Dictyostelium carriers Oct 26, 2000  David Nelson

62 ESTs for carriers A-H1 and XYZ plus ADP/ATP carrier 12 different sequences 

AU033446.1 carrier G

AU033662.1 ADP/ATP carrier

AU033707.1 ADP/ATP carrier

AU033732.1 ADP/ATP carrier

AU034286.1 ADP/ATP carrier

AU034372.1 carrier H1 84% to ADP/ATP carrier

AU037208.1 carrier X

AU037518.1 ADP/ATP carrier

AU037678.1 ADP/ATP carrier

AU038181.1 ADP/ATP carrier

AU038988.1 ADP/ATP carrier

AU039397.1 ADP/ATP carrier

AU039591.1 carrier Y

AU051900.1 ADP/ATP carrier

AU052686.1 ADP/ATP carrier

AU052724.1 ADP/ATP carrier

AU053402.1 carrier Y

AU054082.1 ADP/ATP carrier

AU060191.1 ADP/ATP carrier

AU060200.1

AU060277.1 carrier G

AU061051.1 ADP/ATP carrier

AU061323.1 ADP/ATP carrier

AU061361.1 ADP/ATP carrier

AU062129.1 ADP/ATP carrier

AU062227.1 carrier F

AU062233.1 carrier Y

AU071629.1 ADP/ATP carrier

AU071960.1 probably accidental match not a carrier

AU072089.1 carrier F

AU072149.1 carrier Y

AU072849.1 carrier Y

AU073113.1 ADP/ATP carrier

AU073499.1 ADP/ATP carrier

AU073746.1 carrier Z N-term

AU073786.1 probably accidental match not a carrier

AU075923.1 carrier F

C23807.1 carrier E

C24343.1 ADP/ATP carrier

C83946.1 ADP/ATP carrier

C90142.1 carrier A

C90247.1 carrier D

C90260.1 carrier Z 

C90417.1 ADP/ATP carrier

C90619.1 carrier X

C90630.1 carrier Z  

C90713.1 ADP/ATP carrier

C91107.1 ADP/ATP carrier

C91369.1 carrier Z  

C91468.1 carrier Y

C91918.1 ADP/ATP carrier

C92507.1 ADP/ATP carrier

C92649.1 ADP/ATP carrier

C92757.1 carrier Y 

C92792.1 carrier Y 

C92960.1 carrier Y

C93005.1 ADP/ATP carrier

C93716.1 ADP/ATP carrier

C93974.1 carrier C

C93979.1 ADP/ATP carrier

C94034.1 ADP/ATP carrier

C94418.1 carrier B

203 Hits at the DICTY blast server

IIABP1D0818     CARRIER J

IIABP1D1521     CARRIER Z

IIABP1D2427     CARRIER B

IIABP1D3028     CARRIER AA

IIABP1D4063     CARRIER F

IIADP1D1847     CARRIER U

IIADP1D2660     ADP/ATP CARRIER

IIADP1D3336     ADP/ATP CARRIER

IIADP1D3932     CARRIER N 

IIADP1D4923     CARRIER D 

IIAAP1D4976     CARRIER K

IIADP1D5212     ADP/ATP CARRIER

IIAFP1D6959     CARRIER AI

IIAFP1D12908    CARRIER Y

IIAFP1D16968    CARRIER Q 

IIAFP1D17023    CARRIER AC

IIAFP1D26228    CARRIER M

IIAFP1D29217    CARRIER A 

IIAFP1D29720    CARRIER C

IIAFP1D29828    CARRIER AH

IIAFP1D31288    CARRIER L

IIAFP1D33807    ADP/ATP CARRIER

IIAFP1D44087    CARRIER P 

IIAFP1D52252    CARRIER H2

IIAFP1D54815    ADP/ATP CARRIER 

IIAFP1D54903    CARRIER I 

IIAFP1D58757    CARRIER AH

IIAFP1D61640    CARRIER R

IIAFP1D62732    ADP/ATP CARRIER

IIAFP1D72427    ADP/ATP CARRIER

IIAFP1D73431    CARRIER E 

IIAFP1D77269    CARRIER A 

IIAFP1D82184    CARRIER Q

IIAFP1D85068    CARRIER AE 

IIAFP1D93957    CARRIER C

IIAFP1T21078    CARRIER AI

IIAFP1T24410    CARRIER K

IIAFP1T24509    CARRIER I 

IIAFP1T24577    CARRIER I 

IIAFP1T24820    CARRIER A 

IIAGP1D0062     CARRIER G

IIAGP1D1821     CARRIER AH

IIAGP1D7773     CARRIER AH

IIAGP1D10214    CARRIER K 

IIAGP1D10283    ADP/ATP CARRIER

IIAGP1D10723    CARRIER AI

IIBBP1D3442     CARRIER B

IIBJP1D1394     CARRIER AF 

IIBOP1D1755     CARRIER K 

IIBOP1D1771     CARRIER K 

IIBOP1D2158     CARRIER K 

IIBOP1D2463     CARRIER K 

IIBPP1D00123    CARRIER W 

JAX4a03d07.r1   CARRIER C

JAX4a48g01.r1   ADP/ATP CARRIER

JAX4a67e11.s1   CARRIER AA

JAX4a73a01.s1   CARRIER R

JAX4a74a05.s1   CARRIER T

JAX4a74g07.r1   CARRIER AD 

JAX4a88g10.s1   CARRIER I

JAX4a91f08.s1   CARRIER X

JAX4a91h07.s1   CARRIER E

JAX4a126g06.s1  CARRIER Z

JAX4a146g12.s1  ADP/ATP CARRIER

JAX4a197a09.r1  CARRIER K

JAX4b06c10.r1   CARRIER R

JAX4b07c09.s1   CARRIER R

JAX4b16b07.r1   CARRIER AE

JAX4b33f02.r2   CARRIER AG

JC1a32b09.s1    ADP/ATP CARRIER

JC1a76a12.s1    ADP/ATP CARRIER

JC1a77h09.r1    ADP/ATP CARRIER

JC1a91e09.s1    ADP/ATP CARRIER

JC1a151a05.r1   ADP/ATP CARRIER

JC1a178e08.r2   CARRIER M

JC1a211b04.s1   CARRIER S

JC1a231a10.r1   CARRIER A

JC1a265a02.r1   CARRIER K

JC1a295h12.s1   CARRIER K

JC1a296d05.s1   CARRIER Y

JC1a299f08.s1   ADP/ATP CARRIER

JC1b01c02.r1    CARRIER K

JC1b08c12.s1    CARRIER K

JC1b86c09.s1    ADP/ATP CARRIER

JC1b87g06.s1    CARRIER K

JC1b87g06.s2    CARRIER K

JC1b89e05.s1    CARRIER I

JC1b89g06.s1    CARRIER AA

JC1b105b07.s1   CARRIER I

JC1b124b09.s1   CARRIER J

JC1b141c01.r1   ADP/ATP CARRIER

JC1b141c01.s1   ADP/ATP CARRIER

JC1b143f04.r1   CARRIER S

JC1b157d05.r1   CARRIER F

JC1b166d11.s1   CARRIER K

JC1b177c07.r1   ADP/ATP CARRIER

JC1b179h12.s1   CARRIER D

JC1b213e04.s1   CARRIER AB

JC1b219f12.r1   CARRIER G

JC1b221f02.s1   ADP/ATP CARRIER

JC1b222a02.r1   CARRIER L

JC1b264a01.r1   ADP/ATP CARRIER

JC1c25a09.s1    CARRIER L 

JC1c40f03.r1    CARRIER Q

JC1c64g11.r1    CARRIER I

