
Supplementary Tables S1–S3 

Supplementary Table S1. Prediction of nsSNPs’ effect on PDX1 protein 
structure and function using SIFT, PolyPhen2, FATHMM, and PROVEAN tools. 

SNP information SIFT  POLYPHEN2 FATHMM PROVEAN 

SNP ID alleles 
a. a 

mutation
* 

MAF** PREDIC
TION 

SCO
RE 

PREDICTION SCORE PREDIC
TION 

SCOR
E 

PREDICT
ION 

SCORE 

rs80356661 G>T E164D T=0./0  AFFECT 0.00 
probably 
damaging 1.000 

DAMAG
E - 4.05 

Deleteriou
s -2.817 

rs80356662 G>A E178K A=0./0  AFFECT 0.00 
probably 
damaging 1.000 

DAMAG
E -4.04 

Deleteriou
s -3.933 

rs137852783 G>T D76Y 
A=0.00331/1

83  AFFECT 0.00 
probably 
damaging 0.986 

DAMAG
E -2.21 

Deleteriou
s -3.049 

rs137852785  T>C C18R C=0.000138/5 AFFECT 0.00 
probably 
damaging 0.999 

DAMAG
E -2.09 

Deleteriou
s -4.443 

rs137852785  T>G C18G C=0.000138/5 AFFECT 0.01 
probably 
damaging 0.998 

DAMAG
E -2.17 

Deleteriou
s -3.911 

rs137852786 G>A R197H A=0./0  AFFECT 0.00 
probably 
damaging 1.000 

DAMAG
E -4.43 

Deleteriou
s -4.944 

rs137852786 G>T R197L A=0./0  AFFECT 0.00 probably 
damaging 0.984 DAMAG

E -4.54 Deleteriou
s -6.922 

rs192902098 C>A P33T G=0.00006/2 AFFECT 0.00 probably 
damaging 1.000 DAMAG

E -3.12 Deleteriou
s -4.321 

rs192902098 C>T P33S G=0.00006/2 AFFECT 0.01 probably 
damaging 1.000 DAMAG

E -3.12 Deleteriou
s -4.129 

rs193922355  C>G R148G A=0.000007/
1  AFFECT 0.00 probably 

damaging 
1.000 DAMAG

E -4.24 Deleteriou
s -6.806 

rs193922356 A>C K191Q C=0./0  AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-3.97 Deleteriou
s 

-3.956 

rs387906777  A>G E178G NA*** AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.17 Deleteriou
s 

-6.883 

rs564129447 C>A P71T A=0.000304/
7  

AFFECT 0.03 probably 
damaging 

0.985 
DAMAG

E 
-2.72 

Deleteriou
s 

-2.768 

rs767363575 C>A P33H T=0.000028/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-3.14 Deleteriou
s 

-4.722 

rs767363575 C>T P33L T=0.000028/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-3.11 Deleteriou
s 

-5.559 

rs771543377 A>C N196T C=0.000002/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-5.81 Deleteriou
s 

-5.933 

rs773768784 C>A R198S A=0.000008/
1  

AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-5.50 Deleteriou
s 

-5.926 

rs773768784 C>T R198C A=0.000008/
1  

AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-5.51 Deleteriou
s 

-7.902 

rs936861677 T>A L36Q G=0.00004/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-2.64 Deleteriou
s 

-2.714 

rs936861677 T>C L36P G=0.00004/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-2.64 Deleteriou
s 

-2.941 

rs116906886
1 A>C E162A C=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.53 

Deleteriou
s -5.600 
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rs117528972
7 A>C D226A C=0.000002/1 AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -2.73 

Deleteriou
s -3.000 

rs133331378
2 A>T D16V 

T=0.0000007/
1  AFFECT 0.02 

probably 
damaging 0.982 

DAMAG
E -2.31 

Deleteriou
s -2.858 

rs134232009
8 A>G D64G NA AFFECT 0.02 

probably 
damaging 1.000 

DAMAG
E -2.53 

Deleteriou
s -3.388 

rs135853224
7 A>T Q21L T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -2.30 

