncbi.nlm.nih.gov/30834416/
https://pubmed.ncbi.nlm.nih.gov/30834416/
https://pubmed.ncbi.nlm.nih.gov/30834416/
https://pubmed.ncbi.nlm.nih.gov/22740876/
https://pubmed.ncbi.nlm.nih.gov/22740876/
https://pubmed.ncbi.nlm.nih.gov/22740876/
https://pubmed.ncbi.nlm.nih.gov/23886179/
https://pubmed.ncbi.nlm.nih.gov/23886179/
https://pubmed.ncbi.nlm.nih.gov/23886179/
https://pubmed.ncbi.nlm.nih.gov/23886179/
https://pubmed.ncbi.nlm.nih.gov/23886179/
https://pubmed.ncbi.nlm.nih.gov/33883929/
https://pubmed.ncbi.nlm.nih.gov/33883929/
https://pubmed.ncbi.nlm.nih.gov/33883929/
https://pubmed.ncbi.nlm.nih.gov/33883929/
https://pubmed.ncbi.nlm.nih.gov/33883929/
https://pubmed.ncbi.nlm.nih.gov/26383988/
https://pubmed.ncbi.nlm.nih.gov/26383988/
https://pubmed.ncbi.nlm.nih.gov/26383988/
https://pubmed.ncbi.nlm.nih.gov/26383988/
https://pubmed.ncbi.nlm.nih.gov/26383988/
https://pubmed.ncbi.nlm.nih.gov/30233234/
https://pubmed.ncbi.nlm.nih.gov/30233234/
https://pubmed.ncbi.nlm.nih.gov/30233234/
https://pubmed.ncbi.nlm.nih.gov/30233234/
https://pubmed.ncbi.nlm.nih.gov/34257585/
https://pubmed.ncbi.nlm.nih.gov/34257585/
https://pubmed.ncbi.nlm.nih.gov/34257585/
https://pubmed.ncbi.nlm.nih.gov/34257585/
https://pubmed.ncbi.nlm.nih.gov/24870775/
https://pubmed.ncbi.nlm.nih.gov/24870775/
https://pubmed.ncbi.nlm.nih.gov/24870775/
https://pubmed.ncbi.nlm.nih.gov/24870775/
https://pubmed.ncbi.nlm.nih.gov/31487296/
https://pubmed.ncbi.nlm.nih.gov/31487296/
https://pubmed.ncbi.nlm.nih.gov/31487296/
https://pubmed.ncbi.nlm.nih.gov/31487296/
https://pubmed.ncbi.nlm.nih.gov/25811207/
https://pubmed.ncbi.nlm.nih.gov/25811207/
https://pubmed.ncbi.nlm.nih.gov/25811207/
https://pubmed.ncbi.nlm.nih.gov/31239841/
https://pubmed.ncbi.nlm.nih.gov/31239841/
https://pubmed.ncbi.nlm.nih.gov/31239841/
https://pubmed.ncbi.nlm.nih.gov/31239841/
https://pubmed.ncbi.nlm.nih.gov/28031717/
https://pubmed.ncbi.nlm.nih.gov/28031717/
https://pubmed.ncbi.nlm.nih.gov/28031717/
https://pubmed.ncbi.nlm.nih.gov/28031717/


846 Saudi Med J 2023; Vol. 44 (9)     https://smj.org.sa

Molecular pathology of Saudi CRC cases ... Alfahed

53.	 Semlali A, Almutairi MH, Alamri A, Reddy Parine N, Arafah 
M, Almadi MA, et al. Expression and polymorphism of TSLP/
TSLP receptors as potential diagnostic markers of colorectal 
cancer progression. Genes (Basel) 2021; 12: 1386.

54.	 Alkhayal KA, Awadalia ZH, Vaali-Mohammed MA, Al Obeed 
OA, Al Wesaimer A, Halwani R, et al. Association of Vitamin D 
receptor gene polymorphisms with colorectal cancer in a Saudi 
Arabian population. PLoS One 2016; 11: e0155236.

