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DmGry HPGIYYHKAAE-FVMKRRD-AAMEAYAA--MQASSEATPTPI-QNPLSLYTEF--FGIRAVKTGDL-------VAEQQA----------------
HsGry NPGFYYQQAAY-YAQERKQ-LAKTLCNH--EASVMYPNPDPL-ETQTG-VLDF--YGQRSWRQGILSFDLSDPEKEKVG----------------
DrGry NPGFYYQQAAY-YAQERKQ-QAGQLCSH--EPGVGYPAPDPL-ETTSG-ALDF--YGQRPWRQGHQSIDPPDSEKEKQG----------------
AtGry YPAYYYQLAAH-YLKDKKS-ALELLLSM--SEIAQEIDSSSA-SITPSVYVGQ--FA-QLLEKGEAI-TLHSITDEEYT----------------
CeGry NPGTHLDQAASIYSAANTE-IAALKRNA--PQNVPYPSPDPL-ANSS--STVF--FGQRPWRINHEGLA--TAEVEAAA----------------
Dm130 CAPIW-----N-LAKDKLY-ELGKLCGL--LPG-CTPTSEQL-HIVVQ-LSSG--IGDAPSEQHQFLQATPQLRDRSPN----------------
At130 ASLSTGNIPEMFDGRPSFTEGSGLEASPRTPSSLKVQAPPMSRTNSS--PGNFESPLDRPMRLAEIFVA---A--EHAL----------------
Hs130 TVGLW-----S-YATEKLK-SLGYLCGL--VSE-KGPNSEDL-NRTVD-LLAG--LGAERPET--------------------------------
Tn130
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TVGLW-----V-YAIEKLK-SLGDLCGL--MSE-KGPSSEDL-NRTVD-LLAG--LGDERPETGEFSD-ETLLSDDTLGLACNHFNRFIHFKLSY

DmGry ---NMQLCDQERSYNHSA--------AIIALLSQAMAQFKIYKCLRFRK-KLAIDMAEEYLKSGDHAKALTLYSLMLPDYRQEKWTTIFTDVLLK
HsGry ---ILAIQLKERNVVHSE--------IIITLLSNAVAQFKKYKCPRMKS-HLMVQMGEEYYYAKDYTKALKLLDYVMCDYRSEGWWTLLTSVLTT
DrGry ---ILALQVKERDVLHSE--------LIIALLSNAVAQFKKYKCPRMKS-HLMVQMGEEYYHAKDYTKALKLLDYVMCDYRTERWWSLLTSIVCT
AtGry ---RYTIS-EAKRVQDSL--------QIIAWLKRSYESFTNLKAQRMAA-LCAFEVAREYFDLADPNNAKFFFDIAANLYRQEGWVTLLWEVLGY
CeGry ---VTA--IIQRLVVNHE--------GVISLLSAALAQYQKYGCLRMKK-KVMMEMANTCYANNEIQRALRFWGLVVKDNAL--PYSIRKDMMHR
Dm130 --RKPKKS-GAEQLKEALGSNQAFQKLYLELAELAISTYKHVTRLRSAR-LVGLDLGNFYCALNEPHKAVGFFTDLLRELKAENWHMLSSQTLLE
At130 ---RLT--ISDHDLLKTLSSIQDFENKYLNLTKGAAENYHRSWWKRHGV-VLDGEIAAVCFKHGKYDLAANSYEKVCALYAGEGWQDLLAEVLPN
Hs130 --ANTAQS-PYKKLKEALSSVEAFEKHYLDLSHATIEMYTSIGRIRSAK-FVGKDLAEFYMRKKAPQKAEIYLQGALKNYLAEGWALPITHTRKQ
Tn130 FTVNSLQS-PYKKLKEALSSVEAFERHYLELSHAALETYQAIGRLRHLQGLIGKNNNFSSRRKGDPERAEPFLKEALKSYVSEGWSLPLTHTRKQ

