Predicted Sequences

Aedes aegypti SID (Refseq: XP_001658947.1)
Aedes aegypti RBD (Refseq: XP_001661740.1)
Anolis carolinensis SBP2

MASERETSOGIKLSAEVKPFVPKYAAVTVAWSEPSEACVFPRYYTTCYPYVODPSVDKHOVYTO
DLPWDSTSTLPHYVSONVMGCTSTL.GEYTSSPYTPDAAPNVYTVPNFRSENNNSKLFSSSROGRD
YAKOTPVSRKEAAYHPRRRPRDFEPKIL.ESKRPDGSDSPNRSTESSSYTATL.HGRNPTKSEPAFEV
NLSDFPKLOSTRSCNLLNFOKOTWGPLGSAEGDKMPRKPPEKAVSAT.VTKEGEECLKRNLPTRP
FTSPPDPGVSOVHLDYFTETPKSCATVLSOTPKRTVSTPAASPSTNHYENKGKOGVLEDRKSEP
KGNASDSEPEETVEKKKKKKRNKKKAKASSETENVPNKSITIYQEPPRIEVQIFIFLVISRFLCS
LPGITGQFGVCRNSGITMAYNETSKSGGKKSHLPVOLDLGNMLAATLEOKOOAEKTKHSPKPVVL
SVGGTVTLPSKEPMNOTKNOOTLNOGNSPHNPLDSSSPLIKKGKOREVPKAKKPTST.KKITILRER
EORKOOHLLEOMATPKDSDAAQODAESTAENOGYSEDNKAESTL.EDTSTDPDITLAODGPEVDLKCT
ELNGSYTESVLDPVOLKSNLPKTHSRRFRDYCTOVLSKEVDSCVTDLLKETLVRFODRLYOKDPV
KAKTKRRILVMGLREVLKHLKT.KKL.KCVITSPNCEKIOSKGGLDETLHLITTDSACEONTIPFVFAL
NRKALGRCT.NKAVPVSVVGIFSYDGAODYFHKMVELTMEAROAYKDMISATLERESAEEESGSDC
TPSKNPYSESRPLDTVEVPPPESEEDVPDYKIWKOKLEEEYKPYMLELEKOLTAEMLPMGFEEP
(0]

Anolis carolinensis SBP2L

NVKLSAEVEPFIPQKKGPDSLMMPMALPNENGGVNGVEAAPIPSYLITCYPFVQENQSNRQLPL
YNNDIRWQOPNPNPAGPYLAYPILSAQPPVSTEYTYYQLMPAPCAQVMGFYHPFPAPYSAPFQT
ASAMNTVTTECTDRPTQPNQVFPMCSQRSRSASRGSIVOKOQOOPLOTHIKSKRPPVKSVATQKE
TCASGPETRPKIVLLVDACQQTDFPSEIASKSLSESMSTMHWKPKTRRRRSSHPAESSSEQGAS
EADIDSDSGYCSPKHSNQAAAVTSRSVESAAGNILEPSVHPAGATWANVSSQATQKKPWMERTP
AFSRGGROAEQHNSSQDEEEFPELNSDSGNSKGGNMOLKNAPKVLDDLPENSPINIVQTPIPIT
TSVPKRAKSQKKKALAAALATAQEYSEISMEQRKLOEAVSKAAGKKSKTPVQLDLGDMLAALEK
OOQOAMKARQITNTRPLSYTVGNAAPFHTKESTNRKSLAKGQPSVGCLNPLDSTSPKVKRGKERE
LSKLKRPTALKKIILKEREEKKGRLSVDHTIVGADEEQEVDLNLTPNQSEELASQEEPGLSVPS
DTSLSPASONSPYCMTPVSQGSPASSGIGSPMASSTITKIHSKRFREYCNQVLSKEIDECVTLL
LOELVSFQEQIYQKDPMRAKAKRRLVMGLREVTKHMKLSKIKCVIISPNCEKIQSKGGLDEALY
NVIAMAREQEIPFVFALGRKALGRCVNKLVPVSVVGIFNYSGAENLFNKLVSLTEEARKAYRDM
VAAMEQEQEEALKNVKKVPHHMGHSRNPSAASATISFCSVISEPISEVNEKEYETNWRSMVETSD
GLEASENEREASFKSAVPEKPGNSNKVIVNKELSLAAVGVVTVSAQVKAPSGKEEVKPDDNLEW
ASQOSTDTGSLDGSCRDILNSSMTSTTSTLVPGMLEEEDDEEDEDEDDYTHEPISEEVQLNSRI
ESWVSETQRTMETLOLGKSLSGGEDDNAEQSEDEELETPEQVESVVESEEWTAEKHSNKAQQKP
AVSTSLDTTPMDSNYIP

Anopheles gambiae SBP2



PAVPGAPRAAMEQETHNRPPOOPOOHOPTIPHQSDGEKLSARKARKEAFROKKOAKKYEEQLKKT
RGPKSOKLOITDESFLEKYRHVOSLPPGPTLKTKKRSKKAPTDVVOINLSECIREQOLAGGERME
PKPIVPIVPOOPLLLLHKGKOREVPKEKKLTRLKKDITRSRTEKGAPGDGQOSAGNAGGAQQPV
PAEGGKGANGGLLKSSEATSPSGGGAVDSPFLKAIERCCINDGPPPSRDSSEYONGFPSLRVSA
AVSRPTAT.RHSRNFRPYCDHFTISDETL.RELAEDVVVKL.FSFOSKAYAKNP TKAVANKRFVVGFNE

