
Table S1  

Sequence % 1Me % 2Me % 3Me Sequence % 1Me % 2Me % 3Me 

AKKVAFAFAK --- --- --- MKRRAFAFAK --- --- --- 

AKRFAFAFAK --- --- --- MNKRAFAFAK --- --- • 

AKRVAFAFAK --- --- --- MNRFAFAFAK --- --- • 

ARRFAFAFAK --- --- --- MPKRAFAFAK ••• •••• • 

APKAAFAFAK ••• •• --- MPRRAFAFAK •• --- --- 

APKFAFAFAK ••• •• --- PPKTAFAFAK --- ••••• NA 

APKKAFAFAK ••• ••• •• PPKRAFAFAK --- ••••• NA 

APKRAFAFAK ••• ••• ••• SAKRAFAFSK • ••• ••• 

APKRSAILPK •••• ••• --- SEKRAFAFSK • --- •• 

APKVAFAFAK •• • --- SFKRAFAFSK --- --- --- 

APKWAFAFAK ••• • --- SHKRAFAFSK --- --- --- 

APRVAFAFAK •• • • SKKRAFAFSK --- --- --- 

GGKKAFAFAK •• • • SKRFAFAFAK --- --- --- 

GGKRAFAFAK • • • SKRRAFAFAK --- --- --- 

GKKFAFAFAK --- --- --- SMKRAFAFSK • --- --- 

GKKRAFAFAK --- --- --- SNKRAFAFSK ••• •• • 

GKRRAFAFAK --- --- --- SPKAAFAFAK •• --- --- 

GRRRAFAFAK --- --- --- SPKDAFAFAK • --- --- 

GNKPAFAFAK •• --- --- SPKKAFAFAK •••• --- --- 

GNKVAFAFAK ••• --- --- SPKLAFAFAK ••• • --- 

GPKKAFAFAK •• •• ••• SPKNAFAFAK •• •• --- 

GPKPAFAFAK •• •• •• SPKPAFAFAK •• --- --- 

GPKRAFAFAK •• •• ••• SPKQAFAFAK •• • --- 

GPRAAFAFAK •• --- --- SPKRAFAFAK ••• •• --- 

GPRPAFAFAK •• •• •• SPKTAFAFAK •• --- --- 

GSKVAFAFAK • • • SPKVAFAFAK ••• •• • 

GSKKAFAFAK • • --- SPRRAFAFAK •• --- --- 

GSKRAFAFAK •• • • SQKKAFAFAK --- --- • 

MGKKAFAFAK --- --- • SQKRAFAFSK •• --- •• 

MKKRAFAFAK --- --- --- SRKRAFAFSK --- --- --- 

MKRFAFAFAK --- --- --- SSKRAFAFAK • ••• ••• 

 

 

 

 

 



Table S1. NRMT in vitro methylation assay results.  Sequences and relative abundances of 

synthetic peptides methylated by NRMT in vitro.  --- = not detected, • = < 1%, •• = 1-<10%, ••• 

= 10-<50%, •••• = 50-<90%, ••••• = 90-100%.  These peptides were confirmed with MS/MS and 

accurate mass analysis.  To determine the relative abundances of each modified form of the 

peptide, the areas under the extracted ion chromatogram for each peptide in all of its charge 

states and modified forms were integrated and summed.  The peak area for each modified form 

was divided by the total area for all unmodified and modified forms present for each peptide to 

obtain an estimate of the percent of each form of modified peptide. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Table S2 

 

 

 

 

 

 

 

 

Table S2.  Sequence motifs of peptides methylated in vitro by NRMT.  N-terminal sequences of peptides 

methylated in vitro by NRMT.  This table summarizes table S1 where only positions 1-3 are considered.   

 

A-P-K-X- 

A-P-R-X- 

G-G-K-X- 

G-N-K-X- 

G-P-K-X- 

G-P-R-X- 

G-S-K-X- 

M-G-K-X- 

M-N-K-X- 

M-N-R-X- 

M-P-K-X- 

M-P-R-X- 

P-P-K-X- S-A-K-X- 

S-E-K-X- 

S-M-K-X- 

S-N-K-X- 

S-P-K-X- 

S-P-R-X- 

S-Q-K-X- 

S-S-K-X- 
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Supplementary Figure S1. Addition of N-terminal methyl groups to first proline locks the N-

terminally methylated Proline dipeptide in trans conformation.  

A) A model of di-methylated tetrapeptide PPAA generated by ICM-Pro
19

. All 10 lowest energy 

conformers calculated by Marvin Suite ver. 5.9.2 

(http://www.chemaxon.com/products/marvin/marvinsketch/) have the trans conformation of the 

Pro-Pro peptide bond. The lowest energy conformer is shown.  

B) A model of non-methylated tetrapeptide PPAA generated by ICM-Pro. Ten lowest energy 

conformers were calculated by Marvin Suite ver. 5.9.2.  Six of the calculated conformers were in 

trans conformation of the Pro-Pro peptide bond and 4 were found to be in cis. The lowest energy 

conformer for trans (left) and cis (right) are shown.       
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Suplementary Figure S2. 

A) Conserved aromatic residues in NRMT might form a chromodomain-like arrangement of 

aromatic residues and be responsible for binding of methylated peptides. 

B) C-terminally FLAG-tagged overexpressed wild type and MPQ mutant of Mina53 does not 

bind endogenous NRMT. Both versions of C-terminally FLAG-tagged overexpressed Mina53 

protein have initial methionine removed as showed by masspectrometry analysis (data not 

shown). 

C) Both MPK- and MPQ-Mina53 FLAG-tagged proteins are efficiently expressed and 

immunoprecipitated. 

D) NRMT catalyzed N-terminal methylation of SPK-RCC1 and PPK-RCC1 is not inhibited in 

vitro by histone H1 peptide containing tri-methylated lysine H1K26me3 

(SPAKKKAT(Kme3)KAAGAG).  

E) NRMT catalyzed N-terminal methylation of PPK-RCC1 can be inhibited by non-methylated 

PPKRIAKRRS peptide. SPKRIAKRRS peptide does not inhibit methylation of PPK-RCC1 in 

vitro. 
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Supplementary Figure S3.  Full MS and ETD MS/MS spectra of α-N-terminal peptides from 

ZFP15 and MLCs.   

A) ETD MS/MS spectrum recorded on the [M+7H]
+7

 ion (m/z 383.5) corresponding to the 24-

residue, endoproteinase GluC-generated N-terminally methylated peptide of ZFP15.  The 

accurate mass measurement using an LTQ-FTMS (m/z 383.3740
+7

) and calculated mass (m/z 

383.3737
+7

) are within 0.8 ppm.  Monoisotopic masses rounded to the nearest integer for c’- and 

z’
•
-type ions are shown above and below the peptide sequence and are underlined where 

identified in the spectrum.  Ions in the spectrum are labeled accordingly.  Note that in addition to 

dimethylation of the alpha-N-terminal of ZFP15, unmodified (9%) and monomethylation (15%) 

were also detected (data not shown).   

B) ETD MS/MS spectrum recorded on the [M+6H]
+6

 ion (m/z 442.6) corresponding to the 24-

residue, endoproteinase GluC-generated N-terminal peptide of the PPQ-ZFP15.  The accurate 

mass measurement (m/z 442.4239
+6

) and calculated mass (m/z 442.4235
+6

) are within 1.0 ppm.  

Reduced charge species are labeled; ions corresponding to neutral losses from these species are 

represented by brackets.  Note that in addition to the unmodified α-N-terminus of ZFP15 PPQ 

mutant, monomethylation (6%) was also detected (data not shown).   

C) ETD MS/MS spectrum recorded on the [M+5H]
+5

 ion (m/z 352.2) corresponding to the 15-

residue, GluC-generated N-terminally acetylated peptide of MYL9 (MLC 9) immunoprecipitated 

from 293LT cells.  The accurate mass measurement using an LTQ-FTMS (m/z 352.5960) and 

calculated mass (m/z 352.2159
+5

) are within 0.3 ppm.  No other forms of this peptide were 

detected.   

D) ETD MS/MS spectrum recorded on the [M+6H]
+6

 ion (m/z 691.9) corresponding to the 34-

residue, GluC-generated N-terminally trimethylated peptide of MLC, regulatory B-like protein 



from mouse spleen tissue lysate.  The accurate mass measurement using an LTQ-FTMS (m/z 

691.5404
+6

) and calculated mass (m/z 691.5408) are within 0.6 ppm.  The inverted triangle (▼) 

designates ions that fall within the precursor isolation window; corresponding reduced charge 

species are labeled with an asterisk (*).   

E) Full MS spectrum containing three coeluting GluC-generated peptides from mouse spleen 

tissue lysate of MLC isoforms that contain N-terminal SSK trimethylation.  MS/MS analysis of 

MLC 12B and MLC B-like confirmed N-terminal methylation while MLC 9 was identified by 

accurate mass measurements.  

F) C-terminally  FLAG-tagged MLC9 overexpressed in 293LT cells does not IP endogenous 

NRMTI. 

     

 



 

 

List of possible NRMTI substrate proteins. Predictions made on the basis of Peptide Library 

Screen results 

 

MAPR 

 

>gi|319738616|ref|NP_001188356.1| disheveled-associated activator of morphogenesis 2 isoform 1 

[Homo sapiens] 

MAPRKRSHHGLGFLCCFGGSDIPEINLRDNHPLQFMEFSSPIPNAEELNIRFAELVDELDLTDKNREAMF 

ALPPEKKWQIYCSKKKEQEDPNKLATSWPDYYIDRINSMAAMQSLYAFDEEETEMRNQVVEDLKTALRTQ 

PMRFVTRFIELEGLTCLLNFLRSMDHATCESRIHTSLIGCIKALMNNSQGRAHVLAQPEAISTIAQSLRT 

 

>gi|49456999|emb|CAG46820.1| interleukin-15 receptor subunit alpha isoform 1 precursor [Homo 

sapiens] 

MAPRRARGCRTLGLPALLLLLLLRPPATRGITCPPPMSVEHADIWVKSYSLYSRERYICNSGFKRKAGTS 

SLTECVLNKATNVAHWTTPSLKCIRDPALVHQRPAPPSTVTTAGVTPQPESLSPSGKEPAASSPSSNNTA 

ATTAAIVPGSQLMPSKSPSTGTTEISSHESSHGTPSQTTAKNWELTASASHQPPGVYPQGHSDTTVAIST 

 

>gi|29650893|gb|AAO86774.1| MHC class Ib antigen [Homo sapiens] 

MAPRSLLLLLSGALALTDTWAGSHSLRYFSTAVSRPGRGEPRYIAVEYVDDTQFLRFDSDAAIPRMEPRE 

PWVEQEGPQYWEWTTGYAKANAQTDRVALRNLLRRYNQSEAGSHTLQGMNGCDMGPDGRLLRGYHQHAYD 

GKDYISLNEDLRSWTAADTVAQITQRFYEAEEYAEEFRTYLEGECLELLRRYLENGKETLQRADPPKAHV 

 

>gi|2769649|emb|CAA04632.1| NIPSNAP1 protein [Homo sapiens] 

MAPRLCSISVTARRLLGGPGPRAGDVASAAAARFYSKDNEGSWFRSLFVHKVDPRKDAHSTLLSKKETSN 

LYKIQFHNVKPEYLDAYNSLTEAVLPKLHLDEDYPCSLVGNWNTWYGEQDQAVHLWRFSGGYPALMDCMN 

KLKNNKEYLEFRRERTQMLLSRRNQLLLEFSFWNEPQPRMGPNIYELRTYKLKPGTMIEWGNNWARAIKY 

 

>gi|28193156|emb|CAD62320.1| dishevelled associated activator of morphogenesis 1 [Homo sapiens] 

MAPRKRGGRGISFIFCCFRNNDHPEITYRLRNDSNFALQTMEPALPMPPVEELDVMFSELVDELDLTDKH 

REAMFALPAEKKWQIYCSKKKDQEENKGATSWPEFYIDQLNSMAARKSLLALEKEEEEERSKTIESLKTA 

LRTKPMRFVTRFIDLDGLSCILNFLKTMDYETSESRIHTSLIGCIKALMNNSQGRAHVLAHSESINVIAQ 

 

>gi|123239958|emb|CAI17044.2| collagen type XV alpha 1 [Homo sapiens] 

MAPRRNNGQCWCLLMLLSVSTPLPAVTQTRGATETASQGHLDLTQLIGVPLPSSVSFVTGYGGFPAYSFG 

PGANVGRPARTLIPSTFFRDFAISVVVKPSSTRGGVLFAITDAFQKVIYLGLRLSGVEDGHQRIILYYTE 

PGSHVSQEAAAFSVPVMTHRWNRFAMIVQGEEVTLLVNCEEHSRIPFQRSSQALAFESSAGIFMGNAGAT 

 

>gi|38016935|ref|NP_078905.2| centromere protein U [Homo sapiens] 

MAPRGRRRPRPHRSEGARRSKNTLERTHSMKDKAGQKCKPIDVFDFPDNSDVSSIGRLGENEKDEETYET 

FDPPLHSTAIYADEEEFSKHCGLSLSSTPPGKEAKRSSDTSGNEASEIESVKISAKKPGRKLRPISDDSE 

SIEESDTRRKVKSAEKISTQRHEVIRTTASSELSEKPAESVTSKKTGPLSAQPSVEKENLAIESQSKTQK 

 

>gi|62896657|dbj|BAD96269.1| cell division cycle associated 8 variant [Homo sapiens] 

MAPRKGSSRVAKTNSLRRRKLASFLKDFDREVEIRIKQIESDRQNLLKEVDNLYNIEILRLPKALREMNW 

LDYFALGGNKQALEEAATADLDITEINKLTAEAIQTPLKSAKTRKVIQVDEMIVEEEEEEENERKNLQTA 

RVKRCPPSKKRTQSIQGKGKGKRSSRANTVTPAVGRLEVSMVKPTPGLTPRFDSRVFKTPGLRTPAAGER 

 

>gi|50513185|gb|AAT77785.1| insulin growth factor-like family member 1 [Homo sapiens] 

MAPRGCIVAVFAIFCISRLLCSHGAPVAPMTPYLMLCQPHKRCGDKFYDPLQHCCYDDAVVPLARTQTCG 

NCTFRVCFEQCCPWTFMVKLINQNCDSARTSDDRLCRSVS 

 

>gi|119621049|gb|EAX00644.1| elastin microfibril interfacer 1, isoform CRA_a [Homo sapiens] 

MAPRTLWSCYLCCLLTAAAGAASYPPRGFSLYTGSSGALSPGGPQAQIAPRPASRHRNWCAYVVTRTVSC 

VLEDGVETYVKYQPCAWGQPQCPQSIMYRRFLRPRYRVAYKTVTDMEWRCCQGYGGDDCAESPAPALGPA 

SSTPRPLARPARPNLSGSSAGSPLSGLGGEGPGESEKVQQLEEQVQSLTKELQGLRGVLQGLSGRLAEDV 

 

>gi|13905004|gb|AAH06784.1| Ribosomal protein S14 [Homo sapiens] 

MAPRKGKEKKEEQVISLGPQVAEGENVFGVCHIFASFNDTFVHVTDLSGKETICRVTGGMKVKADRDESS 

PYAAMLAAQDVAQRCKELGITALHIKLRATGGNRTKTPGPGAQSALRALARSGMKIGRIEDVTPIPSDST 

RRKGGRRGRRL 

 

>gi|66267178|gb|AAH94693.1| Zinc finger, MYND-type containing 17 [Homo sapiens] 

MAPRSRRRRHKKPPSSVAPIIMAPTTIVTPVPLTPSKPGPSIDTLGFFSLDDNVPGLSQLILQKLNMKSY 

EEYKLVVDGGTPVSGFGFRCPQEMFQRMEDTFRFCAHCRALPSGLSDSKVLRHCKRCRNVYYCGPECQKS 

DWPAHRRVCQELRLVAVDRLMEWLLVTGDFVLPSGPWPWPPEAVQDWDSWFSMKGLHLDATLDAVLVSHA 

 

>gi|11138667|gb|AAG31443.1|AF244355_1 secretin [Homo sapiens] 

MAPRPLLLLLLLLGGSAARPAPPRARRHSDGTFTSELSRLREGARLQRLLQGLVGKRSEQDAENSMAWTR 

LSAGLLCPSGSNMPILQAWMPLDGTWSPWLPPGPMVSEPAGAAAEGTLRPR 



 

>gi|460703|dbj|BAA04762.1| alpha 1(XV) collagen chain [Homo sapiens] 

MAPRRNNGQSWCLLMLLSVSTPLPAVTQTRGATETASQGHLDLTQLIGVPLPSSVSFVTGYGGFPAYSFG 

PGANVGRPARTLIPSTFFRDFAIRAVVKPSSTRGGVLFAITDAFQKVIYLGLRLSGVEDGHQRIILYYTE 

PGSHVSQEAAAFSVPVMTHRWNRFAMIVQGEEVTLLVNCEEHSRIPFQRSSQALAFESSAGIFVGNAGAT 

 

>gi|62896567|dbj|BAD96224.1| low density lipoprotein receptor-related protein associated protein 

1 variant [Homo sapiens] 

MAPRRVRSFLRGLPALLLLLLFLGPWPAASHGGKYSREKNQPKPSPKRESGEEFRMEKLNQLWEKAQRLH 

LPPVRLAELHADLKIQERDELAWKKLKLDGLDEDGEKEARLIRNLNVILAKYGLDGKKDARQVTSNSLSG 

TQEDGLDDPRLEKLWHKAKTSGKFSGEELDKLWREFLHHKEKAHEYNVLLETLSRTEEIHENVISPSDLS 

 

gi|146094506|ref|NP_001078868.1| RELT-like protein 1 precursor [Homo sapiens] 

MAPRALPGSAVLAAAVFVGGAVSSPLVAPDNGSSRTLHSRTETTPSPSNDTGNGHPEYIAYALVPVFFIM 

GLFGVLICHLLKKKGYRCTTEAEQDIEEEKVEKIELNDSVNENSDTVGQIVHYIMKNEANADVLKAMVAD 

NSLYDPESPVTPSTPGSPPVSPGPLSPGGTPGKHVCGHHLHTVGGVVERDVCHRCRHKRWHFIKPTNKSR 

 

>gi|58477551|gb|AAH89445.1| arylsulfatase J protein [Homo sapiens] 

MAPRGCAGHPPPPSPQACVCPGKMLAMGALAGFWILCLLTYGYLSWGQALEEEEEGALLAQAGEKLEPST 

TSTSQPHLIFILADDQGFRDVGYHGSEIKTPTLDKLAAEGVKLENYYVQPICTPSRSQFITGKYQIHTGL 

QHSIIRPTQPNCLPLDNATLPQKLKEVGYSTHMVGKWHLGFYRKECMPTRRGFDTFFGSLLGSGDYYTHY 

 

>gi|152013060|gb|AAI50281.1| Plexin D1 [Homo sapiens] 

MAPRAAGGAPLSARAAAASPPPFQTPPRCPVPLLLLLLLGAARAGALEIQRRFPSPTPTNNFALDGAAGT 

VYLAAVNRLYQLSGANLSLEAEAAVGPVPDSPLCHAPQLPQASCEHPRRLTDNYNKILQLDPGQGLVVVC 

GSIYQGFCQLRRRGNISAVAVRFPPAAPPAEPVTVFPSMLNVAANHPNASTVGLVLPPAAGAGGSRLLVG 

 

>gi|2039362|gb|AAB81537.1| UDP-glucuronosyltransferase 1A10 [Homo sapiens] 

MAPRRVDQPRSFMCVSTADLWLCEAGKLLVVPMDGSHWFAMQSVVEKLILRGHEVVVVMPEVSWQLERSL 

NCTVKTYSTSYTLEDQNREFMVFAHAQWKAQAQSIFSLLMSSSSGFLDLFFSHCRSLFNDRKLVEYLKES 

SFDAVFLDPFDTCGLIVAKYFSLPSVVFTRGIFCRHLEEGAQCPAPLSYVPNDLLGFSDAMTFKERVWNH 

 

>gi|2612918|gb|AAB86809.1| receptor activator of nuclear factor-kappa B [Homo sapiens] 

MAPRARRRRPLFALLLLCALLARLQVALQIAPPCTSEKHYEHLGRCCNKCEPGKYMSSKCTTTSDSVCLP 

CGPDEYLDSWNEEDKCLLHKVCDTGKALVAVVAGNSTTPRRCACTAGYHWSQDCECCRRNTECAPGLGAQ 

HPLQLNKDTVCKPCLAGYFSDAFSSTDKCRPWTNCTFLGKRVEHHGTEKSDAVCSSSLPARKPPNEPHVY 

 

>gi|2920537|gb|AAC39659.1| type XVIII collagen [Homo sapiens] 

MAPRCPWPWPRRRRLLDVLAPLVLLLGVRAASAEPERISEEVGLLQLLGDPPPQQVTQTDDPDVGLAYVF 

GPDANSGQVARYHFPSLFFRDFSLLFHIRPATEGPGVLFAITDSAQAMVLLGVKLSGVQDGHQDISLLYT 

EPGAGQTHTAASFRLPAFVGQWTHLALSVAGGFVALYVDCEEFQRMPLARSSRGLELEPGAGLFVAQAGG 

 

>gi|34783244|gb|AAH21122.2| selenoprotein H [Homo sapiens] 

MAPRGRKRKAEAAVVAVAEKREKLANGGEGMEEATVVIEHCTSURVYGRNAAALSQALRLEAPELPVKVN 

PTKPRRGSFEVTLLRPDGSSAELWTGIKKGPPRKLKFPEPQEVVEELKKYLS 

 

>gi|149274610|ref|NP_612387.1| ferredoxin-fold anticodon-binding domain-containing protein 1 

[Homo sapiens] 

MAPRRLLLVGEGNFSFAAALSETLDQSTQLTATCLQRPAELARDPLAWENLQCLRERGIDVRFGVDCTQL 

ADVFELHEREFDQIYFIFPHCGRKAGVAKNRELLAKFFQSCADVLAEEGEVHVALCRGQGGTPADKPQRE 

WHNSWQVVAMAALGGLILSDVYPFSCKAVAGYKCTGYRSQDKSFHVEGALNHIFTRSLPFEGSQPRIFRI 

 

>gi|31657142|ref|NP_852478.1| integrin alpha-1 precursor [Homo sapiens] 

MAPRPRARPGVAVACCWLLTVVLRCCVSFNVDVKNSMTFSGPVEDMFGYTVQQYENEEGKWVLIGSPLVG 

QPKNRTGDVYKCPVGRGESLPCVKLDLPVNTSIPNVTEVKENMTFGSTLVTNPNGGFLACGPLYAYRCGH 

LHYTTGICSDVSPTFQVVNSIAPVQECSTQLDIVIVLDGSNSIYPWDSVTAFLNDLLERMDIGPKQTQVG 

 

>gi|51491223|emb|CAH18677.1| Sel-1-like repeats containing protein [Homo sapiens] 

