Appendix C

Database derived peptides
probed for RIla binding

Table C.1: All database derived peptides probed for RIIa binding. Depicted
are the block number and position of the peptide (Bl., Pos.) corresponding
to Fig. C.1, the peptide sequence, its name or swissprot identifier (SP-ID)
and a description (mostly abbreviated, indicated by ---) provided by the
database. A + indicates RIla-binding.

Bl. Pos. Sequence Name Description
1 A01 + QIEYLAKQIVDNAIQQA AKAPis
1 A02 QIEYLAKQIPDNAIQQA AKAPis-p
1 A03 + KGADLIEEAASRIVDAVIEQVKAAG Ht31
1 A04 KGADLIEEAASRIPDAPIEQVKAAG Ht31-PP
1 A05 + PEDAELVRLSKRLVENAVLKAVQQY AKAPT7§-wt
1 A06 + PEDAELVRTSKRLVENAVLKAVQQY AKAP74-L304T
1 AO0T PEDAELVRLSKRDVENAVLKAVQQY AKAP74§-L308D row A
1 A08 + PEDAELVRLSKRLVENAVEKAVQQY AKAP74-L314E (control
1 A09 + PEDAELVRLSKRLPENAVLKAVQQY AKAP7S-p peptides)
1 A10 PEDAELVRLSKRLPENAPLKAVQQY AKAP7S-pp identical
1 All + PEDAELVRLDKRLVENAVLKAVQQY AKAP7§-S305D for all
1 Al2 + PEDAELVRLAKRLVENAVLKAVQQY AKAP75-S305A blocks
1 A13 + PEAAELVRLSKRLVENAVEKAVQQY AKAP75-L314E/D298A
1 Al4 + PEDAALVRLSKRLVENAVEKAVQQY AKAP74-L314E/E300A
1 Al15 + PEDAELVRLAKRLVENAVEKAVQQY AKAP76-L314E/E300A
1 Al16 + PAAAELVRLAKRLVENAVEKAVQQY AKAPT76-L314E/E297A/
D298A /S305A
1 A17 + PEDAELVRLSKRLVENAVEKAVQAY AKAPT76-L314E/Q319A
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BO1 KEAAENSLVAYKAASDIAMTELPPT 143E 14-3-3 protein epsilon (14-3-3E) (Mito- - -
B02 LSSQPTIPIVGIIAGLVLLGAVITG 1A36 HLA class I histocompatibility antigen- - -
B03 PSSQPTVHIVGIIAGLVLLGAVITG 1A23 HLA class I histocompatibility antigen: - -
B04 PSSQPTVPIVGIIAGLVLLGAVITG 1A24 HLA class I histocompatibility antigen- - -
B0O5 PSSQPTIPIVGIIAGLVLFGAVIAG 1A66 HLA class I histocompatibility antigen- - -
B06 PSSQPTIPIVGIIAGLVLFGAVFAG 1A33 HLA class I histocompatibility antigen- - -
BO7 PSSQPTIPIVGIIAGLVLFGAMFAG 1A74 HLA class I histocompatibility antigen- - -
B08 PSSQPTIPIVGILAGLVLFGAVIAG 1A34 HLA class I histocompatibility antigen- - -
B09 PSSQPTIPIVGIIAGLVLFGAVITG 1A68 HLA class I histocompatibility antigen- - -
B10 PSSQPTIPIVGIIAGLVLLGAVIAG 1A80 HLA class I histocompatibility antigen- - -
B11 EPSSQSTVPIVGIVAGLAVLAVVVI 1B81 HLA class I histocompatibility antigen- - -
B12 EPSSQSTIPIVGIVAGLAVLAVVVI 1B82 HLA class I histocompatibility antigen- - -
B13 + YIALNEDLRSWTAADTAAQISQRKL 1C17 HLA class I histocompatibility antigen- - -
Bl4 KPSSQSTIPIVGIVAGLAVLVVTVA 1B73 HLA class I histocompatibility antigen- - -
B15 EPSSQPTIPIVGIVAGLAVLAVLAV 1C16 HLA class I histocompatibility antigen- - -
B16 KPSSQPTIPIVGIVAGLAVLAVLAV 1C04 HLA class I histocompatibility antigen- - -
B17 EPSSQPTIPIMGIVAGLAVLVVLAV 1C07 HLA class I histocompatibility antigen- - -
Cco1 PTIPNLGIVSGPAVLAVLAVLAVLA 1C17 HLA class I histocompatibility antigen- - -
C02 KPSSQPTIPIVGIVAGLAVLVVLAV 1C18 HLA class I histocompatibility antigen: - -
Co03 HGALVLQLLSFMLLAGVLVAILVQV 209L CD209 antigen-like protein 1 (Dendriti- - -
Co04 + ISKEHWNPTIVALVYNVLKTLMEMN 2A5A Serine/threonine protein phosphatase 2- - -
Co05 ELVSDANQHVKSALASVIMGLSPIL 2AAA  Serine/threonine protein phosphatase 2- -
Co06 NEVIGIRQLSQSLLPAIVELAEDAK 2AAA  Serine/threonine protein phosphatase 2 -
co7 PFLTDTIYDEDEVLLALAEQLGTFT 2AAA  Serine/threonine protein phosphatase 2- -
Co08 ELVSDTNQHVKSALASVIMGLSTIL 2AAB Serine/threonine protein phosphatase 2- -
C09 PFLTDTIYDEDEVLLALAEQLGNFT 2AAB Serine/threonine protein phosphatase 2- -
C10 + DAPEFHSRYITTVIQRIFYTVNRSW 2ACA Serine/threonine protein phosphatase 2- -
Cll + GSTFQNTYNLKDIAGEAISFASGKI 2ACA Serine/threonine protein phosphatase 2- -
C12 + LSRYNDQASSSRIIERIFSGAVTRG 2ACA  Serine/threonine protein phosphatase 2- -
C13 + EASEFHSRYITTVIQRIFYAVNRSW 2ACC Serine/threonine protein phosphatase 2- - -
Cl14 + QSEYSWRKMLSGIAAFLLGLIFLLV 2DOB  HLA class II histocompatibility antige- - -
C15 DAASVSSIQVVGVVEALIQSADTLF 3BP1 SH3-domain binding protein 1 (3BP-1).
C16 EPEKQPMNAASGAAMSLAGAEKNGL 4F2 4F2 cell-surface antigen heavy chain (- - -
C17 + LLLLFWLGWLGMLAGAVVIIVRAPR 4F2 4F2 cell-surface antigen heavy chain (- - -
Do1 AEKVREAIDEGIAAATIFSPSRDVV 5N1A Cytosolic 5-nucleotidase IA (EC 3.1.3.

D02 PQRVTLTLPVLNAARTVIFVATGEG 6PGL 6-phosphogluconolactonase (EC 3.1.1.31- - -
D03 FIQMLSSGPAWLAIVLLVTISLLPD Al1A Potential phospholipid-transporting AT- - -
Do4 VFAQMLSSVSTWLAIILLIFISLFP Al1C Potential phospholipid-transporting AT - -
D05 ILEYTWLEAVIFLIGIIVANVPEGL Al1A1 Sodium/potassium-transporting ATPase a- -
D06 YTLTSNIPEITPFLIFIIANIPLPL Al1A1 Sodium/potassium-transporting ATPase a- -
Do7 TGVAVFLGVSFFVLSLILGYSWLEA A1A2 Sodium/potassium-transporting ATPase a- -
D08 YTLTSNIPEITPFLLFITANIPLPL A1A2 Sodium/potassium-transporting ATPase a- -
D09 ILGYTWLEAVIFLIGIIVANVPEGL A1A3 Sodium/potassium-transporting ATPase a- -
D10 LLGYGWLEAIIFLIGIIVANVPEGL Al1A4 Sodium/potassium-transporting ATPase a- -
D11 YTLTSNIPEITPFLMFIILGIPLPL AlA4 Sodium/potassium-transporting ATPase a- -
D12 GVTEEAPLKLSKAVHKAVLTIDEKG A1AT Alpha-1-antitrypsin precursor (Alpha-1- - -
D13 KDLDYYGTLLKKLAPPLVTLLSAEP Al1B1 Adapter-related protein complex 1 beta- - -
D14 TLLDLIQTKVNYVVQEAIVVIKDIF Al1B1 Adapter-related protein complex 1 beta- - -
D15 PNLILSPLSVALALSHLALGAQNHT A2AP  Alpha-2-antiplasmin precursor (Alpha-2- - -
D16 TLLDLIQTKVNYVVQEAIVVIRDIF A2B1 Adapter-related protein complex 2 beta- - -
D17 NVVEESARASVSVLGDILGSAMQNT A2MG  Alpha-2-macroglobulin precursor (Alpha- - -
EO1 SISIPVKSDIAPVARLLIYAVLPTG A2MG  Alpha-2-macroglobulin precursor (Alpha- - -
E02 TQSPHQRQHASDALSPVLAEETFRY A2S3 Amyotrophic lateral sclerosis 2 chromo- - -
EO03 SPSMNVALYVGIAVGVVAALIIIGI A33 Cell surface A33 antigen precursor (Gl- - -
E04 STAQLIINTEKTVIGSVLLRELKPV A3B1 Adapter-related protein complex 3 beta- - -
EO0O5 + LYFHLAPKAEVGVIAKALVRLLRSH A3B2 Adapter-related protein complex 3 beta- - -
E06 MLEYLHQSKEEYVIVNLVGKIAELA A4E1 Adapter-related protein complex 4 epsi- - -
EO07 QQGNLLEKRVGYLAVSLFLHESHEL A4E1 Adapter-related protein complex 4 epsi- - -
E08 + VKQNVKMSESQAALPSALKTLQQKL A4E1 Adapter-related protein complex 4 epsi- - -
E09 + DPGALGRLGAWALLFFLVTTLLASA AAAT Neutral amino acid transporter B(0) (A - -
E10 + GQEVEGMNILGLVVFAIVFGVALRK AAAT Neutral amino acid transporter B(0) (A - -
E11 SSVGAAGIPAGGVLTLAIILEAVNL AAAT Neutral amino acid transporter B(0) (A - -
E12 MPAYSGPGSVPGALDYAAFSSALYG AAC2  Alpha-actinin 2 (Alpha actinin skeleta- - -
E13 PWIQAKVEEVGRLAAGLAGSLEEQM AAC3  Alpha-actinin 3 (Alpha actinin skeleta- - -
E1l4 GITGARNLAVSQVVHKAVLDVFEEG AACT Alpha-1l-antichymotrypsin precursor (AC-: - -
E15 GFLVAKQDLVISLLPYVLHPLVAKA AASS Alpha-aminoadipic semialdehyde synthas- - -
E16 EGEYTPGTLVQIFLSVIVGALNLGN AB11 Bile salt export pump (ATP-binding cas- - -
E17 SNEGLHFSYVFRVISAVVLSATALG AB11 Bile salt export pump (ATP-binding cas- - -
Fo1 VAKPVGVDVINGALESVLSSSSREQ ABB1 Amyloid beta A4 precursor protein-bind- - -
F02 + EPTTGMDPKARRFLWNLILDLIKTG ABC2  ATP-binding cassette, sub-family A, me- - -
F03 EWDIVTRGLVAMAVEGVVGFLLTIM ABC2 ATP-binding cassette, sub-family A, me- - -
Fo4 LDYLLQGTDVVIAIFIIVAMSFVPA ABC2  ATP-binding cassette, sub-family A, me- - -
F05 LKEVMKTMGLNNAVHWVAWFITGFV ABC2 ATP-binding cassette, sub-family A, me- - -
F06 LKYGQVLMHSHVVIIWLFLAVYAVA ABC2 ATP-binding cassette, sub-family A, me- - -
Fo7 PWVLAFEIFIPLVLFFILLGLRQKK ABC2 ATP-binding cassette, sub-family A, me- - -
F08 + RLRGISWKDEARVVKWALEKLELTK ABC2 ATP-binding cassette, sub-family A, me- - -
Fo9 WFEVPSSAYVFLIVINLFIGITATV ABC2 ATP-binding cassette, sub-family A, me: - -
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1 F10 IGKNLFAMVVEGVVYFLLTLLVQRH ABCR  Retinal-specific ATP-binding cassette- - -

1 F11 IMHGRILHYSDPFILFLFLLAFSTA ABCR Retinal-specific ATP-binding cassette- - -

1 F12 + LIQSLESNPLTKIAWRAAKPLLMGK ABCR  Retinal-specific ATP-binding cassette- - -

1 F13 YIGINTFDYLGSILSYVVIAIPIFS ABD4  ATP-binding cassette, sub-family D, me- - -
1 F14 + AYTTQSLASVAYLINTLANNVLQML ABI2 Abl-interactor 2 (Abelson interactor 2. - -

1 F15 + TLSKTKNLRLLILVGRLFMWEEPEI ABM2 Probable C-;U editing enzyme APOBEC-2. - -
1 F16 + RYGAAEPHTIAAFLGGAAAQEVIKI ABP1 Amyloid protein-binding protein 1 (Amy- - -
1 F17 + NKDDDESPGLYGFLHVIVHSAKGFK ABR Active breakpoint cluster region-relat- - -

1 GO01 RVTNDTESDINYLLKMALEKIAFLP ACE Angiotensin-converting enzyme, somatic- - -
1 G02 AQQARVGQWLLLFLGIALLVATLGL ACE Angiotensin-converting enzyme, somatic- - -
1 GO03 SSVKEDWKYVAMVIDRIFLWLFIIV ACH2 Neuronal acetylcholine receptor protei- - -

1 G04 KEIQDDWKYVAMVIDRIFLWVFTLV ACH3 Neuronal acetylcholine receptor protei- - -

1 GO05 KEVEDDWKYVAMVVDRVFLWVFIIV  ACH6 Neuronal acetylcholine receptor protei- - -

1 G06 IGKYMLFTMVFEVIASIIITVIVINT ACHA  Acetylcholine receptor protein, alpha- - -

1 GOo7 TLSISVLLSLTVFLLVIVELIPSTS ACHA  Acetylcholine receptor protein, alpha- - -

1 GO08 GLSIFALLTLTVFLLLLADKVPETS ACHB  Acetylcholine receptor protein, beta c- - -

1 G09 SGEKTSVAISVLLAQSVFLLLISKR ACHD  Acetylcholine receptor protein, delta- - -

1 G10 4+ PTTHAMSPRLRHVLLELLPRLLGSP ACHE  Acetylcholine receptor protein, epsilo- - -

1 G11 QSVSEDWKYVAMVIDRLFLWIFVFV ACHN  Neuronal acetylcholine receptor protei- - -

1 G12 NVGHQDVKDVQFAVEQVLQEEHFDA ACPH Acylamino-acid-releasing enzyme (EC 3.

1 G13 GVTHNVPIYEGYALPHAIMRLDLAG ACTS Actin, alpha skeletal muscle (Alpha-ac- - -

1 G1l4 IMFETFNVPAMYVAIQAVLSLYASG ACTS Actin, alpha skeletal muscle (Alpha-ac- - -

1 G15 GVTHTVPIYEGYALPHAILRLDLAG ACT2 Actin, cytoplasmic 2 (Beta-actin 2).

1 G16 DLVGDESEGLHEVVAFAIHKSDMDL ACTY Beta-centractin (Actin-related protein- - -

1 G17 DLIGEESEGIHEVLVFAIQKSDMDL ACTZ  Alpha-centractin (Centractin) (Centros- - -
1 HO1 HAPAELQRASFSAVPVLANPAATSG ACY3  Aspartoacylase 2 (EC 3.5.1.15) (Aminoa- - -
1 HO2 VVLHPRTISLESLAVILAQLLSLSM ADO02 ADAM 2 precursor (A disintegrin and me- - -
1 HO03 + PGSAQEKSIERRFLNGLFSKLQPRD AD13 Protein AD-013 (x0008).

1 HO04 GVNMDHSTSILGVASSIAHELGHSL AD15 ADAM 15 precursor (EC 3.4.24.-) (A dis- - -
1 HO5 TSSLTTGLLLSLLVLLVLVMLGASY AD15 ADAM 15 precursor (EC 3.4.24.-) (A dis- - -
1 HO06 SINTFGKFLADNIVGSVLVFSLIFW AD17 ADAM 17 precursor (EC 3.4.24.86) (A di-- -
1 HO7 RTVHAGEVGSAEVVKEAVDILKTER ADA Adenosine deaminase (EC 3.5.4.4) (Aden- - -
1 HO08 QDVKSAGPQSQLLASVIAEKSRSPS ADDB Beta adducin (Erythrocyte adducin beta- - -
1 HO09 RDLSRITLDAQDVLAHLVQMAFKYL AFAD  Afadin (Af-6 protein).

1 H10 VARRNPFVFAPTLLTVAVHFEEVAK AFAM  Afamin precursor (Alpha-albumin) (Alph- - -
1 H11 AAQANKESSSESFISRLLAIVADLY AFY1 Ankyrin repeat and FYVE domain protein- - -
1 H12 ESADHLAHEVSLAVFQLAGGIGERP AGM1 Phosphoacetylglucosamine mutase (EC 5.

1 H13 FNQAAGDAISDMLVIEAILALKGLT AGM1 Phosphoacetylglucosamine mutase (EC 5.

1 H14 + HFDPTTAFRAPDVARALLRQIQVSR AGRN  Agrin precursor.

1 H15 TVPPTAPSPAPSLVASAFGESGSTD AGRN  Agrin precursor.

1 H16 QADFAKVLELDPALAPVVSRELRAL AIP AH receptor-interacting protein (AIP).

1 H17 + NTDEAQEELAWKIAKMIVSDIMQQA AKI10 A kinase anchor protein 10, mitochondr- - -
1 101 + EHSGKKVQFAEALATHILSLATEMA AK11 A-kinase anchor protein 11 (Protein ki- - -

1 102 + RAFSLKERAISGLANFLVSEALSNA AK11 A-kinase anchor protein 11 (Protein ki- - -

1 103 VKKQIFTNTVARFAADLAEELVFEG AK11 A-kinase anchor protein 11 (Protein ki- - -

1 104 + VNLDKKAVLAEKIVAEAIEKAEREL AK11 A-kinase anchor protein 11 (Protein ki- - -

1 105 VVKLYAKDLSESVIQEAFIELSQVD AK11 A-kinase anchor protein 11 (Protein ki- - -

1 106 + NGILELETKSSKLVQNIIQTAVDQF AK12 A-kinase anchor protein 12 (A-kinase a- - -
1 107 + TQDKNYEDELTQVALALVEDVINYA AK14 A-kinase anchoring protein 14 (Protein- - -
1 108 + PDDAELVRLSKRLVENAVLKAVQQY AK7G  A-kinase anchor protein 7 isoform gamm- - -
1 109 + HYKETWKALEALVAKGLVQALGLSN AKA1l  Alcohol dehydrogenase [NADP+] (EC 1.1.
1 110 + LVDDPLEYQAGLLVQNAIQQAIAEQ AKA2  A-kinase anchor protein 2 (Protein kin- - -

1 111 WLKSEGDNYSATLLEPAASSLSPDH AKA2  A-kinase anchor protein 2 (Protein kin- - -

1 112 LTDTVQNKQLQAVLQWVAASELNVP AKA3  A-kinase anchor protein 3 (Protein kin- - -

1 113 + QYETLLIETASSLVKNAIQLSIEQL AKA5  A-kinase anchor protein 5 (A-kinase an- - -
1 114 GLTLGVSSSSGEALTNAAQPSSETV AKA6  A-kinase anchor protein 6 (Protein kin- - -

1 115 GGEDKKETPEEVAADVLAEVITAAV AKAS8 A-kinase anchor protein 8 (A-kinase an- - -
1 116 + RSNPGTFMRSDPFVPPAASSEPLST AKAS8 A-kinase anchor protein 8 (A-kinase an- - -
1 117 ELMLNISSRLQAAVEKLLEAISETS AKA9 A-kinase anchor protein 9 (Protein kin- - -

1 Jo1 ESFSDWRGELLLALQQVFLEERSVL AKA9 A-kinase anchor protein 9 (Protein kin-: - -

1 Jo2 4+ KIVNLQKIVEEKVAAALVSQIQLEA AKA9  A-kinase anchor protein 9 (Protein kin- - -

1 J03 4+ LEKQYQEQLEEEVAKVIVSMSIAFA AKA9  A-kinase anchor protein 9 (Protein kin- - -

1 J04 4+ EEGLDRNEEIKRAAFQIISQVISEA AKP1 A kinase anchor protein 1, mitochondri- - -
1 Jo5 ALPGEEGVQIVELLLHAITDVDAKA AKY1 Ankyrin repeat and MYND domain protein- - -
1 JO6 + QKLYLDRNLIAAVAPGAFLGLKALR ALS Insulin-like growth factor binding pro- - -

1 Jo7 + KEIKSYLKRIFQLVRFLFPELPEEG ALS2 Alsin (Amyotrophic lateral sclerosis p- - -

1 Jos PEPGYVVTSSGLLLPVLLPRLYPPL ALS2 Alsin (Amyotrophic lateral sclerosis p- - -

1 JOo9 SEHGEKPMPSQPLLEEAIPNLHSPP ALS2 Alsin (Amyotrophic lateral sclerosis p- - -

1 J10 PVVLITTLLVIPVVVLLAIAIFIRW AMD Peptidyl-glycine alpha-amidating monoo- - -
1 J1i1 YNPTEKAESESDLVAEIANVVQKKD AMD Peptidyl-glycine alpha-amidating monoo- - -
1 Ji2 GYTHGMHTLAFMAAESLLVTVRTAH AMFR Autocrine motility factor receptor (EC- - -

1 J13 SGAHVWGSSAAGLAGGVAAAVLLAL AMNL Amnionless protein precursor.

1 J14 VENGPETGGAGRLARALLADVAENG AMNL Amnionless protein precursor.

1 J15 AISPWKTYQLVYFLDKILQKSPLPP AMPB Aminopeptidase B (EC 3.4.11.6) (Ap-B)-- -
1 J16 HQNKAGYTPIMLAALAAVEAEKDMR AN15 Ankyrin repeat domain protein 15 (Kidn- - -
1 Ji7 GGAAGDEAREAAAVRALVARLLGPG  ANAG Alpha-N-acetylglucosaminidase precurso- - -
1 Ko01 PVLPAFAGHVPEAVTRVFPQVNVTK ANAG Alpha-N-acetylglucosaminidase precurso- - -
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K02 SFLLAPEDPIFPIIGSLFLRELIKE ANAG Alpha-N-acetylglucosaminidase precurso- - -
K03 STLLFTHIPAIFFVLHLVYEELKLN ANC1 Anaphase promoting complex subunit 1 (---
Ko04 ELLVAWNTVSTGLVPPAALGLVSSR ANC2  Anaphase promoting complex subunit 2 (- --
K05 SEAENQQAGAAALAPEIVIKVEKLD ANC4  Anaphase promoting complex subunit 4 (- - -
K06 QKLSNDRIRVGEVLNSIFFELEADE ANGT Angiotensinogen precursor [Contains: A- .-
K07 + GARSGHEQVVEMLLDRAAPILSKTK ANK3 Ankyrin 3 (ANK-3) (Ankyrin G).

K08 + SRTSSPVKSSLFLAPSALKLSTPSS ANK3 Ankyrin 3 (ANK-3) (Ankyrin G).

K09 QAYLEEKRKAEALLYQILPHSVAEQ ANPA  Atrial natriuretic peptide receptor A- - -

K10 4+ TSYPWSWARVGPAVELALAQVKARP ANPA  Atrial natriuretic peptide receptor A- - -

K11 DSYLFSLTRVRPAIEYALRSVEGNG ANPC  Atrial natriuretic peptide clearance r- - -

K12 SINKELQNSIIDLLNSVFDQLGSYR ANRE Kidney androgen-regulated protein prec- - -
K13 YEIILTLGQAFEVAYQLALQAQKSR ANS1 Ankyrin repeat and SAM domain protein- - -
K14 AFLEVNEEGSEAAASTAVVIAGRSL ANT3  Antithrombin-III precursor (ATIII) (PR- - -
K15 + TIDRETSGNLEQLLLAVVKSIRSIP ANX5  Annexin A5 (Annexin V) (Lipocortin V)- - -
K16 KAMKGFGTDEQAIVDVVANRSNDQR ANX7 Annexin A7 (Annexin VII) (Synexin) (OK- - -
K17 4+ AVQNRFHGDAQVALLGLASVIKNTP ANX9  Annexin A9 (Annexin 31) (Annexin XXXI)- - -
Lo1 KSMKGAGTDEETLIRIVVTRAEVDL ANXD  Annexin Al3 (Annexin XIII) (Annexin, i-- -
L02 LFLFWNLYKAPILLALVAGEAAGIM AOF2 Amine oxidase flavin containing domain- - -
L03 SVVATPHEKIVHILSNAVGEIHMKT APB1 Amyloid beta A4 precursor protein-bind- - -
L04 VFYAEDAQLIAQAIGQAFAAAYSQF APB3 Amyloid beta A4 precursor protein-bind- - -
L05 KGRSTERNVSVEALASALQLLAREQ APF Apolipoprotein F precursor (Apo-F).

L06 VSDLEETTTLASFISEVVSSAPYWG APF Apolipoprotein F precursor (Apo-F).

Lo7 + PFRIYQTTTERPFIQKLFRPVAADG APG5H Autophagy protein 5-like (APG5-like).

L08 VKLTDVAPVSFFLVLDVVYLVYESK APL1 Apolipoprotein L1 precursor (Apolipopr- - -
L09 QQVEGTAQEAVSAAGAAAQQVVDQA APM2 Adipose most abundant gene transcript- - -
L10 GPLREDFSLSSSALIGLLVIAVAIA APP2 Amyloid-like protein 2 precursor (Sper- - -
L11 LSARSRSNSAERLLEAVAATAAEEP APS SH2 and PH domain-containing adapter p- - -
L12 KGNFFTMFLAGSLAVTIAIYVGGNV AQPA  Aquaporin 10 (Small intestine aquapori- - -
L13 RNKGVPAGLEPVVVGMLILALGLSM AQPA  Aquaporin 10 (Small intestine aquapori- - -
L14 PVVAAQAAAVQAAAAQAAVAAQAAA AR3A  AT-rich interactive domain-containing- - -
L15 NLAAAEEGPLEPAVVDAFNQAWHLF ART4 Aflatoxin B1 aldehyde reductase member- - -
L16 + RDRASYEARERHVAERLLMHLEEMQ ARH1 Rho guanine nucleotide exchange factor- - -
Li7 NPDQQHLEEAINIIQGIVAEINTKT ARH3 Rho guanine nucleotide exchange factor- - -
MO01 + EKLKSRPAHLGVFLRYIFSQADPSP ARHB Rho guanine nucleotide exchange factor- - -
MO02 DTQSLVGSPSTRIAPHIIGAEDDDF ARHC Rho guanine nucleotide exchange factor- - -
MO03 FEVSDTMSAVLQVATGVISTLQIHQ ARLY  Argininosuccinate lyase (EC 4.3.2.1) (.- -
MO04 VKDIAKVAPANTAVQVIAPPERKIS ARM1 Actin related protein M1.

MO5 TKLHVAGRDITELLMQLLLASGHTF ARM2 Actin related protein M2 (Actin-relate- - -
MO06 MFESFNVPGLYIAVQAVLALAASWT ARP3 Actin-like protein 3 (Actin-related pr- - -
MO07 + NNTEKTVKKIKAFVEQVANVVLYSS ARRS S-arrestin (Retinal S-antigen) (48 kDa. - -
M08 + EINVERDEKLIKVLDKLLLYLRIVH ARS2 Arsenite-resistance protein 2.

M09 PGVTHELASSLDLLPTLAALAGAPL ARSA Arylsulfatase A precursor (EC 3.1.6.8)- - -
M10 YAVPDKINQADYALDAAVTLLEFYE ART1 Adipocyte-derived leucine aminopeptida- - -
M1l 4 ELLQSETDKVVRAVAIALRNLSLDR ARVC  Armadillo repeat protein deleted in ve- - -
M12 + LVASSQSVREAKAASHVLQTVWSYK ARVC  Armadillo repeat protein deleted in ve- - -
M13 + EFKTLSEEEIEKVLKNIFNISLQRK ARY1 Arylamine N-acetyltransferase 1 (EC 2.

M14 + EFKTLTEEEVEEVLKNIFKISLGRN ARY?2 Arylamine N-acetyltransferase 2 (EC 2.

M15 PLHEAVVQPIQQILEIVLDASYKTL AS15 Ankyrin repeat and SOCS box protein 15- - -
M16 + VINLIGQTPISRLVALLVRGLGTEK ASB8 Ankyrin repeat and SOCS box protein 8- - -
M17 LLVETLLDEEKRVAQRALMQSLNML ASML  N-acetylserotonin O-methyltransferase-- - -
NO1 LLLDASLEGEFDLVQRIIYEVEDPS ASP1 Apoptosis stimulating of p53 protein 1- - -
N02 + GSAAMAASSVSVVLSSLFLKLYRKP ATT7A  Copper-transporting ATPase 1 (EC 3.6.3- - -
NO3 PIQQFADKLSGYFVPFIVFVSIATL AT7A Copper-transporting ATPase 1 (EC 3.6.3: - -
NO04 IVLATSIAYVYSLVILVVAVAEKAE AT7B Copper-transporting ATPase 2 (EC 3.6.3- - -
NO5 PIQQLADRFSGYFVPFIIIMSTLTL AT7B Copper-transporting ATPase 2 (EC 3.6.3- - -
NO6 EGEETITAFVEPFVILLILIANAIV ATA1 Sarcoplasmic/endoplasmic reticulum cal- - -
NO7 FRGAIYYFKIAVALAVAAIPEGLPA ATA1 Sarcoplasmic/endoplasmic reticulum cal- - -
NO8 EGEETITAFVEPFVILLILVANAIV ATA2 Sarcoplasmic/endoplasmic reticulum cal- - -
NO09 IRGAIYYFKIAVALAVAAIPEGLPA ATA2 Sarcoplasmic/endoplasmic reticulum cal- - -
N10 EGEETTTAFVEPLVIMLILVANAIV ATA3 Sarcoplasmic/endoplasmic reticulum cal- - -
N11 LRGAVYYFKIAVALAVAAIPEGLPA ATA3 Sarcoplasmic/endoplasmic reticulum cal- - -
N12 LWELVLEQFEDLLVRILLLAALVSF ATA3 Sarcoplasmic/endoplasmic reticulum cal- - -
N13 AVQIGKAGLLMSAITVIILVLYFVI ATB1 Plasma membrane calcium-transporting A- - -
N14 QLVWEALQDVTLIILEIAAIVSLGL ATB1 Plasma membrane calcium-transporting A- - -
N15 AVQIGKAGLVMSAITVIILVLYFTV ATB2 Plasma membrane calcium-transporting A- - -
N16 QLVWEALQDVTLIILEIAAIISLGL ATB2 Plasma membrane calcium-transporting A- - -
N17 AVQIGKAGLVMSAITVIILVLYFVI ATB3 Plasma membrane calcium-transporting A- - -
001 QLVWEALQDVTLIILEVAAIVSLGL ATB3 Plasma membrane calcium-transporting A- - -
002 AGWIEGAAILFSVIIVVLVTAFNDW ATB4 Plasma membrane calcium-transporting A- - -
003 ELVWEALQDVTLIILEIAAIISLVL ATB4 Plasma membrane calcium-transporting A- - -
004 RQIPSPDVFLPKVLDLIVNGISINS ATB4 Plasma membrane calcium-transporting A- - -
005 LFDPSNPLLASQLLSGAIPQIPASS ATBF  Alpha-fetoprotein enhancer binding pro- - -
006 EDAVSIATAVLVVVTVAFIQEYRSE ATC4 Probable calcium-transporting ATPase K- - -
007 IGFLRNHMFLYSVLGSILGQLAVIY ATC4 Probable calcium-transporting ATPase K- - -
008 NLGALDLLFLTGLASSVFILSELLK ATC4 Probable calcium-transporting ATPase K- - -
009 + PRSVRDTILSRALILKILMSAAIII ATC4 Probable calcium-transporting ATPase K- - -
010 YLDQFKNPLILLLLGSALVSVLTKE ATC4 Probable calcium-transporting ATPase K- - -
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1 O11 NEKTPIAIEIEHFVDIIAGLAILFG ATHA  Potassium-transporting ATPase alpha ch- - -
1 012 4+ EWTGYTAFFVGILVQQIADLIIRKT ATHL  Potassium-transporting ATPase alpha ch- - -
1 013 NEKTPIAIEIEHFVHIVAGVAVSIG ATHL  Potassium-transporting ATPase alpha ch- - -
1 014 + ADDQGQHPLLKMLLHLLAFSSAATG ATIP ATR-interacting protein (ATM and Rad3. - -
1 015 4+ GLGGAWAFVLRDVIYTLIHYINQRP ATM Serine-protein kinase ATM (EC 2.7.1.37- - -
1 016 QIDHLFISNLPEIVVELLMTLHEPA ATM Serine-protein kinase ATM (EC 2.7.1.37- - -
1 017 LNALEVQGRETRLVLEVAQHLGEST ATPB  ATP synthase beta chain, mitochondrial- - -
2 BO1 SASLPPAQLLLRAAPTAVHPVRDYA ATPB  ATP synthase beta chain, mitochondrial- - -
2 B02 ALYSIIQYFSVTLLYSILSNLGDFQ ATY3 Probable cation-transporting ATPase 3. - -
2 B03 + STDEYYYYALAIVVMSIVSIVSSLY ATY3 Probable cation-transporting ATPase 3. - -
2 B04 EVTYEPPPTAPTLLTVLAYSLLPIG AVRB  Activin receptor type IIB precursor (E- - -

2 BO5 KIQEVKEQRVTGLLVALLVGLSIVI B3A2 Anion exchange protein 2 (Non-erythroi- - -
2 B06 KSPFPVWMMVASLLPAILVFILIFM B3A2 Anion exchange protein 2 (Non-erythroi- - -
2 BO7 RVIGDFGVPIAILIMVLVDYSIEDT B3A2 Anion exchange protein 2 (Non-erythroi- - -
2 B08 ARPFPPWMMVAAAVPALLVLILIFM B3A3 Anion exchange protein 3 (Neuronal ban- - -
2 B09 EKTEGLMGVSELIVSTAVLGVLFSL B3A3 Anion exchange protein 3 (Neuronal ban- - -
2 B10 RIIGDFGIPISILVMVLVDYSITDT B3A3 Anion exchange protein 3 (Neuronal ban- - -
2 B11 YLTGRVWVGLWLVVFVLALVAAEGS B3A3 Anion exchange protein 3 (Neuronal ban- - -
2 B12 EKTRNQMGVSELLISTAVQGILFAL B3AT Band 3 anion transport protein (Anion- - -
2 B13 PIWMMFASALPALLVFILIFLESQI B3AT Band 3 anion transport protein (Anion- - -
2 B14 QIQEVKEQRISGLLVAVLVGLSILM B3AT Band 3 anion transport protein (Anion- - -
2 B15 VGRVWIGFWLILLVVLVVAFEGSFL B3AT Band 3 anion transport protein (Anion- - -
2 B16 STNASTPQSVSSVVHYLAMALFQIE BA1A Bromodomain adjacent to zinc finger do- - -
2 B17 + APQRKTTNPLDLAVMRLAALEQNVE BA2A Bromodomain adjacent to zinc finger do- - -
2 Co1 AVSPTTSPAVSLVVSPAASPEISPE BA2A  Bromodomain adjacent to zinc finger do- - -
2 C02 PAVFSVVSPASSAVLPAVSLEVPLT BA2A  Bromodomain adjacent to zinc finger do- - -
2 Co03 ALERKSDNPLDIAVTRLADLERNIE BA2B Bromodomain adjacent to zinc finger do- - -
2 Cco4 VPQNEKATSAQPAAVEVAKPVDFPS BA2B  Bromodomain adjacent to zinc finger do- - -
2 C05 + MGALARALLLPLLAQWLLRAAPELA BAE2 Beta secretase 2 precursor (EC 3.4.23.

2 C06 + TTLLRLPQKVFDAVVEAVARASLIP BAE2  Beta secretase 2 precursor (EC 3.4.23.

2 co7 LHVTSQQGSSEPVVQDLAQVVEEVI BAG1 BAG-family molecular chaperone regulat- - -
2 Cco8 SLVKGNLSRVLEALWELLLQAILQA BAP3  BAll-associated protein 3 (BAP3).

2 Co9 LRVRSHLAALWPFLGIVAEVLVLVT BASI Basigin precursor (CD147 antigen) (Leu- - -
2 C10 APGPAAGGEAPKAAEAAAAPAESAA BASP  Brain acid soluble protein 1 (BASP1 pr- - -
2 C11 LSPEFFTSVVQGVLSSLLGSLGARA BAT3 Large proline-rich protein BAT3 (HLA-B- - -
2 C12 MQGEGPQLLLSEAVSRAAKAAGARP BAT3 Large proline-rich protein BAT3 (HLA-B- - -
2 C13 LYLSVKQGELQKVILMLLDNLDPNF BATS8 Histone-lysine N-methyltransferase, H3- - -
2 C14 YFGTPTWQTVTIFVAGVLTASLTIW BAXA Apoptosis regulator BAX, membrane isof- - -
2 C15 TSNDTIIRAVLIFAEGIFTGESHVV BBS2 Bardet-Biedl syndrome 2 protein.

2 C16 + DASYSLILEVQTAIDNVLIQSDVPI BBST7 Bardet-Biedl syndrome 7 protein (BBS2-- - -
2 C17 4+ EKEEVPEGMEEAAVASVVLPARELQ BC13 Bcl-2-like 13 protein (Mill protein) (- - -

2 Do1 KSILLFGGAAAVAILAVAIGVALAL BC13 Bcl-2-like 13 protein (Mill protein) (- - -

2 D02 EPLVQDLQAAVAAVQSAVHELLEFA BCA1l CRK-associated substrate (p130Cas) (Br- - -
2 Do3 VAGPGREPLELEVAVEALARLQQGV  BCAl CRK-associated substrate (p130Cas) (Br- - -
2 D04 PKKEGLAPPSPSLVSDLLSELNISE BCD2  Cytoskeleton-like bicaudal D protein h- - -

2 D05 VTKQSYMESVVTFLQDVVPQAYSGT BCS3 Breast carcinoma amplified sequence 3- - -

2 D06 + SHELRSKILSLQLLLSILQNAGPIF BIG1 Brefeldin A-inhibited guanine nucleoti- - -

2 D07 4+ SHREAWTNLLLLFLTKVLKISDNRF BIG1 Brefeldin A-inhibited guanine nucleoti- - -

2 D08 SIGETSSQSVVVAVDRIFTGSTRLD BIG1 Brefeldin A-inhibited guanine nucleoti- - -

2 D09 SHELRSKVVSLQLLLSVLQNAGPVF BIG2 Brefeldin A-inhibited guanine nucleoti- - -

2 D10 SVGETSSQSVVVAVDRIFTGSTRLD BIG2 Brefeldin A-inhibited guanine nucleoti- - -

2 D11 SKHISKPVQEPLVLPEVFGNLNSVM BIR1 Baculoviral IAP repeat-containing prot- - -
2 D12 LTTGENYKTVNDIVSALLNAEDEKR BIR2 Baculoviral IAP repeat-containing prot- - -
2 D13 LATGENYRLVNDLVLDLLNAEDEIR BIR3 Baculoviral IAP repeat-containing prot- - -
2 D14 ANDANSAARARRLAQEAVTLSTSLP BIR6 Baculoviral IAP repeat-containing prot- - -
2 D15 GLSSGTVGEASTALSSAAQVALQSL BIRG6 Baculoviral IAP repeat-containing prot- - -
2 D16 + HQSNKGYSLASLLAKVAAGKEKSSN BIRG6 Baculoviral IAP repeat-containing prot- - -
2 D17 + LIQTSSTEQLRTIIRYLLDTLLSLL BIRG6 Baculoviral IAP repeat-containing prot- - -
2 EO1 LSNSGVLESLLNLLDNLLSPLQPQL BIRG6 Baculoviral IAP repeat-containing prot- - -
2 E02 + RGNLPTSGNISGFIRRLFLQLMLED BIRG6 Baculoviral IAP repeat-containing prot- - -
2 EO03 VLDIPMISWVVMLVSRLLDYVATVE BIRG6 Baculoviral IAP repeat-containing prot- - -
2 E04 + VTFHLPHHVLKSIASAIVNELKKIN BIRG6 Baculoviral IAP repeat-containing prot- - -
2 E05 ADLFNLTLLEKAVIDFLVKHLSELL BKL5 BTB and kelch domain containing protei- - -
2 E06 LRYFNPVDQENALIAAIANWSELAS BKL5 BTB and kelch domain containing protei- - -
2 E07 + GAVYKGSLDERPVAVKVFSFANRQN BMR2 Bone morphogenetic protein receptor ty- - -
2 EO08 SGPDPLSSTSSSLLYPLIKLAVEAT BMR2 Bone morphogenetic protein receptor ty- - -
2 E09 FNKSEKYISENILVLDIFFEALNYE BNA1 Amiloride-sensitive cation channel 1,---

2 E10 FNKSEQYIGENILVLDIFFEVLNYE BNA2  Amiloride-sensitive cation channel 2,- - -

2 El1 DVSPLLRYMLPHLVVSIITHHVTGEE BP28 Protein BAP28.

2 E12 GGPEILKGLEERLLETVLGYISAVA BP28 Protein BAP28.

2 E13 LSKNGEWYEVLKIAADILIKEEILS BP28 Protein BAP28.

2 E14 + LTKISLKNNLDHLLASLLFEEYISY BP28 Protein BAP28.

2 E15 + LVQLVDTLGAEKFLWILLILLFEQY BP28 Protein BAP28.

2 El6 QLRVLLAFYASTIVSALVAAEDVSD BP28 Protein BAP28.

2 E17 + RLTSLKKTLATTLAPRVLLPAIKKT BP28 Protein BAP28.

2 FO1 VSSEVYLLSALAALQKVVETLPHFI BP28 Protein BAP28.

2 F02 + PISGQTYSVEDAVLKGVVDPEFRIR BPA1 Bullous pemphigoid antigen 1 isoforms- - -
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2 F03 LKAEQSKKELDKVVTTAIKEETEKV BPEA  Bullous pemphigoid antigen 1, isoforms- - -
2 Fo4 RQAEEFHSVVHALLEWLAEAEQTLR BPEA  Bullous pemphigoid antigen 1, isoforms- - -
2 F05 + WAKQHQQRLASALAGLIAKQELLEA BPEA  Bullous pemphigoid antigen 1, isoforms- - -
2 Fo06 + HKAELKPLRADYLIARVVTVLEKLI BPL1 Biotin—protein ligase (EC 6.3.4.-) (B- - -

2 F07 + ASTLILTPTSKDVLSNLVMISRGKE BRC2 Breast cancer type 2 susceptibility pr- - -

2 F08 LEHRPRGNTASLIAVPAVLPSFTPY BU1B Mitotic checkpoint serine/threonine-pr- - -

2 F09 SPYQVDLFGIADLAHLLLFKEHLQV BU1B Mitotic checkpoint serine/threonine-pr- - -

2 F10 VNMEKNPREAPPVVPPLANAISAAL BUBI1 Mitotic checkpoint serine/threonine-pr- - -

2 F11 LPRLTPWIVAVAVILMVLGLLTIGS BUTY Butyrophilin precursor (BT) (Butyrophi- - -
2 F12 + ENREKVNDQAKLIVGIVVGLLLAAL C166 CD166 antigen precursor (Activated leu- - -
2 F13 + YRNGKVLHPLEGAVVIIFKKEMDPV C166 CD166 antigen precursor (Activated leu- - -
2 F14 HGPLVLQLLSFTLLAGLLVQVSKVP C209 CD209 antigen (Dendritic cell-specific- - -

2 F15 DSLGQTSMSAQALLEGLLELLLPRE C2B2 CD2 antigen cytoplasmic tail-binding p- - -
2 F16 PHNPTPPPSLDMFAEELAEEELETP C2B2 CD2 antigen cytoplasmic tail-binding p- - -
2 F17 + NITDLGAYKLAEALPSLAASLLRLS C2TA MHC class II transactivator (CIITA).