VLKLLELRKVRIVLTAPDLEPNETTDOMVANVKML.CROSOVPYTL.FATKRRKIGFHLLKKAPTSC
VGVLSYAGCDDTVKOMLSVVEQERESYRTLMVDGAIPC

Apis mellifera SBP2 (Refseq: XP_001122154.1)
Canis familiaris SBP2 (Refseq: XP_533552.2)
Canis familiaris SBP2L (Refseq: XP_544672.2)
Capitella sp.l SBP2L

MFKLSAEAKSFVPRHATPADESGVLPYYVTNCYPFVQTVEPSNNAQVLSRDAGVRAAWNSCFSP
RESEVASLHGPPRNSRPKNSRGLLGVHPMSVHAAPYTALPFPTPRGFSPGGGAIGGMYPRTPPR
WNTDPPPPLGVVPPOQRSIWWRGPRPAFASNGVNLKHHPANQPTARKRSKSKTIICMDAAFQTGL
LCIVSAIAHLFCLDFSEEIARYTLAERPNSLYCKSCHVSTDSEEVDSDSGYSSPLHRKNQISNG
TDASPGSLLQOSKQRALGAAVSGAPSVMSYSSVVSRAASAKPTQCORSESGIKTDNSEAEGDPGS
GRKKQORGKRKKKRRKSAGDEEVPPTEQKPPEQEEHAEEELPELNFODEEEFPNLLSGGVPPPAA
PLSYSEVI.LRHSYSASGOSOESSLSHSTTGGORSADRSHASTPNSFDSKGGKESKSARKRRKRRE
OANTAADNELAETISLEOEVLRELSTVHNMDPKAAATKOOEKSSSRLPPAPVAKOPPSTGKKSKO
PIATNTADMIDALEKAODVPAKKPLKSEKAAPGGAREGVRVANATLDASAPVKRGKEREAPRNKK
PSPL.KKVILKEREEKKRLRLLEETGPISPSETSASASOIOSGLPL.DSDLSODGVSSKASSMDCG
TTTPVTVDMSPTISOTSPVSMSPLSGSPFASGINSPIACGLAGLGIVPKALDDIDASVLMKIHSR
RYREYCKQVLNKDIDSCCTALLODLIRFODRLFHKDPIKARSKRRIVLGLREVTKHLKLKKLRC
VIISPNLERIQSKGGLDEALNNILOQICQEQTVPFVFALGRRALGRACAKLVPVSVVGIFNYEGS
EGNFKKLMDLMGRAREAYDOMVSNIQKELQEHRSSTRTVASSVGTQLFPHMGHSRTPSACSATS
FTSSILSEPISENYPRSEPETDSRGYEIVKKEEEEFEEFEEFEEEEEEDOSSVIDKIATLTETID
DGHEADTEEDHYKVKAADL.PPIDSIHSATI.DLSSEILSOHSSKTLELAKSESKSCKVAFAEDVT

SLGGVSGKOAPTSSSVNKDRIETWVADTTKOTIEHLGESKO

Ciona intestinalis SBP2L (Refseq: XP_002123233.1)
Ciona savignyi SBP2L

MKLRTNLRAEVPPFVPRREWTEESMDPQSGRPLPRYVTTCYPFVODNQDERRMQHGANFNQREP
TPALRNGTTYANVGYLDSSSNSAAFTNVNQFAMGTVSONFSGLPFEGNLADTAHITAVYGDSIQ
CQYSPNPSSVVVHKSSSLKTRSRGSSGKRILKRNVGTQKEANRGSPSPELVDNCQQTDFPISIA
SKSLTDHPSLLRKPGRSRRRRETLVYTSGAYDSSSDHADVDSDSGYYSPKHRIL.VHAKSGGTSTH
GLNARNEKDSVPOVIYTITPSNVSAHGPMFOVHPSSATNHLFHNSLSPHVTPPPTSTL.L.GYGOPGP
PITFSPPPNPMLANRPSPGFPLHPSLIOTSNGNQPIGVALTCGEALFVKQVFLYILCEFRAVEK
KRRALVTFSQQAFMLRVHQSMNPAGPAERTIKKKAARLASSGSSTSNWNTNMAFHAGYWSNGPN
PFHHOONFRNPSLDPRSQRKFNKFDNRSKSPSYGGHTNHHOMGKSSTMERQLRDDSPIVLNSHN



NPSINGLHLPEDNTLFMLSDNQEFPGLGGNLYTTSTSAPGNVFSYSAAVMGKIPRSSQSNVQNQ
VYPPSNSNEKAQAQKSKKRRKKAERAAKAADEEYAEISKEHENIQKVFKKTASGRNKSKTPVLD
FSEVMTKLEEKKIIDSSQKGGASEKLKDNAAAKKPPLNIRQTAVSMITPMNALDGTAPMIKKGK
EREVPKVKKPSALKKVILKEREEKKEHHLKOQLTTMPVPAPDVPPYPASIYRAINTTDESKGESV
AAPDSVDIIPATVPQIHSRRYREYCCQVLDKRIDETCTMMLOKLVQFODRLFQKDPMKAKRKRR
LVMGLREVTKHLKMKKLRCIFISPNLEKIQAKGGLDDALQOQILNLCEEQNVTYVFALGRKALGR
AVSKMVPVSIVGVFDYSGAEEQYKQLVELVTEAQVKYKEMVSIYQQEVMEANQPAQTSGGASKR
FAHMTHSRNPSAASCVSFASFISEPISEMNEASNWRVMMDTGEEVSALSPPPEDDASDEEEAEK
DOTESHVRPQEPEVLSRKDSGSTVVERLSEVEHEDQLESTKSNQKEDSTASKDDKDVQDTSANH
RRALDKSFSTCSTTKPDSVIPPPROSNSDTSSHDVSSQSSAHDRIHLWLEDATRSVADLDLNEQ
SDAEQLVSTESVLDTKQEESS