JC2a10h03.s1    CARRIER X

JC2a21b12.s1    CARRIER J

JC2a23h02.r1    CARRIER Z

JC2a28e05.r1    CARRIER Z

JC2a30b10.s1    CARRIER AE 

JC2a71h03.s1    CARRIER AC

JC2a79c04.s1    CARRIER Z

JC2a86f11.r1    CARRIER AA

JC2a98e07.s1    CARRIER AB

JC2a117g08.r1   CARRIER X

JC2a151d02.r1   CARRIER T

JC2a155h04.r1   CARRIER X

JC2a185a01.r1   CARRIER T

JC2a191e07.r1   CARRIER M

JC2a204g12.s1   CARRIER G

JC2b23f05.s1    CARRIER X

JC2b84d02.s1    CARRIER B

JC2b88d07.s1    CARRIER AG

JC2b92b02.r1    CARRIER X

JC2b165b02.s1   CARRIER AA

JC2b174f08.s1   CARRIER Z

JC2b183h09.r1  CARRIER AI

JC2b199b09.r1  CARRIER AI

JC2b234h05.s1   CARRIER J

JC2b235c07.s1   CARRIER Z

JC2b239b05.s1   CARRIER Z

JC2b269c10.s1   CARRIER M

JC2b360c02.s1   CARRIER T

JC2b364c02.s1   CARRIER G

JC2b379b03.s1   CARRIER V

JC2b385g08.s1   CARRIER Z

JC2b399d03.s1   CARRIER Z 

JC2c37a01.r1    CARRIER G

JC2c37a01.s1    CARRIER G

JC2c49f07.r1    CARRIER T

JC2c61b03.r1    CARRIER M

JC2c73e09.r1    CARRIER D

JC2c85c12.s1    CARRIER J

JC2c93c10.s1    CARRIER G

JC2c93c10.r1    CARRIER G

JC2c128c12.s1   CARRIER D

JC2c132d03.r1   CARRIER AA

JC2c149e02.s1   CARRIER M

JC2c154d08.r1   CARRIER G

JC2c154d08.s1   CARRIER G

JC2c155c07.s1   CARRIER AD

JC2c160h08.r1   CARRIER M

JC2d10b02.r1    CARRIER M

JC2d10e04.r1    CARRIER Z

JC2d26d11.s1    CARRIER Z

JC2d103a04.s1   CARRIER Z

JC2d104b02.r1   CARRIER V

JC2e24c05.s1    CARRIER T

JC2e55f10.r1    CARRIER F

JC2e58g05.s1    CARRIER AC

JC2e59g09.s1    CARRIER Z

JC2e86b08.r1    CARRIER F

JC2e97c05.s1    CARRIER J

JC2e128g11.r1   CARRIER Z

JC2f15g11.r1    CARRIER Z

JC2f18f02.r1    CARRIER Z

Contig258       CARRIER AA 

Contig1152      CARRIER P 

Contig2317      CARRIER I

Contig4025      CARRIER Z

Contig4406      CARRIER R

Contig4557      CARRIER Y 

Contig4897      CARRIER AB

Contig5352      75% TO CARRIER Z POSSIBLE PSEUDOGENE

Contig9875      CARRIER E 

Contig10833     ADP/ATP CARRIER

Contig11899     CARRIER X

Contig13171     CARRIER Q

Contig14493     CARRIER AH

Contig15037     CARRIER B

Contig16299     CARRIER N 

sdic6A24d10.q1ta CARRIER AC

sdic6A6a2.q1t   CARRIER R

sdic6A10g9.q1t  CARRIER M

sdic6A54h1.q1t  CARRIER I 

sdic6A62g11.q1t CARRIER S

sdic6A68f9.p1ca CARRIER B 

sdic6A79g7.p1c  CARRIER AA 

sdic6A85d6.q1t  ADP/ATP CARRIER 

sdic6A97h2.p1c  ADP/ATP CARRIER 

sdic6B18a12.    CARRIER Z

sdic6B22b8.q1t  CARRIER Q 

sdic6B27f1.q1t  CARRIER K

sdic6B29c6.q1t  CARRIER AI

sdic6Oa10.q1t   CARRIER C 

CHR2.0.3104     CARRIER AG 

CHR2.0.4869     CARRIER M 

CHR2.0.7192     CARRIER V 

CHR2.0.14359    ADP/ATP CARRIER

CHR2.0.15610    CARRIER R

CHR2.0.17213    CARRIER G

CHR2.0.18322    CARRIER B

CHR2.0.42096    CARRIER Z

CHR2.0.42277    CARRIER AB 

CHR2.0.43636    CARRIER F

CHR2.0.52211    CARRIER J 

CHR2.0.53684    CARRIER D

CHR2.0.56803    CARRIER T

CHR2.0.68448    CARRIER X

CHR2.0.80699    CARRIER AA

71 hits at Japanese Dictyostelium cDNA database (not complete)

FC-134   ADP/ATP carrier

FC-288   ADP/ATP carrier

FC-497   Carrier Y

FC-AH04  ADP/ATP carrier

FC-AR08  ADP/ATP carrier

FC-AV05  ADP/ATP carrier

FC-BK11  Carrier Y

FC-BM01  Carrier Y

FC-BD24  ADP/ATP carrier

FCL-AA14 Carrier E

FCL-AA23 ADP/ATP carrier

SLA543   ADP/ATP carrier

SLA836   Carrier G

SLB283   ADP/ATP carrier

SLB341   ADP/ATP carrier

SLB371   ADP/ATP carrier

SLC448   ADP/ATP carrier

SLC767   Carrier H1 ADP/ATP carrier pseudogene 

SLD756   ADP/ATP carrier

SLD844   ADP/ATP carrier

SLE807   Carrier Y

SLH708   ADP/ATP carrier

SLI504   Carrier F

SLI566   Carrier Y

SLK566   ADP/ATP carrier

SSA115   Carrier F

SSA144   CARRIER F

SSB611   Carrier X

SSC144   ADP/ATP carrier

SSC224   ADP/ATP carrier

SSC348   ADP/ATP carrier

SSC876   Carrier C

SSC881   ADP/ATP carrier

SSD392   Carrier F

SSD529   Carrier Y

SSD738   ADP/ATP carrier

SSE165   ADP/ATP carrier

SSE865   ADP/ATP carrier

SSF232   Carrier Y

SSF273   Carrier Y

SSF351   Carrier Y

SSF440   ADP/ATP carrier

SSF682   ADP/ATP carrier

SSG170   ADP/ATP carrier

SSG306   ADP/ATP carrier

SSH379   ADP/ATP carrier

SSI138   Carrier A

SSI249   Carrier Z

SSI412   ADP/ATP carrier

SSI462   Carrier D

SSI511   Carrier Z

SSI853   Carrier X

SSJ579   ADP/ATP carrier

SSJ856   ADP/ATP carrier

SSK133   Carrier Z

SSK316   Carrier Y

SSK776   Carrier B

SSL639   ADP/ATP carrier

SSM245   ADP/ATP carrier

VSA479   ADP/ATP carrier

VSA667   ADP/ATP carrier

VSA839   ADP/ATP carrier

VSB535   ADP/ATP carrier

VSB568   Carrier Y

VSB739   ADP/ATP carrier

VSB740   Carrier F

VSC104   Carrier Z

VSC267   ADP/ATP carrier

VSD164   Carrier AH

VSE138   Carrier Z

VSE757   Carrier AI

>AF039211.1|AF039211 Dictyostelium discoideum ADP/ATP translocase mRNA, complete cds