2 G01 + DFRKKARQSIQGILEAAFSEELTRS C3AR  C3a anaphylatoxin chemotactic receptor- - -
2 GO02 KLSEMKKMHEGDLAMALVLDEKDRL C5P2 CDKS5 regulatory subunit associated pro- - -
2 GO03 QFLDELMELEIFLAQRAVELSEEAD C5P3 CDKS5 regulatory subunit-associated pro- - -
2 Go4 GPGVLQALPATIFLLFLLSAVYLGP CT79A B-cell antigen receptor complex associ- - -

2 GO05 FDRVNFWSMVNLVVMVVVSAIQVYM CA00 Protein CGI-100 precursor (UNQ397/PRO7- - -
2 G06 + SIGLQNFEIAKDFVVKVIDRLSRDE CA16 Collagen alpha 1(VI) chain precursor.

2 Go7 AGAFLDIAEEKNLAATAAGLAEVPI CA1lE Collagen alpha 1(XV) chain precursor.

2 G08 + VKPSSTRGGVLFAITDAFQKVIYLG CA1lE Collagen alpha 1(XV) chain precursor.

2 G09 + RLGEQNFHKARRFVEQVARRLTLAR CA26 Collagen alpha 2(VI) chain precursor.

2 G10 + SIGYTNFTLEKNFVINVVNRLGATIA CA26 Collagen alpha 2(VI) chain precursor.

2 Gll1 + IYDERGARQLGLALGPALGLLGDPF CA35 Collagen alpha 3(V) chain precursor.

2 Gl12 + GSFAWHMNRSIVLLLKVLAQLRDHS CABI Calcineurin-binding protein Cabin 1 (C- - -
2 G13 + YKTSTVSADLANLLKRIATIVPRTE CABI Calcineurin-binding protein Cabin 1 (C- - -
2 Gl14 + HSGFIETEELKNFLKDLLEKANKTV CABV Calbindin (Vitamin D-dependent calcium- - -
2 G15 DFEAKQQYILHVAVTNVVPFEVSLT CAD1 Epithelial-cadherin precursor (E-cadhe: - -

2 G16 VEAGLQIPAILGILGGILALLILIL CAD1 Epithelial-cadherin precursor (E-cadhe: - -

2 G17 DDPYSGHQFSFSLAPEAASGSNFTI CAD6  Cadherin-6 precursor (Kidney-cadherin)- - -
2 HO1 QSLYHFSVPEDVVLGTAIGRVKAND CAD8  Cadherin-8 precursor.

2 HO02 SPTYLLEVHENAALNSVIGQVTARD CAD8  Cadherin-8 precursor.

2 HO03 APSYIHEVQENAAAGTVVGRVHAKD CADB Cadherin-11 precursor (Osteoblast-cadh: - -
2 HO4 ALLAGGTGLSLGALVIVLASALLLL CADF  Muscle-cadherin precursor (M-cadherin)-: - -
2 HO05 PLRAGQNILLLVLAMDLAGAEGGFS CADG Cadherin-16 precursor (Kidney-specific- - -
2 HO06 SYEAAPSHEVVVVVQSVAKLVGPGP CADG Cadherin-16 precursor (Kidney-specific- - -
2 HO7 AGHQTGIPTVGMAVGILLTTLLVIG CADH Cadherin-17 precursor (Liver-intestine- - -

2 HO08 GVIIDREAFSPPILELLLLAEDIGL CADN Cadherin-23 precursor (Otocadherin).

2 HO09 IQTAQRLDRESQAVYSLILVASDLG CADN  Cadherin-23 precursor (Otocadherin).

2 H10 VRLPDDMSALQMAIIVLAILLFLAA CADN  Cadherin-23 precursor (Otocadherin).

2 H11 VRTVVGLDRETTAAYMLILEAIDNG CADN  Cadherin-23 precursor (Otocadherin).

2 H12 4+ TNTQVEGDDEAAFLERLARREERRQ CALD Caldesmon (CDM).

2 H13 + FQLQRPPQNLLRLLRKAVERSSLMG CANB Calpain 11 (EC 3.4.22.-) (Calcium-acti- - -
2 H14 EEEELNASQLQALLSIALEPARAHT CANC Calpain 12 (EC 3.4.22.-).

2 H15 + LYLRQNSMGLFSALRHALAKESLVG CANC Calpain 12 (EC 3.4.22.-).

2 H16 KASQRQFEMEELILELAAQVLEDKG CAQ1 Calsequestrin, skeletal muscle isoform- - -

2 H17 + DKVTQKQFQLKEIVLELVAQVLEHK CAQ2 Calsequestrin, cardiac muscle isoform- - -

2 101 IKFHLYLVPSDALLTKAIDDEEDRF CARS Caspase recruitment domain protein 8 (- -
2 102 ERSLRPYSLVRPLLVSALRPVVLLP CARA Caspase recruitment domain protein 10- -

2 103 + EGFHLLGQPLSHLARRLLDTVWNKG CARF  Caspase recruitment domain protein 15- - -
2 104 + ELYLRKRHHEPGVADRLIRLLQETS CARF  Caspase recruitment domain protein 15- - -
2 105 + LIRSLYEMQEERLARKAARGLNVGH CARF  Caspase recruitment domain protein 15- - -
2 106 + RLLDLATVKANGLAAFLLQHVQELP CARF  Caspase recruitment domain protein 15- - -
2 107 VGNNIGSVGAQALALMLAKNVMLEE CARF  Caspase recruitment domain protein 15- - -
2 108 YTHLRISYNVYLAVYSIAHALQDIY CASR  Extracellular calcium-sensing receptor- - -

2 109 + EGFSFNPLKIEVFVQTLLHLAAKSF CB80 80 kDa nuclear cap binding protein (NC- - -
2 110 + RITQDAQLKSSKVVHKAVLQLNEEG CBG Corticosteroid-binding globulin precur- - -

2 I11 VPDQDELDQLSKAAVTALASLYGTK CBP1 Carboxypeptidase A1l precursor (EC 3.4.

2 112 VKKAPDAEELDKVARLAAKALASVS CBP4 Carboxypeptidase A4 precursor (EC 3.4.

2 113 LEPVSNQRELYDLAKDAVEALYKVH CBP5 Carboxypeptidase A5 precursor (EC 3.4.

2 114 GNMHGDETVSRQVLIYLARELAAGY CBPD Carboxypeptidase D precursor (EC 3.4.1- - -
2 115 PHHHTAPAKSPKILPDILKKIGDTP CBS Cystathionine beta-synthase (EC 4.2.1.

2 116 RQMVFGVVTAIDLLNFVAAQERDQK CBS Cystathionine beta-synthase (EC 4.2.1.

2 117 + MEQVAHQTIVMQFILELAKSLKVDP CC37 Hsp90 co-chaperone Cdc37 (Hsp90 chaper- - -
2 Jo1 APGRQFHGSASSLVEAVLISEGLGQ CCAC Voltage-dependent L-type calcium chann- - -
2 Jo2 EYLFLIIFTVEAFLKVIAYGLLFHP CCAC Voltage-dependent L-type calcium chann- - -
2 Jo3 + FKITRYWNSLSNLVASLLNSVRSIA CCAC Voltage-dependent L-type calcium chann- - -
2 Jo4 + HIPTPGAALSWQAAIDAARQAKLMG CCAC Voltage-dependent L-type calcium chann- - -
2 JO5 NSIIKAMVPLLHIALLVLFVIIIYA CCAD Voltage-dependent L-type calcium chann- - -
2 Jo6 NWLTEVQDTANKALLALFTAEMLLK CCAC Voltage-dependent L-type calcium chann- - -
2 Jo7 PIYNYRVEISIFFIIYIIIIAFFMM CCAC Voltage-dependent L-type calcium chann- - -
2 Jo8 RTLLWTFIKSFQALPYVALLIVMLF CCAS  Voltage-dependent L-type calcium chann- - -
2 JOo9 YFVTLIIIGSFFVLNLVLGVLSGEF CCAC Voltage-dependent L-type calcium chann- - -
2 J10 EYAFLIIFTVETFLKIIAYGLLLHP CCAD Voltage-dependent L-type calcium chann- - -
2 J11 PIYNHRVEISIFFIIYIIIVAFFMM CCAD Voltage-dependent L-type calcium chann- - -
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Ji2 + PNSSKQTVLSWQAAIDAARQAKAAQ CCAD Voltage-dependent L-type calcium chann- - -

J13 YEQSKMFNDAMDILNMVFTGVFTVE CCAD Voltage-dependent L-type calcium chann- - -
J14 YFVSLVIFGSFFVLNLVLGVLSGEF CCAF  Voltage-dependent L-type calcium chann- - -
J15 EYVFLVIFTVETVLKIVAYGLVLHP CCAF Voltage-dependent L-type calcium chann- - -
J16 FTDAWNTFDALIVVGSIVDIAVTEV CCAF Voltage-dependent L-type calcium chann- - -
Ji7 PIYNYRVEISVFFIVYIIIIAFFMM CCAF  Voltage-dependent L-type calcium chann- - -
K01 PSLHIVLNSIMKALVPLLHIALLVL CCAF  Voltage-dependent L-type calcium chann- - -
K02 + RTLLWTFIKSFQALPYVALLIAMIF CCAF  Voltage-dependent L-type calcium chann- - -
K03 YEQTAPFNYAMDILNMVFTGLFTIE CCAF  Voltage-dependent L-type calcium chann- - -
K04 AINFDNIGYAWIAIFQVITLEGWVD CCAG Voltage-dependent T-type calcium chann- - -
K05 IYFVSFVLTAQFVLVNVVIAVLMKH CCAG Voltage-dependent T-type calcium chann- - -
K06 LEISNIVFTSLFALEMLLKLLVYGP CCAG Voltage-dependent T-type calcium chann- - -
K07 LPQVGNLGLLFMLLFFIFAALGVEL CCAG Voltage-dependent T-type calcium chann- - -
K08 LQAFDDFIFAFFAVEMVVKMVALGI CCAG Voltage-dependent T-type calcium chann- - -
K09 PIMNHNPWMLLYFISFLLIVAFFVL CCAG Voltage-dependent T-type calcium chann- - -
K10 + VRHKYNFDNLGQALMSLFVLASKDG CCAG Voltage-dependent T-type calcium chann- - -
K11 AINFDNIGYAWIVIFQVITLEGWVE CCAI Voltage-dependent T-type calcium chann- - -
K12 + LRVISRAPGLKLVVETLISSLKPIG CCAI Voltage-dependent T-type calcium chann- - -
K13 LYFVSFVLTAQFVLINVVVAVLMKH CCAI Voltage-dependent T-type calcium chann- - -
K14 + NYMFTTVFVLEAVLKLVAFGLRRFF CCAI Voltage-dependent T-type calcium chann- - -
K15 PVTNHNPWMLLYFISFLLIVSFFVL CCAI Voltage-dependent T-type calcium chann- - -
K16 + VGNLGLLFMLLFFIYAALGVELFGK CCAI Voltage-dependent T-type calcium chann- - -
K17 4+ VHHKYNFDNLGQALMSLFVLASKDG CCAI Voltage-dependent T-type calcium chann- - -
LO1 ATWFTNFILLFILLSSAALAAEDPI CCAS  Voltage-dependent L-type calcium chann- - -
Lo2 DVGPIYNNRVEMAIFFIIYIILIAF CCAS  Voltage-dependent L-type calcium chann- - -
LO03 + FKITKYWTSLSNLVASLLNSIRSIA CCAS  Voltage-dependent L-type calcium chann- - -
Lo4 + HNQPLWLTRLQDIANRVLLSLFTTE CCAS  Voltage-dependent L-type calcium chann- - -
L05 NSIFKAMLPLFHIALLVLFMVIIYA CCAS  Voltage-dependent L-type calcium chann- - -
L06 WNVFDFLIVIGSIIDVILSEIDTFL CCAS  Voltage-dependent L-type calcium chann- - -
LO7 YFVTLILLGSFFILNLVLGVLSGEF CCAS  Voltage-dependent L-type calcium chann- - -
L08 YNQSEQMNHISDILNVAFTIIFTLE CCAS  Voltage-dependent L-type calcium chann- - -
L09 VLYWEHHSSVGFIILAVIVPLLLLI CD1A  T-cell surface glycoprotein CDla precu- - -
L10 ILYWRNPTSIGSIVLAIIVPSLLLL CD1B T-cell surface glycoprotein CD1b precu- - -
L11 GHHSSMNWIALVVIVPLVILIVLVL CD1C  T-cell surface glycoprotein CD1c precu- - -
L12 IRTPQIPEWLIILASLLALALILAV CD44 CD44 antigen precursor (Phagocytic gly- - -
L13 ILHHSTSYNSKALIAFLAFLIIVTS CD45 Leukocyte common antigen precursor (EC- - -
L14 KIENKESRELMLLIPSIVLGILLLG CD6 T-cell differentiation antigen CD6 pre- - -
L15 DDLFSGKLYLIGIAAIVVAVIMIFE CD81 CD81 antigen (26 kDa cell surface prot- - -
L16 IKVTKYFLFLFNLIFFILGAVILGF CD82 CD&82 antigen (Inducible membrane prote- - -
L17 + VKSKEEAQHVQRVLAQLLRREAALT CD93 Complement component Clq receptor prec- - -
MO01 + RVAQDLGLELAELVPRLFRVASKTH CDA1 Protocadherin alpha 1 precursor (PCDH-- - -
M02 + VFSRRGGLGARDLLLWLLLLAAWEV CDA1 Protocadherin alpha 1 precursor (PCDH-- - -
MO03 ALLAPRAGTAAGAVSELVPWSVGAG CDA2 Protocadherin alpha 2 precursor (PCDH-- - -
M04 + RIAQDLGLELEELVPRLFRVASKRH CDA2  Protocadherin alpha 2 precursor (PCDH-- - -
M05 + RRGRGAWTRLLSLLLLAAWEVGSGQ CDA2 Protocadherin alpha 2 precursor (PCDH-- - -
MO06 ALLMPRVGGIGGAVSELVPRSVGAG CDA3  Protocadherin alpha 3 precursor (PCDH-- - -
MO07 + RIAQDLGLELAELVPRLFRVASKRH CDAD Protocadherin alpha 13 precursor (PCDH.- - -
M08 + RIAQDLGLELAELVPRLFRVASKGR CDA5  Protocadherin alpha 5 precursor (PCDH-- - -
M09 DLDVKTNEEETNFLELVLRKSLDRE CDA5  Protocadherin alpha 5 precursor (PCDH-- - -
M10 + RIAQDLGLELAELVPRLFRMASKDR CDA6  Protocadherin alpha 6 precursor (PCDH-- - -
M11 NGYDPGGRHLLLFIIILAAWEAGRG CDA7 Protocadherin alpha 7 precursor (PCDH-- - -
M12 + PTSNQQVKPLGLVLRKLLDREETPE CDA9 Protocadherin alpha 9 precursor (PCDH-- - -
M13 MLDVNSKNDENKLVELVLRKSLDRE CDA8  Protocadherin alpha 8 precursor (PCDH-- - -
M14 ALLASPAGSAGGAVSELVLRSVVAG CDAA Protocadherin alpha 10 precursor (PCDH-: - -
M15 + RIAQDLGLELAELVQRLFRVASKRH CDAA Protocadherin alpha 10 precursor (PCDH-: - -
M16 + ALLATQAGSAGGAVNKLVPRSVGAG CDAB Protocadherin alpha 11 precursor (PCDH-: - -
M17 4+ RIAQDLGLELAELVQRLFRVASKTH CDAB Protocadherin alpha 11 precursor (PCDH-: - -
NO1 ALLATPAGSAGGAVSELVPRSVGAG CDAC Protocadherin alpha 12 precursor (PCDH. - -
N02 + VIIGPRGPGSQRLLLSLLLLAAWEV CDAC Protocadherin alpha 12 precursor (PCDH-: - -
NO3 NPSTKYLVISLVILSFLFLLSVIVI CDB1  Protocadherin beta 1 precursor (PCDH-b- - -
No04 RYSVAEEMESGSFVANVAKDLGLEV CDB1  Protocadherin beta 1 precursor (PCDH-b- - -
NO05 + ADRGSPALSSEALVRVLVLDANDNS CDB2  Protocadherin beta 2 precursor (PCDH-b- - -
N06 + HYSVAEETESGSFVANLLKDLGLEI CDB2  Protocadherin beta 2 precursor (PCDH-b- - -
NO7 YLVVALASVSSLFLFSVLLFVAVRL CDBG Protocadherin beta 16 precursor (PCDH-- - -
NO8 + TDRGSPALSSEALVRVLVLDANDNS CDBE Protocadherin beta 14 precursor (PCDH-- - -
NO09 INDHSPIFPEREVLLKILENSQPGT CDB4  Protocadherin beta 4 precursor (PCDH-b- - -
N10 RYSVLEETESGSFVAHLAKDLGLGI CDB4  Protocadherin beta 4 precursor (PCDH-b- - -
N11 LAKTPQKRQVMFLAILLLLWEAGSE CDB5 Protocadherin beta 5 precursor (PCDH-b- - -
N12 TDRGSPALSSEALVRLLVLDANDNS CDB6  Protocadherin beta 6 precursor (PCDH-b- - -
N13 YLVVALASVSSLFLLSVLLFVAVRL CDBA Protocadherin beta 10 precursor (PCDH-- - -
N14 + SDRGSPALSSEALVRVLVLDANDNS CDB9 Protocadherin beta 9 precursor (PCDH-b- - -
N15 YLVVALASVSSLFLFSVLLFVAVLL CDB8  Protocadherin beta 8 precursor (PCDH-b- - -
N16 QAFYEVKIRENSILGSLILIVSAWD CDBB  Protocadherin beta 11 precursor (PCDH-- - -
N17 SFSVAEEMQSGSFVGNLAKDLGLKV CDBB  Protocadherin beta 11 precursor (PCDH-- - -
001 NFLVMEELQSGSFVGNLAKTLGLEV CDBC Protocadherin beta 12 precursor (PCDH-- - -
002 QAFYEVKILENSILGSLVVTVSAWD CDBC Protocadherin beta 12 precursor (PCDH-- - -
003 + TDHGSPALSSEALVRVLVLDANDNS CDBC Protocadherin beta 12 precursor (PCDH-- - -
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004 + SDHGSPALSSEALVRVVVLDANDNS CDBD  Protocadherin beta 13 precursor (PCDH-- - -

2

2 005 HYSVAEETEIGSFVANLARDLGLGV CDBE  Protocadherin beta 14 precursor (PCDH-. - -

2 006 + TDRGFPALSSEALVRVLVLDANDNS CDBF Protocadherin beta 15 precursor (PCDH-- - -

2 o007 YLVVALASVSSLFLFSVFLFVAVRL CDBF  Protocadherin beta 15 precursor (PCDH-. - -

2 008 ALTSPIPENSPEIVVAVFSVSDPDS CDBG  Protocadherin beta 16 precursor (PCDH-. . -

2 009 LYSVFEEQEEGSVVGNIAKDLGLAP CDG4 Protocadherin gamma A4 precursor (PCDH. - -
2 010 4+ PPQRHPQRSEQVLLLTLLGTLWGAA CDG6 Protocadherin gamma A6 precursor (PCDH. - -
2 O11 + TPRFLKEELEVKILENAAPSSRFPL CDG6 Protocadherin gamma A6 precursor (PCDH.: - -
2 012 QTELQFYLVVALALISVLFLLAVIL CDGD  Protocadherin gamma B1 precursor (PCDH.- - -
2 013 QAKLQFYLVVALALISVLFFLAVIL CDGE Protocadherin gamma B2 precursor (PCDH- - -
2 014 QAELQFHLVVALALISVLFLLAVIL CDGF  Protocadherin gamma B3 precursor (PCDH-: - -
2 015 + RGPAGQRRMLFLFLLSLLDQVLSEP CDGF  Protocadherin gamma B3 precursor (PCDH-: - -
2 016 VLVDDRNDNAPLVLYPALGPEGSAL CDGF  Protocadherin gamma B3 precursor (PCDH-: - -
2 017 QAELQFYLVVALALISVLFLVAMIL CDGG  Protocadherin gamma B4 precursor (PCDH-: - -
3 BO1 QAELQFYLVVALALISVLFLLAVIL CDGI Protocadherin gamma B6 precursor (PCDH- - -
3 B02 QAEMQFYLVVALALISVLFLLAVIL CDGJ Protocadherin gamma B7 precursor (PCDH- - -
3 B03 YLLLSLILVSVGFVVTVFGVIIFKV CDGK Protocadherin gamma C3 precursor (PCDH- - -
3 B04 SQPLDREATSHYIIELLASDAGSPS CDGM Protocadherin gamma C5 precursor (PCDH- - -
3 B05 + SGGGSDEGLASAAARGLVEKVRQLL CDN5 Cyclin-dependent kinase 4 inhibitor B- - -

3 B06 LAPAPAPAPAPVAAPVAAPVAVAVL CDNC  Cyclin-dependent kinase inhibitor 1C (- - -

3 BO7 QQGGHPDIEVPFIVRHVVDYIEEHG CE05 Protein C5orf5 (GAP-like protein N61).

3 B08 NALPQENGLSPGAIAGIVIGVVALV CEA1 Carcinoembryonic antigen-related cell- - -

3 B09 NAPGLPVGAVAGIVTGVLVGVALVA CEA3 Carcinoembryonic antigen-related cell- - -

3 B10 LPSTHLPTNAGILAATIIGSLAAGA CEAL Carcinoembryonic antigen-like 1 precur- - -

3 B1l + TRMAAESRRVLLLAGRLAAQSLDTS CENB Major centromere autoantigen B (Centro- - -

3 B12 + MGSEDHLGVIPRAIHDIFQKIKKFP CENE Centromeric protein E (CENP-E protein)- - -

3 B13 + KRGPLLTALSAEAVASALHKLHQDL CEP2 Centrosomal protein 2 (Centrosomal Nek- - -

3 B14 LKVFNPRRKLEFALLFLVFDENESW CERU Ceruloplasmin precursor (EC 1.16.3.1)- - -

3 B15 DGSGTIDAKELKVAMRALGFEPRKE CET1 Centrin 1 (Caltractin isoform 2).

3 B16 DGTGTIDVKELKVAMRALGFEPKKE CET2 Centrin 2 (Caltractin isoform 1).

3 B17 PTDIKTVREVTAALQSVFPQAELGT CFG5 Protein C6orf165.

3 co1 WTSLQDETIVVGVLSNLFTHIQPFL CFG5 Protein C6orfl65.

3 Co02 YNIRQYEVFLQIILSDIITGAQEVE CFG5 Protein C6orfl65.

3 Co03 AEGTEENLSETSVAGFIVVTSVDLE CFP1 Pre-mRNA cleavage complex II protein C- - -

3 Cco4 YTKRQLLKMEHLLLKVLAFDLTVPT CGAl Cyclin Al.

3 Co05 IDADPYLKYLPSVIAGAAFHLALYT CGA2 Cyclin A2 (Cyclin A).

3 C06 + EYHYVQEKASKLAAASLLLALYMKK CGB3 G2/mitotic-specific cyclin B3.

3 co7 DVKFISNPPSMVAAGSVVAAVQGLN CGD1 G1/S-specific cyclin D1 (PRAD1 oncogen- - -

3 C08 + YIDENQDRYIKKLAKWVAIQSVSAW CGL1 Cytosolic nonspecific dipeptidase (Glu- - -

3 C09 NIDDTQYLAAKRAIRTVFGTEPDMI CGL2 Glutamate carboxypeptidase-like protei- - -

3 C10 AALLVNLFFLLNIVRVLITKLKVTH CGRR  Calcitonin gene-related peptide type 1---

3 C11 SNLYMKAVRATLILVPLLGIEFVLI CGRR  Calcitonin gene-related peptide type 1---

3 C12 MIYFDRIEVVNFLVPNAVYDIVKNY CHO02 Protein C8orf2 (UNQ2441/PR0O9924/PRO500- - -
3 C13 + ANPVEIRRGVMLAVDAVIAELKKQS CH60 60 kDa heat shock protein, mitochondri- - -

3 C14 KGIIDPTKVVRTALLDAAGVASLLT CH60 60 kDa heat shock protein, mitochondri- - -

3 C15 KESMAGNKPANAVLHKVLKQLEELL CHD4 Chromodomain helicase-DNA-binding prot- - -
3 C16 LQGMNEYLSSFKVAQYVVREEEMGE CHD4 Chromodomain helicase-DNA-binding prot- - -
3 C17 + PVAVRLQMSERNILSRLANRAPEPT CHD4 Chromodomain helicase-DNA-binding prot- - -
3 Do1 GAQKPRQPLEVQALPAALDRVESED CHD5 Chromodomain helicase-DNA-binding prot- - -
3 D02 MLYYLKAEILGEAAEKAFEGSPARE CHD6 Chromodomain-helicase-DNA-binding prot- - -
3 Do03 LLHYRGDENIKGFIWDLISPAENGK CHDS8 Chromodomain-helicase-DNA-binding prot- - -
3 D04 LRQEVIGDQAEKVLGGATIASEIDIW CHDS8 Chromodomain-helicase-DNA-binding prot- - -
3 D05 DTHQNVVVTEAGIIPNLIYVVIPTI CHOD  Chondrolectin precursor (Transmembrane- - -

3 D06 DLYTVEPNNARQLVEIAARDIEKLL CIC2 Dihydropyridine-sensitive L-type, calc- - -

3 D07 NPSLWYIIGIQFLLLWLVSGSTHRL CIC2 Dihydropyridine-sensitive L-type, calc- - -

3 D08 QTLKASMRELGLLIFFLFIGVILFS CIK3 Potassium voltage-gated channel subfam- - -

3 D09 + ARERERLAHSRRAAARAVAAATAAV CIK4 Potassium voltage-gated channel subfam- - -

3 D10 HTLRASMRELGLLIFFLFIGVILFS CIK4 Potassium voltage-gated channel subfam- - -

3 D11 KTLQASMRELGLLIFFLFIGVILFS CIK6 Potassium voltage-gated channel subfam- - -

3 D12 YPESSGSARAIAIVSVLVILISIIT CIK5 Potassium voltage-gated channel subfam- - -

3 D13 FFVLVIFLGSFYLINLILAVVAMAY CIN2 Sodium channel protein type II alpha s-- -

3 D14 FRIVEHNWFETFIVFMILLSSGALA CIN1 Sodium channel protein type I alpha su- - -

3 D15 HYYFTIGWNIFDFVVVILSIVGMFL CIN2 Sodium channel protein type II alpha s- .-

3 D16 LFNIGLLLFLVMFIYAIFGMSNFAY CIN9 Sodium channel protein type IX alpha s. - -

3 D17 + LKTISVIPGLKTIVGALIQSVKKLS CIN9 Sodium channel protein type IX alpha s- - -

3 E01 + LSRFEGMRVVVNALLGAIPSIMNVL CIN4 Sodium channel protein type IV alpha s- - -

3 E02 + LYILTPFNPLRKIAIKILVHSLFSM CIN1 Sodium channel protein type I alpha su- - -

3 E03 VGALGNLTLVLAIIVFIFAVVGMQL CIN9 Sodium channel protein type IX alpha s- - -

3 E04 + LYILTPFNPIRKLAIKILVHSLFNM CIN2 Sodium channel protein type II alpha s- - -

3 EO05 YKIVEHNWFETFIVFMILLSSGALA CIN2 Sodium channel protein type II alpha s- - -

3 E06 YYYFTIGWNIFDFVVVILSIVGMFL CIN3 Sodium channel protein type III alpha- - -

3 EO7 FFVLVIFLGSFYLVNLILAVVAMAY CIN3 Sodium channel protein type III alpha- - -

3 EO08 LDFLIVDVSLVSLVANALGYSELGA CIN3 Sodium channel protein type III alpha- - -

3 E09 + LSRFEGMRVVVNALVGAIPSIMNVL CIN5 Sodium channel protein type V alpha su- - -

3 E10 + LYILTPLNPVRKIAIKILVHSLFSM CIN3 Sodium channel protein type III alpha- - -

3 E1l1 YSIVEHNWFETFIVFMILLSSGALA CIN3 Sodium channel protein type III alpha- - -

3 E12 FKIVEHNWFETFIVFMILLSSGALA CIN4 Sodium channel protein type IV alpha s - -
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3 E13 LFNIGLLLFLVMFIYSIFGMSNFAY CIN4 Sodium channel protein type IV alpha s- - -

3 E14 + LKTITVIPGLKTIVGALIQSVKKLS CIN4 Sodium channel protein type IV alpha s - -

3 E1l5 QYYFTVGWNIFDFVVVILSIVGLAL CIN4 Sodium channel protein type IV alpha s - -

3 El6 FFMLVIFLGSFYLVNLILAVVAMAY CIN5 Sodium channel protein type V alpha su- - -

3 E17 HYYFTNSWNIFDFVVVILSIVGTVL CIN5 Sodium channel protein type V alpha su- - -

3 Fo1 LFNIGLLLFLVMFIYSIFGMANFAY CIN5 Sodium channel protein type V alpha su- - -

3 F02 + LKTISVISGLKTIVGALIQSVKKLA CIN5 Sodium channel protein type V alpha su- - -

3 F03 + LYVLSPFHPVRRAAVKILVHSLFNM CIN5 Sodium channel protein type V alpha su- - -

3 Fo4 PGARQRALSAVSVLTSALEELEESR CIN5 Sodium channel protein type V alpha su- - -

3 F05 YHIVEHSWFETFIIFMILLSSGALA CINS Sodium channel protein type V alpha su- - -

3 F06 FFVLVIFVGSFYLVNLILAVVAMAY CINS8 Sodium channel protein type VIII alpha- - -

3 FO7 FLIVEHNWFETFIIFMILLSSGALA CIN8 Sodium channel protein type VIII alpha- - -

3 F08 LFNIGLLLFLVMFIFSIFGMSNFAY CIN8 Sodium channel protein type VIII alpha- - -

3 F09 + LYILSPFNLIRRIAIKILIHSVEFSM CIN8 Sodium channel protein type VIII alpha- - -

3 F10 + EEQLRLRERELTALKGALKEEVASR CING Cingulin.

3 F11 + NYGKFEKGYLIFVVRFLFGLVNQER CIS1 Cold autoinflammatory syndrome 1 prote- - -
3 F12 RGPLLTSAIIFYLAIGAAIFEVLEE CIW5 Potassium channel subfamily K member 5- -
3 F13 TEFNNWNWPNAMIFAATVITTIGYGN CIW5 Potassium channel subfamily K member 5- -
3 F14 RALYKVLVTVYLFLGLVAMVLVLQT CIW6 Potassium channel subfamily K member 6- -
3 F15 + RGALLAGALAAYAAYLVLGALLVAR CIW6 Potassium channel subfamily K member 6- -
3 F16 SGSANASDPAWDFASALFFASTLIT CIW6 Potassium channel subfamily K member 6- -
3 F17 + AQKVTRQEREEALVRGVFMKVVKPK CJ11 Protein C10orfll (CDAO017).

3 G01 + MLRYDVYGGENEVIPEVLRKSHSHF CJ24 Hypothetical protein C10orf24.

3 G02 + ERQSAEVQGSLALVSRALEAAERAL CK13 Protein Cllorfl3 (HRAS1-related cluste- - -

3 G03 + RSGYIEANELKGFLSDLLKKANRPY CLB2 Calretinin (CR).

3 G04 IAHILPMMVAVILANMVAQSLQPSL CLC1 Chloride channel protein, skeletal mus- - -

3 G05 + VRRKLGEDWIFLVLLGLLMALVSWS CLC1 Chloride channel protein, skeletal mus- - -

3 G06 + AYIVNYFMYVLWALLFAFLAVSLVK CLC5 Chloride channel protein 5 (CIC-5).

3 GO7 GVYSAMWQLALTLILKIVITIFTFG CLC5 Chloride channel protein 5 (CIC-5).

3 G08 + LIHSVSDAFSGWLLMLLIGLLSGSL CLC5 Chloride channel protein 5 (C1C-5).

3 GO09 TTQLGKYPVIEVLVVTAITAILAFP CLC5 Chloride channel protein 5 (CIC-5).

3 G10 4+ YFPLKTLWRSFFAALVAAFTLRSIN CLC5 Chloride channel protein 5 (C1C-5).

3 G11 YVEFHTPWHLFELVPFILLGIFGGL CLC5 Chloride channel protein 5 (C1C-5).

3 G12 GNGVAGAGEEDPAAAFLAQQESEIA CLCA  Clathrin light chain A (Lca).

3 G13 ESGAPEAAEEDPAAAFLAQQESEIA CLCB  Clathrin light chain B (Lcb).

3 G14 ISAYMAAALLEFFITLAFLFLYATQ CLF5 Chemokine-like factor super family mem- - -

3 G15 IFVSTHDRTSAEIAAIVFGFIASFM CLF6 Chemokine-like factor super family mem- - -

3 G16 RTLPGFLIVAEIVLGLLVWTLIAGT CLF8 Chemokine-like factor super family mem- - -

3 G17 FESFKSFEGLFYFLGSIVNFSQDPD CLH Clathrin heavy chain.

3 HO1 YINRLDNYDAPDIANIAISNELFEE CLH Clathrin heavy chain.

3 HO02 FESFKSYKGLFYFLGSIVNFSQDPD CLH2 Clathrin heavy chain 2 (CLH-22).

3 HO03 + RKKGRESYIETELIFALAKTSRVSE CLH2 Clathrin heavy chain 2 (CLH-22).

3 HO04 SVQSHNNKSVNEALNHLLTEEEDYQ CLH2 Clathrin heavy chain 2 (CLH-22).

3 HO5 YISRLDNYDALDIASIAVSSALYEE CLH2 Clathrin heavy chain 2 (CLH-22).

3 HO06 YYQDRGYFEELILLLEAALGLERAH CLH2 Clathrin heavy chain 2 (CLH-22).

3 HO7 ESSKIPESSSDKVAGDIFLVEGTNN CLMN  Calmin.

3 HO08 + FAGSWRSGLAFLAVIKAIDPSLVDM CLMN  Calmin.

3 HO09 ADVWFGFLPSIYLVFLIILYEGLLG CLN3  CLNS3 protein (Battenin) (Batten diseas: - -

3 H10 LHSIHKHLAVALFLSQLVFVIGINQ CLR1 Cadherin EGF LAG seven-pass G-type rec- - -
3 H11 LKIVTYAAVSLSLAALLVAFVLLSL CLR1 Cadherin EGF LAG seven-pass G-type rec- - -
3 H12 REFYYVVGWGIPAIVTGLAVGLDPQG CLR1 Cadherin EGF LAG seven-pass G-type rec- - -
3 H13 SQEKFLSPLLALFVEGVAAVLSTTK CLR1 Cadherin EGF LAG seven-pass G-type rec- - -
3 H14 TLFGNDVRTAYQLLGHVLQHESWQQ CLR1 Cadherin EGF LAG seven-pass G-type rec- - -
3 H15 GYFGSDVKVAYQLATRLLAHESTQR CLR2 Cadherin EGF LAG seven-pass G-type rec- - -
3 H16 RFYYMLGWGVPAFITGLAVGLDPEG CLR2 Cadherin EGF LAG seven-pass G-type rec- - -
3 H17 SPERFLSPLLGLFIQAVAATLATPP CLR2 Cadherin EGF LAG seven-pass G-type rec- - -
3 101 AEEFEVRVKENSIVGSVVAQITAVD CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 102 LELLAVFTHVVVAVSVAALVLTAAI CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 103 + LQEQLYVRRAALAARSLLDVLPFDD CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 104 QYNYQTLVPENEAAGTAVLRVVAQD CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 105 RFYHALGWGVPAVLLGLAVGLDPEG CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 106 + WQERFLSPLLGRFLEGVAAVLATPA CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 107 + YFSQDVRVTARLLAHLLAFESHQQG CLR3 Cadherin EGF LAG seven-pass G-type rec- - -
3 108 HTGIMHWLTELEILAMVFAAAIHDY CN1A Calcium/calmodulin-dependent 3,5-cycli- - -

3 109 QLERIDKPKALSLLLHAADISHPTK CN1B Calcium/calmodulin-dependent 3,5-cycli- - -

3 110 + LGSVIDISGLQRAVKEALSAVLPRV CN2A  cGMP-dependent 3,5-cyclic phosphodiest- - -
3 I11 + SFMEHIAMPIYKLLQDLFPKAAELY CN2A  c¢cGMP-dependent 3,5-cyclic phosphodiest- - -
3 112 LVLRLRLGVLMIALTSAVRTVSLIS CN3A  c¢cGMP-inhibited 3,5-cyclic phosphodiest- - -

3 113 WVSFTSLGSLPSALRPLLSGLVGGA CN3B cGMP-inhibited 3,5-cyclic phosphodiest- - -

3 114 VLQSTHVLLATPALDAVFTDLEILA CN4A  cAMP-specific 3,5-cyclic phosphodieste- - -

3 115 VAQSTHVLLSTPALDAVFTDLEILA CN4B cAMP-specific 3,5-cyclic phosphodieste- - -

3 116 DLLKTFQIPADTLATYLLMLEGHYH CN4C cAMP-specific 3,5-cyclic phosphodieste- - -

3 117 VAQSTHVLLATPALEAVFTDLEILA CN4C cAMP-specific 3,5-cyclic phosphodieste- - -

3 Jo1 VVQSTHVLLSTPALEAVFTDLEILA CN4D cAMP-specific 3,5-cyclic phosphodieste- - -

3 Jo2 GKIQNKLTDLEILALLIAALSHDLD CN5A cGMP-specific 3,5-cyclic phosphodieste- - -

3 Jo3 SAAEEETRELQSLAAAVVPSAQTLK CN5A cGMP-specific 3,5-cyclic phosphodieste- - -

3 Jo4 SLIFEEQQSLEVILKKIAATIISFM CN5A cGMP-specific 3,5-cyclic phosphodieste- - -
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AAQESSPMPVTEALDRVLEILRTTE
ERIKETLDPIDEVAALIAATIHDVD
RSIRSSKLSENTVIVGVVRRVDREE
AAQENSPVTVAEALDRVLEILRTTE
ERVKGSLDQLDEVAALIAATVHDVD
RSIRATNPSEHTVILAVVSRVSDDH
HVIYQRVDKAVGLAEAALGLARANN
NPLVDDYVASEGAVQRVLVPAYAKQ
AAREHESRGVTGAVGEVLRQIPPAV
TDMKDMRLEAEAVVNDVLFAVNNMF
NELSHKGNAIYNLLPDIISRLSDPE
ILPTIPISLVSFLVERLLHIIIDDN
LLHRLDVENSSEVAVSVLNALFSIT
MVVYKREPAVERVIEFAAKFVTSFH
PKIVGRTKDVKEAVRKLAYQVLAEK
TKALSSLELSSHLAKDLLVLLNEIL
YGPTNFAPIINHVARFAAQAAHQGT
KLQLYGPTNIAPIIQKVAKSASEET
HYMSPYQLNAYALALTAVGEIIQHY
QIQLYGPTNVAPIINRVAEPAQREQ
RVQLYGPTNVAPIISKVARVAAAEE
LAHLRARLKELAALEAAAKHEELVE
FKIQDRQEAIDWLLGLAVRLEYGDN
MPDLYHLLVELNAVQSLLGLLGHDN
NDFLTSVVDLIGAAKSLLAWLDRSP
EEGGTPEQGVHRALQRLAHLLQADR
LATPIVVGKEVLAVIMAVNKVNASE
PTEGDFHQAIHTLLLQVAAFAYQIE
PVTQNMVPSSRLLVYYIVTGEQTAE
RILSVKGLLVGEILSAVLSQEGINI
WKGGSASTWLTAFALRVLGQVNKYV
GEGRAVNITSENLIDDVVSLIRGGT
DVLPNFFYHSNQVVRMAALEVYVRR
RQVQAEVPGSPIFVMRLAKQSRHLE
IRFREIAGSLEAALTDVLEDAPAES
LGLQASDIKSFSALAELVAAAKDQA
LFQASEHVASSPALGDVIPFSIIIQ
SSQFHMATNSSMFLKQAFEGEYPKL
VRRLERKYSSIPVIQGIVNEVRQSM
PNLTIQATRAQTLLLQAIYQSWSHL
TDPDLPPGYVQSLIRRVVNNVNIVI
VKLSIWKPYVRTLLIELLPWALLIN
QLYLDNRKEIRTLLSELAPSLPSYH
HNLLMGDTKEQRILNHVLQHAEPGN
MPEAPPLLLAAVLLGLVLLVVLLLL
SGAPTLSPSLLGLLLPAFGILVYLE
FDFWSVHSPAGMALSVLVLLLLAVL
GDVKSKTEALKKVIIMILNGEKLPG
KEHPAHERVLQDLVMDILRVLSTPD
PSSAPELQAVRMFADYLAHESRRDS
TFTLSTIKTLEEAVGNIVKFLGMHP
RFELALQLGELKIAYQLAVEAESEQ
TAETFDAVVASEVVEHVIDLETFLQ
LLFGAWAGVLGTALSLLIRAELGQP
MTQYQTPLFVWSVLITAVLLLLSLP
ISDAQEMETVWTILPAIILVLIALP
RFIFNRVVLENEAVRAAAVSALAKF
TFALSSTKTLEEAVNNIITFLGMQP
RREEATRQGELPLVKEVLLVALGSR
TQALAVPKPIGGVVVFAVNSLLYLN
LASKATGYPLAFIAAKIALGIPLPE
TPQHMEELAEQEIARLVLTDEEKSL
AGAEQESGPEEPLVVQLAKTEAESP
QFILLAKGTSGSALTALISQVLEAP
LPSLAGDPVAVEALLRAVFGVVVDE
ASALRILFSSLILISKLFYSLNFQD
LLQAFLERGSNTIASAAADKIPGLL
NATLFTAAEIAPFVEILLTNLFKAL
SVNWKHKDAAIYLVTSLASKAQTQK
ESVFHLLVPSVILVLLAVGGLLFYR
LKVLRTAEFAPFVVFIAAPTITPGL
IGRHFASNSSSVAAAILVPFIALII
WKVTVSPDYVIALVFNIFNLEPGYD
GGGGGGGGTAMRILGGVISAISEAA
GGGGGLGGGLGNVLGGLISGAGGGG
QRREGGGRNIGGIVGGIVNFISEAA
IEKESQRKSIDPALSMLIKSIKTKT

CNB8A
CNB8A
CNBA
CN8B
CN8B
CN8B
CN93
CN93
CNA3
CN129
CND1
CND3
CND3
CND3
CND3
CND3
CNE1
CNE4
CNES5
CNEG6
CNET7
CNG4
CNG6
CNL1
CNR2
CNRC
CNRC
CNTF
CO5
CO5
CO5
CO9
COA1l
COA1l
COG2
COG2
COG5
COG5
COG8
COH1
COH1
COH1
COM2
COMT
COMT
CONT
COP2
COPB
COPB
COPE
COPG
COPP
coQ3
COX1
COX1
COX2
CPG2
CPG2
CPSA
CPSA
CPSM
CRE3
CRL2
CS7B
CSD
CSE1
CSE1
CSE1
CSE1
CSF1
CSKP
CSM2
CSM2
CSS1
CSS1
CSS2
CTO06
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High-affinity cAMP-specific and IBMX-i- - -
High-affinity cAMP-specific and IBMX-i- - -
High-affinity cAMP-specific and IBMX-i- - -
High-affinity cAMP-specific and IBMX-i- - -
High-affinity cAMP-specific and IBMX-i- - -
High-affinity cAMP-specific and IBMX-i- - -
Protein Cl140rf93 precursor.