Culex quinquefasciatus SBP2 (Refseq: XP_001868539.1)
Daphnia pulex SBP2

MSRRNYGROYFNOPOOAPYGNGDLPDMTFASYTOPYLYQODHSYEYYGVPYTPSPNIHTANSYWC
GGGLGYDYSTVSTAPSVVTSSFSSTOSSFSPDAPEFVSROCOOTITTGVENAST.OPSTKKKKKKK
KKKTPSNNTELSNLICSGDEEKSKSVLSNDEKKSSTLPKKLTGFOELPEDKKNL.GVKSSSKNOSS
KDIKVDSLOEYPPRDKKHFELKTPOTIT.PKTKPSKESKSVRFOESATEDKRSLELKNPOTSTTGE
STKGIGSSWPKPFTNVTKSOECTKRPPKMSFADKLKSPVPTKSPFLDWRDORTSAANAPTIKEFNT
NITESEEKLINOPSTISATADKALPPPATAEDGFTTVSRKKTKDKKIEKVPEETAKSTLPTKVSVP
AEDAKKKLEKERKKLREKOKKKOAREEKLLAEKTL.APKGOKITITITPKLMEOFLKSGRNANAFSK
PVMKLSDDMFPALGKRGGKGNVSESESEWETTETEVVOKEPAVPPRNVKRSDPTIEFDLMALITK
KNTKKKSIQDPTKKGKNRPGIVANVLDRSAPTLSRGKIRNKKRKLSEIRKALLVAKAKKKIARE
SOSFAFPSSGSRPHIT.HSKKFREYCDOMLTDOTDLLARDMLYHTL.RMFODRVFKKDPTKARMKKR
LVAGLREVTKOVERNRVKITFTL.APDTORCPETGGLDEAVKRIL.L.DAARRI.DLPTVYAMSRRKT.GR
VLFKKVPVSCCGITNYOATEETWKOLTEAVSLARENYOLKILOELGLAVDLTGKETKTDDENTRN
DVDIAAFTVEKKTDOTDALLETLMKLST.KDKH

Dictyostelium discoideum SBP2 (Refseq: XP_641793.1)
Drosophila melanogaster SBP2 (Refseq: NP_648204.1)
Drosophila sechellia SBP2 (Refseq: XP_002029697.1)
Drosophila simulans SBP2 (Refseq: XP_002084094.1)
Drosophila virilis SBP2 (Refseq: XP_002046871.1)
Drosophila yakuba SBP2 (Refseq: XP_002093482.1)
Emiliania huxleyi SBP2

MGDSQTESAPEPAPVSLNANACEFVPSFGAPGAATAASFGYWGAQALSAASACAFGYPGVPPSP
YAGGEPPDFADATGWDYVPLPEPLCGLPLHKRDLAVSQSGGAGAGGRGMGREKDGEAGAGEEQG



GAAGEAMFEAVGAFCGARSGWVFKOGEQGLGYYREPAKAKPSRAAGTAATGRPPEVVFALGGCG
GDPSASRRAAASFLRAPLGLOQETERRPASEAGGSGSGGAVAAPPALVPKROQAESRHPAPAAAAV
SGOQESGGAEKSWAALVKPRWGGASQPATASESFPRLGAADDAGGRRKIYIRNAGGAAGGAGATA
GGARDGGAAASAAAPPGGAFPALGAGAPRAAAVPTPPSCWTRGGASVAGAAAGSAAGAAAAASP
ASPVAAAAVATASGGGGEGEFLPVARGSKSARKGGEAAVARVESKPTPSGGAYARCGDTPLASP
KTAPLRLGLHKLSPETVAAMKAGAERAAARGLPMANPPGSKPKPOKNVSLFDFLDLAKPGGGVA
TAAKTLKGPGSAKSAKTPALAASGRAKSAPRORPGEGLTSGLGRTOKRGKEKEGPKKVRLSQOMKK
RILLELLARSEAAAPGGGDGGSGGAGVVLPAYAELEEQGRRKRRGDATWWREGGGEGGGGGGGG
GGGGGEGSGGEGSDDERGGGGGGGGEGKPKRELKRPAEAVANPRLVREYCEQLVVPAVNEAACA
LLAFVORFOERLYLRDPTL.KASOKKRFVCGLREVARATLKSNKAKVLIVAHNTIERTTAEAGLDDMV
SOLITLCAKKOVWVYDEAAKASTLOHEDRDKEVLLVFAMTRKALSRATLKRSAKTSVVAVI.NHDG

ASEOYARTL.FATL.TRGARTLAYROLTSAGASDSGGDGTLPAPADERFLVNYVTOGROAAVDPLLMRP
SLCRVDDEEASPCDLGRWLGSTL.GSLAES

Equus caballus SBP2 (Refseq: XP_001493870)

Equus caballus SBP2L (Refseq: XP_001499828.2)*
italicized region was modified from the Refseq entry to match EST data

