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ABSTRACT. Mutations in codons 12/13 of K-ras exon 2 are associated 
with reduced benefit from anti-epidermal growth factor receptor 
antibody treatment for metastatic colorectal cancer (CRC). Here, we 
evaluated the frequency of K-ras mutations and their relationship 
with clinicopathological features and treatment outcomes in Saudi 
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Arabian patients with CRC. The genetic status of K-ras was determined 
in 300 patients diagnosed with CRC. Clinical information was collected 
retrospectively. K-ras was wild-type in 58% and mutated in 42% of the 
tumors. Most mutations were at codon 12 (89%) and were associated with 
metastasis [odds ratio (OR) = 1.38 (95%CI = 1.14-1.67] and occurrence of 
>40 µg/L carcinoembryonic antigen (CEA) [OR = 1.33 (1.1-1.74)] during 
diagnosis. Patients in stages I-III of the disease with wild-type K-ras tumors 
had a median relapse free survival (RFS) of 29 months in contrast to 22 
months for those with the mutated K-ras tumor (P = 0.0357). In multivariate 
analysis, only the stage of the disease significantly predicted RFS (P = 
0.001). Patients in stage IV of CRC with the wild-type K-ras tumor did not 
reach the median overall survival (OS), whereas patients with the mutated 
K-ras tumor survived for 23.5 months (P = 0.044). CEA level >40 µg/L (P 
= 0.004) and status of K-ras (P = 0.044) were independent predictors of 
OS. This is the largest study investigating K-ras mutations in patients with 
CRC in the Middle East. Mutations were associated with advanced stage of 
CRC, higher serum CEA, shorter RFS and OS.

Key words: Colorectal cancer; Saudi Arabia; K-ras; exon 2; 
Codon 12/13; Relapse-free survival

INTRODUCTION

Colorectal cancer (CRC) is the third-most common cancer in men and the fourth-
most common cancer in women world-wide (Parkin et al., 2005). The treatment outcome 
of patients with metastatic CRC has improved in the past decade, mainly due to the 
introduction of new and active cytotoxic chemotherapeutic agents and targeted drugs (Chau 
and Cunningham, 2009; Kopetz et al., 2009). The latter include monoclonal antibodies with 
high selectivity and affinity for the epidermal growth factor (EGFR) receptor, which is over-
expressed in 25-80% of the colorectal cancer tumors (Salomon et al., 1995; Porebska et al., 
2000). These antibodies, such as cetuximab and panitumumab, can evade chemotherapy 
resistance (Cunningham et al., 2004) and improve response rate (RR) and progression free 
survival (PFS) when combined with FOLFIRI and FOLFOX chemotherapy as the first line 
of treatment (Van Cutsem et al., 2009; Douillard et al., 2010).

Mutations in the Ras oncogene are reported in 58% of colonic adenomas that are 
larger than 1 cm and in 47% of all CRC tumors (Vogelstein et al., 1988). The product of 
K-ras regulates two signaling pathways, PI3K/AKT and RAF/MEK/ERK, which control cell 
proliferation, differentiation, and programed cell death. The most common mutations of K-ras 
occur in codons 12 and 13 of exon 2. The antitumor activity of the anti-EGFR antibody is 
lessened in patients with CRC who have the mutated form of K-ras, compared to those who 
have the wild-type gene. Therefore, anti-EGFR-based therapy is only indicated in patients 
with tumors expressing wild-type K-ras and N-ras.

A combined analysis of four randomized studies, which included 2,292 patients with 
metastatic CRC (mCRC) mostly from the West, showed that 40% had tumors expressing mutated 
K-ras (Ibrahim et al., 2010). However, there is dearth of data on the frequency of occurrence 
of K-ras mutations and their impact on the treatment outcomes in Asian and Middle Eastern 



3K-ras mutations in Saudi patients with colorectal cancer

Genetics and Molecular Research 16 (1): gmr16019369

patients. The aim of this study was to investigate the association of the genetic status of K-ras 
with clinicopathological features and clinical outcome in patients with CRC from Saudi Arabia.

