23 MITOCHONDRIAL CARRIERS FROM S. POMBE  FOUND BY SEARCHING THE GENBANK NR DATABASE

WITH 28 YEAST CARRIERS (ONE FROM EACH MAJOR BRANCH).  DAVID NELSON  OCT. 20, 2000

AB004539.1|AB004539  Schizosaccharomyces pombe 38 kb gen... 

AL021766.1|SPBC27B12  S.pombe chromosome II cosmid c27B12   

AL022299.1|SPBC29A3  S.pombe chromosome II cosmid c29A3     

AL023634.1|SPBC530  S.pombe chromosome II cosmid c530       

AL031525.1|SPCC1682 S.pombe chromosome III cosmid c1682 CDS 

AL031966.1|SPCC1442  S.pombe chromosome III cosmid c1442    

AL034353.2|SPBC1271 S.pombe chromosome II cosmid c1271CDS   

AL034433.2|SPBC1604  S.pombe chromosome II cosmid c1604     

AL035085.1|SPBC12D12  S.pombe chromosome II cosmid c12D12   

AL035536.1|SPBC83 S.pombe chromosome II cosmid c83          

AL132667.1|SPAC139  S.pombe chromosome I cosmid c139        

AL133156.1|SPAC227  S.pombe chromosome I cosmid c227        

AL133157.1|SPAC1B2 S.pombe chromosome I cosmid c1B2CDS      

AL136535.1|SPBP23A10  S.pombe chromosome II p1 p23A10       

AL136536.1|SPBC1703  S.pombe chromosome II cosmid c1703     

AL355013.1|SPAC823  S.pombe chromosome I cosmid c823        

AL355632.1|SPAC688  S.pombe chromosome I cosmid c688        

AL360054.1|SPAC328  S.pombe chromosome I cosmid c328        

AL049559.1|SPCC1450  S.pombe chromosome III cosmid c1450    

D89102.1  |D89102  Schizosaccharomyces pombe mRNA, partial..

D89111.1  |D89111 Schizosaccharomyces pombe mRNA SY 0372    

Z49974.1  |SPANC1GN  S.pombe ANC1 gene for adenine nucleot..

Z98597.1  |SPAC17H9  S.pombe chromosome I cosmid c17H9      

Z56276.2  |SPAC4G8 S.pombe chromosome I cosmid c4G8 CDS

Z69727.1  |SPAC4G9  S.pombe chromosome I cosmid c4G9        

Z70721.1  |SPAC12B10 S.pombe chromosome I cosmid c12B10 CDS 

Z99168.1  |SPAC8C9  S.pombe chromosome I cosmid c8C9        

Z97209.1  |SPAC19G12  S.pombe chromosome I cosmid c19G12    

>AL023634.1|SPBC530 S.pombe chromosome II cosmid c530 70% TO AAC1

CDS  complement(28115..29083) gene="anc1" note="SPBC530.10c, len:322"

Z49974.1|SPANC1GN S.pombe ANC1 gene for adenine nucleotide carrier 

D89102.1|D89102 Schizosaccharomyces pombe mRNA, SY 0141 

MATSSAAAAASTPVNANTITETKNSTFFFDFMMGGVSAAVSKTA

AAPIERVKLLIQNQDEMIRAGRLSHRYKGIGECFKRTAAEEGVISLWRGNTANVLRYF

PTQALNFAFKDKFKKMFGYKKERDGYAKWFAGNLASGGAAGAASLLFVYSLDYARTRL

ANDAKSAKKGGERQFNGLVDVYRKTYRSDGLRGLYRGFGPSVVGIVVYRGLYFGMYDT

LKPVVLVGPLEGNFLASFLLGWAVTTGSGVASYPLDTIRRRMMMTSGEAVKYSSSFEC

GRQILAKEGARSFFKGAGANILRGVAGAGVLSIYDQVQLLMFGKKF*

>AL035085.1|SPBC12D12 S.pombe chromosome II cosmid c12D12 YNL083W HOMOLOG 50%

CDS complement(join(12370..13488,13526..13687)) gene="SPBC12D12.05c"