55.	 Al-Ghafari AB, Balamash KS, Al Doghaither HA. TaqI and 
ApaI variants of Vitamin D receptor gene increase the risk of 
colorectal cancer in a Saudi population. Saudi J Med Med Sci 
2020; 8: 188-195.

56.	 Karam RA, Al Jiffry BO, Al Saeed M, Abd El Rahman TM, 
Hatem M, Amer MG. DNA repair genes polymorphisms and 
risk of colorectal cancer in Saudi patients. Arab J Gastroenterol 
2016; 17: 117-120.

57.	 Al Qahtani AM, Al-Ghafari AB, Al Doghaither HA, Alzahrani 
AH, Omar UM, Rahimulddin SA. ABCB1 variants C3435T 
and T129C are not associated with colorectal cancer risk. Afr 
Health Sci 2019; 19: 2476-2483.

58.	 Parine NR, Azzam NA, Shaik J, Aljebreen AM, Alharbi O, 
Almadi MA, et al. Genetic variants in the WNT signaling 
pathway are protectively associated with colorectal cancer in a 
Saudi population. Saudi J Biol Sci 2019; 26: 286-293.

59.	 Al-Mukaynizi FB, Alanazi M, Al-Daihan S, Parine NR, Almadi 
M, Aljebreen A, et al. CYP19A1 gene polymorphism and 
colorectal cancer etiology in Saudi population: case-control 
study. Onco Targets Ther 2017; 10: 4559-4567.

60.	 Alhadheq AM, Purusottapatnam Shaik J, Alamri A, Aljebreen 
AM, Alharbi O, Almadi MA, et al. The effect of poly(ADP-
ribose) polymerase-1 gene 3’untranslated region polymorphism 
in colorectal cancer risk among Saudi cohort. Dis Markers 
2016; 2016: 8289293.

61.	 Semlali A, Reddy Parine N, Arafah M, Mansour L, Azzi A, Al 
Shahrani O, et al. Expression and polymorphism of toll-like 
receptor 4 and effect on NF-κB mediated inflammation in 
colon cancer patients. PLoS One 2016; 11: e0146333.

62.	 Jonchere V, Marisa L, Greene M, Virouleau A, Buhard O, 
Bertrand R, et al. Identification of positively and negatively 
selected driver gene mutations associated with colorectal cancer 
with microsatellite instability. Cell Mol Gastroenterol Hepatol 
2018; 6: 277-300.

63.	 Jenkins MA, Hayashi S, O’Shea AM, Burgart LJ, Smyrk TC, 
Shimizu D, et al. Pathology features in Bethesda guidelines 
predict colorectal cancer microsatellite instability: a population-
based study. Gastroenterology 2007; 133: 48-56.

64.	 Barault L, Charon-Barra C, Jooste V, de la Vega MF, Martin L, 
Roignot P, et al. Hypermethylator phenotype in sporadic colon 
cancer: study on a population-based series of 582 cases. Cancer 
Res 2008; 68: 8541-8546.

65.	 Pancione M, Remo A, Colantuoni V. Genetic and epigenetic 
events generate multiple pathways in colorectal cancer 
progression. Patholog Res Int 2012; 2012: 509348.

66.	 Pino MS, Chung DC. The chromosomal instability pathway in 
colon cancer. Gastroenterology 2010; 138: 2059-2072.

67.	 Simons CC, Hughes LA, Smits KM, Khalid-de Bakker CA, 
de Bruïne AP, Carvalho B, et al. A novel classification of 
colorectal tumors based on microsatellite instability, the CpG 
island methylator phenotype and chromosomal instability: 
implications for prognosis. Ann Oncol 2013; 24: 2048-2056.

68.	 Zahrani A, Kandil M, Badar T, Abdelsalam M, Al-Faiar A, 
Ismail A. Clinico-pathological study of K-ras mutations in 
colorectal tumors in Saudi Arabia. Tumori 2014; 100: 75-79.

69.	 Siraj AK, Bu R, Prabhakaran S, Bavi P, Beg S, Al Hazmi M, et 
al. A very low incidence of BRAF mutations in Middle Eastern 
colorectal carcinoma. Mol Cancer 2014; 13: 168.

