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hNPAS1   PLPGAISSQLDKASIVRLSVTYLR 96    SLVQERSFFVRMKSTLTKRG 259   LGHTLPPAPLAELPLHGHMI 305
hNPAS3   PLPAAITSQLDKASIIRLTISYLK 102   DNTLERSFFIRMKSTLTKRG 275   VAHALPPPTINEVRIDCHMF 333
hSIM1    PLPSAITSQLDKASIIRLTTSYLK 51    EYEIERSFFLRMKCVLAKRN 172   VGHSLPPSAVTEIKLHSNMF 232
hSIM2    PLPSAITSQLDKASIIRLTTSYLK 51    EYEIERSFFLRMKCVLAKRN 172   VGQSLPPSAITEIKLYSNMF 232
hHIF1a   PLPHNVSSHLDKASVMRLTISYLR 68    EQNTQRSFFLRMKCTLTSRG 179   ICEPIPHPSNIEIPLDSKTF 242
hHIF2a   PLPHSVSSHLDKASIMRLAISFLR 65    DMSTERDFFMRMKCTVTNRG 178   MCEPIQHPSHMDIPLDSKTF 244
hARNT1   PTCSALARKPDKLTILRMAVSHMK 140   CMGSRRSFICRMRCGSSSVD 275   QVTSSPNCTDMSNVCQPTEF 363
hARNT2   PTCSALARKPDKLTILRMAVSHMK 114   CMGSRRSFICRMRCGNAPLD 249   QVTSSPVCMDMNGMSVPTEF 336
hBMAL1   PTCNAMSRKLDKLTVLRMAVQHMK 80    CSGARRSFFCRMKCNRPSVK 216   HSHVVPQPVNGEIRVKSMEY 287
hBMAL2   PQCNPMARKLDKLTVLRMAVQHLR 121   YSGSRRSFFCRIKSCKISVK 257   QPYIVPQ-NSGEINVKPTEF 334
hCLOCK   PGN---ARKMDKSTVLQKSIDFLR 82    KSKNQLEFCCHMLRGTIDPK 190   ATPQFIKEMCTVEEPN-EEF 276
hNPAS2   PGN---TRKMDKTTVLEKVIGFLQ 55    KSDSDLEFYCHLLRGSLNPK 206   ATPQFLKEMCIVDEPL-EEF 251
hNPAS4   PLAEADKVRLSYLHIMSLACIYTR 51    ALDTDRLFRCRFNTSKSLRR 159   RPRPGPGPGPGPASLFLAMF 217
hAhR     PFPQDVINKLDKLSVLRLSVSYLR 78    SPLMERCFICRLRCLLDNSS 232   IATPLQPPSILEIRTKNFIF 287                                   
         *       : .   ::     . :              *  ::               
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hNPAS1          GLTILACESRVSDHMDLGPSELVGR-SCYQFVHGQDATRIRQSHVDLLDKG--QVMTGYY 368
hNPAS3          DLNIIYCENRISDYMDLTPVDIVGK-RCYHFIHAEDVEGIRHSHLDLLNKG--QCVTKYY 396
hSIM1           DMKLIFLDSRVAELTGYEPQDLIEK-TLYHHVHGCDTFHLRCAHHLLLVKG--QVTTKYY 295
hSIM2           DLKLIFLDSRVTEVTGYEPQDLIEK-TLYHHVHGCDVFHLRYAHHLLLVKG--QVTTKYY 295
hHIF1a          DMKFSYCDERITELMGYEPEELLGR-SIYEYYHALDSDHLTKTHHDMFTKG--QVTTGQY 305
hHIF2a          DMKFTYCDDRITELIGYHPEELLGR-SAYEFYHALDSENMTKSHQNLCTKG-—QVVSGQY 307
hARNT1          EGIFTFVDHRCVATVGYQPQELLGK-NIVEFCHPEDQQLLRDSFQQVVKLKG-QVLSVMF 427
hARNT2          DGIITFVDPRCISVIGYQPQDLLGK-DILEFCHPEDQSHLRESFQQVVKLKG-QVLSVMY 401
hBMAL1          DGKFVFVDQRATAILAYLPQELLGT-SCYEYFHQDDIGHLAECHRQVLQTRE-KITTNCY 403
hBMAL2          NGKFVYVDQRATAILGYLPQELLGT-SCYEYFHQDDHNNLTDKHKAVLQSKE-KILTDSY 350
hCLOCK          EWKFLFLDHRAPPIIGYLPFEVLGT-SGYDYYHVDDLENLAKCHEHLMQYG--KGKSCYY 339
hNPAS2          EWKFLFLDHRAPPIIGYLPFEVLGT-SGYDYYHIDDLELLARCHQHLMQFG--KGKSCCY 314
hNPAS4          DLALLDISESVLIYLGFERSELLCK-SWYGLLHPEDLAHASAQHYRLLAESGDIQAEMVV 282
hAhR            DFTPIGCDAKGRIVLGYTEAELCTRGSGYQFIHAADMLYCAESHIRMIKTG--ESGMIVF 351
                       .            ::          *  *       .  :.            
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