Protein Cl140rf93 precursor.

Protein C140rf103 homolog.

UPF0279 protein Cl4orf129 (HSPC210).
Condensin subunit 1 (Chromosome conden- - -
Condensin subunit 3 (Chromosome-associ- - -
Condensin subunit 3 (Chromosome-associ- - -
Condensin subunit 3 (Chromosome-associ- - -
Condensin subunit 3 (Chromosome-associ- - -
Condensin subunit 3 (Chromosome-associ- - -
Copine I.

Copine IV (Copine 8).

Copine V.

Copine VI (Neuronal-copine) (N-copine)- - -
Copine VII.

Cyclic-nucleotide-gated cation channel- - -
Protein Cl4orf166 (CGI-99).
Beta-catenin-like protein 1 (Nuclear a- - -
Connector enhancer of kinase suppresso- - -
Cone cGMP-specific 3,5-cyclic phosphod- - -
Cone cGMP-specific 3,5-cyclic phosphod- - -
Ciliary neurotrophic factor (CNTF).
Complement C5 precursor [Contains: Cba- - -
Complement C5 precursor [Contains: Cha- - -
Complement C5 precursor [Contains: Cha- - -
Complement component C9 precursor.
Acetyl-CoA carboxylase 1 (EC 6.4.1.2)- - -
Acetyl-CoA carboxylase 1 (EC 6.4.1.2)- - -
Conserved oligomeric Golgi complex com- - -
Conserved oligomeric Golgi complex com: - -
Conserved oligomeric Golgi complex com: - -
Conserved oligomeric Golgi complex com: - -
Conserved oligomeric Golgi complex com: - -
Cohen syndrome protein 1.

Cohen syndrome protein 1.

Cohen syndrome protein 1 homolog (Frag- - -
COMM domain containing protein 2 (My00- - -
Catechol O-methyltransferase (EC 2.1.1- - -
Catechol O-methyltransferase (EC 2.1.1- - -
Contactin 1 precursor (Neural cell sur- - -
Probable low-affinity copper uptake pr- - -
Coatomer beta subunit (Beta-coat prote- - -
Coatomer beta subunit (Beta-coat prote- - -
Coatomer epsilon subunit (Epsilon-coat- - -

Coatomer gamma subunit (Gamma-coat pro- - -

Coatomer beta subunit (Beta-coat prote: - -
Hexaprenyldihydroxybenzoate methyltran- - -
Cytochrome ¢ oxidase polypeptide I (EC- - -
Cytochrome ¢ oxidase polypeptide I (EC- - -
Cytochrome ¢ oxidase polypeptide II (E- - -

Coatomer gamma-2 subunit (Gamma-2 coat- - -
Coatomer gamma-2 subunit (Gamma-2 coat- - -

Cleavage and polyadenylation specifici- - -
Cleavage and polyadenylation specifici- - -
Carbamoyl-phosphate synthase [ammonia]- - -
Cyclic-AMP responsive element binding- - -
Cytokine receptor-like factor 2 precur- - -
COP9 signalosome complex subunit 7b (S- - -
Cysteine sulfinic acid decarboxylase (- - -
Importin-alpha re-exporter (Chromosome- - -
Importin-alpha re-exporter (Chromosome- - -
Importin-alpha re-exporter (Chromosome- - -
Importin-alpha re-exporter (Chromosome- - -
Macrophage colony stimulating factor-1- - -
Peripheral plasma membrane protein CAS- - -
CUB and sushi multiple domains protein- - -
CUB and sushi multiple domains protein- - -
Calpain small subunit 1 (CSS1) (Calciu- - -
Calpain small subunit 1 (CSS1) (Calciu- - -
Calpain small subunit 2 (CSS2) (Calciu- - -
Hypothetical protein C20orf6.



Bl. Pos. Sequence SP-ID Description

3 N14 + LDVIYWFRQIIAVVLGVIWGVLPLR CcT24 Protein C20orf24 (Rab5-interacting pro- - -

3 N15 GYAQYHHVSSRSLASLILPEEPVHF CT26 Protein C200rf26.

3 N16 GDLHQASTSSRRALFLAVLSITIGT CT39 UPF0338 protein C200rf39.

3 N17 + HRLLSTEWGLPSIVKSLIGAARTKT CT45 Protein C200rf45 (CGI-107).

3 001 LTTFFVGEGLSGLLPALVALAQGSG CTb54 Protein C200rf54.

3 002 PVAYHLAATLSIVANPLASLVSMFL CTb54 Protein C200rf54.

3 003 FLGYQWAPILANFVHIIIVILGLFG CT58 Protein C200rf58.

3 004 RQQLRSAREVIAVVMDVFTDIDIFR CTC9  Protein C200rf129.

3 005 IRSALRQEKALSAIADLLTNEHERV CTD1  Catenin delta-1 (p120 catenin) (p120(c- - -

3 006 + NKSGNRSEKEVRAAALVLQTIWGYK CTD1 Catenin delta-1 (p120 catenin) (p120(c- - -

3 007 + RHLTQQDPLSEAIVEKLIQSIQKVF CTDB  Hypothetical protein C200rf132.

3 008 + RFVKLAVMGLTVALGAAALAVVKSA CTEO TBC1 domain family protein C200rf140.

3 009 KSLEIRTLAVERLLEPLVTQVTTLV CTN1 Alpha-1 catenin (102 kDa cadherin-asso- - -

3 010 4+ SVKRGNMVRAARALLSAVTRLLILA CTN1 Alpha-1 catenin (102 kDa cadherin-asso- - -

3 011 KSLEIRTLTVERLLEPLVTQVTTLV CTN2 Alpha-2 catenin (Alpha-catenin related- - -

3 012 4+ SVKRGTMVRAARALLSAVTRLLILA CTN2 Alpha-2 catenin (Alpha-catenin related- - -

3 013 GVVGVAPTGIPAAVEGIVPSAMSLS CTP1 C-terminal binding protein 1 (EC 1.1.1- .-

3 014 + ARENAGPAIVISFLIAALASVLAGL CTR1 High-affinity cationic amino acid tran- - -

3 015 MMQLDQGTWVRFAVWMLIGFIIYFG CTR1 High-affinity cationic amino acid tran: - -

3 016 VNDRTKTPIIATLASGAVAAVMAFL CTR1 High-affinity cationic amino acid tran- - -

3 017 TGLLALGASESALVTKVFTGVNLLV CTR3 Cationic amino acid transporter 3 (CAT. - -
4 BO1 DEREQLEETLPLILGLILGLVIMVT CTX3 Protein C200rf103 precursor.

4 B02 FFGKLQMVTVPPIAPGILKVIAEKT CuU05 Protein C2lorf5.

4 B03 KDLQEITQKILEAVGNIAGSSLEQT CuU05 Protein C2lorf5.

4 B04 PLQKLLLPSLQAFIVGLLPGLEEGS CuUo05 Protein C2lorf5.

4 B05 + VSSSAPSVYSVQALSLLAEVLASLL CuUo05 Protein C2lorf5.

4 B06 + VYRSDEKEKAVPLISRLLYYVFPYL CuUo05 Protein C2lorf5.

4 BO7 WSEHPLQIELLKLLQVLIVLEHHLG CuUo05 Protein C21lorf5.

4 B08 TRIRASETGSDEAIKSILEQAKREL CUT1 CCAAT displacement protein (CDP) (Cut-- - -
4 B09 ANGTTPASTSEDAIKSILEQARREM cuT2 Homeobox protein Cux-2 (Cut-like 2) (F- - -
4 B10 PRIRTPETGSDDAIKSILEQAKKEI CUT2 Homeobox protein Cux-2 (Cut-like 2).

4 B11 ALPPWLSPWLLLALTPLLSSEPPFL CVo03 Protein C22orf3.

4 B12 + RGPHGQLSPALPLASSVLMLLMSTL CVo3 Protein C22o0rf3.

4 B13 + TLRFLHASALLALASGLLAVLLAGL CVvo3 Protein C22o0rf3.

4 B14 + FPNPRRRLRLQDLADRVVDASEDEH CYA3 Adenylate cyclase type III (EC 4.6.1.1- - -

4 B15 QVSHMVKLTLMLLVAGAVATINLYA CYA3 Adenylate cyclase type III (EC 4.6.1.1- - -

4 B16 SSSSWWTNWVIPAISAVAVALMYRL CYB5 Cytochrome b5.

4 B17 + LHYYSEREGLQDIVIGIIKTVAQQI CYG1 Guanylate cyclase soluble, beta-1 chai- - -

4 Co1 KVEPVYFKILSGVILEVVAEEFASD CYGB Cytoglobin (Histoglobin) (HGb) (Stella- - -

4 Cco02 GDYLGEREELNLAVLHAFVDLHEFT CYH2 Cytohesin 2 (ARF nucleotide-binding si- - -

4 Co03 AITAFEDADLSLVVPSALFAAVGTA D7A1 Aldehyde dehydrogenase family 7 member- - -
4 C04 + WKGAPTTSLISVAVTKIIAKVLEDN D7A1 Aldehyde dehydrogenase family 7 member- - -
4 Co05 EKESLTEEEATEFLKQILNGVYYLH DAK1 Death-associated protein kinase 1 (EC- - -

4 C06 HEVYENKTDVILILELVAGGELFDF DAK1 Death-associated protein kinase 1 (EC- - -

4 co7 RANMTNVFIVSLAVSDLFVALLVMP DBDR D(1B) dopamine receptor (D(5) dopamine- - -
4 Co08 EDAQKALQDIENFLEMALPFINYEP DBL Proto-oncogene DBL (Proto-oncogene MCF- - -
4 C09 TDIGNSLAHVEHLLRDLASFEEKSG DBS Guanine nucleotide exchange factor DBS- - -
4 C10 + YVASAFTLAVNITAKKIVLKEQTGS DCOR Ornithine decarboxylase (EC 4.1.1.17)- - -

4 Cll + LLRILTDALVPYLVGQVVAGAQALQ DCUP  Uroporphyrinogen decarboxylase (EC 4.1- - -
4 Cl12 4+ AEKTDEEEKEDRAAQSLLNKLIRSN DD19 ATP-dependent RNA helicase DDX19 (DEAD- - -
4 C13 SINNINEDDEEDVVDLAANSLLNKL DD25 ATP-dependent RNA helicase DDX25 (DEAD- - -
4 C14 + DEERRQLIQLRDILKSALQVEQKED DDF2 Development and differentiation-enhanc- - -

4 C15 LAVRSVDRTSLHIVDFLVQNSGNLD DDF2 Development and differentiation-enhanc- - -

4 C16 LGSNQLQSNAVSLARDAANLAKEKQ DDF2 Development and differentiation-enhanc- - -

4 C17 + LGHPAAFGRATHAVVRALPESLGQH DDH1 NG,NG-dimethylarginine dimethylaminohy- - -
4 D01 FAGPWLLFSEISFISDVVNNSSPAL DDR1 Epithelial discoidin domain receptor 1- - -

4 D02 MILIPRMLLVLFLLLPILSSAKAQV DDR2 Discoidin domain receptor 2 precursor- - -

4 Do3 EVTTVTVANVGAAADNVFTTSVANA DEAF Deformed epidermal autoregulatory fact-: - -

4 Do4 AAPEQIAADIPEVVVSLAWDESLAP DEF3 Neutrophil defensin 3 precursor (HNP-3. - -

4 D05 + ASFQRKWFEVAFVAEELVHSEIPAF DEP5 DEP domain containing protein 5.

4 D06 + KVAFTGSTEVGKLIKEAAGKSNLKR DHA1 Aldehyde dehydrogenase 1A1 (EC 1.2.1.3---
4 D07 + KIAFTGSTEVGKLIQEAAGRSNLKR DHA2 Aldehyde dehydrogenase 1A2 (EC 1.2.1.3- -
4 D08 + EAIKFINRQEKPLALYAFSNSRQVV DHAS Aldehyde dehydrogenase 8 (EC 1.2.1.5).

4 D09 ALQRLIQEQEQELVGALAADLHKNE DHAP  Aldehyde dehydrogenase, dimeric NADP-p- - -
4 D10 4+ PRALLAALWALEAAGTAALRIGAFN DHP1 DNase I homolog protein DHP1 precursor- - -
4 D11 FTNTGPDNNLDVVISLLAFGVYPNV DHX9  ATP-dependent RNA helicase A (Nuclear- - -
4 D12 ILEVNEDMLSEALIQNLVKHLPEQK DIA2 Diaphanous protein homolog 2 (Diaphano- - -
4 D13 + RLVSSPPSGVPGLALLALLALLALR DIAC Di-N-acetylchitobiase precursor (EC 3.

4 D14 + RVVLKGDVSLKDIIDPAFRASWIAQ DIAC Di-N-acetylchitobiase precursor (EC 3.

4 D15 4+ FQLPSRQPALSSFLGHLAAQVQAAL DIS1 Disrupted in schizophrenia 1 protein.

4 D16 + RSLTSEREGLEGLLSKLLVLSSRNV DIS1 Disrupted in schizophrenia 1 protein.

4 D17 4+ LIGPKVRITLMKFLPSVFMDAMRDN DJCD DnalJ homolog subfamily C member 13.

4 EO1 LLRVHGAGQVQQLALEVVNIVTSNQ DJCD DnaJ homolog subfamily C member 13.

4 E02 + QRPRAPRSALWLLAPPLLRWAPPLL DLG4 Presynaptic density protein 95 (PSD-95- - -

4 E03 + RQRLLGRSWSVPVIRHLFAPLKEYF DM3A DNA (cytosine-5)-methyltransferase 3A- - -

4 E04 ESVNSVIAQAPPVAQEALKKELETL DMD Dystrophin.

4 E05 + KRKLEDLSSEWKAVNRLLQELRAKQ DMD Dystrophin.
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E06
E07
E08
E09
E10
E1l1
E12
E13
El4
E15
El6
E17
FO1
F02
F03
F04
F05
F06
FO7
FO8
F09
F10
F11
F12
F13
F14
F15
F16
F17
GO1
GO02
GO03
GO04
GO05
Go06
GO7
GO08
G09
G10
G11
G12
G13
G14
G15
G16
G17
HO1
HO02
HO03
HO04
HO5
HO6
HO7
HO8
HO09
H10
H11
H12
H13
H14
H15
H16
H17
101
102
103
104
105
106
107
108
109
110
111
112
113
114

+++ ++

++

+ o+

4+

++ o+ o+

+ 4+

VNLDRYQTALEEVLSWLLSAEDTLQ
LPARVPRPGLSEALSLLLFAVVLSR
PSVSPQDETAEVAVPAAVPAAEAEA
QRELQEALGARAALEALLGRLQAER
SARLRMVETLSNLLRSVVALSPPDL
RLEMKPGPQAQGLVMEAATHSQGDG
APGSVDDEVSRILASKLLHEELALQ
EGNVEQELRASLAALRLASPEPLVA
ELAEHLNASLAFFLSDLLSLVDRGF
GPFRQQHFLAGLLLTELALALEPEA
LRAHGTHPAISTLARSAIFSVTYPS
VMLSEARESVLGAVLKVVLYSLGSA
EAAFMYSTAVAIFLVILVAALQGSA
TRAYLDQTVVPILLQGLAVLAKERP
IYEPPRYMSVNQAAQQLLEIVQNQR
HIYLYHHAQAHKALFGIFIPSQRRA
LSDEKDLTQLFMFARNAFTVLAMMD
FNWRQAHMQARFVILRVLLEAGEGL
HVLSRPEEVEAEAVNRAITIANQTN
HVLSRPEELEAEAVFRAITIASQTN
HTTPKAVEKELNALYDVFLEVSQHW
MQTDEEIGKVAAAVPVIISRALELF
GVILGKWAILAILLGIALLFSVLLT
MDWSFFRVVAVLFIFLVVVEVNSEF
QDVFVGSVEELSAAHTLVMKINATD
LFPRTTGALAIFVVVILVHGELRIE
IHVEQSISLLLNFLLAAFDPEGHGK
PNTELNVSRLEAVLSTIFYQLNKRM
RLDEEHRLIARYAARLAAESSSSQP
GWPVLAQLAVGSALFSIVVPVLAPG
LTSVLGILASSTVLFMLFRPLFRWQ
PQELYESSHIESAINVAIPGIMLRR
AEAEAEEWEAESVLGTLLQKLREEG
SRELYESARIGGALSVALPALLLRR
DFTVTMKGLEDQLLGRVILTEKQEL
GVGGSGKQSLTRLASFIAGYVSFQI
KYAARGLYEEHKFLFTLLLTLKIDI
QILHFKSSLVEEAVNELVNMLLDVE
SLLEESQSSLHLVIRQAAANIQETG
AIVDLKLQAEDNFVLKVVQLEELLA
DYYKKQVAQLKTLITMLIGQLSKGD
EEDLAKAEPALTAAQAALNTLNKTN
GAGATREEKVKALLEEILERVTDEF
RDFVEEKLGSKYVVGRALDFATSFE
VLIENLEESIDPVLGPLLGREVIKK
DFHKKQISQLNTLITLLLGELPPGD
EADLLKAEPALVAATAALNTLNRVN
ELGQSTEEKVKNVLDDILEKLPEEF
ELPALSLGHVSAFLDEILVPVLSNK
IGVKFLINEATTLADLLALRLHRVE
LTETLDNYNELNAAMHLVLFEDAMQ
SPVDFLTSQSWSAIKAIAVMEEFRG
SSYFPTLKDIFLAVENALLEAQDVE
STLELRLQPEESFILKVVQLEELLA
ATIMQPYFTSNGLVTKALEHAFQLE
EGKKKQTNYLRTLINELVKGILPRS
GPSGSGKSMAWRVLLKALERLEGVE
KLVAEDIPLLFSLLSDVFPGVQYHR
LLSATELDKIRQALVAIFTHLRKIR
VNKAHQANQLYPFAISLIESVRTYE
EETAFVVDEVSNIVKEAIESAIGGN
APLAENEGLLVAALEELAFKASEQI
GLRGPPPSGIATLVSGIAGEEQQRG
EPLEKTGPAAVFALEGALGGVMDDK
WRRFRWAIILFIILFILLLFLAIFI
FHYAQLQSNIIEAINELLVELEGTM
PVRREVTDKEQEFAARAAKQLEYQQ
FPGDILMRMLKMLILPLIISSLITG
GTRAMVYYMSTTIIAAVLGVILVLA
KLMVDFFNILNEIVMKLVIMIMWYS
FPGEILMRMLKLIILPLIISSMITG
DRISTAGYSIPELLTKLVQIERLDA
LATALIIAMSTIFIMAIAIVLIIMF
DDIVSADVEEVEVVEGVAGEEDHHD
PFMSAVSGRAYPAAITILETAQKIA
RNTFAERLSAVEAIANAISVVSSNG
NAAQTPRIPSRLLAILLFLLAMLLT

DMD
DMK
DMK
DMN
DNL1
DNMB
DOC6
DOC6
DOC6
DOC6
DOC6
DOC6
DOPO
DP30
DPHS5
DPOE
DPP2
DPP3
DPY2
DPY3
DRNL
DRP1
DSC3
DSG1
DSG2
DSG3
DTNA
DTNA
DTNA
DUFF
DUFF
DUS6
DUS9
DUS9
DYH5
DYH5
DYH5
DYH5
DYH5
DYH9
DYH9
DYH9
DYH9
DYH9
DYH9
DYHB
DYHB
DYHB
DYHB
DYHB
DYHB
DYHB
DYHB
DYHB
DYHC
DYHC
DYHC
DYHC
DYHC
DYHC
DYLX
DYNA
DYNA
DYSF
DYSF
E2BB
E4L3
EAA2
EAA2
EAA2
EAA3
EDAR
EDAR
EDD
EDD
EDD
EFA5
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Dystrophin.

Myotonin-protein kinase (EC 2.7.1.-) (---
Myotonin-protein kinase (EC 2.7.1.-) (---
Desmuslin.

DNA ligase I (EC 6.5.1.1) (Polydeoxyri- - -
Dynamin binding protein (Scaffold prot- - -
Dedicator of cytokinesis protein
Dedicator of cytokinesis protein
Dedicator of cytokinesis protein
Dedicator of cytokinesis protein
Dedicator of cytokinesis protein
Dedicator of cytokinesis protein
Dopamine beta-monooxygenase precursor- - -
Dpy-30-like protein.

Probable diphthine synthase (EC 2.1.1.
DNA polymerase epsilon, catalytic subu- - -
Dipeptidyl-peptidase II precursor (EC- - -
Dipeptidyl-peptidase III (EC 3.4.14.4)- - -
Dihydropyrimidinase related protein-2- - -
Dihydropyrimidinase related protein-3- - -
Muscle-specific DNase I-like precursor: - -
Drl-associated corepressor (Drl-associ- - -
Desmocollin 3 precursor (Desmocollin 4- - -
Desmoglein 1 precursor (Desmosomal gly- - -
Desmoglein 2 precursor (HDGC).
Desmoglein 3 precursor (130 kDa pemphi- - -
Dystrobrevin alpha (Alpha-dystrobrevin- - -
Dystrobrevin alpha (Dystrobrevin-alpha- - -
Dystrobrevin alpha (Alpha-dystrobrevin- - -
Duffy antigen/chemokine receptor (Fy g- - -
Duffy antigen/chemokine receptor (Fy g- - -
Dual specificity protein phosphatase 6- - -
Dual specificity protein phosphatase 9- - -
Dual specificity protein phosphatase 9- - -
Ciliary dynein heavy chain 5 (Axonemal- - -
Ciliary dynein heavy chain 5 (Axonemal- - -
Ciliary dynein heavy chain 5 (Axonemal. - -
Ciliary dynein heavy chain 5 (Axonemal. - -
Ciliary dynein heavy chain 5 (Axonemal. - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 9 (Axonemal- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Ciliary dynein heavy chain 11 (Axonema- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Dynein heavy chain, cytosolic (DYHC) (- - -
Cytoplasmic dynein light chain (T-comp- - -
Dynactin 1 (150 kDa dynein-associated- - -
Dynactin 1 (150 kDa dynein-associated- - -
Dysferlin (Dystrophy associated fer-1-- - -
Dysferlin (Dystrophy associated fer-1-- - -
Translation initiation factor eIF-2B b- - -
Band 4.1-like protein 3 (4.1B) (Differ- - -
Excitatory amino acid transporter 2 (S- - -
Excitatory amino acid transporter 2 (S- - -
Excitatory amino acid transporter 2 (S-- -
Excitatory amino acid transporter 3 (S-- -
Tumor necrosis factor receptor superfa- - -
Tumor necrosis factor receptor superfa- - -
Ubiquitin—protein ligase EDD (EC 6.3.
Ubiquitin—protein ligase EDD (EC 6.3.
Ubiquitin—protein ligase EDD (EC 6.3.
Ephrin-A5 precursor (EPH-related recep- - -

PP 2PP
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115
116
117
Jo1
Jo2
Jo3
Jo4
Jo5
Jo6
Jo7
Jos
Jo9
J10
J11
J12
J13
J14
J15
J16
Ji7
Ko1
K02
K03
K04
K05
K06
Ko7
K08
K09
K10
K11
K12
K13
K14
K15
K16
K17
LO1
Lo02
LO3
L04
LO05
L06
Lo7
L08
L09
L10
L11
L12
L13
L14
L15
L16
L17
MoO1
Mo2
Mo3
Mo4
Mo5
Mo06
Mo7
MO8
M09
M10
M11
M12
M13
M14
M15
M16
M17
NO1
NO2
NO3
NO4
NO5
NO06

++

o+ At o A

+

PSPELMEGPEEDIADKVVFLERRVL
VSWTQFNIIILTVIIIVVVLLMGFV
MEGSPEPPTSASILSVAVREAEKDE
VRRQEAGLGEPSLVALVVFGALTAA
GLKELPMRNLQEILHGAVRFSNNPA
NYDLSFLKTIQEVAGYVLIALNTVE
GMQVSASMISNEAVVNILSSSSPQR

MVETQQLMRVYGALMWALGKVVGTP

TIINLTHHFSVGALMSAILESLQTA
PGTEGSTSLSAPAVLVVAVAVVVVV
STDPSAGTGSQKFILQAIPSSQPMT
HGIVSWDTFSVAFIKKIASFVNKSA
HGIVSWDMVSITFIKQIAGYVSQPM
VSNQEIQTYAIALINALFLKAPEDK
LGLLESVTLSSPALGQLVKSEVPLD
VMNQQLQTKAMALLTALLQGASPVE
YTNSSTEIPEFPIAPEIALELLMAA
GVEGAPAAPVPQVAFSAALSLPRSE
LYLLPTGEIVYFVASVAVLYSVEEQ
ESRVQQQEDEITVLKAALADVLRRL
GKDATNVGDEGGFAPNILENSEALE
APNILENKEALELLKTAIGKAGYSD
AGMRLLRMESEELADRVLDVVERSL
KNILAILGFSSIIAVIALLAVGLTQ
LKALYRTPTIIALVVLLVSIVVLVS
GQFGVGFYSAFLVADKVIVTSKHNN
IKEDEDDKTVLDLAVVLFETATLRS
VSRGLTGGEIVAVIFGLLLGAALLL
PEGSGNLAVIGGVAVGVVLLLVLAG
NSTVLLVSVSGSVVLVVILIAAFVI
AVSSEQNPVIIIAVVAVAGTIILVE
DYKSELREQLPLIAGSAAAGVVEVV
KLPLIIGSSAAGLVFLIAVVVIAIV
ELSSQLPERLSLVIGSILGALAFLL
QSKARRKKWIITAVSVVLVVIIVLI
SDLDPLILTLSLILVVILVLLTVLA
FQGIRRQITASELLSSAIITEEMLQ
MYRTHTRRALQTVAQLILELIEKQE
PVRNLRLSVEEAVAAGVVGGEIQEK
SGRAAALRQVVSAVTALVEAAERQP
TGYPDPYGGEKLALFQAIGKEVVDR
TLVLIGKTHLTMALTVIAGLVVIFM
PQHARTPLIAAGVIGGLFILVIVGL
GVEDTLKALEMGAVEILIVYENLDI
AGGPRKTAPVNALVSHLLVVEPEKL
AQRSLPLQDELAFAEDLVLDEEGAR
RLQALRLEREEYVLLKALALANSDS
GESAGGESVSVLVLSPLAKNLFHRA
GKVLGKFVSLEGFAQPVAIFLGIPF
TPQKNNYNSIAAILIGVLLTSMLVA
ALRPAPALLAPAVLLGAALGLGLGL
QLETQLQEAEQNFISELAALARVPL
NILVTTTQLIPALAKVLLYGLGIVF
NVLVTTTQLIPALAKVLLYGLGSVF
NVLITTTQLVPALAKVLLY GLGEIFR
PADEKLQEKAWGAVVPLVGKLKKFY
GRPLHLVLLSASLAGLLLLGESLFI
LRHQGPSLSAPHVLGLAALAVHLGE
SPAPNPDWLSAAALHFAIQQVREEN
VEQRKKLSSLLEFAQYLLAHSMFSR
VTVDVLQRMLIFALDALAAGVQEES
FLFIHFGGWAEMVAEQLLMSAAEPP
NRLGIESPRSEKLARELLKELRTQV
QQRAQTMVQVKAVLGHLLAMSRSSS
SGQSKLNSWIQGVLSHILSALRFDK
TLLEQNNWDLVAAINGVIPQENGIL
ETRRGAYLNALKIAKLLLTAIGYGH
GPSASQVLYLTEVVYALLMPAGAPL
SQAYDNLSLSDHLLRAVLNLLRREV
WVVPVLPKGELEVLLEAAIDLSKKG
GPSASQVLYLTEVVYALLMPAGVPL
HTLKKYFIPVIEIVPHLLENLTDEE
WVVPVLPKGELEVLLEAAIDLSVKG
YLWRVVIQSSDEIANRAIDLLKETY
FVRKVYTILLIQLLVTLAVVALFTF
EEYVPMVKEVGLALRTLLATVDETI
RSNDKVYENVTGLVKAVIEMSSKIQ

EFER
EFL5
EFLS8
EFL9
EGFR
EGFR
EGLN
EHD2
EIP1
EKI1
ELF1
ELM1
ELM2
ELM2
ELM3
ELM3
ELOC
EMI1
EML2
EML4
ENOG
ENOL
ENP1
ENP1
ENP3
ENPL
ENPL
EPA1
EPA2
EPA4
EPA7
EPB1
EPB2
EPB6
EPMO
EPOR
EPPL
EPPL
EPPL
EPPL
EPPL
ERB3
ERB4
ERF1
ERR1
ERR1
ERR1
EST1
EST1
EV2B
EVC
EVC
EYA1l
EYA2
EYA3
F49B
FA10
FACA
FACA
FACA
FACA
FACC
FACC
FACC
FACC
FAF1
FAFX
FAFX
FAFX
FAFX
FAFY
FAFY
FAFY
FAFY
FAI2
FAK1
FAK1
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Rabll family-interacting protein 3 (Ra- - -
Multiple EGF-like-domain protein 5 pre- - -
Multiple EGF-like-domain protein 8 pre: - -
Multiple EGF-like-domain protein 9 pre- - -
Epidermal growth factor receptor precu- - -
Epidermal growth factor receptor precu- - -
Endoglin precursor (CD105 antigen).
EH-domain containing protein 2.
EPM2A-interacting protein 1 (Laforin-i- - -
Ethanolamine kinase (EC 2.7.1.82) (EKI- - -
ETS-related transcription factor Elf-1- - -
Engulfment and cell motility protein 1-- -
Engulfment and cell motility protein
Engulfment and cell motility protein
Engulfment and cell motility protein
Engulfment and cell motility protein
Transcription elongation factor B poly- - -
EMILIN 1 precursor (Elastin microfibri- - -
Echinoderm microtubule-associated prot- - -
Echinoderm microtubule-associated prot- - -

W WwN N =

Gamma enolase (EC 4.2.1.11) (2-phospho- - -

Alpha enolase, lung specific (EC 4.2.1- - -

Ectonucleoside triphosphate diphosphoh- - -
Ectonucleoside triphosphate diphosphoh- - -
Ectonucleoside triphosphate diphosphoh- - -

Endoplasmin precursor (Endoplasmic ret- - -

Endoplasmin precursor (94 kDa glucose-- - -
Ephrin type-A receptor 1 precursor (EC- - -
Ephrin type-A receptor 2 precursor (EC- - -
Ephrin type-A receptor 4 precursor (EC- - -
Ephrin type-A receptor 7 precursor (EC- - -
Ephrin type-B receptor 1 precursor (EC- - -
Ephrin type-B receptor 2 precursor (EC- - -
Ephrin type-B receptor 6 precursor (Ty- - -
Epimorphin (Syntaxin 2).

Erythropoietin receptor precursor (EPO- - -
Epiplakin (450 kDa epidermal antigen).
Epiplakin (450 kDa epidermal antigen).
Epiplakin (450 kDa epidermal antigen).
Epiplakin (450 kDa epidermal antigen).
Epiplakin (450 kDa epidermal antigen).
Receptor tyrosine-protein kinase erbB-- - -
Receptor tyrosine-protein kinase erbB-- - -
Eukaryotic peptide chain release facto- - -

Steroid hormone receptor ERR1 (Estroge:- - -
Steroid hormone receptor ERR1 (Estroge:- - -
Steroid hormone receptor ERR1 (Estroge- - -

Liver carboxylesterase 1 precursor (EC- - -
Liver carboxylesterase 1 precursor (EC- - -
EVI2B protein precursor (Ecotropic vir- - -

Ellis-van Creveld syndrome protein (DW- - -
Ellis-van Creveld syndrome protein (DW- - -

Eyes absent homolog 1 (EC 3.1.3.48).
Eyes absent homolog 2 (EC 3.1.3.48).
Eyes absent homolog 3 (EC 3.1.3.48).
Protein FAM49B.

Coagulation factor X precursor (EC 3.4. - -
Fanconi anemia group A protein (FACA
Fanconi anemia group A protein (FACA
Fanconi anemia group A protein (FACA
Fanconi anemia group A protein (FACA
Fanconi anemia group C protein (FACC
Fanconi anemia group C protein (FACC
Fanconi anemia group C protein (FACC
Fanconi anemia group C protein (FACC
FAS-associated factor 1 (FAF1 protein)- - -
Probable ubiquitin carboxyl-terminal h- - -
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal
Probable ubiquitin carboxyl-terminal h- - -
Fas apoptotic inhibitory molecule 2 (L- - -
Focal adhesion kinase 1 (EC 2.7.1.112)- - -
Focal adhesion kinase 1 (EC 2.7.1.112)- - -

TYTTT T
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Bl. Pos. Sequence SP-ID  Description

4 NO07 + ARTSSAEYNVNNLVSPVLFQEALWH FAS Fatty acid synthase (EC 2.3.1.85) [Inc- - -

4 N08 + FRYMAQGKHIGKVVVQVLAEEPAVL FAS Fatty acid synthase (EC 2.3.1.85) [Inc- - -

4 NO09 MGHPEPASGLDALAKVLLSLEHGLW FAS Fatty acid synthase (EC 2.3.1.85) [Inc: - -

4 N10 AVTIHPVTGSISVLNPAFLGLSRKL FAT2 Protocadherin Fat 2 precursor (hFat2)- - -

4 N11 IIQATEKTLELEALTRVVVHILDQN FAT?2 Protocadherin Fat 2 precursor (hFat2)- - -

4 N12 IQRGDWGQQELLIITVAVAFIIIST FAT?2 Protocadherin Fat 2 precursor (hFat2)- . -

4 N13 QDPYSTRVLENALVGDVILTVSATD FAT?2 Protocadherin Fat 2 precursor (hFat2)- . -

4 N14 ASSYKGRVYESAAVGSVVLQVTALD FATH Cadherin-related tumor suppressor homo- - -
4 N15 NIGLAEGIGIVVFVAGIFLLVVVFEFV FATH Cadherin-related tumor suppressor homo- - -
4 N16 YDLGIPQKAAWRLLHVVVVDANDNP FATH Cadherin-related tumor suppressor homo- - -
4 N17 IKAPREKYWLQFFIPLLVVILFAVD FCEA High affinity immunoglobulin epsilon r- - -

4 001 GSSSPMGIIVAVVIATAVAAIVAAV FCGA Low affinity immunoglobulin gamma Fc r- - -
4 002 APSSSPMGIIVAVVTGIAVAAIVAA FCGB Low affinity immunoglobulin gamma Fc r-

4 003 SPQPWGHMLLWTAVLFLAPVAGTPA FCGB Low affinity immunoglobulin gamma Fc r-

4 004 MGVPRPQPWALGLLLFLLPGSLGAE FCGN IgG receptor FcRn large subunit p51 pr- - -
4 005 RVELESPAKSSVLVVGIVIGVLLLT FCGN IgG receptor FcRn large subunit p51 pr- - -
4 006 IRKIVPELKSKVLADVAIIFSGLHP FCP1 RNA polymerase II subunit A C-terminal- - -
4 007 + PGPAPLRLLEWRVAAGAAVRIGSVL FCP1 RNA polymerase II subunit A C-terminal- - -
4 008 GSRKAPPPLAAALAHEAVSQLLQTD FEM2 Ca(2+)/calmodulin-dependent protein ki- - -
4 009 VFQKPYVSGEADAASRALTGSEDYL FEM2 Ca(2+)/calmodulin-dependent protein ki- - -
4 010 4+ MEEWDRYPRIGDILQKLAPFLKMYG FGD1 Putative Rho/Rac guanine nucleotide ex- - -
4 011 SVELTVQQKVFHIANELLQTEKAYV FGD1 Putative Rho/Rac guanine nucleotide ex- - -
4 012 KNPEGQDLRLPQLVDMAAQVAEGMA FGR Proto-oncogene tyrosine-protein kinase: - -

4 013 + SGTKKSDFHSQMAVHKLAKSIPLRR FGR1 Basic fibroblast growth factor recepto- - -

4 014 PSQRPTFKQLVEALDKVLLAVSEEY FGR4 Fibroblast growth factor receptor 4 pr- - -

4 0O15 RYTDIILYASGSLALAVLLLLAGLY FGR4 Fibroblast growth factor receptor 4 pr- - -

4 016 VYAQNPSGESQPLVQTAVTNIDRPK FINC Fibronectin precursor (FN) (Cold-insol- - -

4 017 PSHSLLRLPLLQLLLLVVQAVGRGL FK10 FK506 binding protein 10 precursor (EC- - -
5 BO1 MRLFLWNAVLTLFVTSLIGALIPEP FK14 FK506 binding protein 14 precursor (EC. - -
5 B02 DVFIWLGRKSPRLVRAAALKLGQEL FLIH Flightless-I protein homolog.