70.	 Beg S, Siraj AK, Prabhakaran S, Bu R, Al-Rasheed M, Sultana 
M, et al. Molecular markers and pathway analysis of colorectal 
carcinoma in the Middle East. Cancer 2015; 121: 3799-3808.

71.	 Alghamdi M, Alabdullatif N, Al-Rashoud A, Alotaibi J, 
Alhussaini N, Elsirawani S, et al. KRAS mutations in colorectal 
cancer: relationship with clinicopathological characteristics and 
impact on clinical outcomes in Saudi Arabia. Cureus 2022; 14: 
e23656.

72.	 Saharti S. KRAS/NRAS/BRAF mutation rate in Saudi 
academic hospital patients with colorectal cancer. Cureus 2022; 
14: e24392.

73.	 Bader T, Ismail A. Higher prevalence of KRAS mutations in 
colorectal cancer in Saudi Arabia: propensity for lung metastasis. 
Alexandria J Med 2014; 50: 203-209.

74.	 Alharbi A, Bin Dokhi H, Almuhaini G, Alomran F, Masuadi 
E, Alomran N. Prevalence of colorectal cancer biomarkers and 
their impact on clinical outcomes in Riyadh, Saudi Arabia. 
PLoS One 2021; 16: e0249590.

75.	 Dallol A, Buhmeida A, Al-Ahwal MS, Al-Maghrabi J, Bajouh 
O, Al-Khayyat S, et al. Clinical significance of frequent somatic 
mutations detected by high-throughput targeted sequencing in 
archived colorectal cancer samples. J Transl Med 2016; 14: 118.

76.	 Rasool M, Carracedo A, Sibiany A, Al-Sayes F, Karim S, Haque 
A, et al. Discovery of a novel and a rare Kristen rat sarcoma viral 
oncogene homolog (KRAS) gene mutation in colorectal cancer 
patients. Bioengineered 2021; 12: 5099-5109.

77.	 Naser WM, Shawarby MA, Al-Tamimi DM, Seth A, Al-Quorain 
A, Nemer AM, et al. Novel KRAS gene mutations in sporadic 
colorectal cancer. PLoS One 2014; 9: e113350.

78.	 Zekri J, Al-Shehri A, Mahrous M, Al-Rehaily S, Darwish T, 
Bassi S, et al. Mutations in codons 12 and 13 of K-ras exon 
2 in colorectal tumors of Saudi Arabian patients: frequency, 
clincopathological associations, and clinical outcomes. Genet 
Mol Res 2017; 16.

79.	 Mulla N, Alshareef A, Syed AR, Al-Jahel M. Clinico-
pathological study of K-ras mutations in colorectal tumors: a 
single-center retrospective study of 51 patients in Madinah, 
Saudi Arabia. Cureus 2020; 12: e9978.

80.	 Almuzzaini B, Alghamdi J, Alomani A, AlGhamdi S, Alsharm 
AA, Alshieban S, et al. Identification of novel mutations in 
colorectal cancer patients using AmpliSeq comprehensive 
cancer panel. J Pers Med 2021; 11: 535.

81.	 Abubaker J, Bavi P, Al-Harbi S, Ibrahim M, Siraj AK, Al-Sanea 
N, et al. Clinicopathological analysis of colorectal cancers with 
PIK3CA mutations in Middle Eastern population. Oncogene 
2008; 27: 3539-3545.

82.	 Al-Kuraya K, Novotny H, Bavi P, Siraj AK, Uddin S, Ezzat A, 
et al. HER2, TOP2A, CCND1, EGFR, and C-MYC oncogene 
amplification in colorectal cancer. J Clin Pathol 2007; 60: 
768-772.

