
Supplemental Figure and Table legends 

Figure S1. Sequencing and variant call quality metrics.  a Percentage of contamination and 

chimeric reads. b Various metrics based on variant calling.  

Figure S2. Distribution of genic and intergenic variants.  Proportion of intronic, exonic and 

intergenic variants in HMP300, GoNL, and 1000 Genome cohorts.  

Figure S3. Combined PCA analysis between 1000 Genomes and HMP300. Both panels 

correspond to the same underlying coordinate system defined by a PCA of a merger of common 

variants from 1000 Genomes and HMP300 datasets.  

Figure S4. Correlation between high-level genetic features and microbial species in non-gut 

body sites. Same analysis as in Figure 2b, performed using other body sites. 

Figure S5. Correlation between high-level genetic features and microbial metabolic 

pathways in non-gut body sites. Same analysis as in Figure 2c, performed using other body 

sites. 

Figure S6. Quantile-quantile plots for association analysis between microbial species and 

GWAS catalog SNVs.  

Figure S7. Quantile-quantile plots for association analysis between microbial metabolic 

pathways and GWAS catalog SNVs.  

Figure S8. Putative SNV–microbial species associations. All associations between single 

nucleotide variants and microbial species with p < 5 x 10-8 are shown, with color and size of the 

edges displaying sampling site and association strength respectively. 

Figure S9. Putative SNV–microbial metabolic pathway associations. All associations between 

single nucleotide variants and microbial metabolic pathways with p < 5 x 10-8 are shown, with color 

and size of the edges displaying sampling site and association strength respectively.  
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Table S1. Raw statistics for genetic principal component analysis. Sheet 1 contains statistics 

for average R2 calculations shown in Figure 2b. The additional 12 sheets provide statistics for 

individual species- and pathway-level analyses for all six body sites, corresponding to Figure 2c 

and Figures S4-S5.  

Table S2. Top SNV and microbiome association results. Top associations (p < 10-6) are shown 

for both species and pathways in all six body sites.  
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Figure S2
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Figure S3
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Figure S4
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Figure S5
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Figure S6
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Figure S7
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citrulline)

rs10267111
PER4

rs55983792

sulfate reduction I
(assimilatory)

rs11090725 rs72904526

6−hydroxymethyl−
dihydropterin
diphosphate

biosynthesis I

rs3891484
HTR3B

adenosylcobalamin
biosynthesis from

cobyrinate a,c−
diamide I

rs346653

superpathway
of L−threonine
biosynthesis

rs12636357
WNT7A

homolactic
fermentation

rs418038
VGLL2

photorespiration

rs112908383
MAPKAP1

pyrimidine
deoxyribonucleotides
de novo biosynthesis

IV

pyrimidine
deoxyribonucleotides

biosynthesis from
CTP

rs6911639
HLA−DOA

superpathway
of pyrimidine

ribonucleosides
degradation

X:123295148:G:A

formaldehyde
oxidation I

peptidoglycan
biosynthesis II
(staphylococci)

rs2829922

superpathway
of polyamine

biosynthesis II

rs35061225

superpathway of
purine nucleotide

salvage

rs369381518
FCGR2C

superpathway
of phospholipid
biosynthesis I

(bacteria)

rs1107695
LINC01121

mycothiol
biosynthesis

rs34084997
SUSD6

mixed acid
fermentation

rs2346566

glycerol degradation
to butanol

rs2986608
PLPP7

sucrose degradation
III (sucrose
invertase)

rs71460791

UMP biosynthesis

rs77903617
PTPRD

superpathway
of acetyl−CoA
biosynthesis

rs1017780
LOXHD1

rs240982
REV3L

sucrose degradation
V (sucrose &alpha;−

glucosidase)

rs11681944
C1D

rs13022357
TANC1

rs12129943

L−methionine
biosynthesis III

superpathway of L−
alanine biosynthesis

superpathway
of L−methionine

biosynthesis
(transsulfuration)