AF100676.1|AF100676 ADP/ATP translocase gene, complete cds

Only 31% to C90247 56% to S. pombe ANC1

MSNQKKNDVSSFVKDSLIGGTAGGVSKTIVAPIERVKLLLQVQS

ASTQIAADKQYKGIVDCFVRVSKEQGVISLWRGNLANVIRYFPTQALNFAFKDKYKKF

FVRHTAKENPTKFFIGNLLSGGAAGATSLLFVYPLDFARTRLAADVGTGSARQFTGLG

NCISSIYKRDGLIGLYRGFGVSVGGIFVYRAAFFGGYDTAKGILLGENNKKASFWASW

GIAQVVTTIAGVVSYPFDTVRRRMMMQAGRADILYSSTWDCWVKIATREGPTAFFKGA

LSNAIRGSGGALVLVIYDEIQKLMGFEGGVGSE

>dbj|C90619.1|C90619 C90619 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSI853.

          Length = 693

same as dbj|AU037208.1|AU037208 AU037208 Dictyostelium discoideum SS (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SSB611.

Carrier X 29% to YEL006w over 264 amino acids

Contig 11899 from DICTY_000925 complete sequence

MVNGEEYVETPNLIHDEKTRKDVKFNLGIELLAGTLAGVSSCILFYPLKCVEAKLQVQSSSTAVAATMLGLKKNGGSGSGSSSSSS

ISHQTPNGPIAMAKSILRNEGFKGFYQGVSPTILGNAVNWGVYFSIYRATNHWWNSTDINGNQYQGPAWVGHSVSAITAGVITTAI

VNPFWVLKIRLATSKKYSGMKHAFQSILRSEGVGGFWKGVGVSFIGVSEGLFQFVSYEYILNQMKESNLKMNGGELSVGNYLFAGG

TARLIAGVLTYPYLLIRSSLQSETCPYKSMSEAVKGIYKTNGIKGFYKGIGPNLARSIPPAAFMLYIVEFFRDTLTNFSQ*

>dbj|AU053402.1|AU053402 AU053402 Dictyostelium discoideum SL (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SLI566.

          Length = 542

carrier Y 32% to SFC1 over 297 amino acids

Contig 4557 from DICTY_000925 complete sequence

MEKKKKKTQTKKKKKKKKKKINLTFFFFYFYFFIFLENKQQQHVNFPWKRLVAGAVAGTADVWACHPLDRIKTQLQNNPGKSIVGT

FGDIVSKGKGFTGGVNALYEGILPMTAEAIFKVGIRYFAFSWFTEQYKTTVYKGETLNKKQQFGANLLGGAFAGTIESFVVVIPCE

LLKVRHMTQEHNKSFGTVFRDVLREEGFQGLYKGGSATLLRQITNHMIRFPTFYAISDYLKGGDHSVHLPVWQNLSAGAIAGTAST

LFNNPLDTIKTRMQKQGQNQTTMQVVRGIYQETGVKGYWAGVIPRILRVAPGQAITWAVVELVMGILEPSSKKH*

>dbj|C90630.1|C90630 C90630 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSI249.

          Length = 714

carrier Z >lcl|CHR2.0.42096 31% to YEL006w over 287 amino acids

MSEKIHITQNSGNVDHTVEALGHAISGGVAGMAAIALTYPFSTVSTRLQ phase 1 (G-GT)

VPYKNSIDAFKRIIKEENWRTLYSGLKSALIGIGASSFVYYYWYTLLKSISLKLKNK

QELGTIENLAIAALAGCANVLTTLPIWVVNTRLQINSDKGIVGQFKYIIKNEGFGGLY 174

175 KGLIPALILVSNPSVQFVSYEKLRALWRRQSGRTKLGGLEVFILGAIAKLIAGIVTYP 348

349 YLLVKSRLQSQSGNASNPESQQQQYKGTLDAIGKIFKSDGFLGFFKGMPSKMVQTVIGAA 528

529 FMFLVKDKVVIHAVAILFYLKRLLNKNNKRV*

>dbj|C90142.1|C90142 C90142 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSI138.

          Length = 571

carrier A similar to YEL006w. 46% to S. pombe AL133156 over 139 amino acids

FSPKKWLEDKKKYR

GIVHCMVPIYHEEGFRGLYKGLGPSLLGVLHVGVQFPLYEKFKSILKEK (intron?)

NKNKE 162

LGIVEIMIASSVSKIIASVVAYPHEVLRARSQDSSPDSPNRTYRGNIIQMFKQIVREEGW 342

RGLYRGMGVNLLRVTPSCVITFTSYEYIKKFLSQNQNHF*

>dbj|C94418.1|C94418 C94418 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSK776.

          Length = 587

carrier B complete sequence 45% to MIR1 over 288 amino acids probable phosphate 

carrier

MTSINDSKFSLQNFLKCGMGGALGCCFTHVVVVPMDVVKTRIQIDPIKYNQGMIKSMQSIVRQEGGGMLLQGLGATTYGYAIQGFF

KFGLYDVLKKKFSSQFSDEVAKTYRIPIWVTASAIAETIGDIALC

17  PFEAVRIRQVSNPTFASGFFSGFNRILKEEGFSGFYKGLTPIILKQVPYTAS 172

173 QFVTYELANDYLYKYLASSRNIKREDLSDKQRLGVILTTGAISGLVASLVSHPADTILSK 352

353 INQEKTDGGATKAIANIIKRLGVRGLF 433

    LGVEARCVMVTTLVTVQFLIYDGLKLLFK

>dbj|C93974.1|C93974 C93974 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSC876.

          Length = 353

carrier C partial sequence 38% to ORT1 over 238 amino acids

LPPAFRGSTTPIGIMECFRNTIKYEGFSGLYKGVTSPLFGMMFETAVLFAGYGQMKVLLQKDENTPLTVGQ

MFIAGGFAGVGASVVLTPVELVKCRLQVQTTGPQKYKGSLDCLVQIL

KEGGIRVPYRGFTPTIAREFVGNMAFFSTYETCKRYFKNKENKPNDDDELNL

PALIISGGLGGMAYWTVLYPVDVAKSKIQISEGAGPSPSIVKVLKEIYSKEGV

KGLFRGYTPTIIRSFPANAAMFSVYELVIKLLG*

>dbj|C90247.1|C90247 C90247 Dictyostelium discoideum SS (H.Urushihara) Dictyostelium

           discoideum cDNA clone SSI462.