DmGry TLRCALLSGSVADYIACSVEALSLR-HQSDQSERILILENLWQ--------VFQGVPPM---PKTQLT----PEAQALWTSALANV-KSPIQIDL
HsGry ALKCSYLMAQLKDYITYSLELLGRA-STLKDDQKSRIEKNLIN--------VLMNESPD---PEPDCDILAVKTAQKLWADRISLAGSNIFTIGV
DrGry ALKCSYLMGQVKDYITYSMELVGRA-SILSEEQKSRIEKNLIK--------VLMNEVPE---PEPDCDPVSVKAAQSLWSDRVSLAGNNEFTIDV
AtGry LRECSRNLDALKDFVEFSLEMVALP-VTSYENSGNLRNKNYGP---GGPATISGRESIHQEVFTLVCREAELLSSTEG--SGFKLATDSPLHLEI
CeGry ATWAAYAITSIQDYAVCCMQLMCPAY---SEVLPSDCVKGLLD--------VLDGKPPGSPFPNDDISQEQLHTYQLQWQHVLQ--EHPAFVVQA
Dm130 LANCYRKMGDSLAYTKTCSSISCCA-ELET-LVRTFYFDEFLKSLKTLKTTLSAQPSIE---N------------------------ANYCVLE-
At130 LAQCQKILDDQAGYMSSCVRLLSLDKGLFSSKERQAFQSEVVT--------LAHSEMKN------------------------------PVPLDV
Hs130 LAECQKHLGQIENYLQTSSLLASDH-HLT-EEERKHFCQEILD--------FASQPSDS---P------------------------GHKIVLPM
Tn130 VAECQKLLGRTDEYLQTSALLAGDV-NLT-TAERKHFCQELLN--------FSGKSGDE----------------------------SNKVTLSM

DmGry DKVND---VVEMCATFER--VQLSNDDLLQLQLIVRVLTDIPLRIRSFHVILADAGNP
HsGry QDFVP---FVQCKAKFHA--PSFHVDVPVQFDIYLKADCPHPIRFSKLCVSFNNQ--E
DrGry QDYVP---FVQCKAKFLS--PSFHIDEPVQLHVYVRADCPHPVRFSKLCVSLSNQ--E
AtGry DLVSPLRPVLLASVAFHD--QMIKPHALCSFTLSLLSHLPLPVEIDHLEVQFNQS--T
CeGry SKIAE--LFLETRVSFLDQ-QTVEQDSKVAVRVEIVSKIEQVIRLNDVSVHLKAKKF-
Dm130 DHF-RIL---D--IEVVNQKPII-QDDYILVQLKVESLYPRGVVAENVKLCYELEASS
At130 SSLIT---FSG--NTGPPL--QLCDGDPGNLSVTVWSGFPDDITLDSLSLTLVATNN-
Hs130 HSFAQ---LRD--LHFDPSNAVVHVGGVLCVEITMYSQMPVPVHVEQIVVNVHFSI-E
Tn130 DNLSH---LSR--ISFHPATASVHSGAALQVELVLRCLMPMPVCLQQLAASIHFAR-E