Deleteriou
s -2.948 

rs155524185
7 A>C N168H NA AFFECT 0.03 

probably 
damaging 1.000 

DAMAG
E -4.03 

Deleteriou
s -4.383 

rs195780943
1 G>T E178D T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.10 

Deleteriou
s -2.950 

rs195781006
6 G>C R198P T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -5.51 

Deleteriou
s -6.914 

rs195781006
6 G>T R198L T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -5.50 

Deleteriou
s -6.914 

rs250020052
5 G>T W121C A=0.000001/

1  AFFECT 0.00 probably 
damaging 1.000 DAMAG

E -3.28 Deleteriou
s -10.783 

rs250020612
5 C>T R150C NA AFFECT 0.00 probably 

damaging 1.000 DAMAG
E -5.53 Deleteriou

s -7.778 

rs250020621
7 A>G K163R NA AFFECT 0.03 probably 

damaging 1.000 DAMAG
E -3.96 Deleteriou

s -2.817 

rs250020632
9 G>A R176Q NA AFFECT 0.00 probably 

damaging 1.000 DAMAG
E -4.39 Deleteriou

s -3.933 

rs250020645
8 

T>C I190T NA AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-2.73 Deleteriou
s 

-4.944 

rs202159230 T>G L185W G=0.000007/
1  

AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.96 Deleteriou
s 

-5.933 

rs565726855 C>A T151K T=0.000007/1 AFFECT 0.01 probably 
damaging 

1.000 DAMAG
E 

-4.30 Deleteriou
s 

-5.833 

rs565726855 C>T T151M T=0.000007/1 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.35 Deleteriou
s 

-5.833 

rs747825143  C>G P223A T=0./0  AFFECT 0.05 probably 
damaging 

0.978 DAMAG
E 

-2.96 Deleteriou
s 

-2.607 

rs761107416 A>T D206V T=0.000008/1 AFFECT 0.01 probably 
damaging 

0.983 DAMAG
E 

-2.69 Deleteriou
s 

-3.206 

rs764675125  C>A H128Q G=0./0  AFFECT 0.02 probably 
damaging 

1.000 DAMAG
E 

-2.74 Deleteriou
s 

-5.555 

rs764810731  A>G M122V T=0.00001/1 AFFECT 0.00 probably 
damaging 

0.997 DAMAG
E 

-2.97 Deleteriou
s 

-3.363 

rs765466519 T>A Y170N A=0./0 AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.27 Deleteriou
s 

-8.539 

rs771445149 G>A R209H A=0./0  AFFECT 0.01 probably 
damaging 

1.000 DAMAG
E 

-2.77 Deleteriou
s 

-3.683 

rs250019938
6 G>A C35Y 

A=0.0000007
/1  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -2.41 

Deleteriou
s -5.725 

rs250019982
1 A>G Y68C 

G=0.000001/
1  AFFECT 0.00 

probably 
damaging 0.970 

DAMAG
E -2.66 

Deleteriou
s -3.340 

rs250020051
2 C>A F119L NA AFFECT 0.00 

probably 
damaging 0.996 

DAMAG
E -2.89 

Deleteriou
s -4.845 
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rs250020052
3 T>A W121R 

A=0.000002/
1  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -3.25 

Deleteriou
s -11.653 

rs250020054
4 G>T M122I 

T=0.000002/
1  AFFECT 0.01 

probably 
damaging 0.997 

DAMAG
E -3.01 

Deleteriou
s -3.337 

rs250020054
8 T>C S124P 

C=0.000003/
2  AFFECT 0.02 

probably 
damaging 0.998 

DAMAG
E -2.89 

Deleteriou
s -2.948 

rs250020055
4 C>T T125I 

T=0.000004/
3  AFFECT 0.03 

probably 
damaging 1.000 

DAMAG
E -2.66 

Deleteriou
s -4.376 

rs250020607
4 A>C K147Q NA AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.20 