MSTVIERFSKVKQLCPAREDWLWVIFIDIVHHQGTDRKRPSQILEGLRAVKMGNSESWNVKLSA
EVEPFIPQKKNPDTFMIPMALPNENGNVSGVEPTPIPSYLITCYPFVQENQSNRQFPLYNNDIR
WOOPNPNPAGPYLAYPIISAQPPVSTEYTYYQLMPAPCAQVMGFYHPFPTPYSNTFOQAANAVNT
ITTECTERPNQLGQVFPLSSHRSRNSNRGPVVPKQOLLOQHIKSKRPLVKNVATQKETNAAGPD
NRSKIVLLVDASQQTDFPSDIANKSLSESSATMLWKSKGRRRRASHPTAESSSEQGASEADIDS
DSGYCSPKHSNNQPAAGALRNPDSSTMSHVESSICTGGVNWSNVTCOATOKKPWMEKNQTFSRG
GRQTEQRNNSQVGFRCRGHSTSSERRONLOKRODNKQLNPSQSHRGNPNSESLYFEDEDGFREL
NENGNAKDENIQQKLSSKVLDDLPENSPINIVQTPIPITTSVPKRAKSQKKKALAAATLATAQEY
SEISMEQKKLQFALSKAAGKKNKTPVOQLDLGDMLAALEKQQOAMKARQITNTRPLSCTVVTAAS
FHTKDSTNRKPLTKSQPCLTSFNSLDITSSKAKKGKEKEIAKLKRPTALKKVILKEREEKKGRL
TVDHNLLGSEEPVEMHLDFIDDLPQEIVSQEDTGLSMPSDTSLSPASQNSPYCMTPVSQGSPAS
SGIGSPMASSTITKIHSKRFREYCNQVLCKEIDECVTLLLOQELVSFOQERIYQKDPVRAKARRRL
VMGLREVTKHMKLNKIKCVIISPNCEKIQSKGGLDEALYNVIAMAREQEIPFVFALGRKALGRC
VNKLVPVSVVGIFNYFGAESLFNKLVALTEEARRAYKDMVAALEQEQAEEASKNVKKGPHHMGH
SRNPSAASAISFCSVISEPISEVNEKEYETNWRNMVETSDGLETSENEREISCKHSTSEKPSKA
PFDTAPVGKQPSLVAAGSATSATNPGKATVSEKEEVKPDDLEWASQOSTETGSLDGSCRDLLNS
SITSTTSTLVPGMLEEEDDEEEEEEEDYTHEPISVEVQLNSRIESWVSETQRTMETLOQLGKTLN
GSEEDNAEPSGEEEAEAPEVLEPRMDSETWTTDHHANQEQQOKPSSCSSLSTEHSDSHYAPPDP

Gallus gallus SBP2 (Refseq: XP_424425.2)

Gallus gallus SBP2L (XP_413816.2) *duplication of residues 6-173 in Refseq sequence
deleted

MDKADKNVKLSAEVEPFIPOQKKGPETLMIPMALPNDSGGINGVEPTPIPSYLITCYPFVQENQS
NRQFPLYNNDIRWQOPNPNPAGPYLAYPIISAQPPVSTEYTYYQLMPAPCAQVMGFYHPFPPPY
SAPFOQTANAVNTVTTECTERPNPPGOQVFPLSTORSRSSNRGPIIPKQQOOLOMHIKNKRPPVKNV



ATOKETSSSGPENRSKIVLLVDASQQTDFPSDIANKSLSESASTMLWKSKGRRRRASHPAAESS
SEQGASEADIDSDSGYCSPKHGNNQOAAAVTSRNADSCAMNVVEPSINATGVSWTNVNSQATQKK
PWIEKTQTFIRGGRQAEQRNSSQSGFRCRGHSTSSERRONLOKRHEKPLTTSQSSRAEQSPEPL
YFEDEDEFPELNSDNGNSKSSNIQQKISPKVLDDLPENSPINIVQTPIPITTSVPKRAKSQKKK
ALAAALATAQEYSEISMEQKKLQOEALSKAAGKKSKTPVQLDLGDMLAALEKQQOQOAMKARQITNT
RPLSYTVGSAAPFHTKESANRKSLTKGQPSMGCLNPLDSTAPKVKRGKEREI SKLKRPTALKKI
ILKEREEKKGRLSVDHSLLGSDEQKQVHISLPTDQOSQELASQEETGLSMPSDTSLSPASONSPY
CMTPVSQGSPASSGIGSPMASSAITKIHSKRFREYCNQVLSKEIDECVTLLLOELVSFQERIYQ
KDPMRAKARRRLVMGLREVTKHMKLNKIKCVIISPNCEKIQSKGGLDEALYNVIAMAREQEIPF
VFALGRKALGRCVNKLVPVSVVGIFNYSGAEDLFNKLVSLTEEARKAYRDMVAAMEQEQAEEAL
KNVKKAPHHMGHSRNPSAASAISFCSVISEPISEVNEKEYETNWRNMVETSDGLETSENERESS
SOTAVPEKAANGQIAKSTLHKQOPPLAATSTTSATNHGKATPGEKEEVKPDDNLEWASQQSTETG
SLDGSCRDILNSSMISTTSTLVPGMLEEEDEEDEEDDEDYAHEPISVEVQLNSRIESWVSETOR
TMETLOLGKTLSGAEEDNAEQSEEEEIETSEQVDPAVDSEEWTNDKHASNIQHKPTICGSLNKE
HTDSIYMP