MPTELSDITIQSVLPCDYSLFKNNLRVSRLPESRFVFSPKEEIN

CQSLLQGPELKTALDNLNFIHKQKFEHQFRHGYWKLHPHPHHQHDSIIPASWIHDTPH

MKLVFHRLQNLPDGDLLLENDPKNNVGYFISGGIAGIVSRTCTAPLDRLKVMLISDTG

SKPSPKYPFATLLHTTKVLWNRNGIRSFFVGNGINVLKVMPESSIKFGTYEAMKRVLG

ISSSSENHSPLYSYLAGGMAGSVAQMFIYPVDTLKFRIQCSDLSRGQHGKSIILSNAK

ELYKSVGIRGYYRGVLVGILGMFPYSATDLGTFEGLKRTWIGILASRDNVDPQDVKLP

NGLVMAFGALSGSTGATIVFPLNVIRTRLQTQGTSAHPATYDGFIDCFYKTTKNEGFR

GLYKGLSPNLLKVAPSVAISYLVYENCKKWLGLE*

>AL132667.1|SPAC139 S.pombe chromosome I cosmid c139

CDS complement(1382..2344) gene SPAC139.02c, len:320 

probable mitochondrial oxaloacetate transport protein 54.8%

MSEKQTIKALPAHNPTQVKKLGPVSGFLSGGLAACGAVTLTNPF

EVIKTRFQLQGQLTKLDPSKRIYKSVGQAFSLIARHEGIRGLQRGLGTAYVYQICLNG

CRLGFYEPIRRTLNTWFLDDPKGNKLAINVASGAGSGLCGALFGSPFFLVKTRMQSYS

PKFPVGQQYGYKHIFNAFSRIIKENGVKGLFVGADAAILRTVSGSSVQLPIYNWAKRM

IEHYNLLEEGMIKHLTASAVSGFGVCCTMQIFDTVMTRMYNQKNKELYKNPIDCILKT

IRSEGFFALYKGFGAHLARIAPHTIFCLTFVEQTNKLFLKFQKD*

>AL360054.1|SPAC328 S.pombe chromosome I cosmid c328

CDS join(22940..23005,23277..24107) gene="SPAC328.09" len:298, 

yeast ODC2 HOMOLOG 56.1%

MPHDNIPFPVTFAAGAVAGISEVLTLYPLDVVKTRMQLSVGKSD

YNGTFDCLKKIVKNEGPHRLYRGILPPILMEAPKRALKFASNDTYSKLWRKVFKRKDS

SPALSILTGSCAGFTETFVVVPFELMKIRLQDVKNASKYNGTVDCFTKIVKQERILAL

YNGFEATMWRHVVWNAGYFGVIQKIRNSLTPASSRIGEIRNNLIAGTIGGIFGTFLST

PFDVIKSRIQTVPRIAGQVPKYNWAYPALVTVAREEGFTALYKGFVPKVLRLGPGGGI

LLVVFNSVIEFYKRCLVHNASA*

>Z98597.1|SPAC17H9 S.pombe chromosome I cosmid c17H9

CDS 18659..19639 gene="SPAC17H9.08" len:326, 

SIMILARITY:Saccharomycescerevisiae yhr002w HOMOLOG 46.0%

MPNSTAQYPEKDSWEFLVKSGIAGGTAGCVAKSVVAPLDRVKIL

YQTNHASYRGYAYSRHGLYKAIKHIYHVYGLHGLYQGHTATLYRVFPYAGIKFVAYEQ

VRRVLIRDPEHETHARRFLSGSLAGTCSVFFTYPLELIRVRLAYITNTGKNPTLTQVT

KDIFHERDFLCNKKYPGLSRLSKICNFYRGFSVTLTGIFPYAGMSFLAYDLATDFFHK

QKIDEWVSTKKSDKKLKTWPELLCGAFAGVCGQTVSYPFEVCRRKMQIGGIRKNKSFL

RLKQVVQTTYKEAGMRGFFVGLTIGYIKVIPMVSTSFFVYNHSKALLGID*

>AL355632.1|SPAC688 S.pombe chromosome I cosmid c688

CDS join(15627..15793,15842..16760) gene="SPAC688.09" RIM2 HOMOLOG

MTLHCQEPKIRSLDMLSNSEIKPSENSQKTKVLLTKANNASNER

APPPLSHFIAGGVAGMLGAIATAPLDVVKTRLQSDFYKDRFLKQTAKSKSPLTAAYRH

FMDTCIILKNVKVHEGTRALFRGLGPNLIGTIPARSINFFSYGNGKRILADLFNNGQE

NSQIHLMAAAIAGVITSAATNPIWLVKTRLQLDKKSGQAAQYRSSIDCIIKTIRLEGF

RGLYKGLSASLLGVGESTLQWVLYEKFKHAVAIRQLRRKELGIQETIYDKVLDWGGKL

GGAGIAKFMAAGIAYPHEVVRTRLRQSPSINGTPKYTGLIQCFKLVWMEQGIVGLYGG

LTAHLLRVVPNACILFGSYEVIMHFIG*

>AL034433.2|SPBC1604 S.pombe chromosome II cosmid c1604 28% TO YGR096w

CDS complement(join(33629..34481,34528..34619)) gene="SPBC1604.04"