Deleteriou
s -3.889 

rs250020607
4 A>G K147E NA AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.17 

Deleteriou
s -3.889 

rs250020612
7 G>T R150L 

T=0.000002/
1  AFFECT 0.01 

probably 
damaging 1.000 

DAMAG
E -5.50 

Deleteriou
s -6.806 

rs250020616
0 C>A T154K 

A=0.0000007
/1  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.13 

Deleteriou
s -5.333 

rs250020619
9 T>G L159R G=0.0000007

/1  AFFECT 0.03 probably 
damaging 1.000 DAMAG

E -3.85 Deleteriou
s -5.633 

rs250020622
8 T>A F165Y A=0.000001/

1  AFFECT 0.01 probably 
damaging 1.000 DAMAG

E -5.56 Deleteriou
s -2.817 

rs250020631
4 G>T R173L T=0.000001/

1  AFFECT 0.01 probably 
damaging 1.000 DAMAG

E -3.93 Deleteriou
s -6.875 

rs250020632
6 C>T R176W T=0.000001/

1  AFFECT 0.01 probably 
damaging 1.000 DAMAG

E -4.41 Deleteriou
s -7.867 

rs250020636
4 

C>G A180G G=0.000001/
1  

AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.86 Deleteriou
s 

-3.884 

rs250020643
8 

G>A E187K A=0.000001/
1  

AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.13 Deleteriou
s 

-3.862 

rs250020646
6 

G>C W193C NA AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-6.94 Deleteriou
s 

-12.856 

rs250020651
0 

G>T W201L T=0.000002/
1  

AFFECT 0.05 probably 
damaging 

0.993 DAMAG
E 

-3.96 Deleteriou
s 

-11.091 

rs250020652
7 

A>G E204G G=0.000002/
1 

AFFECT 0.00 probably 
damaging 

0.995 DAMAG
E 

-3.80 Deleteriou
s 

-5.335 

rs771445149 G>C R209P A=0./0  AFFECT 0.00 probably 
damaging 

0.998 DAMAG
E 

-2.79 Deleteriou
s 

-3.978 

rs771445149 G>T R209L A=0./0  AFFECT 0.02 probably 
damaging 

0.983 DAMAG
E 

-2.73 Deleteriou
s 

-4.622 

rs781025559 G>T G137C T=0./0  AFFECT 0.04 probably 
damaging 

1.000 DAMAG
E 

-3.84 Deleteriou
s 

-3.649 

rs948183052  G>T L185F A=0./0  AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.94 Deleteriou
s 

-3.956 

rs104527585
2 

C>G R209G T=0./0  AFFECT 0.01 probably 
damaging 

0.983 DAMAG
E 

-2.73 Deleteriou
s 

-4.606 

rs104527585
2 C>T R209C T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -2.82 

Deleteriou
s -4.941 

rs105595877
3 G>C K203N C=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.13 

Deleteriou
s -4.899 

rs121018625
2 C>G R22G NA AFFECT 0.00 

probably 
damaging 0.999 

DAMAG
E -2.31 

Deleteriou
s -2.684 
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rs122924684
6 C>G R197G G=0./0  AFFECT 0.00 

probably 
damaging 0.992 

DAMAG
E -4.54 

Deleteriou
s -6.922 

rs124521576
9 G>A R188K C=0./0  AFFECT 0.01 

probably 
damaging 0.998 

DAMAG
E -3.95 

Deleteriou
s -2.792 

rs124521576
9 G>C R188T C=0./0  AFFECT 0.04 

probably 
damaging 1.000 

DAMAG
E -4.03 

Deleteriou
s -5.600 

rs124528117
0 C>T P32L 

T=0.000007/
1  AFFECT 0.01 

probably 
damaging 1.000 

DAMAG
E -2.55 

Deleteriou
s -4.782 

rs127898193
6 C>G C18W A=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -2.21 

