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Supp. Figure S1 (next page). SLC26A9 aligned to BicA, SHST1 and SLC26A2. Predicted
transmembrane helices of SLC26A9 were shaded in grey based on the membrane topology
analysis of BicA (Shelden, et al., 2010). The locations of eight cSNPs of SLC26A9 were
highlighted in blue. The STAS domain was indicated in green. The NCBI / GenBank
accession numbers for these sequences are BicA (Synechococcus sp.PCC7002; ABG46427),
SHST1 (Stylosanthes hamata high-affinity sulfate transporter; P53391), human SLC26A2
(Homo sapiens solute carrier family 26 member 9 isoform a; AAH59390), human SLC26A9
(Homo sapiens solute carrier family 26 member 9 isoform a; NP_443166).
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MSQRVSDQVMADVIAETRSNSSSHRHGGGGGGD-~-DTTSLPYMHKVGTPPKQTLFQE IKHSFN-—-——————————- ET

———————————— MSSESKEQHNVSPRDSAEGNDSYPSGIHLELQRESSTDFKQFETNDQCRPYHRILIERQEKSDTNFKE

————————————— MSQPRPRYVVDR--—==-—=-—=-AAYSLTLFDD----—--EFEKKDRTYPVG—=--—-——-——-————-
TM1 TM2

————————————————————————————— MOITNKIHFRN-IRGDIFGGLTAAVIALPMALAFGVASGAGAEAGLWGAVL
FFPDKPFGKFKDQSGFRKLELGLQYIFPILEWGRHYDLKK-FRGDFIAGLTIASLCIPODLAYAKLANLDPWYGLYSSFEV
FVIKKLOKNCQCSP--AKAKNMILGFLPVLOWLPKYDLKKNILGDVMSGLIVGILLVPQSIAYSLLAGQEPVYGLYTSFEF

———EKLRNAFRCSS——AKIKAVVFGLLPVLSWLPNYKIKDEIIPDLLGGLSGGSIQVPQGMAFALLANLPAVNGLYSSFF
TM2 TM3 TM4
VGFFAALFGGTPTLISEPTGPMTVVMTAVIAHFTASAATPEE--G---—-—-———-—--————————————————— LATAFTVV
APLVYAFMGTSRDIAIGPVAVVSLLLGTLLSNEISNTKSHDY------—-—-—-—-—-—-——-———————————————— LRLAFTAT
ASIIYFLLGTSRHISVGIFGVLCLMIGETVDRELOKAGYDNAHSAPSLGMVSNGSTLLNHTSDRICDKSCYAIMVGSTVT
PLLTYFFLGGVHQMVPGEFAVISILVGNICLQLAPESKFQVFNNATNESYVDTAAMEAER ———————————— LHVSATLA

T™M4 TM5 TM6

MMAGVEQIIFGSLKLGKYVTMMPYTVISGEFMSGIGIILVILOLAPFLGQASPG-GGVIGTLONLPTLLSNIQP--GETAL
FFAGVTOMLLGVCRLGFLIDFLSHAAIVGEFMAGAAITIGLOQLKGLLGISNNNFTKKTDIISVMRSVWTHVHHGWNWET I
FIAGVYQVAMGEFFQVGEFVSVYLSDALLSGEVTGASFTILTSQAKYLLGLNLPRTNGVGSLITTWIHVFRNIHK-TNLCDL

CLTAIIOMGLGEMQFGFVAIYLSESFIRGEMTAAGLOQILISVLKYIFGLTIPSYTGPGSIVFTFIDICKNLPH-TNIASL
TM6 T™M7 TM8
ALGTVAIIWFMP--—-—-———--— EKFKKVIPPQLVALVLGTVIAFFVEFPPEVSDLRRIGEIRAGFPELVRPSEFSPVEFQRMI

LIGLSFLIFLLITKYIAKKNKKLEFWVSAISPMISVIVSTFEVYITRADKR-GVSIVKHIKSGVNPSSANEIF--FHGKYL
ITSLLCLLVLLPTKELNEHFKSKLKAPIPIELVVVVAATLASHFGKLHENYNSSIAGHIPTGFMPPKVPEWN--LIPSVA

IFALISGAFLVLVKELNARYMHKIRFPIPTEMIVVVVATATISGGCKMPKKYHMQOIVGEIQRGFPTPVSPVVS—--QWKDMI
TM8 TM9
LDAAVLGMLG----CIDALLTSVVADSLTRTEHNSNKELIGQGLGNLEFSGLFGGIAGAGATMGTVVNIQSGGRTALSGLV
GAGVRVGVVAGLVALTEAIAIGRTFAAMKDYALDGNKEMVAMGTMNIVGSLSSCYVTTGSEFSRSAVNYMAGCKTAVSNIV
VDAIAISIIG----FAITVSLSEMFAKKHGYTVKANQEMYAIGFCNIIPSFFHCFTTSAALAKTLVKESTGCHTQLSGVV
GTAFSLAIVS————YVINLAMGRTLANKHGYDVDSNQEMIALGCSNFFGSFFK!HVICCALSVTLAVDGAGGKSQVASLC

TM9 TM10 T™M11 TM12

RAFVLLVVILGAASLTATIPLAVLAGIAFKVGVD-IIDWSFLKRAHEISPKGALIMYGVILLTVLVDLIVAVGVGVEVAN
MSIVVLLTLLVITPLFKYTPNAVLASIITAAVVN-LVNIEAMVLLWKIDKFDFVACMGAFFGVIFKSVEIGLLIAVAISE
TALVLLLVLLVIAPLFYSLOKSVLGVITIVNLRGALRKFRDLPKMWSISRMDTVIWEVTMLSSALLSTEIGLLVGVCESI
VSLVVMITMLVLGIYLYPLPKSVLGALIAVNLKNSLKQLTDPYYLWRKSKLDCCIWVVSFLSSEFFLSLPYGVAVGVAFSV

TM12
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Supp. Figure S2. RNA quality for oocyte injections. RNA gel-electrophoresis of
capped cRNA used for Xenopus oocytes injections. Approximately 100ng cRNA of
SLC26A9 and eight cSNPs were loaded on 0.8% formaldehyde agarose gel. The
cRNAs were then diluted 20 fold for injection (5ng). The 0.24 to 9.5kb RNA ladder is
indicated on the left. The predicted cRNA sizes are 2.3kb.