MAPRPKKQPDKNPLHGRELNVVPSLGRQTSLTTSVIPKAEQSVAYKDFIYFTVFEGNVRNVSEVSVEYLC 

SQPCVVNLEAVVSSEFRSSIPVYKKRWKNEKHLHTSRTQIVHVKFPSIMVYRDDYFIRHSISVSAVIVRA 

WITHKYSGRDWNVKWEENLLHAVAKNYTLLQTIPPFERPFKDHQVCLEWNMGYIWNLRANRIPQCPLEND 

 

>gi|30315217|gb|AAP30832.1|AF502942_1 ubiquitin-specific protease 31 [Homo sapiens] 

MAPRLQLEKAAWRWAETVRPEEVSQEHIETAYRIWLEPCIRGVCRRNCKGNPNCLVGIGEHIWLGEIDEN 

SFHNIDDPNCERRKKNSFVGLTNLGATCYVNTFLQVWFLNLELRQALYLCPSTCSDYMLGDGIQEEKDYE 

PQTICEHLQYLFALLQNSNRRYIDPSGFVKALGLDTGQQQDAQEFSKLFMSLLEDTLSKQKNPDVRNIVQ 

 

>gi|37589537|gb|AAH59361.1| ADP-ribosylation factor-like 10 [Homo sapiens] 

MAPRPLGPLVLALGGAAAVLGSVLFILWKTYFGRGRERRWDRGEAWWGAEAARLPEWDEWDPEDEEDEEP 

ALEELEQREVLVLGLDGAGKSTFLRVLSGKPPLEGHIPTWGFNSVRLPTKDFEVDLLEIGGSQNLRFYWK 

EFVSEVDVLVFVVDSADRLRLPWARQELHKLLDKDPDLPVVVVANKQVRAVRGQLGPGDIHSEMLEQGQG 



 

>gi|5420181|emb|CAB46612.1| HLA-G histocompatibility antigen, class I, G [Homo sapiens] 

MAPRTLFLLLSGALTLTETWAGSHSMRYFSAAVSRPGRGEPRFIAMGYVDDTQFVRFDSDSACPRMEPRA 

PWVEQEGPEYWEEETRNTKAHAQTDRMNLQTLRGYYNQSEASSHTLQWMIGCDLGSDGRLLRGYEQYAYD 

GKDYLALNEDLRSWTAADTAAQISKRKCEAANVAEQRRAYLEGTCVEWLHRYLENGKEMLQRADPPKTHV 

 

>gi|37782462|gb|AAP34477.1| RNA binding motif (RNP1, RRM) protein 3 [Homo sapiens] 

MAPRTWCPAGIFGLFCPLTLACSSLTIALTDCQPIILVSPTLSLWMVVRSVWIMQASLLGEPEEVALGPM 

GVVAATLEVVGTRAMGVAGIMTVDLEGMDMDMDVPETIMAETRVVMTATQEEITETIMTTEMRHAHNIDT 

QGIISDPGSSFQMAVFIKVFGAALKHLIL 

 

>gi|197382841|ref|NP_660355.2| zinc finger protein 485 [Homo sapiens] 

MAPRAQIQGPLTFGDVAVAFTRIEWRHLDAAQRALYRDVMLENYGNLVSVGLLSSKPKLITQLEQGAEPW 

TEVREAPSGTHAVEDYWFETKMSALKQSTSEASVLGERTKSVMMEKGLDWEGRSSTEKNYKCKECGKVFK 

YNSSFISHQRNHTSEKPHKCKECGIAFMNSSSLLNHHKVHAGKQPYRCIECGKFLKKHSTFINHQRIHSR 

 

 

MGPR 

 

>gi|20142333|gb|AAM12239.1| taste-specific G-protein coupled receptor T1R2 [Homo sapiens] 

MGPRAKTICSLFFLLWVLAEPAENSDFYLPGDYLLGGLFSLHANMKGIVHLNFLQVPMCKEYEVKVIGYN 

LMQAMRFAVEEINNDSSLLPGVLLGYEIVDVCYISNNVQPVLYFLAHEDNLLPIQEDYSNYISRVVAVIG 

PDNSESVMTVANFLSLFLLPQITYSAISDELRDKVRFPALLRTTPSADHHVEAMVQLMLHFRWNWIIVLV 

 

>gi|2370111|emb|CAA70934.1| hereditary hemochromatosis protein isoform 1 precursor  [Homo 

sapiens] 

MGPRARPALLLLMLLQTAVLQGRLLRSHSLHYLFMGASEQDLGLSLFEALGYVDDQLFVFYDHESRRVEP 

RTPWVSSRISSQMWLQLSQSLKGWDHMFTVDFWTIMENHNHSKESHTLQVILGCEMQEDNSTEGYWKYGY 

DGQDHLEFCPDTLDWRAAEPRAWPTKLEWERHKIRARQNRAYLERDCPAQLQQLLELGRGVLDQQVPPLV 

 

>gi|825628|emb|CAA51272.1| arylsulfatase [Homo sapiens] 

MGPRGAASLPRGPGPRRLLLPVVLPLLLLLLLAPPGSGAGASRPPHLVFLLADDLGWNDVGFHGSRIRTP 

HLDALAAGGVLLDNYYTQPLCTPSRSQLLTGRYQIRTGLQHQIIWPCQPSCVPLDEKLLPQLLKEAGYTT 

HMVGKWHLGMYRKECLPTRRGFDTYFGYLLGSEDYYSHERCTLIDALNVTRCALDFRDGEEVATGYKNMY 

 

>gi|30583331|gb|AAP35910.1| centromere protein A, 17kDa [Homo sapiens] 

MGPRRRSRKPEAPRRRSPSPTPTPGPSRRGPSLGASSHQHSRRRQGWLKEIRKLQKSTHLLIRKLPFSRL 

AREICVKFTRGVDFNWQAQALLALQEAAEAFLVHLFEDAYLLTLHAGRVTLFPKDVQLARRIRGLEEGLG 

 

>gi|30583397|gb|AAP35943.1| coagulation factor II (thrombin) receptor [Homo sapiens] 

MGPRRLLLVAACFSLCGPLLSARTRARRPESKATNATLDPRSFLLRNPNDKYEPFWEDEEKNESGLTEYR 

LVSINKSSPLQKQLPAFISEDASGYLTSSWLTLFVPSVYTGVFVVSLPLNIMAIVVFILKMKVKKPAVVY 

MLHLATADVLFVSVLPFKISYYFSGSDWQFGSELCRFVTAAFYCNMYASILLMTVISIDRFLAVVYPMQS 

 

>gi|57208639|emb|CAI41263.1| chromosome 9 open reading frame 68 [Homo sapiens] 

MGPRPLEKGCFPGCFFRNSKEERHESRRPLSTSHEPIFPLNTIKMKLKENNLNRLPKGMQARAPSQYSTR 

HFFQDQPAQLNLGNNFKISGGSKPP 

 

>gi|29792184|gb|AAH50424.1| FBXO38 protein [Homo sapiens] 

MGPRKKSVKTCIMNNEIPEEMTADETKDYMNQLSHEVLCHIFRYLPLQDIMCMECLSRKLKEAVTLYLRV 

VRVVDLCAGRWWEYMPSGFTDASFLTLLKKMPDVEQLYGLHPRYLERRRVRGHEAFSIPGVLEALQACPN 

LVGVETSHLELVESIWTYMPHVHILGKFRNRNGAFPIPPENKLKIPIGAKIQTLHLVGVNVPEIPCIPML 

 

>gi|119625446|gb|EAX05041.1| hCG1778643 [Homo sapiens] 

MGPRATRTGLGPAAARERCEERAEGERGRGDPSAVRPGSRGSGARELGFPQQKTQQRHQGSPAGWAREDV 

VAGSLLRADGRRHHGGGGSRPAPRRKSPLPAAARAPSPARPRRPHACRDGGGGAGKPGAPRGGLGRGMKG 

KFGSGLFRFTGLAARPSVWEHEWPGERGLAARVRTAGRCATLRSPSLGPG 

 

>gi|18490150|gb|AAH22289.1| Calsequestrin 1 (fast-twitch, skeletal muscle) [Homo sapiens] 

MGPRAVPGLRLALLLLLVLGTPKSGVQGQEGLDFPEYDGVDRVINVNAKNYKNVFKKYEVLALLYHEPPE 

DDKASQRQFEMEELILELAAQVLEDKGVGFGLVDSEKDAAVAKKLGLTEVDSMYVFKGDEVIEYDGEFSA 

DTIVEFLLDVLEDPVELIEGERELQAFENIEDEIKLIGYFKSKDSEHYKAFEDAAEEFHPYIPFFATFDS 

 

>gi|26996524|gb|AAH41095.1| Solute carrier organic anion transporter family, member 2B1 [Homo 

sapiens] 

MGPRIGPAGEVPQVPDKETKATMGTENTPGGKASPDPQDVRPSVFHNIKLFVLCHSLLQLAQLMISGYLK 

SSISTVEKRFGLSSQTSGLLASFNEVGNTALIVFVSYFGSRVHRPRMIGYGAILVALAGLLMTLPHFISE 

PYRYDNTSPEDMPQDFKASLCLPTTSAPASAPSNGNCSSYTETQHLSVVGIMFVAQTLLGVGGVPIQPFG 

 

 

 



>gi|16198535|gb|AAH15949.1| Leucine carboxyl methyltransferase 2 [Homo sapiens] 

MGPRSRERRAGAVQNTNDSSALSKRSLAARGYVQDPFAALLVPGAARRAPLIHRGYYVRARAVRHCVRAF 

LEQIGAPQAALRAQILSLGAGFDSLYFRLKTAGRLARAAVWEVDFPDVARRKAERIGETPELCALTGPFE 

RGEPASALCFESADYCILGLDLRQLQRVEEALGAAGLDAASPTLLLAEAVLTYLEPESAAALIAWAAQRF 

 

>gi|21929113|dbj|BAC06141.1| seven transmembrane helix receptor [Homo sapiens] 

MGPRNQTAVSEFLLMKVTEDPELKLIPFSLFLSMYLVTILGNLLILLAVISDSHLHTPMYFLLFNLSFTD 

ICLTTTTVPKILVNIQAQNQSITYTGCLTQICLVLVFAGLESCFLAVMAYDRYVAICHPLRYTVLMNVHF 

WGLLILLSMFMSTMDALVQSLMVLQLSFCKNVEIPLFFCEVVQVIKLACSDTLINNILIYFASSVFGAIP 

 

>gi|153217501|gb|AAI51221.1| COL4A1 protein [Homo sapiens] 

MGPRLSVWLLLLPAALLLHEEHSRAAAKGGCAGSGCGKCDCHGVKGQKGERGLPGLQGVIGFPGMQGPEG 

PQGPPGQKGDTGEPGLPGTKGTRGPPGASGYPGNPGLPGIPGQDGPPGPPGIPGCNGTKGERGPLGPPGL 

PGFAGNPGPPGLPGMKGDPGEILGHVPGMLLKGERGFPGIPGTPGPPGLPGLQGPVGPPGFTGPPGPPGP 

 

>gi|75516737|gb|AAI01717.1| DDB1 and CUL4 associated factor 16 [Homo sapiens] 

MGPRNPSPDHLSESESEEEENISYLNESSGEEWDSSEEEDSMVPNLSPLESLAWQVKCLLKYSTTWKPLN 

PNSWLYHAKLLDPSTPVHILREIGLRLSHCSHCVPKLEPIPEWPPLASCGVPPFQKPLTSPSRLSRDHAT 

LNGALQFATKQLSRTLSRATPIPEYLKQIPNSCVSGCCCGWLTKTVKETTRTEPINTTYSYTDFQKAVNK 

 

>gi|14249488|ref|NP_116194.1| zinc finger and SCAN domain-containing protein 10 [Homo sapiens] 

MGPRASLSRLRELCGHWLRPALHTKKQILELLVLEQFLSVLPPHLLGRLQGQPLRDGEEVVLLLEGIHRE 

PSHAGPLDFSCNAGKSCPRADVTLEEKGCASQVPSHSPKKELPAEEPSVLGPSDEPPRPQPRAAQPAEPG 

QWRLPPSSKQPLSPGPQKTFQALQESSPQGPSPWPEESSRDQELAAVLECLTFEDVPENKAWPAHPLGFG 

 

>gi|51476980|emb|CAH18436.1| piwi-like 4 protein [Homo sapiens] 

MGPRSVDLSNNEASSSNGFLGTSRISTNDKYGISSGDAGSTFMERGVKNKQDFMDLSICTREKLAHVRNC 

KTGSSGIPVKLVTNLFNLDFPQDWQLYQYHVTYIPDLASRRLRIALLYSHSELSNKAKAFDGAILFLSQK 

LEEKVTELSSETQRGETIKMTITLKRELPSSSPVCIQVFNIIFRKILKKLSMYQIGRNFYNPSEPMEIPQ 

 

>gi|20380192|gb|AAH27978.1| LOC541472 protein [Homo sapiens] 

MGPRSPGALKLLKPTWFRAERGRILLTSLLGMSKEDLVASCRVCVYRSLSL 

 

>gi|55962603|emb|CAI17299.1| taste receptor, type 1, member 2 [Homo sapiens] 

MGPRAKTISSLFFLLWVLAEPAENSDFYLPGDYLLGGLFSLHANMKGIVHLNFLQVPMCKEYEVKVIGYN 

LMQAMRFAVEEINNDSSLLPGVLLGYEIVDVCYISNNVQPVLYFLAHEDNLLPIQEDYSNYISRVVAVIG 

PDNSESVMTVANFLSLFLLPQITYSAISDELRDKVRFPALLRTTPSADHHIEAMVQLMLHFRWNWIIVLV 

 

MNKR 

 

>gi|13625162|gb|AAK34940.1|AF251050_1 jerky [Homo sapiens] 

MNKRGKYTTLNLEEKMKVLSRIEAGRSLKSVMDEFGISKSTFYDIKKNKKLILDFVLKQDMPLVGAEKRK 

RTTGAKYGDVDDAVYMWYQQKRSAGVPVRGVELQAAAERFARCFGRTDFKASTGWLFRFRNRHAIGNRKG 

CGEQVLSSVSENVEPFRQKLSMIIKEEKLCLAQLYSGDETDLFWKSMPENSQASRKDICLPGKKINTERL 

 

>gi|15277505|gb|AAH12855.1| Leucine rich repeat containing 51 [Homo sapiens] 

MNKRDYMNTSVQEPPLDYSFRSIHVIQDLVNEEPRTGLRPLKRSKSGKSLTQSLWLNNNVLNDLRDFNQV 

ASQLLEHPENLAWIDLSFNDLTSIDPVLTTFFNLSVLYLHGNSIQRLGEVNKLAVLPRLRSLTLHGNPME 

EEKGYRQYVLCTLSRITTFDFSGVTKADRTTAEVWKRMNIKPKKAWTKQNTL 

 

>gi|76779379|gb|AAI05942.1| WNT1 inducible signaling pathway protein 3 [Homo sapiens] 

MNKRRLLYPSGWLHGPSDMQGLLFSTLLLAGLAQFCCRVQGTGPLDTTPEGRPGEVSDAPQRKQFCHWPC 

KCPQQKPRCPPGVSLVRDGCGCCKICAKQPGEICNEADLCDPHKGLYCDYSVDRPRYETGVCAYLVAVGC 

EFNQVHYHNGQVFQPNPLFSCLCVSGAIGCTPLFIPKLAGSHCSGAKGGKKSDQSNCSLEPLLQQLSTSY 

 

>gi|3641344|gb|AAC36354.1| signal peptidase complex 18 kDa subunit [Homo sapiens] 

MNKRQLCYQVLNFGMIVSSALMIWKGLMVITGSESPIVVVLSGSMEPAFHRGDLLFLTNRVEDPIRVGEI 

VVFRIEGREIPIVHRVLKIHEKQNGHIKFLTKGDNNAVDDRGLYKQGQHWLEKKDVVGRARGFVPYIGIV 

TILMNDYPKFRYAVLFLLGLFVLVHRE 

 

>gi|80478290|gb|AAI09254.1| Chromosome 15 open reading frame 32 [Homo sapiens] 

MNKRTSVDASKEDLHPADPQSGEGVPPNRKNTKTSPRGEGTAPPFSARPCVWTLCEMLSILALVGVLHPF 

YRSNNQVYQKLKTHLRCQSSRVDGLMLKPTLLTPSQLKSPEGHLILPTFNHLVIRHILDPKQIFCVADVC 

TDCKFNCGSIERHQKRHLMRVSQDWEHLIRYRNQICLS 

 

>gi|33874572|gb|AAH15586.2| LAMC1 protein [Homo sapiens] 

MNKRRTSHRIWKNKLPEYMRRPKGPVTKLWRSMPAWLS 

 

 

 

 



>gi|119631655|gb|EAX11250.1| zinc finger protein 650, isoform CRA_c [Homo sapiens] 

MNKRIIEEICRKVTPPVPPKKVTAAEKKTLDKEERRQKARERQQKLLAEFASRQKSFMETAMDVDSPEND 

IPMEITTAEPQVSEAVYDCVICGQSGPSSEDRPTGLVVLLQASSVLGQCRDNVEPKKLPISEEEQIYPWD 

TCAAVHDVRLSLLQRYFKDSSCLLAVSIGWEGGVYVQTCGHTLHIDCHKSYMESLRNDQVLQGFSVDKGE 

 

MSSKR 

 

>gi|48145803|emb|CAG33124.1| MYL9 [Homo sapiens] 

MSSKRAKAKTTKKRPQRATSNVFAMFDQSQIQEFKEAFNMIDQNRDGFIDKEDLHDMLASLGKNPTDEYL 

EGMMSEAPGPINFTMFLTMFGEKLNGTDPEDVIRNAFACFDEEASGFIHEDHLRELLTTMGDRFTDEEVD 

EMYREAPIDKKGNFNYVEFTRILKHGAKDKHD 

 

>gi|21619210|gb|AAH32748.1| Myosin regulatory light chain MRCL3 [Homo sapiens] 

MSSKRTKTKTKKRPQRATSNVFAMFDQSQIQEFKEAFNMIDQNRDGFIDKEDLHDMLASLGKNPTDEYLD 

AMMNEAPGPINFTMFLTMFGEKLNGTDPEDVIRNAFACFDEEATGTIQEDYLRELLTTMGDRFTDEEVDE 

LYREAPIDKKGNFNYIEFTRILKHGAKDKDD 

 

>gi|23096064|dbj|BAC16233.1| L-SOX5 transcript B [Homo sapiens] 

MSSKRPASPYGEADGEVAMVTSRQKVEEEESDGLPAFHLPLHVSFPNKPHSEEFQPVSLLTQETCGHRTP 

TSQHNTMEVDGNKVMSSFAPHNSSTSPQKAEEGGRQSGESLSSTALGTPERRKGSLADVVDTLKQRKMEE 

LIKNEPEETPSIEKLLSKDWKDKLLAMGSGNFGEIKGTPESLAEKERQLMGMINQLTSLREQLLAAHDEQ 

 

MGKK 

 

>gi|48145649|emb|CAG33047.1| CBX1 [Homo sapiens] 

MGKKQNKKKVEEVLEEEEEEYVVEKVLDRRVVKGKVEYLLKWKGFSDEDNTWEPEENLDCPDLIAEFLQS 

QKTAHETDKSEGGKRKADSDSEDKGEESKPKKKKEESEKPRGFARGLEPERIIGATDSSGELMFLMKWKN 

SDEADLVPAKEANVKCPQVVISFYEERLTWHSYPSEDDDKKDDKN 

 

>gi|48146953|emb|CAG33699.1| CBX5 [Homo sapiens] 

MGKKTKRTADSSSSEDEEEYVVEKVLDRRVVKGQVEYLLKWKGFSEEHNTWEPEKNLDCPELISEFMKKY 

KKMKEGENNKPREKSESNKRKSNFSNSADDIKSKKKREQSNDIARGFERGLEPEKIIGATDSCGDLMFLM 

KWKGTDEADLVLAKEANVKCPQIVIAFYEERLTWHAYPEDAENKEKETAKS 

 

>gi|623240|emb|CAA87632.1| flavin-containing monooxygenase 3 (FMO3) [Homo sapiens] 

MGKKVAIIGAGVSGLASIRSCLEEGLEPTCFEKSNDIGGLWKFSDHAEEGRASIYKSVFSNSSKEMMCFP 

DFPFPDDFPNFMHNSKIQEYIIAFAKEKNLLKYIQFKTFVSSVNKHPDFATTGQWDVTTERDGKKESAVF 

DAVMVCSGHHVYPNLPKESFPGLNHFKGKCFHSRDYKEPGVFNGKRVLVVGLGNSGCDIATELSRTAEQV 

 

>gi|7717310|emb|CAB90432.1| human ubiquitin processing protease, EC 3.1.2.15 [Homo sapiens] 

MGKKRTKGKTVPIDDSSETLEPVCRHIRKGLEQGNLKKALVNVEWNICQDCKTDNKVKDKAEEETEEKPS 

VWLCLKCGHQGCGRNSQEQHALKHYLTPRSEPHCLVLSLDNWSVWCYVCDNEVQYCSSNQLGQVVDYVRK 

QASITTPKPAEKDNGNIELENKKLEKESKNEQEREKKENMAKENPPMNSPCQITVKGLSNLGNTCFFNAV 

 

>gi|28071060|emb|CAD61911.1| SETD3 [Homo sapiens] 

MGKKSRVKTQKSGTGATATVSPKEILNLTSELLQKCSSPAPGPGKEWEEYVQIRTLVEKIRKKQKGLSVT 

FDGKREDYFPDLMKWASENGASVEGFEMVNFKEEGFGLRATRDIKAEELFLWVPRKLLMTVESAKNSVLG 

PLYSQDRILQAMGNIALAFHLLCERASPNSFWQPYIQTLPSEYDTPLYFEEDEVRYLQSTQAIHDVFSQY 

 

>gi|57997061|emb|CAB66480.2| transient receptor potential cation channel, subfamily 

M, member 3 [Homo sapiens] 

MGKKWRDAAEMERGCSDREDNAESRRRSRSASRGRFAESWKRLSSKQGSTKRSGLPSQQTPAQKSWIERA 

FYKRECVHIIPSTKDPHRCCCGRLIGQHVGLTPSISVLQNEKNESRLSRNDIQSEKWSISKHTQLSPTDA 

FGTIEFQGGGHSNKAMYVRVSFDTKPDLLLHLMTKEWQLELPKLLISVHGGLQNFELQPKLKQVFGKGLI 

 

>gi|55661741|emb|CAH72188.1| Armadillo containing protein 3 [Homo sapiens] 

MGKKIKKEVEPPPKDVFDPLMIESKKAATVVLMLNSPEEEILAKACEAIYKFALKGEENKTTLLELGAVE 

PLTKLLTHEDKIVRRNATMIFGILASNNDVKKLLRELDVMNSVIAQLAPEEEVVIHEFASLCLANMSAEY 

PVIQLLALKTLGVIANDKESRTMLRDNQGLDHLIKILETKELNDLHIEALAVIANCLEDMDTMVQIQQTG 

 