5 BO3 QLPGLTIWQIENFVPVLVEEAFHGK FLIH Flightless-I protein homolog.

5 B04 GLETGQVGKSADFVVEAIGTEVGTL FLNC Filamin C (Gamma-filamin) (Filamin 2)- - -
5 BO5 NAGPMASLPLAGIIGGAVALVFLFL FLR1 Leucine-rich repeat transmembrane prot- - -
5 B06 YGDAAKMALVLEALPQIAAKIAAPL FLT2 Flotillin-2 (Epidermal surface antigen- - -

5 BO7 ALSPNTGQTSINLLNPAAHSADPEN FOG2 Zinc finger protein ZFPM2 (Zinc finger- - -

5 B08 VTAISTSPDLQWLVQPALVSSVAPS FOS Proto-oncogene protein c-fos (Cellular- - -

5 B09 GNWQEIQEKAVEVATVVIQPSVLRA FPRP  Prostaglandin F2 receptor negative reg- - -

5 B10 LSQTGASIGSALAAIMLLLLVFLVA FRS1 Extracellular matrix protein FRAS1 pre- - -
5 B11 HRLLQQLVLSGNLIKEAVRRLQRAV FRT2 GSK-3 binding protein FRAT2 (Frat-2).

5 B12 DMALSDVTEESEIISELVQTVSLGG FUCO Tissue alpha-L-fucosidase precursor (E- - -

5 B13 + LPHGSGLGTSSILAGTALAALQRAA FUK L-fucose kinase (EC 2.7.1.52) (Fucokin- - -

5 B14 ESHTGTSASAPLAAGIIALTLEANK FURI Furin precursor (EC 3.4.21.75) (Paired- - -

5 B15 FYGTSAVATLLFILTAIAFKEKPRY FVR1 Feline leukemia virus subgroup C recep: - -

5 B16 YHISIMFYIIGGVATLLLILVIIVFEF FVR2 Feline leukemia virus subgroup C recep- - -

5 B17 YQATVETTRSLAAALDILNTATRDI FX30 F-box only protein 30.

5 Cco1 DIDESEESAEESIAISIAQMEKRLL FXL5 F-box/LRR-repeat protein 5 (F-box and- - -
5 C02 FHYDYQTLRIGGLVFAVVLFSVGIL FXY6 FXYD domain-containing ion transport r- - -
5 Co3 SLLVGRDDTSNELVVGIIDYIRTFT FYV1 FYVE finger-containing phosphoinositid- - -
5 Co4 IWGASPSYTILSVVSFIVIPLIVMI G101 Probable G protein-coupled receptor GP- - -
5 Co05 NLLVTDLLQISLVAPWVVATSVPLF G101 Probable G protein-coupled receptor GP- - -
5 Co06 RSTVLVIFLAASFVGNIVLALVLQR G101 Probable G protein-coupled receptor GP- - -
5 co7 ANITISDENAEDVAEHILNLINESP G112 G-protein coupled receptor GPR112.

5 Co8 SASISDDMFIQNLADPVVITLQHIG G112 G-protein coupled receptor GPR112.

5 C09 EHEISSSPGSLGAIINILDLLSTVP G116 Probable G-protein coupled receptor 11- - -
5 C10 FPGTNLVFHIIFAILNVFQGLFILL G116 Probable G-protein coupled receptor 11- - -
5 C11 WLNWEDTKALLAFAIPALIIVVVNI G116 Probable G-protein coupled receptor 11- - -
5 C12 RSKQVTVMLLSIAIISALLWLPEWV G151 Probable G protein-coupled receptor 15- - -
5 C13 SIHNYTIWSVLVAIWTVASLLPLPE G151 Probable G protein-coupled receptor 15- - -
5 C14 YLAFLWDVYSGYLLWEALVYSDYLI G152 Probable G protein-coupled receptor 15- - -
5 C15 DNAAQKMQTVTAAVEELLVAAQRQD G45B Growth arrest and DNA-damage-inducible- - -
5 C16 + PESTARMQGAGKALHELLLSAQRQG G45G Growth arrest and DNA-damage-inducible- - -
5 C17 QLAAAKAQQEQELAADAFKELDDDM GA2B  Glucosidase II beta subunit precursor: - -

5 Do1 EQKTERMDKVGDALEEVLSKALSQR GA45 Growth arrest and DNA-damage-inducible: - -
5 D02 + PKVDKWSRFLFPLAFGLEFNIVYWVY GAAT Gamma-aminobutyric-acid receptor theta- - -
5 D03 VSAVQFGNSSTSVLATLAALAEASA GABB GA binding protein beta chain (GABP-be- - -
5 D04 + RLFTNLKDTSSKVIQSVANYAKGDL GAK Cyclin G-associated kinase (EC 2.7.1.-- - -

5 D05 + ESLREVQLEELEAARDLVSKEGFRR GAL1  Galactokinase (EC 2.7.1.6) (Galactose: - -

5 D06 + RPFLPYFNVSQQFATFVLKGSFSEI GALC Galactocerebrosidase precursor (EC 3.2- - -

5 Do7 EKGGLKNINLIIILTFILVSAILLT GARP GARP protein precursor (Garpin) (Glyco- - -
5 D08 + NHGMWQTISVEELARNLVIKVNRDA GAS6 Growth-arrest-specific protein 6 precu- - -

5 D09 + AGEDPKVTRAKFFIRDLFLRISTAT GBAF  Guanine nucleotide-binding protein G(o- - -
5 D10 FMDKYMHAGSSDLLSEAIPESLKNM GBF1 Golgi-specific brefeldin A-resistance: - -

5 D11 LQVGVPPMTLPIILNPALIEATSPV GBF1 Golgi-specific brefeldin A-resistance: - -

5 D12 + PSVFGSNPKAHIAAKTVFHLAHRHG GBF1 Golgi-specific brefeldin A-resistance: - -

5 D13 KALEILDKISQPVVVVAIVGLYRTG GBP4  Guanylate binding protein 4.

5 D14 VEKADNKNDIQIFALALLLSSTFVY GBP5  Interferon-induced guanylate-binding p- - -

5 D15 ATDTQNVKFVFDAVTDIIIKENLKD GBT3 Guanine nucleotide-binding protein G(t- - -
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5 D16 AEGPWGIILESLAILGIVVTILLLL GC5D G protein-coupled receptor family C gr- - -

5 D17 4+ HGRLIFITVLFSIIIWVVWISMLLR GC5D G protein-coupled receptor family C gr- - -

5 EO01 + NVLKDKMEKLKRLLQVAARKSQVTL GCC1 GRIP and coiled-coil domain-containing- - -

5 E02 DTARHHRAVILDLLQEALTESGLTS GCP Probable O-sialoglycoprotein endopepti- - -

5 EO03 IGTLPLASQESAVVEDLLYVLVGVD GCP2 Gamma-tubulin complex component 2 (GCP- - -
5 E04 LVDPNLDLSIRELVHRILPVAASYS GCP2 Gamma-tubulin complex component 2 (GCP- - -
5 EO05 PVEDITPPRLEALLELALRMSTANT GCP2 Gamma-tubulin complex component 2 (GCP- - -
5 E06 + TINKFDKNFSAHLLDLLARLSIYST GCP2 Gamma-tubulin complex component 2 (GCP- - -
5 E07 + IINNDTTITLAIVVDKLAPRLSQLK GCP5 Gamma-tubulin complex component 5 (GCP- - -
5 E08 + GLLTEKAAPVMNVIHSIFSLVLKFR GCP6 Gamma-tubulin complex component 6 (GCP- - -
5 E09 + TAKQELIAHAREAASRVLSALSDRQ GCP6 Gamma-tubulin complex component 6 (GCP- - -
5 E10 4+ SYESMSEPPIAHLLRPVLPRAFAFP GCP6 Gamma-tubulin complex component 6 (GCP- - -
5 E1l1 4+ GSAVEIVGLSKSAVRWLLELSKKNI GDE Glycogen debranching enzyme (Glycogen- - -

5 E12 YQLRPNFTIAMVVAPELFTTEKAGK GDE Glycogen debranching enzyme (Glycogen- - -

5 E13 + LRLETAPNISKDVIRQLLPKAPPLR GDF8 Growth/differentiation factor 8 precur- - -

5 El4 ILEHDDVSYLKKILGELAMVLDQIE GDL1 Gangioside-induced differentiation-ass- - -

5 E1l5 + VLGDIHTTLLSAVIPNAFRLVKRKP GDL1 Gangioside-induced differentiation-ass- - -

5 E1l6 AEKDLESAKLVQILHRLLADERSAP GDS1 Rapl GTPase-GDP dissociation stimulato- - -

5 E17 + KDHAGVMGESNRLLSALIRHSKSKD GDS1 Rapl GTPase-GDP dissociation stimulato- - -

5 Fo1 TSEHVIMQNEALVALALIAALELGT GDS1 Rapl GTPase-GDP dissociation stimulato- - -

5 F02 + FNQLTQSASEQGLAKAVASVARLVI GEM4  Component of gems 4 (Gemin4) (p97).

5 F03 LGSNRALFREPDLVLRLLETVIDVS GEM4 Component of gems 4 (Gemin4) (p97).

5 Fo4 VSSLLQRAHEQRFLKSIAEGIGPEE GEM4 Component of gems 4 (Gemin4) (p97).

5 F05 SNHPEDLQAANRLIKNLVKEEQEKS GGA2 ADP-ribosylation factor binding protei- - -

5 F0o6 APSAGSSLFSTGVAPALAPKVEPAV GGA3 ADP-ribosylation factor binding protei- - -

5 Fo7 VQYQQHSQALGKFLQDILWEEAKEA  GHRL Ghrelin precursor (Growth hormone secr- - -

5 Fo8 VEKNSQLERENTLLKTLASPEQLEK GILZ Glucocorticoid-induced leucine zipper: - -

5 Fo09 + GRQKLARFNAREFATLIIDILSEAK GIT1 ARF GTPase-activating protein GIT1 (G- - -

5 F10 + KPVYYALEGSVAIAGAVIRWLRDNL GLPK Glycerol kinase (EC 2.7.1.30) (ATP:gly- - -

5 F11 HVPFTGPALSSALLFDAVYAVVTAV GLK4 Glutamate receptor, ionotropic kainate- - -

5 F12 QQALSSVQDVDVVVSDLVDPALLGA GLNE Bifunctional UDP-N-acetylglucosamine 2- - -

5 F13 ETSTPTIMDIVVIAGVIAAVAIVLV GLPC Glycophorin C (PAS-2) (Glycoprotein be- - -

5 F14 ALYEYVTGELGLALVLVLNKVDLAP GNL1 Guanine nucleotide-binding protein-lik- - -

5 F15 + VGILSRRLQEALAAKEAADAELGQL GOA3 Golgi autoantigen, golgin subfamily A- - -

5 F16 + FLRRYPIARVFVIIYMALLHLWVMI GOA5 Golgi autoantigen, golgin subfamily A- - -

5 F17 NQMAEPPSLAPPAVTSVVEQLQDEA GOA6 Golgi autoantigen, golgin subfamily A- - -

5 GO01 NETETAEERVAELARDLVEMEQKLL GOB1 Golgi autoantigen, golgin subfamily B- - -

5 G02 HQPRSPLRDLKGALESLIEEETGQK GON1 Progonadoliberin I precursor [Contains- - -

5 GO03 LLALIYLAHASDVLENAFAPLLDEQ GOP3 Golgi phosphoprotein 3 (Coat-protein G- - -

5 G04 AYPLDMKVSLQAALQPIVSSLNVSV GP2 Pancreatic secretory granule membrane- - -

5 G05 + VLGLFWLLFASVVLILLLSWVGHVK GPBA  Platelet glycoprotein Ib alpha chain p- - -

5 G06 GNPEVKVKGIDPVINQIIDKLKHVV GPC5 Glypican-5 precursor.

5 G077 + QASWVRPGVLWDVALVAVAALGLAL GPIX Platelet glycoprotein IX precursor (GP- - -

5 G08 + FRLVSRRDYASEAIKGAVVGIDLGT GRT75 Stress-70 protein, mitochondrial precu- - -

5 G09 + EDFKAKKKELEEIVQPIISKLYGSA GRT78 78 kDa glucose-regulated protein precu- - -

5 G10 + GQPKRYKGFSIDVLDALAKALGFKY GRD1 Glutamate receptor delta-1 subunit pre- - -

5 G11 KIIYTVGHSISIVALFVAITILVAL GRFR  Growth hormone-releasing hormone recep- - -

5 G12 ITSKVTLEIEFDVAESVIPSSGTFH GRI1 Glutamate receptor interacting protein- - -

5 G13 LAHKVVLEVEFDVAESVIPSSGTFH GRI2 Glutamate receptor interacting protein- - -

5 Gl14 + FQGKKNMTLAGRLAGPLFQTLIVAW  GRIP GTPase activating Rap/Ran-GAP domain-1- - -
5 G15 GQEDLTSYFLEALLKYIVIQVKSLE GRIP GTPase activating RapGAP domain-like 1-- -

5 G16 MEGEVLPKNIQRAAASLVSREESKN GRIP GTPase activating RapGAP domain-like 1-- -

5 G17 MLIMDFIVAAGRVASSAFLNAPRVE GRIP GTPase activating Rap/Ran-GAP domain-1- - -
5 HO1 + QKGHKSQREELDAILFIFEKILQLL GRIP GTPase activating RapGAP domain-like 1-- -

5 HO02 + VKTQMQHGLISIAARTVITHLVNHL GRIP GTPase activating Rap/Ran-GAP domain-1- - -
5 HO03 + VPTWDTIRDEEDVLDELLQYLGVTS GRIP GTPase activating Rap/Ran-GAP domain-1- - -
5 H04 + HEHIERRRKLYLAALPLAFEALIPN GRLF Glucocorticoid receptor DNA binding fa- - -

5 HO5 + GVWSEKGQVEVFALRRLLQVVEEPQ GRWD Glutamate-rich WD-repeat protein 1.

5 HO06 VKSLVMGKKALEAAQIIIDVLQLPM GS1 GS1 protein (Protein FAM16AX).

5 HO7 GSLLQDKQQLEELARQAVDRALAEG GSHB Glutathione synthetase (EC 6.3.2.3) (G- - -

5 HO8 TAKAWELYGSPNALVLLIAQEKERN GSHB Glutathione synthetase (EC 6.3.2.3) (G- - -

5 HO09 SVYPEMRMYSDIIAYGVLQNSLKTD GTL4 Putative polypeptide N-acetylgalactosa- - -

5 H10 ELAPKNLRGALGVVPQLFITVGILV GTR5 Solute carrier family 2, facilitated g- - -

5 H11 EDWEDEFDLENAVLFEVAWEVANKV GYS1 Glycogen [starch] synthase, muscle (EC- - -

5 H12 QWEVEELPVEELLLFEVAWEVTNKV  GYS2 Glycogen [starch] synthase, liver (EC- - -

5  HI13 FLFLVGGFAEAPLLQQAVQAAFGDQ  H12A  Heat shock 70 kDa protein 12A.

5 H14 + MRPEDRMFHIRAVILRALSLAFLLS HA2Q HLA class II histocompatibility antige- - -

5 H15 + SHTRGPEQQVKAILSELLQRENRVL HAPI Huntingtin-associated protein-interact- - -

5 H16 DETAFGYKGLKILLYYIAGSLSTMF HAT1 Histone acetyltransferase type B catal- - -

5 H17 + AMSKSRNPRLQTAAQELLEDLRTLE HBP2 Heat shock factor 2 binding protein.

5 101 ERLTTEVMQIRDFLPRILNGEVLES HBP2 Heat shock factor 2 binding protein.

5 102 + ALGHKRNSGVPAFLTPLLRNIIISL HD Huntingtin (Huntingtons disease protei- - -

5 103 ASGRKAVTHAIPALQPIVHDLFVLR HD Huntingtin (Huntingtons disease protei- - -

5 104 EKFGGFLRSALDVLSQILELATLQD HD Huntingtin (Huntingtons disease protei- - -

5 105 + ENEDKWKRLSRQIADIILPMLAKQQ HD Huntingtin (Huntingtons disease protei- - -

5 106 + FGDAALYQSLPTLARALAQYLVVVS HD Huntingtin (Huntingtons disease protei- - -

5 107 GLLKLQERVLNNVVIHLLGDEDPRV HD Huntingtin (Huntingtons disease protei- - -
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5 108 LPEETFSRFLLQLVGILLEDIVTKQ HD Huntingtin (Huntingtons disease protei- - -
5 109 PEEDTERTQINVLAVQAITSLVLSA HD Huntingtin (Huntingtons disease protei- - -
5 110 PLDLSAHQDALILAGNLLAASAPKS HD Huntingtin (Huntingtons disease protei- - -
5 I11 RRTQYFYSWLLNVLLGLLVPVEDEH HD Huntingtin (Huntingtons disease protei- - -
5 112 SARRTPAILISEVVRSLLVVSDLFT HD Huntingtin (Huntingtons disease protei- - -
5 113 SHLHLPPEKEKDIVKFVVATLEALS HD Huntingtin (Huntingtons disease protei- - -
5 114 STVQLWISGILAILRVLISQSTEDI HD Huntingtin (Huntingtons disease protei- - -
5 115 YIEVGQFRESEAIIPNIFFFLVLLS HD Huntingtin (Huntingtons disease protei- - -
5 116 LLEENSTPQLAGILARVLNGEAPPS HD10 Histone deacetylase 10 (HD10).

5 117 QVGMGNADYVAAFLHLLLPLAFEFD HD10 Histone deacetylase 10 (HD10).

5 Jo1 QVGMRDADYIAAFLHVLLPVALEFQ HDAG6 Histone deacetylase 6 (HD6).

5 Jo2 + NLSSRETSSLESFVRRVANIARTNA HED1 HECT domain containing protein 1 (Frag: - -
5 Jo3 IPRPETEELVEWVLEEVAQRSHAVG HEMK HemK protein homolog (EC 2.1.1.-) (M.H- - -
5 Jo4 LGMQIPIKNVEMLASVLVAISVTLL HEPH  Hephaestin precursor (EC 1.-.-.-) (UNQ- - -
5 JO5 + GLPRPPMLLALLLATLLAAMLALLT HEXB Beta-hexosaminidase beta chain precurs: - -
5 JO6 LIVIWEPSPSGTLVIGVISGIAVFV HFE Hereditary hemochromatosis protein pre- - -
5 Jo7 SSLFDKLKKEPDALTLLAPAAGDTI HIFA Hypoxia-inducible factor 1 alpha (HIF-- - -
5 Jo8 + DQRKMLLVGSRKAAEQVIQDALNQL HIP1 Huntingtin interacting protein 1 (HIP-- - -
5 JOo9 RLLDEQFAVLRGAAAEAAGILQDAV HIPR Huntingtin interacting protein 1 relat- - -

5 J10 PASQPTIPIVGIIAGLVLLGSVVSG HLAE HLA class I histocompatibility antigen: - -
5 J11 YLTLNEDLRSWTAVDTAAQISEQKS HLAE HLA class I histocompatibility antigen- - -
5 J12 QSPQPTIPIVGIVAGLVVLGAVVTG HLAF HLA class I histocompatibility antigen- - -
5 J13 KQSSLPTIPIMGIVAGLVVLAAVVT HLAG HLA class I histocompatibility antigen- - -
5 J14 EPSSQPTVPIVGIVAGLVLLVAVVT HLAH HLA class I histocompatibility antigen- - -
5 J15 FAAYIFGLGLTIFIMHIFKHAQPAL HM13 Minor histocompatibility antigen H13 (- - -
5 J16 + GIALAYGSLLLMALLPIFFGALRSV HM13 Minor histocompatibility antigen H13 (- - -
5 J17 SMDIEQVITLSLALLLAVKYIFFEQ HMDH  3-hydroxy-3-methylglutaryl-coenzyme A- - -
5 KO01 QNIMTLEESVQHVVMTAIQELMSKE HOK1 Hook homolog 1 (h-hook1) (hHK1).

5 K02 + PNWKLKVSNLKMVLRSLVEYSQDVL HOK2 Hook homolog 2 (h-hook2) (hHKZ2).

5 K03 PSLDPTSTPVDNLAAEILPAELRET HOK2 Hook homolog 2 (h-hook2) (hHKZ2).

5 K04 QRIMTLEESVQHVVMEAIQELMTKD HOK2 Hook homolog 2.

5 K05 QAIMMMEESVQHVVMTAIQELMSKE HOK3 Hook homolog 3.

5 K06 EELPALEDQLSTLLAPVIISSMTML HPS1 Hermansky-Pudlak syndrome 1 protein.

5 K07 + GDQLAQLNTVFQALPTAAWGATLRA HPS6 Hermansky-Pudlak syndrome 6 protein (R- - -
5 K08 + LLSSGRPKAVLQAVGQLVQKEQWDR HPS6 Hermansky-Pudlak syndrome 6 protein (R- - -
5 K09 KSINPDEAVAYGAAVQAAILIGDKS HS72 Heat shock-related 70 kDa protein 2 (H- - -
5 K10 KSINPDEAVAYGAAVQAAILSGDKS HS7C Heat shock cognate 71 kDa protein (Hea- - -
5 K11 AEADKNDKAVKDLVVLLFETALLSS HS9B Heat shock protein HSP 90-beta (HSP 84- - -
5 K12 + QKHAQQQKVVNKLIQFLISLVQSNR  HSF1  Heat shock factor protein 1 (HSF 1) (H-. - -
5 K13 + AKHAQQQQVIRKIVQFIVTLVQNNQ  HSF2  Heat shock factor protein 2 (HSF 2) (H. - -
5 K14 + LNAARRYLGIEDLAGKVFVTSGLGG HUTU  Probable urocanate hydratase (EC 4.2.1- - -
5 K15 4+ FEKMISGMYLGEIVRHILLHLTSLG HXK3 Hexokinase type III (EC 2.7.1.1) (HK I. - -
5 K16 SDWLIFFASLGSFLSILLVGVLGYL I12R Interleukin-12 receptor beta-1 chain p- - -

5 K17 TLHLGKMPYLSGAAYNVAVISSNQF I112R Interleukin-12 receptor beta-1 chain p- - -

5 Lo1 TLYITMLLIVPVIVAGAIIVLLLYL 1131 Interleukin-13 receptor alpha-1 chain- - -

5 L02 LLEVPEANWAFLVLPSLLILLLVIA I128R Interleukin-28 receptor alpha chain pr- - -

5 L03 + IPANLSQNLEAAAATQVAVSVPKRR 14G1 Eukaryotic translation initiation fact- - -

5 L04 QLAIDTEERLKGVIDLIFEKAISEP 14G1 Eukaryotic translation initiation fact- - -

5 L05 GLTVDTEERLKGVIDLVFEKAIDEP 14G3 Eukaryotic translation initiation fact- - -

5 L06 + IFHKNVFHYLMAFLRELLKNSAKNH I5P2 Type II inositol-1,4,5-trisphosphate 5- - -

5 Lo7 KARRARLNPLVLLLDAALTGELEVV IASP RelA-associated inhibitor (Inhibitor o- - -

5 L08 TNMAFSPFSIASLLTQVLLGAGENT IC1 Plasma protease C1 inhibitor precursor- - -
5 L09 TVLELTETGVEAAAASAISVARTLL IC1 Plasma protease C1 inhibitor precursor: - -
5 L10 RREARENLTVFSFLGPIVNLSEPTA ICA3 Intercellular adhesion molecule-3 prec- - -

5 L11 ITVRVAGPWLWVAVGGAAGGAALLA ICA5 Intercellular adhesion molecule-5 prec- - -

5 L12 + FEQWAHSEDLQSLLLRVANAVSVKG ICE9 Caspase-9 precursor (EC 3.4.22.-) (CAS- - -
5 L13 ALDDVTLPRLKAFIPQLLSRLHIEA IDE Insulin-degrading enzyme (EC 3.4.24.56- - -
5 L14 VLGRESLDDLTNLVVKLFSEVENKN IDE Insulin-degrading enzyme (EC 3.4.24.56- - -
5 L15 ETQANSTTDALNVLLIIVDDLRPSL IDS Iduronate 2-sulfatase precursor (EC 3.

5 L16 + KNSEATLPIAVRFAKTLLANSSPFN IF Intrinsic factor precursor (IF) (INF). . .

5 Li7 NETINVSVKSGSVLLVVLEEAQRKN IF Intrinsic factor precursor (IF) (INF). - -

5 MO1 EDKFTKSKTVYSILRHVAEVLEYTK IF2A Eukaryotic translation initiation fact- - -

5 MO02 DSYERRNEGAARVIGTLLGTVDKHS IF35 Eukaryotic translation initiation fact- - -

5 MO03 QQVGGASARIQDALSTVLQYAEDVL IF35 Eukaryotic translation initiation fact- - -

5 M04 + SGKVSADNTVGRFLMSLVNQVPKIV IF35 Eukaryotic translation initiation fact- - -

5 MO05 + NPKIWNVHSVLNVLHSLVDKSNINR IF3I Eukaryotic translation initiation fact- - -

5 M06 + LHGVMEYDLSLRFLENALAVSTKYH IF3X Putative eukaryotic translation initia- - -

5 MO7 4+ ENGMYGKRKLLELIGHAVAHLKKAD IFT2 Interferon-induced protein with tetrat- - -

5 MO8 + YRRKDEPDKAIELLKKALEYIPNNA IFT2 Interferon-induced protein with tetrat- - -

5 M09 LDNHPEKQFSTDVLKQAIELSPDNQ IFT3 Interferon-induced protein with tetrat- - -

5 M10 KTGYENFIHLITALPVAVLLIVGGL IG1IR Insulin-like growth factor I receptor: - -

5 M11 RFPKLTVITEYLLLFRVAGLESLGD IG1IR Insulin-like growth factor I receptor: - -

5 M12 DLEEIASTDLKYLLVPAFQGALTMK IGB1 Immunoglobulin-binding protein 1 (CD79. - -
5 M13 + APSDPDAVSAEEALKYLLHLVDVNE IKAP IkappaB kinase complex-associated prot- - -
5 M14 ESAQDYEEAVLLLLEGAAWEEALRL IKAP IkappaB kinase complex-associated prot: - -
5 M15 HSLKEGSPLEDLALLEALSEVVQNT IKAP IkappaB kinase complex-associated prot- - -
5 M16 QIQTVIDANIFPALISILQTAEFRT IMA1 Importin alpha-1 subunit (Karyopherin- - -
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5 M17 KNPAPPIDAVEQILPTLVRLLHHDD IMA2 Importin alpha-2 subunit (Karyopherin: - -
5 NO1 NLLTAKDTKIILVILDAISNIFQAA IMA2 Importin alpha-2 subunit (Karyopherin- - -
5 NO2 QIQQVVNHGLVPFLVSVLSKADFKT IMA2 Importin alpha-2 subunit (Karyopherin- - -
5 N03 + QLVKLLGASELPIVTPALRAIGNIV IMA2 Importin alpha-2 subunit (Karyopherin- - -
5 N0o4 + SSNVENQLQATQAARKLLSREKQPP IMA2 Importin alpha-2 subunit (Karyopherin- - -
5 N05 + PLLSHQEVKVQTAALRAVGNIVTGT IMA4 Importin alpha-4 subunit (Karyopherin- - -
5 NO06 QIQAVIDANIFPVLIEILQKAEFRT IMA7 Importin alpha-7 subunit (Karyopherin: - -
5 No7 AGSGGVQEDALMAVSTLVEVLGGEF IMB1 Importin beta-1 subunit (Karyopherin b- - -
5 NO08 MLVQPRVEFILSFIDHIAGDEDHTD IMB1 Importin beta-1 subunit (Karyopherin b- - -
5 N09 + MRKEEPSNNVKLAATNALLNSLEFT IMB1 Importin beta-1 subunit (Karyopherin b- - -
5 N10 + PPEHTSKFYAKGALQYLVPILTQTL IMB1 Importin beta-1 subunit (Karyopherin b- - -
5 N11 LIQKGTKLVLEQVVTSIASVADTAE IMB3 Importin beta-3 (Karyopherin beta-3) (- - -
5 N12 + PYYDLFMPSLKHIVENAVQKELRLL IMB3 Importin beta-3 (Karyopherin beta-3) (- - -
5 N13 + TAAEEARQMAAVLLRRLLSSAFDEV IMB3 Importin beta-3 (Karyopherin beta-3) (- - -
5 N14 DGNQFQKAPAISVLHELIQQIFNLF INA1 Interferon alpha-1/13 precursor (Inter: - -

5 N15 NSSIKGSLWIPVVAALLLFLVLSLV INGR Interferon-gamma receptor alpha chain- - -
5 N16 GLPALGFTGAGIAANSVAASLMSWS INI2 Interferon-induced protein 6-16 precur- - -

5 N17 + LIAYRSRKRLETFLSLLVQNLAPAE INPP  Inositol polyphosphate 1-phosphatase (- - -
5 001 VLLGATTLVLVAVAPWVLSAAAGGK INR1 Interferon-alpha/beta receptor alpha c- - -

5 002 AESAKIGGIITVFLIALVLTSTIVT INR2 Interferon-alpha/beta receptor beta ch- - -

5 003 GTGGRRGAAAAPLLVAVAALLLGAA INSR  Insulin receptor precursor (EC 2.7.1.1- - -

5 004 + FVEPHKNMEVMGFLHGIFERLKQFL IP11 Importin 11 (Impll) (Ran-binding prote- - -
5 005 GLITNFNEPINQIATQIAVLIAKVA IP11 Importin 11 (Imp11) (Ran-binding prote: - -
5 006 NVEDMNALLIKDAVYNAVGLAAYEL IP11 Importin 11 (Imp11) (Ran-binding prote- - -
5 oo7 EWLADHPVMINSVLPLVLHALGNPE IP13 Importin 13 (Imp13) (Late gestation lu- - -
5 008 + LPVPQGPNPVVVVLQQVFQLIQKVL P13 Importin 13 (Imp13) (Late gestation lu- - -
5 009 PSNKLAIVHILGLLSNLFTTLDISH IP13 Importin 13 (Imp13) (Ran-binding prote- - -
5 010 DVLRKPSKEEPLFAARVIYDLLFFF IP3R Inositol 1,4,5-trisphosphate receptor- - -

5 011 4+ NRERQKLMREQNILKQIFKLLQAPF IP3R Inositol 1,4,5-trisphosphate receptor- - -

5 012 VRDLDFANDASKVLGSIAGKLEKGT IP3R Inositol 1,4,5-trisphosphate receptor- - -

5 013 VTRNGRSIILTAVLALILVYLFSIV IP3R Inositol 1,4,5-trisphosphate receptor- - -

5 014 DVLRRPSKDEPLFAARVVYDLLFYF IP3S Inositol 1,4,5-trisphosphate receptor- - -

5 015 LENGTITQNERRFVTKLLEDLIFFV IP3S Inositol 1,4,5-trisphosphate receptor- - -

5 016 + NRERQKLMREQNILAQVFGILKAPF IP3S Inositol 1,4,5-trisphosphate receptor- - -

5 Oo17 VTRNGRSIILTAVLALILVYLFSII IP3S Inositol 1,4,5-trisphosphate receptor: - -

6 BO1 AALFTKRYSIRPLIVALILRSIYYL IP3T Inositol 1,4,5-trisphosphate receptor- - -

6 B02 + EKRVADPTLEKYVLSVVLDTINAFF IP3T Inositol 1,4,5-trisphosphate receptor- - -

6 B03 FISQNDRRFVIQLLEDLVFFVSDVP IP3T Inositol 1,4,5-trisphosphate receptor- - -

6 B04 HVGYILTSVLGLFAHELFYSILLFD IP3T Inositol 1,4,5-trisphosphate receptor- - -

6 B05 + NRERQKLMREQNILKQVFGILKAPF IP3T Inositol 1,4,5-trisphosphate receptor: - -

6 B06 NTMEFVEDYLNNVVSEAVPFANEEK IP3T Inositol 1,4,5-trisphosphate receptor: - -

6 BO7 VTRNGRSILLTALLALILVYLFSIV IP3T Inositol 1,4,5-trisphosphate receptor: - -

6 BO08 VYDLLFFFIVIIIVLNLIFGVIIDT IP3T Inositol 1,4,5-trisphosphate receptor: - -

6 B09 + ETIQGLGAASAQFVSRLLPVLLSTA IPO4 Importin 4 (Importin 4b) (Imp4b) (Ran--- -
6  BI10 EYDAMLLEHAGEAIPALAAAAGGDS  IPO4  Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 Bll + HPAQEHFPKLLGLLFPLLARERHDR  IPO4 Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 B12 + LLRNPSSPRAKELAVSALGAIATAA IPO4 Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 B13 + LMASPTRKPEPQVLAALLHALPLKE IPO4 Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 B14 LMGETPKHFAVQVVDMLALHLPPEK IPO4  Importin 4 (Importin 4a) (Imp4a) (Ran-- - -
6 B15 + SKALLKNRLLPPLLHTLFPIVAAEP IPO4  Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 B16 + YMQAVNRERERQVVMAVLEALTGVL IPO4 Importin 4 (Importin 4b) (Imp4b) (Ran-- - -
6 B17 4+ DQYRQKEYVAPRVLQQAFNYLNQGV IPO8 Importin 8 (Imp8) (Ran-binding protein- - -
6 Co1 ENELNQSYKIINFAPSLLRIIVSDH IPO8 Importin 8 (Imp8) (Ran-binding protein- - -
6 C02 LELQNRPPAVDAVVGQIVPSILFLF IPO8 Importin 8 (Imp8) (Ran-binding protein- - -
6 Co03 EDDDTFSYTVRIAAQDLLLAVATDF IPO9 Importin 9 (Importin 9a) (Imp9a) (Impo- - -
6 Co4 FLKYSNDPVVASLAQDIFKELSQIE IPO9 Importin 9 (Importin 9a) (Imp9a) (Impo- - -
6 C05 + ILADLNLSVSPFLLGRALWAASRFT IPO9 Importin 9 (Imp9) (Ran-binding protein- - -
6 C06 + LGFENLVFSIFEFVHALLENSKFKS IPO9  Importin 9 (Importin 9a) (Imp9a) (Impo- - -
6 C07 + PERWTNIPLLVKILKLIINELSNVM IPO9 Importin 9 (Importin 9a) (Imp9a) (Impo- - -
6 C08 + RTSEFTAAFVGRLVSTLISKAGREL IPO9 Importin 9 (Importin 9a) (Imp9a) (Impo- - -
6 C09 GGILANELSVDEAALHAAVIAINEA IQG1 Ras GTPase-activating-like protein IQG- - -
6 C10 + LYNYASNQREEYLLLRLFKTALQEE IQG1 Ras GTPase-activating-like protein IQG- - -
6 C11 + NRGARGQNALRQILAPVVKEIMDDK IQG1 Ras GTPase-activating-like protein IQG- - -
6 Cl12 + YQDLLQLQYEGVAVMKLFDRAKVNV IQG1 Ras GTPase-activating-like protein IQG- - -
6 C13 + LYNYASNQREEYLLLKLFKTALEEE IQG2 Ras GTPase-activating-like protein IQG- - -
6 Cl4 + NRGARGQNTLRQLLAPVVKEIIDDK 1QG2 Ras GTPase-activating-like protein IQG- - -
6 C15 + WSPRKLPSSASTFLSPAFPGSQTHS IRA1 Interleukin-1 receptor-associated kina- - -

6 C16 PPAVPSPEELTYLIEALFKTEVLPG IRBP Interphotoreceptor retinoid-binding pr- - -

6 C17 4+ WLGGGVVPDAIVLAEEALDKAQEVL IRBP Interphotoreceptor retinoid-binding pr- - -

6 D01 + GKPLERKLILVQVIPVVARMIYEMF IRF6 Interferon regulatory factor 6 (IRF-6)- - -

6 D02 VDLQWRLSLLFFVLAYALTWLFFGA IRK9 G protein-activated inward rectifier p- - -

6 D03 + WRYMLLIFSLAFLASWLLFGIIFWV IRKC ATP-sensitive inward rectifier potassi- - -

6 D04 + WRWMMLVFSASFVVHWLVFAVLWYV IRKD Inward rectifier potassium channel 13- - -

6 D05 + ALVIFEMPHLRDVALPALGAVLRGA IRR Insulin receptor-related protein precu- - -

6 D06 AFGQVVQLWSQSIADVAIEASFTPE ITA2 Integrin alpha-2 precursor (Platelet m- - -

6 Do7 KAEVPTGVIIGSIIAGILLLLALVA ITA2 Integrin alpha-2 precursor (Platelet m- - -

6 Do8 KRYFTIVIISSSLLLGLIVLLLISY ITA4 Integrin alpha-4 precursor (Integrin a- - -
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D09
D10
D11
D12
D13
D14
D15
D16
D17
EO1
EO02
EO03
EO04
EO05
E06
E07
E08
E09
E10
E1l1
E12
E13
E14
E15
El6
E17
FO1
F02
F03
Fo4
F05
F06
FO7
FO8
F09
F10
F11
F12
F13
F14
F15
F16
F17
GO1
GO02
GO03
GO04
GO05
GO06
GO7
G08
G09
G10
G11
G12
G13
G14
G15
G16
G17
HO1
HO2
HO03
HO04
HO5
HO06
HO7
HO8
HO09
H10
H11
H12
H13
H14
H15
H16
H17

+ A+t +

o

+ oAttt e+ ++

++

o+ +

+

KAEGSYGVPLWIIILAILFGLLLLG
DNLAPITAKAKVVIELLLSVSGVAK
YSGVPWWIILVAILAGILMLALLVF
AEGVPWWVILLAVLAGLLVLALLVL
TPNVSFSIPLWVIILAILLGLLVLA
HYVAHVKRRVQDVISPIVFEAAYSL
VEIAHGNPEEVTVVFEALHNLEPRG
VGWIIAISLLVGILIFLLLAVLLWK
RALEERAIPIWWVLVGVLGGLLLLT
AIPIIMGSSVGALLLLALITATLYK
SLPIIIKGSVGGLLVLIVILVILFK
SNSIYPWSEVQTFLRRLVGKLFIDP
VQTRPILISLWILIGSVLGGLLLLA
PIWIIVGSTLGGLLLLALLVLALWK
LLLTNTFGAINYVATEVFREELGAR
IQPAPMPVPVWVIILAVLAGLLLLA
PTPLIVGSSIGGLLLLALITAVLYK
QGFTYTATAIQNVVHRLFHASYGAR
ARPRPRPLWVTVLALGALAGVGVGG
LVVLLSVMGAILLIGLAALLIWKLL
MAGPRPSPWARLLLAALISVSLSGT
RVWSHQTLKSDVLLGTAALDIYETL
FNIDEAPGTVLRLIQDAVTGLTVNG
AARQRQEIAAARAADALLKAVAASS
TERPAQPGAANPLVVGAVALLDLSL
KPAKPDEKGEMQVVPVLVHLLSAIS
LKETIEILFSEGLIKALFATETFAM
LSTLRYADRAKRIVNHAVVNEDPNA
SNINKSLTTLGLVISSLADQAAGKG
LSTLRYADRAKHIVNNAVVNEDPNA
QENLSLIGVANVFLESLFYDVKLQY
SNINESLTTLGLVISALADQSAGKN
LHYAVPVVLAGFLITNALRFIFSAP
LLSAQKLTAALIVLHTVFISITHVH
TLLQLQVNGVLPILPLLFPVLWVLA
STSFRGGMGSGGLATGIAGGLAGMG
GFDVNIVEEELGIISRAVKHLFKSI
PTLSIVASTASSVALILLLVVLFVL
HLHILIGTSVVIILFILLFFLLHRW
FYEPSILPRLGFAVSLLLGLAEQEK
HQSVVYRKQAAMILNELVTGAAGLE
SLVHRLTRDAPLAVLRAFKVLRTLG
VMLRNSDANLLPLVADVVQDVLATL
YLSVKQPVKLQEAARSVFLHLMKVD
KNVMEFLAPLKPVAIRIVRNAHGNK
APAVAVPPEATVAITTALSKAGPAI
GMRRGNMGHLTRIANAVVQNLERGP
RQDVLHWLNEEKVIQRLVELIHPSQ
EELVSIPWKVLKVVAKVIRALLRIL
GFIATPFIKLFQLIYYLVVAILKNI
LSLFDLQTSSYQALQRVLVSLGHHD
TEILQHPERARDALRVLLHLVEKSL
KAEEERKAAEERLAREAAEEAEREH
KYYKLHHIQLKDVISEAIAKLEAIV
VIPTIHVLDLAGVIQNVIDHVPKPH
RQDVVNWLNEEKIVQRLIEQIHPSK
ALHLATEMEELGLVTHLVTKLRANV
APPTVQGGIAENLAEKLIGVLFEVW
ITFLSLKLRLVNILIGALQTETDPN
NSQWRQDMSISLAALELLSGLAKVK
FTLRRSYNELGLLILFLAMGIMIFS
LWDLLEKPNSSVAAKILAIVSILFI
MNLKDAFARSMELIDVAVEKAGESA
EKGFYTERDASRLIFQVLDAVKYLH
EKGYYSERDAADAVKQILEAVAYLH
LQEFNARRKLKAAVKAVVASSRLGS
YALKRSFKELGLLLMYLAVGIFVFES
RSTPGQVVALSSILSGILLMAFPVT
RSVPGQMVALSSILSGILIMAFPAT
AAKAIGVASSTFVLVSVVALALNTV
LLRLASTPDLRRFARSALNLVDLVA
TLELASRSPSGGAAGPLLTPSQSLD
STYFDMNLFLDIILKTVLENSGKRR
ASPLQSLLEVLGLLGGVIMMVLIAH
LGATVLISAAPFFVLFLIPVESNSP
LLQILLSFASGGLLGDAFLHLIPHA
RCGGVVRQYWSSSFLVDLLAVAAPVV

ITA5
ITA6
ITA6
ITAT
ITAS8
ITA9
ITA9
1TA9
ITAB
ITAD
ITAE
ITAG
ITAG
ITAH
ITAL
ITAV
ITAX
ITAX
ITB3
ITB3
ITB4
ITCH
ITH3
JPH4
JPH4
K052
K052
K13A
K13A
K13B
K13B
K13B
K195
K195
K195
K1CR
K21A
K247
K2L1
K406
K406
K406
K406
K406
K682
K685
K685
K685
K830
K830
KA43
KA43
KAD7
KAD7
KAD7
KB15
KBF2
KC19
KC19
KC19
KCB2
KCB2
KCB2
KCC1
KCC4
KCC4
KCF1
KCG1
KCG4
KCV2
KCV2
KD12
KE34
KE4
KE4
KE4
KET72
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Integrin alpha-5 precursor (Fibronecti- - -
Integrin alpha-6 precursor (VLA-6) (CD- - -
Integrin alpha-6 precursor (VLA-6) (CD- - -
Integrin alpha-7 (H36-alpha7).