83.	 Siraj AK, Pratheeshkumar P, Divya SP, Parvathareddy SK, Bu R, 
Masoodi T, et al. TGFβ-induced SMAD4-dependent apoptosis 
proceeded by EMT in CRC. Mol Cancer Ther 2019; 18: 
1312-1322.

https://pubmed.ncbi.nlm.nih.gov/34573368/
https://pubmed.ncbi.nlm.nih.gov/34573368/
https://pubmed.ncbi.nlm.nih.gov/34573368/
https://pubmed.ncbi.nlm.nih.gov/34573368/
https://pubmed.ncbi.nlm.nih.gov/27309378/
https://pubmed.ncbi.nlm.nih.gov/27309378/
https://pubmed.ncbi.nlm.nih.gov/27309378/
https://pubmed.ncbi.nlm.nih.gov/27309378/
https://pubmed.ncbi.nlm.nih.gov/32952510/
https://pubmed.ncbi.nlm.nih.gov/32952510/
https://pubmed.ncbi.nlm.nih.gov/32952510/
https://pubmed.ncbi.nlm.nih.gov/32952510/
https://pubmed.ncbi.nlm.nih.gov/27686263/
https://pubmed.ncbi.nlm.nih.gov/27686263/
https://pubmed.ncbi.nlm.nih.gov/27686263/
https://pubmed.ncbi.nlm.nih.gov/27686263/
https://pubmed.ncbi.nlm.nih.gov/32127820/
https://pubmed.ncbi.nlm.nih.gov/32127820/
https://pubmed.ncbi.nlm.nih.gov/32127820/
https://pubmed.ncbi.nlm.nih.gov/32127820/
https://pubmed.ncbi.nlm.nih.gov/31485167/
https://pubmed.ncbi.nlm.nih.gov/31485167/
https://pubmed.ncbi.nlm.nih.gov/31485167/
https://pubmed.ncbi.nlm.nih.gov/31485167/
https://pubmed.ncbi.nlm.nih.gov/29066910/
https://pubmed.ncbi.nlm.nih.gov/29066910/
https://pubmed.ncbi.nlm.nih.gov/29066910/
https://pubmed.ncbi.nlm.nih.gov/29066910/
https://pubmed.ncbi.nlm.nih.gov/27746584/
https://pubmed.ncbi.nlm.nih.gov/27746584/
https://pubmed.ncbi.nlm.nih.gov/27746584/
https://pubmed.ncbi.nlm.nih.gov/27746584/
https://pubmed.ncbi.nlm.nih.gov/27746584/
https://pubmed.ncbi.nlm.nih.gov/26771524/
https://pubmed.ncbi.nlm.nih.gov/26771524/
https://pubmed.ncbi.nlm.nih.gov/26771524/
https://pubmed.ncbi.nlm.nih.gov/26771524/
https://pubmed.ncbi.nlm.nih.gov/30116770/
https://pubmed.ncbi.nlm.nih.gov/30116770/
https://pubmed.ncbi.nlm.nih.gov/30116770/
https://pubmed.ncbi.nlm.nih.gov/30116770/
https://pubmed.ncbi.nlm.nih.gov/30116770/
https://pubmed.ncbi.nlm.nih.gov/17631130/
https://pubmed.ncbi.nlm.nih.gov/17631130/
https://pubmed.ncbi.nlm.nih.gov/17631130/
https://pubmed.ncbi.nlm.nih.gov/17631130/
https://pubmed.ncbi.nlm.nih.gov/18922929/
https://pubmed.ncbi.nlm.nih.gov/18922929/
https://pubmed.ncbi.nlm.nih.gov/18922929/
https://pubmed.ncbi.nlm.nih.gov/18922929/
https://pubmed.ncbi.nlm.nih.gov/22888469/
https://pubmed.ncbi.nlm.nih.gov/22888469/
https://pubmed.ncbi.nlm.nih.gov/22888469/
https://pubmed.ncbi.nlm.nih.gov/20420946/
https://pubmed.ncbi.nlm.nih.gov/20420946/
https://pubmed.ncbi.nlm.nih.gov/23532114/
https://pubmed.ncbi.nlm.nih.gov/23532114/
https://pubmed.ncbi.nlm.nih.gov/23532114/
https://pubmed.ncbi.nlm.nih.gov/23532114/