>gi|12654437|gb|AAH01044.1| Kelch domain containing protein protein 4 [Homo sapiens] 

MGKKGKKEKKGRGAEKTAAKMEKKVSKRSRKEETFLYNELYVYNTRKDTWTKVDIPSPPPRRCAHQAVVV 

PQGGGQLWVFGGEFASPNGEQFYHYKDLWVLHLATKTWEQVKSTGGPSGRSGHRMVAWKRQLILFGGFHE 

STRDYIYYNDVYAFNLDTFTWSKLSPSGTGPTPRSGCQMSVTPQGGIVVYGGYSKQRVKKDVDKGTRHSD 

 

>gi|62702334|gb|AAX93258.1| eukaryotic translation initiation factor 5B [Homo sapiens] 

MGKKQKNKSEDSTKDDIDLDALAAEIEGAGAAKEQEPQKSKGKKKKEKKKQDFDEDDILKELEELSLEAQ 

GIKADRETVAVKPTENNEEEFTSKDKKKKGQKGKKQSFDDNDSEELEDKDSKSKKTAKPKVEMYSGSDDD 

DDFNKLPKKAKGKAQKSNKKWDGSEEDEDNSKKIKERSRINSSGESGDESDEFLQSRKGQKKNQKNKPGP 

 

 



>gi|14336712|gb|AAK61244.1| WD repeat domain 24 [Homo sapiens] 

MGKKRTTSGEGRERQRLPARRFRTTSPAALRADSVDGGSLLAPLLGLTDRAFSDCPDLADGAMEKMSRVT 

TALGGSVLTGRTMHCHLDAPANAISVCRDAAQVVVAGRSIFKIYAIEEEQFVEKLNLRVGRKPSLNLSCA 

DVVWHQMDENLLATAATNGVVVTWNLGRPSRNKQDQLFTEHKRTVNKVCFHPTEAHVLLSGSQDGFMKCF 

 

>gi|10433552|dbj|BAB13984.1| Melanophilin [Homo sapiens] 

MGKKLDLSKLTDEEAQHVLEVVQRDFDLRRKEEERLEALKGKIKKESSKRELLSDTAHLNETHCARCLQP 

YQLLVNSKRQCLECGLFTCKSCGRVHPEEQGWICDPCHPARVVKIGSLEWYYEHVKARFKRFGSAKVIRS 

LHGRLQGGAGPELISEERSGDSDQTDEDGEPGSEAQAQAQPFGSKKKRLLSVHDFDFEGDSDDSTQPQGH 

 

>gi|10434004|dbj|BAB14093.1| zinc finger protein 93[Homo sapiens] 

MGKKHYKCEECGKAFIWSSVLTRHKRVHTGEKPYKCEECGKAFKYSSTLSSHKRSHTGEKPYKCEECGKA 

FVASSTLSKHEIIHTGKKPYKCEECGKAFNQSSSLTKHKKIHTGEKPYKCEECGKAFNQSSSLTKHKKIH 

SGEKPYECDKCGKAFISPSSLSRHEIIHTGEKP 

 

>gi|8452874|gb|AAF75126.1| bromodomain-containing protein [Homo sapiens] 

MGKKHKKHKSDKHLYEEYVEKPLKLVLKVGGNEVTELSTGSSGHDSSLFEDKNDHDKHKDRKRKKRKKGE 

KQIPGEEKGRKRRRVKEDKKKRDRDRVENEAEKDLQCHAPVRLDLPPEKPLTSSLAKQEEVEQTPLQEAL 

NQLMRQLQRKDPSAFFSFPVTDFIAPGYSMIIKHPMDFSTMKEKIKNNDYQSIEELKDNFKLMCTNAMIY 

 

>gi|23331072|gb|AAH36710.1| FtsJ homolog 3 (E. coli) [Homo sapiens] 

MGKKGKVGKSRRDKFYHLAKETGYRSRSAFKLIQLNRRFQFLQKARALLDLCAAPGGWLQVAAKFMPVSS 

LIVGVDLVPIKPLPNVVTLQEDITTERCRQALRKELKTWKVDVVLNDGAPNVGASWVHDAYSQAHLTLMA 

LRLACDFLARGGSFITKVFRSRDYQPLLWIFQQLFRRVQATKPQASRHESAEIFVVCQGFLAPDKVDSKF 

 

>gi|22726243|gb|AAH37404.1| Formin binding protein 4 [Homo sapiens] 

MGKKSRAVPGRRPILQLSPPGPRGSTPGRDPEPEPDTEPDSTAAVPSQPAPSAATTTAVTAAAASDDSPS 

EDEQEAVQEVPRVVQNPPKPVMTTRPTAVKATGGLCLLGAYADSDDDDNDVSEKLAQSKETNGNQSTDID 

STLANFLAEIDAITAPQPAAPVGASAPPPTPPRPEPKEAATSTLSSSTSNGTDSTQTSGWQYDTQCSLAG 

 

>gi|5732187|dbj|BAA83340.1| Heterochromatin protein 1 gamma [Homo sapiens] 

MGKKQNGKSKKVEEAEPEEFVVEKVLDRRVVNGKVEYFLKWKGFTDADNTWEPEENLDCPELIEAFLNSQ 

KAGKEKDGTKRKSLSDSESDDSKSKKKRDAADKPRGFARGLDPERIIGAIDSSGELMFLMKWKDSDEADL 

VLAKEANMKCPQIVIAFYEERLTWHSCPEDEAQ 

 

>gi|11995019|dbj|BAB20038.1| calmodulin-dependent phosphodiesterase [Homo sapiens] 

MGKKINKLFCFNFLVQCFRGKSKPSKCQIRKKVKNHIERLLDTEDELSDIQTDSVPSEVRDWLASTFTRK 

MGMTKKKPEEKPKFRSIVHAV 

 

>gi|2072950|gb|AAC51262.1| p40 [Homo sapiens] 

MGKKQNRKTGNSKTQSASPPPKERSSSPATEQSWMENDFDELREEGFRRSNYSELREDIQTKGKEVENFE 

KNLEECITRISNTEKCLKELMELKTKARELREECRSLRSRCDQLEERVSAMEDEMNEMKREGKFREKRIK 

RNEQSLQEIWDYVKRPNLRLIGVPESDVENGTKLENTLQDIIQENFPNLARQANVQIQEIQRTPQRYSSR 

 

>gi|16877622|gb|AAH17059.1| Interferon, gamma-inducible protein 16 [Homo sapiens] 

MGKKYKNIVLLKGLEVINDYHFRMVKSLLSNDLKLNLKMREEYDKIQIADLMEEKFRGDAGLGKLIKIFE 

DIPTLEDLAETLKKEKLKVKGPALSRKRKKEVDATSPAPSTSSTVKTEGAEATPGAQKRKKSTKEKAGPK 

GSKVSEEQTQPPSPAGAGMSTAMGRSPSPKTSLSAPPNTSSTENPKTVAKCQVTPRRNVLQKRPVIVKVL 

 

>gi|14189956|gb|AAK55519.1|AF305816_1 PRO0633 [Homo sapiens] 

MGKKIASVNKIEARDIMLYLQRAINTAMYHIMMFQLVKDHIRGWSEQQAIPYSLGV 

 

MNK 

 

>gi|30268228|emb|CAD89903.1| ATP-binding cassette, sub-family A (ABC1), member 10 [Homo sapiens] 

MNKMALASFMKGRTVIGTPDEETMDIELPKKYHEMVGVIFSDTFSYRLKFNWGYRIPVIKEHSEYTEHCW 

AMHGEIFCYLAKYWLKGFVAFQAAINAAIIEVTTNHSVMEELTSVIGINMKIPPFISKGEIMNEWFHFTY 

LVSFSSFIYFASLNVAREGGKFKKLMTVMGLRESAFWLSWGLTYICSIFIMSIFMALVITSISIVFHTGF 

 

>gi|47496573|emb|CAG29309.1| APCS [Homo sapiens] 

MNKPLLWISVLTSLLEAFAHTDLSGKVFVFPRESVTDHVNLITPLEKPLQNFTLCFRAYSDLSRAYSLFS 

YNTQGRDNELLVYKERVGEYSLYIGRHKVTSKVIEKFPAPVHICVSWESSSGIAEFWINGTPLVKKGLRQ 

GYFVEAQPKIVLGQEQDSYGGKFDRSQSFVGEIGDLYMWDSVLPPENILSAYQGTPLPANILDWQALNYE 

 

>gi|36454|emb|CAA48251.1| SHC transforming protein [Homo sapiens] 

MNKLSGGGGRRTRVEGGQLGGEEWTRHGSFVNKPTRGWLHPNDKVMGPGVSYLVRYMGCVEVLQSMRALD 

FNTRTQVTREAISLVCEAVPGAKGATRRRKPCSRPLSSILGRSNLKFAGMPITLTVSTSSLNLMAADCKQ 

IIANHHMQSISFASGGDPDTAEYVAYVAKDPVNQRACHILECPEGLAQDVISTIGQAFELRFKQYLRNPP 

 

 

 



>gi|1419564|emb|CAA67203.1| cytokeratin [Homo sapiens] 

MNKVELESRLEGLTDEINFLRQLYEEELRELQSQISDTSVVLSMDNSRSLDMDSIIAEVKAQYEDIANRS 

RAEAESMYQIKYEELQSLAGKHGDDLRRTKTEISEMNRNISRLQAEIEGLKGQRASLEAAIADAEQRGEL 

AIKDANAKLSELEAALQRAKQDMARQLREYQELMNVKLAMDIEIATYRKLLEGEESRLESGMQNMSIHTK 

 

>gi|2980861|emb|CAA04923.1| NKG2E [Homo sapiens] 

MNKQRGTFSEVSLAQDPKPQQRKPKGNKSSISGTEQEIFQVELNLQNASLNHQGIDKIYDCQGLLPPPEK 

LTAEVLGIICIVLMATVLKTIVLIPFLEQNNSSPNTRTQKARPCGHCPEEWITYSNSCYYIGKERRTWEE 

SLQACASKNSSSLLSIDNEEEMKFLASILPSSWIGVFRNSSHHPWVTINGLAFKHEIKDSDHAERNCAML 

HVRGLISDQCGSSRIIRRGFIMLTRLVLNS 

 

>gi|2980863|emb|CAA04924.1| NKG2F [Homo sapiens] 

MNKQRGTYSEVSLAQDPKRQQRKLKGNKSSISGTKQEIFQVELNLQNASSDHQGNDKTYHCKGLLPPPEK 

LTAEVLGIICIVLMATVLKTIVLIPCIGVLEQNSFSLNRRMQKARHCGHCPEEWITYSNSCYYIGKERRT 

WEERVCWPVLRRTLICFL 

 

>gi|32968195|emb|CAE12157.1| bubblegum related protein [Homo sapiens] 

MNKTEVTPRLWTTCRDGEVLLRLSKHGPGHETPMTIPEFFRESVNRFGTYPALASKNGKKWEILNFNQYY 

EACRKAAKSLIKLGLERFHGVGILGFNSAEWFITAVGAILAGGLCVGIYATNSAEACQYVITHAKVNILL 

VENDQQLQKILSIPQSSLEPLKAIIQYRLPMKKNNNLYSWDDFMELGRSIPDTQLEQVIESQKANQCAVL 

 

>gi|30583437|gb|AAP35963.1| PCTAIRE-motif protein kinase 3 [Homo sapiens] 

MNKMKNFKRRFSLSVPRTETIEESLAEFTEQFNQLHNRRNENLQLGPLGRDPPQECSTFSPTDSGEEPGQ 

LSPGVQFQRRQNQRRFSMEDVSKRLSLPMDIRLPQEFLQKLQMESPDLPKPLSRMSRRASLSDIGFGKLE 

TYVKLDKLGEGTYATVFKGRSKLMENLVALKEIRLEHEEGAPCTAIREVSLLKNLKHANIVTLHDLIHTD 

 

>gi|28071042|emb|CAD61902.1| FERM domain containing 6 [Homo sapiens] 

MNKLNFHNNRVMQDRRSVCIFLPNDESLNIIINVKILCHQLLVQVCDLLRLKDCHLFGLSVIQNNEHVYM 

ELSQKLYKYCPKEWKKEASKGIDQFGPPMIIHFRVQYYVENGRLISDRAARYYYYWHLRKQVLHSQCVLR 

EEAYFLLAAFALQADLGNFKRNKHYGKYFEPEAYFPSWVVSKRGKDYILKHIPNMHKDQFALTASEAHLK 

 

>gi|28071114|emb|CAD61938.1| DDB1 and CUL4 associated factor 4 [Homo sapiens] 

MNKSRWQSRRRHGRRSHQQNPWFRLRDSEDRSDSRAAQPAHDSGHGDDESPSTSSGTAGTSSVPELPGFY 

FDPEKKRYFRLLPGHNNCNPLTKESIRQKEMESKRLRLLQEEDRRKKADTNSDRLFTVNDVKVGGSKYGI 

INLQSLKTPTLKVFMHENLYFTNRKAPLLFNGCRSGEIFAIDLRCGNQGKGWKATRLFHDSAVTSVRILQ 

 

>gi|28193240|emb|CAD62362.1| NUMB protein [Homo sapiens] 

MNKLRQSFRRKKDVYVPEASRPHQWQTDEEGVRTGKCSFPVKYLGHVEVDESRGMHICEDAVKRLKAERK 

FFKGFFGKTGKKAVKAVLWVSADGLRVVDEKTKDLIVDQTIEKVSFCAPDRNFDRAFSYICRDGTTRRWI 

CHCFMAVKDTGERLSHAVGCAFAACLERKQKREKECGVTATFDASRTTFTREGSFRVTTATEQAEREEIM 

 

>gi|57997536|emb|CAI46013.1| eukaryotic translation initiation factor 4 gamma 1 isoform 5 [Homo 

sapiens] 

MNKAPQSTGPPPAPSPGLPQPAFPPGQTAPVVFSTPQATQMNTPSQPRQHFYPSRAQPPSSAASRVQSAA 

PARPGPAAHVYPAGSQVMMIPSQISYPASQGAYYIPGQGRSTYVVPTQQYPVQPGAPGFYPGASPTEFGT 

YAGAYYPAQGVQQFPTGVAPAPVLMNQPPQIAPKRERKTIRIRDPNQGGKDITEEIMSGARTASTPTPPQ 

 

>gi|55957377|emb|CAI12322.1| zinc finger protein 248 [Homo sapiens] 

MNKSQEQVSFKDVCVDFTQEEWYLLDPAQKILYRDVILENYSNLVSVGYCITKPEVIFKIEQGEEPWILE 

KGFPSQCHPERKWKVDDVLESSQENEDDHFWELLFHNNKTVSVENGDRGSKTFNLGTDPVSLRNYPYKIC 

DSCEMNLKNISGLIISKKNCSRKKPDEFNVCEKLLLDIRHEKIPIGEKSYKYDQKRNAINYHQDLSQPSF 

 

>gi|56417830|emb|CAI20323.1| TTK protein kinase [Homo sapiens] 

MNKVRDIKNKFKNEDLTDELSLNKISADTTDNSGTVNQIMMMANNPEDWLSLLLKLEKNSVPLSDALLNK 

LIGRYSQAIEALPPDKYGQNESFARIQVRFAELKAIQEPDDARDYFQMARANCKKFAFVHISFAQFELSQ 

GNVKKSKQLLQKAVERGAVPLEMLEIALRNLNLQKKQLLSEEEKKNLSASTVLTAQESFSGSLGHLQNRN 

NSCDSRGQTTKARFLYG 

 

>gi|56202720|emb|CAI23623.1| zinc finger protein 33B [Homo sapiens] 

MNKVDQKFQGSVSFKDVTVGFTQEEWQHLDPSQRALYRDVMLENYSNLVSVGYCAHKPEVIFRLEQGEEP 

WRLEEEFPSQSFPEVWTADHLKERSQENQSKHLWEVVFINNEMLTKEQGNVIGIPFNMDVSSFPSRKMFC 

QYDSRGMSFNTVSELVISKINYLGKKSDEFNACGKLLLNIKHDETHTREKNEVLKNRNTLSHRENTLQHE 

 

>gi|123242365|emb|CAM16212.1| inversin [Homo sapiens] 

MNKSENLLFAGSSLASQVHAAAVNGDKGALQRLIVGNSALKDKEDQFGRTPLMYCVLADRLDCADALLKA 

GADVNKTDHSQRTALHLAAQKGNYRFMKLLLTRRANWMQKDLEEMTPLHLTTRHRSPKCLALLLKFMAPG 

EVDTQDKNKQTALHWSAYYNNPEHVKLLIKHDSNIGIPDVEGKIPLHWAANHKDPSAVHTVRCILDAAPT 

 

 

 

 



>gi|55661407|emb|CAH72821.1| biogenesis of lysosomal organelles complex-1, subunit 

2 [Homo sapiens] 

MNKLTSLKYLEMKDIAINISRNLKDLNQKYAGLQPYLDQINVIEEQVAALEQAAYKLDAYSKKLEAKYKK 

LEKR 

 

>gi|55957576|emb|CAI16451.1| cancer antigen 1 [Homo sapiens] 

MNKDYQKFWSSPSDPVHFEVDTSHEKVESMSESDTMNVSNLSQGVMLSHSPICMETTGTTCDLPQNEIKN 

FERENEYESTLCEDAYGTLDNLLNDNNIENYSTNALIQPVDTISISSLRQFETVCKFHWVEAFDDEMTEK 

PEFQSQVYNYAKDNNIKQDSFKEENPMETSVSANTDQLGNEYFRQPPPRSPPLIHCSGEMLKFTEKSLAK 

 

>gi|55662764|emb|CAH69953.1| zinc finger protein 33A [Homo sapiens] 

MNKVEQKSQESVSFKDVTVGFTQEEWQHLDPSQRALYRDVMLENYSNLVSVGYCVHKPEVIFRLQQGEEP 

WKQEEEFPSQSFPVWTADHLKERSQENQSKHLWEVVFINNEMLTKEQGDVIGIPFNVDVSSFPSRKMFCQ 

CDSCGMSFNTVSELVISKINYLGKKSDEFNACGKLLLNIKHDETHTQEKNEVLKNRNTLSHHEETLQHEK 

 

>gi|55660902|emb|CAH73314.1| zinc finger protein 25 [Homo sapiens] 

MNKFQGPVTLKDVIVEFTKEEWKLLTPAQRTLYKDVMLENYSHLVSVGYHVNKPNAVFKLKQGKEPWILE 

VEFPHRGFPEDLWSIHDLEARYQESQAGNSRNGELTKHQKTHTTEKACECKECGKFFCQKSALIVHQHTH 

SKGKSYDCDKCGKSFSKNEDLIRHQKIHTRDKTYECKECKKIFYHLSSLSRHLRTHAGEKPYECNQCEKS 

 

>gi|56203967|emb|CAI21906.1| PRP6 pre-mRNA processing factor 6 homolog (S. cerevisiae) [Homo 

sapiens] 

MNKKKKPFLGMPAPLGYVPGLGRGATGFTTRSDIGPARDANDPVDDRHAPPGKRTVGDQMKKNQAADDDD 

EDLNDTNYDEFNGYAGSLFSSGPYEKDDEEADAIYAALDKRMDERRKERREQREKEEIEKYRMERPKIQQ 

QFSDLKRKLAEVTEEEWLSIPEVGDARNKRQRNPRYEKLTPVPDSFFAKHLQTGENHTSVDPRQTQFGGL 

 

>gi|21262188|gb|AAM44457.1|AF273054_1 CTCL tumor antigen HD-CL-01 [Homo sapiens] 

MNKGEHALVLFEKCVQDKYLQQEHIIKKLIKENKKHQELFVDICSEKDNLREELKKRTETEKQHMNTIKQ 

LESRIEELNKEVKASRDKLIAQDVTAKNAVQQLHKEMAQRMEQANKKCEEARQEKEAMVMKYVRGEKESL 

DLRKEKETLEKKLRDANKELEKNTNKIKQLSQEKGRLHQLYETKEGETTRLIREIDKLKEDINSHVIKVK 

 

>gi|34979789|gb|AAQ83883.1| urotensin IIB precursor [Homo sapiens] 

MNKILSSTVCFGLLTLLSVLIFLQSVHGRPYLTQGNEIFPDKKYTNREELLLALLNKNFDFQRPFNTDLA 

LPNKLEELNQLEKLKEQLVEEKDSETSYAVDGLFSSHPSKRACFWKYCV 

 

>gi|37727959|gb|AAR02358.1| interleukin-1 receptor-associated kinase 4 [Homo sapiens] 

MNKPITPSTYVRCLNVGLIRKLSDFIDPQEGWKKLAVAIKKPSGDDRYNQFHIRRFEALLQTGKSPTSEL 

LFDWGTTNCTVGDLVDLLIQNEFFAPASLLLPDAVPKTANTLPSKEAITVQQKQMPFCDKDRTLMTPVQN 

LEQSYMPPDSSSPENKSLEVSDTRFHSFSFYELKNVTNNFDERPISVGGNKMGEGGFGVVYKGYVNNTTV 

 

>gi|32186842|gb|AAP73047.1| pyridoxal kinase [Homo sapiens] 

MNKYDYVLTGYTRDKSFLAMVVDIVQELKQQNPRLVYVCDPVLGDKWDGEGSMYVPEDLLPVYKEKVVPL 

ADIITPNQFEAELLSGRKIHSQEEALRVMDMLHSMGPDTVVITSSDLPSPQGSNYLIVLGSQRRRNPAGS 

VVMERIRMDIRKVDAVFVGTGDLFAAMLLAWTHKHPNNLKVACEKTVSTLHHVLQRTIQCAKAQAGEGVR 

 

>gi|14042807|dbj|BAB55401.1| basic leucine zipper and W2 domains 2 [Homo sapiens] 

MNKHQKPVLTGQRFKTRKRDEKEKFEPTVFRDTLVQGLNEAGDDLEAVAKFLDSTGSRLDYRRYADTLFD 

ILVAGSMLAPGGTRIDDGDKTKMTNHCVFSANEDHETIRNYAQVFNKLIRRYKYLEKAFEDEMKKLLLFL 

KAFSETEQTKLAMLSGILLGNGTLPATILTSLFTDSLVKEGNEAPVFSPVRQQKKNKVTDS 

 

>gi|10439180|dbj|BAB15455.1| GTPase, IMAP family member 6 [Homo sapiens] 

MNKFPRRIPQKSCPRILCWSCQEVSPEVADAICQAIVLSAPGPHAVLLVTQLGRFTDEDQQVVRRLQEVF 

GVGVLGHTILVFTRKEDLAGSSLEDYVRETNNQALAWLDVTLARRHCGFNNRAQGEEQEAQLRELMEKVE 

AIMWENEGDYYSNKAYQYTQQNFRLKELQERQVSQGQGSEDVPGEESWLEGLSQIQKESEEAHRCLLGKA 

 