Integrin alpha-8 precursor.

Integrin alpha-9 precursor (Integrin a- - -
Integrin alpha-9 precursor (Integrin a- - -
Integrin alpha-9 precursor (Integrin a- - -
Integrin alpha-IIb precursor (Platelet- - -
Integrin alpha-D precursor (Leukointeg: - -
Integrin alpha-E precursor (Mucosal ly- - -
Integrin alpha-10 precursor.

Integrin alpha-10 precursor.

Integrin alpha-11 precursor.

Integrin alpha-L precursor (Leukocyte: - -
Integrin alpha-V precursor (Vitronecti- - -
Integrin alpha-X precursor (Leukocyte- - -
Integrin alpha-X precursor (Leukocyte- - -
Integrin beta-3 precursor (Platelet me- - -
Integrin beta-3 precursor (Platelet me- - -
Integrin beta-4 precursor (GP150) (CD1- - -
Itchy homolog E3 ubiquitin protein lig- - -
Inter-alpha-trypsin inhibitor heavy ch- - -
Junctophilin 4 (Junctophilin-like 1 pr- - -
Junctophilin 4 (Junctophilin-like 1 pr- - -
Protein KIAA0052 (Fragment).

Protein KIAA0052 (Fragment).
Kinesin-like protein KIF13A.

Kinesin-like protein KIF13A.

Kinesin-like protein KIF13B (Kinesin-1- - -
Kinesin-like protein KIF13B (Kinesin-1- - -
Kinesin-like protein KIF13B (Kinesin-1- - -
Protein KIAA0195.

Protein KIAA0195.

Protein KIAA0195.

Keratin, type I cytoskeletal 18 (Cytok- - -
Kinesin family member 21A (Kinesin-lik- - -
Protein KIAA0247 precursor.

Killer cell immunoglobulin-like recept- - -
Protein KIAA0406.

Protein KIAA0406.

Protein KIAA0406.

Protein KIAA0406.

Protein KIAA0406.

Probable RNA-binding protein KIAA0682.
Protein KIAA0685.

Protein KIAA0685.

Protein KIAA0685.

Probable endonuclease KIAA0830 precurs: - -
Probable endonuclease KIAA0830 precurs: - -
TPR repeat containing protein KIAA1043. - -
TPR repeat containing protein KIAA1043. - -

Putative adenylate kinase 7 (EC 2.7.4.
Putative adenylate kinase 7 (EC 2.7.4.
Putative adenylate kinase 7 (EC 2.7.4.
Protein KIAA1115.

Nuclear factor NF-kappa-B p100/p49 sub- - -

Protein KIAA1219 homolog.

Protein KIAA1219 homolog.

Protein KIAA1219 homolog.

Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Calcium/calmodulin-dependent protein k- - -
Calcium/calmodulin-dependent protein k- - -
Calcium/calmodulin-dependent protein k- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium channel tetramerisation doma. - -
Protein KIAA1434.

Zinc transporter SLC39A7 (Solute carri- - -
Zinc transporter SLC39A7 (Solute carri- - -
Zinc transporter SLC39A7 (Solute carri- - -
Protein KIAA1472.
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101
102
103
104
105
106
107
108
109
110
I11
112
113
114
115
116
117
Jo1
Jo2
Jo3
Jo4
Jo5
Jo6
Jor
Jos
Jo9
J10
J11
J12
J13
J14
J15
J16
Ji7
K01
K02
K03
K04
K05
K06
Ko7
KO8
K09
K10
K11
K12
K13
K14
K15
K16
K17
LO1
LO2
LO3
LO4
LO5
LO6
Lo7
LO08
Lo9
L10
L11
L12
L13
L14
L15
L16
L17
MoO1
MO02
MO03
MO04
Mo5
Mo06
Mo7
M08
Mo09

++

++

++

e+ +

SENTENT

LKEQSLAAESKTVLQELINVLKTDL
SALESTEEKLHDAASKLLNTVEETT
AADDFPPRPEVDLASEVALEVVRTA
VAIVSEKGEVKGFLRVAVQAISADE
VAIVSEKGEVRGFLRVAVQAIAADE
VGRIRNKPEVDEAAVDAILSLNIIS
QENEPTVGVIPRVIQLLFKEIDKKS
ELSNHQKKRATEILNLLLKDLGEIG
LDEAKNINKSLSALGNVISALAEGT
MEGKLHDPQLMGIIPRIAHDIFDHI
EATAFGLGKEDAVLKVAVKMLKSTA
KDKLKPGAAEDDLVLEVVIMIGTVS
QGLVVKQEQLLRVALYLLLNLAEDT
RYTVFQTTGSVPIATVIINEASGSR
LLNKANTYAEQHFADVVLSEEFLNL
ASDDMNIPNEETILNALLTWVRHDL
LDEAKNINKSLSALGNVISALAEGS
LHDPEGMGIIPRIVQDIFNYIYSMD
MEGKLHDPQLMGIIPRIARDIFNHI
SSAIIDHIFASKAVVNAAIPAYHLR
TAGNPWGWFLGYLILGVAGSLVSGS
DGVSFIHPSSELFLQPLAVTENHGE
TLRASTNEFLLLIIFLALGVLIFAT
YLEVGLSGLSSKAAKDVLGFLRVVR
VWALFEDPYSSRAARYVAFASLFFI
DGIVLESQMVLPVIYELISSLVPLA
DVELVYKVKSNHILEKLALSSVDAS
KMHAMNTNNITELVNYLANDLSLDE
LLSIVNPEWAVAIAISLAQDIPEGS
GLHITHSLDEVNFIQNLVFYIEAAY
PEYRQLLVEAILVLTMLADIEIHSI
GLRIIFTLDEVAFIQNLVFYIEAAY
LVKAASDIQEGDLIEVVLSRSATFE
LVRSSGDIQEGDLVEVVLSASATFE
LVGDDFWIPETSFILTIIVGIFLVV
QQVEAVELEAKEVLKKLFPKVSVPS
VFAARDDEAAAVALSSLIHALDDLD
TTATPGVPGLPSLAPSLLAAALEGP
ATRVQDIFTAGKLLALALIIIMGIV
PIKINLLFPIIYLLFWAFLLVFSLW
LEKLGYMDLASRLVTRVFKLLQNQI
GPPGSPWQWVTLLLGLLLPPAAPFW
EAPAYHLILEGILILWITRLLFSKT
KTPSGIKLTINKLLDMAAQIAEGMA
ARGYVQDPFAALLVPGAARRAPLIH
DSLYFRLKTAGRLARAAVWEVDFPD
GRGNEKKPSSVRALSIVLPIVLLVF
SANRLTGSDVNLLAENLLSPEDMVL
QDRRIVLKSLEFLAHPLALTIFEDR
VSVPPKGTSAAWAILPLLLLVMAAV
IEKHQSDAGLYVIVPVIISSSILLL
NPDENSRGMLPVAVLVALLAVIVLV
DARHLIEKSVRKIVSLLAASEAEVE
GFLAVFSSESAIFLLMLATVERSLS
GFLSIFASESSVFLLTLAALERGFS
PLPSLRFLEELRLAGNALTYIPKGA
SSLINLTFISPEVIKFILLVVVPLP
AHREIYQGRINELLLSVITWVGIVI
HVEVKHSDAVHDLLLDVITWVGILL
DPQSGLGRHLGVVIGILVAVILLLL
RYLEVLIGVSVAFVLLLFLLLFLLL
GLRRHWEVLIGVLVVSILLLSLLLF
SMYVVTKENSVGLITAILIPVAVAV
FGEPTSNITLLSLVHNIIPEINAQA
AGVREQALGLEPALGRLLGVAHLFD
FWKAFWNITEMEVLSSLANMASATV
NLVSVLTQAEGAFVASLIKESGTDD
NLVSVLTQAEGAFVASLIKESSTDD
SHVLSKHNNELKAAEALVREAEAKM
TQLHQNATLELKAAEDLLSQIQENY
VTITLDLRQVFQVAYVIIKAANAPR
ERTNTRAKSLGEFIKELARDAEAVN
ETQKEIAEDELVAAEALLKKVKKLF
QSQAHQQRGLFPAVLNLASNALITT
VTITLDLQQVFQIAYVIVKAANSPR
DDYNAKLSDLQEALDQALNYVRDAE
NSARDAVRNLTEVVPQLLDQLRTVE

KF11
KF11
KF17
KF1A
KF1B
KF1B
KF4A
KF5C
KINN
KF5C
KFMS
KFP3
KFP3
KHK
KHL2
KHLS5
KINH
KINH
KINN
KIST
KLK4
KLTK
KNC1
KNC1
KNC3
KNTC
KNTC
KNTC
KNTC
KPB1
KPB1
KPB2
KPCM
KPCO
KROS
KTN1
KU86
LAP4
LAT2
LAT2
LCAP
LCAT
LCB1
LCK
LCM2
LCM2
LDLR
LDLR
LDVR
LDVR
LEPR
LEUK
LGMN
LGR4
LGRS
LGRS
LGRS
LHN1
LHN3
LIB1
LIB3
LIB4
LIFR
LIG2
LIPS
LIPS
LITA
LITB
LMA1
LMA1
LMA1
LMA2
LMA2
LMA2
LMA2
LMA4
LMA4
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Kinesin-like protein KIF11 (Kinesin-re- - -
Kinesin-like protein KIF11 (Kinesin-re- - -

Kinesin-like protein KIF17 (KIF3-relat: - -
Kinesin-like protein KIF1A (Axonal tra- - -

Kinesin-like protein KIF1B.
Kinesin-like protein KIF1B (Klp).

Chromosome-associated kinesin KIF4A (C- - -

Kinesin heavy chain isoform 5C (Kinesi- -

Neuronal kinesin heavy chain (NKHC) (K- - -

Kinesin heavy chain isoform 5C (Kinesi- - -

Macrophage colony stimulating factor I- -
Kinesin-associated protein 3 (KAP3).
Kinesin-associated protein 3 (KAP3).
Ketohexokinase (EC 2.7.1.3) (Hepatic f- -
Kelch-like protein 2.

Kelch-like protein 5.

Kinesin heavy chain (Ubiquitous kinesi- - -
Kinesin heavy chain (Ubiquitous kinesi- - -

Neuronal kinesin heavy chain (NKHC) (K- - -

Serine/threonine-protein kinase Kist (- - -
Kallikrein 4 precursor (EC 3.4.21.-) (---
Leukocyte tyrosine kinase receptor pre- - -

Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Potassium voltage-gated channel subfam- - -
Kinetochore-associated protein 1 (Roug: - -
Kinetochore-associated protein 1 (Roug: - -
Kinetochore-associated protein 1 (Roug: - -
Kinetochore-associated protein 1 (Roug: - -
Phosphorylase b kinase alpha regulator- - -
Phosphorylase b kinase alpha regulator- - -
Phosphorylase b kinase alpha regulator- - -
Protein kinase C, mu type (EC 2.7.1.-)- - -

Protein kinase C, D2 type (EC 2.7.1.-)- - -

Proto-oncogene tyrosine-protein kinase- - -

Kinectin (Kinesin receptor) (CG-1 anti- -

ATP-dependent DNA helicase II, 80 kDa- - -

LAP4 protein (Scribble homolog protein-
Large neutral amino acids transporter: - -
Large neutral amino acids transporter: - -

Leucyl-cystinyl aminopeptidase (EC 3.4- - -

Phosphatidylcholine-sterol acyltransfe- - -
Serine palmitoyltransferase 1 (EC 2.3.

Proto-oncogene tyrosine-protein kinase- - -
Leucine carboxyl methyltransferase 2 (- - -
Leucine carboxyl methyltransferase 2 (- - -

Low-density lipoprotein receptor precu- - -
Low-density lipoprotein receptor precu- - -
Very low-density lipoprotein receptor- - -
Very low-density lipoprotein receptor- - -

Leptin receptor precursor (LEP-R) (OB- - -

Leukosialin precursor (Leucocyte sialo- - -

Legumain precursor (EC 3.4.22.34) (Asp- - -

Leucine-rich repeat-containing G prote: - -
Leucine-rich repeat-containing G prote: - -
Leucine-rich repeat-containing G prote- - -
Leucine-rich repeat-containing G prote- - -

Latrophilin 1 precursor (Calcium-indep- - -

Latrophilin 3 (Lectomedin-3) (Fragment- - -
Leukocyte immunoglobulin-like receptor- - -
Leukocyte immunoglobulin-like receptor- - -
Leukocyte immunoglobulin-like receptor- - -

Leukemia inhibitory factor receptor pr- - -

Leucine-rich repeats and immunoglobuli- - -

Hormone sensitive lipase (EC 3.1.1.-)- - -
Hormone sensitive lipase (EC 3.1.1.-)- - -

Lithostathine 1 alpha precursor (Pancr- - -
Lithostathine 1 beta precursor (Regene- - -

Laminin alpha-1 chain precursor (Lamin- - -
Laminin alpha-1 chain precursor (Lamin- - -
Laminin alpha-1 chain precursor (Lamin- - -
Laminin alpha-2 chain precursor (Lamin- - -
Laminin alpha-2 chain precursor (Lamin- - -
Laminin alpha-2 chain precursor (Lamin- - -
Laminin alpha-2 chain precursor (Lamin- - -

Laminin alpha-4 chain precursor.
Laminin alpha-4 chain precursor.
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6 M10 + VKLSNLSNLSHDLVQEAIDHAQDLQ LMA4 Laminin alpha-4 chain precursor.

6 M11 KEALEEAEKAQVAAEKAIKQADEDI LMB1 Laminin beta-1 chain precursor (Lamini- - -

6 M12 RYSDIEPSTEGEVIFRALDPAFKIE LMB1 Laminin beta-1 chain precursor (Lamini- - -

6 M13 4+ GQPLPWELRLGLLLSVLAATLAQAP LMB2 Laminin beta-2 chain precursor (S-lami- - -

6 M14 QAALEEAQRAQGIAQGAIRGAVADT LMB2 Laminin beta-2 chain precursor (S-lami- - -

6 M15 RYSEIEPSTEGEVIYRVLDPAIPIP LMB2 Laminin beta-2 chain precursor (S-lami- - -

6 M16 RKAKNSVTSLLSIINDLLEQLGQLD LMG1 Laminin gamma-1 chain precursor (Lamin- - -
6 M17 TEANEKTREAQQALGSAAADATEAK LMG1 Laminin gamma-1 chain precursor (Lamin- - -
6 NO1 SDASDKTQQAERALGSAAADAQRAK LMG2 Laminin gamma-2 chain precursor (Kalin- - -
6 NO2 TELEGRMQQAEQALQDILRDAQISE LMG2 Laminin gamma-2 chain precursor (Kalin- - -
6 NO03 DLEAVLESSEEEILHAAAILASLEI LMG3 Laminin gamma-3 chain precursor (Lamin- - -
6 NO04 QRDLEDRYQEVQAAQKALRTAVAEV LMG3 Laminin gamma-3 chain precursor (Lamin- - -
6 NO5 LGISIVGGNETPLINIVIQEVYRDG LNX2 Ligand of Numb-protein X 2 (Numb-bindi- - -
6 NO06 FLEDKRVDFEVSLAKGLADLAIKDS LOX1 Arachidonate 15-lipoxygenase (EC 1.13.

6 No7 RKAETLPEVEAELAQRVAALSKAEE LPA1 Liprin-alpha 1 (Protein tyrosine phosp- - -

6 N08 + ALDEKVRERLRMALERVAVLEEELE LPA3 Liprin-alpha 3 (Protein tyrosine phosp- - -

6 NO09 ISNQYIELDINPIVKSVAGDIIDFP LPC3 Long palate, lung and nasal epithelium- - -

6 N10 SDVPLTTTDLAALLPEALGKLPLHQ LPC3 Long palate, lung and nasal epithelium- - -

6 N11 + DNTKSQLAMSANFLGSVLTLLQKQH LPC4 Long palate, lung and nasal epithelium- - -

6 N12 + LLGGIKVKLLRGLLPNLVDNLVNRV LPC4 Long palate, lung and nasal epithelium- - -

6 N13 LGLMLGTTEAQTALYVLFSLVLLGV LPH Lactase-phlorizin hydrolase precursor- - -

6 N14 + KGNKSSYHRLSELVEHVFPLLSKEQ LPN2 Lipin 2.

6 N15 + KNHKSTYERLGEVVELLFPPVARGP LPN3 Lipin 3 (Lipin 3-like) (Fragments).

6 N16 + TVLDQQQTPSRLAVTRVIQALAMKG LPRC 130 kDa leucine-rich protein (LRP 130)- - -

6 N17 + PGPLPSLPLEPSLLSGVVQALRGRL LR10 Low-density lipoprotein receptor-relat- - -

6 001 GGGGEHPAPETGAVLPLALGLAITA LR11 Low-density lipoprotein receptor-relat- - -

6 002 SVWGMTQAQSGLAIAAIVIGIVALA LR15 Leucine-rich repeat-containing protein- - -

6 003 NSEHEPLGKSWAFLVGVVVTVLTTS LR19 Leucine-rich repeat-containing protein- - -

6 004 IITNGLGRVEGIAVDWIAGNIYWTD LR1B Low-density lipoprotein receptor-relat- - -

6 005 SKSDHISTRSIAIIVPLVLLVTLIT LR1B Low-density lipoprotein receptor-relat- - -

6 006 + SKTEQPAALALDLVNKLVYWVDLYL LR1B Low-density lipoprotein receptor-relat- - -

6 007 4+ AAKYRDHVTATQLIQKIINILTDKH LRBA Lipopolysaccharide-responsive and beig- - -

6 008 FHYGTHYSTASFVLAWLLRIEPFTT LRBA Lipopolysaccharide-responsive and beig- - -

6 009 PTQGLSIEASVTFLQRLISLVDVLI LRBA Lipopolysaccharide-responsive and beig- - -

6 010 TRNADDLEVSSDIIEAVAISSNSFI LRBA Lipopolysaccharide-responsive and beig: - -

6 O1l1 4+ VSNMSITERLEHALEKAAPLLREIF LRBA Lipopolysaccharide-responsive and beig- - -

6 012 VIQYGLATPEGLAVDWIAGNIYWVE LRP1 Low-density lipoprotein receptor-relat- - -

6 013 VVTNGIGRVEGIAVDWIAGNIYWTD LRP1 Low-density lipoprotein receptor-relat: - -

6 014 SKGISPGTTAVAVLLTILLIVVIGA LRP2 Low-density lipoprotein receptor-relat- - -

6 0O15 PAAPGEGLHISYAIGGLLSILLILV LRP4 Low-density lipoprotein receptor-relat- - -

6 016 GAVSPQTSQAGVAVMAVAVSVGLLL LU Lutheran blood group glycoprotein prec- - -

6 017 PDAPAQARGAPRLLLLAVLLAAHPD LU Lutheran blood group glycoprotein prec- - -

7 B01 + LSLLLLVTSVTLLVARVFQKAVDQS LYII Lysosome membrane protein II (LIMP II)- - -
7 B02 + DHLSQSKVIETQLAKPLFDALLRVA LYST Lysosomal trafficking regulator (Beige- - -

7 B03 GAKLNIEGELPAAVGLLVQFAFRET LYST Lysosomal trafficking regulator (Beige- - -

7 B04 + SQAELVQKGSELVALRVALREARAT LZT2 Leucine zipper putative tumor suppress- - -

7 B05 + SRHHHGSSIAGGLVKGALSVAASAY M172 Membrane component, chromosome 17, sur- - -
7 B06 4+ GMAAGLYSELFTLLVSLVNRALKSS M18A Myosin XVIITA (Myosin 18A) (Myosin con- - -
7 BO7 LFGNIKGATIVDALDTLFIMEMKHE MI1A1 Mannosyl-oligosaccharide 1,2-alpha-man- - -

7 B08 ELESVLSHLEDFFARTLVPRVLILL M2BP MAD2L1 binding protein (Caught by MAD2-: - -
7 B09 MFVPDTLAEEKSIILQLLNAAAGKD M3K4 Mitogen-activated protein kinase kinas- - -

7 B10 NDQDFFLYTARQAIPDIINEILTFK M3K4 Mitogen-activated protein kinase kinas- - -

7 B11 KLQVLGAIQILNAAMILALGVFLGS M4A3 Membrane-spanning 4-domains subfamily- - -
7 B12 TSVSLTGVLVVMLIFTVLELLLAAY M4AT Membrane-spanning 4-domains subfamily- - -
7 B13 FKYVIYGIAAAFFVYGILLMVEGFF M6A Neuronal membrane glycoprotein M6-a (M- - -
7 B14 MQYVIYGIASFFFLYGIILLAEGFY M6B Neuronal membrane glycoprotein M6-b (M- - -
7 B15 GNLQPWMQGLIAVAVFLVLVAIAFA MA17 17 kDa membrane associated protein (DD- - -
7 B16 SVATPRNAAENGAIQNLIKEEAFLG MABC Mannose-binding protein C precursor (M- - -
7 B17 DEAVSNDLVAAKIALVILESLWSFM MAC4  Microtubule-actin crosslinking factor- - -

7 Cco1 EETRVAQKELEEAVTSALQQETEKS MACF  Microtubule-actin crosslinking factor- - -

7 C02 LNDATTAAEEAEALQWVVGTEVEII MACF  Microtubule-actin crosslinking factor- - -

7 Co3 LNEVEKRRSLLEILNSAADILINSS MACF  Microtubule-actin crosslinking factor- - -

7 Co04 SNARLFGEDEVEVLNWLAEVEDKLS MACF  Microtubule-actin crosslinking factor- - -

7 Co05 TWAKQHQQRLETALSELVANAELLE MACF  Microtubule-actin crosslinking factor- - -

7 Co06 DQLPAALWTSSAVLGLLLLALPTYH MACA  Mucosal addressin cell adhesion molecu- - -

7 Co7 DPVAARQGQETAVAPSLVAPALNKP MAE1 Microtubule-associated protein RP/EB f- - -
7 Co08 PDPILTIFKEKQILSTVIYESELQL MAG Myelin-associated glycoprotein precurs: - -

7 Cco9 LGDNQIMPKAGLLIIVLAITAREGD MAG3  Melanoma-associated antigen 3 (MAGE-3- - -
7 C10 4+ AVVFSYIATLLYVVHAVFSLIRWKS MAL Myelin and lymphocyte protein (T-lymph- - -
7 C11 TRKMDPSKPSSNVAGVVIIVILLIL MANR Macrophage mannose receptor precursor- - -
7 C12 + PPLNTIRDVSLKIAEKIVKDAYQEK MAOX NADP-dependent malic enzyme (EC 1.1.1.

7 C13 SDQTILFQGAGEAALGIAHLIVMAL MAOX NADP-dependent malic enzyme (EC 1.1.1.

7 Cl14 + TFNDDIQGTASVAVAGLLAALRITK MAOX NADP-dependent malic enzyme (EC 1.1.1.

7 C15 4+ KRKTTAAGGESALAPSVFKQAKDKV MAP2 Microtubule-associated protein 2 (MAP- - -

7 C16 + KGKIKVIKKEGKAAEAVAAAVGTGA MAPB  Microtubule-associated protein 1B (MAP- - -
7 C17 VVEATEPEPSGSIANPAASTSPSLS MAPB  Microtubule-associated protein 1B (MAP- - -
7 D01 + FHPAVRNSSEVKFAVQAFAALNSNN MC3A 80 kda MCMs3-associated protein (GANP p- - -
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7 D02 PVPMYSDEDLAQVVDELIQEALQRD MC3A 80 kda MCMs3-associated protein (GANP p- - -
7 D03 + RRLGGLASQEPGAIIELFNSVLQFL MC3A 80 kda MCM3-associated protein (GANP p- - -
7 D04 KPEVFLSLGIVSLLENILVILAVVR MC3R  Melanocortin-3 receptor (MC3-R).

7 D05 + PPAAARAGGSPTAVRSILTKERRPE MCDL  Mucin and cadherin-like protein precur- - -

7 D06 + RFSVVDMAALGGVLGALLLLALLGL MCDL Mucin and cadherin-like protein precur: - -

7 D07 + RGTVARGAGAGVVVKDAAAPSQPLR MCDL Mucin and cadherin-like protein precur- - -

7 D08 + AAFMKKYIHVAKIIKPVLTQESATY MCM3 DNA replication licensing factor MCM3- - -

7 D09 + DLRRKNEKRANRLLNNAFEELVAFQ MCM3 DNA replication licensing factor MCM3- - -

7 D10 + PFPSWRFPGLLLAAMVLLLYSFSDA MCP Membrane cofactor protein precursor (C- - -

7 D11 VKPLLEKNDVEKVVVVILDKEHRPV MD22 Mitotic spindle assembly checkpoint pr- - -

7 D12 4+ DVSTLHVQKIISAISELLERLKSYG MDN1 Midasin (MIDAS-containing protein).

7 D13 IQNLNRALRETLLAQPAAGQATIPE MDN1 Midasin (MIDAS-containing protein).

7 D14 + LATHRSTAKLLSVLAQVFTELAQKG MDN1 Midasin (MIDAS-containing protein).

7 D15 NHTKQLAFESLAVIGNALTLLEVGQ MDN1 Midasin (MIDAS-containing protein).

7 D16 + SLRNFYSHSLSGAVSNVFKILQPNT MDN1 Midasin (MIDAS-containing protein).

7 D17 TVVGSPTSSVSTLIQTAILIVQYLQ MDN1 Midasin (MIDAS-containing protein).

7 EO01 VEVNTYWIDEPDVLVMAVKLLIERA MDN1 Midasin (MIDAS-containing protein).

7 E02 + VTSIAKAPAVQDLLTRLLQALHIDG MDN1 Midasin (MIDAS-containing protein).

7 E03 + QQLQKQLKEAEQILATAVYQAKEKL MED4  Mediator of RNA polymerase II transcri- - -

7 E04 EIYKEFFEVANDVIPNLLKEAASLL MEN1  Menin.

7 E05 LFSQGAFGYVLPIISFILAWIETWF MENT MLN64 N-terminal domain homolog (STARD- - -
7 E06 + RLRHWWAIALTTAVTSAFLLAKVIL MENT MLN64 N-terminal domain homolog (STARD- - -
7 E07 NLSWFLFLDALLVISGLATPENFDV MEPB  Meprin A beta-subunit precursor (EC 3.

7 E08 TRDTIVIAVSSTVAVFALMLIITLV MEPB  Meprin A beta-subunit precursor (EC 3.

7 E09 + MNMAKTSQTVATFLDELAQKLKPLG MEPD Thimet oligopeptidase (EC 3.4.24.15) (- - -

7 E10 EKAQITEEEAKLLAQKAAEAEQEMQ MERL  Merlin (Schwannomin) (Neurofibromin 2)- - -

7 E11 DLLDHVPPESVDVVMLIFVLSAVHP MET5  Methyltransferase-like protein 5 (EC 2- - -

7 E12 SIQDDIHLYAEAAVPQAAEPIATFY METH Methionine synthase (EC 2.1.1.13) (5-m- - -

7 E13 4+ KDYTKVDRSAAYAARWVAKSLVKGG METK S-adenosylmethionine synthetase gamma- - -

7 E14 + KDYTKVDRSAAYAARWVAKSLVKAG METL S-adenosylmethionine synthetase alpha- - -

7 E15 + VSPLKHFVLAKKAITAIFDQLLEFV MFN1 Transmembrane GTPase MFN1 (EC 3.6.5.-)- - -
7 E16 RKKLKKFTTLEIVLSVLLLVLFIIS MGA Maltase-glucoamylase, intestinal [Incl- - -

7 E17 GYFPVIFRKAREFIEILFGISLREV MGC1 Melanoma-associated antigen C1 (MAGE-C- - -
7 FO1 IIFIKGTYASEEVIWDVLSGIGVRA MGC1 Melanoma-associated antigen C1 (MAGE-C- - -
7 F02 EGSDDEGMPENSLLIIILSVIFIKG MGC2 Melanoma-associated antigen C2 (MAGE-C- - -
7 F03 DYFPMIFGKAHEFIELIFGIALTDM MGC3  Melanoma-associated antigen C3 (MAGE-C- - -
7 Fo4 + GYFPMIFRKAREFIEILFGISLTEV MGC3 Melanoma-associated antigen C3 (MAGE-C. - -
7 F05 AQFMEAADEALDALDAAAAEAEARA MGD1 Melanoma-associated antigen D1 (MAGE-D- - -
7 F06 + RKPRFMSAWAQVIIASILISVQLTL MGR1 Metabotropic glutamate receptor 1 prec: - -

7 FO7 HRKEGEEADAPGVIPGIVGAVVVAV MIC2 T-cell surface glycoprotein E2 precurs- - -

7 F08 + LKTAADRQAEDQVLRKLVDLVNQRD MIL1 NEDD9 interacting protein with calponi- - -

7 F09 TLDHISIRQLQLLLLKVALLLGVEI MIL1 NEDD9 interacting protein with calponi- - -

7 F10 + YLMVMIGMFSFIIVAILVSTVKSKR MIR1 Potassium voltage-gated channel subfam- - -

7 F11 QHPFRIEDEIDDIVLMAANQSQLSN MKO04 Mitogen-activated protein kinase 4 (EC- - -

7 F12 QLLPGISREALDFLEQILTFSPMDR MKO06 Mitogen-activated protein kinase 6 (EC- - -

7 F13 + SSQPLTLEHVRYFLYQLLRGLKYMH MKO7 Mitogen-activated protein kinase 7 (EC- - -

7 F14 + GARLALDEHVQFLVYQLLRGLKYIH MK11 Mitogen-activated protein kinase 11 (E- - -

7 F15 DHSDPEETKEFQLLASALFKSGSDF MKLN  Muskelin.

7 F16 PGTTATTSGAGAAAATAAAASPTPI MKR1 Makorin 1 (RING finger protein 61).

7 F17 PGTTVTTSGAGAAAAEAAETAEAVS MKR4 Makorin 4 (Zinc finger protein 127-Xp)- - -

7 G01 + VKKPAGPSISKPAAKPAAAGAPPAK MLEY  Myosin light chain 1, slow-twitch musc- - -

7 GO02 DNYVPPLEGLPIFILRLATEVNWDE MLH1 DNA mismatch repair protein Mlhl (MutL- - -
7 GO03 HLGSGRWEQEDRALSPVIPLIPRDS MLL2 Myeloid/lymphoid or mixed-lineage leuk- - -

7 G04 MESSLVASELPLLIEDLLEHEKKEL MLL2 Myeloid/lymphoid or mixed-lineage leuk- - -

7 GO05 PTLEPPPGRVSPAAAQLADTLFSKG MLL2 Myeloid/lymphoid or mixed-lineage leuk- - -

7 G06 + RGERLHMFRVGGLVFHAIGQLLPHQ MLL2 Myeloid/lymphoid or mixed-lineage leuk- - -

7 G07 4+ WYVLVIISDLMTIIGSILKMEIKAK MLN2  Mucolipin 2.

7 Go08 QMEFVNGWYIMIIISDILTIIGSIL MLN3  Mucolipin 3.

7 G09 + SGKPRRKSNLPIFLPRVAGKLGKRP MLPH  Melanophilin (Exophilin 3) (Synaptotag: - -

7 G10 + KQKHFNEREASRVVRDVAAALDFLH MNK1 MAP kinase-interacting serine/threonin- - -

7 G11 KRRHFNELEASVVVQDVASALDFLH MNK2 MAP kinase-interacting serine/threonin- - -

7 G12 GLPFEKWLLIGSLLFGVLFLVIGLV MNS1 MANSC domain containing protein 1 prec- - -
7 G13 + KHLERRDAESLKLLKEAIWEEKQGT MOC3 Molybdenum cofactor synthesis protein- - -

7 G14 APRFPSALGLVLLVEAAAVLIGPPS MOT3 Monocarboxylate transporter 3 (MCT 3).

7 G15 HMAEQTFEQAIQAASRIIRNEQFAI MPI2 M-phase inducer phosphatase 2 (EC 3.1.

7 G16 SGPQLLFRDVLDVIGQVLPEATTTA MPK5  Dual specificity mitogen-activated pro- - -

7 G17 + VYRKMPEHVLGRIAVAVVKGLTYLW MPK5  Dual specificity mitogen-activated pro- - -

7 HO1 AVRDNNLELVQEILRDLAQLAEQSS MPP2 MAGUK p55 subfamily member 2 (MPP2 pro- - -
7 HO02 + DLIFLRGIMESPIVRSLAKVIMVLW MPP2 MAGUK p55 subfamily member 2 (MPP2 pro- - -
7 HO03 + STATNPQNGLSQILRLVLQELSLFY MPP4 MAGUK p55 subfamily member 4 (Discs, I-- -
7 H04 + ARRRLWGFSESLLIRGAAGRSLYFG MPPB  Mitochondrial processing peptidase bet: - -

7 HO05 + YYAKAFSKDLPRAVEILADIIQNST MPPB  Mitochondrial processing peptidase bet- - -

7 HO06 SHLSVGSILLVTFASLVAVYVVGGF MPRD Cation-dependent mannose-6-phosphate r- - -

7 HO7 PAPARRPQRSLLLLQLLLLVAAPGS MPRI Cation-independent mannose-6-phosphate- - -
7 HO08 + HSVMDTLAVALRVAEEAIEEAISKA MRIP Rab effector MyRIP (Myosin-VIIa- and R- - -
7 HO09 GPLPLSYEQIRVALQDAASGLQEQA MRN2  Multimerin 2 precursor (EMILIN-3) (Ela- - -

7 H10 LVDIRVTGPVPGALGAALWEAGSPV MRN2  Multimerin 2 precursor (EMILIN-3) (Ela- - -
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RSQVQALDDEVGALKAAAAEARHEV
SHDAGREEAATTALAGLARELQSLS
ATSILHKAGEVVVAFPAARLSTGPA
LKPYQEVNSSGLAAGGIVAVSSSAI
AVSSAHRAASLEAVSYAIDTLKAKV
DEKKRRLMGLPSFLTEVARKELENL
FMPDAPDHESLKLLQRVLDEINPQS
QEFSDDLHHIASLIGKVVDFEGSLA
SPSLQEKLKSFKAALIALYLLVFAV
HLKEKVSAGADFIITQLFFEADTFF
EKSYPVPKGSLDIILIFVLSAIVP
STGTMTGLAIQYALNIAFSEAEGAR
SVNTHDYAKVKEFIVDILQFLDIGP
SVRPLEFTKVKTFVSRIIDTLDIGP
SVRPQNFELVKRFVNQIVDFLDVSP
TMTGLAIQYAMNVAFSVAEGARPPE
LESTKWLHHLSVLLKSALLVVHAVD
TIILGTWYMVVNLLMAILLTVEVTH
GDAKNMAKDVHDALVQIISKEVGVE
EEPYRRRNQILSVLAGLAAMVGYAL
QKENRNTGIVFGAILGAILGVSLLT
VQLRRGLVGSRPVVTRVVIKAQGLV
AYLPAVFEEVLDLVDAVILTEKTAL
LVDKGTEDKVVDVVRNLVFHLKKGY
KITINSHTTAGEVVEKLIRGLAMED
AGKQGLGPPSTPIAVHAAVKSKSLG
AVLAAANNKETLLAGRLVVGLGIGI
VSSTVGAAAVSALAGGALNGVFGRR
GKTVNTKRVIQYFATIAVTGEKKKE
QEARNAEEKAKKAITDAAMMAEELK
VIKGQTVQQVYNAVGALAKAVYDKM
VIKGQTVEQVSNAVGALAKAVYEKM
RDARNAEEKAKKAITDAAMMAEELK
VITKGQTVQQVYNAVGALAKAIYEKM
GKTVNTKRVIQYFATIAVTGEKKKD
QESRNAEEKAKKAITDAAMMAEELK
VTKGQTVQQVYNAVGALAKAVYEKM
GMLNEAEGKAIKLAKDVASLSSQLQ
QELRAKREQEVTVLKKALDEETRSH
EQLKRNSQRAAEALQSVLDAEIRSR
QAAVQLALRAGQIIRKALTEEKRVS
IVWRRFKWVIIGLLFLLILLLFVAV
ELTVRVEDLEAKAVIDILVIEKPGP
KMIEGVAYEVRIFAVNAIGISKPSM
GQAAKPGPGIVHLLQEAAEGAASEE
DRIQSALEEESVFAVTAVNASEKTV
PLDDLDREDEVRLLKYLFTLIRAGM
IVLKNHHSRLSDLVNTAILIALNKR
HEAQLSEKISLQAIQQLVRKSYQAL
LGAAMPASTSAAALQEALENAGRLI
QGMSRVASVSQNAIVSAAGNIARTI
VLRLLDVIGLPELVIQLATSAITEA
FTEADEAMAELAIADNVFLFLMESV
ILDDEAAQELMPVVAGAVFTLTAHL
ILSDLFDIGELAAVELLLAGEHQQP
QDVSAGSLQELALLTGIISKAALPG
SSMAQHLQAAGQVLQFLISHSDTIQ
YRRAAEKWEVAEVVLEVFYKLLRDY
RGRIEGLFGVSLAVLGALGAEEPLP
YEPAEDTFLLLDALEAAAAELAGVE
PVFRKVHAREHPILSTVITIADEYD
VFLGIGVAWSIAAITYHAANGEQFKYV
VVAAGGVEKAVRAARQAADFALKVE
SIGIFLGIFSGSFAMGAATGVVTAL
YALLFGESVLNDAVAIVLSSSIVAY
LFTFQKHVFSPIFIIGAFVAIFLGR
FLPESVAVVSLGILMGAVIKIIEFK
YTLLFGESVLNDAVAIVLTYSISIY
TSGRRWREISASLLY QALPSSPDHE
AEKQPPFTLIRSLLRKVLLPESFLI
KSLLELARMENGVLGNALEGVHVEE
AENMSITAKLERALEKVAPLLREIF
STVKIQNPMILKVVATLLKNSTPSA
VGEVSNRDIVETVLNLLVGGEFDLE
KGGVGKSTFSAHLAHGLAEDENTQI
FIQEFPGSPAFAALTSIAQKILDAT
WRGPKKNALIKQFVSDVAWGELDYL

MRN2
MRN2
MRTA
MRTB
MS2L
MSH5
MSH5
MSH5
MSRE
MTHR
MTL2
MTN2
MTN2
MTN3
MTN4
MTN4
MTR3
MTRP
MTRR
MTX1
MU15
MU5B
MVP
MX1
MY10
MYCD
MYCT
MYCT
MYH4
MYH4
MYH1
MYH2
MYH3
MYH4
MYHS
MYHD
MYHS
MYHB
MYHB
MYHD
MYO2
MYOF
MYPH
MYPS
MYT1
N107
N107
N133
N155
N155
N155
N160
N205
N205
N205
N205
N205
N205
N4B1
N6M1
NAC1
NAC1
NADC
NAHG6
NAHT
NAHT
NAHS
NAH9
NAL1
NALS5
NASP
NBEA
NBEA
NBEA
NBP1
NBP2
NBP2
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Multimerin 2 precursor (EMILIN-3) (Ela- - -
Multimerin 2 precursor (EMILIN-3) (Ela- - -
Myocardin-related transcription factor- - -
Myocardin-related transcription factor: - -
Molybdenum cofactor synthesis protein: - -
MutS protein homolog 5.

MutS protein homolog 5.

MutS protein homolog 5.

Macrophage scavenger receptor types I-- -
Methylenetetrahydrofolate reductase (E- - -
Methyltransferase-like protein 2 (EC 2. - -
Matrilin-2 precursor.

Matrilin-2 precursor.

Matrilin-3 precursor.

Matrilin-4 precursor (MAT-4).

Matrilin-4 precursor.

Myotubularin-related protein 3 (EC 3.1-- -

Lysosomal-associated transmembrane pro- - -

Methionine synthase reductase, mitocho- - -
Metaxin 1.

Mucin 15 precursor (UNQ750/PRO1481).
Mucin 5B precursor (Mucin 5 subtype B,- - -
Major vault protein (MVP).
Interferon-regulated resistance GTP-bi- - -
Myosin X.

Myocardin.

Proton myo-inositol cotransporter (H(+ -
Proton myo-inositol cotransporter (H(+ -
Myosin heavy chain, skeletal muscle, f- -
Myosin heavy chain, skeletal muscle, f- - -
Myosin heavy chain, skeletal muscle, a- - -
Myosin heavy chain, skeletal muscle, a- - -
Myosin heavy chain, fast skeletal musc- - -
Myosin heavy chain, skeletal muscle, f- - -
Myosin heavy chain, skeletal muscle, p- - -
Myosin heavy chain, skeletal muscle, e- - -
Myosin heavy chain, skeletal muscle, p- - -
Myosin heavy chain, smooth muscle 1sof o
Myosin heavy chain, smooth muscle isof- - -
Myosin heavy chain, skeletal muscle, e- - -
Inositol-1(or 4)-monophosphatase 2 (EC- - -
Myoferlin (Fer-1 like protein 3).