https://pubmed.ncbi.nlm.nih.gov/23532114/
https://pubmed.ncbi.nlm.nih.gov/24675495/
https://pubmed.ncbi.nlm.nih.gov/24675495/
https://pubmed.ncbi.nlm.nih.gov/24675495/
https://pubmed.ncbi.nlm.nih.gov/25005754/
https://pubmed.ncbi.nlm.nih.gov/25005754/
https://pubmed.ncbi.nlm.nih.gov/25005754/
https://pubmed.ncbi.nlm.nih.gov/26218848/
https://pubmed.ncbi.nlm.nih.gov/26218848/
https://pubmed.ncbi.nlm.nih.gov/26218848/
https://pubmed.ncbi.nlm.nih.gov/35505757/
https://pubmed.ncbi.nlm.nih.gov/35505757/
https://pubmed.ncbi.nlm.nih.gov/35505757/
https://pubmed.ncbi.nlm.nih.gov/35505757/
https://pubmed.ncbi.nlm.nih.gov/35505757/
https://pubmed.ncbi.nlm.nih.gov/35619874/
https://pubmed.ncbi.nlm.nih.gov/35619874/
https://pubmed.ncbi.nlm.nih.gov/35619874/
https://www.tandfonline.com/doi/full/10.1016/j.ajme.2014.01.003
https://www.tandfonline.com/doi/full/10.1016/j.ajme.2014.01.003
https://www.tandfonline.com/doi/full/10.1016/j.ajme.2014.01.003
https://pubmed.ncbi.nlm.nih.gov/33979337/
https://pubmed.ncbi.nlm.nih.gov/33979337/
https://pubmed.ncbi.nlm.nih.gov/33979337/
https://pubmed.ncbi.nlm.nih.gov/33979337/
https://pubmed.ncbi.nlm.nih.gov/27146902/
https://pubmed.ncbi.nlm.nih.gov/27146902/
https://pubmed.ncbi.nlm.nih.gov/27146902/
https://pubmed.ncbi.nlm.nih.gov/27146902/
https://pubmed.ncbi.nlm.nih.gov/34369256/
https://pubmed.ncbi.nlm.nih.gov/34369256/
https://pubmed.ncbi.nlm.nih.gov/34369256/
https://pubmed.ncbi.nlm.nih.gov/34369256/
https://pubmed.ncbi.nlm.nih.gov/25412182/
https://pubmed.ncbi.nlm.nih.gov/25412182/
https://pubmed.ncbi.nlm.nih.gov/25412182/
https://pubmed.ncbi.nlm.nih.gov/28218784/
https://pubmed.ncbi.nlm.nih.gov/28218784/
https://pubmed.ncbi.nlm.nih.gov/28218784/
https://pubmed.ncbi.nlm.nih.gov/28218784/
https://pubmed.ncbi.nlm.nih.gov/28218784/
https://pubmed.ncbi.nlm.nih.gov/32983680/
https://pubmed.ncbi.nlm.nih.gov/32983680/
https://pubmed.ncbi.nlm.nih.gov/32983680/
https://pubmed.ncbi.nlm.nih.gov/32983680/
https://pubmed.ncbi.nlm.nih.gov/34207827/
https://pubmed.ncbi.nlm.nih.gov/34207827/
https://pubmed.ncbi.nlm.nih.gov/34207827/
https://pubmed.ncbi.nlm.nih.gov/34207827/
https://pubmed.ncbi.nlm.nih.gov/18193083/
https://pubmed.ncbi.nlm.nih.gov/18193083/
https://pubmed.ncbi.nlm.nih.gov/18193083/
https://pubmed.ncbi.nlm.nih.gov/18193083/
https://pubmed.ncbi.nlm.nih.gov/16882699/
https://pubmed.ncbi.nlm.nih.gov/16882699/
https://pubmed.ncbi.nlm.nih.gov/16882699/
https://pubmed.ncbi.nlm.nih.gov/16882699/
https://pubmed.ncbi.nlm.nih.gov/31053577/
https://pubmed.ncbi.nlm.nih.gov/31053577/
https://pubmed.ncbi.nlm.nih.gov/31053577/
https://pubmed.ncbi.nlm.nih.gov/31053577/