          Length = 393

carrier D complete sequence lcl|CHR2.0.53684 42% to YPR021c over 309 amino acids

MVQQQQQQQQIKKNQVKPPLYSNLIAGAIAGVIGSSVVFPLDFVKTRLQQQRVSIDGSKQYNGIIDCFKKVIKNEGGVRGLYRGLS

SNLIGIIPEKALKLAMNDYFRTRFQGDRSYIKLWEEVASGGLAGMCQVVATNPMELVKIRMQVSGLSGKKASLKEVVSELGIKGLY

KGTASTLLRDVPFSMIYFSIYGRMKHNLTDQETGEIGLPKILLCGITAGSIAASVSTPFDVIKTRIQVKPGPNDPHYKGIADCFRK

TIQSEGPKALFKGVLPRVCIISPLFGITLVVYEIQKSFYASTH*

>dbj|C23807.1|C23807 C23807 Dictyostelium discoideum FCL (H.Urushihara) Dictyostelium

           discoideum cDNA clone FCL-AA14.

          Length = 550

carrier E lcl|Contig9875 48% to YPR021c over 377 amino acids

IKL

LILLLFIIFYIAAILKNKKDNINKEEFLTEARSSTSIEITPLEIDLIFHLFDLNKDGKLSISDFEKSTGLNINKIGGGTNYSDSYP

SDSHVTIQNSSTTPSPSTPITNTAAAIALNKKHGKTFAQQVLESIENFALGSIAGGIGAAAVYPIDLVKTRMQNQRAVDPAKRLYV

NSWDCFKKVVKFEGVRGLYKGILPQMVGVAPEKAIKLTVNDLLRDLFGDKSKGEIYFPLEVLAGGFAGMSQVCVTNPLEIVKIRLQ

VQSTGPKVSAITIIKELGLAGLYKGAGACLLRDIPFSAIYFPTYAKMKTILANEDGKLGPMDLLLAGAVAGIPAASLVTPADVIKT

RLQVKANAGEQTYTGIRDCFQKILKEEGPRALFKGALARVFRSSPQFGVTLVSYELLQKALLPDAEYKPPTNAPITQKDFDVIRGN

TNTVQRVIDMESKFGTLHQTRDNNKSSNGGENKN*

>dbj|AU075923.1|AU075923 AU075923 Dictyostelium discoideum SS (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SSA115.

          Length = 499

carrier F made of fragments not assembled with correct joints

43% to YPR011c over 82 amino acids

MTCIFFKKYLVSGSIVGAISRSATAGFERLPIFQQVQGMSQNLSQGYVGCIAAMKE

MVKREGFKSIWKGNGANIVKVSPNSGIRFLTYEFCKKHFLDNSSNHPSSSSIENGIDGNGVGCGSGSEMKMTVPQTMFSGAMAGLT

STFFTYPLDVVRIRLSLQGSCSNDYAAHRYNGITHSFFKIHKDEGVKGLYKRFGYLHCFNCT

NNNNNNNKNNNSFIYENELGENGINLTNTSGCSTMASTMPSSLLINSVASDENELKKGVNMICDFVCGALSGAVTMTVCYPLDVLR

RRMMIQGIGGNKVLYKNGWDATKKILSNEGLVAFYHGIIPAYFKVVPTVAISFAVYEICKDLGSNKYQQK*

>dbj|AU060277.1|AU060277 AU060277 Dictyostelium discoideum SL (H.Urushihara) 

AU033446.1|AU033446 AU033446 Dictyostelium discoideum SL (H.Urushihara) Dictyostelium

           discoideum cDNA clone SLA836.

          Length = 615

carrier G complete sequence 32% to YPR021c over 221 amino acids

MNQKKQIKSDNLQQQQQQQQQQQQQQQQQQQQQQQQQQQKQHIKYLNSNFKDVEKNKILVHLIAGSGSKLVESLVMFPLDTIKTRL

QFQGDFSRGSIKNRYSGIVNAFKTTIRSEGILSLYRGYIPHTLYVLPASAISFVCYEAIVQEAKKSKKFKNMMFDTSGIKAVKETG

EDLRNGGSTSTSSGRFGVLLPIFVMTIARITGSVLRTPFDVVKMRQQVSGSLVNEHVKKTNSTAFNSALKIIKT

DGIIGLFKYSYVSLLRDLPFT

AIYFSTYEFSRNYQKHLINRGLKSGEKKKKLSSINNLISGSLAGAFGTTLTIPIDVIKTNLQTQDLLPKEKRVFNGVISAFKYIIK

NEGFKGLTKGLSTRLIHIVPSAGLSFCAYEYIKKLLL*

>dbj|AU034372.1|AU034372 AU034372 Dictyostelium discoideum SL (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SLC767.

          Length = 271

carrier H 84% to ADP/ATP carrier

5   LYSSTWDCWVKIAPREGPTAFFKGALSNANRXSGDALVLVIYDDMQKLKGFEAGVDSE 178

>IIAFP1D52252    70% to ADP/ATP carrier

528 LTGGPAGGASKTMGAPMDRVKLLLQVQPASPQMAADKQSKGIANGLVRVSKEQGCFSFWR 707

708 GNYPRF*

>dbj|AU073746.1|AU073746 AU073746 Dictyostelium discoideum SS (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SSI249.

          Length = 240

carrier Z N-term

98  MSEKIHITQNSGNVDHTVEALGHAISGGVAGMAAIALTYPFSTVSTR 238

>dbj|AU072849.1|AU072849 AU072849 Dictyostelium discoideum SS (H.Urushihara) 

Dictyostelium

           discoideum cDNA clone SSF232.

          Length = 240

carrier Y

68  WKRLVAGAVAGTADVWACHPLDRIKTQLQ 154

FASTA file of 35 carrier seqs

>AF039211.1|AF039211 Dictyostelium discoideum ADP/ATP translocase mRNA, complete cds