Myosin-binding protein H (MyBP-H) (H-p- - -

Myosin-binding protein C, slow-type (S- - -
Myelin transcription factor 1 (MYT1) (---
Nuclear pore complex protein Nup107
Nuclear pore complex protein Nup107
Nuclear pore complex protein Nup133
Nuclear pore complex protein Nupl55
Nuclear pore complex protein Nup155 (N- - -
Nuclear pore complex protein Nup155 (N- - -
Nuclear pore complex protein Nup160 (N- - -
Nuclear pore complex protein Nup205 (N- - -
Nuclear pore complex protein Nup205 (N- - -
Nuclear pore complex protein Nup205 (N- - -
Nuclear pore complex protein Nup205 (N- - -
Nuclear pore complex protein Nup205 (N- - -
Nuclear pore complex protein Nup205 (N- - -

7777

Nedd4-binding protein 1 (N4BP1) (Fragm- - -

Putative N6-DNA-methyltransferase (EC- - -
Sodium/calcium exchanger 1 precursor (- - -
Sodium/calcium exchanger 1 precursor (- - -
Nicotinate-nucleotide pyrophosphorylas- - -

Sodium/hydrogen
Sodium/hydrogen
Sodium/hydrogen
Sodium/hydrogen
Sodium/hydrogen

exchanger 6 (Na(+4)/H(+ - -
exchanger 7 (Na(+4)/H(+ - -
exchanger 7 (Na(+)/H(+ - - -
exchanger 8 (Na(+)/H(+ - -
exchanger 9 (Na(+)/H(+ - - -
NACHT-, LRR- and PYD-containing protei- - -
NACHT-, LRR- and PYD-containing protcl~ ‘.

Nuclear autoantlgenlc sperm protein (N- -
Neurobeachin protein (Lysosomal traffi- - -
Neurobeachin protein (Lysosomal traffi- - -
Neurobeachin protein (Lysosomal traffi- - -

Nucleotide-binding protein 1 (NBP 1).
Nucleotide binding protein 2 (NBP 2).
Nucleotide binding protein 2 (NBP 2).
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7 MO03 ANGSPTSGLSTGAIVGILIVIFVLL NCA1 Neural cell adhesion molecule 1, 140 k- - -

7 MO04 PATLGGNSASYTFVSLLFSAVTLLL NCA2 Neural cell adhesion molecule 1, 120 k- - -

7 MO5 GLGLGAVIGLGVAALLLILVVTDVS NCM2  Neural cell adhesion molecule 2 precur- - -

7 Mo6 PTTVEGRNDEKALLEQLVSFLSGKD NCO1 Nuclear receptor coactivator 1 (EC 2.3- - -

7 MO7 KTTTRNRESVYLLLDMIVQESPFLT NCP1 Nck-associated protein 1 (NAP 1) (p125---
7 M08 SLFRDEVFHIHKAAEDLFVNIRGYN NCP1 Nck-associated protein 1 (NAP 1) (p125- - -
7 M09 SMHRERRKFLRSALKELATVLSDQP NCP1 Nck-associated protein 1 (NAP 1) (p125- - -
7 M10 TETHTGTSASAPLAAGIFALALEAN NEC1 Neuroendocrine convertase 1 precursor: - -

7 M11 LRQKDKLFEEEMVVWYLFQIVSAVS NEK9 Serine/threonine-protein kinase Nek9 (- - -

7 M12 SNMLLVIIVSVGVITIVVVVIIAVF NEO1 Neogenin precursor.

7 M13 EKVDKDEWISGAAVVNAFYSSGRNQ NEP Neprilysin (EC 3.4.24.11) (Neutral end- - -

7 M14 KQRWTPLEISLSVLVLLLTIIAVTM NEP Neprilysin (EC 3.4.24.11) (Neutral end- - -

7 M15 + SARDLQNLMSWRFIMDLVSSLSRTY NEP Neprilysin (EC 3.4.24.11) (Neutral end- - -

7 M16 YVEAAFAGESKHVVEDLIAQIREVF NEP Neprilysin (EC 3.4.24.11) (Neutral end- - -

7 M17 DDEARQREEAEAAARALARFAQEAE NFH Neurofilament triplet H protein (200 k- - -

7 NO1 SVAAGSADEAHGLLGAAAASSTGGA NFL3 Nuclear factor erythroid 2 related fac- - -

7 NO2 PEFLDHIRKVMLVIDAAVTNVEDLS NGB Neuroglobin.

7 N03 + SKLPKDQQDAKHILEHVFFQVVEFK NGD5 NGD5 protein homolog (CGI-53).

7 NO04 VSSGVLNREISRAAGKAVPGIIDEE NGD5 NGD5 protein homolog (CGI-53).

7 NO5 TNGEIQKENSREALAEAALESPRPA NHR1 Ezrin-radixin-moesin binding phosphopr- - -
7 N06 + EPEPITASGSLKALRKLLTASVEVP NIBA Niban protein.

7 No7 GSWEMITGDEIQILSNLVMEELLPT NIBA Niban protein.

7 NO8 SNQASPARRASAILPGVLGSETLSN NIBA Niban protein.

7 NO09 NVAPGAESAVASFVTQLAAAEALQK NICA Nicastrin precursor (UNQ1874/PRO4317).
7 N10 TDTAKALADVATVLGRALYELAGGT  NICA Nicastrin precursor (UNQ1874/PRO4317).
7 N11 DQLLQEGDDESSAVVKLANPLHFYE NID2 Nidogen-2 precursor (NID-2) (Osteonido- - -
7 N12 + GRVLYREDTSPAVLGLAARYVRAGF NID2 Nidogen-2 precursor (NID-2) (Osteonido- - -
7 N13 DSVFVLYNQEEKILRYAFSNSIGPV NIDO Nidogen precursor (Entactin).

7 N14 LYFTDWKMNSVVALDLAISKETDAF NIDO Nidogen precursor (Entactin).

7 N15 PDKHAKLDFLNNLATGLVFIIVVVN NIJ1 Ninjurin 1 (Nerve injury-induced prote- - -

7 N16 GYIHVTQTFSIMAVLWALVSVSFLV NKGT7 Protein NKG7 (Natural killer cell prot- - -

7 N17 STTAAFAAAISMVVAMAVYTSERWD NKG7 Protein NKG7 (Natural killer cell prot- - -

7 001 IFDITVGLPVPWLLFSLINGLQPVP NKX1 Sodium/potassium/calcium exchanger 1 p- -
7 002 + RTKRLHWSRLLFLLGMLIIGSTYQH NKX1 Sodium/potassium/calcium exchanger 1 p- -
7 003 VFISHSNVGIGTIVGSAVFNILFVI NKX1 Sodium/potassium/calcium exchanger 1 p- -
7 004 WPETRQKQAIYLFLLPIVFPLWLTV NKX1 Sodium/potassium/calcium exchanger 1 p- -
7 005 PLFRDVSFYIVDLIMLIIFFLDNVI NKX2 Sodium/potassium/calcium exchanger 2 p- -
7 006 VFIAHSNVGIGTIVGSAVFENILFVI NKX2 Sodium/potassium/calcium exchanger 2 p- -
7 o007 DEKVSWWESLVLVLMYLIYIVIMKY NKX3 Sodium/potassium/calcium exchanger 3 p- -
7 008 LNSRGLIYSVGLLLASVFVTVFGVH NKX3 Sodium/potassium/calcium exchanger 3 p- -
7 009 DEQIVWWEGLVLIILYVFYILIMKY NKX4 Sodium/potassium/calcium exchanger 4 p- -
7 010 NYGSTVKINSRGLVYSVVLLLGSVA NKX4 Sodium/potassium/calcium exchanger 4 p- -
7 O11 AEVQRQLSIVVTALEGAAATLRPVA NLDL N-acetylated-alpha-linked acidic dipep- - -

7 012 EKLDTDISLIRYFVTEVLDVIAPPY NLFD  Negative elongation factor D (NELF-D)- - -
7 013 LSVTIAVGASLLFLNILAFAALYYK NLG1 Neuroligin 1 precursor (Neuroligin I).

7 014 LALRRAPDDVPLLAPGALTLLPSGL NLG2 Neuroligin 2 precursor.

7 015 LSVTVAVGASLLFLNILAFAALYYK NLG2 Neuroligin 2 precursor.

7 016 LSVTIAVGASLLFLNVLAFAALYYR NLG3 Neuroligin 3 precursor (Gliotactin hom- - -
7 017 4+ YKFGSRHSAESQILKHLLKNLFKIF NNMT Nicotinamide N-methyltransferase (EC 2- - -
8 BO1 DLEALQRLQAGNVVLPLVHRVTGTL NPA3 Neuronal PAS domain protein 3 (Neurona- - -
8 B02 GVFSYIGLPLTLIVIEVIPFLVLAV NPC1 Niemann-Pick C1 protein precursor.

8 BO3 IVDNGVAPPARRLLRLVVRFAPQVE NPHN  Nephrin precursor (Renal glomerulus-sp- - -
8 B04 MAEADFKMVSEPVAHGVAEEEMASS NPL3 Nucleosome assembly protein 1-like 3.

8 B05 GPVSARVIKALQVVDHAFGMLMEGL NPP3 Ectonucleotide pyrophosphatase/phospho- - -
8 B06 SYPYFIGVSLGSIIVIVFFVIFIKH NPP5 Ectonucleotide pyrophosphatase/phospho .-
8 BO7 LHILESKFLETPLLSNVISLLHTLW NPR1 Nucleolar preribosomal-associated prot- -

8 B08 LSGEKRPESETMLIFQVFEAILLRT NPR1 Nucleolar preribosomal-associated prot- - -

8 B09 LVKLLATHFSAGVLQLLAASAPILQ NPR1 Nucleolar preribosomal-associated prot- - -

8 B10 LWSSEYVRGLGALLPTLAVDELDTV NPR1 Nucleolar preribosomal-associated prot- - -

8 B11 NTMEEDKETVIQFLERILLTLVANP NPR1 Nucleolar preribosomal-associated prot- - -

8 B12 + SPESDAPGPVYAAASLAVSWVLRSV NPR1 Nucleolar preribosomal-associated prot- - -

8 B13 + SPPALPLASSFTALLQAAYESQALR NPR1 Nucleolar preribosomal-associated prot- - -

8 B14 + TMPHLSMQQVLLAAKQVLLYLRSTV NPRI1 Nucleolar preribosomal-associated prot- - -

8 B15 + TQDMRLTFTLALFIAKAALQILKPE NPR1 Nucleolar preribosomal-associated prot- -

8 B16 TSLITGPTEEIRALHAAIGGIPLLA NPSA Napsin A precursor (EC 3.4.23.-) (Naps

8 B17 + VLQQRLGELERQLLRKVAELEDEKS NPX2 Neuronal pentraxin II precursor (NP-II-

8 Co1 GLHSKMDQLEGQLLAQVLALEKERV NPXR  Neuronal pentraxin receptor.

8 Co02 QQARSLDPQSYSLIHQLLSAEDLEP NR61 Orphan nuclear receptor NR6A1 (Germ ce- - -
8 Co3 + ISPLIQKSAANVVLFDIFVNILTHN NRDC  Nardilysin precursor (EC 3.4.24.61) (N

8 C04 + VQGNVTSTESMDFLKYVVDKLNFKP NRDC Nardilysin precursor (EC 3.4.24.61) (N

8 Co05 GATVTMALNSEAAAHAVATLAEATL  NRF1 Nuclear respiratory factor 1 (Nrf-1) (- - -

8 C06 GGGQIVLSGETAAAVGALTGVQDAN NRF1 Nuclear respiratory factor-1 (NRF-1) (- - -

8 co7 TIQTTQASEATQAVASLAEAAVAAS NRF1 Nuclear respiratory factor 1 (Nrf-1) (- - -

8 Co08 SIQTKSNLFEAFVALAVLVTLIIGA NRG4 Pro-neuregulin-4, short isoform (Pro-N- - -

8 C09 SIGELKMTQEEYALLTAIVILSPDR NRH4 Bile acid receptor (Farnesoid X-activa- - -

8 C10 4+ GFKLLWILLLATLVGLLLQRLAARL NRM2 Natural resistance-associated macropha- - -
8 C11 RFARVVLTRSIAIIPTLLVAVFQDV NRM2 Natural resistance-associated macropha- - -
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C12
C13
C14
C15
C16
C17
Do1
Do2
Do3
Do4
D05
D06
Do7
D08
D09
D10
D11
D12
D13
D14
D15
D16
D17
EO01
E02
EO03
E04
EO05
E06
EO07
EO08
E09
E10
E1l1
E12
E13
E1l4
E15
El6
E17
Fo1
Fo2
F03
Fo04
F05
F06
FO7
F08
F09
F10
Fl11
F12
F13
F14
F15
F16
F17
GO1
G02
GO03
G04
GO05
GO06
GO7
GO08
G09
G10
G11
G12
G13
G14
G15
G16
G17
HO1
HO02
HO3

++ 4+ A+

4+ o+

+++ +++ e o S

+

VYVRDLGHVALYVVAAVVSVAYLGF
RKPGNVLKTLEPILITIIAMSALGV
DKEKSWLYTLDPILITITAMSSLGV
DYVPIGPRFSNLVLQALLVLLKKAP
YMIHHGDWFSGKAVGLLVLHLSGMYV
QADVQPLGPSSLAVHTILPQESPAL
ESLTPERTQLLYLLAVAVVIILFII
GEPLEPPEPSVPLLPLLVAGAVLLL
SEPRARRELAPEVIGSVVMLEIDNR
QGAPPHGSPALLLLTTLLGTASPLV
TVTDLRIRLLRPAVGEIFVDELHLA
ILWSGWASNSNYALIGALRAVAQTI
PMANLLLLIVPILIAMAFLMLTERK
TSTITLYITAPTLALTIALLLWTPL
TTNLPLMVMSSLLLIIILALSLAYE
EYPEAWGSGVEVLVSVLVGLAMEVG
HHGDVGAPIADVILPGAAYTEKSAT
MLQSFQGKDVAAIAGGLVDAEALVA
IRFLKGMGYSTHAAQQVLHAASGNL
KQIQRTKRGLEILAKRAAETVVDPE
SSASTDEDMETEAVNEILEDIPEHE
LTQERGRAQADLALEKAARAELEMR
ELLNMYVGESERAVRQVFQRAKNSA
IAGELDLPILKVAAPEIVSGVSGES
LASVDLNGRLPDLIADALHRIGQVE
LASVDLNGRLPDLINDALHRSGQIK
TSHQGTQSALFTLVPTAFSSSVPAF
EAGTNRTAVAEFILLGLVQTEEMQP
AFTEYPEWALPLFLLFLFMYLITVL
RLSLVAGAYVAGLISALVRTVSAFT
LEDYGVYWPLFVLIFHAISPIPHFI
TPETTIKEDLTTLLPRVVPVEPTDT
EMSRTRRYYLSVIIVSAILGIMVFI
GGPLPTDPMLGLALGGLVVSAASLA
WRRLPGAGLARGFLHPAATVEDAAQ
IVFNAHIKGVETIANDVVSLATKAR
KRIIDTPISEMGFAGIAVGAAMAGL
DFLNNPFKQENVLARMVASRITNYP
NLRRDVYIRIASLLKTLLKTEEWVL
LRTPLNYILLNLAVADLFMVLGGFT
SSIDNDAFRLLHALQDLILPENQLE
AAETLLSSLLGLLLLGLLLPASLTG
KRENPQLKQIEGLVKELLEREGLTA
PERGPLSEQVSEAVSEAVPRSEPVS
LTYSQLESLSPEAVHGAISTLNQVS
GLGEGVSFRARLLLGLAVEIVDTSN
KRVAYARVPSKDLLFSIVEEETGKD
TVPVFFNQAERRAVLQAARMAGLKYV
VGGATRVPRVQEVLLKAVGKEELGK
QNKLEEMINELAVAMTAVKHEQEYM
DQKAYKEGKLQKALEDAFLAIDAKL
TKYKMGGDIANRVLRSLVEASSSGV
IHRLRYLSSIWNILDLVVILLSIVA
YMLTRRVLQLETVLEGVVSQIDAVG
NRPSIPYAFSKFLLPIVVRYLADQN
HRSPQLLLELDNVISVLFQNSKERG
HRHMRTIREVRTLVTRVITDVYYVD
AASSDNTENLIKVIEILISTEWNER
AEQFAPPDIAPPLLIKLVEAIEKKG
ELLPGDVLVVSRAALQALGVAEGGE
LVTPEASAEARRALREAAGPVGPAL
PEQFSPPDVAPPLLVKLVEAIERTG
KLIAVGIFQLLSVINLVVYVLLAPV
ILSDMETHGAHTALPQLLLQENWDN
RQVQETLNLEPDVAQHLLAHSHWGA
VAMGEMEADVQALVRRAARQLAESG
VELLTNQVGEKMVVVQALRLLYLLM
RPQGTPTIGLVLLVRWAIIYETELQ
HPPYLVSKELMSLVSGLLQPVPERR
STMSPLGSGAFGFVWTAVDKEKNKE
TSRRRNVTFSQQVANILLNGVKYES
SGGGETSLDLTLILIIALGSVSFIF
DQGSPPRSASLQLLVQVLPSARLAE
HTALGLAPDLNLLLVGAVAASLGVV
LFTLDEQSGLLTVAWPLARRANSVV
SGGDPRGLFSLDAVSGLLQTLRPLD
KVTDHGKPTLSAVAKLITRSVSGSL

NRM?2
NRP1
NRP2
NSF
NSMA
NTC1
NTC2
NTC3
NTC3
NTG1
NTG1
NU1M
NU1M
NU1M
NU3SM
NU6M
NUAM
NUAM
NUB1
NUB1
NUB1
NUMA
NVL
NVL
NX2A
NX3A
NXF3
03A3
09Q1
09Q1
OBRG
0C90
OCLN
OCSP
ODBB
ODP2
ODPB
OFD1
OFU2
OPSD
OPT
089
089
OSB2
OTOA
OTOF
OTOF
OXRP
OXRP
P24
P2CG
P2G4
P2L1
P2L1
P4R1
P52K
P531
P85A
PS5A
P85B
P85B
P85B
PAN1
PAPA
PARC
PARC
PARC
PART
PASK
PASK
PAST
PC10
PC16
PC16
PC16
PC16
PC17
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Natural resistance-associated macropha- - -
Neuropilin-1 precursor (Vascular endot- - -
Neuropilin-2 precursor (Vascular endot- - -
Vesicle-fusing ATPase (EC 3.6.4.6) (Ve - -
Sphingomyelin phosphodiesterase 2 (EC: - -
Neurogenic locus notch homolog protein- - -
Neurogenic locus notch homolog protein- - -
Neurogenic locus notch homolog protein- - -
Neurogenic locus notch homolog protein- - -

Netrin G1 precursor (Laminet-1) (UNQ57- - -

Netrin G1 precursor (Laminet-1).

NADH-ubiquinone oxidoreductase chain 1- - -
NADH-ubiquinone oxidoreductase chain 1- - -
NADH-ubiquinone oxidoreductase chain 1- - -
NADH-ubiquinone oxidoreductase chain 3- - -
NADH-ubiquinone oxidoreductase chain 6- - -
NADH-ubiquinone oxidoreductase 75 kDa- - -

NADH-ubiquinone oxidoreductase 75 kDa.- -

NEDDS ultimate buster-1 (NY-REN-18 ant-
NEDDS ultimate buster-1 (NY-REN-18 ant-

NEDDS8 ultimate buster-1 (BS4 protein).
Nuclear mitotic apparatus protein 1 (N- - -
Nuclear valosin-containing protein-lik- - -
Nuclear valosin-containing protein-lik- - -
Neurexin 2-alpha precursor (Neurexin I. - -
Neurexin 3-alpha precursor (Neurexin I. - -
Nuclear RNA export factor 3 (TAP-like- - -
Olfactory receptor 3A3 (Olfactory rece- - -
Olfactory receptor 9Q1.

Olfactory receptor 9Q1.

Leptin receptor gene-related protein (- - -
Otoconin 90 precursor (Oc90) (Phosphol- - -
Occludin.

Oculospanin.

2-oxoisovalerate dehydrogenase beta su- - -
Dihydrolipoyllysine-residue acetyltran- - -

Pyruvate dehydrogenase E1 component be- - -

Oral-facial-digital syndrome 1 protein: - -
GDP-fucose protein O-fucosyltransferas: - -
Rhodopsin (Opsin 2).

Opticin precursor (Oculoglycan).

Protein OS-9 precursor.

Protein OS-9 precursor.

Oxysterol-binding protein 2 (Oxysterol- - -
Otoancorin precursor.

Otoferlin (Fer-1 like protein 2).

Otoferlin (Fer-1 like protein 2).

150 kDa oxygen-regulated protein precu- - -
150 kDa oxygen-regulated protein precu- - -
Cop-coated vesicle membrane protein p2- - -
Protein phosphatase 2C gamma isoform (- -
Proliferation-associated protein 2G4 (- - -
Polycystic kidney disease 2-like 1 pro- - -
Polycystic kidney disease 2-like 1 pro- - -
Serine/threonine phosphatase 4 regulat- - -
52 kDa repressor of the inhibitor of t. - -
Tumor suppressor p53-binding protein 1. - -
Phosphatidylinositol 3-kinase regulato- - -
Phosphatidylinositol 3-kinase regulato- - -
Phosphatidylinositol 3-kinase regulato- - -
Phosphatidylinositol 3-kinase regulato- - -
Phosphatidylinositol 3-kinase regulato- - -
Pannexin 1 (UNQ2529/PRO6028).
Pappalysin-1 precursor (EC 3.4.24.79)- - -
pbH3-associated parkin-like cytoplasmic: - -
pbH3-associated parkin-like cytoplasmic: - -
p53-associated parkin-like cytoplasmic: - -
Prostate-specific and androgen regulat- - -
PAS domain containing serine/threonine- - -
PAS domain containing serine/threonine- - -
Proton-associated sugar transporter A- - -
Protocadherin 10 precursor.

Protocadherin 16 precursor (Dachsous 1- -
Protocadherin 16 precursor (Dachsous 1- -
Protocadherin 16 precursor (Dachsous 1-- -
Protocadherin 16 precursor (Dachsous 1-- -
Protocadherin 17 precursor (Protocadhe- - -
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HO4
HO5
HO6
HO7
HO8
HO09
H10
H11
H12
H13
H14
H15
H16
H17
101
102
103
104
105
106
107
108
109
110
111
112
113
114
115
116
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Jo1
Jo2
Jo3
Jo4
JO5
JO6
Jo7
Jos
J0o9
J10
J11
J12
J13
J14
J15
J16
J17
Ko1
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KYSVEEEQRAGTVIANVAKDAREAG
LYSLNEGLPAGVLIGSLAEDLRLLP
ERSKQRGNILFGVVAGVVAVALLIA
SIVIGVVAGIMTVILIILIVVMARY
SHINAATGTSASLVYRLVSKAGDAP
EGHTGTSAAAPLAAGMIALMLQVRP
VSQSGTSQAAAHVAGIAAMMLSAEP
NGETLVFEESNWFIINVIKLVWRYG
DKTKPLSKVSSIAVQTVAEISVQTE
QTHLEDAGAAIAAAEAAVQQLRIQP
TVWDYDRFSSNDFLGEVLIDLSSTS
KADVNLSHSERGALQDALRRLLGLF
NQRKAAHSAELEAVLLALARIRRAL
VRDHLRTEASTELAGTVAHELQGVH
ISVQLKKTSEVDLAKPLVKFIQQTY
NRSIAQMREATTLANGVLASLNLPA
PAKTMQGSEVVNVLKSLLSNLDEVK
AAPRFRGQVLFVVVDVAADNEHVLQ
VTEFNSQTSAKIFAARILNHLLLFV
RLALFPGVALLLAAARLAAASDVLE
YQGGRTGEAIVDAALSALRQLVKDR
NTGESTDIDVKEALINAFKRLDNDI
EFDEERAQQEDALAQQAFEEARRRT
LEEINKVGKELGIIPTIIRDEELKT
FSEMLAASFSIAVVAYATAVSVGKYV
IVSIILGLDLGLLAGLIFGLLTVVL
MIDTAARDTARVLIASALTLLVGII
QESTGGKTQVAGIISAAIVMIAILA
RHKIPVPIPIEVIVTIIATAISYGA
TNSQSPSPPSSSIAYSLLSASSEQD
LEPLTEEEQAAAVVTAAFTKEASKK
ELLSKYIGASEQAVRDIFIRAQAAK
GPGPPQLLVSRALLRLLALGSGAWYV
VRAVPARAPAVDLLEEAADLLVVHL
HGPWGKAQASAQLVIQALPSVLINI
PQARSERTDIATLLIPAITTADAGF
ALLTGGGEMLLNVALVALVLLGAYR
GTPTSPSGVEEWIVTQVVPGVAAVP
GVEDISGLPSGEVLETAAPGVEDIS
THPEAVGDASLTVVKLLASDAGLYR
TTLPEATEKSHFFLATALVTESIPA
IANGLITLIEDDALNGAIMKITTSK
HSLPFKVVVISAILALVVLTIISLI
KLVAPTLRSELTVAAAVLVLLVIVI
KINQDPQVMLAPLISIALKVSQLQE
KVFQSSANYAENFIQSIISTVEPAQ
EFFTHLDKRSLPALTNIIKILRHDI
FESIGKFGLALAVAGGVVNSALYNV
MDRSSKRRQVKPLAASLLEALDYDS
TVITWGNYGKSYSVALYLVRQLTSSE
GERFIKWDDETTVASPVILRVDPKG
TTDIFFKEAIEAIAESAFKTSPYPI
GFTMTTEVPLRDVLEAIAETAFKTS
TTAKRRLKQSVHLARRVLQLEKQNS
PFHFQISNPEFAFLRFVVYEEDMFS
REIEEPYFFLDEFVTFLFSKENSVW
RETAEPFLFVDEFLTYLFSRENSIW
LVSTLVPLGLVLAVGAVAVGVARAR
VNEESTIPRSPTVVKGVAGSSVAVL
EVARGKRAALFFAAVAIVLGLPLWW
PDDQKFAIYIPLFLPMAVPILLSLV
QVAQAMSLTEDVLAAALADHLPEDK
VANPPASKESIDALPEILVTEDHGA
ASPAGHLARSLHVLVFVLEVLRVEP
FTSFDQVAQLSSAARGLAASLLFLL
GAWARWLLVALTAATALVRLAQLGA
HVSRLSPLSVDTVAVGLVSSVVVYP
LHAAVTLRLEFPAAGRALAALSVRP
NHVSWAQAQVRIVVLEAVSGLQMPN
RMVASQAYNLTSALMRILMRSRVLN
TYAAPGEYLLTVLASNAFENLTQQV
VSATYNLTAEEPIVGLVLWASSKVV
ESSTNREKYLKSVLRELVTYLLFLI
MTAWLISLMSIEVLLLAVRHLSLHI
TPELISISQSDDILTFAVAQISGAA
ALVRMLSSPVESVLFYAITTLHNLL
LLHSRNEGTATYAAAVLFRISEDKN

PC19
PC20
PCHI1
PCH7
PCH9
PCK7
PCK9
PCL1
PCLO
PCLO
PCLO
PCN2
PCN2
PCN2
PD6I
PD6I
PD6I
PDA2
PDA2
PDA3
PDAG
PDP1
PEBB
PEL1
PEND
PEND
PEND
PEND
PEND
PER1
PERQ
PEX1
PEX6
PEXQ
PGBM
PGBM
PGC2
PGCA
PGCA
PGCV
PGCV
PGDH
PGDR
PGDS
PGMU
PGMU
PH4H
PHB
PHFE
PIA4
PIB2
PIB2
PIB3
PIBF
PIG1
PIG1
PIG2
PIGR
PIGR
PIGS
PIGS
PIGS
PJAL
PKDI1
PKDI1
PKD1
PKD1
PKD1
PKD1
PKD1
PKD1
PKD1
PKD2
PKHD
PKHD
PLAK
PLAK
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Protocadherin 19 precursor.
Protocadherin 20 precursor.

Protocadherin 1 precursor (Protocadher- - -
Protocadherin 7 precursor (Brain-heart- - -
Protocadherin 9 precursor.

Proprotein convertase subtilisin/kexin. - -
Proprotein convertase subtilisin/kexin. - -
Prenylcysteine oxidase precursor (EC 1- - -
Piccolo protein (Aczonin).

Piccolo protein (Presynaptic cytomatri- - -
Piccolo protein (Multidomain presynapt- - -
Pericentrin 2 (Pericentrin B) (Kendrin- - -
Pericentrin 2 (Pericentrin B) (Kendrin- - -
Pericentrin 2 (Pericentrin B) (Kendrin- - -
Programmed cell death 6-interacting pr- - -
Programmed cell death 6 interacting pr- - -
Programmed cell death 6-interacting pr- - -
Protein disulfide-isomerase A2 precurs: - -
Protein disulfide-isomerase A2 precurs: - -
Protein disulfide-isomerase A3 precurs- - -
Protein disulfide-isomerase A6 precurs: - -
[Pyruvate dehydrogenase [Lipoamide]]-p- - -
Core-binding factor, beta subunit (CBF- - -

Probable aminopeptidase NPEPL1 (EC 3.4 - -

Pendrin (Sodium-independent chloride/i- - -
Pendrin (Sodium-independent chloride/i- - -
Pendrin (Sodium-independent chloride/i- - -
Pendrin (Sodium-independent chloride/i- - -
Pendrin (Sodium-independent chloride/i- - -
Period circadian protein 1 (Circadian- - -

PERQ amino acid rich with GYF domain p- - -

Peroxisome biogenesis factor 1 (Peroxi- - -
Peroxisome assembly factor-2 (PAF-2) (- - -
Peroxisome assembly protein 26 (Peroxi- - -
Basement membrane-specific heparan sul- - -
Basement membrane-specific heparan sul- - -
Membrane associated progesterone recep- - -
Aggrecan core protein precursor (Carti- - -
Aggrecan core protein precursor (Carti- - -
Versican core protein precursor (Large- - -
Versican core protein precursor (Large: - -
15-hydroxyprostaglandin dehydrogenase- - -
Beta platelet-derived growth factor re- - -
Alpha platelet-derived growth factor r- - -
Phosphoglucomutase (EC 5.4.2.2) (Gluco- - -
Phosphoglucomutase (EC 5.4.2.2) (Gluco- - -
Phenylalanine-4-hydroxylase (EC 1.14.1- - -
Prohibitin.

PHD finger protein 14.

Protein inhibitor of activated STAT pr- - -
1-phosphatidylinositol-4,5-bisphosphat- - -
1-phosphatidylinositol-4,5-bisphosphat- - -
1-phosphatidylinositol-4,5-bisphosphat- - -
Progesterone-induced blocking factor 1-- -
1-phosphatidylinositol-4,5-bisphosphat- - -
1-phosphatidylinositol-4,5-bisphosphat- - -
1-phosphatidylinositol-4,5-bisphosphat- - -
Polymeric-immunoglobulin receptor prec- - -
Polymeric-immunoglobulin receptor prec- - -

GPI transamidase component PIG-S (Phos- - -
GPI transamidase component PIG-S (Phos- - -
GPI transamidase component PIG-S (Phos- - -

Ubiquitin protein ligase Prajal (EC 6.
Polycystin 1 precursor (Autosomal domi- - -

Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -
Polycystin 1 precursor (Autosomal domi- - -

Polycystin 2 (Autosomal dominant polyc: - -
Polycystic kidney and hepatic disease- - -
Polycystic kidney and hepatic disease- - -
Junction plakoglobin (Desmoplakin III)- - -
Junction plakoglobin (Desmoplakin III)- - -



Bl. Pos. Sequence SP-ID Description

8 L13 SDVATKQEGLESVLKILVNQLSVDD PLAK  Junction plakoglobin (Desmoplakin III)- - -
8 L14 EGLIEDLTIEDKAVEQLAEGLLSHY PLDN  Pallidin (Pallid protein homolog) (Syn- - -

8 L15 QSVLDRLRGEAEAARRAAEEAEEAR PLE1 Plectin 1 (PLTN) (PCN) (Hemidesmosomal- - -
8 L16 + RQFRTGKVTVEKVIKILITIVEEVE PLE1 Plectin 1 (PLTN) (PCN).

8 L17 4+ RQFRTGRITVEKIIKIIITVVEEQE PLE1 Plectin 1 (PLTN) (PCN) (Hemidesmosomal- - -
8 MoO1 SGLRSPVPASELLASGVLSRAQFEQ PLE1 Plectin 1 (PLTN) (PCN) (Hemidesmosomal. - -
8 MO02 + GPGPRFLLLLPLLLPPAASASDRPR PLO3 Procollagen-lysine,2-oxoglutarate 5-di- - -

8 MO03 DKSISTSLPVLDLIDATAPNAVRQE PLSI I-plastin (Intestine-specific plastin)- - -

8 M04 + DILKPGGGTSGGLLGGLLGKVTSVI PLUN  Protein Plunc precursor (Palate lung a- - -

8 MO05 4+ VLRGLDITLVHDIVNMLIHGLQFVI PLUN  Protein Plunc precursor (Palate lung a- - -

8 M06 + LGQVPLIVGILLVLMAVVLASLIYR PM17 Melanocyte protein Pmel 17 precursor (- - -
8 MO7 MLVGQGAGPLGPAVVTAAVVLLLSG PM5P  Protein pM5 precursor.

8 M08 PGPEMPAEMLNYILDNVIQPLVESI PMA1 Paraneoplastic antigen Mal homolog.

8 M09 PAATVRLLSSSQIITSVVSVVKELI PMS1 PMS1 protein homolog 1 (DNA mismatch r- - -
8 M10 + PDKRQILLQEEKLLLAVLKTSLIGM PMS2 PMS1 protein homolog 2 (DNA mismatch
8 M1l + GLNPSLMAPSQFAAGGALLSLNPGT PO21 POU domain, class 2, transcription fac- - -

8 M12 + ITLGYTQADVGLILGVLFGKVFSQK PO5L POU domain, class 5, transcription fac- - -

8 M13 + ITLGYTQADVGLILGVLFGKVFSQT PO5M POU domain, class 5, transcription fac- - -

8 M14 + LFSKYTNSKIPYFLLFLIFLITVYH PP3A Protein phosphatase 1, regulatory subu- - -
8 M15 + DFVDRGFYSVETFLLLLALKVRYPD PP4C Serine/threonine protein phosphatase 4. - -
8 M16 + LLLARAASLSLGFLFLLFFWLDRSV PPAP Prostatic acid phosphatase precursor (- -

8 M17 + LVQIIKKTESDAALHPLLQEIYRDM PPAR  Peroxisome proliferator activated rece- - -

8 NO1 DAAHPGRSVVPALLPLLAGTLLLLE PPB1 Alkaline phosphatase, placental type p- - -

8 NO2 DAAHPGPSVVPALLPLLAGTLLLLG PPBN Alkaline phosphatase, placental-like p- - -

8 NO03 FTTLADYLHLLQAAAQALNPLGPSA PPCS Phosphopantothenate—cysteine ligase (- - -

8 N04 + QTWLSALRPSGPALSGLLSLEAEEN PPCS Phosphopantothenate—cysteine ligase (- - -

8 NO5 EKHRGFAFVEFELAEDAAAAIDNMN PPIE Peptidyl-prolyl cis-trans isomerase E- - -

8 NO06 SMEGVTFLQAKQIALHALSLVGEKQ PPO4  Poly [ADP-ribose] polymerase-4 (EC 2.4- - -
8 No7 RLPAAWVLLLLPFLPLLLLAAPAPH PPT2 Palmitoyl-protein thioesterase 2 precu- - -

8 NO8 IRPKPPSATSIPAILKALQDEWDAV PR19 PRP19/PSO4 homolog (Neuronal different- - -
8 NO09 EEEEAVAPTSGPALGGLFASLPAPK PRCC  Proline-rich protein PRCC (Papillary r- - -

8 N10 + VVGTTTTTPSPSAIKAAAKSAALQV PRCC  Proline-rich protein PRCC (Papillary r- - -

8 N11 DTSLFHLVYVDAIAIAIVGFSVTIS PRES  Prestin.

8 N12 LATGFLFESLPQAVLSAIVIVNLKG PRES  Prestin.

8 N13 + NDLTRNRFFENPALWELLFHSIHDA PRES  Prestin.

8 N14 TSKIELTIWLTTFVSSLFLGLDYGL PRES  Prestin.

8 N15 ILTSRGPGTSFEFALAIVEALNGKE PRK7 DJ-1 protein (Oncogene DJ1).

8 N16 SEDPKYIINVKQFAKFVVDLSDQVA PRS7 268 protease regulatory subunit 7 (MSS- - -
8 N17 SEKIKVNKTLPYLVSNVIELLDVDP PRSA  26S protease regulatory subunit 6A (TA- -
8 001 GVTLEYNPYSWNLIANVLYLESPAG PRTP Lysosomal protective protein precursor- - -

8 002 SVEELEHSISIKIAKEAVMDINKPG PRTS Vitamin K-dependent protein S precurso- - -
8 003 + PPSGIHLSASRTLAPTLLYSSPPSH PS11 Psoriasis susceptibility 1 candidate g- - -

8 004 IERVLGATLLPDLIQKVLTFALSEE PSA Puromycin-sensitive aminopeptidase (EC- - -
8 005 LSHTDFYEEIQEFVKDVFSPIGERL PSA Puromycin-sensitive aminopeptidase (EC- - -
8 006 + KRLFNVDRHVGMAVAGLLADARSLA PSA3 Proteasome subunit alpha type 3 (EC 3.

8 007 4+ RSNFGYNIPLKHLADRVAMYVHAYT PSA3 Proteasome subunit alpha type 3 (EC 3.

8 008 GAHALQPAAAILALLPALGLLLWGP PSCA  Prostate stem cell antigen precursor.

8 009 + VLYEDEGFRSRQFAALVASKVFYHL PSD1 26S proteasome non-ATPase regulatory s

8 010 GLNHLGKGEAIEAILAALEVVSEPF PSD2 26S proteasome non-ATPase regulatory s

8 011 + HLLRYGEPTLRRAVPLALALISVSN PSD2 26S proteasome non-ATPase regulatory s- - -
8 012 PYHSDRQLMSQVAVAGLLTVLVSFL PSD2 26S proteasome non-ATPase regulatory s

8 013 VARLEAPLEELRALHSVLQAVPLNE PSD5 26S proteasome non-ATPase regulatory s

8 O14 DTETVGQRALHSILNAAIMISVIVV PSN1 Presenilin 1 (PS-1) (S182 protein).

8 015 DTPSVGQRLLNSVLNTLIMISVIVV PSN2 Presenilin 2 (PS-2).

8 016 LRDPLPDPLLDKLVLPVLPGALQAR PSPB Pulmonary surfactant-associated protei- - -
8 Oo17 ELPPSYTPPARTAAPQILAGSLKAP PTC2 Patched protein homolog 2 (PTC2).

9 BO1 FAPLLLQSHAKAIVLVLFGALLGLS PTC2 Patched protein homolog 2 (PTC2).

9 B02 + GYGHMWSQNATNLVSSLLTLLKQLE PTN5 Tyrosine-protein phosphatase, non-rece- - -
9 B03 WPDHQTPESAGPLLRLVAEVEESPE PTN7 Tyrosine-protein phosphatase, non-rece- - -
9 B04 ENHLEDFELEVELLITLIKSEKGSL PTND  Tyrosine-protein phosphatase, non-rece: - -
9 B05 VNSVSLEGVSHHAAIEILQNAPEDV PTND  Tyrosine-protein phosphatase, non-rece: - -
9 B06 PEMLWVTGPVLAVILIILIVIAILL PTPF  Receptor-type tyrosine-protein phospha- - -
9 BO7 DRVVKIAGISAGILVFILLLLVVIL PTPK  Receptor-type tyrosine-protein phospha- - -
9 B08 EKQTDHTVKIAGVIAGILLFVIIFL PTPM Receptor-type tyrosine-protein phospha- - -
9 B09 MNPNVVVISVLAILSTLLIGLLLVT PTPO  Receptor-type tyrosine-protein phospha- - -
9 B10 PPAEGDDRFSESILTYVAHTSALTY PTPX  Receptor-type tyrosine-protein phospha- - -
9 B11 IGLAEGLESEKKAVIPLVIVSALTF PTPZ Receptor-type tyrosine-protein phospha- - -
9 B12 LQPSFQASDVDTLLKTVLPAVPSDP PTPZ Receptor-type tyrosine-protein phospha- - -
9 B13 PSDETPIIAVMVALSSLLVIVFIII PTRA  Receptor-type tyrosine-protein phospha- - -
9 B14 GAEAQRPEEAGRALAAVLEELRQTR PTX3 Pentaxin-related protein PTX3 precurso- - -
9 B15 HQQQQQQQEETAAATLLLQGEEEGE PUR Transcriptional activator protein PUR-- - -

9 B16 KIEFVVVGPEAPLAAGIVGNLRSAG PUR2 Trifunctional purine biosynthetic prot- - -

9 B17 LRDIQQHKEEAWVIGSVVARAEGSP PUR2 Trifunctional purine biosynthetic prot- - -

9 C01 4+ KSLLDPKVAARLAVAEALTNLVFAL PUR4 Phosphoribosylformylglycinamidine synt- - -
9 Cco02 GPPSEHSGISRNAIIFLVLGILVFL PVR Poliovirus receptor precursor (CD155 a- - -

9 Co03 RAGPVPTAIIGGVAGSILLVLIVVG PVR1 Poliovirus receptor related protein 1- - -

9 Co4 AGAGATGGIIGGITAAITATAVAAT PVR2 Poliovirus receptor related protein 2- - -
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9 C05 AILMALRLNESKLVQEALEAVPRGE PWP2  Periodic tryptophan protein 2 homolog.