MATERIAL AND METHODS

Patients and mutation analysis of K-ras

We studied 300 consecutive patients diagnosed with CRC between September 2001 
and April 2012 in five hospitals in the western province of Saudi Arabia. The genetic status 
of K-ras was determined as requested by the managing oncologist during the patients’ routine 
clinical evaluation. Mutation analysis of K-ras was performed by the Biomnis laboratory. 
Formalin-fixed, paraffin-embedded materials from colorectal carcinomas were used for DNA 
extraction. An array kit was used for detection of mutations (p.G12S, p.G12R, p.G12C, 
p.G12D, p.G12A, p.G12V, p.G13D, and p.G13R) within codons 12 and 13 of exon 2 of K-ras.

Selection of clinicopathological features

Clinicopathological features selected for association testing included the gender and 
age of the patients, the site of the primary tumor, carcinoembryonic antigen (CEA) level, 
cancer stage based on the criteria of the American Joint Committee on Cancer (AJCC) and 
tumor-node-metastasis (TNM) stage, amount of perforation and bleeding during initial 
diagnosis, tumor grade, extent of lymphovascular invasion (LVI) and perineural invasion 
(PNI), and distance from the anal verge (for rectal tumors). Tumors of the caecum, ascending 
colon, and the proximal transverse colon were labeled as right-sided tumors; those distal to the 
proximal part of transverse colon (mid-transverse, distal transverse, descending, sigmoid, and 
the rectum) were labeled as left-sided tumors.

Data analysis

All data was retrospectively collected from paper and electronic records. Associations 
between clinicopathological features and K-ras status was analyzed using the chi-square test, 
the independent t-test and the Mann-Whitney test. Cox regression was used for multivariate 
analysis. Survival tables and Kaplan Meier analysis were used to determine the relapse free 
survival (RFS) and overall survival (OS). Log rank testing was used to explore the differences 
in RFS and OS between groups. The SPSS software (version 12) was used for all analyses.

Ethical consideration

Institutional review boards (ethics committees) at all participating sites approved the 
study protocol prior to the study.

RESULTS

Patients

Patient characteristics are shown in Table 1. The majority were male (61%), with left-
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sided tumors. About half of the patients had stage IV tumors and most tumors were of grade 
II. Mutated K-ras was found in 41.7% cases in the whole cohort, with 89% of the mutations 
arising in codon 12 (Table 2).

Table 1. Characteristics of patients at the time of diagnosis.

Characteristic Number (%)a 
Male/females 182 (61) /118 (39) 
Median age [range] (year) 54.5 (20-86) 
Tumor site 63/296 (21) 
Right 233/296 (79) 
Left 4/300 (1) 
Missing data  
Stage at diagnosis 3 (1) 
I 71 (24) 
II 63 (21) 
III 163 (54) 
IV  
Grade 12 (4) 
I 248 (83) 
II 40 (13) 
III  
LVI 91/245 (37) 
Present 154/245 (63) 
Absent 55/300 (18) 
Missing data  
PNI 35/230 (15) 
Present 195/230 (85) 
Absent 70/300 (23) 
Missing data  

 aExcept where indicated. LVI = Lymphovascular invasion; PNI = Perineural invasion.

aStage I / II / III at last follow-up included patients who did not have relapse (N = 70) and those who relapsed only 
locally in the colon and were surgically salvaged with no evidence of disease at any other sites (N = 7).

Table 2. Genetic status of K-ras.