MGLAKQKDSQEFAQPVWHYTLAGGISSVICRFMIAPFDVIKIRM

QITQSSLRPVFKETVQKEGVRALWRGNVVAELLYLVYGAAEFVAFSKLKHLTENLAMN

DHAVNFLCGTSAGIFATLTSYPLDTMRTKFASYAKTPHMLPATKKIYAEAGIKGFFPG

LKFSVIQIGPYAGCFFMFYRASEAVLSPLGLALSSTLSGVIAGAGSKAIMFPVDTVVK

TLQTFPSNYKSFKDCFLSIYRNSGIKGLYRGLSVSMLKVAPGRYECLWLSCHFYYSII

YLLNSMFYLLTFYSLRAITMLIYEQTLQGLRTLSSPEA*

>AL133156.1|SPAC227 S.pombe chromosome I cosmid c227

CDS complement(3560..4675) gene="SPAC227.03c"

yel006w  (49%)"

MVDDSLKDAIAGGAAGLASSLVVAPLDVVKTRKQAQKAFYSTGG

GKNTMVLGGTLSSMRTIFHNEGIAGLYRGVGPMMLGYLPSWSIYFVVYEKCKVLFGVN

KKYTSLHEIDSSKVGIKASLDSSDKQFYRYWGGQIFSAVIAGAASVTLTNPIWVVKTR

LVTQSHPRASSFVDKIAAATTVQFRNLQTDAPSVKWRMPRFWLKRRTNVKSSPSQHPV

NPPTGPACSPAYNNTFDAFRKIYKYEGLAAFYRGLFPSLFGTLHVGIQFPLYEYFKSF

LDDFFGKKSNFHIVLAATLSKIAASTVTYPHEVLRTRLQSLDAPTHNSATLLIRDIWR

SEGWRKYYSGMATNFIRTIPASSVTFLSFEIVRKWLN*

>Z69727.1|SPAC4G9 S.pombe chromosome I cosmid c4G9

CDS complement(join(35404..36261,36362..36412)) gene="SPAC4G9.20c"

ymc1p (49.6% identity in 282 aa)"

MHEKGDKNLLAILVFSFTKDFLAGVSGGVAQVLVGQPFDCVKVR

LQSQSNVSPIYNNALDCVKKISKNEGLAAFYKGTVLPLLGIGFCVSIQFTTFEYCKRF

FSRDGTPVTMPQYYVSGAISGLANSFLVGPVEHVRIRLQIQTGKNVLYHGPWDCIKKI

SSQYGLSGIMKGYNPTAAREAHGLGMYFLAYEALVKNTMAKHHLTDRSQTPGWKLCVF

GAGAGYAMWLAAYPFDIVKSKIQTDGFLSKATYKNSWQCAKGIYTKAGLRGFYRGFVP

VLVRAAPANAVTFYVYETVSQHIRHL*

>Z99168.1|SPAC8C9 S.pombe chromosome I cosmid c8C9

CDS complement(20400..21311) gene="SPAC8C9.12c"

MRS4 (43.6% identity in 298 aa overlap

MTYAAEDFDYEGLPIGSPMYAHLLAGAFSGILEHSVMYPVDAIK

TRMQMLNGVSRSVSGNIVNSVIKISSTEGVYSLWRGISSVIMGAGPSHAIYFSVLEFF

KSKINASPDRPLASALAGACAITISDAFMTPFDVIKQRMQLPSRKYKSALHCATTVFR

NEGLGAFYISYPTCIAMSIPFTAIQVATYDTCMSFLNPNAVYDPTSHIISGGLSGAIA

SSLTTPLDVVKTLLQTRGSSSIPEVRKCKGSLDVVRFIYNYGGIPSFFKGIRPRMVVA

MPATAVSWAAYEAGKEILIRVSKTSQA*

>AL031966.1|SPCC1442 S.pombe chromosome III cosmid c1442

CDS join(3460..3855,3979..4599) gene="SPCC1442.03"

