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Supplemental Figure S1.  

 

 

Allele-specific polymerase chain reaction (PCR) for CCL22 P46R mutation. 

Case 24 was a patient with CD8+ TCRab type T cell large granular lymphocytic (T-

LGL) leukemia. Allele-specific PCR was performed using primers for wild-type 

CCL22 or CCL22 P46R mutation, which validated a CCL22 P46R mutation identified 

with the target sequencing. CCL22 P46R mutation was also confirmed in case 25 with 

the same method. Primer sequences would be provided upon proper requests to the 

corresponding author. 
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Supplemental Figure S2.  

 

                 

The CCL22 mRNA expression in peripheral blood cells from patients with NK 

cell large granular lymphocytic leukemia.  

a: Sanger sequencing analyses of a CCL22 mutational site in NK-LGLL patients with 

CCL22 mutations. Red arrow indicates a heterozygous C. 134T>G p.L45R or C. 

134T>A. L45Q mutation in case 3 or 4, respectively, that was identified in amplified 

DNA from genome DNA derived from peripheral blood mononuclear cells (PBMC), 

while no mutational peak was recognized in cDNA reverse-transcribed from mRNA of 

PBMC.  

b: Allele-specific RT-PCR analyses of CCL22 mutational sites in NK-LGLL patients 

with CCL22 L45 mutation.  
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Supplemental Table S1: NK-LGL leukemia patients with CCL22 mutations. 
 

 

 

NAFLD, non alcoholic fatty liver disease；SCPTCL, subcutaneous panniculitis-like T 

cell lymphoma; PSL, prednisolone 

 