Stage N Mutant [number (%)] Codon [number (%)] 
All stages 300 125 (41.7) Codon 12 = 104/117 (89) 

Codon 13 = 13/117 (11) 
Missing 8/125 (6) 

Stage I /II /III at initial diagnosis 137 43 (31.4) Codon 12 = 36/43 (84) 
Codon 13 = 7/43 (16) 

Stage IV at initial diagnosis 163 82 (50.3) Codon 12 = 68/74 (92) 
Codon 13 = 6/74 (8) 
Missing 8/82 (10) 

Stage I /II /III at last follow-upa 77 22 (28.6) Codon 12 = 18/22 (82) 
Codon 13 = 4/22 (18) 

Stage IV at last follow-up 223 103 (46.2) Codon 12 = 86/95 (91) 
Codon 13 = 9/95 (10) 
Missing 8/103 (8) 

 

Relationship between the genetic status of K-ras and clinicopathological features

Table 3 shows the frequency and association of clinicopathological features of interest 
in patients who harbored the mutant and wild-type K-ras tumors, respectively. For example, 
15, 19, and 66% of the patients with mutant-type K-ras tumors presented with stage II, III, 
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and IV of the disease, respectively. This indicates that patients with mutant K-ras tumors are 
more likely to present with the advanced stage of the disease. The percentage of patients with 
mutated K-ras tumors correlated positively with the stage (P = 0.002) or metastasis (P = 0.001) 
of the disease at the time of initial diagnosis. Gender, age, the site of the primary tumor, stage 
of the cancer (T stage or N stage), grade, LVI, PNI, and presence of obstruction and bleeding 
during the initial presentation did not differ significantly between patients with wild-type or 
mutated K-ras tumors. Mean serum CEA at initial presentation was higher in patients with the 
mutated than with the wild-type K-ras (279 vs 118 µg/L, P = 0.02). 

LVI = Lymphovascular invasion; PNI = Perineural invasion. aT1 tumors (N = 2) and bStage I tumors (N = 3) 
were excluded due to small numbers of patients; cP value is for all patients (P = 0.205 when grade I tumors were 
excluded). RR: relative risk.

Table 3. Associations between clinicopathological features and genetic status of K-ras.

 N Mutant / wild type (% / %) Statistical evaluation 
Gender   OR = 1.1 (95%CI = 0.84-1.4), P = 0.97 
Males 182 58/62 
Females 118 42/38 
Age   OR = 1.1 (95%CI = 0.84-1.4), P = 0.523 
45 years 90 32/29 
>45 years 210 68/71 
Location of tumor   OR = 1.1 (95%CI = 0.84-1.4), P = 0.73 
Right 63 20/22 
Left 233 80/78 
T Stagea   P = 0.489 

 T2 21 8.2/9 
T3 147 56/62 
T4 78 36/29 
N Stage   P = 0.088 
N0 87 30/41 
N1 95 40/41 
N2 53 30/18 
M Stage   OR = 1.38 (95%CI = 1.14-1.67), P = 0.001 

 M0 137 34/54 
M1 163 66/46 
AJCC Stageb   P = 0.002 

 II 71 15/30 
III 63 19/23 
IV 163 66/47 
Gradec   P = 0.448 
I 12 4/4 
II 248 86/81 
III 40 10/15 
LVI   OR = 0.89 (95%CI = 0.74-1.1), P = 0.287 
Yes 91 33/40 
No 154 67/60 
PNI   OR = 0.93 (95%CI = 0.71-1.21), P = 0.599 
Yes 35 14/16 
No 195 86/84 
Obstruction   OR = 1.05 (95%CI = 0.8-1.8), P = 0.698 
Yes 52 19/18 
No 231 81/82 
Bleeding   OR = 1.04 (95%CI = 0.85-1.3), P = 0.70 
Yes 130 48/45 
No 152 53/55 
CEA at Presentation   OR = 1.33 (95%CI = 1.1-1.74), P = 0.32 
0-40 µg/L 134 56/71 
>40 µg/L 74 44/29 
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Serum CEA > 40 µg/L was more frequent in patients with the mutated K-ras tumors 
than in patients with the wild-type K-ras tumors, which is consistent with this observation (Table 
3). The distance of the rectal tumors from the anal verge did not differ with the genetic status of 
K-ras (8.7 vs 8.1 cm, P = 0.633).