9 C06 + AQVGLGVGTSLLALGVIIIVLMYRR PXB1 Plexin B1 precursor (Semaphorin recept- - -
9 C07 + TRLLSMKGTLQKFVDDLFQVILSTS PXB1 Plexin B1 precursor.

9 Cco8 AQAGVGMGAAVLIAAVLLLTLMYRH PXB3 Plexin B3 precursor.

9 C09 LTQLSNLLNSKLFLLTLIHTLEEQP PXB3 Plexin B3 precursor (Plexin 6).

9 C10 + LVVPLPGRDLLLVARGLAGKLSAGV PXB3 Plexin B3 precursor (Plexin 6).

9 C11 QAILSVNRPIPIAVKYLFDLLDELA PXB3 Plexin B3 precursor.

9 C12 FVSKTLGVDLVALATRVIMGEEVEP PYRI1 CAD protein [Includes: Glutamine-depen- - -
9 C13 LASKATGYPLAYVAAKLALGIPLPE PYR1 CAD protein [Includes: Glutamine-depen- - -
9 Cl14 NVVKESARASFSVLGDILGSAMQNI PZP Pregnancy zone protein precursor.

9 C15 VPSSGSSGREEDAASTLVTGSEYET R23A UV excision repair protein RAD23 homol- - -
9 C16 ETSAATGQNVEKAVETLLDLIMKRM R27B Ras-related protein Rab-27B (C25KG).

9 C17 GELSARQMHLARFLRMLLRLADEFG RA51 DNA repair protein RAD51 homolog 1.

9 D01 NIKGISEAKADKILAEAAKLVPMGF RA51 DNA repair protein RAD51 homolog 1 (hR- - -
9 D02 + IDLVSKLLYSRGLLIDLLIKSNVSR RAE1 Rab proteins geranylgeranyltransferase- - -

9 D03 + IDLVSKLLYSQGLLIDLLIKSDVSR RAE2 Rab proteins geranylgeranyltransferase- - -

9 D04 AENNIEMVGESQAAKVIVSVEDAVP RAI2 Retinoic acid-induced protein 2.

9 D05 ITTEAWNINSTDLVKKALVTVPAPS RAI2 Retinoic acid-induced protein 2.

9 Do6 ETSAANGTNISQAIEMLLDLIMKRM RB27 Ras-related protein Rab-27A (Rab-27) (---
9 D07 + ETSAKDNINIEEAARFLVEKILVNH RB32 Ras-related protein Rab-32.

9 D08 + AIFTGHSAVVEDVAWHLLHESLFGS RBB7 Histone acetyltransferase type B subun- - -

9 D09 TSSYTPDKSSFNLATVVAETLGLGV RBB8 Retinoblastoma-binding protein 8 (RBBP- - -
9 D10 ASNEGSRISAASVASTATAAAQWAI RBMA RNA-binding protein 10 (RNA binding mo- - -
9 D11 + EHPAIRTLSARAAAAFVLANENNIA RBP6 Ran-binding protein 6 (RanBP6).

9 D12 ILGKDFQQYLPLVIEPLIKTASAKP RBP6 Ran-binding protein 6 (RanBP6).

9 D13 LIRNGTKLALEQLVTTIASVADTIE RBP6 Ran-binding protein 6 (RanBP6).

9 D14 PYYDIFMPSLKHIVELAVQKELKLL RBP6 Ran-binding protein 6 (RanBP6).

9 D15 + MARGGRGRRLGLALGLLLALVLAPR RCN1 Reticulocalbin 1 precursor.

9 D16 VLPPELELLSLEAVHRAVALELQAN RECS8 Meiotic recombination protein RECS8-lik- - -
9 D17 GNGTISKNEVLEIVMAIFKMITPED RECO  Recoverin (Cancer associated retinopat- - -

9 EO1 DTLSYSSYKVPSLVSVVINPELQTP RELN Reelin precursor (EC 3.4.21.-).

9 E02 + FEEYLRALDVNVALRKIANLLKPDK RET1 Retinol-binding protein I, cellular (C- - -

9 E03 + MEDYLQALNISLAVRKIALLLKPDK RETS5 Retinol-binding protein III, cellular- - -

9 E04 SGVPHPAALAPAAAPTLAPASVAAA RFXA  Regulatory factor X-associated protein- - -

9 EO05 DIINFFNDFSDHLAEEALWELSLKI RGE1 Rap guanine nucleotide exchange factor- - -
9 E06 KVLEMLPGSASKVLEAILPLVQNDP RGE1 Rap guanine nucleotide exchange factor- - -
9 EO07 KDLPPFGINSPQALKKILSLSEEGS RGE2 Rap guanine nucleotide exchange factor- - -
9 E08 TIRVPVATSVKEVISAVADKLGSGE RGE4 RAP guanine-nucleotide-exchange factor- - -
9 E09 + HSYVSVKAKVSSIAQEILKVVAEKI RGES5 Rap guanine nucleotide exchange factor- - -
9 E10 DPPADPTDVLVFLADHLAEQLTLLD RGL2 Ral guanine nucleotide dissociation st- - -

9 E1l1 SSVFKDEATVRMAVQDAVDALMQKA RGP1 Ran GTPase-activating protein 1.

9 E12 GKEHFNYYSLDTALGHLVFSLKYDV RGP2 Rapl GTPase-activating protein 1 (Rapl- - -
9 E13 KEIATNPEEAGKFVFEIIPASWDQN RH25 Rho-GTPase-activating protein 25.

9 El14 SVAGFVWFSVAAVVLSLARSSLHAV RH26 Rho-GTPase-activating protein 26 (Olig- - -
9 E15 RFTFPLMAIVLEIAMIVLFGLFVEY RHAG Rhesus blood group-associated glycopro- - -
9 E16 QQSRESAALSEVLAGPLAQRLSHIA RHG4 Rho-GTPase-activating protein 4 (Rho-G- - -
9 E17 + RLLWRLPAPVLVVLRYLFTFLNHLA RHG4 Rho-GTPase-activating protein 4 (Rho-G- - -
9 Fo1 + PKPVVPKTNVKALVPNLLRAIEAGI RHG5 Rho-GTPase-activating protein 5 (p190-- - -
9 F02 + YPRKFNETQIKQALRGVLESVKHNL RHG5 Rho-GTPase-activating protein 5 (p190-- - -
9 Fo03 TFNKVLMLQEPLLVVAAFYILFFTV RIB1 Dolichyl-diphosphooligosaccharide—pro- - -

9 F04 + KKNFESLSEAFSVASAAAVLSHNRY RIB2 Dolichyl-diphosphooligosaccharide—pro- - -

9 F05 TGSGEPGGTLGYLAPELFVNVNRKA  RIK3 Receptor-interacting serine/threonine-- - -

9 F06 KSYLLQSTELKALVDPALHSEEELE RIN3 Ras and Rab interactor 3 (Ras interact- - -

9 FO07 + VSTTVAKAMAREAAQRVAESSRLEK RIP2 RIM binding protein 2 (RIM-BP2).

9 F08 IGDKEATYGERVVAFAAVEGIFFSG RIR2 Ribonucleoside-diphosphate reductase M- - -
9 F09 LVHKPSEERVREIIINAVRIEQEFL RIR2 Ribonucleoside-diphosphate reductase M- - -
9 F10 LLEDKGLAEVSKVAEQVLNAVNKGL RISC Retinoid-inducible serine carboxypepti- - -

9 F11 LEDPPDEVLIPLIVIPVVLTVAMAG RMP3 Receptor activity-modifying protein 3- - -

9 F12 QQYQEQLDKSTKLVETAIQSLDEPG ~ RN28  RING finger protein 28 (Muscle specifi- - -

9 F13 EKASELSQVELQAAPGALPVSSPEP RN29 RING finger protein 29 (Muscle specifi- - -

9 F14 VPLQWLRSELPYVLEMVAELAGQQD RN31 RING finger protein 31 (Zinc in-betwee- - -

9 F15 + DPVLRKKNGATPFILAATAGSVKLL RN5A 2-5A-dependent ribonuclease (EC 3.1.26- - -
9 F16 HRGEDVENEEDEFARNVLSSIFKAV RN5A 2-5A-dependent ribonuclease (EC 3.1.26- - -
9 F17 LSISADIETIGEILKKIIPTLEEGL ROK Heterogeneous nuclear ribonucleoprotei- - -

9 GO01 LQDLAGTLGSMLAVTFLLQALVLLG ROM1 ROD outer segment membrane protein 1 (- - -
9 G02 VAGTAGGGGLLVVALGLALALPGSL ROM1 ROD outer segment membrane protein 1 (- - -
9 GO03 KSALEPPDFVHLVAQIAAGMEYLSS ROR2 Tyrosine-protein kinase transmembrane- - -

9 GO04 AHKATNKSSETLALLEILKHIAITE RP1 Oxygen-regulated protein 1 (Retinitis- - -

9 GO05 DHMSFIINLEPPVLMYVLTSISEGL RP17 Ran-binding protein 17.

9 G06 + LNYVASQPKLAPFVIQALIQVIAKI RP17  Ran-binding protein 17.

9 G07 4+ YGDNHFDNVLQAFVKMLLSVSHSDL RP17 Ran-binding protein 17.

9 G08 NSLEFDMVGIDAAIANAFRRILLAE RPA5 DNA-directed RNA polymerase I 40 kDa p- - -
9 G09 TNILQKHKQEVELLQNAATISQPPD RPG1 X-linked retinitis pigmentosa GTPase r- - -

9 G10 GASEGYDLQEDQALGSLAPTEAVGR RPL1 Retinitis pigmentosa 1-like 1 protein.

9 G11 + WVSVLLKKTEKAFLAHLASAVAELR RPL1 Retinitis pigmentosa 1-like 1 protein.

9 G12 MDARLHEDHLERVLEAAAQAARDVH RRA41 Exosome complex exonuclease RRP41 (EC: - -
9 G13 GPPGEEAQVASQFIADVIENSQIIQ RR43 Exosome complex exonuclease RRP43 (EC- - -
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9 G14 DVDEYMQAQLLLAALNIATHVLKPG RRM1 Putative ribosomal RNA methyltransfera- - -
9 G15 GIAAGGVMDVNTALQEVLKTALIHD RS12 408 ribosomal protein S12.

9 G16 EDVNTNLTHLLNILSELVEKIFMAS RSG1 Ras GTPase-activating protein 1 (GTPas: - -
9 G17 GAGLTGGGTAAGVAGAAAGVAGAAV RSG1 Ras GTPase-activating protein 1 (GTPas: - -
9 HO1 + FMKLVGMPYLHEVLKPVISRVFEEK RSG4 RasGAP-activating-like protein 1.

9 H02 + QHADPQTSRSLLLLAKAVQSIGNLG RSG4 RasGAP-activating-like protein 1.

9 H03 + INLKRTWEKLLLAARAIVAIENPAD RSSA 408 ribosomal protein SA (p40) (34/67- - -

9 HO04 RDPEEIEKEEQAAAEKAVTKEEFQG RSSA  40S ribosomal protein SA (p40) (34/67- - -

9 HO05 LLFSLTQFSVVSVVAYLALAALSAT RTN1 Reticulon 1 (Neuroendocrine-specific p- - -

9 HO06 SLKLALLFYILTFVGAIFNGLTLLI RTN2 Reticulon protein 2 (Neuroendocrine-sp- - -
9 HO7 EPEALMMEEEGMVIVGLLVGLNVLD RUF1 RUN and FYVE domain containing protein- - -
9 HO08 QPIAEGQSEEGRAVSPAAGEEAPAA RUS1 RUN and SH3 domain containing protein- - -
9 H09 SIDLLQKKGLVKAVNIAVDLIVAHF RUS2 RUN and SH3 domain containing protein- - -
9 H10 SHVKGLGLDESGLAKQAASGLVGQE RUV1 RuvB-like 1 (EC 3.6.1.-) (49-kDa TATA. - -
9 H11 + SQGMVGQLAARRAAGVVLEMIREGK RUV2 RuvB-like 2 (EC 3.6.1.-) (p47 protein)- - -

9 H12 SQENLEDNDVSDILKLLALQAEENL RWD1 RWD domain containing protein 1 (Small- - -
9 H13 ALRGEGGSGLLAAIEEAIRISEDPA RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 H14 EEAAESWKEIVNLLYELLASLIRGN RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 H15 + EQGKRNFSKAMSVAKQVFNSLTEYI RYRI1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 H16 + IDEASWMKRLAVFAQPIVSRARPEL RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 H17 + NYLSRNFYTLRFLALFLAFAINFIL RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 101 + QAGKGEALRIRAILRSLVPLEDLVG RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 102 QFVPVLKLVSTLLVMGIFGDEDVKQ RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 103 QNLTYTTVALLPVLTTLFQHIAQHQ RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 104 + RVRRLRRLTAREAATAVAALLWAAV RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 105 + TAAAGATARVVAAAGRALRGLSYRS RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 106 + VEKSPHEQEIKFFAKILLPLINQYF RYR1 Ryanodine receptor 1 (Skeletal muscle-- - -

9 107 VFDITFFFFVIVILLAIIQGLIIDA RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 108 + ARNFYNMRMLALFVAFAINFILLFY RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 109 + DTPSIEKRFAYSFLQQLIRYVDEAH RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 110 + EQGQRNFSKAIQVAKQVFNTLTEYI RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 111 + GEHFPYEQEIKFFAKVVLPLIDQYF RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 112 IFDITFFFFVIVILLAIIQGLIIDA RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 113 SDPEKTVERVLDIANVLFHLEQKSK RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 114 TGLESVKSALRAFLDNAAEDLEKTM RYR2 Ryanodine receptor 2 (Cardiac muscle-t- - -
9 115 + EESGMAWKEILNLLYKLLAALIRGN RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 116 + HYLARNFYNLRFLALFVAFAINFIL RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 117 QNINYTTVALLPILTSIFEHVTQHQ RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 Jo1 + QTGKGEAIRIRSILRSLVPTEDLVG RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 Jo2 SFFWMLFVGLFQLLFTILGGIFQIL RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 Jo3 + TEKSPRDQEIKFFAKVLLPLVDQYF RYR3 Ryanodine receptor 3 (Brain-type ryano- - -
9 Jo4 + TLYQQARLHERGAAEMVLQMISASK RYR3  Ryanodine receptor 3 (Brain-type ryano- - -
9 Jo5 IGLIFAFANAVAVAMYVVGFAETVV S122 Solute carrier family 12 member 2 (Bum- - -
9 Jo6 VAGMEWEAKAQIVLLVILLLAIGDF S122 Solute carrier family 12 member 2 (Bum- - -
9 Jor GTTFAAAMYILGAIEILLTYIAPPA S124 Solute carrier family 12 member 4 (Ele- - -

9 Jos LYVVADIATSFTVLVGIFFPSVTGI S124 Solute carrier family 12 member 4 (Ele- - -

9 J09 HEVYENTSEIILILEYAAGGEIFSL S17B Serine/threonine-protein kinase 17B (E- - -

9 J10 LAEMVSENDVIRLIKQILEGVYYLH S17B Serine/threonine-protein kinase 17B (E- - -

9 J11 DSLLVNLYESKELIKDLLNALPNMF S24B Protein transport protein Sec24B (SEC2- - -
9 J12 VMQNVQPPKSSPVVSTVLSGSSGSS S24B Protein transport protein Sec24B (SEC2- - -
9 J13 + FLSGQGLAGIFAALAMLLSMASGVD S292 Equilibrative nucleoside transporter 2- - -

9 J14 + SNSLAYYNMANGAVIHLALKERGGR S3A1 Splicing factor 3 subunit 1 (Spliceoso- - -

9 J15 DELNFYQGESIEIIGFVIPGLQWFI S3T2 SH3 domain and tetratricopeptide repea- - -
9 J16 + LQLLSGHPPASEAVASVLSFLYDKK S3T2 SH3 domain and tetratricopeptide repea- - -
9 J17 + QISLEGYEKALEFATLAARLSTVTG S3T2 SH3 domain and tetratricopeptide repea- - -
9 K01 QLKDAHDATEYFLLALAAAVLLGDE S3T2 SH3 domain and tetratricopeptide repea- - -
9 K02 SQARVYFEEAIHILNGAFEDLSLVA S3T2 SH3 domain and tetratricopeptide repea- - -
9 K03 PESVPIISVSLLFAGVIAARIGLWS S401 Solute carrier family 40, member 1 (Fe- - -

9 K04 EEYATGPAVLTVALIEAVAVSWFYG S6A4 Sodium-dependent serotonin transporter- - -
9 K05 LVAIYYNMITAYVLFYLFASLTSDL S6AT7 Sodium-dependent proline transporter (- - -
9 K06 YKNGGGVFLIPYVLIALVGGIPIFF S6A8 Sodium- and chloride-dependent creatin- - -
9 K07 LGLDNQFVGVEGFITGLLNLLPASY S6AA Sodium- and chloride-dependent creatin- - -
9 K08 VYFTATFPYVVVVVLLVLGVLLPGA S6AA Sodium- and chloride-dependent creatin- - -
9 K09 ERYLYFPNWAMALLITLIVVATLPI S6AH Orphan sodium- and chloride-dependent- - -
9 K10 HTSTLAAMKLMTALVNVALNLSIHQ SA1 Cohesin subunit SA-1 (Stromal antigen- - -

9 K11 RIVSMTLDKEYDVAVEAIRLVTLIL SA1 Cohesin subunit SA-1 (Stromal antigen- - -

9 K12 + HTSTLAAMKLMTALVNVALNLSINM SA2 Cohesin subunit SA-2 (Stromal antigen- - -

9 K13 RIVSMTLDKEYDVAVQAIKLLTLVL SA2 Cohesin subunit SA-2 (Stromal antigen- - -

9 K14 KDQNLGDVQESTLIEILVSSARQAS SA3 Cohesin subunit SA-3 (Stromal antigen- - -

9 K15 RMVSMIMDREYSVAVEAVRLLILIL SA3 Cohesin subunit SA-3 (Stromal antigen- - -

9 K16 ADENTPPGSEGSAISGVAESSTATR SAL2 Sal-like protein 2 (Zinc finger protei- - -

9 K17 GTEIEGMNILGLVLFALVLGVALKK SATT  Neutral amino acid transporter A (SATT. - -
9 LO1 SSVGAAGVPAGGVLTIAIILEAIGL SATT  Neutral amino acid transporter A (SATT- - -
9 L02 VAYFGLTTLSASALAVALAFIIKPG SATT  Neutral amino acid transporter A (SATT- - -
9 L03 + APPVAAGVGAVLAAGALLGLVAGAL SBN1 Stabilin 1 precursor (FEEL-1 protein)- - -

9 L04 LQVLMSFPSLTNFLTEVLAYSNSSA SBN2 Stabilin 2 precursor (FEEL-2 protein)- - -

9 Lo5 TGLGAGIFFAIILVTGAVALAAYSY SBN2  Stabilin 2 precursor (FEEL-2 protein)- - -
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9 L06 KVKGWLLPGVPGLITDILLSLDDRF SBP1 Selenium-binding protein 1.

9 Lo7 PREILFWLTVASVLVLIAATIAIIA SC31 Neutral and basic amino acid transport: - -

9 L08 DSGNTFFYFLTSFVGLIVIPATYYL SC63 Translocation protein SEC63 homolog.

9 L09 WIVDQKNSILVLLVYGLAFMVILPV SC63 Translocation protein SEC63 homolog.

9 L10 FQEFNYRTIEESAANNIVWLLSNLG SCAB  Amiloride-sensitive sodium channel bet. - -

9 L11 + DMVKSKWGLALAAVVTVLSSLLMSV SCAP  Sterol regulatory element binding prot- - -

9 L12 GMTGSRGLVLSGVLHKAFVEVTEEG  SCC1 Squamous cell carcinoma antigen 1 (SCC- - -
9 L13 NNIFYSPISITSALGMVLLGAKDNT SCC2  Squamous cell carcinoma antigen 2 (SCC. - -
9 L14 + GMTWSHGLSVSKVLHKAFVEVTEEG SCC2 Squamous cell carcinoma antigen 2 (SCC- - -
9 L15 SLFKRTEVLAAVIAGGVIGFLFAIF SDC2  Syndecan-2 precursor (Fibroglycan) (He- - -
9 L16 ETTQPDTANEVVAVGGAAAKASSPP SDC3 Syndecan-3 (SYND3).

9 L17 SILERKEVLVAVIVGGVVGALFAAF SDC3  Syndecan-3 precursor (N-syndecan) (Neu- - -
9 MO1 MAPARLFALLLFFVGGVAESIRETE SDC4  Syndecan-4 precursor (Amphiglycan) (SY- - -
9 MO02 NIFERTEVLAALIVGGIVGILFAVF SDC4  Syndecan-4 precursor (Amphiglycan) (SY- - -
9 MO03 DRIVDFQFGSDEAAYHLIIELYDRG SDG1  Serologically defined colon cancer ant- - -

9 MO04 LLGPEWDLYLMTIIALLLGTVIAYR SE1L Sel-1 homolog precursor (Suppressor of: - -

9 MO5 MASEKQVNILMKLLDEALKEVDQIE SEC3 Exocyst complex component Sec3 (BM-012- - -
9 MO06 TMKETDREAVATAVQRVAGMLQRPD SEC6 Exocyst complex component Sec6.

9 MO7 KQLRPKREEEEDFIRAAFGKESEVL SECS8 Exocyst complex component Sec8 (rSec8)- - -
9 MO8 AESKDDHRHLNQFIAHAALDLVDEN SEDL  Sedlin (Trafficking protein particle c- - -

9 MO09 SIFGRGSTGVSVFVLYLLLWVVLFS SELI Selenoprotein I.

9 M10 4+ AGKSGGSAGEITFLEALARSESKRD SEN6 Sentrin-specific protease 6 (EC 3.4.22. - -

9 M11 VKTGENNWSLPELVHAVVLLAHYHA SES3 Sestrin 3.

9 Mi12 FISAISRSKLEDIANAALAASAVTQ SFD1 Secl family domain containing protein- - -

9 M13 LPGHTNDVMVNMIALTALHTEEENY SFD2 Secl family domain containing protein- - -

9 M14 SSINLTFHKSKIAVDELFTSLRDIA SFD2 Secl family domain containing protein- - -

9 M15 THQASYKPLLKQVVEEIFHPERPDS SFD2 Secl family domain containing protein- - -

9 M16 EAKTHWLGAALSLIPLIFLISGAEA SG2 Secretogranin II precursor (SgII) (Chr- - -

9 M17 SQAHTLEDEVAEVLQKLISKEANNY SG3 Secretogranin III precursor (SgIII) (U---

9 NO1 PTEAPDRDFLVDALVTLLVPLLVAL SGCA Alpha-sarcoglycan precursor (Alpha-SG)- - -
9 NO02 SRDYYTDFLITLAVPSAVALVLFLI SGCE Epsilon-sarcoglycan precursor (Epsilon: - -

9 N03 + ILQKYIERIITRFAPMLVPYIWQNQ SGT1 SGT1 protein (hSGT1) (Suppressor of GC- - -
9 N04 + DAQLDYHRQAVQILDELAEKLKRRM SH31 SH3-containing GRB2-like protein 1 (SH- - -
9 NO5 NNNQTSVTPVPSVLPNAIGSSAMAS SHB1 SH3 domain GRB2-like protein B1 (EC 2.

9 NO6 LRPDESLTVSSPFAAAIAGAVRDRE SHK2  SH3 and multiple ankyrin repeat domain- - -
9 No7 DIPIGYSGHETGIAISVAAVALGAK SIAS Sialic acid synthase (N-acetylneuramin- - -

9 NO8 SSENISGSGLPPLASSLVNVSPTHN SIX4 Homeobox protein SIX4 (Sine oculis hom- - -
9 N09 + FKKDPPLAAVTTAVQELLRLAQAHP SKIW  Helicase SKI2W (Helicase-like protein)- - -

9 N10 + RGLGVHHSGILPILKEIVEMLFSRG SKIW  Helicase SKI2W (Helicase-like protein)- - -

9 N11 DHIRNAADISVIVIYFLVVMAVGLW SL54 Low affinity sodium-glucose cotranspor- - -

9 N12 KMRKQASEKELLIAGRIFVLLLTVV SL54 Low affinity sodium-glucose cotranspor- - -

9 N13 SVIIDVDMHISVIISALIATLYTLV SL57 High-affinity choline transporter 1 (S-- -

9 N14 SISVLVPGLLLVFVTSAFTVVGMLV SLK1 SLIT and NTRK-like protein 1 precursor- - -
9 N15 VSLHMENNGLHEIVPGAFLGLQLVK SLK1 SLIT and NTRK-like protein 1 precursor- - -
9 N16 RSLTDAVPLSVLILGLLIMFITIVF SLK6 SLIT and NTRK-like protein 6 (Fragment- - -
9 N17 + RRIDLSNNQIAEIAPDAFQGLRSLN SLT1 Slit homolog 1 protein precursor (Slit- - -

9 001 + SSAGPVRPELWLLLWAAAWRLGASA SLT1 Slit homolog 1 protein precursor (Slit- - -

9 002 ALGLDPWSLLGLFLFQLLQLLLPTT SM4A  Semaphorin 4A precursor (Semaphorin B)- - -
9 003 + VTVLFALVLSGALIILVASPLRALR SM4A  Semaphorin 4A precursor (Semaphorin B)- - -
9 004 + PGGMNRKTQETAVAMHVAANSIQNR SMF1 SWI/SNF-related, matrix-associated, ac- - -
9 005 STLDFHANAARLLISPAAEVVEGQA SN Sialoadhesin precursor (Sialic acid bi- - -

9 006 AGGERWQRVLLSLAEDVLTVSPADG SNA1 Alpha-1-syntrophin (59 kDa dystrophin-- - -
9 o007 FKGLAADQTEALFVGDAILSVNGED SNA1 Alpha-1-syntrophin (59 kDa dystrophin-- - -
9 008 DLAEKITGPLEEALAVAFSQVLTIA SNC2 snRNA activating protein complex 45 kD- - -
9 009 GRSPELSAAESAVVLDLLMSLPEEL SNC2 snRNA activating protein complex 45 kD- - -
9 010 GDELAKLSSSFKALVTLLSEVEKML SNE1 Nesprin 1 (Nuclear envelope spectrin r- - -

9 011 IDLMREYQNLKSAVSKVLENASSVI SNE1 Nesprin 1 (Nuclear envelope spectrin r- -

9 012 RVMADLGLNERQVIQKALSDAQSHV SNE1 Nesprin 1 (Nuclear envelope spectrin r- -

9 013 SERTAAFPSSSGVIYTVAKEELKKF SNE1 Nesprin 1 (Nuclear envelope spectrin r- -

9 014 TSTWLDDVEERLFVATALLPEETET SNE1 Nesprin 1 (Nuclear envelope spectrin r- -

9 0O15 ANISMSGNNLAEILPPALQDIKELQ SNE2 Nesprin 2 (Nuclear envelope spectrin r- -

9 O16 INSQLARHTSPSVISDLFTDIKKGH SNE2 Nesprin 2 (Nuclear envelope spectrin r- -

9 017 MTLNTRMESLETALRLVLPVEKASL SNE2 Nesprin 2 (Nuclear envelope spectrin r- -

10 BO1 VKKHLPKAHVKELISWLVGQEFELE SNE2 Nesprin 2 (Nuclear envelope spectrin r- -

10 B02 YTLVRQPHTILRVVSWLFSIVVFGS SNG1 Synaptogyrin-1.

10 BO3 IMDHSPTTGVVTVIVILIATAALGA SNN Stannin.

10 B04 PKSYWSRHYIVDLLAVVVPAVPTVA SNPH Syntaphilin.

10 BO5 LGSSEDNTALSRALSQLAEVEEKIE SNX1 Sorting nexin 1.

10 BO6 LGNSEDHTALSRALSQLAEVEEKID SNX2 Sorting nexin 2.

10 B07 + QHVDQRRQGLEDFLRKVLQNALLLS SNXA Sorting nexin 10.

10 B08 MRYFVREILARGILLPLINQLSDPD SNXD Sorting nexin 13 (RGS domain- and PHOX: - -
10 B09 GPTPAYLSQATELITQALRDEKAGA SNXF  Sorting nexin 15.

10 B10 AAEKQALQSLMGVLPDLVVEILGVN SNXJ Sorting nexin 19.

10 B11 ISRLSDPDWIHLVLVGIFSKARDPA SNXJ Sorting nexin 19.

10 B12 GNINKSLVTLGNVISALADLSQDAA SNXN Kinesin-like motor protein C200rf23 (S- - -
10 B13 NYFALFEVISHSFVRKLAPNEFPHK SNXR Sorting nexin 27.

10 B14 TVSPELKSYALGVLFLLLRLLGFIP SO31 Solute carrier organic anion transport- - -
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10 B15 LPNEEIVQKIEEVLSGVLDTELRYK SON SON protein.

10 B16 VPVVSALEPSVPVLEPAVSVLQPSM SON SON protein (SON3) (Negative regulator- - -
10 B17 ERRKGNEGDLEQIVETLFNALNQNL SOR3 VPS10 domain-containing receptor SorCS- - -
10 C01 + PDIPEWRKDIGNVIKRALVKVTSVP SOR3 VPS10 domain-containing receptor SorCS- - -
10 Co02 SSSAMLMLLSVVEVGLAVFLIYKFK SOR3 VPS10 domain-containing receptor SorCS- - -
10 Co03 DASATQAARSTDVAAVVVPILFLIL SORL  Sortilin-related receptor precursor (S- - -

10 C04 EKPKELPEWSEKVAHNILSGASWYVS SP20 Spartin (Trans-activated by hepatitis- - -

10 CoO05 AARTPATLFVVIFITYVIAGVTGFI SP3A  Atlastin (GTP-binding protein 3) (Guan- - -
10 Co06 EIDDEFIKNLKILIPWLLSPESLDI SP3A  Atlastin (GTP-binding protein 3) (Guan- - -
10 co7 IRYSGEYRELGAVIDQVAAALWDQG SP3A Atlastin (GTP-binding protein 3) (Guan- - -
10 C08 + LQHRHRLPDLQAILRRILNEEETSP SP90 SH3 adapter protein SPIN90 (NCK intera- - -
10 C09 RRLQGLEQDVLQAIDRAIEAVHNTA SP90 SH3 adapter protein SPIN90 (NCK intera- - -
10 C10 GLGGPASPPVPPALPNAAVSILEEP SPA1 Signal-induced proliferation-associate: - -

10 C11 + HNNRRLQAESESAATRLLLASKQLG SPA1 Signal-induced proliferation-associate: - -

10 C12 + RAAPRGPGAELQAAGSLVWGVRAAP SPA1l Signal-induced proliferation-associate: - -

10 Ci13 HPLPNDRTFLGSILTAVADEEPEST SPA5  Sperm associated antigen 5 (Astrin) (M- - -
10 Ci4 LTALSRHDLEDNLLSSLVILEVLSR SPA5  Sperm associated antigen 5 (Astrin) (M- - -
10 Ci5 RGEHKNGVLEEAIIATILKEVLEGL SPAK STE20/SPSl-related proline-alanine ric- - -
10 C16 GNGNVFFSSLSLFAALALVRLGAQD SPB7 Megsin (TP55) (Serpin BT).

10 C17 KNVIGEGGISSSAVMVLVNAVYFKG SPB7 Megsin (TP55) (Serpin BT).

10 D01 + RNVFFSPMSISSALAMVFMGAKGST SPB8 Cytoplasmic antiproteinase 2 (CAP2) (C- - -
10 D02 + QLAKQKAQEAEKLLNNVISKLLPTN SPC2 Short palate, lung and nasal epitheliu- - -

10 D03 + SLLDKHSQIINKFVNSVINTLKSTV SPC2 Short palate, lung and nasal epitheliu- - -

10 D04 TAQEGKITDLEHFAESLIADEHYAK SPCA  Spectrin alpha chain, erythrocyte (Ery- - -
10 D05 VTEMKALINADELASDVAGAEALLD SPCN  Spectrin alpha chain, brain (Spectrin,- - -

10 Do6 KALAVEGKRIGKVLDNAIETEKMIE SPCO Spectrin beta chain, brain 1 (Spectrin- - -

10 Do7 KLESEHPDQAQAILSRLAEISDVWE SPCO Spectrin beta chain, brain 1 (Spectrin- - -

10 Do8 KDEEEMNGWLEAVASSVAEHAEIAR SPCQ Spectrin beta chain, brain 3 (Spectrin- - -

10 D09 AQERQELASSEELAEDVAGAEQLLG SPCR Spectrin beta chain, brain 4 (Spectrin- - -

10 D10 GSSLSLFLDERMAAEKVASIALLDL SPCR Spectrin beta chain, brain 4 (Spectrin- - -

10 D11 + IQSLTMYPRLGGFVMNILSRLIMKQ SPK Symplekin.

10 D12 + VHPAISSINLTTALGSLANIARQRP SPK Symplekin.

10 D13 + PFYDPEGGSITQVARVVIERIARKG SPO1 Spondin 1 precursor (F-spondin).

10 D14 + PLKLSRTPALLALALPLAAALAFSD SPO1  Spondin 1 precursor (F-spondin) (Vascu- - -
10 D15 RGEAWALMKEIEAAGEALQSVHEVF SPO2 Spondin 2 precursor (Mindin) (Differen- - -
10 D16 HDTTGLTAKELEALDEVFTKVYKAK SPUF SPUF protein precursor (Secreted prote- - -
10 D17 + MVGPAPRRRLRPLAALALVLALAPG SPUF SPUF protein precursor (Secreted prote- - -
10 EO01 YGGEEEDQPIYLAVKGVVFDVTSGK SPUF  SPUF protein precursor (Secreted prote- - -
10 E02 QPANPTEEYAQLFAALIARTAKDID SRB7 RNA polymerase II holoenzyme component- - -
10 EO03 RLGLERGETAKEALDVIVSLLEEHG SRN1 Secernin 1.

10 E04 KTGSFKIRGALNAVRSLVPDALERK SRR Serine racemase (EC 5.1.1.-).

10 EO05 RGTWNGPWVSTEVLAAAIGLVIYYL SSRD  Translocon-associated protein, delta s- - -

10 E06 KHGPGRWVVLAAVLIGLLLVLLGIG ST14 Suppressor of tumorigenicity 14 (EC 3.

10 EO07 DEFFEQVEEIRGFIDKIAENVEEVK ST1A  Syntaxin-1A (Synaptotagmin associated: - -
10 EO08 EPGPLDETQIATILREILKGLDYLH ST24 Serine/threonine-protein kinase 24 (EC- - -
10 E09 KPGPLEETYIATILREILKGLDYLH ST25 Serine/threonine-protein kinase 25 (EC- -

10 EI10 LDNPQDRAQATQLLEGLVQELQKKA ST5A  Signal transducer and activator of tra- - -

10 EI11 SNRGLTKENLVFLAQKLFNNSSSHL ST5B  Signal transducer and activator of tra- - -

10 E12 LDNPQENIKATQLLEGLVQELQKKA ST5B  Signal transducer and activator of tra- - -

10 E13 + DASKALLGRLTTLIELLLPKLEEWK STA2 Signal transducer and activator of tra- - -

10 E14 + KGVDLRNAQVTELLQRLLHRAFVVE STA2 Signal transducer and activator of tra- - -

10 E15 EAASNNETMATILLQNLLIQLDEQL STA4  Signal transducer and activator of tra- - -

10 E16 MQRTHMLERVTFLIYNLFKNSFVVE STA4  Signal transducer and activator of tra- - -

10 E17 SNPQNTIYDAKRFIGKIFTAEELEA STCH Microsomal stress 70 protein ATPase co- - -
10 Fo1 PAAALPPVPSPPAAPSVADNLLASS STD1 SERTA domain-containing protein 1 (Tra- - -
10 Fo02 TASKMAPVSADDLLKTLAPYSSQPV STD2 SERTA domain-containing protein 2 (Tra- - -
10 Fo03 KSSEVYNWTVDEVVQWLITYVELPQ STM1 Stromal interaction molecule 1 precurs: - -
10 Fo4 EEFNGYLYKAQGVIDDLVYSIIDHI STR4  StAR-related lipid transfer protein 4. - -

10 F05 LLPKDQWLAAAQAATLLLPDENREV STR8 StAR-related lipid transfer protein 8- - -

10 Fo6 DFLVHQAGVLGGLVEVLLGALVPGG STRC  Stereocilin precursor.

10 FO7 GEVPAWPQELLWAVLPLLPHLPLEN STRC  Stereocilin precursor.

10 F08 LTPLHQAALAERALQNLAPKETPVS STRC  Stereocilin precursor.

10 F09 + PAAGLGPGHARHVLRSLVNQSVQDG STRC  Stereocilin precursor.

10 F10 QLAAKKAALVAGVVRPAAEDLPEPV STRC  Stereocilin precursor.

10 F11 QLMDRLSNESIMLVVELVQRAPEQL STRC  Stereocilin precursor.

10 F12 KYQSQARKKLIIIIVLVVVLLGILA STX3  Syntaxin-3.

10 F13 QYQKKNRKMLVILILFVIIIVLIVV STXF Syntaxin-16 (Synl6).

10 F14 ARKKFSGLEISLIVLFVIVTIIAIA SUIS Sucrase-isomaltase, intestinal [Contai- - -

10 F15 RQYLTIRYTLLPFLYTLFYKAHVFG SUIS Sucrase-isomaltase, intestinal [Contai- - -

10 F16 GAINTGILEVDQILIVLLTTEMFVG SVC1  Solute carrier family 23, member 1 (So- - -
10 F17 IREVQGAIMVSSVVEVVIGLLGLPG SVC1 Solute carrier family 23, member 1 (So- - -
10 G01 + PDNTGRGYVLRRILRRAVRYAHEKL SYA Alanyl-tRNA synthetase (EC 6.1.1.7) (A-- -
10 G02 + RRPIMSNHTATHILNFALRSVLGEA SYA Alanyl-tRNA synthetase (EC 6.1.1.7) (A-- -
10 GO03 EEVKNEMVGEKGLAPEVADRIGDYV SYH Histidyl-tRNA synthetase (EC 6.1.1.21)- - -
10 G04 FETEMAAYRLYTVVPRLVKFVDILT SYI Isoleucyl-tRNA synthetase, cytoplasmic- - -
10 GO05 EADRQRAGTVTGLAVNIAALLSVML SYM Methionyl-tRNA synthetase (EC 6.1.1.10- - -
10 G06 + FLAGETESLADIVLWGALYPLLQDP SYM Methionyl-tRNA synthetase (EC 6.1.1.10- - -
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10 GoO7 QWLEWEATELQPALSAALYYLVVQG SYM Methionyl-tRNA synthetase (EC 6.1.1.10- - -
10 GO08 + YHQLLEKVRIRDALRSILTISRHGN SYM Methionyl-tRNA synthetase (EC 6.1.1.10- - -
10 GO09 SAEFFVTVAVFAFLYSLAATVVYIF SYNP  Synaptoporin.

10 G10 YRENNRGPLIDFIVIVVFSFLWLVG SYNP  Synaptoporin.

10 G111 FLKGVLVFLEQALIQYALRTLGSRG SYS Seryl-tRNA synthetase (EC 6.1.1.11) (S- - -
10 G112 SFALRYLYGSDQLVVRILQALDLPA SYT3 Synaptotagmin-3 (Synaptotagmin III) (S- -
10 G13 + WEVGVYAAGALALLGIAAVSLWKLW SYTC  Synaptotagmin-12 (Synaptotagmin XII) (.- -
10 G14 + WLYLQDQNKAADAVGEILLSLSYLP SYTC  Synaptotagmin-12 (Synaptotagmin XII) (.- -
10 G15 TSGAMLTGELKKALIEVLQPLIAEH SYW Tryptophanyl-tRNA synthetase (EC 6.1.1- - -
10 G1l6 DRSSQRPGAEDNVLNEIVSILQPTQ T10B Tumor necrosis factor receptor superfa- - -

10 G17 ARIPKTLKFVVVIVAVLLPVLAYSA T10C Tumor necrosis factor receptor superfa- - -

10 HO1 GMLASPYHYLIIIVVLVIILAVVVV T10D Tumor necrosis factor receptor superfa- - -

10 HO02 TRPWLLDPKILKFVVFIVAVLLPVR T10D Tumor necrosis factor receptor superfa- - -

10 HO03 RSNVRVTVTATAVIINLVVILILDE T16B Transmembrane protein 16B.

10 H04 + TWKDRFPGYLMNFASILFMIALTFS T16B Transmembrane protein 16B.

10 HO05 + EVVKLHPHELNNLLSKVLIYLRSAN T172 TBP-associated factor 172 (TAF-172) (T- - -
10 HO6 NNNVLTIDQASDLVTTVEFNEATSSF T172 TBP-associated factor 172 (TAF-172) (T- - -
10 HO7 VMEQLDVGIVPYIVLLVVPVLGRMS T172 TBP-associated factor 172 (TAF-172) (T- - -
10 HO08 + YALAVRQDVINTLLPKVLTRIIEGL T172 TBP-associated factor 172 (TAF-172) (T---
10 H09 + MADPDVLTEVPAALKRLAKYVIRGF T2EA Transcription initiation factor IIE, a- - -

10 H10 + FSQGKMYGYVDTLLTMLAMLLKVAM T3C3 General transcription factor 3C polype- - -

10 H11 EYEHNNRKMSGLIVGSAFGPIKILP T3C4 General transcription factor 3C polype- - -

10 H12 LSSDWQIATLALLLGGAAIILIAFL T410 Transmembrane 4 superfamily member 10.
10 H13 KFSLIITYSTVFWLIGALVLSVGIYA T415 Transmembrane 4 superfamily member 15 - -
10 H14 MAGILLGILLPQFLGVLLTLLYITR T415 Transmembrane 4 superfamily member 15- - -
10 H15 VERQKYKTLESAFLAPAIILILLGV T415 Transmembrane 4 superfamily member 15- - -
10 H16 KYFLFGFNIVFWVLGALFLAIGLWA T417 Transmembrane 4 superfamily member 17 - -
10 H17 IFGSEDVGSSSYVAVDILIAVGAII T4S3 Transmembrane 4 superfamily member 3 (- - -
10 101 DDYDHFFEDVYTLIPAVVIIAVGAL T4S8 Transmembrane 4 superfamily member 8 (- - -
10 102 + KLQEIMMHVIWAALAFAAIQLLGML T4S8 Transmembrane 4 superfamily member 8 (- - -
10 103 WFSIINSVVVVFFLSGILSMIIIRT T9S4 Transmembrane 9 superfamily protein me- - -
10 104 TKSLESRIKEELIAQGLLESEDRPA TA3L Transcriptional adapter 3-like (ADA3-1- - -

10 I05 + DTEFAKQTSLDAVAQAVVDRVKRIH TAB1 Mitogen-activated protein kinase kinas- - -

10 I06 LNAEHAEADVRRVLLQAFDVVERSF TAB1 Mitogen-activated protein kinase kinas- - -

10 I07 PLPLATREAALPILEPVLGQEQPAA TABP 182 kDa tankyrase 1-binding protein.

10 108 + LEFAIMRIEALKLARQIALASRSHQ TAC2 Transforming acidic coiled-coil-contai- - -

10 109 + RANTHIRDFLQVFIYRLFWKSKDRP TAF1 Transcription initiation factor TFIID. . .