Gasterosteus aculeatus SBP2

MKLVLVILSPSTQTSKGNSGVHAEGRVVGKNSLDPOOKGLRGGRSTL.PNSAEPDLVPFEVKMTDF
PELAVGSLGKGDPPTOKESRGPTIPSSSPOMRIAASSWKSVRKGPPTOTDPROTGNNDVPDSPA
ESPGHLGGTSWANVASOPPKKPVPKEKTINEOTEETAAOREEGAPGKRKRKKKKKAKGAVEDAE
EESEEPAMYOELPKFEDEFEFPGLSPAVTRTERLKTSSYAAKLCNEENOREGFOROSADHKEKA
PAETHKKGOKVEKVSGKKSKVPVOLDIGNMLVALEMKOSOKVKPDAKPVITL.SVGGGLTVVQKQOK
KLPSHQDKIAHNPLDSTCPLVKKGKQREVPKAKKPSPLKKVILKEREERKLKRLLEERGLPLEC
EFTPANDGDVDAAEEGGPVETNATASDEVGSPKEELEDRSDFNGAEQVVNKADEEADKDKIVEQ
RTISPVPCPASRPKIHSRKFRDYCSQOMLSKDVDECVTALLKELVRFODRLYOKDPMKARMKRRT
VMGLREVLKHLKLRKVKCVITL.SPNCERTOSKGGLDEALYTITDTCREOGVPFVFATLSRKALGRC
VNKAVPVSTI.VGIFNYDGAODFYHKMIELSSEARRAYEVMVSSTLEOTGOADPESVEEKTL.OTSSAA
EEAELGRDITPPEEPEYMKIWKKMLEKDYNHKFLNFEEQLSSMHIL.DSVCAENTDEDDKS

Gasterosteus aculeatus SBP2L

MAVHLSLVQDVKLSAEVEPFIPQKKGMEGSQVSMSLSGEAGGGGSGGGSGGVETTPIPSYLITC
YPFVQENQPNROHPMYNGGELRWOOPNPSPGGSYLAYPILSSPOQPPVSNDYAYYQIMPAPCPPV
MGFYQPFPGPYAGPVQAGVVNPVSAEVGERPLPLGPAYGMNSQRGRGMVRPNVPPNVQKQQLGV
COPLRGRRPPTRSVAVQKEVCTLGPDGRTKTVMLVDAAQQTDFPGEVSGRCAAERASPQLWKNK
TKRRRASHPAENYSEQGASEADIDSDSGYCSPKHNQAAGVTQRSAENTAAPTAVETGVMTGTWV
NVASQATQSWGDRNGHFHRADQRKNSEQRNFSQEFHTGYAGRGPPGLSHQRPQPAVVSGTQVSP
HPLYFEDEDEFPDLASGGAAQRCTKAESTSAQTHAQPKLPKNLLDNLPENSPINIVQTPIPITT
SVPKRAKSOQRKKAMAAALATAQEYSEISMEQKKLOEAFTKAAGKKSKTSVELDLGDMLAALEKH
OOAMKARQLNNTKPLSFTVGTTAPFHGSGLVSLPSALKGHQQOPYSVPHNSLDSTAPRIKRGKER
EIPKVKRPTALKKIILKEREGKKGKTSVEQESSGQEEHADESLHFTDDLAREPASQEETGLSMP
SDASLSPASONSPYSITPVSQGSPASSGIGSPMASNAITKIHSRRFREYCNQVLSKEIDESVTM
LLOELVRFQERIYQKDPTKAKTKRRLVMGLREVTKHMKLNKIKCVLISPNCEKIQAKGGLDEAL
YNVIAMARDQEIPFVFALGRKALGRCVNKLVPVSVVGIFNYSGAEGLFNRLVSLTEEARKAYKD
MVSALEQEQAEEAQKNDKKLPHHMGHSRNHSAASAISFCSIFSEPISEVNEKEYETNWRSMVEN



SDALEPVESEPRRPAPPTSTPKVGEAAAATPPATSASTATPSSTAPQTARTAPPTLTQGNGERD
EVRVDDRLELASQQOSTETGSLDGSCRGPLNSSITSTTSTLVPGMLAEEEEEEDYTPEPIAVEVP
TLSSRIEYWVSKTLENLQLGKSQESTEEEDEDEEEEEEEERGHSEEEEDLDSADIAETRSEDKD
QVEVKKPLDTRNNLRLNSFRLORFWEQVLEMGNCSPWLAEEEGT

Homo sapiens SBP2 (Refseq: NP_076982.3)

Homo sapiens SBP2L (GenBank: AAH33001.1)
Ixodes scapularis SBP2 (GenBank: EEC14282)

Lottia gigantea SBP2L

MDQIYYONIRMVRPNMGRYPNQIGGTRHPRPPVNVTHTMHGVVPMHVWANGPPVRNHYPMVAPD
HLSHKNVTDITESRPTKPLMCNTESQTDFPKEIADLHLKELPNSLYLHKDKVKPENINGVKKTE
GTSNOLILVVODMAANVMTSGTHPRGSKHORTLSTDFSTL.RAKTAVIOAESKEHHSSEAEEKTPET
TETKKKRKRNRKKKKGKGENVENSENAGDANHGAEEEINIRLEDELEFPDLSGSKRVPSTAPAL
ENSTASNIKQLGLSNGVQETEDIPDPDLGSFEVENDSNDQILFKOQAAETKSARKRRKRRDQANK
AANDEMAEITIEQOMLOELGLKAKRDQGPAKEAPIVNTPTPALKPPKTANGSGKNNRKSNQPIA
LDFAAMIDALEQKRDDAITTKNAPKKHVIKKKVKPELEPPRRPHNPLDSTCPKVKRGKEREFPK
PKKPSPLKKVILKEREEKKRMRLLEEDPSGVSGGSQVCVGVVNPESDLSQODEDKGKGSASAELS
PVSQTSPFSMSPLSPSASPLOSGFNSPIAKDSSNPALLKIHSRRYREYCTOMLEKDIDNCCLQF
LONLVRYQDKQYHKDPKKAKSKRRIVLGLREVTKHLKLOKIRCVIISPNLEKIQSKGGLDDALN
NILNMCTEQEVPYVFALGRRALGRACAKLVPVSVVGVFNFEGSERQFWRLIELTQKATDSYKEM
VSSVEKDLOQENPNNRAGPSGVPNLFAHMGHSRTPSGCSAISFTSSILSEPISENYPYSEPETDS
KGYEVSKSPRSQVTGIQSSVINEQSSVYYETDAGNEADTEDYLEPVEPSKSPOPYFNHTGDSDE
DEDPDNIEDLPHIDSIHYGNFDLSVEILSQHSSRTIENSEAMSTHSSRTLRDGSPTMLLEKLNE
KHSSSSQQKIIDKDRIKSWVEATQGVGDDTRVDSGSAEEEAGQPVEGEEELCDITTAVDKEEVV
TAS