Relationship between the genetic status of K-ras and treatment outcomes

Sixty-seven patients in stages I-III of CRC at the time of the initial diagnosis had a 
relapse (49%) after a median duration of 21 months of follow-up. The relapse rate was not 
statistically different in patients with the mutated vs the wild-type K-ras tumors (58 vs 45%, 
hazard ratio [HR] 1.3 [95%CI = 0.93-1.8], P = 0.143). However, the median RFS was 22 months 
for patients with the mutated and 29 months for patients with the wild-type K-ras tumors (Log 
rank P = 0.0357; Figure 1). The number of patients in the N stage (P = 0.0003), AJCC stage 
(P = 0.0027), and the genetic status of K-ras (P = 0.0357) significantly influenced RFS in the 
univariate analysis, but only the N stage (P = 0.001) remained statistically significant in the 
multivariate analysis (Table 4).

Table 4. Univariate and multivariate analyses of factors potentially affecting relapse-free survival (RFS) and 
overall survival (OS).

 RFS (137 patients with stages I-III at diagnosis) OS (163 patients with stage IV at diagnosis) 
Factors Univariate analysis Multivariate comparisons Univariate analysis Multivariate comparisons 
Age (45 vs >45 years) P = 0.484 - P = 0.246 - 
CEA (>40 vs 40 µg/L) P = 0.547 - P = 0.0019 P = 0.004 

RR = 3.1 (95%CI = 1.4-6.8) 
Site (right vs left) P = 0.847 - P = 0.975 - 
T stage P = 0.381 - P = 0.125 - 
N stage P = 0.0003 N1 vs N0: P = 0.639 

RR = 1.15 (95%CI 0.65-2.0) 
N2 vs N0: P < 0.0001 

RR = 3.3 (95%CI = 1.7-6.2) 

P = 0.970 - 

AJCC stage (I-III) P = 0.0027 P = 0.051 Not applicable - 
Grade P = 0.6706 - P = 0.1218 - 
LVI P = 0.1689 - P = 0.388 - 
PNI P = 0.1904 - P = 0.468 - 
K-ras (mutated vs wild-type) P = 0.0357 P = 0.262 P = 0.023 P = 0.044 

RR = 2.2 (95%CI = 1.0-4.7) 
 Factors significant on univariate analysis were entered into multivariate analysis. LVI = Lymphovascular invasion; 

PNI = Perineural invasion. Bold indicates statistical significance (P < 0.05).

Figure 1. Relapse free survival of patients in stages I-III at the time of initial diagnosis (N = 137).
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A total of 58 patients in the overall cohort died (19%). The mortality rate was higher 
for patients with tumors bearing the mutated K-ras (26%) than in patients with the wild-type 
K-ras (15%) [OR = 1.72 (95%CI = 1.08-2.74), P = 0.020]. Similarly, for patients with stage 
IV tumors at the time of diagnosis, 34% of the patients with mutated K-ras tumors died, 
compared to 19% for those bearing the wild-type K-ras tumors [OR = 1.84 (95%CI = 1.07-
3.18), P = 0.024]. Median OS in this group was 23.5 months for patients with the mutated 
K-ras tumors, while patients with the wild-type K-ras tumors did not reach the median survival 
(P = 0.0357; Figure 2). Serum CEA at presentation (P = 0.0019) and K-ras status (P = 0.023) 
significantly affected OS in the univariate analysis and both remained statistically significant 
in the multivariate analysis (P = 0.004 and P = 0.44 respectively; Table 3).

Figure 2. Overall survival of patients with stages IV at initial diagnosis (N = 163).