10 110 REAEEALRREAGLLEEAVAGAGAPG TAF5 Transcription initiation factor TFIID- - .

10 I11 PDVGYVQGMSFIAAVLILNLEEADA TB12 TBC1 domain family member 12.

10 112 + DIERPTYTNLNRLISQIVSSITASL TBA8  Tubulin alpha-8 chain (Alpha-tubulin 8- - -
10 113 TKELKSQKELVKILHKALEAAQQEK TBC2 TBC1 domain family member 2 (Prostate: - -
10 114 HFFVATFARERAAVEELLERAESVE TBCC Tubulin-specific chaperone C (Tubulin-- - -
10 115 SMGGGTGSGLGTFLLKVLEDEFPEV TBE Tubulin epsilon chain (Epsilon tubulin- - -

10 116 KVWLQEYWNVTDLIAILLFSVGMIL TCM3 Transient receptor potential cation ch- - -

10 117 RLRMRKNSGLKVILGILLPPSILSL TCM3 Transient receptor potential cation ch- - -

10 Jo1 FEPTIVKVKSLKFATEAAITILRID TCPA  T-complex protein 1, alpha subunit (TC- - -
10 Jo2 + QTIIAGWREATKAAREALLSSAVDH TCPB T-complex protein 1, beta subunit (TCP- - -
10 Jo3 + LDTYLGKYWAIKLATNAAVTVLRVD TCPQ T-complex protein 1, theta subunit (TC- - -
10 Jo4 TNIWFYFGVVGSFLFILIQLVLLID TD2L Tumor differentially expressed 2-like- - -

10 JO5 YAGLFFFTLLFYLLSIAAVALMFMY TD2L Tumor differentially expressed 2-like- - -

10 Jo6 NFGAFSINPAMMAAAQAALQSSWGM TDBP TAR DNA-binding protein-43 (TDP-43).

10 Jo7 LPPLDTSSLIGVFVEYIISPSQFYI TDR5  Tudor domain containing protein 5.

10 Jo8 + QKLYIPRSTATAALGAAARLATSRS TDR5  Tudor domain containing protein 5.

10 JO9 + EEEEKVSQPEVGAAIKIIRQLMEKF TE2I Telomeric repeat binding factor 2 inte- - -

10 J10 GIPASPTHLAHNLLLPVAELEGKES TEF Thyrotroph embryonic factor.

10 J11 MMPAQYALTSSLVLLVLLSTARAGP TENX  Tenascin X precursor (TN-X) (Hexabrach: - -
10 J12 GTAPAGTPGAPPLAGMAIVKEEETE TF1B Transcription intermediary factor 1-be: - -

10 J13 + LSKKLIYFQLHRALKMIVDPVEPHG TF1B Transcription intermediary factor 1-be- - -

10 J14 ETNKRVEQEIKVAIFTLINEINKKG TF1G Transcription intermediary factor 1-ga- - -

10 J15 EKPQTKLLILHQAVSVILNLEQQVR TFE2 Transcription factor E2-alpha (Immunog: - -
10 J16 + GSRGTTAGSSGDALGKALASIYSPD TFE2 Transcription factor E2-alpha (Immunog: - -
10 J17 KELIERIPELNKVARAAAEVAGQFV TFR1 Transferrin receptor protein 1 (TfR1)- - -

10 K01 + LPSIPAQPISADIASRLLRKLKGPV TFR2  Transferrin receptor protein 2 (TfR2).

10 K02 + NLHKVLQGRLPAVAQAVAQLAGQLL TFR2 Transferrin receptor protein 2 (TfR2).

10 K03 + QRDAWGPGAAKSAVGTAILLELVRT TFR2 Transferrin receptor protein 2 (TfR2).

10 K04 NIGTNFEMSVVQLAKELIQLIKETN TGDS dTDP-D-glucose 4,6-dehydratase (EC 4.2 - -
10 KO05 ALGEEKSSPEKILVNKIITLSYPSI TGM5 Protein-glutamine gamma-glutamyltransf- - -
10 KO06 ESSHFFAYLVTAAILVAVLYIAHHN TGN2  Trans-Golgi network integral membrane- - -
10 Ko7 MRFVVALVLLNVAAAGAVPLLATES TGN2 Trans-Golgi network integral membrane- - -
10 Ko8 TLTVMGIAFAAFVIGALLTGALWYT TGR3 TGF-beta receptor type III precursor (- - -
10 K09 + EAFSHFTKIITPAITRVVDFAKKLP THB2 Thyroid hormone receptor beta-2.

10 K10 LSSFNLDDTEVALLQAVLLMSSDRP THB2 Thyroid hormone receptor beta-2.

10 K11 GLTEDNGLKLSNAAHKAVLHIGEKG THBG Thyroxine-binding globulin precursor (- - -

10 K12 AIYNGGVEAVSTLLGAVAVFAVGYT THT1  Thiamine transporter 1 (THTR-1) (ThTrl- - -
10 K13 EITTQFLIYASYFALIAVVFLASGA THT1  Thiamine transporter 1 (THTR-1) (ThTrl. - -
10 K14 MERYALVFGVNTFIALALQTLLTLI THT1  Thiamine transporter 1 (THTR-1) (ThTrl. - -
10 K15 RSATLVGFTVGSVLGQILVSVAGWS THT1  Thiamine transporter 1 (THTR-1) (ThTrl. - -
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10 K16 STWGEMTLSLFSLLIAAAVYIMDTV THT1 Thiamine transporter 1 (THTR-1) (ThTrl- -
10 K17 + EGQSQQFSVSENLLKEAIRAIFPSR THYG  Thyroglobulin precursor.

10 LO1 + PASLGKWKKEPELAAFVFKTAVVLV ~ TIAM  T-lymphoma invasion and metastasis ind- - -
10 L02 + RLPSSWALFSPLLAGLALLGVGPVP TIP T-cell immunomodulatory protein precur- - -
10 L03 AEDPETQVVLINAVKDVAKALGDLI TLN1 Talin 1.

10 L04 + AIKKKLVQRLEHAAKQAAASATQTI TLN1 Talin 1.

10 L05 DPEDPTVIAENELLGAAAAIEAAAK TLN1 Talin 1.

10 LO6 DTDPHFQDALMQLAKAVASAAAALV TLNI1 Talin 1.

10 LO7 EDEGGSGRPLLQAAKGLAGAVSELL TLN1 Talin 1.

10 L08 EEQILEAAKSIAAATSALVKAASAA TLN1 Talin 1.

10 L09 + GQLLRGVGAAATAVTQALNELLQHV TLN1 Talin 1.

10 L10 NAVKRASDNLVKAAQKAAAFEEQEN TLN1 Talin 1.

10 L11 SRLNEAAAGLNQAATELVQASRGTP TLN1 Talin 1.

10 L12 TEMLTAVQEISHLIEPLAHAARAEA TLN1 Talin 1.

10 L13 DDEVGSGEDLLRAARTLAGAVSDLL TLN2 Talin 2.

10 L14 DDVVVKTKFVGGIAQITAAQEEMLK TLN2 Talin 2.

10 L15 DPEDPTVIAETELLGAAASIEAAAK TLN2 Talin 2.

10 L16 EEQILEAAKSIAAATSALVKSASAA TLN2 Talin 2.

10 Li7 EQLTSVVQEIGHLIDPIATAARGEA TLN2 Talin 2.

10 MO1 ETDERFQDVLMSLAKAVANAAAMLV TLN2 Talin 2.

10 MO02 LSVDPGAPNAKNLLAAAARAVTESI TLN2 Talin 2.

10 MO03 QQLAAFSKRVAGAVTELIQAAEAMK TLN2 Talin 2.

10 MO04 SDDPETQVVLINAIKDVAKALSDLI TLN2 Talin 2.

10 MO5 SELLKQVSAAASVVSQALHDLLQHV TLN2 Talin 2.

10 MO06 TQLASYFEPLILAAVGVASKILDHQ TLN2 Talin 2.

10 MoO7 NKTIIGVSVLSVLVVSVVAVLVYKF TLR4 Toll-like receptor 4 precursor (hToll)- - -

10 MO8 STLILTGNPIQSLALGAFSGLSSLQ TLR4 Toll-like receptor 4 precursor (hToll)- - -

10 M09 + KVLNLAYNKINKIADEAFYGLDNLQ TLR5 Toll-like receptor 5 precursor (Toll/i- - -

10 M10 LMDENMDVIIFILLEPVLQHSQYLR TLR8 Toll-like receptor 8 precursor (UNQ249- - -
10 M11 GPSLGLAAGIPLLVATALLVALLFT TM10 Transmembrane protein 10.

10 M12 4+ GREKFKSRGVGELARLALVISELEG TM26 Tripartite motif protein 26 (Zinc fing- - -

10 M13 + QGHQFLREREEHLLEQLAKLEQELT TM26 Tripartite motif protein 26 (Zinc fing: - -

10 Mil4 MGQKTSLTQETELLESLLQEVEHQL  TMS37 Tripartite motif protein 37.

10 M15 EMHEAQLGRAGAAASRLAEQAAQLS TM41 Tripartite motif protein 41.

10 M16 EAQLLSLSKEKALLEEAFDNLKDEM TMF1 TATA element modulatory factor (TMF).
10 M17 KNLSDRLGESQTLLAAAVERERAAT TMF1 TATA element modulatory factor (TMF).
10 NO1 VRDPSQSSDAMYVVVPLLGVALLIV TMG3 Transmembrane gamma-carboxyglutamic ac- - -
10 NO2 MEAPAELLAALPALATALALLLAWL TMP1  Transmembrane anchor protein 1.

10 NO03 + LKISPVAPDADAVAAQILSLLPLKF TMS3 Transmembrane protease, serine 3 (EC 3- - -
10 No0O4 ETFRKVGIPIITALLSLASIIIVVV TMS4 Transmembrane protease, serine 4 (EC 3- - -
10 NO5 IPEHRRLMLSPEVVQALLVEELLST TMS6 Transmembrane protease, serine 6 (EC 3- - -
10 N06 + RKARGYLRLVPLFVLLALLVLASAG TMS6 Transmembrane protease, serine 6 (EC 3- - -
10 NO7 RPLEAPPERLRQALAVVAEQEREDR TNI2 Tumor necrosis factor, alpha-induced p- - -
10 NO08 TQHGSPATWLQPALPTLAEIIRLQD TNI2 Tumor necrosis factor, alpha-induced p- - -
10 NO09 APDKDFMIVALDLLSGLAEGLGGNI TNP1 Transportin 1 (Importin beta-2) (Karyo- - -
10 N10 QMGIEMQPYIPMVLHQLVEIINRPN TNP1 Transportin 1 (Importin beta-2) (Karyo- - -
10 N11 APDKDFMIVALDLLTGLAEGLGGHL TNP2 Transportin 2 (Karyopherin beta-2b).

10 N12 DRAQALMDNIDTFIEHLFALAVDDD TNP2 Transportin 2 (Karyopherin beta-2b).

10 N13 QMGAEMQPYVQMVLNNLVEIINRPN TNP2 Transportin 2 (Karyopherin beta-2b).

10 N14 PEMSGTMLMLAVLLPLAFFLLLATV TNR3 Tumor necrosis factor receptor superfa- - -
10 N15 SSTGKPVLDAGPVLFWVILVLVVVV TNRS8 Tumor necrosis factor receptor superfa- - -
10 N16 DDFGEFRMRVSDLVKDLIFLIGSME TPO3 Transportin 3.

10 N17 GNPPWEVTEAVLFIMAAIAKSVDPK TPO3 Transportin 3 (Transportin-SR) (TRN-SR- - -
10 001 THIQNLKDLSPVIVTQLALAIADLA TPO3 Transportin 3.

10 002 VEKYSNDVTSLPFLLEILTVLPEEV TPO3 Transportin 3.

10 003 TATETAWISLVTALHLVLGLSAVLG TPOR  Thrombopoietin receptor precursor (TPO- - -
10 004 KERMKRLNEIVDAANAVISHIDQTA TPP2 Tripeptidyl-peptidase II (EC 3.4.14.10- - -
10 005 KPPNEPHVYLPGLIILLLFASVALV TRI11 Tumor necrosis factor receptor superfa- - -
10 006 GLSTVPDLLLPLVLLELLVGIYPSG TR1A Tumor necrosis factor receptor superfa- - -
10 007 + YAHPQQKVAVYRALQAALAESGGSP TRAD  Tumor necrosis factor receptor type 1-- -

10 008 SAEGDVHTLLLIFLHRAAELLAWAD TRE2 Three prime repair exonuclease 2 (EC 3- - -
10 009 + YVNYVLSEKSSTFLMKAAAKVVESK TRF1 Telomeric repeat binding factor 1 (TTA- - -
10 010 + AAPAPGAPLLPLLLPALAARLLPPA TRFM  Melanotransferrin precursor (Melanoma-- - -
10 011 NENFTNKVNENELLRQAVTNLKERI TRIA Thyroid receptor interacting protein 1-- -
10 012 + THIKAPEQQVKNILNELFQRENRVL TRIO Triple functional domain protein (PTPR- - -
10 013 + PHMRKNIKGIHTLLQNLAKASPVYL TRKB BDNF/NT-3 growth factors receptor prec- - -
10 014 LYGIYNVTMVVVLLNMLIAMINSSY TRP3 Short transient receptor potential cha- - -

10 O15 LSGLRQQTMAVKFLVVLAVAIGLPF TRP6 Short transient receptor potential cha- - -

10 016 LYGVYNVTMVIVLLNMLIAMINSSF TRP6 Short transient receptor potential cha- - -

10 O17 IEKNSQLEQENNLLKTLASPEQLAQ TS22 Transforming growth factor beta 1 indu- - -
11 BO1 LGVYQLRHFSISFLSSLLGTENASV TS22 Transforming growth factor beta 1 indu- - -
11 B02 + QHALRNRRLLRKVIKAAALEEHNAA  TSC1 Hamartin (Tuberous sclerosis 1 protein- - -
11 B03 QGSQLSTESLQQLLDRALTSLVDEV TSKS Testis-specific serine kinase substrat- - -

11 B04 SSLTARWHQEEGAVQEALRLLGGLG TSKS Testis-specific serine kinase substrat- - -

11 B0O5 RFHEHWRFVLQRLVFLAAFVVYLET TSN Translin.

11 BO6 ALVTFFFILLLIFIAEVAAAVVALV TSN1 Tetraspanin 1 (Tspan-1) (Tetraspan NET- - -
11 BO7 GQEEGQPPAEGLAAASVVMAADRSL TSY1 Testis-specific Y-encoded-like protein- - -
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11 BO08 HATSVAASRVEQALSEVASSLQSSA TT7B Tetratricopeptide repeat protein 7B (T- - -
11 B09 + KSDRLISLQSASVVYDLLTIALGRR TT7B Tetratricopeptide repeat protein 7B (T- - -
11 B10 + QMKAKRTKEAVEVLKKALDAISHSD TTC6  Tetratricopeptide repeat protein 6 (TP- - -
11 B11 AMAEKYITTSAKLIAPVIETSFAAG TTCA  Tetratricopeptide repeat protein 10 (T-- -
11 B12 SKVLAIRQQSFALLLHLAQTESGRS TTCC Tetratricopeptide repeat protein 12 (T- - -
11 B13 LHNAKLWNDAVIVATMAVEIAPHFA TTCH Tetratricopeptide repeat protein 17 (T-- -
11 B14 LARQINHPELHMVLSNLAAVLMHRE TTCJ Tetratricopeptide repeat protein 19 (T- - -
11 B15 SIMKDEPEEAELILHDALRLAYQTD TTCJ Tetratricopeptide repeat protein 19 (T- - -
11 B16 VAPHGRGPGLLPLLAALAWFSRPAA TTCJ  Tetratricopeptide repeat protein 19 (T- - -
11  B17 VLDAVRGSPAINVAVHVFRKAADDT TTHY Transthyretin precursor (Prealbumin) (- - -
11 Co1 QKISAEADVELNLVRIAIQNLLYYG TUS4 Tumor suppressor candidate 4 (NPR2-lik- - -
11 Co02 AASMETTEKLERILLQLLGDADQEK TX3A  Testis expressed protein 13A.

11 C03 + HSRTSWVPVVLGVLTALVTAAALAL TYO3 Tyrosine-protein kinase receptor TYROS3- - -
11 C04 + PLPLPPPPRLGLLLAALASLLLPES TYO3 Tyrosine-protein kinase receptor TYRO3- - -
11 C05 DGGRLSEADIRGFVAAVVNGSAQGA TYPH Thymidine phosphorylase precursor (EC: - -
11 Co6 IRLRGMDLEETSVLTQALAQSGQQL TYPH Thymidine phosphorylase precursor (EC: - -
11 co7 IQWPSREFSVPEIIAIAVVGALLLV TYR1  5,6-dihydroxyindole-2-carboxylic acid- - -

11 Co8 WSWLLGAAMVGAVLTALLAGLVSLL TYRO Tyrosinase precursor (EC 1.14.18.1) (M- - -
11 Co9 QPMVQGIPEAGKALLGLVQDVIGDL U13D Unc-13 homolog D (Muncl13-4).

11 C10 LLHDDRGPVLEALVARAIRNIEMTQ U520 U5 small nuclear ribonucleoprotein 200- - -
11 Cl11 LNAKTKVRGLIEIISNAAEYENIPI U520 U5 small nuclear ribonucleoprotein 200- - -
11 C12 RGGGQIIPTARRVVYSAFLMATPRL U581 116 kDa U5 small nuclear ribonucleopro- - -
11 C13 SFVEFILEPLYKILAQVVGDVDTSL U581 116 kDa U5 small nuclear ribonucleopro- - -
11 C14 DIQSDKIRTVQDALESLVARESVQG UB10 Ubiquitin carboxyl-terminal hydrolase- - -

11 C15 VKEGLVPVSEDPVAIKIAELLENVT UB10 Ubiquitin carboxyl-terminal hydrolase- - -

11 C16 LFDNYMQQDAHEFLNYLLNTIADIL UB46 Ubiquitin carboxyl-terminal hydrolase- - -

11 C17 AGHSEHHPDLGPAAEAAASQASRIW UB19 Ubiquitin carboxyl-terminal hydrolase- - -

11 D01 + LFYQDKLKSLHQLLEVLLALLDKDV UB24 Ubiquitin carboxyl-terminal hydrolase: - -

11 D02 AFRETGITDEEQAISRVLEASIAEN UB25 Ubiquitin carboxyl-terminal hydrolase- - -

11 D03 NGLIIMNEFIVPFLPLLLVDEMEEK UB25 Ubiquitin carboxyl-terminal hydrolase- - -

11 D04 + YGSGPKRFPLVDVLQYALEFASSKP UB25 Ubiquitin carboxyl-terminal hydrolase- - -

11 D05 + NRKFVDPSAALDLLKGAFRSSEEQQ UB28 Ubiquitin carboxyl-terminal hydrolase- - -

11 D06 + KIEKVFSKLLYPIVRGAALSVLKYM UB35 Ubiquitin carboxyl-terminal hydrolase- - -

11 Do7 VQLGLQLLPEGPAADEVFALLRREV UB35 Ubiquitin carboxyl-terminal hydrolase- - -

11 Do8 ENSGFDRMSEEELLAAVLEISKRDA UB37 Ubiquitin carboxyl-terminal hydrolase- - -

11 D09 EMRQHDVQELNRILFSALETSLVGT UB40 Ubiquitin carboxyl-terminal hydrolase- - -

11 D10 PHVFPANAEVGTVLTALAIPAGVIF UB40 Ubiquitin carboxyl-terminal hydrolase- - -

11 D11 + RFLNLLMNDAIFLLDEAIQYLSKIK UB4A  Ubiquitin conjugation factor E4 A.

11 D12 YMNKIYFEDVTEFLEEVIEALILDE UB4A  Ubiquitin conjugation factor E4 A.

11 D13 EVFSDFKDLIGQILMEVLMMSTQTR UB4B  Ubiquitin conjugation factor E4 B (Ubi- - -
11 D14 VFAALPEFYVEDVAEFLFFIVQYSP UB4B  Ubiquitin conjugation factor E4 B (Ubi- - -
11 D15 DIPSADRHKSKLIAGKIIPATATTT UBA1 Ubiquitin-activating enzyme E1 (A1S9 p- - -
11 D16 QQNNLDEDLIRKLAYVAAGDLAPIN UBA1 Ubiquitin-activating enzyme E1 (A1S9 p- - -
11 D17 GIPPVNRAQSKRIVGQIIPAIATTT UBAL  Ubiquitin-activating enzyme E1 homolog- - -
11  EO01 SERWNPTQNVRTILLSVISLLNEPN UBC3  Ubiquitin-conjugating enzyme E2-32 kDa- - -
11 EO02 AERWSPVQSVEKILLSVVSMLAEPN UBCJ  Ubiquitin-conjugating enzyme E2 G2 (EC- - -
11  E03 NHTDHGGSAVLIVILTLALAALIFR UBJ1 Ubiquitin-conjugating enzyme E2 J1 (EC- - -
11 EO04 KALRATNNSLERAVDWIFSHIDDLD UBP5 Ubiquitin carboxyl-terminal hydrolase- - -

11 EO05 LQKTDPKDPANYILHAVLVHSGDNH UBP7  Ubiquitin carboxyl-terminal hydrolase- - -

11 E06 GSEIRHRDDALPFAHVAIAVEGPGW UCR1 Ubiquinol-cytochrome-c reductase compl- - -
11  EO07 TRLLSNEKIETAFLNALVYLSPNVE UE3A  Ubiquitin-protein ligase E3A (EC 6.3.2- - -
11 EO08 HQNLTSYSQLLQVVMAVADTSAKAV UIP1 26S proteasome-associated UCH37 intera- - -
11 E09 LRTEYFAQHEQGAAAGAADISTLDQ UIP1 26S proteasome-associated UCH37 intera- - -
11 E10 PNMLDTLVPAHPALVNAIVLVLHSV ULSB  Ubiquitin-like protein SB132 (Bone mar- - -
11 El1l + PVDKVAAMREFRVLHTALHSSSSYR ULSB Ubiquitin-like protein SB132 (Bone mar- - -
11 E12 SGDAALYAGLVVAIFVVVAILMAVG UN5B Netrin receptor UNC5B precursor (Unc-5- - -
11 E13 ASDIALYSGLGAAVVAVAVLVIGVT UN5D  Netrin receptor UNC5D precursor (Unc-5- - -
11 E14 ILGSLPFFLLVGFAGAIALSLVDMG UP3A Uroplakin 3A precursor (Uroplakin III)- - -
11 E15 DAQVALVNEVKAALGRALAMAESTE URB1 E3 ubiquitin protein ligase URE-B1 (EC. - -
11 El6 MILKQVVNQVWEAADVLIKAALPLT URB1 E3 ubiquitin protein ligase URE-B1 (EC-. - -
11 E17 PVTSAPALVAATAISTIVVAASTTV URB1  E3 ubiquitin protein ligase URE-B1 (EC- - -
11  Fo1 KADLNTITESSAALQNLIEGSEPIL UTRO Utrophin (Dystrophin-related protein 1- - -
11 FO02 AARFAKTKEEVEAAKAAALLAKQAE UXD2 UBX domain-containing protein 2.

11  FO03 EFVEGMALGLKALVGGAVGGLAGAA VI13A Vacuolar protein sorting 13A (Chorein)- - -
11 F04 + HLPEKQDTFAEKLVTQIIKNLQVKI V13A Vacuolar protein sorting 13A (Chorein)- - -
11 F05 KSIGATLTDVQDVVFKLAFFELNYQ V13A Vacuolar protein sorting 13A (Chorein)- - -
11  FO06 TLEEMLTPEEKALLYEAIGYSETAV V13A Vacuolar protein sorting 13A (Chorein)- - -
11 FO7 SKDVVDYSEENFAIVFAAMGVNMET VAB2 Vacuolar ATP synthase subunit B, brain- - -
11 F08 DVKIGVLFASKAILQLLVNPLSGPF VAT Vesicular acetylcholine transporter (V- - -

11 F09 EFAGKRVPFLVLAAVSLFDALLLLA VAT Vesicular acetylcholine transporter (V- - -

11 F10 + MLNRQDPFTVHMAARITAKLAAWGK VATH  Vacuolar ATP synthase subunit H (EC 3.
11 F11 VRLNEKNYELLKILTKLLEVSDDPQ VATH  Vacuolar ATP synthase subunit H (EC 3.
11 F12 ILGASNILWIMFAASQAFKIETTPE VCA1 Vascular cell adhesion protein 1 precu- - -

11 F13 KDYFSPELLVLYFASSLIIPAIGMI VCA1 Vascular cell adhesion protein 1 precu- - -

11 F14 HEFTKLVKELEGVITKAIYKSSEED VDP General vesicular transport factor p11- .-

11 F15 VLLLQALTRSNGAIQKIVAFENAFE VDP General vesicular transport factor p11- .-

11 F16 QLSPDFTFTAGLAAEVAARSLSFTT VEZA  Vezatin.
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11  F17 TAVRSLQLHLKALLNEVIILEDELE VEZA  Vezatin.

11 Go1 VMLPTWWIVSSWLVWGVILFVYLVI VEZA  Vezatin.

11 G02 GPEASDPSEELEALASLLQELRDFS VGF Neurosecretory protein VGF precursor.

11 G03 + ALIEGKNKTVSTLVIQAANVSALYK VGR2 Vascular endothelial growth factor rec- - -

11 G04 + EVITDNLPGSIRAVVNIFLVAKALL VIAA Vesicular inhibitory amino acid transp- - -
11 GO05 YKLLYREFIVFAVLY TAISLVYRLL VML3 Bestrophin 4 (Vitelliform macular dyst- - -
11 GO06 ERGRAMGTALGGLALGLLVGAPFGS VMT1 Chromaffin granule amine transporter (- - -
11 Go7 PLTNRIGYHIPMFAGFVIMFLSTVM VMT1  Chromaffin granule amine transporter (- - -
11 GO08 QRLLKEGRASRQLVLVVVFVALLLD VMT1 Chromaffin granule amine transporter (- - -
11 G09 + VRWLQESRRSRKLILFIVFLALLLD VMT2 Synaptic vesicular amine transporter (- - -
11 Gl10 RVGPEQKVKALLLVGDVAQAADVAI VP16 Vacuolar protein sorting 16 (hVPS16).

11 G11 + FVIATTRQRLFQFIGRAAEGAEAQG VP18 Vacuolar protein sorting 18 (hVPS18).

11 G12 + WIEMGSRLDARQLIPALVNYSQGGE VP18 Vacuolar protein sorting 18.

11 G13 + MRDVNKKFSVRYFLNLVLVDEEDRR VP26 Vacuolar protein sorting 26 (Vesicle p- - -

11 G14 + NSFKMKMSVILGIIHMLFGVSLSLF VPP1 Vacuolar proton translocating ATPase 1- - -
11 G15 GLRVDTTYGVLLLLPVIALFAVLTI VPP2 Vacuolar proton translocating ATPase 1- - -
11 G16 LQTRGWGGIVGVFIIFAVFAVLTVA VPP4 Vacuolar proton translocating ATPase 1- - -
11 G17 4+ NSYKMKMSVILGIVQMVFGVILSLF VPP4 Vacuolar proton translocating ATPase 1-- -
11 HO1 FEVVESGRYIILLLGKALSVVWDRH VWF Von Willebrand factor precursor (VWF)- - -
11 HO02 + MQREGGPSQIGDALGFAVRYLTSEM VWF Von Willebrand factor precursor (VWF)- - -
11 H03 + KDTPSGISKVRKILFTLAKQSKALG WD10  WD-repeat protein 10.

11 H04 + LVGLKNGQILKIFVDNLFAIVLLKQ WD10  WD-repeat protein 10.

11 HO05 + SFEQGGSEFVPVVVSRLVLRSMSRR WD10  WD-repeat protein 10.

11 HO6 KYAVDDVPFSIPAASEIADLSNIIN WD12 WD-repeat protein 12 (YTM1 homolog).

11 HO7 IRTVALKGPVTNAAILLAPVSMLSS WD18  WD-repeat protein 18.

11 HO8 QTVKLWEVSSGELLLSVLFDVSIMA WD18  WD-repeat protein 18.

11 H09 + IPADPEAGGIGRVVNGAFMVLKGHR WD22 WD-repeat protein 22.

11 H10 GKVKGKSSEATSALAGLLEEEVLST WD35 WD-repeat protein 35.

11 H11 MSNQTDLLALGTAVGSILLYSTVKG WD43  WD-repeat protein 43.

11 H12 TAEETVNVKEVEIIKLILDFLNSKK WD47  WD-repeat protein 47.

11 H13 FTIGGVQKEVFSLAGPVVSMAGHGE WDH1 WD repeat and HMG-box DNA binding prot- - -
11 H14 GSSSFLVLMVSLVLVTLVAVEGVKE WFDC WAP four-disulfide core domain protein- - -
11  H15 GGLPIPPVSESPVLSSVVSSITIPA WNK1 Serine/threonine-protein kinase WNK1 (

11 Hi16 ITVTSAVGPVSMAAPTAITEAGTQP WNK1 Serine/threonine-protein kinase WNK1 (- - -
11 H17 + RQNKDERYSIKDLLNHAFFQEETGV WNK1 Serine/threonine-protein kinase WNK1 (

11 101 PPAAVLSPPLPEVLLPAAPELLPQF WNK2 Serine/threonine-protein kinase WNK2 (- - -
11 102 QPALGQPAPLLPAAVGAVSLATSQL WNK2 Serine/threonine-protein kinase WNK2 (- - -
11 103 + RKTSKSKLKAGKLLNPLVRQLKVVA WNK2 Serine/threonine-protein kinase WNK2 (- - -
11 104 RLPPAPGPLSTTVIPGAAPTLSVPT WNK2 Serine/threonine-protein kinase WNK2 (- - -
11 105 RQNKSERLSIRDLLNHAFFAEDTGL WNK3  Serine/threonine-protein kinase WNK3 (- - -
11 106 + RTDKNERFTIQDLLAHAFFREERGV WNK4 Serine/threonine-protein kinase WNK4 (- - -
11 107 SLASAFSLAVMTVAQSLLSPSPGLL WNK4 Serine/threonine-protein kinase WNK4 (- - -
11 108 QQQQESARRENILVMRLATKEQEMQ WTAP Wilms tumor l-associating protein (WT1. .-
11 109 QIEVFTWSASGTIITEALASSFPTV XAB1 XPA-binding protein 1.

11 110 IEYLKSSDRLDEAAQRLATVVNDER XAB2 XPA-binding protein 2 (Adapter protein- - -
11 I11 EEQYQDLLLIMELLTNLLSKEFIDF XPO4 Exportin 4 (Exp4).

11 112 HEPGQAANRSVSAADVVLYGVNLIL XPO4 Exportin 4 (Exp4).

11 113 PDEGSQVDYLAHFIEGLLNTINGIE XPO4 Exportin 4 (Exp4).

11 114 + TAFGADTEGSQWIIGYLLQKVISNL XPO4 Exportin 4 (Exp4).

11 I15 DHMNFIASLEPHVIMYILSSISEGL XPO7 Exportin 7 (Ran-binding protein 16).

11 116 + LGLNDETMVLSVFIGKIITNLKYWG XPO7 Exportin 7 (Ran-binding protein 16).

11 117 + LNYLATRPKLATFVTQALIQLYARI XPO7 Exportin 7 (Ran-binding protein 16).

11 Jo1 + AMFVEYRKQLKLLLDRLAQVSPELL XPOT Exportin T (tRNA exportin) (Exportin(t- - -
11 Jo2 + QNWQTTRFMEVEVAIRLLYMLAEAL XPOT Exportin T (tRNA exportin) (Exportin(t- - -
11 Jo3 VIANQGAENVERVLVTVIQGAVEYP XPOT  Exportin T (tRNA exportin) (Exportin(t- - -
11 Jo4 + FPAATSGRMVEAFARRALWDAGLNY XPP2 Xaa-Pro aminopeptidase 2 precursor (EC- - -
11 JO5 + LLKASHVRDAVAVIRYLVWLEKNVP XPP2 Xaa-Pro aminopeptidase 2 precursor (EC- - -
11 Joe RRPRAGPEELGKILQGVVVVLSGFQ XRC1 DNA-repair protein XRCC1.

11 Jo7 + SILTQPHLYSPVLISQLVQMASQLR Y310 Hypothetical protein KIAA0310 (Fragmen- - -
11 Jo8 AWNSPPLTSEFVALLPALVDAGTAL Y415 Hypothetical protein KIAA0415 (Fragmen- - -
11 J0o9 + ISIGTIYFRAHKLVLAAASLLFKTL Y478 Hypothetical zinc finger protein KIAAOQ- - -
11 Jio SAVLEKQTLSATAIWQLLLVVQETK Y478 Hypothetical zinc finger protein KIAAOQ- - -
11 Ji1 YQPAALGVGSADLAYPVVFAAGLNA Y652 Hypothetical protein KIAA0652.

11 J12 + RDVLRVQGVSLTALRLLLADAYSGR Y711 Protein KIAAQ0711.

11 J13 + QLEGLENATARNLLGKLINILLAVM Y779 Hypothetical protein KIAA0779 (Fragmen- - -
11 J14 LNTRVAYWSVGEALILLVVSIGQVF YA09 Hypothetical protein CGI-109 precursor- - -
11 J15 + PPLIVDRERLKKLLDLLVDKSNNLA YC40 Hypothetical protein KIAA1240 (Fragmen- - -
11 J16 GVDEDEEMDEVSLLSELVEAASFLQ YD40 Hypothetical protein KIAA1340 (Fragmen- - -
11 J17 + EDTKEKRTIIHQAIKSLFPGLETKT YI97 Hypothetical pseudouridine synthase KI- - -
11 KO1 THFENSFEGSSFAVGDIALALYSAL YLA1 Y+L amino acid transporter 1 (y(+4)L-ty- - -
11 K02 TLVQDIFTYAKVLALIAVIVAGIVR YLA1 Y+L amino acid transporter 1 (y(4)L-ty- - -
11 K03 VAVPLYSDTINSLIGIAIALSGLPF YLA1 Y+L amino acid transporter 1 (y(4)L-ty- - -
11 K04 LLEVTTKDPSLVVAGEALDALFDVF YPO1 Hypothetical protein FLJ20718.

11 K05 APRHMMRLDIRSLLQDAAIEEVEME YLPM  YLP motif containing protein 1 (Nuclea- - -
11 K06 LQDRSMPHQEILAADEVLQESEMRQ 7148 Zinc finger protein 148 (Zinc finger D- - -

11 K07 + DQKTNLPEYLQTLLNTLAPLLLFRA 7294 Zinc finger protein 294.

11 K08 EWKEFFSQGIHSLLLPILVTVTGEN 7294 Zinc finger protein 294.
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11 K09 + RSREHGTLWSLITAKLILSRSISSD 7294 Zinc finger protein 294.

11 K10 TREVMATYTIEDIVIELIIQLPSNY 7294 Zinc finger protein 294.

11 K11 VQASSLDINSLQVLLSAVDDLLNTL 7294 Zinc finger protein 294.

11 K12 + VLASAYTGRLSMAAADIVNFLTVGS 7297 Zinc finger protein 297 (BING1 protein- - -
11 K13 GAPMTSPMSSSTLAHSLAAIEALAD 7335 Zinc finger protein 335.

11 K14 GQQLVTQAQLEAAAHSAVTAVADAA 7335 Zinc finger protein 335.

11 K15 GDYAWGQTGLDAIVTQLLGQLENTG  Z364 Zinc finger protein 364 (Rabring 7).

11 K16 IEGILQHIFAGFFANSAIPGSPHPF 7364 Zinc finger protein 364 (Rabring 7) (R- - -
11 K17 EIQMFPQAQESPAAVEVLTQVVHPS 7407 Zinc finger protein 407 (Fragment).

11 LO1 SDQNYNYEQVNKAINDAISQSGRVL 7507 Zinc finger protein 507.

11 L02 + GRNKMDPPRSSIFLQEVITTVYGYK ZAN Zonadhesin precursor.

11 L03 RDAPPPRKPASNLVGVLLGLLVPVV ZAN Zonadhesin precursor.

11 L04 ALFSQYSSTLYDVAMEAVTQSLLSS ZBEA4 Zinc finger BED domain containing prot- - -
11 L05 + VDLAYSNYHVKQFLEALLRNSAAPS ZBT8 Zinc finger and BTB domain containing- - -
11 L06 + LKLRSLRVNVGQLLAMIVPDLDLQQ ZCW3 Zinc finger CW-type coiled-coil domain- - -
11 Lo7 GGPPISITNAATAASAAVAFAKEEA ZFH2 Zinc finger homeobox protein 2.

11 L08 VYMEVIVGEEDAAAARAAAAVHEQQ ZFX Zinc finger X-chromosomal protein.

11 L09 ILPQELASSEQRILKVILLLAGFAL ZIP1 Zinc transporter ZIP1 (Zinc-iron regul- - -
11 L10 MRLVHLGTSSRWAVFSILLLALMSP Z1P2 Zinc transporter ZIP2 (Eti-1) (6A1) (h---
11 L11 + ELQKQAELMEFEIALKALSVLRYIT ZM10 Zinc finger MYND domain containing pro- - -
11 L12 QELLVTHGKVPTLVEELIAVEMWKQ ZM10 Zinc finger MYND domain containing pro- - -
11 L13 IITETDVVTEGVIVPEAVLEADVAI ZNO06 Zinc finger protein 6.

11 L14 LGAQQVFASAEEALQAAAHVLEAGE ZNH2 Zinc finger HIT domain containing prot- - -
11 L15 NMRGVFLHVLGDALGSVIVVVNALV ZNT1  Zinc transporter 1 (ZnT-1).

11 L16 + DALHMLTDLSAIILTLLALWLSSKS ZNT4  Zinc transporter 4 (ZnT-4) (Dri 27 pro- - -
11 L17 NYEINGDIMLITAAVGVAVNVIMGF ZNT4  Zinc transporter 4 (ZnT-4).

11 MO1 SKVLWVAGLSGTLILGALLVSYLAV ZP4 Zona pellucida sperm-binding protein 4- - -
11 MoO02 FSQKGALTTVEGLITRAISGLEQDQ ZPR1 Zinc-finger protein ZPR1 (Zinc finger- - -

11 MO03 EKTPMPPISSVLLAFSVLGELHSKL ZW10  Centromere/kinetochore protein zw10 ho- - -
11 M04 + MDDEENYSAASKAVRQVLHQLKRLG ZW10 Centromere/kinetochore protein zwl10 ho- - -
11 MO05 AAETEAEAAALEVLAEVAGILEPVG ZWIN ZW10 interactor (ZW10 interacting prot- - -
11 MO06 a beta-alanine

11 MO7 a beta-alanine

11 MO8 a beta-alanine

11 M09 a beta-alanine

11 M10 a beta-alanine

11 M11 a beta-alanine

11 M12 a beta-alanine

11 M13 a beta-alanine

11 M14 a beta-alanine

11 M15 a beta-alanine

11 M16 a beta-alanine

11 M17 a beta-alanine
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Figure C.1: Database-derived peptides probed for RII-binding. Displayed is
the autoradiography of spot-synthesised peptides subjected to RII overlay
assay. Peptides were obtained as described in 3.6. The spot-synthesised
peptides are subdivided into blocks. Numbers of the blocks and peptide
positions within the blocks are indicated and correspond to the positions
given in table C.1.
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