847https://smj.org.sa     Saudi Med J 2023; Vol. 44 (9)

Molecular pathology of Saudi CRC cases ... Alfahed

84.	 Alqahtani M, Grieu F, Carrello A, Amanuel B, Mashour 
M, Alattas R, et al. Screening for Lynch syndrome in young 
colorectal cancer patients from Saudi Arabia using microsatellite 
instability as the initial test. Asian Pac J Cancer Prev 2016; 17: 
1917-1923.

85.	 Nakayama M, Oshima M. Mutant p53 in colon cancer. J Mol 
Cell Biol 2019; 11: 267-276.

86.	 Kim JH, Kang GH. Evolving pathologic concepts of serrated 
lesions of the colorectum. J Pathol Transl Med 2020; 54: 
276-289.

87.	 Crockett SD, Nagtegaal ID. Terminology, molecular features, 
epidemiology, and management of serrated colorectal neoplasia. 
Gastroenterology 2019; 157: 949-966.

88.	 Guinney J, Dienstmann R, Wang X, de Reyniès A, Schlicker 
A, Soneson C, et al. The consensus molecular subtypes of 
colorectal cancer. Nat Med 2015; 21: 1350-1356.

89.	 National Comprehensive Cancer Network. Clinical practice 
guidelines in oncology: colon cancer. [Updated 2021; accessed 
2023 Mar 18]. Available from: https://www.nccn.org/
professionals/physician_gls/pdf/colon.pdf

90.	 National Comprehensive Cancer Network. Clinical practice 
guidelines in oncology: rectal cancer. [Updated 2021; accessed 
2023 Mar 18]. Available from: https://www.nccn.org/
professionals/physician_gls/pdf/rectal.pdf

91.	 National Health Service. The national genomic test directory for 
cancer 2021-2022, v 5.0. [Updated 2022; accessed 2023 Mar 
18]. Available from: https://www.england.nhs.uk/publication/
national-genomic-test-directories/

92.	 National Institute for Health and Care Excellence. Cetuximab, 
bevacizumab, and panitumumab for the treatment of metastatic 
colorectal cancer after first- line chemotherapy: cetuximab 
(monotherapy or combination chemotherapy), bevacizumab 
(in combination with non-oxaliplatin chemotherapy), and 
panitumumab (m. NICE technology appraisal guidance 
[TA242]). [Updated 2012; accessed 2023 Mar 18]. Available 
from: https://www.nice.org.uk/guidance/ta242/resources/
cetuximab-bevacizumab-and-panitumumab-for-the-treatment-
of-metastatic-colorectal-cancer-after-firstline-chemotherapy-
cetuximab-monotherapy-or-combination-chemotherapy-
bevacizumab-in-combination-with--pdf-82600427700421

93.	 National Institute for Health and Care Excellence. 

Pembrolizumab for untreated metastatic colorectal cancer with 

high microsatellite instability or mismatch repair deficiency. 

NICE technology appraisal guidance (TA709). [Updated 2021; 

accessed 2023 Mar 18]. Available from: https://www.nice.org.

uk/guidance/ta709/resources

94.	 National Institute for Health and Care Excellence. Encorafenib 

plus cetuximab for previously treated BRAF metastatic colorectal 

cancer. NICE technology appraisal guidance (TA668). 

[Updated 2021; accessed 2023 Mar 18]. Available from: https://

www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-

cetuximab-for-previously-treated-braf-v600e-mutationpositive-

metastatic-colorectal-cancer-pdf-82609265839813

95.	 National Cancer Institute. Colon cancer treatment - health 

professional version. [Updated 2023; accessed 2023 Mar 18]. 