>gi|71297488|gb|AAH47475.1| C5orf44 protein [Homo sapiens] 

MNKIYSYYSDSSSSERTMDLVLEMCNTNSIHWCGISGRQLGKLHPSSSLCLALTLLSSVQGLQSISGLRL 

TDTFLKRTYEYDDIAQVCVVSSAIKVES 

 

>gi|12804391|gb|AAH01596.1| BRCA1 associated protein-1 (ubiquitin carboxy-terminal hydrolase) 

[Homo sapiens] 

MNKGWLELESDPGLFTLLVEDFGVKGVQVEEIYDLQSKCQGPVYGFIFLFKWIEERRSRRKVSTLVDDTS 

VIDDDIVNNMFFAHQLIPNSCATHALLSVLLNCSSVDLGPTLSRMKDFTKGFSPESKGYAIGNAPELAKA 

HNSHARPEPRHLPEKQNGLSAVRTMEAFHFVSYVPITGRLFELDGLKVYPIDHGPWGEDEEWTDKARRVI 

 

>gi|49901612|gb|AAH74910.1| Zinc finger protein 645 [Homo sapiens] 

MNKMPAGEQECEYNKEGKYYSKGVKLVRKKKKIPGYRWGDIKINIIGEKDDLPIHFCDKCDLPIKIYGRI 

IPCKHAFCYHCANLYDKVGYKVCPRCRYPVLRIEAHKRGSVFMCSIVQQCKRTYLSQKSLQAHIKRRHKR 

ARKQVTSASLEKVRPHIAPPQTEISEIPKRLQDRDHLSYIPPEQHTMVSLPSVQHMLQEQHNQPHKDIQA 

 

 



>gi|12751083|gb|AAK07536.1|AF277176_1 PNAS-118 [Homo sapiens] 

MNKHGICVVDDFLGKETGQQIGDEVRALHDTGKFTDGSWSARRVTRPRTSEAIRSPGSRARSPAAKPLGC 

S 

 

>gi|6467204|dbj|BAA86989.1| gonadotropin inducible transcription repressor-3 [Homo sapiens] 

MNKSLGPVSFKDVAVDFTQEEWQQLDPEQKITYRDVMLENYSNLVSVGYHIIKPDVISKLEQGEEPWIVE 

GEFLLQSYPDEVWQTDDLIERIQEEENKPSRQTVFIETLIEERGNVPGKTFDVETNPVPSRKIAYKNSLC 

DSCEKCLTSVSEYISSDGSYARMKADECSGCGKSLLHIKLEKTHPGDQAYEFNQNGEPYTLNEESLYQKI 

 

>gi|76828045|gb|AAI07132.1| DKFZp779O175 protein [Homo sapiens] 

MNKEYGKSFSRGSLVTRHQRIHTGKKPYECKECGKAFSCSSYFSQHQRIHTGEKPYECKECGKAFKYCSN 

LNDHQRIHTGEKPYECKVCGKAFTKSSQLFLHLRIHTGEKPYECKECGKAFTQHSRLIQHQRMHTGEKPY 

ECKQCGKAFNSASTLTNHHRIHAGEKLYECEECRKAFIQSSELIQHQRIHTDEKPYECNECGKAFNKGSN 

 

>gi|4580924|gb|AAD24541.1|AF114165_1 endothelin receptor B delta 3 [Homo sapiens] 

MNKSTCLMAAETPSKRWRLHCLAFSQRFVRAGPACSSREACSSPRAGWNPAGFRLPGRWSPFVALHLVCQ 

IREALKLRRPPDASGAGSSMQPPPSLCGRALVALVLACGLSRIWGEERGFPPDRATPLLQTAEIMTPPTK 

TLWPKGSNASLARSLAPAEVPKGDRTAGSPPRTISPPPCQGPIEIKETFKYINTVVSCLVFVLGIIGNST 

 

>gi|7141072|gb|AAF37203.1|AF198254_1 mRNA-binding protein CRDBP [Homo sapiens] 

MNKLYIGNLNESVTPADLEKVFAEHKISYSGQFLVKSGYAFVDCPDEHWAMKAIETFSGKVELQGKRLEI 

EHSVPKKQRSRKIQIRNIPPQLRWEVLDSLLAQYGTVENCEQVNTESETAVVNVTYSNREQTRQAIMKLN 

GHQLENHALKVSYIPDEQIAQGPENGRRGGFGSRGQPRQGSPVAAGAPAKQQQVDIPLRLLVPTQYVGAI 

 

>gi|9896486|gb|AAG00606.2|AF292100_1 RP42 protein [Homo sapiens] 

MNKLKSSQKDKVRQFMIFTQSSEKTAVSCLSQNDWKLDVATDNFFQNPELYIRESVKGSLDRKKLEQLYN 

RYKDPQDENKIGIDGIQQFCDDLALDPASISVLIIAWKFRAATQCEFSKQEFMDGMTELGCDSIEQLKAQ 

IPKMEQELKEPGRFKDFYQFTFNFAKNPGQKGLDLEMAIAYWNLVLNGRFKFLDLWNKFLLEHHKRSIPK 

 

>gi|115527975|gb|AAI25117.1| STXBP4 protein [Homo sapiens] 

MNKNTSTVVSPSLLEKDPAFQMITIAKETGLGLKVLGGINRNEGPLVYIQEIIPGGDCYKDGRLKPGDQL 

VSVNKESMIGVSFEEAKSIITRAKLRLESAWEIAFIRQKSDNIQPENLSCTSLIEASGEYGPQASTLSLF 

SSPPEILIPKTSSTPKTNNDILSSCEIKTGYNKTVQIPITSENSTVGLSNTDVASAWTENYGLQEKISLN 

 

>gi|80478856|gb|AAI09033.1| MAP3K6 protein [Homo sapiens] 

MNKVLLPAKLEVRGTDPVSTVTLSLLEPETQDIPSSWTFPVASICGVSASKRDERCCFLYALPPAQDVQL 

CFPSVGHCQWFCGLIQAWVTNPDSTAPAEEAEGAGEMLEFDYEYTETGERLVLGKGTYGVVYAGRDRHTR 

VRIAIKEIPERDSRFSQPLHEEIALHRRLRHKNIVRYLGSASQGGYLKIFMEEVPGGSLSSLLRSVWGPL 

 

>gi|116283774|gb|AAH29887.1| MIST protein [Homo sapiens] 

MNKPLLDWERNFAAVLDGAKGHSDDDYDDPELRMEETWQSIKILPARPIKESEYADTHYFKVAMDTPLPL 

DTRTSISIGQPTWNTQTRLERVDKPISKDVRSQNIKGDASVRKNKIPLPPPRPLITLPKKYQPLPPEPES 

SRPPLSQRHTFPEVQRMPSQISLRDLSEP 

 

>gi|118341527|gb|AAI27709.1| Low density lipoprotein receptor class A domain containing 1 [Homo 

sapiens] 

MNKVFPQGENGYTAAESKAHPGGEAGGGHLCCSRRGACLSASLLLLLATVAALIALVTILGLPSCTPGAQ 

ACITLTNRTGFLCHDQRSCIPASGVCDGVRTCTHGEDEDESLCRDVPQSLPHFLVAHCGDPASWIYSDQK 

CDGTNNCGDCSDELSPVTVCPPCGPGWWRCPSTFFKYCDCIPRHLCRDHVQHCSDWSDEYACPGP 

 

>gi|15011984|gb|AAC16603.2| bystin [Homo sapiens] 

MNKNPPARRTLADIIMEKLTEKQTEVETVMSEVSGFPMPQLDPRVLEVYRGVREVLSKYRSGKLPKAFKI 

IPALSNWEQILYVTEPEAWTAAAMYQATRIFASNLKERMAQRFYNLVLLPRVRDDVGEYKRLNFHLYMAL 

KKALFKPGAWFKGILIPLCESGTCTLREAIIVGSIITKCSIPVLHSSAAMLKIAEMEYSGANSIFLRLLL 

 

>gi|11493552|gb|AAG35549.1|AF132207_7 PRO1933 [Homo sapiens] 

MNKHNLRLVQLASELILIEIIPKLFLSQVTTISHIKREKIPPNHRKGILCMFPWQCVVYVFSNFVWLVIH 

RFSNGFIQFLGEPYRLMTASGTHGRIKFMVDIPIIKNTQVLRIPVLKDPKMLSKKH 

 

>gi|71296834|gb|AAH40543.1| PTPRM protein [Homo sapiens] 

MNKLDPQTNSSQIKEEFRTLNMVTPTLRVEDCSIALLPRNHEKNRCMDILPPDRCLPFLITIDGESSNYI 

NAALMDSYKQPSAFIVTQHPLPNTVKDFWRLVLDYHCTSVVMLNDVDPAQLCPQYWPENGVHRHGPIQVE 

FVSADLEEDIISRIFRIYNAARPQDGYRMVQQFQFLGWPMYRDTPVSKRSFLKLIRQVDKWQEEYNGGEG 

 

>gi|32879957|gb|AAP88809.1| numb homolog (Drosophila)-like [Homo sapiens] 

MNKLRQSLRRRKPAYVPEASRPHQWQADEDAVRKGTCSFPVRYLGHVEVEESRGMHVCEDAVKKLKAMGR 

KSVKSVLWVSADGLRVVDDKTKDLLVDQTIEKVSFCAPDRNLDKAFSYICRDGTTRRWICHCFLALKDSG 

ERLSHAVGCAFAACLERKQRREKECGVTAAFDASRTSFAREGSFRLSGGGRPAEREAPDKKKAEAAAAPT 

 

 

 



>gi|31418053|gb|AAH12584.1| CCT8 protein [Homo sapiens] 

MNKMVINHLEKLFVTNDAATILRELEVQHPAAKMIVMASHMQEQEVGDGTNFVLVFAGALLELAEELLRI 

GLSVSEVIEGYEIACRKAHEILPNLVCCSAKNLRDIDEVSSLLRTSIMSKQYGNEVFLAKLIAQACVSIF 

PDSGHFNVDNIRVCKILGSGISSSSVLHGMVFKKETEGDVTSVKDAKIAVYSCPFDGMITETKGTVLIKT 

 

 

>gi|57336877|emb|CAH61082.1| CLLU1OS protein [Homo sapiens] 

MNKLGHNELKECLKTATDSLQTVQPSISQTCTSYGPALGAPLPGRNEVALLTSLPPNYEISEGKPRAISA 

YVRAGKGNVTRRRKKTHLGNDDGKKEAQEKM 

 

>gi|7019824|dbj|BAA90885.1| RNA-binding region (RNP1, RRM) containing 3 [Homo sapiens] 

MNKLMELANLQPKRPKTIKQRHVRKKRKIKDMLNTPLCPSHSSLHPVLLPSDVFDQPQPVGNKRIEFHIS 

TDMPAAFKKDLEKEQNCEEKNHDLPATEVDASNIGFGKIFPKPNLDITEEIKEDSDEMPSECISRKEKKK 

 

>gi|34526680|dbj|BAC85263.1| CCR4-NOT transcription complex, subunit 2 [Homo sapiens] 

MNKNTFNLFYIYLLSAYCVIGNINFWALYHISIFPIHLPYMGTLLPPCCTPPSKCAHAHAHTFVYESGQL 

QVEVLRASASLPVPQLYLSGHLQEALSLSPFVCNRSFKHSRYNLHLSIMKRQVIS 

 

MNR 

 

>gi|34365487|emb|CAE46067.1| C9orf61 protein [Homo sapiens] 

MNRRMVGPDVIPLPHIYGARIKGVEVFCPLDPPPPYEAVVSQMDQEQGSSFQMSEGSEAAVIPLDLGCTQ 

VTQDGDIPNIPAEENASTSTPSSTLVRPIRSRRALPPLRTRSKSDPVLHPSEERGDVIPQALRRAVCLFA 

 

>gi|49456571|emb|CAG46606.1| PDGFB [Homo sapiens] 

MNRCWALFLSLCCYLRLVSAEGDPIPEELYEMLSDHSIRSFDDLQRLLHGDPGEEDGAELDLNMTRSHSG 

GELESLARGRRSLGSLTIAEPAMIAECKTRTEVFEISRRLIDRTNANFLVWPPCVEVQRCSGCCNNRNVQ 

CRPTQVQLRPVQVRKIEIVRKKPIFKKATVTLEDHLACKCETVAAARPVTRSPGGSQEQRAKTPQTRVTI 

 

>gi|47496633|emb|CAG29339.1| GLRA2 [Homo sapiens] 

MNRQLVNILTALFAFFLETNHFRTAFCKDHDSRSGKQPSQTLSPSDFLDKLMGRTSGYDARIRPNFKGPP 

VNVTCNIFINSFGSIAETTMDYRVNIFLRQQWNDSRLAYSEYPDDSLDLDPSMLDSIWKPDLFFANEKGA 

NFHDVTTDNKLLRISKNGKVLYSIRLTLTLSCPMDLKNFPMDVQTCTMQLESFGYTMNDLIFEWLSDGPV 

 

>gi|48145653|emb|CAG33049.1| PECI [Homo sapiens] 

MNRTAMRASQKDFENSINQVKLLKKDPGNEVKLKLYALYKQATEGPCNMPKPGVFDLINKAKWDAWNALG 

SLPKEAARQNYVDLVSSLSPSLESSSQVEPGTDRKSTGFETLVVTSEDGITKIMFNRPKKKNAINTEMYH 

EIMRALKAASKDDSIITVLTGNGDYYSSGNDLTNFTDIPPGGVEEKAKNNAVLLREFVGCFIDFPKPLIA 

 

>gi|48146705|emb|CAG33575.1| C14orf133 [Homo sapiens] 

MNRTKGDEEEYWNSSKFKAFTFDDEDDELSQLKESKRAVNSLRDFVDDDDDDDLERVSWSGEPVGSISWS 

IRETAGNSGSTHEGREQLKSRNSFSSYAQLPKPTSTYSLSSFFRGRTRPGSFQSLSDALSDTPAKSYAPE 

LGRPKGEYRDYSNDWSPSDTVRRLRKGKVCSLERFRSLQDKLQLLEEAVSMHDGNVITAVLIFLKRTLSK 

 

>gi|49065430|emb|CAG38533.1| DKFZp761B1514 [Homo sapiens] 

MNRFGTRLVGATATSSPPPKARSNENLDKIDMSLDDIIKLNRKEGKKQNFPRLNRRLLQQSGAQQFRMRV 

RWGIQQNSGFGKTSLNHRGRVMPGKRRPNGVITGLAARKTTGIRKGISPMNRPPLSDKNIEQYFPVLKRK 

ANLLRQNEGQRKPVAVLKRPSQLSRKNNIPANFTRSGNKLNHQKDTRQATFLFRRGLKVQAQLNTEQLLD 

 

>gi|30172452|gb|AAO17041.1| E2F-associated phosphoprotein [Homo sapiens] 

MNRLPDDYDPYAVEEPSDEEPALSSSEDEVDVLLHGTPDQKRKLIRECLTGESESSSEDEFEKEMEAELN 

STMKTMEDKLSSLGTGSSSGNGKVATAPTRYYDDIYFDSDSEDEDRAVQVTKKKKKKQHKIPTNDELLYD 

PEKDNRDQAWVDAQRRGYHGLGPQRSRQQQPVPNSDAGLELSCLHDHTLALIAKGMNHTKTQYRAMFVMN 

 

>gi|8249458|emb|CAB93146.1| NF-KB Essential Modulator [Homo sapiens] 

MNRHLWKSQLCEMVQPSGGPAADQDVLGEESPLGKPAMLHLPSEQGAPETLQRCLEENQELRDAIRQSNQ 

ILRERCEELLHFQASQREEKEFLMCKFQEARKLVERLGLEKLDLKRQKEQALREVEHLKRCQQQMAEDKA 

SVKAQVTSLLGELQESQSRLEAATKECQALEGRARAASEQARQLESEREALQQQHSVQVDQLRMQGQSVE 

 

>gi|3947700|emb|CAA60883.1| CD4 [Homo sapiens] 

MNRGVPFRHLLLVLQLALLPAATQGKKVVLGKKGDTVELTCTASQKKSIQFHWKNSNQIKILGNQGSFLT 

K 

 

>gi|31074629|emb|CAD91891.1| keratin 2p [Homo sapiens] 

MNRQVCKKSFSGRSQGFSGRSAVVSGSSRMSCVARSGGAGGGACGFRSGAGSFGSRSLYNLGSNKSISIS 

VAAGSSRAGGFGGGRSSCGFAGGYGGGFGGSYGGGFGGGRGVGSGFGGAGGFGGAGGFGGPGVFGGPGSF 

GGPGGFGPGGFPGGIQEVIVNQSLLQPLNVEIDPQIGQVKAQEREQIKTLNNKFASFIDKVRFLEQQNKV 

 

 

 

 



>gi|12052963|emb|CAB66656.1| Kv channel interacting protein 2 [Homo sapiens] 

MNRCPRRCRSPLGQAARSLYQLVTGSLSPDSVDDEFESSTVCHRPEGLEQLQEQTKFTRKELQVLYRGFK 

NECPSGIVNEENFKQIYSQFFPQGDSSTYATFLFNAFDTNHDGSVSFEDFVAGLSVILRGTVDDRLNWAF 

NLYDLNKDGCITKEEMLDIMKSIYDMMGKYTYPALREEAPREHVESFFQKMDRNKDGVVTNEEFIESCQK 

 

>gi|57997498|emb|CAI46079.1| hypothetical protein [Homo sapiens] 

MNRKWEAKLKQIEERASHYERKPLSSVYRPRLSKPEEPPSIWRLFHRQAQAFNFVKSCKEDVHVFALECK 

VGDGQRIYLVTTYAEFWFYYKSRKNLLHCYEVIPENAVCKLYFDLEFNKPANPGADGKKMVALLIEYVCK 

ALQELYGVNCSAEDVLNLDSSTDEKFSRHLIFQLHDVAFKDNIHVGNFLRKILQPALDLLGSEDDDSAPE 

>gi|55957435|emb|CAI12404.1| chromosome 9 open reading frame 29 [Homo sapiens] 

MNRNILEEMLQYLLIDWIVGDQFEIQLNQQLWSLIPNNDVRRLVSHVIRTLKTDCTETHLQLACAKLISR 

TGLLMKLLSEQQELRTVSMTAWKPRMNRKSRSRMSIPSGPDMEETTDVS 

 

>gi|56202659|emb|CAI20261.1| RP1-132F22.1 [Homo sapiens] 

MNRYTTIRQLGDGTYGSVLLGRSIESGELIAIKKMKRKFYSWEECMNLREVKSLKKLNHANVVKLKEVIR 

ENDHLYFIFEYMKENLYQLIKERNKLFPESAIRNIMYQILQGLAFIHKHGFFHRDLKPENLLCMGPELVK 

IADFGLAREIRSKPPYTDYVSTRWYRAPEVLLRSTNYSSPIDVWAVGCIMAEVYTLRPLFPGASEIDTIF 

 

>gi|14787753|emb|CAB44747.3| par-6 partitioning defective 6 homolog beta (C. elegans) [Homo 

sapiens] 

MNRSHRHGAGSGCLGTMEVKSKFGAEFRRFSLERSKPGKFEEFYGLLQHVHKIPNVDVLVGYADIHGDLL 

PINNDDNYHKAVSTANPLLRIFIQKKEEADYSAFGTDTLIKKKNVLTNVLRPDNHRKKPHIVISMPQDFR 

PVSSIIDVDILPETHRRVRLYKYGTEKPLGFYIRDGSSVRVTPHGLEKVPGIFISRLVPGGLAQSTGLLA 

 

>gi|55663294|emb|CAH70841.1| regulator of G-protein signalling 3 [Homo sapiens] 

MNRFNGLCKVCSERRYRQITIPRGKDGFGFTICCDSPVRVQAVDSGGPAERAGLQQLDTVLQLNERPVEH 

WKCVELAHEIRSCPSEIILLVWRMVPQVKPGPDGGVLRRASCKSTHDLQSPPNKREKNCTHGVQARPEQR 

HSCHLVCDSSDGLLLGGWERYTEVAKRGGQHTLPALSRATAPTDPNYIILAPLNPGSQLLRPVYQEDTIP 

 

>gi|14714723|gb|AAH10504.1| DDHD2 protein [Homo sapiens] 

MNRIYTLFLQRNPDFKGGVSIAGHSLGSLILFDILTNQKDSLGDIDSEKDSLNIVMDQGDTPTLEEDLKK 

LQLSEFFDIFEKEKVDKEALALCTDRDLQEIGIPLGPRKKILNYFSTRKNSMGIKRPAPQPASGANIPKE 

SEFCSSSNTRNGDYLDVGIGQVSVKYPRLIYKPEIFFAFGSPIGMFLTVRGLKRIDPNYRFPTCKGFFNI 

 

>gi|31565773|gb|AAH53664.1| ZFYVE28 protein [Homo sapiens] 

MNRFRKWLYKPKRSDPQLLARFYYADEELNQVAAELDSLDGRKDPQRCTLLVSQFRSCQDNVLNIINQIM 

DECIPQDRAPRDFCVKFPEEIRHDNLAGQLWFGAECLAAGSIIMNRELESMAMRPLAKELTRSLEDVRGA 

LRDQALRDLNTYTEKMREALRHFDVLFAEFELSYVSAMVPVKSPREYYVQQEVIVLFCETVERALDFGYL 

 

>gi|15213263|gb|AAK85701.1| RAS guanyl releasing protein 4 [Homo sapiens] 

MNRKDSKRKSHQECTGKTGGRGRPRQVRRHKTCPSPREISKVMASMNLGLLSEGGCSEDELLEKCIQSFD 

SAGSLCHEDHMLNMVLAMHSWVLPSADLAARLLTSYQKATGDTQELRRLLICHLVRYWLMRHPEVMHQDP 

QLEEVIGRFWATVAREGNSAQRRLGDSSDLLSPGGPGPPLPMSSPGLGKKRKVSLLFDHLETGELAQHLT 

 

>gi|23268497|gb|AAN16405.1| male germ cell-associated kinase [Homo sapiens] 

MNRYTTMRQLGDGTYGSVLMGKSNESGELVAIKRMKRKFYSWDECMNLREVKSLKKLNHANVIKLKEVIR 

ENDHLYFIFEYMKENLYQLMKDRNKLFPESVIRNIMYQILQGLAFIHKHGFFHRDMKPENLLCMGPELVK 

IADFGLARELRSQPPYTDYVSTRWYRAPEVLLRSSVYSSPIDVWAVGSIMAELYMLRPLFPGTSEVDEIF 

 

>gi|14042483|dbj|BAB55265.1| unnamed protein product [Homo sapiens] 

MNRKCFEEDFRIHVTDKKWTELDTNQHRTHAMRLLDGLEVTAREKRLKVARAILYVAQGTFGECSSEAEV 

QSWMRYNIFLLLEVGTFNALVELLNMEIDNSAACSSAVRKPAISLADSTDLRVLLNIMYLIVETVHQECE 

GDKAEWRTMRQTFRAELGSPLYNNEPFAIMLFGMVTKFCSGHAPHFPMKKVLLLLWKTVLCTLGGFEELQ 

 