Monosiga brevicollis SBP2 - partial

TRPRVKRDEHAKRPPGRPGROPRAEDAPKTASATKANRRRKKAAKLEGAKORAKERANTL.AASAA
LTPSPAAASHLSRILDASDTSASDDAEAPGPSTMLDFGLLTDOAORSKALEOSGKKTSSORGITG
GKKRPGANGNPANOOSPL.GARVNOLDATAPTRRRGKERAVRKEKKPSOMROLMKEFEQOTARRRAH
DENVTGASSSGSIMPESRAOTIPADPPSSPSPEGEGKSHSSEPSTVKGVDDPEALSSLTAAVSTS
LTLDESKSEPPQRKLTSPTSARTMPALESNFFPNRAPRLFSNNFRECVSALLCKRVCSHHGRCL
SCLRIALWFGFFSSLNPLOTRYCDHALDPEVDETVKQLLKDSMRFYNRAVEKNPMNAKARRRLV
LGANECHRKLALGKVKLLLVAPDQORTNVPGALDDNLHQILQIASETGTPVFFTL

Micromonoas pusilla SBP2 (GenBank: EEH57887.1)
Monodelphis domestica SBP2 (Refseq: XP_001375702)
Monodelphis domesetica SBP2L (Refseq: XP_001380472.1)

Nematostella vectensis SBP2



MVKKIMEKVGDDESTKGATKOLNKPTL.ITDOTDTKGI TKOVAGKKSPFLKRKDRPTVSKDAWARPO
GSKDNPRNADHSETRKNROYFENTLKGVKESTNKTEERDNVDMKRWVKDRTAS SVKDDKNHTKPN
SKOVPISITVNNNRDAKKIWSKESNLSLSDITDIQPKTPVFVKEEFPDLSNTKQGENQSTLTSD
WLSGGTRMPILSYSAALKTKPQPROLPDSREKPGRSSSQGSTEQENQSVKKKKKRKKKKKPTET
EGESSTTKQOPMPTKKTKEPLOQFDLGMLLSSVQGAFITQWDNLDVFIQFQEVRTKDRKEKQVKK
AVVAGTLPTQIANSAAGLSKGVPQSAKPGPPVKVFHNMLDSTAPVIKRGKEREVPKKKKPSALK
RITLKEREEKKKERENAEHEKTDDGDASGAEIASSNVEMADEEIKDQVEPPNTCTTQEEEQGKP
NDALSLSTPSDGEVKAKLHSRRFRDYCDQVLDKELNTVTLKLLSELVRFQDRVYFKDPEKAKAK
RRYVVGLREVTKHLKLKKIKCVILSPNIEQIKSAGGLDDALHNIISLAHTNRIPVVFSLRROIL
GRAVCKKVPVSAVGIFNYDGAQDLFKNLMELTENGRKVYAERWNAAQEALREELDNEHPVISCN
TEQGGPQEAQDSRACDGEHSDDGEADDGSESGEESEGVTSEHPMTSCDTDKGGTQEDQASRESD
WVHPDDFGESGKKC

Ostreococcus lucimarinus SBP2 (Refseq: XP_001417625.1)
Ostreococcus tauri SBP2 (GenBank: CAL51930.1)
Phaeodactylum tricornutum SBP2 (Refseq: XP_002176757.1)
Plasmodium vivax SBP2 (Refseq: XP_001351170.1)

Rattus norvegicus SBP2 (NP_076492.1)

Rattus norvegicus SBP2L (XP_001077702.1)