412
416
416
435
430
436
567
434
457

Supplementary Figure 2

DmGry NPSAVPIFGVFCIRWRRANCKEENE----------------------------SKFVIRGLDIAEPPLNIYCTIEEK-MFVKMPMAFKVVLKNPT
HsGry IEGGV-ATGHYIISWKRTSAMENIPIIT-------------------------TVITLPHVIVENIPLHVNADLPSF-GRVRESLPVKYHLQNKT
DrGry GTSTV-ASGHYIISWKRKSTFTETSVVR-------------------------TVITLPHVMVENIPLYVHAEVPSF-GRVRESLPVRYHLENRT
AtGry RTPKL-GLGSIHLKWRREGGNITEAYVS-------------------------TKHKLPEVNVEASPLVMSLDSPPY-AILGEPFTYAVRICNQT
CeGry DESET-PLGRMSVEWRRAVP--NSCPVR-------------------------SVAPLCRIPVLACPISISSHIKTNPAIVRQPIEICFELKSHS
Dm130 HFVIKYASLSQPDVWRTYGCAFDLV----------------------------DYTTLFKLQAQLEP--------NELCRLRTVCNMNLKITKV-
At130 DHSET-DTEGRDL----VFK--SAIVLQ-------------------------RPVLDPCLTVGFLP------LPSDGLRVGKLITMQWRVERLK
Hs130 SK-QS-VFFVWELKWTEEPPPSLHCRFSVGFSPASEEQLSISLKPYTYEFKVENFFTLYNVKAEIFP-----PSGMEYCRTGSLCSLEVLITRLS
Tn130 SK-HS-VFCLWEVRWKDNLPSCLQCVFSTDFSPLNQDV-SV-FKLFHHQFQLERVTTLYSVRADILP-----PAGEQHCRCGLLCKLEVFITRLS

DmGry THVLHL---------------IANLS-ISKTDNFICSGHKQLDI--SIMAYEEKELVYNLYPLQVGWQELPVLSLEYNT--KADPQKK-D-----
HsGry DLVQD-----------------VEIS-VEPSDAFMFSGLKQIRL--RILPGTEQEMLYNFYPLMAGYQQLPSLNINLLR--FPNFT---------
DrGry GLVQD-----------------VEIS-VEPSDAFMFSGLKQVRM--RILPGAEQEMLYNFYPLMAGYQVLPQLNINLLR--FPNIS---------
AtGry QLLQE-----------------AKFG-LADAQSFVLSGSHSNTV--SVLPKSEHVLSYKLVPLTCGEQQLPKITLTSAR--YAA-----------
CeGry KEAVE-----------------ISTN-FDLNDVFMFSGERKVTM--TVLPGATRRVTVVVMALSAGRLNFPKISLKSPQ--ISDQT---------
Dm130 ---------------HENPYTDLMYEVLNDQNLWAVCGRSAGVVSM--KDVDSHSISLDVMPLSTGFLPMPSIRLSKYT--AGGKS---------
At130 ELKESEA--------VEQQHDEVLYEVNANSENWMIAGRKRGHVSLSEEQGSRVVISILCVPLVAGYVRPPQLGLPNVE--EANVS---------
Hs130 DLLEVDK-DEALTESDEHFSTKLMYEVVDNSSNWAVCGKSCGVISMPVAARATHRVHMEVMPLFAGYLPLPDVRLFKYLPHHSAHSSQLDADSWI
Tn130 EPAEGEMAEESRSDLDGLKTTKLMYQVADSNSNWAVCGKSSGLVSMPVATGSSQKVQIEVMPLFAGHLPYPRINVLRYLPHTAGVFNQPDPDSCM

DmGry ------------------S-------Q--------------N----ALLDELVQRALPKRVFVLPPLKQ----------------QNK
HsGry -------------------------------------------------NQLLRRFIPTSIFVKPQGRLMD---------DTS-IAAA
DrGry -------------------------------------------------SQLLRRFLPSRIFVKPQGRNG----------DAS-IEAA
AtGry --------------------------------------------------EFQPSAVASSVFVFPSAPQA----------EKAISTSK
CeGry -------------------------------------------------LQQSLRTLPAAIFVLPKAKD-------------L-APHP
Dm130 -------------------------------------------------K----TDGHSKVHPFPPGQVYNSTKSMQIHVIASVAGDQ
At130 -------------------------------------------------SN---PSGPHLVCVLPPLLSS----------SYC-LPVK
Hs130 ENDSLSVDKHGDDQPDSSSLKSRGSVHSACSSEH--KGLPMPRLQALPAGQVFNSSSGTQVLVIPSQDDH----------VLE-VSVT
Tn130 ENDSLSL---LDDQTDTASIRSRGSVHSVGSSEHQQRGIAMPRLDSFGPGEVFNHSHMQQVLVLPSTDDH----------IME-VNAT
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