L−homoserine
and L−methionine

biosynthesis

superpathway
of S−adenosyl−
L−methionine
biosynthesis

chorismate
biosynthesis I

chorismate
biosynthesis from 3−

dehydroquinate

5−aminoimidazole
ribonucleotide
biosynthesis II

superpathway of 5−
aminoimidazole
ribonucleotide
biosynthesis

L−methionine
biosynthesis I

X:128836009:T:C

starch biosynthesis

rs4922234 rs35915698rs56923923
PTPRD

superpathway
of Clostridium
acetobutylicum

acidogenic
fermentation

pyruvate
fermentation to

butanoate

fatty acid &beta;−
oxidation I

fatty acid &beta;−
oxidation II

(peroxisome)

rs1862491
WTIP

rs1946821
STAB2

rs2274483
SVEP1

rs987824rs4670006

superpathway
of fatty acids

biosynthesis (E.
coli)

superpathway of
unsaturated fatty

acids biosynthesis
(E. coli)

superpathway
of mycolate

biosynthesis

petroselinate
biosynthesis

1:143141620:C:T
LOC102723769

rs2018875
SERHL2

rs7834242
PSD3

rs391833
LINC00886

rs28655376
PTPRD

rs62144526

TCA cycle II (plants
and fungi)

C4 photosynthetic
carbon assimilation
cycle, NAD−ME type

TCA cycle I
(prokaryotic)

superpathway
of arginine

and polyamine
biosynthesis

superpathway of
glycerol degradation
to 1,3−propanediol

superpathway
of polyamine
biosynthesis I

rs72652702 rs58976270
CACNA2D1

rs4310941

dTDP−N−
acetylthomosamine

biosynthesis

rs1511039
LINC01182

rs7196059

acetylene
degradation

rs4090174
LINC01503

rs4331019 rs860876
C12orf77

superpathway
of menaquinol−8
biosynthesis II

rs4655506
SGIP1

superpathway
of pyrimidine

deoxyribonucleoside
salvage

rs10491917
PTPRD

rs9994753
KCNIP4

formaldehyde
assimilation III

(dihydroxyacetone
cycle)

rs35448898
ATP6V0A4

rs111981090
ANAPC1

heme biosynthesis II
(anaerobic)

rs10875726
SENP1

rs12754054
DAB1

nitrate reduction VI
(assimilatory)

rs387455
MACROD2

flavin biosynthesis
I (bacteria and

plants)

rs2766051
DOCK1

rs11651100
RAP1GAP2

superpathway of N−
acetylglucosamine,

N−acetylmannosamine
and N−

acetylneuraminate
degradation

rs13266319
LOC101927815

gluconeogenesis I

rs2596115
CEP128

rs2045493
CCDC178

dTDP−3−
acetamido−3,6−

dideoxy−&alpha;−D−
glucose biosynthesis

rs113457460
VAV2

superpathway
of pyrimidine

ribonucleotides de
novo biosynthesis

X:128272951:G:A

guanosine
nucleotides

degradation III

rs28675293
PWRN3

L−ornithine de novo
biosynthesis

rs4977036
ADGRB1

teichoic acid
(poly−glycerol)
biosynthesis
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MAF Indel Multi-allelic SNV Summary 

AC1 974,836 (7.9%) 0 (0%) 11,375,702 (92.1%) 12,350,538 (41.7%) 

AC2 258,462 (8.1%) 54,546 (1.7%) 2,870,739 (90.2%) 3,183,747 (10.7%) 

MAF < 1% 267,166 (8.1%) 74,313 (2.2%) 2,968,917 (89.7%) 3,310,396 (11.2%) 

1% < MAF < 5% 299,227 (8.0%) 125,840 (3.4%) 3,297,232 (88.6 %) 3,722,299 (12.6%) 

MAF > 5%  547,164 (7.8%) 257,000 (3.6%) 6,250,382 (88.6%) 7,054,546 (23.6%) 

Summary 2,346,855 (7.9%) 511,699 (1.7%) 26,762,972 (90.3%) 29,621,526 

Table S1. Number of variants and minor allele frequency.	  
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Variation MAF LoF Moderate Low 

Indel  AC1  1,315  926  518  

  AC2  228  185  130  

  MAF < 1% 218  171  114  

  1% < MAF < 5% 195  177  117  

  MAF > 5% 299  243  233  

  All 2,255 1,702 1,112 

SNV  AC1  1,647  41,213  31,268  

  AC2  236  7,981  7,462  

  MAF < 1% 244  7,671  7,484  

  1% < MAF < 5% 233  7,448  7,996  

  MAF > 5% 310  9,863  13,326  

  All 2,670 74,176 67,536 

Table S2. Coding mutation distribution according to minor allele frequency and impact on 
gene product. LoF, loss of function. 