SIMILARITY:Saccharomyces YMR166C (46.6% i dentity in 322 aa)"

AL049559.1|SPCC1450 S.pombe chromosome III cosmid c1450

CDS join(44638..45033,45157..45777) gene="SPCC1450.19"

MEPGIPPMIDKAPAYSHVLIAGGIGGATADFLMHSLDTVKTRQQ

AALYTNKYNGMVKCYSTILCEEGVFHGLYSGVCPMLIGSLPATALFFSSYEYTKRHLM

SNYNLPETLCFLLAGFVGDLFASVVYVPSEVLKTRLQLQGRYNNPHFQSNYNYPSFRG

AVKQIAKQEGMKTFFYGYRATILRDIPFSGFQLLFYEKLRQVAQKECGQKDIGVFREL

ITGSLAGAGAGFLTTPLDVAKTRLQTMIRTTDKVSDDINSGRYFFAKDENSKSKSAAS

LVKPKIGIRHVLGGLYKSEGLLGLFRGFGPRIFWTSSQSSLMFVFYEGIIRLFNKNNV

LERD*

>AL022299.1|SPBC29A3 S.pombe chromosome II cosmid c29A3 31% to ORT1

CDS complement(21491..22384) gene="SPBC29A3.11c"

MGLPVHNQPHKAHSGSPASTFSAALVSSAISNVIGYPLDSIKVR

QQTYNFPTIRSCFQNAVKNEGLKGLYRGLTLPLISATLSRSVSFTVYDSLKLTFAHVD

PTLRYFISGLGTGTFISLFACPFEYSKLYSQIDMLLRKTNMGRRQETNSKLSVRPPLS

SFQSASDIVRRYGFTALWNGYRYHLTRDALGSACYFTIYETFKKNLIANDVKPHFAYA

FSGAFCGALSWILVFPVDTAKSIVQRNTLLSIKTPLSSIPWLSFTIYRGIGISLMRSA

LINSCNFTLFELFRETKVLSK*

>AL136535.1|SPBP23A10 S.pombe chromosome II p1 p23A10 38% to YGR257c

CDS 8259..9266 gene="SPBP23A10.06"

MQIGAATEGVEADLSVNAEPDVKPIAKMLSACVGSVITTLTVTP

LDVVKTRLQSESISQYSSTQPISSAKILGKGRPAPKPLGGPVSGLYQIARHEGVRSLW

RGLVPSLTMLLPANTVQFLGYEQLLPLYSDWGFPAAAAIAGASARTISATIVSPIELF

RTRVQAVGGHYPPGHAREIANEVFDGLKLMIHQKGILNLWSGVSVTLWRDVPFSAFYW

WSYERIRLFLLGHPSLQAFSSSQSTKDLYINFVSGGISGTLATLLTQPFDVSKTAKQV

HGHTLTRGQFMLTLWKRGGPKALWKGTLPRCVKVAPSCAIMISSYHLTKKYFSESVDAY*

>AL021766.1|SPBC27B12 S.pombe chromosome II cosmid c27B12

CDS             complement(19829..20662) /gene="SPBC27B12.09c"

len:277aa  similar FLX1 (33.8% identity in 296 aa overlap

AB004539.1|AB004539 Schizosaccharomyces pombe 38 kb genomic DNA, clone c1241

CDS  9955..10788 gene="pi069"

MDQAIAGLAAGTASTLIMHPLDLAKIQMQASMNQDSKSLFQVFK

SNIGSNGSIRSLYHGLSINVLGSAASWGAYFCIYDFSKRVVMSMTPFNNGEISVLQTL

CSSGFAGCIVAALTNPIWVVKSRILSKRVNYTNPFFGFYDLIKNEGLRGCYAGFAPSL

LGVSQGALQFMAYEKLKLWKQRRPTSLDYIFMSAASKVFAAVNMYPLLVIRTRLQVMR

SPHRSIMNLVLQTWRLQGILGFYKGFLPHLLRVVPQTCITFLVYEQVGMHFKTQSSKSQ*

>Z97209.1|SPAC19G12 S.pombe chromosome I cosmid c19G12

CDS             8397..9272 gene="SPAC19G12.05"