MSNQKKNDVSSFVKDSLIGGTAGGVSKTIVAPIERVKLLLQVQS

ASTQIAADKQYKGIVDCFVRVSKEQGVISLWRGNLANVIRYFPTQALNFAFKDKYKKF

FVRHTAKENPTKFFIGNLLSGGAAGATSLLFVYPLDFARTRLAADVGTGSARQFTGLG

NCISSIYKRDGLIGLYRGFGVSVGGIFVYRAAFFGGYDTAKGILLGENNKKASFWASW

GIAQVVTTIAGVVSYPFDTVRRRMMMQAGRADILYSSTWDCWVKIATREGPTAFFKGA

LSNAIRGSGGALVLVIYDEIQKLMGFEGGVGSE

>dbj|C90142.1|C90142 C90142 carrier A similar to YEL006w

FSPKKWLEDKKKYR

GIVHCMVPIYHEEGFRGLYKGLGPSLLGVLHVGVQFPLYEKFKSILKEKNKNKE 162

LGIVEIMIASSVSKIIASVVAYPHEVLRARSQDSSPDSPNRTYRGNIIQMFKQIVREEGW 342

RGLYRGMGVNLLRVTPSCVITFTSYEYIKKFLSQNQNHF*

>dbj|C94418.1|C94418 C94418  carrier B complete sequence

MTSINDSKFSLQNFLKCGMGGALGCCFTHVVVVPMDVVKTRIQIDPIKYNQGMIKSMQSIVRQEGGGMLLQGLGATTYGYAIQGFF

KFGLYDVLKKKFSSQFSDEVAKTYRIPIWVTASAIAETIGDIALC

17  PFEAVRIRQVSNPTFASGFFSGFNRILKEEGFSGFYKGLTPIILKQVPYTAS 172

173 QFVTYELANDYLYKYLASSRNIKREDLSDKQRLGVILTTGAISGLVASLVSHPADTILSK 352

353 INQEKTDGGATKAIANIIKRLGVRGLF 433

    LGVEARCVMVTTLVTVQFLIYDGLKLLFK

>C93974.1|C93974 C93974 carrier C complete sequence

MSTERGLKIIAGTVAGAACLFTG (phase 1 intron)

HPFDTIRLDYKLKY

PIGIMECFRNTIKYEGFSGLYKGVTSPLFGMMFETAVLFAGYGQMKVLLQKDENTPLTVGQ

MFIAGGFAGVGASVVLTPVELVKCRLQVQTTGPQKYKGSLDCLVQIL

KEGGIRVPYRGFTPTIAREFVGNMAFFSTYETCKRYFKNKENKPNDDDELNL

PALIISGGLGGMAYWTVLYPVDVAKSKIQISEGAGPSPSIVKVLKEIYSKEGV

KGLFRGYTPTIIRSFPANAAMFSVYELVIKLLG*

>C90247.1|C90247 C90247 carrier D complete sequence lcl|CHR2.0.53684

MVQQQQQQQQIKKNQVKPPLYSNLIAGAIAGVIGSSVVFPLDFVKTRLQQQRVSIDGSKQYNGIIDCFKKVIKNEGGVRGLYRGLS

SNLIGIIPEKALKLAMNDYFRTRFQGDRSYIKLWEEVASGGLAGMCQVVATNPMELVKIRMQVSGLSGKKASLKEVVSELGIKGLY

KGTASTLLRDVPFSMIYFSIYGRMKHNLTDQETGEIGLPKILLCGITAGSIAASVSTPFDVIKTRIQVKPGPNDPHYKGIADCFRK

TIQSEGPKALFKGVLPRVCIISPLFGITLVVYEIQKSFYASTH*

>Contig9875 Chr 2  52% to C90247, carrier E  N-TERM LIKE ARALAR1

MTAEDFLSALTTLESDKQSGEHEILKASLDADKFKVLFQMADVDHTGYISFDEYVMFDELMAKPEAEYFLAFKLFDRDGN

GYISKNDFKHVITASLDPSIPFNFDCELVNLYFGDGRTELNYSQFTQLLKDLQQERIKQEFKFHDKYNSGYIPRDKFAKV

LGSVKLRKIPDHVRDKLESISELNLLSGHPNEVSYSQFVAANDMLLHIPSYGR (INTRON)

IKLLILLLFIIFYIAAILKNKKDNINKEEFLTEARSSTSIEITPLEIDLIFHLFDLNKDGKLSISDFEKSTGLNINKIGG

GTNYSDSYPSDSHVTIQNSSTTPSPSTPITNTAAAIALNKKHGKTFAQQVLESIENFALGSIAGGIGAAAVYPIDLVKTR

MQNQRAVDPAKRLYVNSWDCFKKVVKFEGVRGLYKGILPQMVGVAPEKAIKLTVNDLLRDLFGDKSKGEIYFPLEVLAGG

FAGMSQVCVTNPLEIVKIRLQVQSTGPKVSAITIIKELGLAGLYKGAGACLLRDIPFSAIYFPTYAKMKTILANEDGKLG

PMDLLLAGAVAGIPAASLVTPADVIKTRLQVKANAGEQTYTGIRDCFQKILKEEGPRALFKGALARVFRSSPQFGVTLVS

YELLQKALLPDAEYKPPTNAPITQKDFDVIRGNTNTVQRVIDMESKFGTLHQTRDNNKSSNGGENKN*

>AU075923.1|AU075923 AU075923 carrier F made of fragments not assembled 

MTCIFFKKYLVSGSIVGAISRSATAGFERLPIFQQVQGMSQNLSQGYVGCIAAMKE

MVKREGFKSIWKGNGANIVKVSPNSGIRFLTYEFCKKHFLDNSSNHPSSSSIENGIDGNGVGCGSGSEMKMTVPQTMFSG

AMAGLT

STFFTYPLDVVRIRLSLQGSCSNDYAAHRYNGITHSFFKIHKDEGVKGLYKRFG YLHCFNCT

NNNNNNNKNNNSFIYENELGENGINLTNTSGCSTMASTMPSSLLINSVASDENELKKGVNMICDFVCGALSGAVTMTVCY

PLDVLRRRMMIQGIGGNKVLYKNGWDATKKILSNEGLVAFYHGIIPAYFKVVPTVAISFAVYEICKDLGSNKYQQK*

>carrier G complete sequence 32% to YPR021c over 221 amino acids

MNQKKQIKSDNLQQQQQQQQQQQQQQQQQQQQQQQQQQQKQHIKYLNSNFKDVEKNKILVHLIAGSGSKLVESLVMFPLDTIKTRL

QFQGDFSRGSIKNRYSGIVNAFKTTIRSEGILSLYRGYIPHTLYVLPASAISFVCYEAIVQEAKKSKKFKNMMFDTSGIKAVKETG

EDLRNGGSTSTSSGRFGVLLPIFVMTIARITGSVLRTPFDVVKMRQQVSGSLVNEHVKKTNSTAFNSALKIIKT

DGIIGLFKYSYVSLLRDLPFT

AIYFSTYEFSRNYQKHLINRGLKSGEKKKKLSSINNLISGSLAGAFGTTLTIPIDVIKTNLQTQDLLPKEKRVFNGVISAFKYIIK

NEGFKGLTKGLSTRLIHIVPSAGLSFCAYEYIKKLLL*

>AU034372.1|AU034372 AU034372 cDNA clone SLC767. carrier H1 84% to ADP/ATP carrier

5   LYSSTWDCWVKIAPREGPTAFFKGALSNANRXSGDALVLVIYDDMQKLKGFEAGVDSE 178

>IIAFP1D52252  carrier H2  70% to ADP/ATP carrier

528 LTGGPAGGASKTMGAPMDRVKLLLQVQPASPQMAADKQSKGIANGLVRVSKEQGCFSFWR 707

708 GNYPRF*

>IIAFP1T24509    carrier I  37% to MRS4 over 183 amino acids COMPLETE SEQUENCE

MGGDHGHSHGDEGGSFYVHLIAGAAAGFAEHCGMYPIDTIKVCSSLQK (INTRON)

THIQAIKPGAMQTSSLQITKHIIQQHGITGLFRGLTAVAAGAAPSHAVHFSIYELLKFKFIGSDEDHHPIKVGIAGAIAT

(PHASE 0 INTRON)