Deleteriou
s -4.205 

rs129755364
1 C>T S172L T=0./0  AFFECT 0.00 

probably 
damaging 1.000 

DAMAG
E -4.04 

Deleteriou
s -5.035 

rs130049427
7 C>T P67L 

T=0.0000015
/2  AFFECT 0.01 

probably 
damaging 1.000 

DAMAG
E -2.54 

Deleteriou
s -3.864 

rs135247431
2 C>A P71H G=0./0  AFFECT 0.02 

probably 
damaging 0.999 

DAMAG
E -2.76 

Deleteriou
s -2.840 

rs135247431
2 C>G P71R G=0./0  AFFECT 0.02 probably 

damaging 0.995 DAMAG
E -2.75 Deleteriou

s -3.188 

rs138458825
0 C>T S231F NA*** AFFECT 0.00 probably 

damaging 0.999 DAMAG
E -2.81 Deleteriou

s -3.491 

rs145610373
0 G>T R155L T=0.0000029

/4  AFFECT 0.00 probably 
damaging 1.000 DAMAG

E -2.76 Deleteriou
s -6.206 

rs146669223
4 G>T D226Y A=0.000031/

1  AFFECT 0.00 probably 
damaging 1.000 DAMAG

E -2.28 Deleteriou
s -4.483 

rs147808139
3 

T>G W134G G=0.000002/
1  

AFFECT 0.02 probably 
damaging 

0.988 DAMAG
E 

-2.58 Deleteriou
s 

-8.402 

rs195777133
1 

A>G Y8C G=0./0  AFFECT 0.01 probably 
damaging 

1.000 DAMAG
E 

-2.18 Deleteriou
s 

-3.935 

rs195777769
8 

T>A M122K A=0.000031/
1  

AFFECT 0.00 probably 
damaging 

0.999 DAMAG
E 

-3.05 Deleteriou
s 

-5.170 

rs195780908
8 

T>C F167L C=0./0  AFFECT 0.01 probably 
damaging 

1.000 DAMAG
E 

-3.87 Deleteriou
s 

-5.633 

rs195780915
7 

C>A N168K G=0.000031/
1  

AFFECT 0.01 probably 
damaging 

0.999 DAMAG
E 

-4.01 Deleteriou
s 

-5.167 

rs213750615
2 

C>T R173W NA AFFECT 0.00 probably 
damaging 

1.000 DAMAG
E 

-4.02 Deleteriou
s 

-7.858 

rs250019895
4 

A>G Y14C G=0.000001/
1  

AFFECT 0.00 probably 
damaging 

0.999 DAMAG
E 

-2.17 Deleteriou
s 

-3.443 

rs250019938
5 

T>G C35G G=0.0000075
/10  

AFFECT 0.00 probably 
damaging 

0.999 DAMAG
E 

-2.40 Deleteriou
s 

-6.053 

*a. a mutation: amino acid mutation **MAF: Minor Allele Frequency ***NA: not available. 

Supplementary Table S2. Prediction of PDX1 gene nsSNPs disease association 

using SNPS & GO and PhD-SNP tools. 

SNP information PhD-SNP SNP and GO 

SNP ID alleles a. a mutation* MAF** EFFECT RI*** EFFECT RI*** 

rs80356661 G>T E164D T=0./0 DISEASE 6 DISEASE 9 

rs80356662 G>A E178K A=0./0 DISEASE 5 DISEASE 9 

rs137852785 T>C C18R C=0.000138/5 DISEASE 4 DISEASE 8 

rs137852785 T>G C18G C=0.000138/5 DISEASE 4 DISEASE 6 

rs137852786 G>A R197H A=0./0 DISEASE 7 DISEASE 8 
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rs137852786 G>T R197L A=0./0 DISEASE 6 DISEASE 9 