Saccoglossus kowalevskii SBP2L

MLICQVVRSDSYECLYIQYTKHVTKCFSYINNWKAKTLSAEVEPFVPNRLGDGTTGDKSLPQQH
YSDSSLPSALNNASKDONSNVNIGELPSYMINCYPFVODSCITDVRWOOGAQHHYPHQPYGNPH
SEFYPOOOPPLPYPGYYPGYPINPYVTGYQPHOQLPPPYPOGYPHKGGYRSNROGGNKQNKNNRR
RNKGGSADTKSVGVQKTSSGEKVIIPSKDIKRKIKTVIYVDACQQTDFPDDLANLSLLERPSSF
RKAKAKNRRKTQOSQOTRRTNISSTDSEFEEAQVDSDSGYSSPKHCRNLSVGSSTQGIVTQDAAT
GTPSSNTPASNTRVPSTSNVNTTTPSNTQATMASMAGPPVMSYAGAVAKAKVPVASVVTPSAID
RTHVAQQAMKTQWNKSKVINSTNRNLOSEPHDRKEVPADTINSTVSGTTATELVAQPIKKKKRQ
RKRNKSRDSGRSANSSINSLARSDLLTTPVPSAEEFGALKFEDDTEYQDLPSVVPNRSEDRPTV
MSYSAVVQORTTTPTTMTVHGSYVDKSDNYEDTEVKMKMLPEELMSPEVAVSTVKEGKNARKRR
KKALIATQAAAQEYSEITEEQKQLOENLKKPNKRTKMPIEFDLGDMLAALETPITNPLDSSAPV
KRGKEREQPAKKKPSALKRVILREREEKKRLRILGECTLSDDDTNKVMFQEVDEEIEQGVQLSQ
ESSEWTTGOSAVANEYEPTLTWFAAKFWTTKSSCWFSYTVPNAALPKIHSRRFREYCNQMLDKE
VDGCCTTLLOTLCRFODKQYHKDPTRAKSRRRIVMGLREVTKHLRLRKVKCLLISPNLERIQSK
GGLDEALDVIISLAQEQDVPFIFALGRKALGRAVNKLVPVSVVGIFNYDGAENTFRELLDLSAK
ARAVYNDMVVTYQQETESQNAARIAKHROHMGHNRNLSGCSGISFSSVISEPISENYPDPEPEF
DEFGREIEQGNAYSQDHGNITSTRLERTDEEVEKTITTEVLNSYDNDGDVNVECLRTRSRSSSQ



NVKEDGEGDDDVDDDDEEEEEEEEEEEDDDDLSEEDDNCEITLENDKVCDSSFPVDKDRIECWV
AEAQSCISSLKIEDIENVPCHEAAGNSHPPDIPENVRPGSSSQEVDTSEKNCHSDSRYEPNSS

Strongylocentrotus purpuratus SBP2L (XP_001188118.1)*
italicized region was appended to the Refseq entry based on EST data from
Paracentrotus lividus and the S. purpuratus genome

APRLSAEVDPFVPGSTPPSYPSSSMTAMYYNAPSHQHQQQQHHHAPQPLHPHQHQQHHHQQTIP
GMVPQPSPSQVVSGMLSEATAAMPGLKPPPPSQPQGGGGGGGGMQOQYQTSSASAVATMNGKKVP
LTELPRYITTCYPFVQODSSTGAAPATETWMGYPNSSQQPNQPHPQPQQHQHPPLPLPPTSQHPL
SHQQPPQTTPMYAPPPPPPPGHQPPSAHLTQQQONQEYFPVHPGYNQVPHQTPPPAAASPGGPLY
QQOGAYQQHGGTYQPHLTGTAPHHPTHHHHTQSPTPMPLASQS SMPAGGVPVSHTPFAPPPMMTP
PSQSPSPYPFVPPPPHGAATPGGYDAALPGTQPTLPSYGQYGYGAYPGPQVKVRGORPMNKDHR
YPGGYQNKGREHYQAYVPPPTDLPKPKTKTVVFAEACAQTDFPEAIANKPLSDKTSNLTSRSKA
KTRKKSQGNQTGRDASSSSDSEVENTPHDSDSGYYSPLHAQQHNSTGLVSTYSTQTGKPTYSNV
AMNNKSSPHQESRTVEQNTFTONQPLVVPQGPPLGPQLGPAPVIQRGRFTPVQPGIPSFRPVMP
MSYANMLTKPRAANPPPPPLANVGYPQRPPNVFPTQPPPTYRNMAVSPAPMLYQQQQQ0Q0ORRM
QSPVPAPQKPPVTPEDTPRKRKQKRTKGKKDGEVELEKPKMVNAATYAKPPQIQDKEEYPGLPL
GSPAGNKFGMSTGGRPISYSSALQQORAPVQLVNESSSEEEEEESGGDPSSIIKPEELLSPANVM
STIKEGKNARKRRKKAIMATQAAAKEYSEITEEQRQLHENMKKQGKRTKMP IEFDLGDMLAALE
KQQQEIRAKQQQQQQLIQRGPVAPSRNVQFAPNVATMDPYSQSRPVKDVPRGHNPLDMTAPVKR
GKERELPAKKKPSALKRVILKEREEKKRLRTLEESRLSDDSGLSSPATGMGRSNPTQVATKIHS
RRFREYCNQVLDKDIDGCCTTLLOTLVKFODROYHKDPAKGLSQGLSQGLSQGFSQGFSYGFSH
GFSQGLSQDAPSDRGSFPGFNASQSDLSPLSQMSPLSMSPLSPGSPLSSGLSSPATGMGRSNPT
QVATKIHSRRFREYCNQVLDKDIDGCCTTLLQTLVKFQDRQYHKDPAKAKMKRRLVMGLREVTK
HLKLKKIKCVVVSPNLERIQSKGGLDEAMDRISSLASEQNVPLIFALGRKALGRAVNKVVPVSV
VGIFNYDGAEDTYKQLLDLSTRARNAYADMVRKFQOELEAANAASAARMAKHRHHMGHNRNLSG
CSAISFSSVISEPISENYPNPEPEVDSQGREIEPDPPTTPTYSPQGGGCSSDAGOQHPSAPMRS
LSFTGTGSVISNSTDDTIHKEEKDGGGS SVGKDYVMSETSSRTLTAGEGDODLEEGSKEDVGRV
ELEELEAGLVDQDHDEEEEDEEEEEDEDEDAEVIKANILLPEDGAPEKRVADWVAEAQQCIESL
TVDDESGDDGGDAKKKGVGEKKDEKPSDANISPEQVGKMLTSLEV

