
S3 Table. Comparison according to HRR gene mutation (n=300) 

Variable 
Total 

(n=300) 

ND and VUS 

(n=283) 

LPV and PV 

(n=17) 
p-value 

Age (yr) 
   

0.841
a)
 

Median (min-max) 65 (29-90) 65 (33-90) 64 (49-80)  

Sex 
   

0.543
b)

 

Female 145 (48.3) 138 (48.8) 7 (41.2)  

Male 155 (51.7) 145 (51.2) 10 (58.8)  

Status 
   

0.644
b)

 

Resectable  97 (32.3) 90 (31.8) 7 (41.2)  

Locally advanced 66 (22.0) 62 (21.9) 4 (23.5)  

Metastatic 137 (45.7) 131 (46.3) 6 (35.3)  

Tumor location  
  

0.869
b)

 

Head or neck or uncinate process 147 (49.0) 139 (49.1) 8 (47.1)  

Body or tail 153 (51.0) 144 (50.9) 9 (52.9)  

Eastern Cooperative Oncology Group  
  

0.650
b)

 

0 193 (64.3) 180 (63.6) 13 (76.5)  

1 87 (29.0) 83 (29.3) 4 (23.5)  

2, 3 20 (6.7) 20 (7.1) 0   

Family history 
   

0.029
b)

 

None 165 (56.0) 159 (56.2) 5 (29.4)  

Present 135 (45.0) 124 (43.8) 12 (70.6)  

Pancreatic cancer family history 
   

0.020
c)
 

None 280 (93.3) 267 (94.4) 13 (76.5)  

Present 20 (6.7) 16 (5.7) 4 (23.5)  

Pancreatic/breast/ovary cancer family 

history 
 

  
0.036

c)
 

None 265 (88.3) 253 (89.4) 12 (70.6)  

Present 35 (11.7) 30 (10.6) 5 (29.4)  

Values are presented as number (%) unless otherwise indicated. HRR, homologous recombination 

repair; LPV, likely pathogenic variant; ND, not detected; PV, pathogenic variant; VUS, variants of 

uncertain significance. 
a)
Wilcoxon rank sum test, 

b)
Chi-squared test, 

c)
Fisher’s exact test. 
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