614 MTSEAVASPMDVVKQRLQLQITDYKGLTDCTKRIWVKEGIRGFYSGYTTTLVMN 453

452 VPYNIVYFASYESLKKIIQPWFNNKNPEERSYQLIDHLVAGGGAGMLAAAFTNPFDVVKT 273

272 RLQTQSDFIASSTINSAKSIKRYGGMMDAMKTIWIEEGMDGYLRGMKPRMVFHSMSSAIV 93

92  WSVYEYFKFILGE*INKKGS 33

>CHR2.0.52211    carrier J   29% to YGR096w over 241 amino acids COMPLETE

MIITTSNDEDKKTNVFVELAAGSFSGALTRFIVAPLDVVKIRLQLQRTQLNNNSNNNNKIIGKE 1164

1163 NVNYRGIINTMSKVIREEGIRSLWKGNFSAELLWVTYAAIQFSTYNEIIGILDPEYRKHQ 984

983  QRTDKDKPNYKPSSSITMIGGASAGILSTIVSYPFDIIRTNIVNNHNKTNFKQT 822

821  FKTIIARNGGYSNLFSGINSSLFQIVPQMGFQFTFYETFKFI 696

SNKYTSSVNNNNNNPLNQFTCGLLSGAISK (INTRON)

FLVLPFDVVKKRFQVNEKVGYGMKSCFRDLYFNEGGVKAFFKGGTPGIVKAGLAAALSFTFFEQSKRILLNKQ*

>M24569.1|DDITRNG5A carrier K no ESTs complete seq 36% to YMR166c over 223 amino acids

MENKKESSLLYILTGAQWTLADSIMHPVDTVRARVQIE

YKGTFNALNQIIKNEGVSYL

YKGFPIVATATVPAHALYFLGYEYSKQWVTDRYGKKWGESTITH

FSAGFVADALGSLIWVPMDIIKQRLQVQTNTQKLNPNQTYYKGSFHAGKIILQEEGIRGL

YRGFMPALATYGPFVGIYFSVYEKCKSTISSLLSKEKDQYLPIPYQLG

SGFFAGAFAAAVTCPLDVIKTRIQVQRSTEK

QIYKGMWDSFKTILKEEGPKAFVKGMGARIWWIAPGNALTIASCKFL*

>JC1c25a09.s1  carrier L 47% to carrier Q 51% to YPR011c over 85 amino acids

MMERADSNKNHRIEWDEFLKVASDSSSPEIEDIAEHWLQYSTKPIVHAPADVPSWKLLLSGGVAGAVSRTCTSPLERLKILNQVGH

MNLEQNAPKYKGRGIIQSLKTMYTTEGFIEFFKGNGTNVIKIAPYSAIQFLSYEKYKN

>CHR2.0.4869 carrier M similar to carrier E 40% to OAC1 over 276 amino acids COMPLETE

MSVNLNNNKNNKNKVAIGFISGSLASICATT (PHASE 1 INTRON)

12303 VTNPIELVKTRLQLQGELQLSQRIYNGVWDAFKQIYKTEGIRGLQSGLIPAYFSQATM 12476

12477 QGIRLGSFDLISNALGAKPNQDYFFLKNLLAGATAGAIGAAAGSPFDLVKVRMQAAN 12647

12648 MYKNDPQFVGYSSSFAAFKQIIQKEGFKGLTRGMLTSAQRTAVGSAIQLSTYGSCKNLVL 12827

NFVDDGIYAYIM* (INTRON)

YYYKRSSMVAGFIVTFGMNPFDVARTRLYFQGKGNSHGEIYKGLMDCVYKTVKKEGFGAVYKGFWAHYLRLGPHTILTLVFWEQFK

KLFSGEL*

>Contig16299  Chr 6  carrier N similar to carrier C complete seq.

MASNNKDSQLMIALKDIVAGSIGGVGQVFTGHPLDTIKVRLQTQSVGNPIYSGTMDCLKKTISQEG

FAGLYKGVASPLVGLSIMNSVMFLAYGQSKTLIQKLSDNPNEALDLKGLTAAGALAGIAIGFVDAPVDLFKSQMQVQQGDKNQYKS

TADCAKQIWKVGGVRGVFQGLGATLVRDIPANACYFGAYELCRDFLASKDNISVNQLSSLQIMAAGGAGGVSYWTLTYPADVVKST

MQTDAIVKSQRKYKNMIDCASKIYKQQGIAGFYKGFTPCFIRSVPANAACFVLYEKARQIMS*

>Contig1152  Chr 6 carrier P 36% to CRC1 over 285 amino acids

MDSTKTNNKWAAAGILNSVGKDFVAGSVGG

MSSIMAGHPFDTIKVMLQDASGNLPKFKNGFQALKYIMKVDG (phase 0 intron)

IKGIYRGLSVPLFSVSFTNSVFFATNNFS intron

AAAGAIAGGVISLLITPRDLVKSKLQVQCRPFGST 3165

3164 NVSLQYKGPIDVIRQTIKRDGIKGMFKGIRSTFCRDIPGDAVYFVVYEFMKRKLLALS 2991

2990 KNNNNNNNNNDNNDNSSPKAGVPAWVAIGAGGCAGMSFWMSIYPMDVVKTRIQTQPD 2820

2819 HLPPQYTSVLQTITKIYREEGISVFFRGFSATILRAFPTSAVNFLMYETTRNLLN 2655

2654 SKDPFYNNNDHYNAE*

>IIAFP1D16968    carrier Q partial seq 42% to YPR011c over 126 amino acids

MVINNQNNNNQNNNQNNNNKNDNLNNSTTTTTTTATTTKSSTLFHSNDFFSGLIAGIVSRTLTA

PLERIKILNQVEVILKDGTKYNRIIPAFKVIIKEEGIAGLFRGNFVNIIKAGPQSAIRFYSYGA

FKRMASEPDGSISVINRMWAGASSGVVSVALTHPLDVIKTHIT (INTRON)

INSAPTAATIKNVTKGIYRDLGIIGFFRGLSAGILNIAPFAALNFTFYETIKEKTQQYILKSPPLYAPSIYGAISGGLTMT 

2645 ILYPLDVVKRRIMLQHFDRNQLPIYKNFIDAIIKITKTEGISALYKGIRPAYLKVIPTV 2469

2468 SINFLIYEGAITLFEKK*

>Contig4406      carrier R 30% to YPR011c over 276 amino acids

MTVHGNTKTSPMVTLLAGGVSGVIAKSTIAPLKRVKILYQ (intron break)