DISCUSSION

Large phase III trials investigating the efficacy of the anti-EGFR antibodies in treating 
patients with mCRC represent the most reliable and comprehensive source of data on the 
relationship between treatment outcomes and the genetic status of K-ras. These trials recruited 
patients mostly from western countries, with a K-ras mutation rate of about 40-45% (Douillard 
et al., 2010; Ibrahim et al., 2010; Peeters et al., 2010). Evidence suggests that the molecular 
pathology of CRC in the Middle Eastern patients is different than that of patients from the western 
world (Soliman et al., 2001). A difference in the prevalence of K-ras mutations in mCRC has 
also been described according to the geographic area of residence, with a higher prevalence 
found in western Europe compared to areas outside Europe (Van Cutsem et al., 2011).

Variations in the study design complicate comparisons between studies in this area, 
particularly regarding the inclusion of patients at different stages of the disease, reporting of 
the disease stage, whether the reported stage was at the time of diagnosis or at the time of 
data collection, and the lack of mutation rate reports in metastatic or non-metastatic diseases. 
Previous studies from the Middle East (or in the Arab population) that enrolled a relatively 
large number of patients and included patients with different stages of the disease, reported 
K-ras mutation rates of 28-56% in Saudi Arabia (Abubaker et al, 2009; Zahrani et al., 2014; 
Beg et al., 2015; Dallol et al., 2016), 33-45% in Turkey (Gumus et al., 2013; Baskin et al., 
2014), and 33-44% in Jordan (Elbjeirami and Sughayer, 2012; Gumus et al., 2013). Lower 
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mutation rates were observed in countries to the west of Saudi Arabia, such as Egypt (11-18%) 
(Soliman et al., 2001; Gumus et al., 2013), and Morocco (24%) (Marchoudi et al., 2013). To our 
knowledge, our study includes the second largest number of patients with metastatic disease, 
after 1,106 patients enrolled in one study in Turkey (Gumus et al., 2013). The prevalence of 
mutated K-ras in our study was 42% in patients who were mostly in stages II-IV of mCRC, 
and is broadly concordant with data from other Middle Eastern countries and the western 
world, within the limitations of comparison. The finding that about nine in ten mutations were 
in codon 12 was also similar to the findings from other countries in the region (Abubaker et al., 
2009; Elbjeirami and Sughayer, 2012; Gumus et al., 2013; Marchoudi et al., 2013; Baskin et 
al., 2014) and elsewhere (Karapetis et al., 2008; Zalis et al., 2009; Gil Ferreira et al., 2014). We 
found that mutant K-ras tumors were more likely to be present in patients in an advanced stage 
of the disease compared to those with the wild-type K-ras tumors. Other studies that included 
patients in all the stages of the disease did not report any association between K-ras genetic 
status and stage, including the two largest studies from the Middle Eastern region (Abubaker et 
al, 2009; Baskin et al., 2014). We found no significant association between K-ras genetic staus 
and other clinicopathological factors such as gender, age, tumor site, grade of tumor, LVI, PNI, 
and presentation with perforation or bleeding. Studies investigating these associations have 
yielded conflicting results with respect to gender (Porebska et al., 2000; Roth et al., 2010; 
Inoue et al. 2012), and age does not appear to predict K-ras mutation status reliably (Liang et 
al., 2003). Our finding that elevated CEA was associated with the presence of mutated K-ras 
confirms those of earlier studies (Selcukbiricik et al., 2013; Li et al., 2015). Higher CEA levels 
are associated with higher numbers of circulating tumor cells and poorer outcome (Chew et 
al., 2012; Das et al., 2015). Results of serum CEA at presentation were available in 120/163 
patients who presented with stage IV metastatic disease with CEA levels > 40 µg/L in 60/120 
(50%) cases. CEA levels were available in 88/137 patients who presented with stages I-III of 
the early disease with CEA levels > 40 µg/L in only 14/88 (15.9%) cases. This indicates that 
there is a relationship between high serum CEA levels and the advanced stage of the disease 
during the presentation. Additionally, our results show a relationship between presence of the 
K-ras mutation and advanced stage of the disease (Table 3).