Tetrahymena thermophila SBP2 (Refseq: XP_001011959.2)
Tetraodon nigroviridis SBP2

MDFTSQDTVMGKNPLNAQRKGFRGARSAPHSAGRSKPLKSDFVPFEVRINDFPELAGSKSATCH
IENWRSTSLSTSPPKOPTVSLKFQIMHFSVKALCEFVTSWASTIASQLPKKPVPSQOSEIDGKHLQ
TODDCEQQEEVTPGKKKRRKKKKNAKSKDVDAESEEPASYQEPPKIEDEEEFPDLFLSLTVNDR
MMPSSNAGYEEIRKEGVHLPDSSKENLNVPKGQOSKDVALNGOQKTEKSSSKKSKAPVQLDIGNVL
ANFEKKQOSHRSRODAKSVILSVGGGLPIVQKQPRAQKKSARQODKIAHNPLDSTSPLVKKGKQ
REVPKAKKPTPLKKVILKEREERKQRRLLEERGLLPEQESWPAEEAAAEEQHNTTDEVGSPPEE
LCELLALNAANQVAKGHDEEPEKDKTVEQQTTATPSASYPTSRLKIHSRKFRDYCTQMLSKDVD
ECVTTLLKELVRFQODRLYQKDPMKARMKRRLVMGLREVOQKHLKLRKLKCVIISPNCERIQSKGG
LDEALHTIIDTCREQEVPFVFALSRKALGRCVNKAVPVSLVGIFNYDGAQDFYHKMIELSSEAR



IAYEVMLSNLEQTSAEEEPQTCTLAEKINTSSEDAQPEEPEYMKIWNKILEKDNSNKLLNLEEQ
LSILHLESECPESTNDEES

Tetraodon nigroviridis SBP2L (GenBank: CAF99852.1)
Thalassiosira pseudoanna SBP2

NKSIGTPATKKGRORLAPRKKKLTTLKKRVLEERLRVWKERNDGSSVDDESAQLGGEGPLKRAK
IDGANDSLSGEVVTPTTTTLLIENFVRPDEDDLTDDDEYDELLSNVIST.AESVGRVVSVEFVPRP
SSTANTSEDGGGDTEEEAKYVGSAFVKYAFSKDANAGNNILDGVIVGGOPIRTFLLLGVDDFSG
SCTGEGNGMPPSAEEERKWNLAVMRTMSERQSPMRDPSSELTGDNGSSMSVDHSPSNTIVFHKI
LCDDDYEDEGALQESLDDIKSLAIQYGOVTDARAATTGRDKGDVYISYKAQVSAEKAVQQLNGV
IVGGSNILVSTQLESPHYKQPSGAVEIILSNVLNESDFEDEDCMNESIEDISNMARKYGLIGKV
YAQTSGEQRGNVRVEYLEGEEAARRAAQQLNGLTIGGVVISATAVSSSINANDADEKQANSDRS
QOPEKEAPPPMYSGDKITIPERFAACKRVPKIPNAGIPRSYASKINDERATPLLVEMLGELMRLOE
RSKDDKNARARRRLVMGLREVARGIRAHKVKMVVMANNLDEYGAIDSKLQEILDMARAEDLPIL
YELNKRRLGKAIGKSIKVSVVGIQONADGAHEPFKKLKRMLGMA

Toxoplasma gondii SBP2 (GenBank: EEE23583.1)*
deleted residues 692-721 based on EST data

Trichinella spiralis SBP2 (translated EST GenBank: ES273228.1)
Trichoplax adhaerens SBP2

MDATKSEDEDKREPSKVQVLSAGAVPFVPSYFLNKQEDNLVADKLTSSSKHAQLONKKNIHRRN
KASGYAANYYPNMPSPVRTNNSLPLPGMPGSSNNLTPCDQYLPIDYCPFIPIPYQYPPNTISDN
YLMNHRGYYPIPGNYNQKKKPFOQRHSNPDVKHDTHEKDTKVQSNEKEVSQVNNDTNTVDTTSNR
NNNNANONEKKITPLAGNSADLLQETKKSKRKKKKKNTPANDKVLSTATASDNSHOQEIPISNDK
NOQTQODATISVQTPSSILDVVSMKTLNPSSLEQSEIEDFPQLKINSESNVNTSTVKSYSQVLOMP
PSKOSDTKTIPODNDNDINRKDLNSSSTSDNDHKDDSNOQDQETKSKKKKKKKKKKANQGAKAID
RKTTFNIGEIISQSQOROTTSNNKEKVKNTKKGITISIGISNPGIYVHKKNEDSQRSLLPSQSD
KKVKPLNPLDSSASTIMHGKQRETPKKKKPSLLKRVILKERNDKKKSKDIRAHSLPNLYQDNNL
IETADETHQOCLSLSTQHHPKVGTLFLTVTKYGSIDGLTEQSTKSDIHSRKFREYCDHVLSKEIN
NYIWDLLRELVRFQDRQYQKDPIKAKIRRRYVLGLREIQKYLRLKKLKCVVISPNLEKITYEGG
IDHTLOQRITETCHFONVPVVFGLNRHSLGRAVKRHVPVSIVGVVNYDGVHEKYHELMKLVKTAR
EDYKNLKVKKLLENITN

Xenopus tropicalis SBP2 (Refseq: NP_001090731.1)

Xenopus tropicalis SBP2L (GenBank: AAI67330.1)