GKSKMYS

1222 FNSVYGLMKNIIKNEGLAGLWKGNTATILRIFPYSAIQWTSYDYLKNNFVTDKKSSVQ 1395

1396 IFIAGSLGFSCAILLTYPLDVIRARLALSYSNNNNNNSINSKNLNSSTQPPKVLKN 1563

1564 GIGAVNIEKSIDFNGYKTKGLFKGIWRGILPTLY GSIPYAGVGYSSFEYFKRIAPDSFRN 1743

1744 EKGDVIGIYKLISGGVAGGLGQTAAYPLDVVRRRIQTTGYGDGKGVENLKHSTLKTMFTI 1923

1924 FQKEGIYALFKGISINYIKVIPTNGVAFLTYETLCDYFNSKLNKN*

>JC1a211b04.s1  carrier S 54% to ODC1 and ODC2 over 180 amino acids complete

MTSKGNAGNPPTPTPAPVKSQPLWHNLVSGGIAGVSEILVMYPLDVVKTRQQLQVGKGQSMMSSLV

TMVRHDGLKMYRGIVPPILVEAPKRAIKFASNKFYEKQILSYCG (phase 1 intron)

NTKPTQMQAIGSGVLAGITEAFIVVPFELVKIRLQAKENAGKYTSTMDCVNKTFRV

EGLSGFFKGLESTIWRHACWNGGYFGLIHTIKSALPKPTTEQGVLVNNFIAGGLAGTFGTMLNT

PADVVKSRIQNQVGAGKYNWCIPSILTVAREEGFSALYKGFLPKVLRLGPGGGILLVVNEFVMKLLAGKN*

>CHR2.0.56803    carrier T 32% to S. pombe Z69727 over 247 amino acids most Ns probably spliced out

MENNNKNINTTNNSTTINTNNNNNTINKNNNNNNINNNNNNNINNINNINNVNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNINNNNNNINNNNINKKNINNINKNKINNNNNN

EIGEEKAVEGGFLAGLSRNVTRIIGSFSSGMAEESAGYPLDLIKTRIQLSQSGVSGGGGTNTSIIKIFKDVIKTEGVIGLFKGLSS

PLILSALVTAIQFGLFEDTLKYFRKHQYFKNHDTLSLLFSGSIAGFAQSFITCPVDLVKIQMQIQGIPSSQPNSNNNNNNNKAKGN

SYFTKLIYREKGLLGFYQGLSPTLFRDVPGLAIFFTTYETLKKQFGQPELSTQSPTEFIKSFIPIVLSGGSAGVFYHGLTHPFDIA

KTLIQSDRSATKYKGTFDCLKQVYQNQGPKSLFKGFSAVAIKSFQSNAVGFLVYEMVINL*

>IIADP1D1847     carrier U 59% to carrier R 37% to YHR002w over 134 amino acids

NNKRKHKKTHIKKKTHKTQYIDKNGNNISILPKSKPSW

VSFLSGGLAGVTAKSAVAPLERVKILYQ

KKKIKSELYSLNSVYGSMLKIVENEGIKGLWRGNSATILRVFPYAAVQFLSYETIKNHLVADKSSSFQIFLAGS

AAGGIAVCATYPLDLLRARLAIEIHKKPTKPHHLLKSTFTKDGVKGIYRGIQPTLI

>CHR2.0.7192     carrier V  41% to RIM2 over 280 amino acids

MFPTFINYTTLSVPNSIQIPNNLNNINNIINIQNNNNNINNNNNNNNRKKRSKNALLHFIAGGIGGAAGVICTSPLEVIKTQLQAK

NSNLLVKDKPRFVPTTAYSLYHLVKRDGKSGLWKGLGAHLLGVAPARAIHFSSYSFTKSIMNKLGYTDGPILWITSAVSSGAAVAI

TTSPIWLIKTRMQLQTSLKNFNEGTQYRGMFHCCLSILREEGPLGFYKGLGASLISVSESAFQFVLYEGFKNRIITEKRLKGYENP

NELSTSEYLISAGIAKLIAAITTYPHEVVRTRLREQTKPGVKSKYTGVIQGLTLIAREEGIRGLFGGAGPHIIRVVPNSCIMFLTY

ELVLDIAHGVSLLFDTNHYRQ*

>IIBPP1D00123    carrier W  82% to YPR011c over 184 amino acids

2   HXGDCGPTLXVIP

41  KIXXGAXXGFCRXVYTDPPDLIKTRLSIHTANLSSLNRSKAKSISKPPGIWQLLSETYRL 220

221 EGFLWGFYRGAWPTXLFFFPYVALNFAVYDQLREFGVNSSDAQPSWKRNLYKLTIGAISG 400

401 GVAQTITYPFDLLRRRFQVLAMGRYELGFKYTSGWDALVTFGRAEGVSGYYKGLTCNLFKV 583

>dbj|C90619.1|C90619 C90619 Carrier X Contig 11899 from DICTY_000925 complete sequence

30% to YIL006w over 249 amino acids

MVNGEEYVETPNLIHDEKTRKDVKFNLGIELLAGTLAGVSSCILFYPLKCVEAKLQVQSSSTAVAATMLGLKKNGGSGSGSSSSSS

ISHQTPNGPIAMAKSILRNEGFKGFYQGVSPTILGNAVNWGVYFSIYRATNHWWNSTDINGNQYQGPAWVGHSVSAITAGVITTAI

VNPFWVLKIRLATSKKYSGMKHAFQSILRSEGVGGFWKGVGVSFIGVSEGLFQFVSYEYILNQMKESNLKMNGGELSVGNYLFAGG

TARLIAGVLTYPYLLIRSSLQSETCPYKSMSEAVKGIYKTNGIKGFYKGIGPNLARSIPPAAFMLYIVEFFRDTLTNFSQ*

>dbj|AU053402.1|AU053402 carrier Y Contig 4557 from DICTY_000925 complete sequence

32% to SFC1 over 297 amino acids

MEKKKKKTQTKKKKKKKKKKINLTFFFFYFYFFIFLENKQQQHVNFPWKRLVAGAVAGTADVWACHPLDRIKTQLQNNPGKSIVGT

FGDIVSKGKGFTGGVNALYEGILPMTAEAIFKVGIRYFAFSWFTEQYKTTVYKGETLNKKQQFGANLLGGAFAGTIESFVVVIPCE

LLKVRHMTQEHNKSFGTVFRDVLREEGFQGLYKGGSATLLRQITNHMIRFPTFYAISDYLKGGDHSVHLPVWQNLSAGAIAGTAST

LFNNPLDTIKTRMQKQGQNQTTMQVVRGIYQETGVKGYWAGVIPRILRVAPGQAITWAVVELVMGILEPSSKKH*

>dbj|C90630.1|C90630 C90630 carrier Z >lcl|CHR2.0.42096 No definition line found

31% to YEL006w over 287 amino acids

MSEKIHITQNSGNVDHTVEALGHAISGGVAGMAAIALTYPFSTVSTRLQ phase 1 (G-GT)