putative tricarboxylate transport protein 50% to CTP1

MSTVAKTNPKSSNKPGPVKSIIAGGVAGAIEISITYPAEFAKTR

LQLYRNVEGTKAKLPPFGLEWYRGCSTVIVGNSLKAAVRFFAFDSIKKSLSDEHGHLT

GPRTVLAGLGAGVAESVLVLTPFESIKTAIIDDRKRPNPRLKGFLQASRIIVHENGIR

GLYRGLAATVARQAANSGVRFTAYNSIKQSLQSRLPPDEKLSTVTTFLVGSVAGIITV

YCTQPIDTVKSRMQSLSASKEYKNSIHCAYKILTQDGLLRFWSGATPRLARLILSGGI

VFTVYEKVMEILKPF*

>AL136536.1|SPBC1703 S.pombe chromosome II cosmid c1703

CDS complement(25157..26092) gene="SPBC1703.13c"

putative mitochondrial phosphate carrier 57% to YER053c

MSTPLIPPAPPKKTLQLYTPQYYGLCTLGGLLACGTTHSAITPL

DLIKCRKQVNPNIYPGNIAGFKTILSKEGLRGLYTGGMPTLIGYSLQGCGKYGFYELF

KHKYSTLVGAQKAHEYRTSIYLAASASAELLADIMLCPMEAIKVRVQTSNPRFANTTR

EAWSKIVTNEGFGTLYRGLAPLWFRQIPYTMMKFASFERIVEALYTYIGKPKNMYSKA

EKIGISFAGGYMAGVLCAIISHPADVMVSKLNSNKKAGEGAGAAAARIYKEIGFSGLW

NGLGVRIVMIGTLTGAQWLIYDSFKIMCGFPATGA*

>AL355013.1|SPAC823 S.pombe chromosome I cosmid c823

CDS complement(join(14748..15233,15302..15706)) gene="SPAC823.10c"

ydl119c (40.9% identity in 301 aa)"

MSEIKKTEKLGVKSSKHLAAGALGGFISSTTLQPLDLLKTRCQQ

SQRDSLPKMVRRIILHEGGVFSLWKGTLPSILRSTTGSSCYFYFLNWLRHFAPQSKNI

ASSHIQNLWMGGFARAAVGFAFMPVTVIKVRYESNLYSYTTIYSSIRDIWKKEGISGF

FRGFGVTALRDAPHAGLYVYFYELSKQNLHKLFDRFSPSSSVQGTVPHRNIVNVMSGL

ISGATATAITNPFDMLKTRVQLEPHIYKNFLHSAKLVYANEGFRGFLDGFFLRVLRKS

ISSTITWSVYEWALHRKVIK*

>AL034353.2|SPBC1271 S.pombe chromosome II cosmid c1271CDS

complement(join(12283..12866,12977..13097,13165..13172,

13229..13256,13322..13357)) gene="SPBC1271.11"

SIMILARITY:Saccharomyces cerevisiae, YNL003C, PET8 (35.6% identity in 275 aa)"

MTDDEVQWKPILVGGLSGLVAETLVFPLSTIITRVQSSLSFQQA

GGFQHLYRGLSSVLVSTLPSASSFFFVYEYAKARQKPGVRNHLVSASVAEVVSCGILA

PAEVVRQRAQISKTSVSQIFQSMIHNYRDLWHSFKGMCGRNVPATAFQFVLYEQFKKK

FSATDHVFGAPKGAALSGAITAAVLTPLDVIKTQINLRPESYRKVVRRIYKENGIFGF

EKGLGLRVFASSLGLSIYLGTYEHVKSHLHIRKAGEVSVA*

>Z70721.1|SPAC12B10 S.pombe chromosome I cosmid c12B10 CDS 

join(15940..16200,16257..16413,16559..17013,17100..17264)

/gene="SPAC12B10.09" PET8 (49.8% identity in 271 aa)"