rs193922355 C>G R148G A=0.000007/1 DISEASE 2 DISEASE 9 

rs773768784 C>A R198S A=0.000008/1 DISEASE 9 DISEASE 7 

rs773768784 C>T R198C A=0.000008/1 DISEASE 6 DISEASE 7 

rs1169068861 A>C E162A C=0./0 DISEASE 3 DISEASE 8 

rs1555241857 A>C N168H NA**** DISEASE 1 DISEASE 7 

rs1957809431 G>T E178D T=0./0 DISEASE 5 DISEASE 8 

rs1957810066 G>C R198P T=0./0 DISEASE 9 DISEASE 8 

rs1957810066 G>T R198L T=0./0 DISEASE 6 DISEASE 8 

rs2500200525 G>T W121C A=0.000001/1 DISEASE 8 DISEASE 9 

rs2500206125 C>T R150C NA DISEASE 7 DISEASE 9 

rs2500206217 A>G K163R NA DISEASE 4 DISEASE 7 

rs2500206329 G>A R176Q NA DISEASE 7 DISEASE 9 

rs202159230 T>G L185W G=0.000007/1 DISEASE 6 DISEASE 9 

rs565726855 C>A T151K T=0.000007/1 DISEASE 4 DISEASE 7 

rs565726855 C>T T151M T=0.000007/1 DISEASE 2 DISEASE 4 

rs764675125 C>A H128Q G=0./0 DISEASE 1 DISEASE 5 

rs764675125 C>G H128Q G=0./0 DISEASE 1 DISEASE 5 

rs764810731 A>G M122V T=0.00001/1 DISEASE 6 DISEASE 8 

rs765466519 T>A Y170N A=0./0 DISEASE 1 DISEASE 9 

rs771445149 G>C R209P A=0./0 DISEASE 3 DISEASE 7 

rs781025559 G>T G137C T=0./0 DISEASE 8 DISEASE 2 

rs948183052 G>T L185F A=0./0 DISEASE 5 DISEASE 9 

rs1045275852 C>G R209G T=0./0 DISEASE 3 DISEASE 2 

rs1045275852 C>T R209C T=0./0 DISEASE 3 DISEASE 5 

rs1055958773 G>C K203N C=0. /0 DISEASE 4 DISEASE 7 

rs1229246846 C>G R197G G=0. /0 DISEASE 8 DISEASE 8 

rs1245215769 G>A R188K C=0. /0 DISEASE 6 DISEASE 9 

rs1245215769 G>C R188T C=0. /0 DISEASE 1 DISEASE 9 

rs1278981936 C>G C18W A=0. /0 DISEASE 6 DISEASE 7 

rs1297553641 C>T S172L T=0. /0 DISEASE 4 DISEASE 7 

rs1478081393 T>G W134G G=0.000002/1 DISEASE 3 DISEASE 5 

rs1957771331 A>G Y8C G=0. /0 DISEASE 0 DISEASE 6 

rs1957777698 T>A M122K A=0.000031/1 DISEASE 9 DISEASE 9 

rs1957809088 T>C F167L C=0. /0 DISEASE 3 DISEASE 8 

rs1957809157 C>A N168K G=0.000031/1 DISEASE 5 DISEASE 7 

rs2137506152 C>T R173W NA DISEASE 7 DISEASE 9 

rs2500198954 A>G Y14C G=0.000001/1 DISEASE 1 DISEASE 7 

rs2500200512 C>A F119L NA DISEASE 6 DISEASE 4 

rs2500200523 T>A W121R A=0.000002/1 DISEASE 9 DISEASE 9 

rs2500200544 G>T M122I T=0.000002/1 DISEASE 5 DISEASE 8 

rs2500200548 T>C S124P C=0.000003/2 DISEASE 7 DISEASE 7 

rs2500206127 G>T R150L T=0.000002/1 DISEASE 3 DISEASE 9 

rs2500206160 C>A T154K A=0.0000007/1 DISEASE 8 DISEASE 9 

rs2500206199 T>G L159R G=0.0000007/1 DISEASE 5 DISEASE 8 

rs2500206228 T>A F165Y A=0.000001/1 DISEASE 6 DISEASE 9 

rs2500206314 G>T R173L T=0.000001/1 DISEASE 4 DISEASE 10 

rs2500206326 C>T R176W T=0.000001/1 DISEASE 6 DISEASE 9 

rs2500206438 G>A E187K A=0.000001/1 DISEASE 7 DISEASE 9 
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rs2500206466 G>C W193C NA DISEASE 8 DISEASE 7 