>gi|14042655|dbj|BAB55339.1| GDP-fucose transporter 1 isoform a [Homo sapiens] 

MNRAPLKRSRILHMALTGASDPSAEAEANGEKPFLLRALQIALVVSLYWVTSISMVFLNKYLLDSPSLRL 

DTPIFVTFYQCLVTTLLCKGLSALAACCPGAVDFPSLRLDLRVARSVLPLSVVFIGMITFNNLCLKYVGV 

AFYNVGRSLTTVFNVLLSYLLLKQTTSFYALLTCGIIIGGFWLGVDQEGAEGTLSWLGTVFGVLASLCVS 

 

>gi|10438267|dbj|BAB15211.1| unnamed protein product [Homo sapiens] 

MNRFRVSKFRHTEARPPRRESWISDIRAGTAPSCRNHIKSSCSLIAFNSDRPGVLGIVPLQGQGEDKRRV 

AHLGCHSDLVTDLDFSPFDDFLLATGSADRTVKLWRLPGPGQALPSAPGVVLGPEDLPVEVLQFHPTSDG 

ILVSAAGTTVKVWDAAKQQPLTELAAHGDLVQSAVWSRDGALVGTACKDKQLRIFDPRTKPRASQSTQAH 

 

>gi|109658572|gb|AAI17345.1| Hypothetical protein FLJ25444 [Homo sapiens] 

MNRSSNVPRKGILKSGTRSLQKVCRVHFANARNARSLLSMLKDISAQIIQRAWLSHTNKMIFRLLKHAIC 

AAEFYVTHEILKKVAPLEAKLIKDPTMQCKIRFRFRGETFPPFIVFKIFLHTDGHGYKYFSGKNVLMPSS 

KAVDDACKLMGERKFHRIIMEDERIFPKSKVTDIMDVVTMQDYVQYRSFFDEAPAFSGGRNNSWRKLNLE 

 

 

 



>gi|71482952|gb|AAZ32415.1| receptor for advanced glycation end-products [Homo sapiens] 

MNRNGKETKSNYRVRVYQIPGKPEIVDSASELTAGVPNKVGTCVSEGSYPAGTLSWHLDGKPLVPNEKGV 

SVKEQTRRHPETGLFTLQSELMVTPARGGDPRPTFSCSFSPGLPRHRALRTAPIQPRVWEPVPLEEVQLV 

VEPEGGAVAPGGTVTLTCEVPAQPSPQIHWMKDGVPLPLPPSPVLILPEIGPQDQGTYSCVATHSSHGPQ 

 

>gi|13937759|gb|AAH06974.1| Chromatin modifying protein 5 [Homo sapiens] 

MNRLFGKAKPKAPPPSLTDCIGTVDSRAESIDKKISRLDAELVKYKDQIKKMREGPAKNMVKQKALRVLK 

QKRMYEQQRDNLAQQSFNMEQANYTIQSLKDTKTTVDAMKLGVKEMKKAYKQVKIDQIEDLQDQLEDMME 

DANEIQEALSRSYGTPELDEDDLEAELDALGDELLADEDSSYLDEAASAPAIPEGVPTDTKNKDGVLVDE 

 

 

>gi|12804487|gb|AAH01652.1| PWP1 homolog (S. cerevisiae) [Homo sapiens] 

MNRSRQVTCVAWVRCGVAKETPDKVELSKEEVKRLIAEAKEKLQEEGGGSDEEETGSPSEDGMQSARTQA 

RPREPLEDGDPEDDRTLDDDELAEYDLDKYDEEGDPDAETLGESLLGLTVYGSNDQDPYVTLKDTEQYER 

EDFLIKPSDNLIVCGRAEQDQCNLDVHVYNQEEDSFYVHHDILLSAYPLSVEWLNFDPSPDDSTGNYIAV 

 

>gi|16041765|gb|AAH15763.1| EPS8-like 1 [Homo sapiens] 

MNRTWPRRIWGSSQDEAELIREDIQGALHNYRSGRGERRAAALRATQEELQRDRSPAAETPPLQRRPSVR 

AVISTVERGAGRGRPQAKPIPEAEEAQRPEPVGTSSNADSASPDLGPRGPDLAVLQAEREVDILNHVFDD 

VESFVSRLQKSAEAARVLEHRERGRRSRRRAAGEGLLTLRAKPPSEAEYTDVLQKIKYAFSLLARLRGNI 

 

>gi|54611161|gb|AAH27965.1| G protein-coupled receptor 109A [Homo sapiens] 

MNRHHLQDHFLEIDKKNCCVFRDDFIVKVLPPVLGLEFIFGLLGNGLALWIFCFHLKSWKSSRIFLFNLA 

VADFLLIICLPFLMDNYVRRWDWKFGDIPCRLMLFMLAMNRQGSIIFLTVVAVDRYFRVVHPHHALNKIS 

NRTAAIISCLLWGITIGLTVHLLKKKMPIQNGGANLCSSFSICHTFQWHEAMFLLEFFLPLGIILFCSAR 

 

>gi|16877754|gb|AAH17114.1| Oligonucleotide/oligosaccharide-binding fold containing 2A [Homo 

sapiens] 

MNRVNDPLIFIRDIKPGLKNLNVVFIVLEIGRVTKTKDGHEVRSCKVADKTGSITISVWDEIGGLIQPGD 

IIRLTRGYASMWKGCLTLYTGRGGELQKIGEFCMVYSEVPNFSEPNPDYRGQQNKGAQSEQKNNSMNSNM 

GTGTFGPVGNGVHTGPESREHQFSHAGRSNGRGLINPQLQGTASNQTVMTTISNGRDPRRAFKR 

 

>gi|19343919|gb|AAH25676.1| EF-hand calcium binding domain 1 [Homo sapiens] 

MNRKKLQKLTDTLTKNCKHFNKFEVNCLIKLFYDLVGGVERQGLVVGLDRNAFRNILHVTFGMTDDMIMD 

RVFRGFDKDNDGCVNVLEWIHGLSLFLRGSLEEKMKYCFEVFDLNGDGFISKEEMFHMLKNSLLKQPSEE 

DPDEGIKDLVEITLKKMDHDHDGKLSFADYELAVREETLLLEAFGPCLPDPKSQMEFEAQVFKDPNEFND 

 

>gi|27503783|gb|AAH42196.1| Mitochondrial translational release factor 1 [Homo sapiens] 

MNRHLCVWLFRHPSLNGYLQCHIQLHSHQFRQIHLDTRLQVFRQNRNCILHLLSKNWSRRYCHQDTKMLW 

KHKALQKYMENLSKEYQTLEQCLQHIPVNEENRRSLNRRHAELAPLAAIYQEIQETEQAIEELESMCKSL 

NKQDEKQLQELALEERQTIDQKINMLYNELFQSLVPKEKYDKNDVILEVTAGRTTGGDICQQFTREIFDM 

 

>gi|14250690|gb|AAH08811.1| Wingless-type MMTV integration site family, member 7A [Homo sapiens] 

MNRKARRCLGHLFLSLGMVYLRIGGFSSVVALGASIICNKIPGLAPRQRAICQSRPDAIIVIGEGSQMGL 

DECQFQFRNGRWNCSALGERTVFGKELKVGSREAAFTYAIIAAGVAHAITAACTQGNLSDCGCDKEKQGQ 

YHRDEGWKWGGCSADIRYGIGFAKVFVDAREIKQNARTLMNLHNNEAGRKILEENMKLECKCHGVSGSCT 

 

>gi|15779024|gb|AAH14588.1| Acrosomal vesicle protein 1 [Homo sapiens] 

MNRFLLLMSLYLLGSARGTSSQPNELSGSIDHQTSVQQLPGEFFSLENPSDAEALYETSSGLNTLSEHGS 

SEHGSSKHTVAEHTSGEHAESEHASGEPAATEHAEGEHTVGEQPSGEQPSGEHLSGEQPLSELESGEQPS 

DEQPSGEHGSGEQPSGEQASGEQPSGEHASGEQASGAPISSTSTGTILNCYTCAYMNDQGKCLRGEGTCI 

 

>gi|1888354|dbj|BAA09436.1| placental leucine aminopeptidase [Homo sapiens] 

MNRSSGLRNSATGYRQSPDGACSVPSARTMVVCAFVIVVAVSVIMVIYLLPRCTFTKEGCHKKNQSIGLI 

QPFATNGKLFPWAQIRLPTAVVPLRYELSLHPNLTSMTFRGSVTISVQALQVTWNIILHSTGHNISRVTF 

MSAVSSQEKQAEILEYAYHGQIAIVAPEALLAGHNYTLKIEYSANISSSYYGFYGFSYTDESNEKKYFAA 

 

>gi|219400|dbj|BAA39694.1| 2',3'-cyclic-nucleotide 3'-phosphodiesterase (CNPII) [Homo sapiens] 

MNRGFSRKSHTFLPKIFFRKMSSSGAKDKPELQFPFLQDEDTVATLLECKTLFILRGLPGSGKSTLARVI 

VDKYRDGTKMVSADAYKITPGARGAFSEEYKRLDEDLAAYCRRRDIRILVLDDTNHERERLEQLFEMADQ 

YQYQVVLVEPKTAWRLDCAQLKEKNQWQLSADDLKKLKPGLEKDFLPLYFGWFLTKKSSETLRKAGQVFL 

 

>gi|5509901|dbj|BAA82509.1| WNT7a [Homo sapiens] 

MNRKARRCLGHLFFSLGMVYLRIGGFSSVVALGASIICNKIPGLAPRQRAICQSRPDAIIVIGEGSQMGL 

DECQFQFRNGRWNCSALGERTVFGKELKVGSREAAFTYAIIAAGVAHAITAACTQGNLSDCGCDKEKQGQ 

YHRDEGWKWGGCSADIRYGIGFAKVFVDAREIKQNARTLMNLHNNEAGRKILEENMKLECKCHGVSGSCT 

 

>gi|9581841|dbj|BAB03458.1| beta-catenin-interacting protein ICAT [Homo sapiens] 

MNREGAPGKSPEEMYIQQKVRVLLMLRKMGSNLTASEEEFLRTYAGVVNSQLSQLPPHSIDQGAEDVVMA 

FSRSETEDRRQ 

 



>gi|13537119|dbj|BAB40757.1| PAR-6 gamma [Homo sapiens] 

MNRSFHKSQTLRFYDCSAVEVKSKFGAEFRRFSLDRHKPGKFEDFYKLVVHTHHISNSDVTIGYADVHGD 

LLPINNDDNFCKAVSSANPLLRVFIQKREEAERGSLGAGSLCRRRRALGALRDEGPRRRAHLDIGLPRDF 

RPVSSIIDVDLVPETHRRVRLHRHGCEKPLGFYIRDGASVRVTPHGLEKVPGIFISRMVPGGLAESTGLL 

 

>gi|30984140|dbj|BAC76765.1| MIST [Homo sapiens] 

MNRQGNRKTTKEGSNDLKFQNFSLPKNRSWPRINSATGQYQRMNKPLLDWERNFAAVLDGAKGHSDDDYD 

DPELRMEETWQSIKILPARPIKESEYADTHYFKVAMDTPLPLDTRTSISIGQPTWNTQTRLERVDKPISR 

DVRSQNIKGDASVRKNKIPLPPPRPLITLPKKYQPLPPEPESSRPPLSQRHTFPEVQGMPSQISLRDLSE 

 

 

>gi|148744384|gb|AAI42704.1| GALNT5 protein [Homo sapiens] 

MNRIRKFFRGSGRVLAFIFVASVIWLLFDMAALRLSFSEINTRVIKEDIVRRERIGFRVQPDQGKIFYSS 

IKEMKPLLRGHGKGAWGKENVRKTEESVLKVEVDLDQTQRERKMQNALGRGKVVPLWHPAHLQTLPVTPN 

KQKTDGRGTKPEASSHQGTPKQTTAQGAPKTSFIAAKGTQVVKISVHMGRVSLKQEPRKSHSPSSDTSKL 

 

>gi|24660208|gb|AAH39268.1| Chromosome 11 open reading frame 82 [Homo sapiens] 

MNRRRKFLLASVLALQNSSFIYPSCQKCFSRIILVSKRSNCPKCGSTGESGNANYRYKLSLKVAESNKLF 

VITVFGSCLDTFFGLTATGLHRYIQDPNKIPETLDNDTTQNLLTKAVETCFVGQSFIFGVTNFENQPGQG 

SDASNFLQQCSDHKRKAKALVACQIVLPDPGIAGFTVIDYFHQLLQTFNFRKLQCDSQAPNNHLLALDHS 

 

>gi|2105100|gb|AAC51319.1| Wnt7a protein [Homo sapiens] 

MNRKALRCLGHLFLSLGMVCLRIGGFSSVVALGATIICNKIPGLAPRQRAICQSRPDAIIVIGEGSQMGL 

DECQFQFRNGRWNCSALGERTVFGKELKVGSRDGAFTYAIIAAGVAHAITAACTHGNLSDCGCDKEKQGQ 

YHRDEGWKWGGCSADIRYGIGFAKVFVDAREIKQNARTLMNLHNNEAGRKILEENMKLECKCHGVSGSCT 

 

>gi|2827282|gb|AAC68502.1| TATA binding protein associated factor [Homo sapiens] 

MNRKKGDKGFESPRPYKLTHQVVCINNINFQRKSVVGFVELTIFPTVANLNRIKLNSKQCRIYRVRINDL 

EAAFIYNDPTLEVCHSESKQRNLNYFSNAYAAAVSAVDPDAGNGELCIKVPSELWKHVDELKVLKIHINF 

SLDQPKGGLHFVVPSVEGSMAERGAHVFSCGYQNSTRFWFPCVDSYSELCTWKLEFTVDAAMVAVSNGDL 

 

>gi|4588015|gb|AAD25953.1|AF087651_1 patched 2 [Homo sapiens] 

MNRSPPLRELPPSYTPPARTAAPQILAGSLKAPLWLRAYFQGLLFSLGCGIQRHCGKVLFLGLLAFGALA 

LGLRMAIIETNLEQLWVEVGSRVSQELHYTKEKLGEEAAYTSQMLIQTALQEGENILTPEALGLHLQAAL 

TASKVQVSLYGKSWDLNKICYKSGVPLIENGMIERMIEKLFPCVILTPLDCFWEGAKLQGGSAYLPGRPD 

 

>gi|1777757|gb|AAB40598.1| protein tyrosine phosphatase PTPCAAX2 [Homo sapiens] 

MNRPAPVEISYENMRFLITHNPTNATLNKFTEELKKYGVTTLVRVCDATYDKAPVEKEGIHVLDWPFDDG 

APPPNQIVDDWLNLLKTKFREEPGCCVAVHCVAGLGRAPVLVALALIECGMKYEDAVQFIRQKRRGAFNS 

KQLLYLEKYRPKMRLRFRDTNGHCCVQ 

 

>gi|6409468|gb|AAF08006.1|AF200715_1 PTB domain adaptor protein CED-6 [Homo sapiens] 

MNRAFSRKKDKTWMHTPEALSKHFIPYNAKFLGSTEVEQPKGTEVVRDAVRKLKFARHIKKSEGQKIPKV 

ELQISIYGVKILEPKTKEVQHNCQLHRISFCADDKTDKRIFTFICKDSESNKHLCYVFDSEKCAEEITLT 

IGQAFDLAYRKFLESGGKDVETRKQIAGLQKRIQDLETENMELKNKVQDLENQLRITQVSAPPAGSMTPK 

 

>gi|6601438|gb|AAF18981.1|AF197927_1 AF5q31 protein [Homo sapiens] 

MNREDRNVLRMKERERRNQEIQQGEDAFPPSSPLFAEPYKVTSKEDKLSSRIQSMLGNYDEMKDFIGDRS 

IPKLVAIPKPTVPPSADEKSNPNFFEQRHGGSHQSSKWTPVGPAPSTSQSQKRSSGLQSGHSSQRTSAGS 

SSGTNSSGQRHDRESYNNSGSSSRKKGQHGSEHSKSRSSSPGKPQAVSSLNSSHSRSHGNDHHSKEHQRS 

 

>gi|112180563|gb|AAH36760.1| Chromosome 17 open reading frame 58 [Homo sapiens] 

MNRLYLTPDGFFFRVHMLALDSSSCNKPCPEFKPGSRYIVMGHIYHKRRQLPTALLQVLRGRLRPGDGLL 

RSSSSYVKRFNRKREGQIQGAVHTQCI 

 

>gi|115292649|gb|ABI93268.1| WDR13 [Homo sapiens] 

MNRAVYEDRPPGSVVPTSAAEASRAMAGDTSLSENYAFAGMYHVFDQHVDEAVPRVRFANDDRHRLACCS 

LDGSISLCQLVPAPPTVLRVLRGHTRGVSDFAWSLSNDILVSTSLDATMRIWASEDGRCIREIPDPDSAE 

LLCCTFQPVNNNLTVVGNAKHNVHVMNISTXKKXKGGSSKLTGXVLALSFBAPGRLXWAGBDRGSVFSFL 

 

>gi|71297000|gb|AAH37925.1| DHX32 protein [Homo sapiens] 

MNRPAPESLMQALEDLDYLAALDNDGNLSEFGIIMSEFPLDPQLSKSILASCGFDCVDEVLTIAAMVTAP 

NCFSHVPHGAEEAALTCWKTFLHPEGDHFTLISIYKAYQDTTLNSSSEYCVEKWCRDYFLNCSALRMADV 

IRAGLLEIIKRIELPYAEPAFGSKENTLNIKKALLSGYFMQIARDVDGSGNYLMLTHKQVAQLHPLSGYS 

 

>gi|71052177|gb|AAH92497.1| LOC283951 protein [Homo sapiens] 

MNRVLCAPAAGAVRALRLIGWASRSLHPLPGSRDRAHPAAEEEDDPDRPIEFSSSKANPHRWSVGHTMGK 

GHQRPWWKVLPLSCFLVALIIWCYLREESEADQWLRQVWGEVPEPSDRSEEPETPAAYRART 

 

 

 



>gi|55959802|emb|CAI15869.1| family with sequence similarity 21, member A [Homo sapiens] 

MNRTTPDQELAPASEPVWERPWSVEEIRRSSQSWSLAADAGLLQFLQEFSQQTISRTHEIKKQVDGLIRE 

TKATDCRLHNVFNDFLMLSNTQFIENRVYDEEGSVGSDRGSIVDTEEEKEEEESDEDFAHHSDNEQNRHT 

TQMSDEEEDDDGCDLFADSEKEEEDIEDIEENTRPKRSRPTSFADELAARIKGDAVGRVDEEPTTLPSGE 

 

>gi|55665694|emb|CAH70724.1| PHD finger protein 8 [Homo sapiens] 

MNRSRAIVQRGRVLPPPAPLDTTNLAGRRTLQGRAKMASVPVYCLCRLPYDVTRFMIECDMCQDWFHGSC 

VGVEEEKAADIDLYHCPNCEVLHGPSIMKKRRGSSKGHDTHKGKPVKTGSPTFVRELRSRTFDSSDEVIL 

KPTGNQLTVEFLEENSFSVPILVLKKDGLGMTLPSPSFTVRDVEHYVGSDKEIDVIDVTRQADCKMKLGD 

 

 

 

 

>gi|21595401|gb|AAH32370.1| NNT protein [Homo sapiens] 

MNRSLANVILGGYGTTSTAGGKPMEISGTHTEINLDNAIDMIREANSIIITPGYGLCAAKAQYPIADLVK 

MLTEQGKKVRFGIHPVAGRMPGQLNVLLAEAGVPYDIVLEMDEINHDFPDTDLVLVIGANDTVNSAAQED 

PNSIIAGMPVLEVWKSKQVIVMKRSLGVGYAAVDNPIFYKPNTAMLLGDAKKTCDALQAKVRESYQK 

 

>gi|16878182|gb|AAH17296.1| SESN3 protein [Homo sapiens] 

MNRGGGSPSAAANYLLCTNCRKVLRKDKRIRVSQPLTRGPSAFIPEKEVVQANTVDERTNFLVEEYSTSG 

RLDNITQVMSLHTQYLESFLRSQFYMLRMDGPLPLPYRHYIAIMAAARHQCSYLINMHVDEFLKTGGIAE 

WLNGLEYVPQRLKNLNEINKLLAHRPWLITKEHIQKLVKTGENNWSLPELVHAVVLLAHYHALASFVFGS 

 

MPRR 

 

>gi|49457454|emb|CAG47026.1| H2AFB [Homo sapiens] 

MPRRRRRRGSSGAGGRGRTCSRTVRAELSFSVSQVERSLREGHYAQRLSRTAPVYLAAVIEYLTAKVPEL 

AGNEAQNSGERNITPLLLDMVVHNDRLLSTLFNTTTISQVAPGED 

 

>gi|30349719|gb|AAP22172.1| BCL-3 binding protein [Homo sapiens] 

MPRRRKNLGGNPFRKTANPKEVVVSSVASREEPTTTLPSMGETKVDQEELFTSISEIFSDLDPDVVYLML 

SECDFKVENAMDCLLELSATDTKIEESSSQSFVASENQVGAAESKIMEKRPEEESEDSKMDSFLDMQLTE 

DLDSLIQNAFEKLNSSPDDQVYSFLPSQDVNSFNDSSEFINPDSSNMTPIFSTQNMNLNGENLENSGSTL 

 

>gi|30582151|gb|AAP35302.1| carbonic anhydrase XII [Homo sapiens] 

MPRRSLHAAAVLLLVILKEQPSSPAPVNGSKWTYFGPDGENSWSKKYPSCGGLLQSPIDLHSDILQYDAS 

LTPLEFQGYNLSANKQFLLTNNGHSVKLNLPSDMHIQGLQSRYSATQLHLHWGNPNDPHGSEHTVSGQHF 

AAELHIVHYNSDLYPDASTASNKSEGLAVLAVLIEMGSFNPSYDKIFSHLQHVKYKGQEAFVPGFNIEEL 

 

>gi|31873254|emb|CAD97618.1| ubiquitin interaction motif containing 1 [Homo sapiens] 

MPRRKKKVKEVSESRNLEKKDVETTSSVSVKRKRRLEDAFIVISDSDGEEPKEENGLQKTKTKQSNRAKC 

LAKRKIAQMTEEEQFALALKMSEQEAREVNSQEEEEEELLRKAIAESLNSCRPSDASATRSRPLATGPSS 

QSHQEKTTDSGLTEGIWQLVPPSLFKGSHISQGNEAEEREEPWDHTEKTEEEPVSGSSGSWDQSSQPVFE 

 

>gi|34364882|emb|CAE45871.1| teashirt family zinc-finger [Homo sapiens] 