Available from: https://www.cancer.gov/types/colorectal/hp/

colon-treatment-pdq#_269_toc

96.	 Cancer Research UK. Targeted and immunotherapy drugs for 

advanced bowel cancer. [Updated 2022; accessed 2023 Mar 

18]. Available from: https://www.cancerresearchuk.org/about-

cancer/bowel-cancer/advanced/treatment/targeted-cancer-

drugs-treatment

97.	 Bazarbashi SN, Alzahrani AM, Rahal MM, Alshehri AS, 

Aljubran AH, Alsanea NA, et al. Colorectal cancer clinical 

guidelines. In: 2018 Saudi gastrointestinal cancer clinical 

guidelines. [Updated 2019; accessed 2023 Mar 18]. available 

from: https://shc.gov.sa/Arabic/NCC/Activities/Pages/

NationalClinicalGuideline.aspx

https://pubmed.ncbi.nlm.nih.gov/27221876/
https://pubmed.ncbi.nlm.nih.gov/27221876/
https://pubmed.ncbi.nlm.nih.gov/27221876/
https://pubmed.ncbi.nlm.nih.gov/27221876/
https://pubmed.ncbi.nlm.nih.gov/27221876/
https://pubmed.ncbi.nlm.nih.gov/30496442/
https://pubmed.ncbi.nlm.nih.gov/30496442/
https://pubmed.ncbi.nlm.nih.gov/32580537/
https://pubmed.ncbi.nlm.nih.gov/32580537/
https://pubmed.ncbi.nlm.nih.gov/32580537/
https://pubmed.ncbi.nlm.nih.gov/31323292/
https://pubmed.ncbi.nlm.nih.gov/31323292/
https://pubmed.ncbi.nlm.nih.gov/31323292/
https://pubmed.ncbi.nlm.nih.gov/26457759/
https://pubmed.ncbi.nlm.nih.gov/26457759/
https://pubmed.ncbi.nlm.nih.gov/26457759/
https://www.nccn.org/professionals/physician_gls/pdf/colon.pdf
https://www.nccn.org/professionals/physician_gls/pdf/colon.pdf
https://www.nccn.org/professionals/physician_gls/pdf/colon.pdf
https://www.nccn.org/professionals/physician_gls/pdf/colon.pdf
https://www.nccn.org/professionals/physician_gls/pdf/rectal.pdf
https://www.nccn.org/professionals/physician_gls/pdf/rectal.pdf
https://www.nccn.org/professionals/physician_gls/pdf/rectal.pdf
https://www.nccn.org/professionals/physician_gls/pdf/rectal.pdf
https://www.england.nhs.uk/publication/national-genomic-test-directories/
https://www.england.nhs.uk/publication/national-genomic-test-directories/
https://www.england.nhs.uk/publication/national-genomic-test-directories/
https://www.england.nhs.uk/publication/national-genomic-test-directories/
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta242/resources/cetuximab-bevacizumab-and-panitumumab-for-the-treatment-of-metastatic-colorectal-cancer-after-firstline-chemotherapy-cetuximab-monotherapy-or-combination-chemotherapy-bevacizumab-in-combination-with--pdf-82600427700421
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta709/resources
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.nice.org.uk/guidance/ta668/resources/encorafenib-plus-cetuximab-for-previously-treated-braf-v600e-mutationpositive-metastatic-colorectal-cancer-pdf-82609265839813
https://www.cancer.gov/types/colorectal/hp/colon-treatment-pdq#_269_toc
https://www.cancer.gov/types/colorectal/hp/colon-treatment-pdq#_269_toc
https://www.cancer.gov/types/colorectal/hp/colon-treatment-pdq#_269_toc
https://www.cancer.gov/types/colorectal/hp/colon-treatment-pdq#_269_toc
https://www.cancerresearchuk.org/about-cancer/bowel-cancer/advanced/treatment/targeted-cancer-drugs-treatment
https://www.cancerresearchuk.org/about-cancer/bowel-cancer/advanced/treatment/targeted-cancer-drugs-treatment
https://www.cancerresearchuk.org/about-cancer/bowel-cancer/advanced/treatment/targeted-cancer-drugs-treatment
https://www.cancerresearchuk.org/about-cancer/bowel-cancer/advanced/treatment/targeted-cancer-drugs-treatment
https://www.cancerresearchuk.org/about-cancer/bowel-cancer/advanced/treatment/targeted-cancer-drugs-treatment
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx
https://shc.gov.sa/Arabic/NCC/Activities/Pages/NationalClinicalGuideline.aspx

