
TM1N-terminus(in)

L1(out)
TM2 L2(in)

TM3 L3(out) TM4

Izh1p    LPEWQKDNDKILTGYVRETL-S-WKKCLYSLFYWNNETVNIYTHLVPAIVYFVFAITLTN
AdipoR1  LPDWLKDNDYLLHGHRPPMP-S-FRACFKSIFRIHTETGNIWTHLLGFVLFLFLGILTML
AdipoR2  LPDWLKDNDFLLHGHRPPMP-S-FRACFKSIFRIHTETGNIWTHLLGCVSFLCLGIFYMF
PAQR3    IPGSLKDNPYITDGYRAYLP-S--RLCIKSLFILSNETVNIWSHLLGFFLFFTLGIYDMT
PAQR4    SPPHLQFNKFVLTGYRPASSGS---GCLRSLFYLHNELGNIYTHGLALLGFLVLVPMTMP
Izh3p    LPFPWRENRYIIHGYRFYNTHSKSLLSIFNWYGWHNETSNIWSHLLGAIYIIYLAIYDFP

Izh1p    YFLIP---VFPSTSWSDYTVINIFLMGAFSCLMCSSCFHCMKQHS--EKQSNFWSKLDYL
AdipoR1  RP-----NMYFMAPLQEKVVFGMFFLGAVLCLSFSWLFHTVYCHS--EKVSRTFSKLDYS
AdipoR2  RP-----NISFVAPLQEKVVFGLFFLGAILCLSFSWLFHTVYCHS--EGVSRLFSKLDYS
PAQR3    SVLP-----SASASREDFVICSICLFCFQVCMLCSVGYHLFSCHR-SEKTCRRWMALDYA
PAQR4    WG----------QLGKDGWLGGTHCVACLAPPAGSVLYHLFMCHQGGSAVYARLLALDMC
Izh3p    QSEV---WRNSQVPPQARWIVFMFLAAALKCMLSSVFWHTFNGTS-FLKLRSKFACVDYS

Izh1p    GIISLISCSMIPIIYFGYFDHISYFSLFTIVTLVLATFCTVCVLHDKFNTS-TFRPFRAM
AdipoR1  GIALLIMGSFVPWLYYSFYCSPQPRLIYLSIVCVLGISAIIVAQWDRFATP-KHRQTRAG
AdipoR2  GIALLIMGSFVPWLYYSFYCNPQPCFIYLIVICVLGIAAIIVSQWDMFATP-QYRGVRAG
PAQR3    GISIGILGCYVSGVFYAFYCNNYWRQVYLITVLAMILAVFFAQIHPNYLTQ-QWQRLRSI
PAQR4    GVCLVNTLGALPIIHCTLAC----RPWLRPAALVGYTVLSGVAGWRALTAPSTSARLRAF
Izh3p    GITILITASILTTEFVTMYSCYWAMYTYMSISLALGVFGVFMNWSPRFDRP-EARPLRIR

Izh1p    FFILFGFSGLLPLTTGFFKFG-IQGVLNRIKVSFVFWEALFYISGAVIYGFRIPETLAPG
AdipoR1  VFLGLGLSGVVPTMHFTIAEG-FVKATTVGQMGWFFLMAVMYITGAGLYAARIPERFFPG
AdipoR2  VFLGLGLSGIIPTLHYVISEG-FLKAATIGQIGWLMLMASLYITGAALYAARIPERFFPG
PAQR3    IFCSVSGYGVIPTLHWVWLNGGIGAPIVQDFAPRVIVMYMIALLAFLFYISKVPERYFPG
PAQR4    GWQAAARLLVFGARGVGLGSG------APGSLPCYLRMDALALLGGLVNVARLPERWGPG
Izh3p    FFILLATMGVLSFLHLIFLTD--LHYAATLFSPVTYKSVVWYLVGVVFYGSFIPERF/LW

Izh1p    KFDFFGSSHQIFHIMVVLGSVCHLKAIIDSYKLMHSHIHP*
AdipoR1  KFDIWFQSHQIFHVLVVAAAFVHFYGVSNLQEFRYGLEGGCTDDTLL*
AdipoR2  KCDIWFHSHQLFHIFVVAGAFVHFHGVSNLQEFRFMIGGGCSEEDAL*
PAQR3    QLNYLGSSHQIWHILAVVMLYWWHQSTVYVMQYRHSKPCPDYVSHL*
PAQR4    RFDYWGNSHQIMHLLSVGSILQLHAGVVPDLLWAAHHACPRD*
Izh3p    WVDYFGCSHTFWHFFVVLGVIGHYRAILDMFAKRWILS*
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Supplemental Figure 2

Supplemental Figure 2: Multiple sequence alignment of human and yeast Class I 
PAQRs. Grey shading indicates amino acids that are highly conserved throughout the entire 
PAQR family. Black shading indicates amino acids that are conserved in AdipoR1 and 
AdipoR2. Boxes indicate the positions of transmembrane domains (TM). The topological 
placement of the loop regions (L) is shown. 


