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Figure S1. Forest plots of association between adenosine triphosphate-binding cassette
subfamily B member 1 (ABCB1) gene (rs1045642) genetic variant and adverse drug reaction severity
(grade O versus grade 0 + 1). (a) skin rash (CC versus. CT + TT); (b) diarrhea (CC versus CT + TT); and
(c) liver dysfunction (CC versus CT + TT) [ 23,31]. CI, confidence interval; M-H, Mentel-Haenszel;
I2, heterogeneity; Chi?, Chi-square test for heterogeneity.
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Figure S2. Forest association plots between adenosine triphosphate-binding cassette subfamily G
member 2 (ABCG2) gene (rs2231142) genetic variant and adverse drug reaction severity (grade > 2 versus
0+1). (a) skin rash (CC versus CA + AA); (b) diarrhea (CC versus CA + AA); and (c) liver dysfunction
(CCversus CA + AA) [21,21,31]. CI, confidence interval; M-H, Mentel-Haenszel; I?, heterogeneity; Chi?,

Chi-square test for heterogeneity.
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Figure S3. Forest association plots between adenosine triphosphate-binding cassette subfamily G
member 2 (ABCG2) gene (rs2231137) genetic variant and adverse drug reaction severity (grade 1 versus
grade > 2). (a) skin rash (GG versus GA + AA); (b) diarrhea (GG versus GA + AA); and (c) liver
dysfunction (GG versus GA + AA) [23,31]. CI, confidence interval; M-H, Mentel-Haenszel; I?, heterogeneity;
Chi?, Chi-square test for heterogeneity.
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Figure S4. Forest plots of association between adenosine triphosphate-binding cassette subfamily B
member 1 (ABCB1) gene (rs1128503) genetic variant and adverse drug reaction (grade 0 versus grade >
1). (a) skin rash (T allele versus C allele) [22-23]. CI, confidence interval; M-H, Mentel-Haenszel; 12,
heterogeneity; Chi2, Chi-square test for heterogeneity.
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Figure S5. Forest plots of association between adenosine triphosphate-binding cassette subfamily B
member 1 (ABCB1) gene (rs1045642) genetic variant and adverse drug reaction (grade 0 versus grade > 1)
(a) skin rash (T allele versus C allele) [ 22-23]. CI, confidence interval; M-H, Mentel-Haenszel; 12,
heterogeneity; Chi?, Chi-square test for heterogeneity.
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Figure S6. Forest plots of association between adenosine triphosphate-binding cassette subfamily B
member 1 (ABCB1) gene (rs2032582) genetic variant and adverse drug reaction (grade 0 versus grade > 1).
(a) skin rash (GG versus. GT + TT + TA+ AA); (b) diarrhea (GG versus. GT + TT + TA+ AA); and (c) liver
dysfunction (GG versus. GT + TT + TA+ AA) [22-23]. CI, confidence interval; M-H, Mentel-Haenszel; I2,
heterogeneity; Chi?, Chi-square test for heterogeneity.
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Table S3. Allelic description for meta-analysis (grades > 2 versus grades 0 + 1).

ABCBI gene - db./ID 1045642 (3435C>T)

Tamura, et al., 2012 [ 31]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CC CC+CT CcC CT+TT CcC CT+TT
Grade 0 -1 16 44 22 57 20 48
Grade>2 7 16 1 3 3 12
Total 23 60 23 60 23 60
Ma, et al., 2017 [23]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CC CT+TT CcC CT+TT CcC CT+TT
Grade 0 -1 9 22 13 31 15 31
Grade>?2 5 12 1 3 1 4
Total 14 34 14 34 16 35

ABCG?2 gene - db./ID 2231142 (421C>A)

Tamura, et al., 2012 [ 31]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CC CA+AA CC CA+AA CcC CA+AA
Grade 0 -1 31 29 42 37 37 31
Grade>2 14 9 3 1 8 7
Total 45 38 45 38 45 38
Ma, et al., 2017 [23]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CcC CA+AA CcC CA+AA CcC CA+AA
Grade 0 -1 13 18 9 25 21 26
Grade>2 8 9 2 2 1 4
Total 21 27 11 27 22 30
Study Lemos et al., 2020 [21]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CcC CA+AA CcC CA+AA CcC CA+AA
Grade 0 -1 57 8 70 9 - -
Grade>2 21 1 6 0 - -
Total 78 9 76 9 - -

