ON-LINE TABLES AND LEGENDS

On-line Table 1. SHP selection strategy for follow-up after pooled GWAS.

In Excel - PDF format.

Relative Allele Scores (RAS) were calculated in the highest versus lowest BP groups, which were then ranked for each SNP. SNP loci with RAS
values most different between extreme cases and extreme controls, for both the Affymetrix-5.0 and [llumina HumanHap300, were pursued
further. First, we ranked all SNPs by their allele frequency differences between the two blood pressure groups. Second, we took the top 250 SNPs
from each array (Affymetrix and [llumina) and computed the absolute (bp) distances between each neighboring SNP in these top lists. For those
SNPs that were on different arrays but were ranked in the top 250 SNPs, and had a nearby neighbor SNP from the opposite array, we ranked
(supplemental Table 1) and selected candidates for follow up replication genotyping, resulting in 5 selected SNP pairs.

On-line Table 2. Positions and LD of all SNPs evaluated in this study (SLC35F3, Intron-2).

In Excel - PDF format.

Chromosomal positions of SNPs were derived from NCBI dbSNP <http://www.ncbi.nlm.nih.gov/SNP/>, while LD was determined
from HapMap-3 at <http://hapmap.ncbi.nlm.nih.gov/>. SNP positions in different releases of the human genome (e.g., hg19) were
determined at <http://genome.ucsc.edu/>.



On-line Table 3: Ami no acid sequence alignnment and honol ogy between human SLC35F3 (Uni Prot

@1 Y50; 421 am no acids) and yeast (S. cerevisiae) TH 74 (Uni Prot Q04083; thiam ne-repressible
m tochondrial transport protein; 370 am no acids). Alignnment by CLUSTAL 2.0.11 at

<htt p: // ww. ebi . ac. uk/ Tool s/ nsa/ cl ustal w2/ >. (Score: 15. Pairw se score is the nunber of
identities between the two sequences, divided by the Iength of the alignnent, and represented
as a percentage). *(asterisk): indicates positions which have a single, fully conserved
residue. :(colon): indicates conservation between groups of strongly simlar properties -
scoring >0.5 in the Gonnet PAM 250 matrix. .(period): indicates conservation between groups of
weakly simlar properties - scoring =<0.5 in the Gonnet PAM 250 matri X.

Hum Tr ansporter MKKHSARVAPL SACNSPVL TL TKVEGEERPRDSPGPAEAQAPAGVEAGCERASRRCWICSR 60

Yeast _Thi M\RVG DVDHM GVLLLAWWFW/G- - - - - - - - - - ASCLTNELLETN-------- AYNK 42
* . . * . * * . k. . .
Hum Transporter AQLKKI FWGVAWL CVCSSVWAGSTQLAKL TFRKFDAPFTLTWFATNWNFLFFPLYYVGHY 120
Yeast _Thi PFFLTYLNI SSFALYLTPDLV\RI I QSRRKSLQER— TERTLPI HTQESFSEFLPLLSSTPS 101
* * %
Hum Transporter CKSTEKQSVKQRYRECCRFFGDNGL TLKVFFTKAAPFGVLW L TNYLYLHAI KKI NTTDV 180
Yeast _Thi TSSNLSSI ADTKVKDTMRLS- - - ----------- LLFCVLV\FVANLAANAALSYTTVASS 147
* . . * - * k%% -
Hum Tr ansporter SVLFCCNKAFVFLLSW VLRDRFMGVRI VAAI LAI AD VMMITYADGFHSHSV- - - - - - | G 234

Yeast _Thi TI LSSTSSFFTLFLATSLG ETFSTKKLLGALFVSLFG | LI VMQSSKQQDSVSASSFLVG 207
.k * o k. . 3 X A . * * . %

Hum Transporter | ALVWVASASMSAL YKVLFKLLLGSAKFG- EAALFLSI LGVFNI LFI TCl PI I LYFTKVEY 293

Yeast _Thi NTLALLGSLGYSVYTTLLKYEI SSKGLRLDI Q\/FLGYVG FTFLLFV\PI LI 1 LDI THI\/EI' 267

* . . PRk . * kkk ok

Hum Transporter WESFDDI PWENLCGFS- VLLLTFNI VLNFA AVTYPTLMSLG VLSI PVNAVI DHYTSQ 352

Yeast _Thi FELPSNFHI SFLVMLNCI | | FVSDYFWCKALI LTSPLVWWTVALTFTI PLAMFADFVWREA 327
. - * . . . -k % .. ek k o * .

Hum Transporter VFNGVRVI Al | 1 | GLGFLLLLLPEEVWDVWLI KLL TRLKVRKKEEPAEGAADL SSGPQSKN 412

Yeast _Thi 370

Hum Tr ansporter
Yeast _Thi

FFTPW(I I GVI FI FVSFFLVNH- - - - - - - - - - - - - - - RGESAVEKDCAAVEKGPI LDA
. o P * . . * . * %

RRARPSFAR 421



On-line Table 4. Allelic Expression Imbalance (AEI) at the human SLC35F3 locus: SNPs on the same DNA strand with

transcripts differentially expressed in 53 CEU lymphoblastoid cell lines.

Cell

panel Gene RefSeq Chr Start End SNP Location
232,458,663

CEU SLC35F3 NM_173508 1942 232107301 232526885 rs10910399 (Intron-2)
232,459,164

A A A A h A rs12029247 (Intron-2)

Slope: +ve value indicates that allele in preceding column is relatively overexpressed.
CEU: CEPH (Caucasian, European ancestry) 53 lymphoblastoid cell line DNAs and transcripts.

RA2

(effect
P-value size) Allele Slope
4.80E-07 0.4005 C 0.1801

5.92E-07 0.3956 A -0.1793



ON-LINE/SUPPLEMENTARY FIGURES.

On-lineFigure 1. BP associations acr oss the SL C35F 3 locus for the ICBP. In these
LocusZoom plots, the upper panel illustrates SBP associations, while the lower panel gives DBP
associations. The Exon/Intron structure of SLC35F3 is given beneath the bottom panel. 617
SNPs were scored across the ~420 kbp locus. Results are shown for SBP/DBP in >27,000 adults
from North America or Western Europe (see Table 1). The position of peak SBP SNP
rs16842784 (within Intron-2) isidentified in each plot. Left vertical axis: Significance of the
association, as reciprocal of Log[10] of the p-value. Right vertica axis. Recombination
frequency in cM/Mb, as estimated by marker-on-marker correlations. Pseudocolor scale: Marker-
on-marker correlations (R?) within the trait-associated regions, referenced to the peak SNP

(diamond) for the particular trait.

On-line Figure 2. Amino acid sequence homologies between human SL C35F3 and yeast
Thi74, within TCDB (Transporter Classification DataBase).
2A: Secondary structure prediction of human SLC35F3.

2B: Secondary structure prediction of yeast Thi74.

On-lineFigure 3. Alter native splicing of the human SLC35F3 mRNA. Results are based on
EST alignments (and deduced splicing) at the SLC35F3 locus performed at <http://ccg.vital-

it.ch/tromer>, and viewed at <http://genome.ucsc.edu>.
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