VPYKNSIDAFKRIIKEENWRTLYSGLKSALIGIGASSFVYYYWYTLLKSISLKLKNK

QELGTIENLAIAALAGCANVLTTLPIWVVNTRLQINSDKGIVGQFKYIIKNEGFGGLY 174

175 KGLIPALILVSNPSVQFVSYEKLRALWRRQSGRTKLGGLEVFILGAIAKLIAGIVTYP 348

349 YLLVKSRLQSQSGNASNPESQQQQYKGTLDAIGKIFKSDGFLGFFKGMPSKMVQTVIGAA 528

529 FMFLVKDKVVIHAVAILFYLKRLLNKNNKRV*

>Contig258       Chr 2 = CHR2.0.80699 CARRIER AA 31% TO YGR257C OVER 187 AMINO ACIDS

MLSNSVNNNNNNNNINNS

2776 NSNNNDSNIHKNVKKLMVASIFGGIMSSLIVTPLDVVKTRLQTQNTGSHINQKHV 2612

2611 FKGTLDAFKKIYKNEGPLTFWRGVTPSLLMTIPSATMY

     FTSYEYLKEYLYQFNDTEAYNIYT

2335 VPLVAGTLARIFSASVTSPFELLRTNSQGIVLQNAYKNTVAMAASSSTATIGTIPLSSEQ 2156

2155 RFNSFKLYRDIVNNVGIKGLWRGLGPTLVRDVPFSAIYWAGYEVLKNKLMKSQIDPNFSR 1976

1975 NSKSPFFINFIAGATSGTLAAVLTTPIDVIKTRIQMSAQQTLSPSLTPQQQLDFIKKNNS 1796

1795 SIYHLKQILSQEGWKGLTKGLVPRVAKVSPACAIMISTFEYIKQSHIADDN*

>CHR2.0.42277 = Contig4897, JC2a98e07.s1 CARRIER AB 46% TO YIL006W 0VER 84 AMINO ACIDS

MSSSHTIQETKEVHTKTNKRIQWDDLDPKRYYFYNFLLGGSIDLLMFPLDVIRTRLQVQ

IKGSQNVIQSFPQYNGTFDGFKKLIRLEGKRALYKGFLTS

ECGYLCSRAIYFGSYEFVKQGFLKGRSDSDSDRKC (intron)

GLFVTTISGAISEALASVIWVPFDVATQSVQIQGSLSKPKYKGGSDVFKKIYGERGIKGLYKG 813

814 FGATIIRNVPYSGIWWGTYE ISKSKLTQFNIRQKLGLKERSSHSLAVSAEIDKNNPSHEV 993

994 ENEDPIIHFISGFFAAVFATSITN PLDVAKTRLQTGVFPENEKPNFYTI 1140

1141IKSTIRKEGIRALWKGLVPSLLTSTPYSMISIFLYEEVKKLSLK* 1269

>IIAFP1D17023 CARRIER AC 38% TO YPR011C OVER 118 AMINO ACIDS sdic6A24d10.q1ta

44% to carrier F

FYYFIILGCSPYVAINFTTYENLKKTFIPKDTTPTVVQSLTFGAISGGLPQPLTYPIDLIRRRL

QVQGIGGKNILYNGTFDAFRKIIRDEGVLGLYNGMIPCHLTVTP

AISITFCVYEVMTPISTIDSKKISYQS*

>JAX4a74g07.r1  CARRIER AD 36% TO OAC1 OVER 168 AMINO ACIDS 41% to carrier M

ENPFELGTLVKPTFYQKSHLGALSGALGACITSPTDLIKVRMQASSKGVKYDSISSAFKEIIAKE 491

490 GIKGLWKGVGPTTQRAALLTASQIPSYDHIKHMILDHGIIQVDGLQVHIVSSIFAGLIA 314

313 SITTSPVDLVKTRIMNQPFDSNGVGLIYKSSYDCFKKT

FQSEGISGLYKGFLPNWFRIGPHTIVVSFYCYYYYYYYYYYYYYYYYF*

>IIAFP1D67915 Length = 826 81% TO CARRIER AD POOR QUALITY SEQ. OR PSEUDOGENE

KAHLGALSGALGACITSPTDLIKVRMHASSKGVKYDSISSAFKEIIAKE

GIIVLWNGVGPTTHRAALLPASR (FRAME SHIFT)

IPSYDHIKHMILDHGFIQVDGLHVHIVSSIFAGFFAS (FRAME SHIFT)

VTTSPVDLVASRFLNPPFDSDGVGFIC*SSYDC

>JC2a30b10.s1    carrier AE 41% to carrier A 

EGFKGLYKGVIPSLWLTFHGGIXXSSXEHIKFY

EIFIASSISKFLASTILYPFQVVKTRLQDERNIPNQNNVRVYNGTKDVIFIFLKNEG

IIGFYRGLVPNTLKVIPNTSITLLLYEEIKKSFNYIINE*

>IIBJP1D1394     CARRIER AF 51% to carrier E

505 TCPSNGQKVRPEGFVQWCTCMFMRDVPFSAFFFPAYAHLKKDLFGFDPNDKSKRNRLKTWELLTAGAIA 335

334 GMPAAFLTTPFDVIKARLQIDPRKGETKYNGIFHAIRTILKEESFRSFFKGGGARVLR 161

160 SSTQFGFTLNAYELIKGFIP* 98

>CHR2.0.3104     CARRIER AG COMPLETE SEQUENCE

2575 MIASKETKEKIRNFIGGFASGAASTLAGHPFDTLKVRLQTEGSTGRFRGLAHCFTTTIKEEGFFAL 2378

2377 YKGVTPPLLGMSIINSCMFGAMNIVKSKIHTDKSTPISLGEIMVSGAITGWIVSFVACP 2201

2200 IETGMCCFFFFFFFFLILILFFKLYIKQLIIFKNLFIYIVKSKLQVQYTGVKLYNG 2033

2032 PIDCIKKIGIRGLYKALIPTGFQRNSLYAYFGCYELAQRYLRREDGSMTMGRSFIAGG 1859

1858 IAGTGFWLTNFPFDVIRSRIMTMPYNESPPRYKGMIDCAKHIYRVDGLKGFWKGF 1694

1693 SPCLLRTFPANGATFVGYECVMKFFPM*

>Contig5352      75% TO CARRIER Z POSSIBLE PSEUDOGENE

148 AKKIHITQNSGKVNNTVKALGQAISGGVAGMAVIA*TNPF*TVST 14

>VSD164 Japanese cDNA project carrier AH 61% to carrier B (phosphate carrier)

GKYTGMMNGFSTVIKEQGPSGLLQGLGPTAVGYALQGFLKFGFYEVFKKTYADAVGEKADQFRIPIWLAA

SATAEVIADIALCPNEAVRIRLVAEPTFAKSPVEAFGKIFKQEGVLGFYKGLPPILL

KQVPYTMAKFAVFEFTAENVYKGLAASGKPKESLTDGQKLSVSLGSGIVAGIVAAIV

SQPADTILSKINQEKTDGGVVKAIGNIMRRLGVRGLFLGLPTRCFMVGTLTAGQFFI

YDGIKQMLGLTPAKK*

>VSE757 like oxoglutatare malate carrier e-49 41% to carrier AD

KIMVGMLSGAGGA (phase 0 intron)

IVGTPADLTMVRMQADGKLPFNLRRNY

KNVFDGIFRISKEEGIISLWKGCSPNLIRAMFMTAGQVSSYDQTKQLMLASGYFHDDI

KTHLIASTTAAFVAAVATSPLDVIKTRIMNSPKTVTGELQYKGTFDCLSKTLRAEGFK

AFYKGFNPYFMRLGPQTILTFIFVEQLNILWKKSQSYFK*