ABCG2 gene - db./ID 2231137

Tamura, et al., 2012 [ 31]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles GG GA+AA GG GA+AA GG GA+ AA
Grade 0 -1 41 19 49 30 41 27
Grade >2 10 13 2 2 10 5
Total 51 32 51 32 51 32
Ma, et al., 2017 [23]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles GG GA+AA GG GA+AA GG GA+AA
Grade 0 -1 12 20 18 27 23 25
Grade>2 9 8 3 1 1 4
Total 21 28 21 28 24 29

ADR: adverse drug reaction; ABCBI: adenosine triphosphate-binding cassette subfamily B member 1; and
ABCG2: adenosine triphosphate-binding cassette subfamily G member 2



Table S4. Allelic description for meta-analysis (grades 0 versus grades > 1).

ABCBI1 gene - db./ID 1128503 (1236C>T)

Kobayashi et al., 2015 [22]

ADRs Skin Rash Diarrhea Liver

Dysfunction
Alleles CcC CT TT CcC CT TT CC CT TT
Grade 0 3 3 4 2 8 3 3 7
Grade>1 1 5 12 1 6 8 1 5 9
Total 4 8 16 8 16 4 8 16
Ma, et al., 2017 [23]
ADRs Skin Rash Diarrhea Liver

Dysfunction
Alleles CcC CT TT CcC CT TT CC CT TT
Grade 0 4 7 3 4 14 9 4 20 20
Grade>1 2 12 22 2 5 16 3 4 4
Total 6 19 25 6 19 25 6 24 24

ABCBI gene - db./ID 1045642 (3435C>T)

Kobayashi et al., 2015 [22]
ADRs Skin Rash Diarrhea Liver

Dysfunction
Alleles CcC CT TT CcC CT TT CcC CT 1T
Grade 0 5 4 2 7 8 1 5 7 2
Grade>1 5 10 5 3 6 5 7 5
Total 10 14 7 10 14 7 10 14 7
Ma, et al., 2017 [23]
ADRs Skin Rash Diarrhea Liver

Dysfunction
Alleles CC CT TT CcC CT TT CC CT TT
Grade 0 6 8 0 7 17 2 12 22 6
Grade>1 8 19 7 7 10 5 4 7 0
Total 14 27 7 14 27 7 14 29 6

ABCBI gene - db./ID 2032582 (2677 G>T/A)
Kobayashi et al., 2015 [22]
ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles GG GT TT+TA+A GG GT TT+TA+ GG GT TT+TA+
A AA AA
Grade 0 3 5 2 2 8 3 6 5
Grade>1 0 9 9 1 6 8 1 8 6
Total 3 14 11 3 14 11 3 14 11
Ma, et al., 2017 [23]
ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles GG GT TT+TA+A GG GT TT+TA+ GG GT TT+TA+
A AA AA
Grade 0 2 7 1 2 11 8 5 16 7
Grade>1 4 14 8 4 11 1 0 7 2
Total 6 21 9 6 22 9 5 23 9
ABCG2 gene — db./ID 2231142 (421C>A)

Kobayashi et al., 2015 [22]
ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CcC CA+AA cC CA+AA CcC CA+AA
Grade 0 4 7 7 9 8 6
Grade>1 12 8 9 6 8 9
Total 16 15 16 15 16 15




Ma, et al., 2017 [23]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CcC CA+AA CcC CA+AA CC CA+AA
Grade 0 4 9 0 16 20 22
Grade>1 17 18 11 11 2 8

Total 21 27 11 27 22 30
Lemos et al., 2020 [21]

ADRs Skin Rash Diarrhea Liver Dysfunction
Alleles CC CA+AA CC CA+AA CC CA+AA
Grade 0 36 5 45 7 - -
Grade>1 42 4 31 2 - -

Total 78 9 76 9 - -

ADR: adverse drug reaction; ABCBI: adenosine triphosphate-binding cassette subfamily B member 1; and
ABCG?2: adenosine triphosphate-binding cassette subfamily G member 2



