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database.



 

S3 Figure. LD (D’) values for the PLCB4 region in the Chinese population (CDX) from 1000 Genomes 

database.



 

 

S4 Figure. Locus zoom of the chromosomal region around genes (A – PLCB4, B – PLCE1, C – CHST10, 

D – AHRR, E – GRIP1, F – PPP2R5E) with significant p-values obtained for DSS and DF tests.

 



 

S5 Figure. LD (D’) values for the PLCE1 region in the Chinese population (CDX) from 1000 Genomes 

database.



 

 

Tag 6 rs4959364 5947139 A  0.3191 3.00E-11 

Tag 12 rs6580649 48410517 C  0.3528 2.26E-09 

A 

 

B 

S6 Figure Manhattan plots for the conventional association tests with PCA correction for population 

structure.



 

S7 Figure. LD (D’) values for the CHST10 region in the Chinese population (CDX) from 1000 

Genomes database.

S8 Figure. LD (D’) values for the AHRR region in the Chinese population (CDX) from 1000 Genomes 

database.



 

 

S9 Figure. LD (D’) values for the PPP2R5E region in the Chinese population (CDX) from 1000 

Genomes database.



 

S10 Figure. Gene expression for CHST10 (A) and AHRR (B) in Thai dengue cohort along the course 

of disease from a transcriptome dataset for whole blood.
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S11 Figure mRNA expression profiles for the eQTLs in PPP2R5E and AHRR genes (information from 

GTEx database).

S12 Fig. PCA of the Thai samples.



 

S13 Fig. ADMIXTURE plot for K=3 for Thai and Vietnamese cohorts and the parental populations 

used in this work (CDX - Chinese Dai in Xishuangbanna; ITU- Indian Telugu from the UK (ITU); and 

MAL - Malaysian). 

  



 

S1 Table. Significant SNPs in BMIX analysis for Vietnam DSS test.

NWD2 

MICA 

MICA/HCP5 

MICB/Y_RNA 

MICB/Y_RNA 

MICB 

DDX39B/DDX39B-

AS1/ATP6V1G2/SNORD

84/NFKBIL1 

LTB/LTA/TNF 

SMC2 

SMC2 

PLCE1 

PLCE1 

  

AMN1 

LINC00687/AL080274.

1 

LINC00687/AL080274.

1 

  



 

S2 Table. Significant SNPs in BMIX analysis for Thai DSS vs control test.

UBE2T 

XDH 

LTBP1 

  

ABI2/RP11-

363J17.1 

  

  

C4orf22 

  

C5orf17 

C5orf17 

  

CSGALNACT1 

  

  

RP11-341A22.2 

RP1-228P16.4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

 

  



 

S3 Table. Significant SNPs in BMIX analysis for Thai DF test. 

 

DNM3 

  

  

CHST10 

CHST10 

CHST10 

CHST10 

CHST10 

CHST10 

CHST10 

CHST10 

CHST10 

AHRR 

AHRR 

PRDM9 

RP11-1252I4.2 

  

  

RP11-431D12.1 

GRIP1 



 

PTPRB 

GPHB5 

PPP2R5E 

PPP2R5E 

PPP2R5E 

PPP2R5E 

AC012322.1 

 

S4 Table. Annotation of the significant SNPs in BMIX analysis for Vietnam DSS test, inferred by 

using the Variant Effect Predictor (VEP) tool from Ensemble.

NWD2 

MICA 

MICA/HCP5 

MICB/Y_RNA 

MICB/Y_RNA 

MICB 

DDX39B/DDX39B-

AS1/ATP6V1G2/SNORD84/NFKBIL1 



 

LTB/LTA/TNF 

SMC2 

SMC2 

PLCE1 

PLCE1 

  

AMN1 

LINC00687/AL080274.1 

LINC00687/AL080274.1 

 

  



 

S5 Table. Annotation of the significant SNPs in BMIX analysis for Thai DSS test, inferred by using 

the Variant Effect Predictor (VEP) tool from Ensemble. 

UBE2T 

XDH 

LTBP1 

  

ABI2/RP11-

363J17.1 

  

  

C4orf22 

  

C5orf17 

C5orf17 

  

CSGALNACT1 

  

  

RP11-341A22.2 

RP1-228P16.4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

PLCB4 

 

  



 

S6 Table. Annotation of the significant SNPs in BMIX analysis for Thai DF test, inferred by using the 

Variant Effect Predictor (VEP) tool from Ensemble.



 

 

S7 Table. Association p-values in the entire Thai cohort in six and two SNPs selected from the sets 

of BMIX-associated SNPs with DF and DSS phenotypes, respectively. 

  



 

S8 Table. Detailed identification of motif sequences across DENV serotypes. 

 



 

S9 Table. Information on DENV serotype and primary/secondary infection in the Thai cohort. 

DF DSS 

Serotype 

Immune 

Status 

S10 Table. Primers used for mutagenesis and DNA assembly protocols. 

Gene Description Forward Primer (5’-3') Reverse Primer (5’-3') 

 

   

    

    

  



 

S1 Text 

RUN 1 
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PTPRD 

EEF1A1P1 



 

RUN 2
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MYO18B 
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RUN 5
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RUN 6

 

PLGRKT 



 

RUN 7

UGT1A6/7/8/9/10 

SP4 
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NRXN1 

 

SAFB2 
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ATRNL1 

TMEM132D 

GOSR2 
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RUN 10

 

 

ATXN7L1 
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Appendix C – Supplementary information from paper III 

Functional evaluation of GRIP1 and PPP2R5E involvement in dengue fever 

 



 



 

Table C.1 –

GRIP1  

PPP2R5E  

Table C.2 –

GRIP1  

PPP2R5E  

Figure C.1 GRIP1 PPP2R5E

https://www.proteinatlas.org/


 

Figure C.2

Figure C.3

GRIP1 PPP2R5E