MPRRKQQAPKRAAGYAQEEQLKEEEEIKEEEEEEDSGSVAQLQGGNDTGTDEELETGPEQKGCFSYQNSP 

GSHLSNQDAENESLLSDASDQVSDIKSVCGRDASDKKAHTHVSLPNEAHNCMDKMTAVYANILSDSYWSG 

LGLGFKLSNSERRNCDTRNGSNKSDFDWHQDALSKSLQQNLPSRSVSKPSLFSSVQLCRQSSKMCGTVFT 

 

>gi|52546031|emb|CAH56184.1| teashirt zinc finger homeobox 3 [Homo sapiens] 

MPRRKQQAPRRAAAYVSEELKAAALVDEGLDPEEHTADGEPSAKYMCPEKELARACPSYQNSPAAEFSCH 

EMDSESHISETSDRMADFESGSIKNEEETKEVTVPLEDTTVSDSLEQMKAVYNNFLSNSYWSNLNLNLHQ 

PSSEKNNGSSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQSRMLPEPSLFSTVQLYRQSSKLYGSIFTG 

 

>gi|24429592|ref|NP_061060.3| chondroitin sulfate N-acetylgalactosaminyltransferase 2[Homo 

sapiens] 

MPRRGLILHTRTHWLLLGLALLCSLVLFMYLLECAPQTDGNASLPGVVGENYGKEYYQALLQEQEEHYQT 

RATSLKRQIAQLKQELQEMSEKMRSLQERRNVGANGIGYQSNKEQAPSDLLEFLHSQIDKAEVSIGAKLP 

SEYGVIPFESFTLMKVFQLEMGLTRHPEEKPVRKDKRDELVEVIEAGLEVINNPDEDDEQEDEEGPLGEK 

 

>gi|52545656|emb|CAB99097.2| calcineurin binding protein 1 [Homo sapiens] 

MPRRSRRGIWRIPVDEIDRPGSFAWHMNRSIVLLLKVLAQLRDHSTLLKVSSMLQRTPDQGKKYLRDADR 

QVLAQRAFILTVKVLEDTLSELAEGSERPGPKVCGLPGARMTTDVSHKASPEDGQEGLPQPKKPPLADGS 

GPGPEPGGKVGLLNHRPVAMDAGDSADQSGERKDKESPRAGPTEPMDTSEATVCHSDLERTPPLLPGRPA 

 

>gi|21617878|gb|AAL85487.2| zinc finger 298 [Homo sapiens] 

MPRRRPPASGAAQFPERIATRSPDPIPLCTFQRQPRAAPVQPPCRLFFVTFAGCGHRWRSESKPGWISRS 

RSGIALRAARPPGSSPPRPAAPRPPPPGGVVAEAPGDVVIPRPRVQPMRVARGGPWTPNPAFREAESWSQ 

IGNQRVSEQLLETSLGNEVSDTEPLSPASAGLRRNPALPPGPFAQNFSWGNQENLPPALGKIANGGGTGA 

 

 



>gi|21619719|gb|AAH32640.1| MYST histone acetyltransferase 2 [Homo sapiens] 

MPRRKRNAGSSSDGTEDSDFSTDLEHTDSSESDGTSRRSARVTRSSARLSQSSQDSSPVRNLQSFGTEEP 

AYSTRRVTRSQQQPTPVTPKKYPLRQTRSSGSETEQVVDFSDRETKNTADHDESPPRTPTGNAPSSESDI 

DISSPNVSHDESIAKDMSLKDSGSDLSHRPKRRRFHESYNFNMKCPTPGCNSLGHLTGKHERHFSISGCP 

 

>gi|30354480|gb|AAH52282.1| Zinc finger protein 513 [Homo sapiens] 

MPRRKQSHPQPVKCEGVKVDTEDSLDEGPGALVLESDLLLGQDLEFEEEEEEEEGDGNSDQLMGFERDSE 

GDSLGARPGLPYGLSDDESGGGRALSAESEVEEPARGPGEARGERPGPACQLCGGPTGEGPCCGAGGPGG 

GPLLPPRLLYSCRLCTFVSHYSSHLKRHMQTHSGEKPFRCGRCPYASAQLVNLTRHTRTHTGEKPYRCPH 

 

>gi|37573995|gb|AAH58831.1| Von Hippel-Lindau tumor suppressor [Homo sapiens] 

MPRRAENWDEAEVGAEEAGVEEYGPEEDGGEESGAEESGPEESGPEELGAEEEMEAGRPRPVLRSVNSRE 

PSQVIFCNRSPRVVLPVWLNFDGEPQPYPTLPPGTGRRIYSYRVYTLKERCLQVVRSLVKPENYRRLDIV 

RSLYEDLEDHPNVQKDLERLTQERIAHQRMGD 

 

>gi|109658602|gb|AAI17408.1| ZNF827 protein [Homo sapiens] 

MPRRKQEQPKRLPSHVSRQEEAEGELSEGEHWYGNSSETPSEASYGEVQENYKLSLEDRIQEQSTSPDTS 

LGSTTPSSHTLELVALDSEVLRDSLQCQDHLSPGVSSLCDDDPGSNKPLSSNLRRLLEAGSLKLDAAATA 

NGRVESPVNVGSNLSFSPPSHHAQQLSVLARKLAEKQEQNDQYTPSNRFIWNQGKWLPNSTTTCSLSPDS 

 

>gi|21320090|gb|AAM44451.1| p53-activated protein-2 [Homo sapiens] 

MPRRSPVPPRAPSVRSGRKRDSCQRRRSARNASQRMARQRRMAHLQPPAGASPPAWAGRRGTGQRLRSQP 

RQTGRQPPRVQPLAPPPGAPAPLPNPQNCRRKTRSRPRRMELPGPPRNLQAKSSIRRLFPKRGSWANHHC 

PRWHGKRQGCLWSSGVPACFRVGPRRKHR 

 

>gi|38174502|gb|AAH60779.1| Cytochrome b5 domain containing 1 [Homo sapiens] 

MPRRGLVAGPDLEYFQRRYFTPAEVAQHNRPEDLWVSYLGRVYDLTSLAQEYKGNLLLKPIVEVAGQDIS 

HWFDPKTRDIRKHIDPLTGCLRYCTPRGRFVHVPPQLPCSDWANDFGKPWWQGSYYEVGRLSAKTRSIRI 

INTLTSQEHTLEVGVLESIWEILHRYLPYNSHAASYTWKYEGKNLNMDFTLEENGIRDEEEEFDYLSMDG 

 

>gi|112818466|gb|AAI22528.1| Progestin and adipoQ receptor family member IX [Homo sapiens] 

MPRRLQPRGAGTKGPPAPAPAASGAARNSHSAASRDPPASAKPLLRWDEVPDDFVECFILSGYRRLPCTA 

QECLASVLKPTNETLNFWTHFIPLLLFLSKFCRLFFLSGGDVPFHHPWLLPLWCYASGVLLTFAMSCTAH 

VFSCLSLRLRAAFFYLDYASISYYGFGSTVAYYYYLLPGLSLLDARVMTPYLQQRLGWHVDCTRLIAAYR 

 

>gi|12652549|gb|AAH00014.1| PCYOX1L protein [Homo sapiens] 

MPRRAKSVREGRAVVGAGIGGSAVAHFLQQHFGPRVQIDVYEKGTVGGRLATISVNKQHYESGAASFHSL 

SLHMQDFVKLLGLRHRREVVGRSAIFGGEHFMLEETDWYLLNLFRLWWHYGISFLRLQMWVEEVMEKFMS 

YGQSAAMPAFAGAMSLAGAQGSLWSVEGGNKLVCSGLLKLTKANVIHATVTSVTLHSTEGKALYQVAYEN 

 

>gi|55859678|emb|CAI10875.1| NIMA (never in mitosis gene a)-related kinase 6 [Homo sapiens] 

MPRREVCWEAAHFRQEEQSLPRPRVRALVRLACRMAGQPGHMPHGGSSNNLCHTLGPVHPPDPQRHPNTL 

SFRCSLADFQIEKKIGRGQFSEVYKATCLLDRKTVALKKVQIFEMMDAKARQDCVKEIGLLKQLNHPNII 

KYLDSFIEDNELNIVLELADAGDLSQMIKYFKKQKRLIPERTVWKYFVQLCSAV 

 

MSAKR 

 

>gi|56205624|emb|CAI23537.1| chromosome 1 open reading frame 49 [Homo sapiens] 

MSAKRAELKKTHLSKNYKAVCLELKPEPTKTFDYKAVKQEGRFTKAGVTQDLKNELREVREELKEKMEEI 

KQIKDLMDKDFDKLHEFVEIMKEMQKDMDEKMDILINTQKNYKLPLRRAPKEQQELRLMGKTHREPQLRP 

KKMDGASGVNGAPCALHKKTMAPQKTKQGSLDPLHHCGTCCEKCLLCALKNNYNRGNIPSEASGLYKGGE 

EPVTTQPSVGHAVPAPKSQTEGR 

 

MSPRR 

 

>gi|37181574|gb|AAQ88596.1| SPRR1965 [Homo sapiens] 

MSPRRTLPRPLSLCLSLCLCLCLAAALGSAQSGSCRDKKNCKVVFSQQELRKRLTPLQYHVTQEKGTESA 

FEGEYTHHKDPGIYKCVVCGTPLFKSETKFDSGSGWPSFHDVINSEAITFTDDFSYGMHRVETSCSQCGA 

HLGHIFDDGPRPTGKRYCINSAALSFTPADSSGTAEGGSGVASPAQADKAEL 

 

MSQKR 

 

>gi|49168640|emb|CAG38815.1| ENSA [Homo sapiens] 

MSQKREEENPAEETGEEKQDTQEKEGILPERAEEAKLKAKYPSLGQKPGGSDFLMKRLQKGQKYFDSGDY 

NMAKAKMKNKQLPSAGPDKNLVTGDHIPTPQDLPQRKSSLVTSKLAGGQVE 

 

>gi|23468338|gb|AAH38415.1| Testis specific, 13 [Homo sapiens] 

MSQKRQTKFQNGKSKTSENSSAKREKGMVVNSKEISDAVGQSKFVLENLRHYTVHPNLAQYYKPLKATAL 

QKFLAQNRKNTSFMLKVTQYDQDKTLLIMTNNPPPCSITQQDKESASKYFSKELLLKVMESHHQHKPTEN 

LWLPRMPQKKKLRSKLKPIFPLILSDDPTSKREQWFRFSTDNDFKSEGKYSKVYALRTQKKMYPQLTFAP 

 



MGNK 

 

>gi|54696786|gb|AAV38765.1| DNA-dependent protein kinase catalytic subunit-interacting protein 2 

[Homo sapiens] 

MGNKQTIFTEEQLDNYQDCTFFNKKDILKLHSRFYELAPNLVPMDYRKSPIVHVPMSLIIQMPELRENPF 

KERIVAAFSEDGEGNLTFNDFVDMFSVLCESAPRELKANYAFKIYDFNTDNFICKEDLELTLARLTKSEL 

DEEKVVLVCNKVIEEADLDGDGKLGFADFEDMIAKAPDFLSTFHIRI 

 

>gi|109731327|gb|AAI13592.1| Calcium and integrin binding family member 3 [Homo sapiens] 

MGNKQTVFTHEQLEAYQDCTFFTRKEIMRLFYRYQDLAPQLVPLDYTTCPDVKVPYELIGSMPELKDNPF 

RQRIAQVFSEDGDGHMTLDNFLDMFSVMSEMAPRDLKAYYAFKIYDFNNDDYICAWDLEQTVTKLTRGEL 

SAEEVSLVCEKVLDEADGDHDGRLSLEDFQNMILRAPDFLSTFHIRI 

 

MSNKR 

 

>gi|71681732|gb|AAI00979.1| RHBDL3 protein [Homo sapiens] 

MSNKRSNSFRQAILQGNRRLSSKALLEEKGLSLSQRLIRHVAYETLPREIDRKWYYDSYTCCPPPWFMIT 

VTLLEVAFFLYNGVSLGQFVLQVTHPRYLKNSLVYHPQLRAQVWRYLTYIFMHAGIEHLGLNVVLQLLVG 

VPLEMVHGATRIGLVYVAGVVAGSLAVSVADMTAPVVGSSGGVYALVSAHLANIVMNWSGMKCQFKLLRM 

 

MPK 

 

>gi|49457240|emb|CAG46919.1| HMGN2 [Homo sapiens] 

MPKRKAEGDAKGDKAKVKDEPQRRSARLSAKPAPPKPEPKPKKAPAKKGEKVPKGKKGKADAGKEGNNPA 

ENGDAKTDQAQKAEGAGDAK 

 

>gi|48145919|emb|CAG33182.1| ATOX1 [Homo sapiens] 

MPKHEFSVDMTCGGCAEAVSRVLNKLGGVKYDIDLPNKKVCIESEHSMDTLLATLKKTGKTVSYLGLD 

 

>gi|48145921|emb|CAG33183.1| PC4 [Homo sapiens] 

MPKSKELVSSSSSGSDSDSEVDKKLKRKKQVAPEKPVKKQKTGETSRALSSSKQSSSSRDDNMFQIGKMR 

YVSVRDFKGKVLIDIREYWMDPEGEMKPGRKGISLNPEQWSQLKEQISDIDDAVRKL 

 

>gi|48146019|emb|CAG33232.1| G10 [Homo sapiens] 

MPKVKRSRKAPPDGWELIEPTLDELDQKMREAETEPHEGKRKVESLWPIFRIHHQKTRYIFDLFYKRKAI 

SRELYEYCIKEGYADKNLIAKWKKQGYENLCCLRCIQTRDTNFGTNCICRVPKSKLEVGRIIECTHCGCR 

GCSG 

 

>gi|48146313|emb|CAG33379.1| B3GAT1 [Homo sapiens] 

MPKRRDILAIVLIVLPWTLLITVWHQSTLAPLLAVHKDEGSDPRRETPPGADPREYCTSDRDIVEVVRTE 

YVYTRPPPWSDTLPTIHVVTPTYSRPVQKAELTRMANTLLHVPNLHWLVVEDAPRRTPLTARLLRDTGLN 

YTHLHVETPRNYKLRGDARDPRIPRGTMQRNLALRWLRETFPRNSSQPGVVYFADDDNTYSLELFEEMRS 

 

>gi|48146455|emb|CAG33450.1| HSPC111 [Homo sapiens] 

MPKAKGKTRRQKFGYSVNRKRLNRNARRKAAPRIECSHIRHAWDHAKSVRQNLAEMGLAVDPNRAVPLRK 

RKVKAMEVDIEERPKELVRKPYVLNDLEAEASLPEKKGNTLSRDLIDYVRYMVENHGEDYKAMARDEKNY 

YQDTPKQIRSKINVYKRFYPAEWQDFLDSLQKRKMEVD 

 

>gi|6094650|gb|AAF03506.1|AC004922_3 unknown [Homo sapiens] 

MPKGGRKGGHKGRARQYTSPEEIDAQLQAEKQKAREEEEQKEGGDGAAGDPKKEKKSLDSDESEDEEDDY 

QQKRKGVEGLIDIENPNRVAQTTKKVTQLDLDGPKELSRREREEIEKQKAKERYMKMHLAGKTEQAKADL 

ARLAIIRKQREEAARKKEEERKAKDDATLSGKRMQSLSLNK 

 

>gi|7717365|emb|CAB90453.1| human non histon chromosomal protein HMG14 [Homo sapiens] 

MPKRKVSSAEGAAKEEPKRRSARLSAKPPAKVEAKPKKAAAKDKSSDKKVQTKGKRGAKGKQAEVANQET 

KEDLPAENGETKTEESPASDEAGEKEAKSD 

 

>gi|11693450|emb|CAC18679.1| NOA36 protein [Homo sapiens] 

MPKKKTGARKKAENRREREKQLRASRSTIDLAKHPCNASMECDKCQRRQKNRAFCYFCNSVQKLPICAQC 

GKTKCMMKSSDCVIKHAGVYSTGLAMVGAICDFCEAWVCHGRKCLSTHACACPLTDAECVECERGVWDHG 

GRIFSCSFCHNFLCEDDQFEHQASCQVLEAETFKCVSCNRLGQHSCLRCKACFCDDHTRSKVFKQEKGKQ 

 

>gi|36647|emb|CAA43925.1| ribosomal protein L7a [Homo sapiens] 

MPKGKKAKGKKVAPAPAVVKKQEAKKVVNPLFEKRPKNFGIGQDIQPKRDLTRFVKWPRYIRLQRQRAIL 

YKRLKVPPAINQFTQALDRQTATQLLKLAHKYRPETKQEKKQRLLARAEKKAAGKGDVPTKRPPVLRAGV 

NTVTTLVENKKAQLVVIAHDVDPIELVVFLPALCRKMGVPYCIIKGKARLGRLVHRKTCTTVAFTQVNSE 

 

>gi|32022|emb|CAA46925.1| AP endonuclease 1 [Homo sapiens] 

MPKRGKKGAVAEDGDELRTEPEAKKSKTAAKKNDKEAAGEGPALYEDPPDQKTSPSGKPATLKICSWNVD 

GLRAWIKKKGLDWVKEEAPDILCLQETKCSENKLPAELQELPGLSHQYWSAPSDKEGYSGVGLLSRQCPL 

KVSYGIGDEEHDQEGRVIVAEFDSFVLVTAYVPNAGRGLVRLEYRQRWDEAFRKFLKGLASRKPLVLCGD 



 

>gi|57161864|emb|CAE12159.1| very long-chain acyl-CoA synthetase homologue 3 [Homo sapiens] 

MPKPPKPRNNLEDRHNPGIQGRREHRPGPGRVRAASSPGGSAPRAERRLWGEGWESGAAPHPHSSRVSAL 

RPCGVVGAWVGMGVCQRTRAPWKEKSQLERAALGFRKGGSGMFASGWNQTVPIEEAGSMAALLLLPLLLL 

LPLLLLMLHLWPQLRWLPADLAFAVRALCCKRALRARALAAAAADPEGPEGGCSLAWRLAELAQQRAAHT 

 

>gi|30582579|gb|AAP35516.1| proprotein convertase subtilisin/kexin type 7 [Homo sapiens] 

MPKGRQKVPHLDAPLGLPTCLWLELAGLFLLVPWVMGLAGTGGPDGQGTGGPSWAVHLESLEGDGEEETL 

EQQADALAQAAGLVNAGRIGELQGHYLFVQPAGHRPALEVEAIRQQVEAVLAGHEAVRWHSEQRLLRRAK 

RSVHFNDPKYPQQWHLNNRRSPGRDINVTGVWERNVTGRGVTVVVVDDGVEHTIQDIAPNYSPEGSYDLN 

 

>gi|30582967|gb|AAP35727.1| eukaryotic translation initiation factor 1A [Homo sapiens] 

MPKNKGKGGKNRRRGKNENESEKRELVFKEDGQEYAQVIKMLGNGRLEAMCFDGVKRLCHIRGKLRKKVW 

INTSDIILVGLRDYQDNKADVILKYNADEARSLKAYGELPEHAKINETDTFGPGDDDEIQFDDIGDDDED 

IDDI 

 

>gi|30583083|gb|AAP35786.1| FK506 binding protein 7 [Homo sapiens] 

MPKTMHFLFRFIVFFYLWGLFTAQRQKKEESTEEVKIEVLHRPENCSKTSKKGDLLNAHYDGYLAKDGSK 

FYCSRTQNEGHPKWFVLGVGQVIKGLDIAMTDMCPGEKRKVVIPPSFAYGKEGYAEGKIPPDATLIFEIE 

LYAVTKGPRSIETFKQIDMDNDRQLSKAEINLYLQREFEKDEKPRDKSYQDAVLEDIFKKNDHDGDGFIS 

 

>gi|30583201|gb|AAP35845.1| cysteine-rich protein 1 (intestinal) [Homo sapiens] 

MPKCPKCNKEVYFAERVTSLGKDWHRPCLKCEKCGKTLTSGGHAEHEGKPYCNHPCYAAMFGPKGFGRGG 

AESHTFK 

 

>gi|30583429|gb|AAP35959.1| zinc finger protein 339 [Homo sapiens] 

MPKVFLVKRRSLGVSVRSWDELPDEKRADTYIPVGLGRLLHDPPEDCRSDGGSSSGSGSSSAGEPGGAES 

SSSPHAPESETPEPGDAEGPDGHLATKQRPVARSKIKFTTGTCSDSVVHSCDLCGKGFRLQRMLNRHLKC 

HNQVKRHLCTFCGKGFNDTFDLKRHVRTHTGIRPYKCNVCNKAFTQRCSLESHLKKIHGVQQQYAYKQRR 

 

>gi|56204187|emb|CAI18832.1| solute carrier family 6, member 17 [Homo sapiens] 

MPKNSKVTQREHSSEHVTESVADLLALEEPVDYKQSVLNVAGEAGGKQKAVEEELDAEDRPAWNSKLQYI 

LAQIGFSVGLGNIWRFPYLCQKNGGGAYLVPYLVLLIIIGIPLFFLELAVGQRIRRGSIGVWHYICPRLG 

GIGFSSCIVCLFVGLYYNVIIGWSIFYFFKSFQYPLPWSECPVVRNGSVAVVEAECEKSSATTYFWYREA 

 

>gi|56204352|emb|CAI20350.1| small nuclear ribonucleoprotein polypeptide C [Homo sapiens] 

MPKFYCDYCDTYLTHDSPSVRKTHCSGRKHKENVKDYYQKWMEEQAQSLIDKTTAAFQQGKIPPTPFSAP 

PPAGAMIPPPPSLPGPPRPGMMPAPHMGGPPMMPMMGPPPPGMMPVGPAPGMRPPMGGHMPMMPGPPMMR 

PPARPMMVPTRPGMTRPDR 

 

>gi|56417845|emb|CAI22233.1| mRNA turnover 4 homolog (S. cerevisiae) [Homo sapiens] 

MPKSKRDKKVSLTKTAKKGLELKQNLIEELRKCVDTYKYLFIFSVANMRNSKLKDIRNAWKHSRMFFGKN 

KVMMVALGRSPSDEYKDNLHQVSKRLRGEVGLLFTNRTKEEVNEWFTKYTEMDYARAGNKAAFTVSLDPG 

PLEQFPHSMEPQLRQLGLPTALKRGVVTLLSDYEVCKEGDVLTPEQARVLKLFGYEMAEFKVTIKYMWDS 

 

>gi|56203523|emb|CAI18951.1| breast cancer anti-estrogen resistance 3 [Homo sapiens] 

MPKECSAFHALSAALCCFYHRKSFIGVKFSKERHIMDRTPEKLKKELEEELLLSSEDLRSHAWYHGRIPR 

QVSENLVQRDGDFLVRDSLSSPGNFVLTCQWKNLAQHFKINRTVLRLSEAYSRVQYQFEMESFDSIPGLV 

RCYVGNRRPISQQSGAIIFQPINRTVPLRCLEEHYGTSPGQAREGSLTKGRPDVAKRLSLTMGGVQAREQ 

 

>gi|38708276|gb|AAR27293.1| NO52 protein; hsNO52 [Homo sapiens] 