MIFNYVFSNSFSFLYLMVNVQCRIKEIMYWNICLYWDVFSKLII

YNKVCQFGRIHIFHGKNRHQLLRTCHFTPSKRHSAMSFFEALGAGICAGLAVDLSLFP

IDTLKTRLQAKGGFVKNGGFHGVYRGLGSILVGSAPGASLFFTTYENMKSRLSQSGLG

LSDPQIHMCSASLGEIAACIVRVPTEVIKQRAQASGGTLSSRNILQTILKSNNVWRDF

YAGYGITIAREIPFTLIQFPIWEHLKLKWRIKHSRNKNLAHEAAISGSIAGGIAAALT

TPFDVVKTRIMTSQQRLSYVFTIKSIVAHEGFLALYKGIVPRVLWLSGGGAIFLGCYD

VILNFMKAEGL*

>Z56276.2|SPAC4G8 S.pombe chromosome I cosmid c4G8 CDS 27% to MRS3

join(22013..22041,22092..22485,22645..23037)

gene="SPAC4G8.08"

MDVQTLMAASAGAVASRLLCHPIDTITVHKQTIGKFSFKTMPLK

AYYRGLPISLTLITPATCLYLSTYVEAKRRFKPSVGEGAILYSICGMTAEVVSSFVWT

PLEVIKARTQISQKGSVINTISTLARSEGLKGFYRGYWMGVAIYLPTTVSWWVCYEES

KKYLQKQSNWDISVIAPICSALGTVVATTISTPLDIVKTRYQVATSSAMRKAEYGLQA

EKELGILEIAKLLFSKHGVKGFTRGLFTRMCYIMPSGMISMSVFESFKSKDID*

>AL031525.1|SPCC1682 S.pombe chromosome III cosmid c1682 CDS 

complement(join(19274..19790,19890..19984,20106..20396))

gene="SPCC1682.09c" YHM1  (72.3% identity in 292 aa)"

MAPVQLKNKESQTARIVGSASAGILELSLFHPVDTISKRLMSNH

GKITSLTQLNTVIFRDAASAPLLQKATSLFPGLGYAACYKIVQRIYKYSGQPIVKDFL

NENYRHTFDKTFGKGSGKAIMHATAGSIVGIGEIFLLPLDVLKIKRQTNPAAFKGRGV

FRILADEKFALYRGWGWTAARNAPGSFALFGGNAFAKEYIFKLKDYSQATFFQNFFTS

IAGASASLIVSAPLDVIKTRIQNKNFDNPQSGFTILKNMLKFEGPTSFFKGLTPKLLT

TGPKLVFSFTMAQTLIPFFDKLLK*

>AL035536.1|SPBC83 S.pombe chromosome II cosmid c83 

CDS 23000..23881 gene="SPBC83.13" YHM2 homolog (56.5% identity in 294 aa)"

D89111.1|D89111 Schizosaccharomyces pombe mRNA, partial cds, clone: SY 0372

MSKIEKKQASASNLLLGAGLNLFETSSLGQPLEVTKVQMAANRT

QTMAQAIKAIMSRGGILGFYQGLIPWAWIEASTKGAVLLFTSAELEYWGRRLGLGATS

AGAIAGMGGGVAQAYATMGFCTCMKTAEVTRAKQAATGQEVKGTFRVFADLYKEKGIR

GINRGVNAVALRQMTNWGSRLALSRFLEKPIRYFTGRTEAEPLTTGQRFVASVSAGAL

SCWNQPLEVARVEMQSLTKGIQHSSPGIMQTIMSIYKNNGIKGLYRGAVPRMGLGAYQ

TFVMVFLADCVRGYLAK*

>AL133157.1|SPAC1B2 S.pombe chromosome I cosmid c1B2CDS 

complement(5851..7116) gene="SPAC1B2.02c" 26% to YDR470c

MNPYRPYVVVNNVEPTFSITPEPTFETQPTISKSEIFETLRSIL

VTKYLTTFFVQPLEVAKTVCQVEEYLPKRTKIERDGKQTKEPYDEDIPDGTEQEGLSD

DEHEIYAYFETPTTEKAVTEQLAEKLCVDASGYVTDPSNLIERSYTIHSKRFSIKSII

SELWEKEGARGLWKGHTISFLHNLLYSGLQSWLSATLSGALAIADPNIISPIDSVRPL

LSLFIKSITSAISALILSPLDIARTKIILFPISSSSYLSSASETSGNSHKKFKPLTIR

QCLKALPFYCPSSLILPTVCYVSLPPFVSSVLPLTFRNFLGSSPTLDAMVGLGTSAVQ

FLLKCPLEMVLRRAQAQYECNLPPQTIVPVGKYTGIVGTIWCLLSEEDPGKFGIEGLY

RGWRVGIWGMSSTLALNYISSNLREEVEF*