*a. a mutation: amino acid mutation **MAF: Minor Allele Frequency ***RI: Reliability Index ****NA: 

not available. 

Supplementary Table S3. Prediction of nsSNPs effect on PDX1 protein 
stability using I-Mutant2.0, MuPro, and DynaMut2 tools. 

SNP information I-Mutant MUPROT DYNAMUT2 

SNP ID alleles a. a mutation* stability RI** stability RI** Prediction KCAL/MOL 

rs80356661 G>T E164D DECREASE 3 DECREASE 3 DESTABILISING -0.91 

rs80356662 G>A E178K DECREASE 8 DECREASE 8 DESTABILISING -0.44 

rs193922355  C>G R148G DECREASE 4 DECREASE 4 DESTABILISING -0.33 

rs773768784 C>A R198S DECREASE 8 DECREASE 8 DESTABILISING -2.28 

rs773768784 C>T R198C DECREASE 6 DECREASE 6 DESTABILISING -1.59 

rs1555241857 A>C N168H DECREASE 9 DECREASE 9 DESTABILISING -0.56 

rs1957810066 G>C R198P DECREASE 8 DECREASE 8 DESTABILISING -0.08 

rs1957810066 G>T R198L DECREASE 7 DECREASE 7 DESTABILISING -0.63 

rs2500206217 A>G K163R DECREASE 4 DECREASE 4 DESTABILISING -0.89 

rs2500206329  G>A R176Q DECREASE 9 DECREASE 9 DESTABILISING -0.98 

rs202159230 T>G L185W DECREASE 8 DECREASE 8 DESTABILISING -2.13 

rs565726855 C>A T151K DECREASE 4 DECREASE 4 DESTABILISING -0.26 

rs764810731  A>G M122V DECREASE 6 DECREASE 6 DESTABILISING -0.61 

rs764810731  A>T M122L DECREASE 3 DECREASE 3 DESTABILISING -1.42 

rs765466519 T>A Y170N DECREASE 7 DECREASE 7 DESTABILISING -0.39 

rs948183052  G>T L185F DECREASE 9 DECREASE 9 DESTABILISING -1.63 

rs1045275852 C>G R209G DECREASE 6 DECREASE 6 DESTABILISING -0.33 

rs1229246846 C>G R197G DECREASE 8 DECREASE 8 DESTABILISING -1.99 

rs1245215769 G>A R188K DECREASE 9 DECREASE 9 DESTABILISING -0.26 

rs1278981936  C>G C18W DECREASE 6 DECREASE 6 DESTABILISING -0.48 

rs1478081393  T>G W134G DECREASE 8 DECREASE 8 DESTABILISING -0.5 

rs1957777698 T>A M122K DECREASE 6 DECREASE 6 DESTABILISING -1.1 

rs2137506152 C>T R173W DECREASE 8 DECREASE 8 DESTABILISING -0.18 

rs2500200512 C>A F119L DECREASE 6 DECREASE 6 DESTABILISING -1.17 

rs2500200544 G>T M122I DECREASE 2 DECREASE 2 DESTABILISING -1.63 

rs2500206228 T>A F165Y DECREASE 3 DECREASE 3 DESTABILISING -0.25 

rs2500206438 G>A E187K DECREASE 7 DECREASE 7 DESTABILISING -0.49 

rs2500206466 G>C W193C DECREASE 7 DECREASE 7 DESTABILISING -0.0 

*a. a mutation: amino acid mutation **RI: Reliability Index. 