The prognostic value of the genetic status of K-ras is controversial, with studies 
associating K-ras mutation with shorter disease-specific survival (Nakanishi et al., 2013; Phipps 
et al., 2013) or no marked effect on prognosis (Karapetis et al., 2008; Roth et al., 2010). Other 
data suggest that K-ras mutation is associated with poor prognosis in patients in the early stage 
of CRC, but not in the advanced disease (Inoue et al., 2012; Phipps et al., 2013). Our results 
showed that K-ras mutation was a factor for poor prognosis in all patients irrespective of the 
disease stage; however, in the multivariate analysis, it was a factor for poor prognosis only in the 
patients with advanced disease. The effect on prognosis may depend on the nature of the specific 
mutations (Andreyev et al., 2001), which was beyond the scope of our study.

The primary endpoint of this study was to determine the frequency of the K-ras mutation 
in Saudi patients with CRC. The details of systemic treatment had not been collected, and 
thus, outcome (PFS and OS) was generated by an additional secondary analysis. We assumed 
that the majority of the patients with K-ras wild-type tumors, who developed the metastatic 
disease, would have received the anti-EGFR therapy as it became widely available in Saudi 
Arabia in 2007, and the majority of the patients in our population were diagnosed with colon 
cancer in 2007 or later, whereas only a minority (23 patients) were diagnosed between 2001 
and 2006. The median OS for patients with stage IV wild-type K-ras tumors in our cohort 
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was not reached (Figure 2). This may be partly due to the administration of a combination 
of chemotherapy and anti-EGFR antibodies. The results of recent trials investigating the 
efficacy of the anti-EGFR therapy in patients with mCRC show encouraging OS. For 
example, median OS were 28.7 and 29.9 months in the cetuximab treatment regimens 
of the FIRE-3 and CALGB/SWOG 80405 trials, respectively (Heinemann et al., 2014; 
Alan et al., 2014). In addition, the majority of our patients (79%) had left-sided tumors 
and this may partly explain the excellent OS. It is increasingly being reported that left-
sided tumors have a better outcome compared to those arising on the right side of the 
colon. Results of a recent analysis of the CALGB/SWOG 80405 trial were presented at 
the annual meeting of the American Society of Clinical Oncology, 2016 (ASCO). These 
showed that the median OS in patients who received cetuximab for treatment of wild-type 
K-ras tumors was 37.5 months and 16.4 months for those with left and right-sided tumors, 
respectively (Alan et al., 2016).

Strengths of our study are the relatively large size of the studied population, 
inclusion of patients in early and advanced stages of the disease, extensive analysis 
of potential clinicopathological features by univariate and multivariate analyses, 
and geographical coverage of approximately the entire western side of Saudi Arabia. 
Limitations of our study include a relatively small sample size compared to studies in 
the western population, lack of correlation of treatment outcomes with codon site and 
individual mutations, lack of association of mutation status with data on outcomes of 
treatment (particularly the anti-EGFR therapy), and non-inclusion of data pertaining to 
the mutations at codon 3 and 4, which have recently been found to influence the outcomes 
of the EGFR-targeted therapy (Douillard et al., 2013; Bokemeyer et al., 2014; Ciardiello 
et al., 2014).

CONCLUSIONS

The prevalence of mutations in codons 12 and 13 of K-ras exon 2 was comparable 
between the Middle Eastern population and previous reports from the region and large 
international studies. These mutations were associated with adverse features during 
presentation of the disease, including advanced stage and higher serum CEA. In addition, 
they were also associated with poor outcomes in patients presenting with both early and 
advanced stages of the disease. Larger, collaborative, and multi-center studies in a wider 
geographical area of the Middle East are required to investigate the role of the genetic 
status of the extended Ras family members (K-ras and N-ras) in CRC, with inclusion of 
treatment data.
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