MPKKAKPTGSGKEEGPAPCKQMKLEAAGGPSALNFDSPSSLFESLISPIKTETFFKEFWEQKPLLIQRDD 

PALATYYGSLFKLTDLKSLCSRGMYYGRDVNVCRCVNGKKKVLNKDGKAHFLQLRKDFDQKRATIQFHQP 

QRFKDELWRIQEKLECYFGSLVGSNVYITPAGSQGLPPHYDDVEVFILQLEGEKHWRLYHPTVPLAREYS 

 

>gi|46362467|gb|AAH69013.1| ANKRD11 protein [Homo sapiens] 

MPKGGCPKAPQQEELPLSSDMVEKQTGKKDKDKVSLTKTPKLERGDGGKEVRERASKRKLPFTAGANGEQ 

KDSDTEKQGPERKRIKKEPVTRKAGLLFGMGLSGIRAGYPLSERQQVALLMQMTAEESANSPVDTTPKHP 

SQSTVCQKGTPNSASKTKDKVNKRNERGETRLHRAAIRGDARRIKELISEGADVNVKDFAGWTALHEACN 

 

>gi|47123440|gb|AAH70234.1| ANKRD12 protein [Homo sapiens] 

MPKSGFTKPIQSENSDSDSNMVEKPYGRKSKDKIASYSKTPKIERSDVSKEMKEKSSMKRKLPFTISPSR 

NEERDSDTEKEGPEKKKTKKEAGNKKSTPVSILFGYPLSERKQMALLMQMTARDNSPDSTPNHPSQTTPA 

QKKTPSSSSRQKDKVNKRNERGETPLHMAAIRGDVKQVKELISLGANVNVKDFAGWTPLHEACNVGYYDV 

 

>gi|54696640|gb|AAV38692.1| interferon-related developmental regulator 1 [Homo sapiens] 

MPKNKKRNTPHRGSSAGGGGSGAAAATAATAGGQHRNVQPFSDEDASIETMSHCSGYSDPSSFAEDGPEV 

LDEEGTQEDLEYKLKGLIDLTLDKSAKTRQAALEGIKNALASKMLYEFILERRMTLTDSIERCLKKGKSD 

EQRAAAALASVLCIQLGPGIESEEILKTLGPILKKIICDGSASMQARQTCATCFGVCCFIATDDITELYS 

 

 



>gi|40795897|gb|AAR91619.1| hornerin precursor [Homo sapiens] 

MPKLLQGVITVIDVFYQYATQHGEYDTLNKAELKELLENEFHQILKNPNDPDTVDIILQSLDRDHNKKVD 

FTEYLLMIFKLVQAHNKIIGKDYCQVSGSKLRDDTHQHQEEQEETEKEENKRQESSFSHSSWSAGENDSY 

SRNVRGSLKPGTESISRRLSFQRDFSGQHNSYSGQSSSYGEQNSDSHQSSGRGQCGSGSGQSPNYGQHGS 

 

>gi|62702307|gb|AAX93231.1| cytochrome c oxidase assembly factor 5 [Homo sapiens] 

MPKYYEDKPQGGACAGLKEDLGACLLQSDCVVQEGKSPRQCLKEGYCNSLKYAFFECKRSVLDNRARFRG 

RKGY 

 

>gi|23451958|gb|AAN32895.1| NCAG1 [Homo sapiens] 

MPKGGAPPWIMALMFTGHLLFLALLMFAFSTFEESVSNYSEWAVFTDDIDQFKTQKVQDFRPNQKLKKSM 

LHPSLYFDAGEIQAMRQKSRASHLHLFRAIRSAVTVMLSNPTYYLPPPKHADFAAKWNEIYGNNLPPLAL 

YCLLCPEDKVAFEFVLEYMDRMVGYKDWLVENAPGDEVPIGHSLTGFATAFDFLYNLLDNHRRQKYLEKI 

 

>gi|7023440|dbj|BAA91964.1| proline rich 11 [Homo sapiens] 

MPKFKQRRRKLKAKAERLFKKKEASHFQSKLITPPPPPPSPERVGISSIDISQSRSWLTSSWNFNFPNIR 

DAIKLWTNRVWSIYSWCQNCITQSLEVLKDTIFPSRICHRELYSVKQQFCILESKLCKLQEALKTISESS 

SCPSCGQTCHMSGKLTNVPACVLITPGDSKAVLPPTLPQPASHFPPPPPPPPLPPPPPPLAPVLLRKPSL 

 

>gi|10434488|dbj|BAB14274.1| sodium-dependent neutral amino acid transporter B(0)AT2 isoform 2 

[Homo sapiens] 

MPKNSKVVKRELDDDVTESVKDLLSNEDAADDAFKTSELIVDGQEEKDTDVEEGSEVEDERPAWNSKLQY 

ILAQVGFSVGLGNVWRFPYLCQKNGGGAYLLPYLILLMVIGIPLFFLELSVGQRIRRGSIGVWNYISPKL 

GGIGFASCVVCYFVALYYNVIIGWSLFYFSQSFQQPLPWDQCPLVKNASHTFVEPECEQSSATTYYWYRE 

 

>gi|34783430|gb|AAH32424.1| NOP16 protein [Homo sapiens] 

MPKAKGKTRRQKFGYSVNRKRLNRNARRKAAPRIECSHIRHAWDHAKSVRQNLAEMGLAVDPNRAVPLRK 

RKVKAMEVDIEERPKELVRKPYVLNDLEAEASLPEKKGNTLSRDLIDYVRYMVENHGEDYKQSGKTSSIL 

CRRGRWRWSDWFTSQLPQAEASPGPVKLEPGCKARRCCVAPEELARSHGIRRLHTHVHTPRSGEGTVLRG 

 

>gi|16877478|gb|AAH16987.1| biorientation of chromosomes in cell division 1-like [Homo sapiens] 

MPKRKRKQHYLSSEDEPDDNPDVLDSRIETAQRQCPETEPHDTKEENSRDLEELPKTSSETNSTTSRVME 

EKDEYSSSETTGEKPEQNDDDTIKSQEEDQPIIIKRKRGRPRKYPVETTLKMKDDSKTDTGIVTVEQSPS 

SSKLKVMQTDESNKETANLQERSISNDDGEEKIVTSVRRRGRKPKRSLTVSDDAESSEPERKRQKSVSDP 

 

>gi|74353578|gb|AAI01941.1| OGFOD2 protein [Homo sapiens] 

MPKGRPNTMNNYGVLLHELGLDEPLMTPLRERFLQPLMALLYPDCGGGRLDSHRAFVVKYAPGQDLELGC 

HYDNAELTLNVALGKVFTGGALYFGGLFQAPTALTEPLEVEHVVGQGVLHRGGQLHGARPLGTGERWNLV 

VWLRASTVRNSLCPMCCREPDLVDDEGFGDGFTREEPATVDVCALT 

 

>gi|20380886|gb|AAH28127.1| Chromosome 10 open reading frame 53 [Homo sapiens] 

MPKNAVVILRYGPYSAAGLPVEHHTFRLQGLQAVLAIDGHEVILEKIEDWNVVELMVNEEVIFHCNIKDL 

EFGKLTPSSDKRTTSSSRLTFHQLSSPCGMKVSPLQQFPQKTQDLTCIVLAQIGSCIHFQTNLCDLGWPG 

LDHMLISGLEKRGTQPY 

 

>gi|15530243|gb|AAH13903.1| Ezrin [Homo sapiens] 

MPKPINVRVTTMDAELEFAIQPNTTGKQLFDQVVKTIGLREVWYFGLHYVDNKGFPTWLKLDKKVSAQEV 

RKENPLQFKFRAKFYPEDVAEELIQDITQKLFFLQVKEGILSDEIYCPPETAVLLGSYAVQAKFGDYNKE 

VHKSGYLSSERLIPQRVMDQHKLTRDQWEDRIQVWHAEHRGMLKDNAMLEYLKIAQDLEMYGINYFEIKN 

 

>gi|23270689|gb|AAH23506.1| Chromosome X open reading frame 56 [Homo sapiens] 

MPKVVSRSVVCSDTRDREEYDDGEKPLHVYYCLCGQMVLVLDCQLEKLPMRPRDRSRVIDAAKHAHKFCN 

TEDEETMYLRRPEGIERQYRKKCAKCGLPLFYQSQPKNAPVTFIVDGAVVKFGQGFGKTNIYTQKQEPPK 

KVMMTKRTKDMGKFSSVTVSTIDEEEEEIEAREVADSYAQNAKVIEKQLERKGMSKRRLQELAELEAKKA 

 

>gi|15080135|gb|AAH11842.1| Chromosome 4 open reading frame 43 [Homo sapiens] 

MPKAPKGKSAGREKKVIHPYSRKAAQITREAHKQEKKEKLKNEKALRLNLVGEKLQWFQNHLDPPKKRYS 

KKDACELIERYLNRFSSELEQIELHNSIRDRQGRRHCSRETVIKQTMERERQQFEGYGLEIPDILNASNL 

KTFREWDFDLKKLPNIKMRKICANDAIPKTCKRKTTITVDQDLGELELNDESSDSDEEMTAVA 

 

>gi|12654877|gb|AAH01282.1| High mobility group nucleosomal binding domain 4 [Homo sapiens] 

MPKRKAKGDAKGDKAKVKDEPQRRSARLSAKPAPPKPEPRPKKASAKKGEKLPKGRKGKADAGKDGNNPA 

KNRDASTLQSQKAEGTGDAK 

 

>gi|12804987|gb|AAH01947.1| CD2 (cytoplasmic tail) binding protein 2 [Homo sapiens] 

MPKRKVTFQGVGDEEDEDEIIVPKKKLVDPVAGSGGPGSRFKGKHSLDSDEEEDDDDGGSSKYDILASED 

VEGQEAATLPSEGGVRITPFNLQEEMEEGHFDADGNYFLNRDAQIRDSWLDNIDWVKIRERPPGQRQASD 

SEEEDSLGQTSMSAQALLEGLLELLLPRETVAGALRRLGARGGGKGRKGPGQPSSPQRLDRLSGLADQMV 

 

 

 



MAPK 

 

>gi|49456869|emb|CAG46755.1| MYL2 [Homo sapiens] 

MAPKKAKKRAGGANSNVFSMFEQTQIQEFKEAFTIMDQNRDGFIDKNDLRDTFAALGRVNVKNEEIDEMI 

KEAPGPINFTVFLTMFGEKLKGADPEETILNAFKVFDPEGKGVLKADYVREMLTTQAERFSKEEVDQMFA 

AFPPDVTGNLDYKNLVHIITHGEEKD 

 

>gi|48145647|emb|CAG33046.1| TOMM34 [Homo sapiens] 

MAPKFPDSVEELRAAGNESFRNGQYAEASALYGRALRVLQAQGSSDPEEESVLYSNRAACHLKDGNCRDC 

IKDCTSALALVPFSIKPLLRRASAYEALEKYPMAYVDYKTVLQIDDNVTSAVEGINRMTRALMDSLGPEW 

RLKLPSIPLVPVSAQKRWNSLPSENHKEMAKSKSKETTATKNRVPSAGDVEKARVLKEEGNELVKKGNHK 

>gi|48145855|emb|CAG33150.1| MYL1 [Homo sapiens] 

MAPKKDVKKPVAAAAAAPAPAPAPAPAPAPAKPKEEKIDLSAIKIEFSKEQQDEFKEAFLLFDRTGDSKI 

TLSQVGDVLRALGTNPTNAEVRKVLGNPSNEELNAKKIEFEQFLPMMQAISNNKDQATYEDFVEGLRVFD 

KEGNGTVMGAELRHVLATLGEKMKEEEVEALMAGQEDSNGCINYEAFVKHIMSI 

 

>gi|48146043|emb|CAG33244.1| HUMMLC2B [Homo sapiens] 

MAPKRAKRRTVEGGSSSVFSMFDQTQIQEFKEAFTVIDQNRDGIIDKEDLRDTFAAMGRLNVKNEELDAM 

MKEASGPINFTVFLTMFGEKLKGADPEDVITGAFKVLDPEGKGTIKKKFLEELLTTQCDRFSQEEIKNMW 

AAFPPDVGGNVDYKNICYVITHGDAKDQD 

 

>gi|34678|emb|CAA36256.1| myosin light chain 1 [Homo sapiens] 

MAPKKPEPKKEAAKPMNVKMLDFETFLPILAPAPAPAPAPAPAPAQHISRNKEQGTYEDFPEAPKEPAFD 

PKSVKVEGLRVFDKESNGTVIDFTADQIEEFKEAFMGAELRHVLATLGEKSLFDRTPTGEMKITYMTEAE 

VEQLLAGQEDGQCGDVLRALGQNPTANGCINYEAFVKHIMNAEVLRVLGKPKPEESG 

 

>gi|31442110|emb|CAA40761.1| myosin light chain 2 [Homo sapiens] 

MAPKKAKKRAGGANSNVFSMFEQTQIQEFKEAFTIMDQNRDGFIDKNDLRDTFAALRVNVKNEEIDEMIK 

EAPGPINFTVFLTMFGEKLKGADPEETILNAFKVFDPEGKGVLKADYVREMLTTQAERFSKEEVDQMFAA 

FPPDVTGNLDYKNLVHIITHGEEKD 

 

>gi|28170654|emb|CAD62165.1| NADH-ubiquinone oxidoreductase subunit B14.7 [Homo sapiens] 

MAPKVFRQYWDIPDGTDCHRKAYSTTSIASVAGLTAAAYRVTLNPPGTFLEGVAKVGQYTFTAAAVGAVF 

GLTTCISAHVREKPDDPLNYFLGGCAGGLTLGARTHNYGIGAAACVYFGIAASLVKMGRLEGWEVFAKPK 

V 

 

>gi|30582177|gb|AAP35315.1| signal sequence receptor, gamma (translocon-associat 

ed protein gamma) [Homo sapiens] 

MAPKGSSKQQSEEDLLLQDFSRNLSAKSSALFFGNAFIVSAIPIWLYWRIWHMDLIQSAVLYSVMTLVST 

YLVAFAYKNVKFVLKHKVAQKREDAVSKEVTRKLSEADNRKMSRKEKDERILWKKNEVADYEATTFSIFY 

NNTLFLVVVIVASFFILKNFNPTVNYILSISASSGLIALLSTGSK 

 

>gi|30583117|gb|AAP35803.1| damage-specific DNA binding protein 2, 48kDa [Homo s 

apiens] 

MAPKKRPETQKTSEIVLRPRNKRSRSPLELEPEAKKLCAKGSGPSRRCDSDCLWVGLAGPQILPPCRSIV 

RTLHQHKLGRASWPSVQQGLQQSFLHTLDSYRILQKAAPFDRRATSLAWHPTHPSTVAVGSKGGDIMLWN 

FGIKDKPTFIKGIGAGGSITGLKFNPLNTNQFYASSMEGTTRLQDFKGNILRVFASSDTINIWFCSLDVS 

 

>gi|45479702|gb|AAS66753.1| sperm-associated antigen 17 [Homo sapiens] 

MAPKKEKGGTVNTSSKIWEPSLIAAQFNQNDWQASIAFVVGNQIEDDLLIQALTVAVQVPQRKLFSMVSW 

QDILQQINEINTLVGSASSKKAKKPVGGNAPLYYEVLTAAKAIMDSGEKLTLPLIGKLLKFQLLQIKFKD 

QQRRENEKKVIEDKPKLEKDKGKAKSPKEKKAPSAKPAKGKGKDQPEANAPVKKTTQLKRRGEDDHTNRY 

 

>gi|57546150|gb|AAW51946.1| chemokine-like factor super family 2 transcript vari 

ant 2 [Homo sapiens] 

MAPKAAKGAKPEPAPAPPPPGAKPEEDKKDGKEPSDKPQKAVQDHKEPSDKPQKAVQPKHEVGTRRGCRR 

YRWELKDSNKEFWLLGHAEIKIRSLDLFNDLIACAFLVGAVVFAVRSRRSMNLHYLLAVILIGAAGVFAF 

IDVCLQRNHFRGKKAKKHMLVPPPGKEKGPQQGKGPEPAKPPEPGKPPGPAKGKK 

 

>gi|22653407|gb|AAN04045.1| isoform TCP11d [Homo sapiens] 

MAPKGILGSFPTAMNLSLEGKVKETVHNAFWDHLKEQLSATPPDFSCALELLKEIKEILLSLLLPRQNRL 

RIEIEEALDMDLLKQEAEHGALKVLYLSKYVLNMMALLCAPVRDEAVQKLENITDPVWLLRGIFQVLGRM 

KMDMVNYTIQSLQPHLQEHSIQYERAKFQELLNKQPSLLNHTTKWLTQAAGDLTMSPPTCPDTSDSSSVA 

 

>gi|15680215|gb|AAH14459.1| Ribosomal protein L23a [Homo sapiens] 

MAPKAKKEAPAPPKAEAKAKALKAKKAVLKGVHSHKKKKIRTSPTFRRPKTLRLRRQPKYPRKSAPRRNK 

LDHYAIIKFPLTTESAMKKIEDNNTLVFIVDVKANKHQIKQAVKKLYDIDVAKVNTLIRPDGEKKAYVRL 

APDYDALDVANKIGII 

 

 

 



>gi|18605583|gb|AAH22845.1| Mortality factor 4 like 1 [Homo sapiens] 

MAPKQDPKPKFQEGERVLCFHGPLLYEAKCVKVAIKDKQVKYFIHYSGWNKNWDEWVPESRVLKYVDTNL 

QKQRELQKANQEQYAEGKMRGAAPGKKTSGLQQKNVEVKTKKNKQKTPGNGDGGSTSETPQPPRKKRARV 

DPTVENEETFMNRVEVKVKIPEELKPWLVDDWDLITRQKQLFYLPAKKNVDSILEDYANYKKSRGNTDNK 

 

>gi|6116899|dbj|BAA85771.1| peptidylarginine deiminase type I [Homo sapiens] 

MAPKRVVQLSLKMPTHAVCVVGVEAHVDIHSDVPKGANSFRVSGSSGVEVFMVYNRTRVKEPIGKARWPL 

DTDADMVVSVGTASKELKDFKVRVSYFGEQEDQALGRSVLYLTGVDISLEVDTGRTGKVKRSQGDKKTWR 

WGPEGYGAILLVNCDRDNHRSAEPDLTHSWLMSLADLQDMSPMLLSCNGPDKLFDSHKLVLNVPFSDSKR 

 

>gi|3818467|gb|AAC69518.1| growth arrest-specific protein 8 [Homo sapiens] 

MAPKKKGKKGKAKGTPIVDGLAPEDMSKEQVEEHVSRIREELDREREERNYFQLERDKIHTFWEITRRQL 

EEKKAELRNKDREMEEAEERHQVEIKVYKQKVKHLLYEHQNNLTEMKAEGTVVMKLAQKEHRIQESVLRK 

DMRALKVELKEQELASEVVVKNLRLKHTEEITRMRNDFERQVREIEAKYDKKMKMLRDELDLRRKTELHE 

 

>gi|4808552|gb|AAD29855.1|AF083068_1 NAD+ ADP-ribosyltransferase 3 [Homo sapiens 

] 

MAPKPKPWVQTEGPEKKKGRQAGREEDPFRSTAEALKAIPAEKRIIRVDPTCPLSSNPGTQVYEDYNCTL 

NQTNIENNNKKFYIIQLLQDSNRFFTCWNRWGRVGEVGQSKINHFTRLEDAKKDFEKKFREKTKNNWAER 

DHFVSHPGKYTLIEVQAEDEAQEAVVKVDRAPVRTVTKRVQPCSLDPATQKLITNIFSKEMFKNTMALMD 

 

>gi|9802370|gb|AAF99698.1| GABAA receptor gamma 3 subunit [Homo sapiens] 

MAPKLLLLLCLFSGLHARSRKVEEDEYEDSSSNQKWVLAPKSQDTDVTLILNKLLREYDKKLRPDIGIKP 

TVIDVDIYVNSIGPVSSINMEYQIDIFFAQTWTDSRLRFNSTMKILTLNSNMVGLIWIPDTIFRNSKTAE 

AHWITTPNQLLRIWNDGKILYTLRLTINAECQLQLHNFPMDEHSCPLIFSSYGYPKEEMIYRWRKNSVEA 

 

>gi|15787612|gb|AAL06239.1| testis development protein NYD-SP29 [Homo sapiens] 

MAPKQKKKTSRGKKRLKPVLAASEDMEPVNMESMGHPEIYPLVLTTKTQEIFNCRIDEDVTDEQPYKLIN 

KEDIFEDLRNRAAVSDFHPVKKIVQEYPGNELLLVYDEDFKYGLNFYLIATEEGKENYLNPPEVPEEQEE 

YKEHIPEDVYIYKPPVSKPWVSLGSEKEIEEESVTESTKQITYMISRKRSEFGAPIKFSDQNASSVKDAY 

 

>gi|68532502|gb|AAH96706.1| RPL23AP13 protein [Homo sapiens] 

MAPKVKKEAPGPPKAEAKAKALKAKKVVLKGVHGHKKKKIRMSPTFQRPKTLRLWRPPRYPRKTTPRRNK 

LDHYAIIKFPLTTEFAMKKIKDNNTLVFTVDVKANKHQIKQAVKKLCDIDGAKVNTLMER 

 

>gi|55663124|emb|CAH71408.1| SET translocation (myeloid leukemia-associated) [Homo sapiens] 

MAPKRQSPLPPQKKKPRPPPALGPEETSASAGLPKKGEKEQQEAIEHIDEVQNEIDRLNEQASEEILKVE 

QKYNKLRQPFFQKRSELIAKIPNFWVTTFVNHPQVSALLGEEDEEALHYLTRVEVTEFEDIKSGYRIDFY 

FDENPYFENKVLSKEFHLNESGDPSSKSTEIKWKSGKDLTKRSSQTQNKASRKRQHEEPESFFTWFTDHS 

 

>gi|37182400|gb|AAQ89002.1| APKK229 [Homo sapiens] 

MAPKKLSCLRSLLLPLSLTLLLPQADTRSFVVDRGHDRFLLDGAPFRYVSGSLHYFRVPRVLWADRLLKM 

RWSGLNAIQFYVPWNYHEPQPGVYNFNGSRDLIAFLNEAALANLLVILRPGPYICAEWEMGGLPSWLLRK 

PEIHLRTSDPDFLAAVDSWFKVLLPKIYPWLYHNGGNIISIQVENEYGSYRACDFSYMRHLAGLFRALLG 

 

MGPK 

 

>gi|5830357|emb|CAA73027.1| interferon-related IFRD2 (PC4-B) protein [Homo sapiens] 

MGPKKSWRSHFFPLPEVWLLLLLSQALSPSHGPQTQAGVGLVWSVPLPSALRSQSCLGAPLRDASELTTV 

HLFPTRGWGARRALWVHSSASASSAASRRRLRAQASGISSFSLVDGGAPREDGGARGVWLPSSGQVSAQR 

TGRRLVGLEPTPTGSLTPRPPRPVPGMPRARKGNTLRKGGQRRGGGARSSAQADSGSSDDEAASEARSTA 

 

>gi|29861|emb|CAA38879.1| centromere autoantigen B (CENP-B) [Homo sapiens] 

MGPKRRQLTFREKSRIIQEVEENPDLRKGEIARRFNIPPSTLSTILKNKRAILASERKYGVASTCRKTNK 

LSPYDKLEGLLIAWFQQIRAAGLPVKGIILKEKALRIAEELGMDDFTASNGWLDRFRRRHGVVSCSGVAR 

ARARNAAPRTPAAPASPAAVPSEGSGGSTTGWRAREEQPPSVAEGYASQDVFSATETSLWYDFLPDQAAG 

 

>gi|5456984|gb|AAD43733.1| protocadherin gamma C5 [Homo sapiens] 

MGPKTLPQLAGKWQVLCMLSLCCWGWVSGQLRYSVVEESEPGTLVGNVAQDLGLKMTDLLSRRLQLGSEE 

NGRYFSLSLMSGALAVNQKIDRESLCGASTSCLLPVQVVTEHPLELIRVEVEILDLNDNSPSFATPEREM 

RISESAASGARFPLDSAQDPDVGTNTVSFYTLSPNSHFSLNVKTLKDGKPFPELVLEQQLDREAQARHQL 

 

>gi|13676362|gb|AAH06515.1| C6orf168 protein [Homo sapiens] 

MGPKLSTLDATVFGHLAQAMWTLPGTRPERLIKGELINLAMYCERIRRKFWPEWHHDDDNTIYESEESSE 

GSKTHTPLLDFSFYSRTETFEDEGAENSFSRTPDTDFTGHSLFDSDVDMDDYTDHEQCK 

 

>gi|37182788|gb|AAQ89194.1| livin inhibitor-of-apotosis [Homo sapiens] 

MGPKDSAKCLHRGPQPSHWAAGDGPTQERCGPRSLGSPVLGLDTCRAWDHVDGQILGQLRPLTEEEEEEG 

AGATLSRGPAFPGMGSEELRLASFYDWPLTAEVPPELLAAAGFFHTGHQDKVRCFFCYGGLQSWKRGDDP 

WTEHAKWFPSCQFLLRSKGRDFVHSVQETHSQLLGSWDPWEEPEDAAPVAPSVPASGYPELPTPRREVQS 

 



MPPK 

 

>gi|2584787|emb|CAA65068.1| Aminopeptidase P-like X-prolyl aminopeptidase (aminopeptidase P) 

[Homo sapiens] 

MPPKVTSELLRQLRQAMRNSEYVTEPIQAYIIPSGDAHQSEYIAPCDCRRAFVSGFDGSAGTAIITEEHA 

AMWTDGRYFLQAAKQMDSNWTLMKMGLKDTPTQEDWLVSVLPEGSRVGVDPLIIPTDYWKKMAKVLRSAG 

HHLIPVKENLVDKIWTDRPERPCKPLLTLGLDYTGISWKDKVADLRLKMAERNVMWFVVTALDEIAWLFN 

 

>gi|48146139|emb|CAG33292.1| VAMP4 [Homo sapiens] 

MPPKFKRHLNDDDVTGSVKSERRNLLEDDSDEEEDFFLRGPSGPRFGPRNDKIKHVQNQVDEVIDVMQEN 

ITKVIERGERLDELQDKSESLSDNATAFSNRSKQLRRQMWWRGCKIKAIMALVAAILLLVIIILIVMKYR 

 

>gi|24940374|emb|CAD54446.2| vaccinia-related kinase 2 [Homo sapiens] 

MPPKRNEKYKLPIPFPEGKVLDDMEGNQWVLGKKIGSGGFGLIYLAFPTNKPEKDARHVVKVEYQENGPL 

FSELKFYQRVAKKDCIKKWIERKQLDYLGIPLFYGSGLTEFKGRSYRFMVMERLGIDLQKISGQNGTFKK 

STVLQLGIRMLDVLEYIHENEYVHGDVKAANLLLGYKNPDQVYLADYGLSYRYCPNGNHKQYQENPRKGH 

 

>gi|55661102|emb|CAH70901.1| retinoblastoma 1 (including osteosarcoma) [Homo sapiens] 

MPPKTPRKTAATAAAAAAEPPAPPPPPPPEEDPEQDSGPEDLPLVRLEFEETEEPDFTALCQKLKIPDHV 

RERAWLTWEKVSSVDGVLGGYIQKKKELWGICIFIAAVDLDEMSFTFTELQKNIEISVHKFFNLLKEIDT 

STKVDNAMSRLLKKYDVLFALFSKLERTCELIYLTQPSSSISTEINSALVLKVSWITFLLAKGEVLQMED 

 

>gi|56204731|emb|CAI22352.1| thioredoxin interacting protein [Homo sapiens] 

MPPKHSLSHRCILSVTASLMATRFSFPSGENEMVIMRPGNKYEYKFGFELPQGPLGTSFKGKYGCVDYWV 

KAFLDRPSQPTQETKKNFEVVDLVDVNTPDLMAPVSAKKEKKVSCMFIPDGRVSVSARIDRKGFCEGDEI 

SIHADFENTCSRIVVPKAAIVARHTYLANGQTKVLTQKLSSVRGNHIISGTCASWRGKSLRVQKIRPSIL 

 

>gi|33337755|gb|AAQ13514.1| zinc finger CCCH-type containing 15 [Homo sapiens] 

MPPKKQAQAGGSKKAEQKKKEKIIEDKTFGLKNKKGAKQQKFIKAVTHQVKFGQQNPRQVAQSEAEKKLK 

KDDKKKELQELNELFKPVVAAQKISKGADPKSVVCAFFKQGQCTKGDKCKFSHDLTLERKCEKRSVYIDA 

RDEELEKDTMDNWDEKKLEEVVNKKHGEAEKKKPKTQIVCKHFLEAIENNKYGWFWVCPGGGDICMYRHA 

 

>gi|13436422|gb|AAH04986.1| Ribosomal protein S25 [Homo sapiens] 

MPPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLFDKATYDKLCKEVPNYKLITP 

AVVSERLKIRGSLARAALQELLSKGLIKLVSKHRAQVIYTRNTKGGDAPAAGEDA 

 

>gi|29791753|gb|AAH50644.1| Ribosomal protein L12 [Homo sapiens] 

MPPKFDPNEIKVVYLRCTGGEVGATSALAPKIGPLGLSPKKVGDDIAKATGDWKGLRITVKLTIQNRQAQ 

IEVVPSASALIIKALKEPPRDRKKQKNIKHSGNITFDEIVNIARQMRHRSLARELSGTIKEILGTAQSVG 

CNVDGRHPHDIIDDINSGAVECPAS 

 

>gi|5420453|dbj|BAA82320.1| parvulin [Homo sapiens] 

MPPKGKSGSGKAGKGGAASGSDSADKKAQGPKGGGNAVKVRHILCEKHGKIMEAMEKLKSGMRFNEVAAQ 

YSEDKARQGGDLGWMTRGSMVGPFQEAAFALPVSGMDKPVFTDPPVKTKFGYHIIMVEGRK 

 

>gi|117558527|gb|AAI27120.1| XIRP1 protein [Homo sapiens] 

MPPKKKPQLPPKPAHLTQSHPPQRLPKPLPLSPSFSSEVGQREHQRGERDTAIPQPAKVPTTVDQGHIPL 

ARCPSGHSQPSLQHGLSTTAPRPTKNQATGSNAQSSEPPKLNALNHDPTSPQWGPGPSGEQPMEGSHQGA 

PESPDSLQRNQKELQGLLNQVQALEKEAASSVDVQALRRLFEAVPQLGGAAPQAPAAHQKPEASVEQAFG 

 

>gi|20810193|gb|AAH29376.1| Obg-like ATPase 1 [Homo sapiens] 

MPPKKGGDGIKPPPIIGRFGTSLKIGIVGLPNVGKSTFFNVLTNSQASAENFPFCTIDPNESRVPVPDER 

FDFLCQYHKPASKIPAFLNVVDIAGLVKGAHNGQGLGNAFLSHISACDGIFHLTRAFEDDDITHVEGSVD 

PIRDIEIIHEELQLKDEEMIGPIIDKLEKVAVRGGDKKLKPEYDIMCKVKSWVIDQKKPVRFYHDWNDKE 

 

>gi|15214600|gb|AAH12425.1| Myosin, light chain 6B, alkali, smooth muscle and no 

n-muscle [Homo sapiens] 

MPPKKDVPVKKPAGPSISKPAAKPAAAGAPPAKTKAEPAVPQAPQKTQEPPVDLSKVVIEFNKDQLEEFK 

EAFELFDRVGDGKILYSQCGDVMRALGQNPTNAEVLKVLGNPKSDELKSRRVDFETFLPMLQAVAKNRGQ 

GTYEDYLEGFRVFDKEGNGKVMGAELRHVLTTLGEKMTEEEVETVLAGHEDSNGCINYEAFLKHILSV 

 

MSPK 

 

>gi|963060|emb|CAA46340.1| zinc-finger protein (ZNFpT17) [Homo sapiens] 

MSPKRDGLGTGDGLHSQVLQEQVSTGDNLHECDSQGPSKDTLVREGKTYKCKECGSVFNKNSLLVRHQQI 

HTGVKPYECQECGKAFPEKVDFVRHMRIHTGEKPCKCVECGKVFNRRSHLLCYRQIHTGEKPYECSECGK 

TFSYHSVFIQHRVTHTGEKLFGCKECGKTFYYNSSLTRHMKIHTGEKPCKCSECGKTFTYRSVFFRHSMT 

 

 

 

 



>gi|5912556|emb|CAB56197.1| VCX-A protein [Homo sapiens] 

MSPKPRASGPPAKATEAGKRKSSSQPSPSDPKKKTTKVAKKGKAVRRGRRGKKGAATKMAAVTAPEAESG 

PAAPGPSDQPSQELPQHELPPEEPVSEGTQHDPLSQESELEEPLSQESEVEEPLSQESQVEEPLSQESEV 

EEPLSQESQVEEPLSQESEVEEPLSQESQVEEPLSQESEMEELPSV 

 

>gi|303620|dbj|BAA00469.1| RCC1 [Homo sapiens] 

MSPKRIAKRRSPPADAIPKSKKVKVSHRSHSTEPGLVLTLGQGDVGQLGLGENVMERKKPALVSIPEDVV 

QAEAGGMHTVCLSKSGQVYSFGCNDEGALGRDTSVEGSEMVPGKVELQEKVVQVSAGDSHTAALTDDGRV 

FLWGSFRDNNGVIGLLEPMKKSMVPVQVQLDVPVVKVASGNDHLVMLTADGDLYTLGCGEQGQLGRVPEL 

 

>gi|15128484|dbj|BAB62714.1| phosphodiesterase 11A1 [Homo sapiens] 

MSPKCSADAENSFKESMEKSSYSDWLINNSIAELVASTGLPVNISDAYQDPRFDAEADQISGFHIRSVLC 

VPIWNSNHQIIGVAQVLNRLDGKPFDDADQRLFEAFVIFCGLGINNTIMYDQVKKSWAKQSVALDVLSYH 

ATCSKAEVDKFKAANIPLVSELAIDDIHFDDFSLDVDAMITAALRMFMELGMVQKFKIDYETLCRWLLTV 

 

>gi|19223979|gb|AAL86399.1|AF417578_1 transmembrane channel-like protein 1 [Homo sapiens] 

MSPKKVQIKVEEKEDETEESSSEEEEEVEDKLPRRESLRPKRKRTRDVINEDDPEPEPEDEETRKAREKE 

RRRRLKRGAEKEEIDEEELERLKAELDEKRQIIATVKCKPWKMEKKIEVLKEAKKFVSENEGALGKGKGK 

RWFAFKMMMAKKWAKFLRDFENFKAACVPWENKIKAIESQFGSSVASYFLFLRWMYGVNMVLFILTFSLI 

 

MGSK 

 

>gi|49168604|emb|CAG38797.1| RAD51L1 [Homo sapiens] 

MGSKKLKRVGLSQELCDRLSRHQILTCQDFLCLSPLELMKVTGLSYRGVHELLCMVSRACAPKMQTAYGI 

KAQRSADFSPAFLSTTLSALDEALHGGVACGSLTEITGPPGCGKTQFCIMMSILATLPTNMGGLEGAVVY 

IDTESAFSAERLVEIAESRFPRYFNTEEKLLLTSSKVHLYRELTCDEVLQRIESLEEEIISKGIKLVILD 

 

>gi|47678501|emb|CAG30371.1| chromosome 22 open reading frame 42 [Homo sapiens] 

MGSKLTCCLGPSGGLNCDCCRPDVGPCHECEIPETVAATAPASTTAKPAKLDLKAKKAQLMQYLSLPKTP 

KMLKMSKGLDARSKRWLKIIWRRHGIWPLENIGPTEDVQASAHGGVEENMTSDIEIPEAKHDHRPTEDVQ 

VSAHGGVEENITSDIEISEAKHDHHLVEDLSESLSVCLEDFMTSDLSESLSVSLEDFMTSGLSESLSVSL 

 

>gi|6690091|emb|CAB65555.1| enteropeptidase [Homo sapiens] 

MGSKRGISSRHHSLSSYEIMFAALFAILVVLCAGLIAVSCLTIKESQRGAALGQSHEARATFKITSGVTY 

NPNLQDKLSVDFKVLAFDLQQMIDEIFLSSNLKNEYKNSRVLQFENGSIIVVFDLFFAQWVSDQNVKEEL 

IQGLEANKSSQLVTFHIDLNSVDILDKLTTTSHLATPGNVSIECLPGSSPCTDALTCIKADLFCDGEVNC 

 

>gi|17391044|gb|AAH18441.1| C19orf25 protein [Homo sapiens] 

MGSKAKKRVLLPTRPAPPTVEQILEDVRGAPAEDPVFTILAPEDPPVPFRMMEDAEAPGEQLYQQSRAYV 

AANQRLQQAGNVLRQRCELLQRAGEDLEREVAQMKQAALPAAEAASSG 

 

>gi|30721853|gb|AAP34197.1| polybromo-1D [Homo sapiens] 

MGSKRRRATSPSSSVSGDFDDGHHSVSTPGPSRKRRRLSNLPTVDPIAVCHELYNTIRDYKDEQGRLLCE 

LFIRAPKRRNQPDYYEVVSQPIDLMKIQQKLKMEEYDDVNLLTADFQLLFNNAKSYYKPDSPEYKAACKL 

WDLYLRTRNEFVQKGEADDEDDDEDGQDNQGTVTEGSSPAYLKEILEQLLEAIVVATNPSGRLISELFQK 

 

>gi|20380850|gb|AAH28071.1| Myosin IF [Homo sapiens] 

MGSKERFHWQSHNVKQSGVDDMVLLPQITEDAIAANLRKRFMDDYIFTYIGSVLISVNPFKQMPYFTDRE 

IDLYQGAAQYENPPHIYALTDNMYRNMLIDCENQCVIISGESGAGKTVAAKYIMGYISKVSGGGEKVQHV 

KDIILQSNPLLEAFGNAKTVRNNNSSRFGKYFEIQFSRGGEPDGGKISNFLLEKSRVVMQNENERNFHIY 

 

>gi|16877372|gb|AAH16936.1| Odd-skipped related 2 (Drosophila) [Homo sapiens] 

MGSKALPAPIPLHPSLQLTNYSFLQAVNTFPATVDHLQGLYGLSAVQTMHMNHWTLGYPNVHEITRSTIT 

EMAAAQGLVDARFPFPALPFTTHLFHPKQGAIAHVLPALHKDRPRFDFANLAVAATQEDPPKMGDLSKLS 

PGLGSPISGLSKLTPDRKPSRGRLPSKTKKEFICKFCGRHFTKSYNLLIHERTHTDERPYTCDICHKAFR 

 

>gi|21411351|gb|AAH31046.1| Meiosis-specific nuclear structural 1 [Homo sapiens] 

MGSKRRNLSCSERHQKLVDENYCKKLHVQALKNVNSQIRNQMVQNENDNRVQRKQFLRLLQNEQFELDME 

EAIQKAEENKRLKELQLKQEEKLAMELAKLKHESLKDEKMRQQVRENSIELRELEKKLKAAYMNKERAAQ 

IAEKDAIKYEQMKRDAEIAKTMMEEHKRIIKEENAAEDKRNKAKAQYYLDLEKQLEEQEKKKQEAYEQLL 

 

>gi|20799125|dbj|BAB92079.1| zinc finger transcription factor [Homo sapiens] 

MGSKTLPAPVPIHPSLQLTNYSFLQAVNGLPTVPSDHLPNLYGFSALHAVHLHQWTLGYPAMHLPRSSFS 

KVPGTVSSLVDARFQLPAFPWFPHVIQPKPEITAGGSVPALKTKPRFDFANLALAATQEDPAKLGRGEGP 

GSPAGGLGALLDVTKLSPEKKPTRGRLPSKTKKEFVCKFCGRHFTKSYNLLIHERTHTDERPYTCDICHK 

 

>gi|14326451|gb|AAK60271.1|AF384555_1 farnesol receptor [Homo sapiens] 

MGSKMNLIEHSHLPTTDEFSFSENLFGVLTEQVAGPLGQNLEVEPYSQYSNVQFPQVQPQISSSSYYSNL 

GFYPQQPEEWYSPGIYELRRMPAETLYQGETEVAEMPVTKKPRMGASAGRIKGDELCVVCGDRASGYHYN 

ALTCEGCKGFFRRSITKNAVYKCKNGGNCVMDMYMRRKCQECRLRKCKEMGMLAECMYTGLLTEIQCKSK 

 



>gi|124376338|gb|AAI32759.1| H6 family homeobox 2 [Homo sapiens] 

MGSKEDAGKGCPAAGGVSSFTIQSILGGGPSEAPREPVGWPARKRSLSVSSEEEEPDDGWKAPACFCPDQ 

HGPKEQGPKHHPPIPFPCLGTPKGSGGSGPGGLERTPFLSPSHSDFKEEKERLLPAGSPSPGSERPRDGG 

AERQAGAAKKKTRTVFSRSQVYQLESTFDMKRYLSSSERACLASSLQLTETQVKTWFQNRRNKWKRQLSA 

 

>gi|3435090|gb|AAC32544.1| RTN2-C [Homo sapiens] 

MGSKVADLLYWKDTRTSGVVFTGLMVSLLCLLHFSIVSVAAHLALLLLCGTISLRVYRKVLQAVHRGDGA 

NPFQAYLDVDLTLTREQTERLSHQITSRVVSAATQLRHFFLVEDLVDSLKLALLFYILTFVGAIFNGLTL 

LILGVIGLFTIPLLYRQHQAQIDQYVGLVTNQLSHIKAKIRAKIPGTGALASAAAAVSGSKAKAE 

 

>gi|2745974|gb|AAC23441.1| bridging integrator protein-1 [Homo sapiens] 

MGSKGVTAGKIASNVQKKLTRAQEKVLQKLGKADETKDEQFEQCVQNFNKQLTEGTRLQKDLRTYLASVK 

AMHEASKKLNECLQEVYEPDWPGRDEANKIAENNDLLWMDYHQKLVDQALLTMDTYLGQFPDIKSRIAKR 

GRKLVDYDSARHHYESLQTAKKKDEAKIAKAEEELIKAQKVFEEMNVDLQEELPSLWNSRVGFYVNTFQS 

 

>gi|68533509|gb|AAH98392.1| Myosin IE [Homo sapiens] 

MGSKGVYQYHWQSHNVKHSGVDDMVLLSKITENSIVENLKKRYMDDYIFTYIGSVLISVNPFKQMPYFGE 

KEIEMYQGAAQYENPPHIYALADNMYRNMIIDRENQCVIISGESGAGKTVAAKYIMSYISRVSGGGTKVQ 

HVKDIILQSNPLLEAFGNAKTVRNNNSSRFGKYFEIQFSPGGEPDGGKISNFLLEKSRVVMRNPGERSFH 

 

>gi|146261997|ref|NP_001078948.1| IQ domain-containing protein F3 [Homo sapiens] 

MGSKCCKGGPDEDAVERQRRQKLLLAQLHHRKRVKAAGQIQAWWRGVLVRRTLLVAALRAWMIQCWWRTL 

VQRRIRQRRQALLRVYVIQEQATVKLQSCIRMWQCRQCYRQMCNALCLFQVPESSLAFQTDGFLQVQYAI 

PSKQPEFHIEILSI 

>gi|7106822|gb|AAF36136.1| zinc finger, C3HC-type containing 1 [Homo sapiens] 

MGSKPFELSPLVCAKYGWVTVECDMLKCSSCQAFLCASLQPAFDFDRYKQRCAELKKALCTAHEKFCFWP 

DSPSPDRFGMLPLDEPAILVSEFLDRFSKPLSLGPPASFPKAGGLENYVLDRRQDQSSPTLLEDELDHRT 

DERKTTIKLGSDIQVHVTACILSVCGWACSSSLESMQLSLIACSQCMRRVGLWGFQQIESSMTDLDASFG 

 

>gi|57999423|emb|CAI45925.1| probable ATP-dependent RNA helicase DDX60-like [Homo sapiens] 

MGSKDHAVFFREMTQLILNEMPKAGYSSILNDFVESNFFVIDGDSLLVTCLGVKSFKWGQNLHFFYLVEC 

YLVDLLSNGGQFTIVFFKDAEYAYFDFPELLSLRTALILHLQHNTNIDVQTEFSGCLSQDWKLLLEQHYP 

YFLIVSEEGLSDLQTYLFNFLIIHSWGMKVNVVLSSGHESDTLRFYAYTMESTDRNQTFSKENETVIQSA 

 

>gi|17511697|gb|AAH18706.1| TNS4 protein [Homo sapiens] 

MGSKASSPHGLGSPLVASPRLEKRLGGLAPQRGSRISVLSASPVSDVSYMFGSSQSLLHSSNSSHQSSSR 

SLESPANSSSSLHSLGSVSLCTRPSDFQAPRNPTLTMGQPRTPHSPPLAKEHASSCPPSITNSMVDIPIV 

LINGCPEPGSSPPQRTPGHQNSVQPGAASPSNPCPATRSNSQTLSDAPFTTCPEGPARDMQPTMKFVMDT 

 

>gi|55958192|emb|CAI12845.1| REX4, RNA exonuclease 4 homolog (S. cerevisiae) [Homo sapiens] 

MGSKKKPKIIQQNKKETSPQVKGEEMPAGKDQEASRGSVPSGSKMDRRAPVPRTKASGTEHNKKGTKERT 

NGDIVPERGDIEHKKRKAKEAAPAPPTEEDIWFDDVDPADIEAAIGPEAAKIARKQLGQSEGSVSLSLVK 

EQAFGGLTRALALDCEMVGVGPKGEESMAARVSIVNQYGKCVYDKYVKP 

 

 


